[bookmark: _Hlk139290227]Starcevich	 58,274 bp including 10-base 3' overhang (CCGATGGCAT), Cluster F1
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According to phagesdb.org (9/30/22) , 114 genes in Draft annotation

12/9/22 Blastn vs phagesdb
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XXXX22 Run genemarkS, genemark vs smeg mc2155 and vs TB h37rv.. Redid online with mc2155, H37RV, GenemarkS, and Leprae. Printed genemarkS output. Saved predicted genes in one Wordfile for all models
Uploaded sequence into DNA Master and ran autoannotation saved as 20221118Starcevichv1.DNAM5, 91 genes predicted


Make map
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Make 6 frame, with and without color…printed one without color


Gene Number:1
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12/09/22
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Run BlastP at phagesdb and HHPRED, BLASTP, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred
Start Codon and source: 41, GTG, called by GeneMark
Stop Codon: TAG
F/R:  F
Coding Potential (y/n):Y
Starterator (SS, NA, NI):
[image: ]

Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: N/A
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
609
[image: ]
Proposed Function: HNH endonuclease
Function Evidence: BlastP and HHPred
Transmembrane Domain/Evidence No
[image: ]
 
Transmembrane Hidden Markov Model
https://services.healthtech.dtu.dk/service.php?TMHMM-2.0
 
TMHMM uses a Hidden Markov Model to predict putative transmembrane domains. Below, see the results from TMHMM for Schubert gene 26:

SOSUI
 
http://harrier.nagahama-i-bio.ac.jp/sosui/sosui_submit.html

 


Gene Number:2
Start Codon and source:  445, ATG- GeneMark 
Stop Codon: TAA- 699
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham1242, Most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
GeneMarkBlast Result: 
[image: ]
[image: ]
[image: ]
[image: ][image: ]
[image: ][image: ]

Gap:70
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: terminase, small subunit
Function Evidence: HHpred and BlastP
Transmembrane Domain/Evidence
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Gene Number: 3
Start Codon and source: 671- ATG- GeneMark (Changed from 797 based on Blasts) 
Stop Codon:  TGA- 2158
F/R: F
Coding Potential (y/n): 
Starterator (SS, NA, NI): Pham 93398- Does not have most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: -24
Longest Orf? (Y/N/NA)  N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: terminase, large subunit
Function Evidence: HHpred, BlastP 
Transmembrane Domain/Evidence
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Gene Number:4
Start Codon and source: 2199- ATG- GeneMark
Stop Codon: 3620- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94880- Does not have most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 38
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: portal protein
Function Evidence: BlastP and HHPRED
Transmembrane Domain/Evidence
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Gene Number:5
Start Codon and source: 3604- TTG- GenMark
Stop Codon: TGA- 4329
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): NA, Orpham, No Data
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 3
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: capsid maturation protease
Function Evidence: HHpred and BlastP
Transmembrane Domain/Evidence
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Gene Number: 6
Start Codon and source: 4409- ATG-GeneMark
Stop Codon: ATG- 4945
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94958, not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 68
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: scaffolding protein 
Function Evidence: BlastP and HHRED




Transmembrane Domain/Evidence
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Gene Number: 7
Start Codon and source: 5008- ATG GeneMark
Stop Codon: TAA- 5916
F/R: F
Coding Potential (y/n): N
Starterator (SS, NA, NI): Pham 79334, most annotated start
[image: ]Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 13
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score, [image: ]
Proposed Function: major capsid protein
Function Evidence: HHpred, BlastP 
Transmembrane Domain/Evidence
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Gene Number:8
Start Codon and source: 5928- GTG GeneMark  
Stop Codon: TGA- 6299
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84741, not most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 12 gap
Longest Orf? (Y/N/NA)
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score, [image: ]
Proposed Function: head-to-tail adaptor
	Function Evidence: BlastP. On SEAPHAGES functional assignment page, 
	https://seaphages.org/meetings/33/


 Link led us to the homepage, not to a case study, but overwhelmingly we found this assignment on blasts and we had a different gene product assigned to portal.






Transmembrane Domain/Evidence
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Gene Number:9 
Start Codon and source: 6296- GTG GeneMark
Stop Codon: TGA- 6625
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94894, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 3 overlap
Longest Orf? (Y/N/NA)
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score, [image: ]
Proposed Function: 	head-to-tail stopper
Function Evidence:  HHpred Blast P results. Previous gene was overwhelmingly called head-to-tail adaptor and this was predominantly blast matched with head-to-tail stopper
Transmembrane Domain/Evidence
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Gene Number:10
Start Codon and source: 6632- GTG- GeneMark
Stop Codon: TGA- 6958
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84658, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 7
Longest Orf? (Y/N/NA)
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score, [image: ]
Proposed Function: Hypothetical Protein
Function Evidence: BlastP matches suggest HK97 gp10 family, which is to be called Hypothetical Protein according to SEA PHAGES functional assignment 
Transmembrane Domain/Evidence
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Gene Number:11
Start Codon and source: 6948- ATG- GeneMark
Stop Codon: TAG-7352
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84717, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 9 overlap
Longest Orf? (Y/N/NA)
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score, [image: ]
Proposed Function: tail terminator
Function Evidence: HHpred, BlastP




Transmembrane Domain/Evidence
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Gene Number:12
Start Codon and source: 7390 changed from 7462, longer orf 
Stop Codon: TAG- 8271
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 78116, not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ]
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Gap: 38
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score, [image: ]
Proposed Function: major tail protein
Function Evidence: HHpred, BlastP
Transmembrane Domain/Evidence
[image: ] 

Gene Number:13
Start Codon and source: 8388- ATG- GeneMark 
Stop Codon: TGA-8939
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84650, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 117
Longest Orf? (Y/N/NA)
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score, [image: ]
Proposed Function: tail assembly chaperone 
Function Evidence: HHPRED, BLASTP, position in genome, frameshift
Transmembrane Domain/Evidence
[image: ]



Gene Number:14
Start Codon and source: 8388 changed from 8998 Frameshift 
Stop Codon: TGA- 9324
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 88687, not most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: Frameshift 
Longest Orf? (Y/N/NA)
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score, [image: ]
Proposed Function: tail assembly chaperone 
Function Evidence: HHPRED, BLASTP, position in genome, frameshift





Transmembrane Domain/Evidence
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Gene Number:15
Start Codon and source: 9343- ATG- GeneMark
Stop Codon: TAA- 12831
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84838, not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 19
Longest Orf? (Y/N/NA)




RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: tape measure protein
Function Evidence: HHPRED, BLASTP, position in genome, longest orf in genome
Transmembrane Domain/Evidence
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Gene Number:16
Start Codon and source: 12832- ATG- GeneMark
Stop Codon: TAG- 14541
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 59, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 1
Longest Orf? (Y/N/NA)
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score, [image: ]
Proposed Function: minor tail protein 
Function Evidence: HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ]
 


Gene Number: 17 
Start Codon and source: 14598- TTG- GeneMark
Stop Codon: TAG- 16307
F/R: F
Coding Potential (y/n): Y 
Starterator (SS, NA, NI): Pham 93394, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 57
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score, [image: ]
Proposed Function: minor tail protein 
Function Evidence: HHPRED, BLASTP
Transmembrane Domain/Evidence
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Gene Number: 18
Start Codon and source: 16349- ATG- GeneMark (Changed from 16364)
Stop Codon: TGA- 17194
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84696, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 42
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
 [image: ]
Proposed Function: minor tail protein 
Function Evidence: BLASTP, location in genome
Transmembrane Domain/Evidence
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Gene Number: 19
Start Codon and source: 17191-ATG- GeneMark
Stop Codon: TGA- 19728
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94899, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 3 overlap 
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score, [image: ]
Proposed Function: minor tail protein 
Function Evidence: HHPRED, BLASTP 


Transmembrane Domain/Evidence
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Gene Number: 20
Start Codon and source: 19725- ATG- GeneMark
Stop Codon: 21611- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84812, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 3 overlap 
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: minor tail protein, D-ala-D-ala carboxypeptidase
Function Evidence: HHPRED, BLASTP 
Transmembrane Domain/Evidence[image: ]

Gene Number: 21
Start Codon and source: 21608- ATG- GeneMark
Stop Codon: 22774- TAA
F/R: F
Coding Potential (y/n): y
Starterator (SS, NA, NI): Pham 84886, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher[image: ][image: ][image: ][image: ]
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Gap: 3 Overlap 
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: minor tail protein 
Function Evidence: BLASTP 
Transmembrane Domain/Evidence
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Gene Number: 22
Start Codon and source: 22792- ATG- GeneMark
Stop Codon: 23133- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94890, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 18
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: more NCBI BlastP hits to head protein than tail, but no category in functional assignment list so chose hypothetical
Transmembrane Domain/Evidence
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Gene Number: 23
Start Codon and source: 23156- TTG- GeneMark
Stop Codon: 23410- TAG
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84870, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 23
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no valid HHPRED hits, several BLASTP were called minor tail protein.
Transmembrane Domain/Evidence
[image: ]

Gene Number: 24 
Start Codon and source: 23423- ATG- GeneMark
Stop Codon: 24061- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 338, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 13
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: minor tail protein 
Function Evidence: HHPRED, NCBI BLASTP 



Transmembrane Domain/Evidence
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Gene Number: 25
Start Codon and source: 24058- ATG- GeneMark
Stop Codon: 24846- TAG
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): NA, Orpham, no data 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher[image: ][image: ][image: ]
[image: ][image: ][image: ][image: ]
[image: ][image: ]
Gap: 3 overlap
Longest Orf? (Y/N/NA) 
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: no credible functional matches; however, this gene is not in phagesdb’s autoannotation, and matches Ochi17 gp24 and  FRANKIE gp25 which are the only two members of Pham 90403
Transmembrane Domain/Evidence
[image: ]

Gene Number: 26
Start Codon and source: 24907- ATG- GeneMark
Stop Codon: 25089- TGA 
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94941, not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ]
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[image: ][image: ][image: ][image: ]
Gap: 61
Longest Orf? (Y/N/NA) N 
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: helix-turn-helix DNA binding protein
Function Evidence: HHPRED, BLASTP, JPred4 (below)
http://www.compbio.dundee.ac.uk/jpred4/results/jp_ZrgwP6C/jp_ZrgwP6C.simple.html
MEEDLLAQIRAKRRQQDTLKDDIRELVNKALEAGIHWEQVADALGVKSRQRVSQIRRGTRZ
---HHHHHHHH--HHHHHHHHHHHHHHHHHHH----HHHHHHH-----HHHHHHHHH----

Transmembrane Domain/Evidence
[image: ]

Gene Number: 27
Start Codon and source: 25230- ATG- GeneMark
Stop Codon: 25526- TGA
F/R: F (adequate spacing from preceding reverse gene)
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84614, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
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Gap: 141
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: no credible functional matches on HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ]

Gene Number: 28
Start Codon and source: 25541-ATG- GeneMark
Stop Codon: 25684- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84687, not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 15
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: no credible functional matches on HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ]

Gene Number: 29
Start Codon and source: 25703- TTG- GeneMark
Stop Codon: 25906- TAA
F/R: R
Coding Potential (y/n): y
Starterator (SS, NA, NI): Pham 90019, not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ] [image: ][image: ][image: ][image: ][image: ]
Conserved HTH domain
[image: ] [image: ][image: ][image: ][image: ]
Gap: 19
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: helix-turn-helix DNA binding domain
Function Evidence: HHPRED, BLASTP 
JPred4 http://www.compbio.dundee.ac.uk/jpred4/results/jp_xdeI7ov/jp_xdeI7ov.simple.html
[image: ]
Transmembrane Domain/Evidence
[image: ]

Gene Number: 30
Start Codon and source: Not called by our autoannotation. Called by GeneMark. Start changed from 26077 to 26056- GTG- Genemark. Blasted alternative reverse frame orfs and no credible matches.
Stop Codon: 26196- TGA
F/R: F 
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 87559, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 150
Longest Orf? (Y/N/NA) N

RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: membrane protein 
Function Evidence: see below
Transmembrane Domain/Evidence

https://harrier.nagahama-i-bio.ac.jp/sosui/cgi-bin/msosui.cgi
[image: ]
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Gene Number: 31
Start Codon and source: 26193- ATG- GeneMark. Not called by our autoannotation. 
Stop Codon: 26324- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94942, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ]
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Gap: 3 overlap 
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no credible functional matches on HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ]




















Gene Number: 32
Start Codon and source: 26394- ATG- GeneMark
Stop Codon: 26627- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94979, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 3 overlap
Longest Orf? (Y/N/NA) Y




RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: no credible matches on HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ]

Gene Number: 33
Start Codon and source: 26624- GTG- GeneMark
Stop Codon: 27118- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 48380, NA, Orpham- no data
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ]
[image: ][image: ][image: ][image: ][image: ]
Gap: 3 overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: endolysin 
Function Evidence: BLASTP have lysin matches but we located a lysinA and B downstream at genes 35 and 36. Seems like an insertion of gene 34 possibly disrupted the original lysinA gene because this gene product matches the beginning of many lysin A proteins and gene 35 matches ~149 amino acids into other lysinA’s

Transmembrane Domain/Evidence
[image: ]

Gene Number: 34
Start Codon and source: 27099- ATG- GeneMark
Stop Codon: 27605- TAA
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 95802, not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 19 overlap 
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: HNH endonuclease 
Function Evidence: HHPRED, BLASTP 
Transmembrane Domain/Evidence
[image: ]

Gene Number: 35
Start Codon and source: 27642- ATG- GeneMark
Stop Codon: 28400- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 87203, not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 37
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score, [image: ]
Proposed Function: Lysin A
Function Evidence: HHPRED, BLASTP

Seems like an insertion of gene 34 possibly disrupted the original lysinA gene because this gene product matches the beginning of many lysin A proteins and gene 35 matches ~149 amino acids into other lysinA’s. We left the longer start because the encoded amino acids match other lys A proteins however this makes a small region for divergent promoters.
Transmembrane Domain/Evidence
[image: ]

Gene Number: 36
Start Codon and source: 28400- ATG- GeneMark
Stop Codon: 29401- TAG
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 93393, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 0
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Lysin B
Function Evidence: HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ]

Gene Number: 37
Start Codon and source: 29410- ATG- GeneMark
Stop Codon: 29643- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94920, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 9
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: holin
Function Evidence: HHPRED, BLASTP 
Transmembrane Domain/Evidence
[image: ]

Gene Number: 38
Start Codon and source: 29640- ATG- GeneMark
Stop Codon: 30014- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94887, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 3 overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: membrane protein 
Function Evidence: TMHMM and SOSUI (see below) 
Transmembrane Domain/Evidence
[image: ]
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Gene Number: 39
Start Codon and source: 30038- ATG- GeneMark
Stop Codon: 30271- TAG
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 333, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 24
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Because of HHPRED, we ran secondary structure JPred4 prediction

[image: ]
Proposed Function: helix-turn-helix DNA binding protein 
Function Evidence: HHPRED, JPRED4
Transmembrane Domain/Evidence
[image: ]

Gene Number: 40
Start Codon and source: 30258- ATG- GeneMark
Stop Codon: 31079- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 70, not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 13 overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: DnaQ-like (DNA polymerase III subunit)
Function Evidence: HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ]

Gene Number: 41
Start Codon and source: 31076 changed from 31154- GeneMark
Stop Codon: 31387- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 93719, not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 3 overlap
Longest Orf? (Y/N/NA)  Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: lack of convincing functional hits on HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ]

Gene Number: 42
Start Codon and source: -Changed to 32017 GTG from 32026 ATG- GeneMark
Stop Codon: 31667 TAA
F/R: R
Coding Potential (y/n): Y 
Starterator (SS, NA, NI): Pham 87261, not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 280
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: no credible functional match on HHPRED, BLASTP 
Transmembrane Domain/Evidence
[image: ]

Gene Number: 43 (inserted from Genemark) not on our autoannotation
Start Codon and source: 32208- ATG- Genemark
Stop Codon: 32008- TGA
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 85015, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ]
Gap: 18 overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: no credible functional matches on HHPRED, BLASTP

Transmembrane Domain/Evidence
[image: ]

We ran BlastN and Blastx on the 43-44 intergenic region. Lots of nearly identical DNA in mycophages, only two protein-coding genes found. Will consider if attB at later time.
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BlastN gene43/44 intergenic vs M. smegmatis. Looks like attP. The top hit, bases 4,847981-4,847934 covers the tRNA-Lys gene in the M. smegmatis genome. This is presumably the attB

gene            4847908..4847983
                     /locus_tag="MSMEG_RS22905"
                     /old_locus_tag="MSMEG_4746"
     tRNA            4847908..4847983
                     /locus_tag="MSMEG_RS22905"
                     /old_locus_tag="MSMEG_4746"
                     /product="tRNA-Lys"
                     /inference="COORDINATES: profile:tRNAscan-SE:2.0.12"
                     /note="Derived by automated computational analysis using
                     gene prediction method: tRNAscan-SE."
                     /anticodon=(pos:4847941..4847943,aa:Lys,seq:ctt)

[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]


Gene Number:44
Start Codon and source: 32603- ATG- GeneMark
Stop Codon: 33892- TAG
F/R: F
Coding Potential (y/n):Y
Starterator (SS, NA, NI): Pham 93471, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 577
Longest Orf? (Y/N/NA) Y










RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: tyrosine integrase
Function Evidence: HHPRED, BLASTP Next to presumptive attP site
Transmembrane Domain/Evidence
[image: ]

[bookmark: _Hlk136433826]Gene Number: 45
Start Codon and source: 33968- ATG- GeneMark
Stop Codon: 34423- TGA
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84848, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ][image: ]
Gap: 76
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: membrane protein
Function Evidence: TMHMM and SOSUI
Transmembrane Domain/Evidence: YES
[image: ]
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Gene Number: 46
Start Codon and source: 34686- ATG- GeneMark
Stop Codon: 35189- TAG
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 95273, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ] [image: ] [image: ] [image: ] 
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Gap: 263
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: immunity repressor 
Function Evidence: HHPRED, BLASTP, close to integrase gene
Transmembrane Domain/Evidence
[image: ]

Gene Number:47
Start Codon and source: 35373- ATG- GeneMark
Stop Codon: 35678- TAG
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 95417, not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ]
Gap: 184
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Wondering about if it is a helix-turn-helix containing protein we ran JPRED4 and found a match to PDB file with known structure of  trimethylamine methyltransferase
[image: ]
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The matches were not super convincing so we continued with the ss prediction
[image: ]


Proposed Function: cro (have integrase, immunity repressor, excise)
Function Evidence: HHPRED, BLASTP and JPRED4
Transmembrane Domain/Evidence
[image: ]

Gene Number: 48
Start Codon and source: 35737- ATG- GeneMark
Stop Codon: 36741- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 95008, Most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ]
Gap: 79
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: antirepressor
Function Evidence: HHPRED, BLASTP proximity to repressor
Transmembrane Domain/Evidence
[image: ]

Gene Number: 49
Start Codon and source: 36738- ATG- GeneMark
Stop Codon: 36953- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 51521, not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 3 overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no credible functional matches on HHPRED, BLASTP
Transmembrane Domain/Evidence[image: ]


We deleted GenMark and autoannoated gene in this region. (bp 36950-37042)













Gene Number: 50
Start Codon and source: 37039- ATG- GeneMark
Stop Codon: 37236- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94937, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 86 
Longest Orf? (Y/N/NA) 
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: excise 
Function Evidence: HHPRED, BLASTP 
Transmembrane Domain/Evidence
[image: ]

Gene Number: 51
Start Codon and source: 37233- GTG- GeneMark
Stop Codon: 37421- TGA
F/R:F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84916, not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ]
Gap: 3 overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ]

Gene Number: 52
Start Codon and source: 37418- GTG- GeneMark
Stop Codon: 37663- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 13058, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher[image: ]
[image: ] [image: ] [image: ] [image: ] [image: ] [image: ]
Gap: 3 overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no credible functional HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ]

Gene Number: 53
Start Codon and source: 37660- GTG- GeneMark
Stop Codon: 38220- TAA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 95027, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ]
Gap: 239
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: no credible functional matches by HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ]

Gene Number: 54
Start Codon and source: 38298 changed to 38293- ATG- GeneMark
Stop Codon: 38576- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84833, Most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ]
Gap: 78
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: no credible functional HHPRED, BLASTP 
Transmembrane Domain/Evidence
[image: ]

Gene Number:55
Start Codon and source:  38573- ATG- GeneMark
Stop Codon: 38920- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94955, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ]
Gap: 3 overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no credible functional HHPRED, BLASTP


Transmembrane Domain/Evidence
[image: ]

Gene Number: 56
Start Codon and source: 38920- ATG- GeneMark
Stop Codon: 39414- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84770, Not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 0
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: WhiB family transcription factor
Function Evidence: HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ]

Gene Number:57
Start Codon and source: 39411- ATG- GeneMark
Stop Codon: 39758- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94921, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 3 overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]

Based on blast matches we ran PSIPRED at http://bioinf.cs.ucl.ac.uk/psipred/ and PSSPRED https://zhanggroup.org/cgi-bin/PSSpred.pl

[image: ]
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Proposed Function: helix-turn-helix DNA binding domain
Function Evidence: HHPRED, BLASTP, PSIPRED and PSSPRED 
Transmembrane Domain/Evidence

[image: ]

Gene Number: 58
Start Codon and source: 39755- ATG- GeneMark
Stop Codon: 40108- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94921, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 3 overlap
Longest Orf? (Y/N/NA)Y




RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Based on Blast and HHPRED results, ran PSSPRED
[image: ]

Proposed Function: helix-turn-helix DNA binding domain 
Function Evidence: HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ]

Gene Number: 59
Start Codon and source: 40105- ATG- GeneMark
Stop Codon: 40383- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94907, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 3 overlap
Longest Orf? (Y/N/NA) Y 
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,

Proposed Function: WhiB family transcription factor 
Function Evidence: HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ]

Gene Number:60
Start Codon and source: 40380- ATG- GeneMark
Stop Codon: 40745- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94921, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 3 overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]

Based on HHPRED and Blast results ran PSSPRED
[image: ]
Proposed Function: helix-turn-helix DNA binding domain
Function Evidence: HHPRED, BLASTP, PSSPRED
Transmembrane Domain/Evidence [image: ]



Gene Number: 61
Start Codon and source: changed start to 40742 from Genemark and auto-annoated 40745
Stop Codon:40900
F/R: F
Coding Potential (y/n): slight
Starterator (SS, NA, NI): pham 379. Changed from most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: -3 overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no credible functional Blast and HHPRED matches
Transmembrane Domain/Evidence: NO
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Gene Number: 62
Start Codon and source: 40900- ATG- GeneMark
Stop Codon: 41130- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84846, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 155
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: no credible functional HHPRED, BLASTP matches
Transmembrane Domain/Evidence
[image: ]

Gene Number: 63
Start Codon and source:  41127- ATG- GeneMark
Stop Codon: 41372- TGA
F/R: F 
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 85122, not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]

Gap: 3 overlap 
Longest Orf? (Y/N/NA) M
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no credible functional HHPRED, BLASTP matches
Transmembrane Domain/Evidence
 [image: ]
Gene Number: 64
Start Codon and source: 41369- ATG- GeneMark
Stop Codon: 41947- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 1005, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 3 overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: SSB protein 
Function Evidence: HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ]

Gene Number: 65
Start Codon and source: 41944- ATG- GeneMark
Stop Codon: 42300- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 93493, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 3 overlap 
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: HNH endonuclease
Function Evidence: HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ]

Gene Number: 66
Start Codon and source: 42297- ATG- GeneMark
Stop Codon: 45341- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94939, not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 3 overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: DNA methyltransferase
Function Evidence: HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ] 
















Gene Number: 67
Start Codon and source: 45325- TTG- Genemark
Stop Codon: 45561- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 95529, not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ]
Gap: 16 overlap 
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: no convincing functional HHPRED, BLASTP matches




Transmembrane Domain/Evidence. Yes for TMHHM, no for SOSUI...left as Hypothetical Protein
[image: ] 
	
[image: ]















Gene Number: 68
Start Codon and source: 45561- ATG- Genemark
Stop Codon: 45707- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 744, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ]
Gap: 0
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: HHPRED, BLASTP 
Transmembrane Domain/Evidence
[image: ]

[bookmark: _Hlk136599819]Deleted autoannotated genes 45725-45970 (reverse) and 45960-46334 (forward) and 46720-46947 (reverse) and added uncalled gene as gene 69, 45704-46807. The uncalled gene was called in phagesdb autoannotation as gene 75.
DELETED Gene Number: XX
Start Codon and source: 46720- ATG- GeneMark
Stop Codon: 46947- TGA
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 89954, NA
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ]
Gap: 386
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ]

DELETED Gene Number: XX
Start Codon and source: 45960- ATG- GeneMark
Stop Codon: 46334- TAG
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 48499, Orpham, no data 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ]
Gap: 10 overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: HHPRED, BLASTP 
Transmembrane Domain/Evidence
[image: ]
Gene Number: XX
Start Codon and source: 46720- ATG- GeneMark
Stop Codon: 46947- TGA
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 89954, NA
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ]
Gap: 386
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ]


This gene 69 that we call was in the phagesdb autoannotation as gene75
Gene Number: 69 
Start Codon and source: 45704- ATG
Stop Codon: 46807- TGA
F/R: F
Coding Potential (y/n): weak
Starterator (SS, NA, NI): Pham 96565, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
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[image: ]
Here are the bacterial NCBI matches. The top two were the same as the top two from phagesdb blastp
[image: ]
Gap: 
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: DNA methyltransferase
(NCBI blastP and HHPRED suggest DNA cytosine methyltransferase but that was not on SEAPHAGES list) 
Function Evidence: HHPRED, BLASTP
Transmembrane Domain/Evidence: NO
[image: ]


The gene 70 that we called is gene 79 in phagesdb autoannotation, but not called by our autoannotation or GeneMarkS
The gene 71 that we called is not on our autoannotation nor called by GeneMarkS nor in phagesdb.
Gene Number: 70
Start Codon and source: 46804- ATG- Called due to Genemark graphs 
Stop Codon: 46965- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 95001, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
[image: ]
[image: ][image: ]
[image: ][image: ]
[image: ]
Gap: -3 overlap 
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical protein 
Function Evidence: HHPRED and Blast P show no credible functional matches 
Transmembrane Domain/Evidence
[image: ]

Gene Number: 71
Start Codon and source: 46946- ATG- Alignments in GeneMark frames 
Stop Codon: 47122- TGA 
F/R: F
Coding Potential (y/n): Y	barely detectable, but there
Starterator (SS, NA, NI): Not in Phages DB call list 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Gap: -19 overlap 
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: No credible functional HHPRED and BlastP blasts 
Transmembrane Domain/Evidence
[image: ]

Gene Number:72
Start Codon and source: 47122- ATG- GeneMark
Stop Codon: 47244- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 1945, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ]
Gap: -3bp overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: HHPRED, BLASTP 
Transmembrane Domain/Evidence
[image: ]


Gene 73 that we called was not called by our annotation nor GeneMarkS but is gene 81 in phagesdbautoannotation with a changed start
Gene Number: 73
Start Codon and source: 47241 (adjusted from phagesdb autoannoation gene 81 (47235)
Stop Codon: 47459
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham85672  (changed from most annotated start due to overlapping stop and start codons)
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Gap:  -3bp overlap
Longest Orf? (Y/N/NA) N (deleted first 2 codons)
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: nop credible functional matches on HHPRED or BLASTP
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 74
Start Codon and source: 47456- GTG- GeneMark
Stop Codon: 48361- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 95230, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ] [image: ][image: ] [image: ]
Gap: -3 bp overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: RepA-like replication initiator
Function Evidence: HHPRED, BLASTP 
Transmembrane Domain/Evidence
[image: ]

Gene Number: 75
Start Codon and source: 48358- ATG- GeneMark
Stop Codon: 48720-TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 85422, Most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher[image: ]
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: -3 bp overlap 
Longest Orf? (Y/N/NA) Y 
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: HHPRED, BLASTP called replisome organizer but that is not on the SEAPPHAGES official functionlist. 
Transmembrane Domain/Evidence
[image: ]

Gene Number:76
Start Codon and source: 48713 GTG GeneMark and our autoannotation, two codons shorter than Phagesdb autoannotation gene 84
Stop Codon: 48937 TGA
F/R:  F
Coding Potential (y/n):Y
Starterator (SS, NA, NI): Pham 1656 changed to most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Gap: -5bp 8bp overlap
Longest Orf? (Y/N/NA)
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: No credible BlastP or HHPRED functional matches
Transmembrane Domain/Evidence: NO
[image: ]

Gene Number: 77
Start Codon and source: 49017- ATG- GeneMark
Stop Codon: 49208- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 85998,  most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher[image: ][image: ]
[image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 81 bp gap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no credible functional HHPRED, BLASTP matches
Transmembrane Domain/Evidence
[image: ]

Gene Number: 78 
Start Codon and source: 49205- ATG- Genemark
Stop Codon: 49399- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94989, Most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher[image: ]
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 3 overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no credible functional HHPRED, BLASTP matches


Transmembrane Domain/Evidence
[image: ]

Gene Number: 79
Start Codon and source: 49396- ATG- GeneMark
Stop Codon: 49752- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 86248, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]





Gap: 30 overlap
Longest Orf? (Y/N/NA) Y 
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: no credible functional HHPRED, BLASTP matches
Transmembrane Domain/Evidence
[image: ]

Gene Number: 80
Start Codon and source: 49749- ATG- GeneMark
Stop Codon: 50078- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 95179, not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 3 overlap 
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score, [image: ]

Proposed Function: Hypothetical Protein 
Function Evidence: no credible functional HHPRED, BLASTP matches but saw secredted protein so ran through sec sequence finder SignalP
https://services.healthtech.dtu.dk/services/SignalP-5.0/

[image: ]
Transmembrane Domain/Evidence: NO
[image: ]

Gene Number: 81
Start Codon and source: 50075- GTG- GeneMark
Stop Codon: 50242- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 85332, most annotated start 
[image: ]Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher[image: ]
[image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 3 overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no credible functional HHPRED, BLASTP matches
Transmembrane Domain/Evidence
[image: ]

Gene Number: 82 
Start Codon and source: 50235- ATG- GeneMark
Stop Codon: 50519- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 95140, not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ]
[image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 7 overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: no credible functional HHPRED, BLASTP matches
Transmembrane Domain/Evidence
[image: ]

Gene Number: 83
Start Codon and source: 50629- ATG- GeneMark
Stop Codon: 51000- TAA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84963, not most annotated start  96182
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 110 
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed FunctionMPME 1 
Function Evidence: same Pham as Avrafan_57, matches on  BLASTP. No matches on HHPRED
Transmembrane Domain/Evidence
[image: ]

Gene Number: 84
Start Codon and source: 50987- ATG- GeneMark
Stop Codon: 51256- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 87015, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 13 overlap
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: no credible functional HHPRED, BLASTP matches
Transmembrane Domain/Evidence
[image: ]

Gene Number: 85 
Start Codon and source: 51253- ATG- GeneMark
Stop Codon: 51420- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84692, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 3 overlap 
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: recombination directionality factor
Function Evidence: NCBI BLASTP mostly called site-specific recombination directionality factor, but that term was not in SEAPHAGES functional list. No credible HHPRED matches
Transmembrane Domain/Evidence    [image: ]

Gene Number: 86
Start Codon and source: 51443 GTG, changed from 51473 autoannotated- ATG-also called by  GeneMark
Stop Codon: 51685- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 755, changed from called most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Gap: 13
Longest Orf? (Y/N/NA) N

RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: no credible functional matches on HHPRED, BLASTP 
Transmembrane Domain/Evidence: NO
[image: ]

Gene Number: 87
Start Codon and source: 51682 GTG autoannotation and GeneMarkS
Stop Codon: 51873 TGA
F/R: F
Coding Potential (y/n):slight
Starterator (SS, NA, NI): Pham 96229, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Gap:  -3 bp overlap
Longest Orf? (Y/N/NA). NO
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no credible matches on BlastP or HHPRED
Transmembrane Domain/Evidence NO
[image: ]


Gene Number: 88 
Start Codon and source: 51870- ATG- GeneMark
Stop Codon: 52049- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84711, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 185
Longest Orf? (Y/N/NA) NO
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: no credible functional HHPRED, BLASTP matches
Transmembrane Domain/Evidence
[image: ]

Gene Number: 89
Start Codon and source: 52046- TTG- GeneMark
Stop Codon: 52186- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84874, not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 3 overlap
Longest Orf? (Y/N/NA) Y


RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: no credible functional HHPRED, BLASTP matches
Transmembrane Domain/Evidence
[image: ]

Gene Number: 90
Start Codon and source: 52183- ATG- GeneMark
Stop Codon: 52524- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 89025, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher[image: ][image: ]
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 3 overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no credible functional HHPRED, BLASTP matches
Transmembrane Domain/Evidence
[image: ]

Gene Number: 91
Start Codon and source: 52521, GTG, not called in auto-annotation or GeneMarkS
Stop Codon: 52643, TGA
F/R: F
Coding Potential (y/n): essentiall none but visible
Starterator (SS, NA, NI): Pham 85212 (from best Blast Match Galactic gp91, which shared the most annotated start)
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Gap: -3bp overlap
Longest Orf? (Y/N/NA) No
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no credible HHPRED or BLASTP functional matches
Transmembrane Domain/Evidence: NO
[image: ]

Gene Number: 92
Start Codon and source: 52640, ATG, not called in auto-annotation or GeneMard
Stop Codon: 52795, TGA 
F/R: F
Coding Potential (y/n):none seen on GeneMarkS
Starterator (SS, NA, NI): Pham 87476 most annotated from best blast match Emma gp95
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Gap: -3bp overlap
Longest Orf? (Y/N/NA) No
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no credible function matches on HHPRED or BLASTP
Transmembrane Domain/Evidence: NO
[image: ]



Gene Number: 93
Start Codon and source: 52792, GTG, changed from auto-annotated and GeneMark called 52918- ATG-
Stop Codon: 53076- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 92243, NA, Orpham, no data 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Gap: -3bp overlap

Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no functional matches on HHPRED, BLASTP
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 94
Start Codon and source: 53073- ATG- GeneMark 
Stop Codon: 53336- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 815, does not have most annotated 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 3 overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: no credible functional matches on HHPRED, BLASTP 
Transmembrane Domain/Evidence
[image: ]

Gene Number: 95
Start Codon and source: 53333- ATG- GeneMark
Stop Codon: 53974- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 606, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher[image: ][image: ]
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: -3 overlap 
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: no credible functional matches on  BLASTP. HHPRED has >95% probability with [image: ] but NCBI BlastP said no putative conserved domains found. 
Transmembrane Domain/Evidence
[image: ]

Blasted small orf in gap between genes 95 and 96
[image: ]
NCBI BlastP showed one mycobacteriophage that had identical ORF
[image: ]

Tested orf in first frame by BlastP...only phagesdb starcevich auto-annotation hit.
[image: ]


Based on the one NCBI BlastP identity, we chose to include the small orf as gene 96. It is only 31 amino acids...


Gene Number: 96
Start Codon and source: 53988, ATG, not called by any standard inquiries
Stop Codon: 54083, TAG
F/R: F
Coding Potential (y/n): hardly
Starterator (SS, NA, NI): 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]

This Henu3 phage is not on phages db. This protein match has a different N-terminus and C-terminus, so likely our gene 96 is not valid. Please consider.
[image: ]
Gap: 13 bp
Longest Orf? (Y/N/NA) No
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no credible BlastP or HHPRED matches.
Transmembrane Domain/Evidence: NO
[image: ]


Very low GC at bp54,110 (gene 97).
Gene Number: 97
Start Codon and source: 54084- ATG- Genmark
Stop Codon: 54308- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 95099, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher[image: ][image: ]
[image: ][image: ][image: ]
[image: ]
[image: ]
[image: ]
Hundreds of HHPRED hits
[image: ][image: ]

[image: ]
[image: ]
See hits 27 and 28
[image: ]
Ran JPRED4
[image: ]
Gap: 0
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
	[image: ]
Proposed Function: helix-turn-helix DNA binding domain, MerR-like
Function Evidence: HHPRED, BLASTP conserved domain
Transmembrane Domain/Evidence 
[image: ]


Gene Number: 98
Start Codon and source: 54305- GTG- GeneMark
Stop Codon: 54472- TAG
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84861, most annotated start 
[image: ]Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher[image: ]
[image: ][image: ]
[image: ][image: ][image: ][image: ][image: ]
Gap: -3 bp overlap 
Longest Orf? (Y/N/NA) Y



RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ]

Gene Number: 99
Start Codon and source: 54480- ATG- GeneMark
Stop Codon: 54674- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 1829, not most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ]
[image: ][image: ][image: ][image: ]
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[image: ]
Gap: 8
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no credible functional HHPRED, BLASTP matches
Transmembrane Domain/Evidence
[image: ]

Gene Number: 100- not in our auto-annotation. Was in phagesdb auto-annotation as gene 106 inserted from GeneMarkS based on blast results was gene 
Start Codon and source: 54674- ATG- GeneMark
Stop Codon: 54871- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84847, most annotated start Pham 84847
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ]
[image: ]
            
 
[image: ][image: ][image: ][image: ][image: ]

Gap: 0
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no credible functional HHPRED, BLASTP matches
Transmembrane Domain/Evidence
[image: ]

Gene Number: 101
Start Codon and source: 54868- ATG- GeneMark
Stop Codon: 55281- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94966, Most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ]   
[image: ][image: ][image: ][image: ][image: ]
Gap: -3 bp overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no credible functional HHPRED, BLASTP matches
Transmembrane Domain/Evidence
[image: ]

Gene Number: 102
Start Codon and source: 55278- GTG- GeneMark
Stop Codon: 55520- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 83281, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: -3  bp overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ]
Inserting gene 103 from our auto-annotation. Was not called by GeneMarkS Was in phagesdb auto-annotation as gene 109. Found in lots of other phages
Gene Number: 103
Start Codon and source: 55513, ATG, from phagesdb auto-annotation
Stop Codon: 55674, TAA
F/R: F
Coding Potential (y/n):  miniscule 
Starterator (SS, NA, NI): Pham 93518, most annotated start.
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Hundreds of low probability HHPRED hits
[image: ]
[image: ]
Gap: 
Longest Orf? (Y/N/NA) No
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no credible HHPRED or BlastP functional matches
Transmembrane Domain/Evidence: No
[image: ]



Gene Number: 104
Start Codon and source: 55701- ATG- GeneMark
Stop Codon: 57140- TAG
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84850, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher[image: ][image: ]
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 25
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: glycosyltransferase
Function Evidence: HHPRED, BLASTP and conserved domain
Transmembrane Domain/Evidence
[image: ]

Gene Number: 105
Start Codon and source: 57150- ATG- GeneMark
Stop Codon: 57365- TAA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 6531, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
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[image: ]
Gap: 10
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence:  no credible functional matches on HHPRED, BLASTP 
Transmembrane Domain/Evidence
[image: ]

Gene Number: 106
Start Codon and source: 57368- ATG- GeneMark
Stop Codon: 57574- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 285, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher[image: ][image: ]
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 3 gap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein 
Function Evidence: no credible functional matches on BLASTP but some suggestion for methyltransferase on HHPRED
Transmembrane Domain/Evidence
[image: ]

Gene Number: 107
Start Codon and source: 57571- ATG- GeneMark
Stop Codon: 58182- TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94906, most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ][image: ]
Gap: 3 overlap
Longest Orf? (Y/N/NA) No
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: glycosyltransferase
Function Evidence: HHPRED, BLASTP
Transmembrane Domain/Evidence
[image: ]

7/3/23 Review Genome Annotation

[image: ][image: ]

Because of the possible interrupted lysinA gene, we ran a base composition profile. No noted aberrant GC content at that region was noted; however, the more downstream reverse genes (42/43 and 45/46 had lower GC than the mean of 61.2%. Very low GC at bp54,110 (gene 97). Notable high GC regions were genes 15, 18, 20, mid50s and 65,
[image: ]

July 12, 2023. After editing the above, inserting several genes, changing the start on a few genes, we have a “final” map
[image: ]

Making final DNAM and author list and coversheet for submission.
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hypothetical protein SEA_ARGIE_64 [Mycobacterium phage Argie]
Sequence ID: QBP31181.1 Length: 55 Number of Matches: 1
> See 1 more title(s)

Range 1:1to 55 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
113 bits(283) 2e-31 Compositional matrix adjust. 55/55(100%) 55/55(100%) 0/55(0%)
Query 1 MSGDINAEGFIRYGGDCTCGATYTYGGHAEPGSFDPFCPDHGEAAVVAEEEDIHA 55

SGDINAEGF IRYGADCTCGAT YTYGGHAEPGSFOPFCPDHGEARVVAEEEDIHA
Sbjct 1 MSGDINAEGFIRYGGDCTCGATYTYGGHAEPGSFDPFCPDHGEAAVVAEEEDNHA 55

EiDownioad v GenPept Graphics

hypothetical protein LINSTU_8 [Mycobacterium phage LinStu]
Sequence ID: YP_009014602.1 Length: 55 Number of Matches: 1
» See 6 more title(s)

Range 1: 1 to 54 Genpept Graghics
Score Expect Method Tdentities
108 bits(271) 1e-29 Compositional matrix adjust.

Positives  Gaps
53/54(98%) 53/54(98%) 0/54(0%)
Query 1 NSGDINAEGFIRYGGDCTCGATYTYGGHAEPGSFOPFCPDHGEAAVVAEEEDIH 54

SGDINAEGF IRYGGDCTCGAT YTYGGHAEPGSFOPFCPDRGEARVVAE EDIH
Sbjct 1 MSGDINAEGFIRYGGDCTCGATYTYGGHAEPGSFDPFCPDHGEAAVVAEGEDIH 54

EDownload v GenPept Graphics

hypothetical protein SEA_SPECKS_9 [Mycobacterium phage Specks]
Sequence ID: QAY26468.1 Length: 55 Number of Matches: 1

Range 1: 1 to 54 Genpept Graghics
Score Expect Method Tdentities
107 bits(267) 529 Compositional matrix adjust.

Positives  Gaps
52/54(96%) 53/54(98%) 0/54(0%)
Query 1 NSGDINAEGFIRYGGDCTCGATYTYGGHAEPGSFOPFCPDHGEAAVVAEEEDIH 54

SGDINAEGF IRYGADCTCGAT YTYGGHAEPGSFOPFCPDRGEARVVAE ED+H
Sbjct 1 MSGDINAEGFIRYGGDCTCGATYTYGGHAEPGSFDPFCPDHGEAAVVAEGEDSH 54
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>GigiouiOui_76, function unknoun, 94
Length = 94

Score = 188 bits (478), Expect = 3e-43
Identities = 94/94 (100%), Positives = 94/94 (100%)

Query: 1 IIPERESDVVERAKAALEGTTEGPWLYIPGGSEDALWSEGEREPNATTVGGVSFHPGLHY 60
HPERESDVVERAKAALEGTTEGPHLYIPGGSEDALVVSEGEREPNATTVGGVSFHPGLHY
Sbjct: 1 INPERESDVVERAKAALEGTTEGPWLYIPGGSEDALVVSEGEREPNATTVGGVSFHPGLHY G0

Query: 61 AVDLRDGDAEFIAQARTLVPELVAEVERLRAQGG 94
AVDLRDGDAEFIAQARTLVPELVAEVERLRAQGG
61 AVDLRDGDAEFTAQARTLVPELVAEVERLRAQGG 94

Sbjct

>Argie_65, function unknown, 121
Length = 121

Score = 183 bits (465), Expect = le-46
Identities = 91/92 (98¥), Positives = 92/92 (100%)

Query: 1 IIPERESDVVERAKAALEGTTEGPWLYIPGGSEDALWSEGEREPNATTVGGVSFHPGLHY 60
HPERESDVVERAKAALEGTTEGPHLYIPGGSEDALVVSEGEREPNATTVGGVSFHPGLHY
1 HPERESDVVERAKAALEGTTEGPHLYIPGGSEDALVVSEGEREPNATTVGGVSFHPGLHY 60

Sbjct

Query: 61 AVDLRDGDAEFIAQARTLVPELVAEVERLRAQ 92
AVDLRDGDAEFTAQARTLVPEL +AEVERLRAQ
Sbjct: 61 AVDLRDGDAEFIAQARTLVPELIAEVERLRAQ 92

>Cheod_92, function unknown, 139
Length = 139

Score = 177 bits (443), Expect = 8e-45
Identities = 88/92 (95%), Positives = 90/92 (97%)

Query: 1 IIPERESDVVERAKAALEGTTEGPWLYIPGGSEDALWVSEGEREPNATTVGGVSFHPGLHY 60
11 ERE DVVERAKAALEGTTEGPHL+IPGGSEDALVVSEGEREPNATTVGGVSFHPGLHY

Sbjct: 1 INAEREGDVVERAKAALEGTTEGPWLFIPGGSEDALVVSEGEREPNATTVGGVSFHPGLHY G0

Query: 61 AVDLRDGDAEFIAQARTLVPELVAEVERLRAQ 92
AVDLRDGDAEFTAQARTLVPEL +AEVERLRAQ
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hypothetical protein SEA GIGIOUIOUI 76 [Mycobacterium phage GigiOuiOu
‘hypothetical protein SEA ARGIE 65 [Mycobacterium phage Argie]
hypothetical protein PBI CHEQD_ 92 [Mycobacterium phage Chedd]
‘hypothetical protein OLP41 gpo0S [Mycobacterium phage 13]

‘hypothetical protein FDGS9 gp55 [Wycobacterium phage SkinnyPete]
‘hypothetical protein SEA PIPER2020 78 [Mycobacterium phage Piper2020]
‘hypothetical protein SEA BYCHANCE 74 Mycobacterium phage ByChance]
‘hypothetical protein AVV73 gp082 [Mycobacterium phage CaptainTrips)
‘hypothetical protein CL78 gp091 [Mycobaclerium phage Avani]
‘hypothetical protein FDISO gpog7 [Mycobadterium phage Yoshi]
ypothetical protein SEA OGOPOGO 51 [Mycobacterium phage 0gopogo]
‘hypothetical protein PEI MANDA 42 [Mycobacterium phage Mandz]
‘hypothetical protein PQB70 gp63 [Mycobacterium phage Jeon)
‘hypothetical protein I5H36 gp093 [Mycobacterium phage Fancypants
band 7 protein [Mycobacterium phage LinStu]

‘hypothetical protein SEA LOLAVINCA 10 [Mycobacterium phage LolaVincal
‘hypothetical protein ISHS7_gp079 [Mycobacterium phage Wachhund]
‘hypothetical protein I5HE2 gp08S [Mycobacterium phage Priscile]
‘hypothetical protein 15443 gp55 [Mycobacterium phage Ksquared]
ypothetical protein SEA KENUHAS 78 [Mycobacterium phage Kenuhas]
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hypothetical protein SEA_GIGIOUIOUI_76 [Mycobacterium phage GigiOuiOui]
Sequence ID: UXE03049.1 Length: 94 Number of Matches: 1

Range 1:1to 94 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
186 bits(471) 7e-50 Compositional matrix adjust. 94/94(100%) 94/94(100%) 0/34(0%)

Query 1 HPERESDVVERAKAALEGTTEGPHLYIPGGSEDALWSEGEREPNATTVGGVSFHPGLHY 60
PERESDVVERAKAALEGTTEGPHLY IPGGSEDALVVSEGEREPATTVGGVSFHPGLHY
Sbjct 1 MPERESDVVERAKAALEGTTEGPHLYIPGGSEDALWSEGEREPNATTVGGVSFHPGLHY 60

Query 61 AVDLRDGDAEFIAQARTLVPELVAEVERLRAQGS 94
‘AVDLRDGDAEF TAGARTLVPEL VAEVERLRAQGS
Sojct 61 AVDLRDGDAEFTAGARTLVPELVAEVERLRAQGG 94

EiDownioad ~ GenPept Graj

hypothetical protein SEA_ARGIE_65 [Mycobacterium phage Argie]
Sequence ID: QBP31182.1 Length: 121 Number of Matches: 1

Range 1: 1 to 92 Genpept Graghics

Score Expect Method Tdentities  Positives Gaps
182 bits(463) 2e-57 Compositional matrix adjust. 91/92(99%) 92/92(100%) 0/92(0%)

Query 1 HPERESDVVERAKAALEGTTEGPHLYIPGGSEDALWSEGEREPNATTVGGVSFHPGLHY 60
PERESDVVERAKAALEGTTEGPHLY IPGGSEDALVVSEGEREPATTVGGVSFHPGLHY
Sbjct 1 MPERESDVVERAKAALEGTTEGPHLYIPGGSEDALWSEGEREPNATTVGGVSFHPGLHY 60

Query 61 AVDLRDGDAEFIAQARTLVPELVAEVERLRAQ 52
‘AVDLRDGDAEF TAQARTLVPEL +AEVERLRAQ
Sbjct 61 AVDLRDGDAEFIAQARTLVPELIAEVERLRAQ 92
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DeepTMHMM - Predictions

Predicted topologies can be downloaded in ,gff3 format and 3line format
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Score  E
Sequences producing significant alignments: (bits) Value
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GigiOuioui_77, function unknown, 123
Zombie_57, function unknown, 123
Zerg_73, IPUEL protein, 123
ZenTime222 54, function unknown, 123
Yoshi_101, function unknown, 123
Whouxphf_75, function unknown, 123
Wee_89, FIPUEL protein, 123
VRedHorse_82, MPHEL protein, 123
UncleRicky 52, FPHEL protein, 123
Typha_Se, Function unknoun, 123
Tueety_84, function unknown, 123
TomBrady_56, function unknown, 123
Taptic_68, function unknown, 123
Ta3_56, MPNEL protein, 123
Sweats_S8, MPMEL protein, 123
SwagPigglett 84, function unknoun, 123
Strokeseat_78, function unknown, 123
Shilan_83, function unknown, 123
ShaboiShabazz_55, function unknown, 123
Seabastian_8s, WPHEL protein, 123
SassyB_75, function unknown, 123
Sabbb_85, MPMEL protein, 123
Saal_79, HPUEL protein, 123
Royals2015_88, function unknown, 123
Rockne_sa, WPHEL protein, 123
Rita_0, function unknoun, 123
Remy1s_56, MPUEL protein, 123
PR_63, function unknown, 123
PopTart_75, function unknown, 123
Pippy_78, function unknoun, 123
Piper2020_63, MPIE 1 protein, 123
Phreak_s3, HPHEL protein, 123
Phish_55, MPMEL protein, 123
Phatniss_80, function unknown, 123
Phanphagia_82, MPHEL protein, 123
Phalconet_30, function unknown, 123
Periodt_sa, MPHEL protein, 123
Peeb_s4, function unknoun, 123
Paccao_75, function unknown, 123
OwlsT2ii_82, function unknown, 123

e T e e
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>GigiouiOui_77, function unknoun, 123
Length = 123

Score = 273 bits (698), Expect = 1e-73
Identities = 123/123 (100%), Positives = 123/123 (100%)

Query: 1 HFPITDTRREMTTHPTTEHGSDVQHLSPEHRDRAWRDRFNARWHYDYGGHIRTRPKDEAS 60
HEPTTDTRRENTTHPTTEHGSDVQHL SPEHRDRANRDRFNARKHYDYGGHTRTRPKDEAS
Sbjct: 1 HFPITDTRREHTTHPTTEHGSDVQHLSPEHRDRAKRDRFNARNHYDYGGHIRTRPKDEAS 60

Query: 61 TFALIPTKHYGPFTEDHSCPACLVVHPPEDCPVLSGNTDHLVVFDYDTSPNKAQADTADD 120
TRALTPTKHYGPFTEDHSCPACLVHPPEDCPVL SGNTDHLVVFDYDTSPNKAQADTADD.
Sbjct: 61 TFALIPTKHYGPFTEDHSCPACLVVHPPEDCPVLSGNTDHLVVFDYDTSPNKAQADTADD 120

Query: 121 DPR 123
PR
Sbjct: 121 DPR 123

>Zombie_57, function unknown, 123
Length = 123

Score = 271 bits (634), Expect = 3e-73
Tdentities = 122/123 (99%), Positives = 123/123 (100%)

Query: 1 HFPITDTRREMTTHPTTEHGSDVQHLSPEHRDRAWRDRFNARWHYDYGGHIRTRPKDEAS 60
HEPTTDTRRENTTHPTTEHGSDVQHL SPEHRDRANRDRFNARKHYDYGGHTRTRP+DEAS
Sbjct: 1 HFPITDTRREHTTHPTTEHGSDVQHLSPEHRDRAKRDRFIARNHYDYGGHIRTRPODEAS 60

Query: 61 TFALIPTKHYGPFTEDHSCPACLVVHPPEDCPVLSGNTDHLVVFDYDTSPNKAQADTADD 120
TRALTPTKHYGPFTEDHSCPACLVHPPEDCPVL SGNTDHLVVFDYDTSPNKAQADTADD.
Sbjct: 61 TFALIPTKHYGPFTEDHSCPACLVVHPPEDCPVLSGNTDHLVVFDYDTSPNKAQADTADD 120

Query: 121 DPR 123
PR
Sbjct: 121 DPR 123
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Sequences producing significant alignments: (bits) Value
Velveteen s, head-to-tail adaptor, 123 285 2065
Starcevich Draft_9, function unknown, 123 225 2e-65
Spikelee 8, head-to-tail adaptor, 123 235 2065
Seagreen s, head-to-tail adaptor, 123 235 2065
Sarma624 s, head-to-tail adaptor, 123 235 2065
RockyHorror_8, head-to-tail adaptor, 123 235 2065
Rialto_Draft_8, function unknoun, 123 225 2e-65
Pollyuog 8, head-to-tail adaptor, 123 235 2065
Piper2020_8, head-to-tail adaptor, 123 235 2065
Madiba_8, head-to-tail adaptor, 123 235 2065
Kingsley 8, head-to-tail adaptor, 123 235 2065
0b42_8, head-to-tail adaptor, 123 235 2065
Coco12_8, head-to-tail adaptor, 123 235 2065
Cerasum_8, head-to-tail adaptor, 123 235 2065
BigPhil s, head-to-tail adaptor, 123 235 2065
Alexphander_8, head-to-tail adaptor, 123 235 2065
Frankie_s, head-to-tail adaptor, 123 22 se-65
UncleRicky 8, head-to-tail adaptor, 123 228 7e-65
Tootsieroll s, head-to-tail adaptor, 123 228 7e-65
TootsiePop_5, head-to-tail adaptor, 123 228 7e-65
Stap_Draft_7, function unknown, 123 228 7e-65
Squirty_8, head-to-tail adaptor, 123 228 7e-65
Simranzl_s, head-to-tail adaptor, 123 228 7e-65
Quico_8, head-to-tail adaptor, 123 228 7e-65
Plumbus_8, head-to-tail adaptor, 123 228 7e-65
0ulsT21 8, head-to-tail adaptor, 123 228 7e-65
Misha28_s, head-to-tail adaptor, 123 228 7e-65
Lorde_s, head-to-tail adaptor, 123 228 7e-65
Leozinho_8, head-to-tail adaptor, 123 228 7e-65
Kimberliun 8, head-to-tail adaptor, 123 228 7e-65
Juiceass s, head-to-tail adaptor, 123 228 7e-65
J21Farm20_8, head-to-tail adaptor, 123 228 7e-65
Hegedechuiny_8, head-to-tail adaptor, 123 228 7e-65
Girafales_s, head-to-tail adaptor, 123 228 7e-65
Flathead 3, head-to-tail adaptor, 123 228 7e-65
Enby_8, head-to-tail adaptor, 123 228 7e-65
Draga_s, head-to-tail adaptor, 123 228 7e-65
Dirtiicgirt 5, head-to-tail adaptor, 123 228 7e-65
Datiorst_8, head-to-tail adaptor, 123 228 7e-65
ChickenDinner_Draft_8, function unknown, 123 244

7e-65
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Query ID  [dl|Query_38918
Description unnamed prot
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Database Name nr-
Description All non-redundant GenBank CDS translations-+PDB+SwissProt+PIR+PRF

excluding environmental samples from WGS projects
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Distribution of the top 39 Blast Hits on 39 subject sequences ©
Mouse over to see the title, click to show alignments
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hypothetical protein SEA GIGIOUIOUI 77 [Mycobacterium phage GigiouiOu]
‘mobile element MPME [Mycobacterium phage Tweety]

MPME1 protein [Mycobacterium phage Cam]

‘hypothetical protein SEA FROSTY24 59 [Mycobacterium phage Frosty24]
MPME1 protein [Mycobacterium phage NormanBulbieJ]

MPME1 protein [Mycobacterium phage Alexphander]

‘mobile element MPME [Mycobacterium phage WIVsmall]

MPME1 protein [Mycobacterium phage Renaissancel

‘mobile element MPME [Wycobacterium phage Plumbus|

MPME1 protein [Mycobacterium phage Cheg]

‘mobile element MPME [Mycobacterium phage Mattes]

‘mobile element MPME [Mycobacterium phage Firecracker]

MPME1 protein [Mycobacterium phage Latretium)

‘mobile element MPME [Wycobacterium phage Catdawg]

‘mobile element MPME [Mycobacterium phage Comdog]

MPME 1 protein [Wycobacterium phage Smooch]

‘hypothetical protein SEA GODPHATHER. 86 [Wycobacterium phage GodPhather]

‘mobile element MPME [Mycobacterium phage Doug]
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hypothetical protein SEA_GIGIOUIOUI_77 [Mycobacterium phage GigiOuiOui]
Sequence ID: UXE03050.1 Length: 123 Number of Matches: 1

Range 1: 1 to 123 Genpet Graohis

Score Expect Method Tdentities Posttives Gaps
257 bits(657) 2e-86 Compositional matrix adjust. 123/123(100%) 123/123(100%) 0/123(0'
Query 1 MEPITDTRREMTTHPTTEHGSDVGHLSPERRDRARORFIARIYDYGGHIRTRPKDERS 60

PEPITOTRRETTHPTTEHGSDVOHLSPEHRDRAURORFNARHFYDYGGUIR TRPKDEAS

Sbjct 1 MFPITDTRREMTTMPTTEHGSDVQHLSPEHRDRAWRDRFNARWHYDYGGWIRTRPKDEAS 60

Query 61 TFALIPTKHYGPFTEDHSCPACLVVHPPEDCPVLSGITOHLVEDYDTSPUKAQADTADD 120
TFALTPTKRVGPF TEDRSCPACLWHPPEDCPVL SGNTOHLEDVDTSPKAQADTADD

Sbict 61 TFALIPTKHYGPFTEDHSCPACLWWHPPEDCPVLSGITOLWFDVDTSPIKAQAOTADD 120

Query 121 DR 123
o

Sbjct 121 DPR 123

BIDownload v GenPept Gra
mobile element MPME [Mycobacterium phage Tweety]

Sequence ID: YP_001469317.1 Length: 123 Number of Matches
» See 108 more title(s)

Range 1: 1 t0 123 Genpet Graghics
Score Expect Hethod Tdentities  Positives Gaps
256 bits(554) 6e-86 _Compositional matrix adjust. 122/123(99%) 123/123(100%) 0/123(0%)
Query 1 MEPITDTRREMTTHPTTEHGSDVGHLSPERRDRARORFIARIYDVGGHIRTRPKDERS 60

PEPITOTRRETTHPTTEHGSDVOHLSPEHRDRAURORFNARHFYDYGGUIRTRP +DEAS

Sbjct 1 MFPITDTRREMTTMPTTEHGSDVQHLSPEHRDRAWRDRFNARWHYDYGGHIRTRPQDEAS 60

Query 61 TFALIPTKHYGPFTEDHSCPACLVVHPPEDCPVLSGITOHLVEDYDTSPUKAQADTADD 120
TEALTPTKRVGPF TEDRSCPACLWHPPEDCPVL SNTOHLWEDVDTSPKAQADTADD

Sbict 61 TFALIPTKHYGPFTEDHSCPACLWHPPEDCPVLSGHTOMLWFDVDTSPIKAQROTADD 120

Query 121 DR 123
o
Sbjct 121 DPR 123
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DeepTMHMM - Predictions

Predicted topologies can be downloaded in ,gff3 format and 3line format
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Databas

: Actinobacteriophage Proteins as of Jun 19, 2023
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>Velveteen_8, head-to-tail adaptor, 123
Length = 123

Score = 245 bits (626), Expect = 2¢-65
Identities = 123/123 (100%), Positives = 123/123 (100%)

1 IISLADIDDLELVLGRELTPDEATRAGLLLEEASDLVVGYLGHESIPDVIPGAVVRVVAQL
HISLADIDDLELVLGREL TPDEATRAGLLLEEASDLVVGYLGHESIPDVIPGAVVRVVAQT
© 1 IISLADIDDLELVLGRELTPDEATRAGLLLEEASDLVVGYLGNESIPDVIPGAVVRVVAQL
61 AATALTAPQSPYPEGTTASAGPYSFKUGGDSSHLYLTNALKLRLRPYRISHNSIPLGSDR
AATALTAPOSPYPEGTTASAGPYSFKUGGDSSNLYL TNALKLRLRPYRISHNSIPLGSDR
61 AATALTAPQSPYPEGTTASAGPYSFKUGGDSSHLYLTNALKLRLRPYRISHNSTPLGSDR
: 121 VP 123
i
: 121 VP 123

>Starcevich Draft_s, function unknown, 123
Length = 123

Score = 245 bits (626), Expect = 2¢-65
Identities = 123/123 (100%), Positives = 123/123 (100%)

1 IISLADIDDLELVLGRELTPDEATRAGLLLEEASDLVVGYLGHESIPDVIPGAVVRVVAQL
HISLADIDDLELVLGREL TPDEATRAGLLLEEASDLVVGYLGHESIPDVIPGAVVRVVAQT
1 NSLADIDDLELVLGRELTPDEATRAGLLLEEASDLVVGYLGHESIPDVIPGAVVRWVAQT

61 AATALTAPQSPYPEGTTASAGPYSFKUGGDSSHLYLTNALKLRLRPYRISHNSIPLGSDR
AATALTAPOSPYPEGTTASAGPYSFKUGGDSSNLYL TNALKLRLRPYRISHNSIPLGSDR
© 61 AATALTAPQSPYPEGTTASAGPYSFKUGGDSSNLYLTNALKLRLRPYRISHNSIPLGSDR

121 w123
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Score  E

Sequences producing significant alignments: (bits) Value
Starcevich Draft_92, function unknown, 89 175 3e-a4
Tootsieroll 77, Function unknoun, 128 182 2e-40
Zerg_79, function unknoun, 79 55 ge-es
ThetaBob_83, function unknown, 79 55 se-es
Datlorst_79, function unknown, 131 55 se-es
Yoshi_93, function unknoun, 164 2 o1ew7
VRedHorse_83, function unknown, 79 T2 o1ew7
Pinkcreek 9, function unknown, 121 o 1e-es
KBG_62, function unknown, 122 o 1e-es
Quickiath_78, function unknown, 189 o 2e-08
Juiceass_76, function unknown, 189 o 2e-08
RedRaider77_8, function unknoun, 119 o 2e-08
Phox_14, function unknoun, 116 Taa 3e-0s
Phalconet_76, function unknown, 141 Taa 3e-0s
Latretium 76, function unknown, 196 Taa 3e-0s
Cali_14, function unknoun, 121 Taa 3e-0s
Wee_B4, function unknown, 125 Taa se-0s
Taj 85, function unknown, 125 Taa se-es
Ringer_61, function unknoun, 143 Tas se-0s
Harley 78, function unknown, 142 Tas se-0s
Donkeykong_83, function unknown, 125 Tas ge-06
Hannaconda_73, function unknown, 114 Ta se-es
Sprinklers_13, function unknown, 116 Tas 7e-0s
Spartacus_85, function unknown, 118 Tas 7e-0s
LRRHood_12, function unknown, 116 Tas 7e-0s
ETe5_12, function unknoun, 116 Tas 7e-0s
CharTieB_15, function unknown, 116 Tas 7e-0s
Badagartude_14, function unknoun, 116 Tas 7e-0s
PherrisBueller_78, function unknown, 133 T2 ve-0s
Jasper_78, function unknown, 133 Tz 9e-0s
Fushigi_75, function unknown, 134 Tz 9e-0s
Eish_§2, function unknoun, 131 T2 ve-0s
Dreamboat_79, function unknown, 133 T2 oe-es
SwagPigglett 82, function unknown, 141 Ta7 1e-es
Stubby_14, function unknown, 121 Ta7 1e-es
Spud_6, function unknown, 130 Ta7 1e-es
shifa_10, function unknoun, 121 Ta7 1e-es
Scottiice_s, function unknoun, 130 Ta7 1e-es

Sauce_5, function unknoun, 130 47 1le-05
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>Tootsieroll 77, function unknoun, 128
Length = 128

Score = 162 bits (411), Expect = 2¢-40
Identities = 83/86 (96%), Positives = 84/86 (97%)

Query: 4 DNIASLPGVAVIQLPEPDEDGNENIAGREKVFYTTGDEVADVSIVAPVTGSGEAQLIFVE 63
D +ASLPGVAVIQLPEPDE GNEWIAGREKVFYTTGDEVADVSMVAPVTGSGEAQLIFVE
Sbjct: 43 DAVASLPGVAVIQLPEPDEGGNENTAGREKVFYTTGDEVADVSHVAPVTGSGEAQLIFVE 102

Query: 64 DPQGLAAALLAAAARATELALRGETR 59
DPQGLAAALLAAAAAATELALRGETR
Sbjct: 163 DPQGLAAALLAAAAAATELALRGETR 128

>Zerg_79, function unknoun, 79
Length = 79

Score = 55.5 bits (132), Expect = 42-28
Identities = 38/81 (46%), Positives = 47/81 (58%), Gaps = 5/81 (6%)

Query: 1 HTPDNIASLPGVAVIQLPEPDEDGNENTAGREKVFYTTGDEVADVSHVAPVTGSGEAQLT 60
HTPDNIASLPGVAVIQLPEPDE + +:G ++ + D+ VIG  +
Sbjct: 1 HTPDNIASLPGVAVIQLPEPDEPRS--IISGTPEWYEDSWYVRPDAQGIRWTGROHLK- - 56

Query: 61 FVEDPQGLAAALLAARARATE 51
Q LaaaLsan A2 E
Sbjct: 57 -DRSTQRLAAALVAAVAAKGE 76
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RID
Query ID
Description
Molecule type
Query Length

968367WWO013 (Expires on 06-23 00:08 am)
Idl|Query_96245

unnamed protein product

amino acid

%

nr
All non-redundant GenBank CDS translations-+PDB+SwissProt-+PIR+PRF
excluding environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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Distribution of the top 8 Biast Hits on 8 subject sequences ©
Mouse over to see the title, click to show alignments

Color key for alignment scores
W<40 W40-50 W 50-80 Wso0-200 W>=200

10 20

30 40 S50 60 70 80 90

escriptions

‘Sequences producing significant alignments:

Select: All None Selected:0
T} Alignments o

IR —

O hypothetical protein SEA TOOTSIEROLL 77 [Mycobacterium phage Tootsieroll] 162 162 95% 4e-49 96.51% UAW09140.1
O hypothetical protein 15100_gp079 [Mycobacterium phage Zerg] 485 485 24% 8e-05 100.00% YP 0099635761
O hypothetical protein SEA VREDHORSE 83 [Mycobacterium phage VRedHorse] 485 485 24% 8e-05 100.00% WAA203911
O hypothetical protein CL77_gp075 [Mycobacterium phage GUmbie] 474 474 24% 6e-04 9545% YP 0090129511
O hypothetical protein FDI59_gp094 [Mycobacterium phage Yoshi] 474 474 35% 0001 7188% YP 0096139981
(O DNA methyltransferase [Mycobacterium phage Liama] 443 443 22% 0.004 100.00% YP 0092096341
O hypothetical protein CL78 gp086 [Mycobacterium phage Avani] 443 443 41% 0007 5556% YP 0090131811
O hypothetical protein HWC44 gp083 [Mycobacterium phage ThetaBob) 420 420 21% 0.030 100.00% YP 0092429021
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hypothetical protein SEA_TOOTSIEROLL_77 [Mycobacterium phage Tootsieroll]
Sequence ID: UAW09140.1 Length: 128 Number of Matches: 1
Range 1: 43 to 128 GenPept Graphics

Score Expect Method Tdentities  Positives  Gaps
162 bits(409) 4e-49 Compositional matrix adjust. 83/85(37%) 84/86(97%) 0/85(0%)
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Query 64 DPOGLAAALLAAAMAATELALRGETR 89
DPOGLARAL LAAARAATELALRGETR
Sbjct 103 DPOGLAAALLAAAAAATELALRGETR 128

EiDownload v GenPept Graphics
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» See 1 more title(s)

Range 1: 10 22 Genfept Grashics
Score Expect Method Tdentities  Positives  Gaps
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Query 1 NTPDNIASLPGUAVIQLPEPDE 22
HTPDNIASLPGVAVIQLPEPDE
Soict 1 NTPDNIASLPGUAVIQLPEPDE 22
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site-specific recombination directionality factor RDF [Mycobacterium phage Rufus]
Sequence ID: YP_009199597.1 Length: 55 Number of Matches: 1

»See 2 more title(s)

Range 1:1to 55 Genpept Graghics

Score Expect Method Tdentities  Positives Gaps
107 bits(267) 6e-20 Compositional matrix adjust. _54/55(98%) 55/55(100%) 0/55(0%)

Query 1 MTLSDAIDLINAERVKILRFCESARARGDKEDCLVCGGRASGLADALVILAKVGS 55
HTLSDATDL TNAERVKILRF CE-+AAARGDKEDCLVCGGRASGLADALVILAKVGS
Sbjct 1 MTLSDATDLTNAERVKILRFCEAARARGDKEDCLVCGGRASGLADALVILAKVGS 55

fDownload + GenPept Graphics.

site-specific recombination directionality factor RDF [Mycobacterium phage Sisi]
Sequence ID: YP_008051207.1 Length: 55 Number of Matches: 1

b See 20 more title(s)

Range 1:1to 55 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
106 bits(264) 1e-28 Compositional matrix adjust. 54/55(98%) 54/55(98%) 0/55(0%)

Query 1 MTLSDAIDLINAERVKILRFCESARARGDKEDCLVCGGRASGLADALVILAKVGS 55
HTLSDATDLTNAERY WLRFCESAAARGDKEDCLVCGGRASGLADALVILAKVGS
Sbjct 1 MTLSDATDLTNAERVANLRFCESARARGDKEDCLVCGGRASGLADALVILAKVGS 55

EIDownload v GenPept Gray

site-specific recombination directionality factor RDF [Mycobacterium phage Pari]
Sequence ID: YP_009205123.1 Length: 55 Number of Matches: 1
» See 1 more title(s)

Range 1:1to 55 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
106 bits(264) 2e-28 Compositional matrix adjust. 53/55(96%) 54/55(98%) 0/55(0%)

Query 1 MTLSDATDLINAERVKILRFCESARARGDKEDCLVCGGRASGLADALVILAKVGS 55
HTLSDATDL TNAERVKLRFCE+4 ARGDKEDCLVCGGRASGLADALVILAKVGS
Sbjct 1  MTLSDAIDLINAERVKWLRFCEAATARGDKEDCLVCGGRASGLADALVILAKVGS S5
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O hypothetical protein 5H43_gp083 [Mycobacterium phage Girr] 163 163 98% 3e50 100.00% YP 009957699 1
O hypothetical protein KNT74_gp78 [Mycobacterium phage Geral] 160 160 96% de-49 100.00% YP 0100925451
O hypothetical protein M040_gp82 [Mycobacterium phage SiSi] 144 144 86% 6e-43 100.00% YP 0080512081
O hypothetical protein PBI_OVECHKIN_90 [Mycobacterium phage Ovechiin] 142 142 86% 342 98.57% YP 0092112641
O hypothetical protein RitSun_95 [Mycobacterium phage RitSun] 140 140 86% 3e-41 09571% QXGO74641

O hypothetical protein SEA MADMEN_90 [Mycobacterium phage MadMen] 139 139 86% B8e-41 04.20% UAWO35671
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O hypothetical protein 5H17_gp032 [Mycobacterium phage BodEinwohnert7] 137 137 85% 3e40 94.20% YP 009954988 1
O hypothetical protein 15H36_gp030 [Mycobacterium phage Fancypants] 137 137 86% 3e40 94.20% YP 0099569691
O hypothetical protein 5H79_gp089 [Mycobacterium phage Pognanya] 137 137 86% de40 9571% YP 099613871
O hypothetical protein SEA_SCOTTISH_84 [Mycobacterium phage Scottish] 137 137 85% 5e-40 04.20% QHBAT5451
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hypothetical protein I5H43_gp083 [Mycobacterium phage Girr]
Sequence ID: YP_009957699.1 Length: 80 Number of Matches: 1
> See 5 more title(s)

Range 1: 1 to 80 Genpept Graphics

Score Expect Method Identities  Positives  Gaps
163 bits(412) 3e-50 Compositional matrix adjust. 80/80(100%) 80/80(100%) 0/80(0%)

Query 1 MRRLRWSGGSMSDADTARKNGATVGTRLAGDEGRGETIIEITAIGEQHVLAKTISHAGRP 60
MRRLRWSGGSMSDADTARKNGATVGTRLAGDEGRGETT T TATGEQHVLAKTISHAGRP
Sbjct 1  MRRLRWSGGSMSDADTARKNGWTVGTRLAGDEGRGETITEITAIGEQHVLAKTISHAGRP 60

Query 61 APYRESLWTFVFRDWREVPR 50
APYRESLWTFVFRDWREVPR
Shjct 61 APYRESLWTFVFRDWREVPR 50

[SDownload ~ GenPept Graphics

hypothetical protein KNT74_gp78 [Mycobacterium phage Geral]
Sequence ID: YP_010092548 1 Length: 88 Number of Matches: 1
> See 1 more title(s)

Range 1: 11 to 88 GenPept Graphics

Score Expect Method Identities  Positives  Gaps
160 bits(405) 4e-49 Compositional matrix adjust. 78/78(100%) 78/78(100%) 0/78(0%)

Query 3 RLRWSGGSMSDADTARKNGWTVGTRLAGDEGRGETIIEITAIGEQHVLAKTISHAGRPAP 62
RLRISGGSHSDADT ARKNGHTVGTRLAGDEGRGET I LEITAIGEQHVLAKTISHAGRPAP
Sbjct 11 RLRWSGGSMSDADTARKNGWTVGTRLAGDEGRGETIIEITAIGEQHVLAKTISHAGRPAP 70

Query 63 YRESLWTFVFRDWREVPR 50
YRESLWTFVFRDWREVPR
Sbjct 71 YRESLWTFVFRDWREVPR 58
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Description

hypothetical protein SEA_ALEXPHANDER 89 [Mycobacterium phage Alexphander]

hypothetical protein PB|_BOBI_90 [Mycobacterium phage Bobi]
hypothetical protein 15H79_gp090 [Mycobacterium phage Poenanya]

hypothetical protein CL94_gp088 [Mycobacterium phage SG4]

hypothetical protein SEA_PHANPHAGIA, 88 [Mycobacterium phage Phanphagia]

hypothetical protein SEA DAWORST. 85 [Mycobacterium phage DaWorst]
hypothetical protein I5H82_gp081 [Mycobacterium phage Priscilla]
hypothetical protein I5H28_gp092 [Mycobacterium phage Donkeykong]
hypothetical protein SEAGREEN_86 [Mycobacterium phage Seagreen]
hypothetical protein FGG38_gpé1 [Mycobacterium phage DotProduct]
hypothetical protein I5H14_gp085 [Mycobacterium phage Batiatus]

9990 [Mycobacterium phage Ramsey]

9072 [Mycobacterium phage Ardmore]

hypothetical protein CM05_gp088 [Mycobacterium phage DeadP]
hypothetical protein I5H21_gp084 [Mycobacterium phage Byougenkin]

hypothetical protein PB| TWEETY_87 [Mycobacterium phage Tuweety]

Funathetical nratein SEA MARMEN 91 [Mucahacteriim nhaae MadMeon]
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hypothetical protein PBI_BOBI_90 [Mycobacterium phage Bobi]
Sequence ID: YP_008409047.1 Length: 63 Number of Matches: 1
> See 20 more title(s)

Range 1: 1 to 63 GenPept Graphics
Score Expect Method Tdentities  Positives  Gaps
130 bits(327) 6e-38 Compositional matrix adjust. 62/63(98%) 62/63(98%) 0/63(0%)

Query 1 MIQUHCRECHRVWDQSCHDCAQWKADRHSINTGHTDIHITPDTTPPRPVVDQGHAEWLTK 60
MIQUACRECHRVWDQSC_DCAQWKADRHS INTGHTDIHI IPDTTPPRPVVDQGHAEWLTK
Shjct 1  MIQUACRECHRVWDQSCEDCAQWKADRHSINTGHTDIHITPDTTPPRPVVDQGHAEWLTK 60

Query 61 GkP 63
o
Shjct 61 GKP 63

[BIDownload v GenPept Graphics

hypothetical protein I5H79_gp090 [Mycobacterium phage Poenanya]
Sequence ID: YP_009961388.1 Length: 63 Number of Matches: 1

> See 6 more title(s)

Range 1: 1 to 63 GenPept Graphics

Score Expect Method Tdentities  Positives  Gaps
129 bits(325) 1e-37 Compositional matrix adjust. 61/63(97%) 62/63(98%) 0/63(0%)

Query 1 MIQUHCRECHRVWDQSCHDCAQWKADRHSINTGHTDIHITPDTTPPRPVVDQGHAEWLTK 60
MIQUHCRECNRVWDGSC_DCA*WKADRHSINTGHTDIHIIPDTTPPRPVVDOGHAEWLTK
Shjct 1  MIQUHCRECHRVWDQSCTDCAEWKADRHSINTGHTDIHITPDTTPPRPVVDQGHAEWLTK 60

Query 61 GkP 63
o
Shjct 61 GKP 63

[EiDownioad v GenPept Graphics

hypothetical protein CL94_gp088 [Mycobacterium phage SG4]
Sequence ID: YP_009013290.1 Length: 63 Number of Matches: 1
> See 10 more title(s)

Range 1: 1 to 63 GanPept Graphics

Score Expect Method Tdentities  Positives  Gaps
129 bits(325) 2e-37 Compositional matrix adjust. 61/63(97%) 62/63(98%) 0/63(0%)

Query 1 MIQUHCRECHRVWDQSCHDCAQWKADRHSINTGHTDIHITPDTTPPRPVVDQGHAEWLTK 60
MIQUACHECHRVWDQSC_DCAQWKADRHS INTGHTDIHI IPDTTPPRPVVDQGHAEWLTK
Shjet 1  MIQUHCKECHRVWDQSCEDCAQWKADRHSINTGHTDIHITPDTTPPRPVVDQGHAEWLTK 60

Query 61 GkP 63
o
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TMHMM result
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1ead-tail adaptor Ad1 [Mycobacterium phage WIVsmall]
sequence ID: YP_008059977.1 Length: 123 Number of Matches: 1
See 14 more title(s) v See all Identical Proteins(IPG)

ange 1: 1 to 123 GenPept Graphics

Score Expect Method Identities positives Gaps
244 bits(624) 2e-81 Compositional matrix adjust. 123/123(100%) 123/123(100%) 0/123(0%)

Juery 1  MSLADIDDLELVLGRELTPDEATRAGLLLEEASDLVVGYLGWESIPDVIPGAVVRVVAQL 60
MSLADIDDLELVLGRELTPDEATRAGLLLEEASDLVVGYLGHESIPDVIPGAVVRVVAQL
bjct 1 MSLADIDDLELVLGRELTPDEATRAGLLLEEASDLVVGYLGHESIPDVIPGAVVRVVAQL 60

uery 61  AATALTAPQSPYPEGTTASAGPYSFKWGGDSSNLYLTNALKLRLRPYRISMNSIPLGSDR 120
AATALTAPQSPYPEGT TASAGPYSFKHGGDSSNLYLTNALKLRLRPYRISMNSIPLGSDR
bjct 61  AATALTAPQSPYPEGTTASAGPYSFKWGGDSSNLYLTNALKLRLRPYRISMNSIPLGSDR 120

uery 121 YWP 123
YIP
bjct 121 YWP 123

, Download v~ GenPept Graphics

1ead-to-tail adaptor [Mycobacterium phage Frankie]
sequence ID: AUX81934.1 Length: 123 Number of Matches: 1

ange 1: 1 to 123 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
244 bits(622) Se-81 Compositional matrix adjust. 122/123(99%) 123/123(100%) 0/123(0%)

Juery 1  MSLADIDDLELVLGRELTPDEATRAGLLLEEASDLVVGYLGHESIPDVIPGAVVRVVAQL 60
MSLADIDDLELV+GRELTPDEATRAGL LLEEASDLVVGYLGHESIPDVIPGAVVRVVAQL
bjct 1 MSLADIDDLELVIGRELTPDEATRAGLLLEEASDLVVGYLGHESIPDVIPGAVVRVVAQL 60

uery 61  AATALTAPQSPYPEGTTASAGPYSFKWGGDSSNLYLTNALKLRLRPYRISMNSIPLGSDR 120
AATALTAPQSPYPEGT TASAGPYSFKHGGDSSNLYLTNALKLRLRPYRISMNSIPLGSDR
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Score  E

Sequences producing significant alignments: (bits) Value
Starcevich Draft_96, function unknown, 59 125 se-29
Royals2015_93, function unknoun, 59 15 se-29
Paccao_sa, function unknown, 59 15 se-29
OwlsT20_87, function unknown, 59 15 se-29
Ogopogo_93, function unknown, 59 15 se-29
MilanaBonita 82, function unknoun, 59 15 se-29
J0b42_88, function unknoun, 59 15 se-29
Hegedechuinu_96, function unknoun, 59 15 se-29
Emma_o1, function unknoun, 59 15 se-29
Cornucopia_88, function unknoun, 59 125 se-29
CaptainTrips_9e, function unknoun, 59 125 se-29
BuzzLyseyear_96, function unknoun, 59 125 se-29
Akhila_83, function unknown, 59 15 se-29
Eradicator_80, function unknoun, 59 12 1e-28
Whouxphf_85, function unknoun, 59 123 1e-2
ArcusAngelus_89, function unknoun, 59 123 1e-2
Mozy_95, function unknoun, 59 122 3e-2
Wachhund_85, function unknown, 60 122 4e-2s
Flathead 90, function unknown, 59 122 4e-2s
Yorick_88, function unknown, 59 120 se-28
Sou122_88, function unknown, 59 120 ce-28
Nivrat 86, function unknown, 59 120 ce-28
Ms6_Draft_89, function unknown, 59 120 ce-28
Hinionbave_86, function unknown, 59 120 ce-28
Lilkoolah 88, function unknown, 59 120 se-28
Renaud1s_36, function unknown, 59 120 1e-27
Zizzle 9, function unknown, 59 119 2e-27
SwagPigglett 88, function unknoun, 59 19 2e-27
Saal_83, function unknoun, 59 118 2e-27
Ramsey_92, function unknown, 59 19 2e-27
Pippy_82, function unknoun, 59 118 2e-27
Hutaformal3_9e, function unknoun, 60 118 2e-27
MilleniunForce_88, function unknown, 59 118 2e-27
Haravista Draft_s7, function unknown, 66 118 2e-27
Madiba_88, function unknown, 59 118 2e-27
Lizziana_88, function unknown, 59 118 2e-27
LastIedi_77, function unknown, 59 118 2e-27
Hades_86, function unknoun, 58 118 2e-27
Gorge 85, function unknoun, 59 19 2e-27
Firehouses1_83, function unknoun, 60 118 2e-27
DaddyRickover_Draft_91, function unknoun, 59 19 2e-27
Cabrinians_83, function unknown, 59 118 2e-27
Buruell21 31, function unknown, 59 118 2e-27
Brocalys_77, function unknown, 66 19 2e-27
Bobi_o1, function unknoun, 66 118 2e-27
BobaPhett 87, function unknown, 59 119 2e-27
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Description
Molecule type
«Query Length

98USX4TPO16 (Expires on 06-23 23:29 pm)
Idl|Query_182201

unnamed protein product

amino acid

60

Database Name
Description

Program

nr
All non-redundant GenBank CDS translations-+PDB+SwissProt-+PIR+PRF
excluding environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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Description

9084 [Mycobacterium phage Pacc40]

‘hypothetical protein SEA ERADICATOR 80 [Mycobacterium phage Eradicator]
‘hypothetical protein I5H13 gp088 [Mycobacterium phage ArcusAngelus]
‘hypothetical protein I5HO8 gp088 [Mycobacterium phage Whowxphil
‘hypothetical protein FGG28 gp095 [Mycobacterium phage Mozy]
‘hypothetical protein I5H7_gp08S [Wycobacterium phage Wachhund]
‘hypothetical protein SEA FLATHEAD 90 [Mycobacterium phage Fiathead]
‘hypothetical protein ISHT1_gp086 [Mycobacterium phage Niviat]
‘hypothetical protein I5H64 gp086 [Mycobacterium phage MinionDave]
‘hypothetical protein HWES5 gp096 Wy cobacterium phage Renaud1g]
‘hypothetical protein PBI BOBI 91 [Wycobacterium phage Bobi]
‘hypothetical protein FGG38 gp62 [Mycobacterium phage DotProduct]
‘hypothetical protein FDI13 gp094 [Mycobacterium phage Spartacus]
‘hypothetical profein HAMULUS 88 [Mycobacterium phage Hamulus|

9092 [Mycobacterium phage Ramsey]

‘hypothetical protein FDGS7_gp090 [Mycobacterium phage Mutaformat3]
‘ypothetical protein 5H21_gp086 [Mycobacterium phage Byougenkin]
‘hypothetical protein SEA PHALCONET 86 [Mycobacterium phage Phalconef]
‘hypothetical profein XFACTOR 80 [Mycobacterium phage XFactor
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gp84 [Mycobacterium phage Pacc40]
Sequence ID: YP_002241668.1 Length: 59 Number of Matches: 1

b See 11 more tifle(s)

Range 1:1to 50 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
121bits(303) 3e-34 Compositional matrix adjust. 59/50(100%) 59/59(100%) 0/59(0%)

Query 1 HTTPERAALVERAAQAICETTSSGRMFPAAITLSEQEDAWRRVADAAFDVLIDAUAPPE 59
T TPERAALVERAAQATCETTSSGRHFPINTL SEQEKDARRUADAAFDVL IDAUAPPF.
Sojct 1 NTTPERAALVERAAQAICETTSSGRHFPAMITLSEQEKDAVRRVADAAFOVLIDAUAPPF 59

EiDownioad v GenPept Graphics

hypothetical protein SEA_ERADICATOR_80 [Mycobacterium phage Eradicator]
Sequence ID: QYW01444.1 Length: 59 Number of Matches: 1

Range 1:

Score Expect Method Tdentities  Positives Gaps
120 bits(300) 7e-34 Compositional matrix adjust. _58/59(98%) 59/58(100%) 0/59(0%)

to 30 Genpept Graghics

Query 1 HTTPERAALVERAAQAICETTSSGRHFPAAITLSEQEKDAHRRVADAAFDVLIDAUAPPE 59
T TPERAALVERAAQATCETTSSGRHFPINTL EQEKDARRUADAAFDVL IDAUAPPF.
Sojct 1 NTTPERAALVERAAQAICETTSSGRHFPAMITLTEQEKDAVRRVADAAFOVLIDAUAPPF 59

BDownload ~ GenPept Graphics
hypothetical protein 15H13_gp088 [Mycobacterium phage ArcusAngelus]

Sequence ID: YP_009954567 1 Length: 59 Number of Matches: 1
»See 1 more title(s)

Range 1:1to 50 Genpept Graghics
Score Expect Method Tdentities  Positives Gaps
110 bits(298) 1e-33 Compositional matrix adjust. 57/58(97%) 59/58(100%) 0/58(0%)

Query 1 HTTPERAALVERAAQAICETTSSGRHFPAAITLSEQEKDAWRRVADAAFDVLIDAUAPPE 59
HTTPERAAL- ERAAQATCETTS +GRIFPINTL SEQEKDAVRRUADAAFDVL IDAUAPPF.
Sbict 1 MTTPERAALIERAAQAICETTSAGRHFPANTLSEQEKDAURRHADAAFOVLIDAHAPPF 59
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Score

Sequences producing significant alignments: (bits) Value
Zerg_89, function unknoun, 46 92 4e-19
MilanaBonita 83, function unknoun, 46 T2 4e-19
J0b42_89, function unknoun, 46 T2 4e-19
Gandalph 85, function unknown, 46 D2 4e-19
Doug_86, function unknoun, 46 D2 4e-19
Buzzlyseyear_97, function unknoun, 46 D2 4e-19
Arcusangelus_9, function unknoun, 46 D2 4e-19
Akhila_84, function unknown, 46 T2 4e-19
Royals2015_94, function unknown, 46 T 2e-18
Chead_99, Function unknoun, 46 T 2e-18
TChen 86, function unknoun, 46 89 se-1s
Sabbb_93, function unknoun, 46 89 se-1s
Hartik_Draft_ss, function unknoun, 46 89 se-1s
Tbhubesi_87, function unknown, 46 89 se-1s
Gigiouioui_84, function unknown, 46 89 se-1s
Estavel 97, function unknown, 26 89 se-1s
Dante_87, function unknown, 46 89 se-1s
ByChance_77, function unknown, 46 89 se-1s
Aubs_89, function unknoun, 46 89 se-1s
Alexphander_91, function unknoun, 46 9 se-1s
Ovechkin_94, function unknown, 46 88 ee-1s
Seabastian_97, function unknown, 46 88 se-1s
Ofultron_97, function unknown, 46 88 se-1s
0chi17_95, function unknown, 46 88 se-1s
Modragons_94, function unknoun, 46 5 se-1s
Llama_o6, function unknoun, 46 88 se-1s
Clifton_8e, function unknown, 46 88 se-1s
STLscun 66, function unknown, 46 D87 2e-17
Oksu_Draft_92, function unknown, 51 D87 2017
LunaBly_Draft_97, function unknown, 46 D87 2017
Alpinesix Draft_9o, function unknown, 51 D87 2017
Pollyuog_30, function unknown, 46 5 se-17
Fancypants_94, function unknoun, 46 5 se-17
Bipolar_00, function unknown, 46 85 se-17
L133_86, function unknoun, 46 5 7e-17
DukeT3_76, function unknown, 46 T2 2e-16
BAKA_78, function unknoun, 46 T2 2e-18
Seagreen_89, function unknown, 46 T2 216
Thetagob 96, function unknown, 49 82 ge-1s
SuperGrey_89, function unknoun, 46 0 1e-1s
Blexus_85, function unknown, 46 T80 1e-1s
CaptainTrips_91, function unknoun, 46 0 2015
Ogopogo_94, Function unknown, 46 Tsa 2e-15
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>Zerg_89, function unknoun, 46
Length = 45

Score = 92.0 bits (227), Expect = 4e-19
Identities = 46/46 (100%), Positives = 46/46 (100%)

Query: 1  HTGRKIVSPADHTDRAKEEARAGDYQAMQVHALTATAQLLTKDGY 46
HTGRKIVSPADHIDRAKEEARAGDYQAAQUHAL TATAQL LNTKDQQ
Sbjct: 1 HTGRKIVSPADHIDRAKEEARAGDYQMQVHALTATAQLLITKDRQ 46

>hilanaBonita_83, function unknown, 46
Length = 45

Score = 92.0 bits (227), Expect = 4e-19
Identities = 46/46 (100%), Positives = 46/46 (100%)

Query: 1  HTGRKIVSPADHTDRAKEEARAGDYQAMQVHALTATAQLLTKDGY 46
HTGRKIVSPADHIDRAKEEARAGDYQAAQUHAL TATAQL LNTKDQQ
Sbjct: 1 HTGRKIVSPADHIDRAKEEARAGDYQMQVHALTATAQLLITKDRQ 46

>J0b42_89, function unknown, 46
Length = 45

Score = 92.0 bits (227), Expect = 4e-19
Identities = 46/46 (100%), Positives = 46/46 (100%)

Query: 1 HTGRKIVSPADHIDRAKEEAAAGDYQAAQVHALTATAQLLNTKDQQ 46
HTGRKTVSPADHIDRAKEEAAAGDYQAAQVHAL TATAQLLNTKDQQ
Sbjct: 1 HTGRKIVSPADHIDRAKEEAAAGDYQAAQVHALTATAQLLNTKDQQ 46
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‘hypothetical protein PBI CHEOD 99 [Mycobacterium phage Chedd]
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ypothetical protein PBI ESTAVE1 97 [Mycobacterium phage Estave1]
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‘hypothetical protein PBI LLAMA 96 [Mycobacterium phage Liama]
‘hypothetical protein SEA CLIFTON 80 [Mycobacterium phage Ciifton]
‘hypothetical protein SEA STLSCUM 66 [Mycobacterium phage STLscum)
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hypothetical protein M809_gp089 [Mycobacterium phage Job42]
Sequence ID: YP_008126679.1 Length: 46 Number of Matches: 1
> See 10 more title(s)

Range 1: 1 to 46 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
93.2 bits(230) 1e-23 Compositional matrix adjust. 46/46(100%) 46/46(100%) 0/46(0%)
Query 1 NTGRKIVSPADHIDRAKEEAMGDYQAAQVHALIATAQLLNTKDQQ 46

HTGRKIVSPADHTDRAKEEARAGDYQAAGVHAL TATAQLLNTKDQY
Sbjct 1 MTGRKIVSPADHIDRAKEEAMAGDYQAAQVHALTATAQULNTKDQQ 46

EiDownioad v GenPept Graphics

hypothetical protein PBI_CHE9D_99 [Mycobacterium phage Chedd]
Sequence ID: NP_955479.1 Length: Number of Matches: 1

»See 3 more title(s)

Range 1: 1 to 45 Genpept Graghics
Score Expect Method Tdentities  Positives  Gaps
91.3 bits(225) 8e-23 Compositional matrix adjust. 45/45(100%) 45/45(100%) 0/45(0%)

Query 1 NTGRKIVSPADHIDRAKEEAMAGDYQAMQVHALIATAQLLNTKDQ 45
HTGRKIVSPADHTDRAKEEARAGDYQAAGVHAL TATAQLLNTKDQ
Sbjct 1 MTGRKIVSPADHIDRAKEEAMAGDYQAAQVHALTATAQLLNTKDQ 45




image1058.png
Visualization

Resubmit Section

|

SFoH_A
E TN
PaREPT - Archaca)
EXEEAY
ICC.
TTERR.

TRSELC.
20005

SIRP D

BLBTE.

REPRCADIY APV
TTCROAT0E
RPN HEEN donal
IR
DOThoYehFrot.
PR Tetratric
TORSR.

LA
TETToT
A
San Uncharacter
'DUFS130 -~ Donatn o
BKACE Bota-keto'




image1059.png
SF2H.A

PF16785.8

PF05942.14

3)8B_C

avicc

7TBRA

3usVA

Uncharacterized protein; Bacillus cereus
ATCC 10987, PSk-Biology, Human
Microbiome, Metagenomics degradome
representativ

MBP ; Small metal-binding protein

; PaREP1 ; Archaeal PaREP1/PaREPS family

Eukaryotic translation initiation factor 3
subunit C; TRANSLATION; 9.3A {Homo
sapiens}

Eukaryotic translation initiation factor 3
subunit C; translation initiation, elF3
complex, PCI-domains, translation; 3.

TPM_phosphatase domain-containing
protein; TPM domain, UNKNOWN
FUNCTION; HET: B3P; 1.1A
{Rhodothermus marinus SGO.5JP17-

Metal-binding protein smbP; four helical
bundle, metal chaperone, METAL BINDING
PROTEIN; 1.9A {Nitrosomonas europaea}

8453

8252

79.46

781

778

77.24

75.93

84

81

15

14

18

2345

2349

21.06

3059

2038

2125

2218

49

44

46

34

37

39

44

ECS

29

31

27

27

34

29

317

110

115

547

567

145

93




image1060.png
|Shine D |algarno |Sequence of the Region |stars|scars  |oaw
[Score [space [Upscream of che Svarc |codon|Posivion [Lengen
218 B TAGACGOCIGGGOOOCIONGTT [TTG (s2046 |14l
420 0 |CGTTTTGACCEECCECARGATC |GTG |s2064  |123





image1061.png
DeepTMHMM - Predictions

Predicted topologies can be downloaded in ,gff3 format and 3line format

DeepTMHMM - Most Likely Topology | Type: Globular
outside

Membrane

inside
0 10 20 30 40

DeepTMHMM - Posterior Probabilities
10

Probability
e
a &

°
2

°

— mside

°

0 10 20 30 40
Sequence




image1062.png
Distribution of 46 Blast Hits on the Query Sequence

Mouse-over to show defline and scores. Click to show alignments

Color Key for Alignnent Scores

<ao 40-50

B o A . T

0 50 100





image1063.png
Sequences producing significant aligament:

Zerg_99, function unknoun, 113
Starcevich Draft_98, function unknown, 113
Gandalph_83, function unknown, 113
Doug_87, function unknoun, 113
Ecliptus 89, function unknown, 123
Apricot_82, function unknown, 123
Phendrix_196, function unknown, 125
Godonk_208, function unknown, 125
J0b42_30, function unknoun, 60
BuzzLyseyear_98, function unknoun, 59
Skog_72, function unknoun, 240
MediumFry_21, minor tail protein, 456
Caterpillar_21, minor tail protein, 456
Gha2_g7, function unknoun, 87
Stormageddon_120, function unknown, 110
Rediiattletog_121, function unknown, 110
Evepickles 13, tail terminator, 135
vinz_11, portal protein, 635
Vahalom 11, portal protein, 634
Tydolla_11, portal protein, 634
SynergyX_11, portal protein, 634
Smoothie 154, function unknown, 169
RomaT_11, portal protein, 634
Rita1961_11, portal protein, 634
RegingRooster_11, portal protein, 634
Philly 10, portal protein, 634
Orangedsuald_11, portal protein, 634
Nozo_11, portal protein, 635

Neos5_11, portal protein, 634
LibertyBell 47, function unknoun, 304
Kamiyu_11, Function unknown, 634
Jackstina_10, portal protein, 634
Gadjet_12, function unknown, 634

DizzyRudy_85, helix-turn-helix DNA-binding domain protein, 924

Devonte_Draft_11, function unknoun, 634
Deenasa_Draft_11, function unknoun, 634

Damascus_81, helix-turn-helix DNA binding domain, 924

Daisy 11, function unknown, 634
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Reference:
Altschul, Stephen F., Thomas L. Hadden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David 3. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Hucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of Jun 19, 2023
442,367 sequences; 85,578,104 total letters
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>Zerg_9@, function unknown, 113
Length = 113

Score = 244 bits (622), Expect = 6e-65
Identities = 113/113 (100%), Positives = 113/113 (100%)

HSEVFURPTRYEVTAKPGPVDGVNRSQFVLYVEWRGEDRICVTDGS YCYRRDGHKSYERN 60
HSEVFVRPTRYEVTAKPGPVDGVNRSQF VLYVEHRGEDRNCVTDGS YCYRRDGHKSYERN
HSEVFVRPTRYEVTALPGPVDGVNRSQFVLYVEHRGEDRICVTDGSYCYRRDGHKSYERN 60

PSSRTDRFKKAYRF SLDEALETAKRVAPTIRVGRGPNREGLSAADILEWEKNQ 113
PSSRTDRFKKAYRF SLDEALETAKRVAPTIRVGRGPNREGL SAADIENEKNQ
PSSRTDRFKKAYRF SLDEALETAKRVAPTIRVGRGPNREGL SAADILEWEKNQ 113

>Starcevich Draft_98, function unknown, 113
Length = 113

Score = 244 bits (622), Expect = 6e-65
Identities = 113/113 (100%), Positives = 113/113 (100%)

HSEVFURPTRYEVTAKPGPVDGVNRSQFVLYVEWRGEDRICVTDGS YCYRRDGHKSYERN 60
HSEVFVRPTRYEVTAKPGPVDGVNRSQF VLYVEHRGEDRNCVTDGS YCYRRDGHKSYERN
HSEVFVRPTRYEVTALPGPVDGVNRSQFVLYVEHRGEDRICVTDGSYCYRRDGHKSYERN 60

PSSRTDRFKKAYRF SLDEALETAKRVAPTIRVGRGPNREGLSAADILEWEKNQ 113
PSSRTDRFKKAYRF SLDEALETAKRVAPTIRVGRGPNREGL SAADIENEKNQ
Sbjct: 61 PSSRTDRFKKAYRFSLDEALETAKRVAPTIRVGRGPNREGLSAADIMEWEKNQ 113

>Gandalph_89, function unknown, 113
Length = 113

Score = 244 bits (622), Expect = 6e-65
Identities = 113/113 (100%), Positives = 113/113 (100%)

HSEVFURPTRYEVTAKPGPVDGVNRSQFVLYVEWRGEDRICVTDGS YCYRRDGHKSYERN 60
HSEVFVRPTRYEVTAKPGPVDGVNRSQF VLYVEHRGEDRNCVTDGS YCYRRDGHKSYERN
HSEVFVRPTRYEVTALPGPVDGVNRSQFVLYVEHRGEDRICVTDGSYCYRRDGHKSYERN 60

PSSRTDRFKKAYRF SLDEALETAKRVAPTIRVGRGPNREGLSAADILEWEKNQ 113
PSSRTDRFKKAYRF SLDEALETAKRVAPTIRVGRGPNREGL SAADIENEKNQ
PSSRTDRFKKAYRFSLDEALETAKRVAPTIRVGRGPNREGL SAADIEWEKNQ 113
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Distribution of the top 82 Blast Hits on 82 subject sequences
Mouse over to see the title, click to show alignments

Color key for alignment scores
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hypothetical protein 15H29_gp87 [Mycobacterium phage Doug]
Sequence ID: YP_009956226.1 Length: 113 Number of Matche:
b See 5 more title(s)

Range

to 113 Genfest Grashics

Score Expect Method Tdentities Positives Gaps
234 bits(598) 1e-77 Compositional matrix adjust. 113/113(100%) 113/113(100%) 0/113(0%

Query 1 HSEVEVRPTRYEVTAWPGPVDGVIIRSQFVLYVERRGEDRICUTDGSYCYRRDGHKSYERI 60
MSEVEVRPTRYEVTAPGRVDGVNRSQFVLYVELRGEDRICVTDGS YCYRRDGHKSYERI
Sbjct 1 MSEVFVRPTRYEVTAUPGPVDGVIRSQFVLYVERRGEDRICVTDGSYCYRRDGHKSYERI 68

Query 61  PSSRTORFKKAYRFSLDEALETAKRVAPTIRVGRGPIREGLSARDINEKEKNQ 113
PSSRTORFKKAYAF SLDEALE LAKRVAPTIRVGRGPIIREGL SARDINEWEKNG
Sbict 61  PSSRTORFKKAYAFSLDEALELAKRVAPTIRVGRGPIREGLSARDINEKEKNG 113

EIDownload v GenPept Graphics

hypothetical protein [Mycolicibacterium austroafricanum]
‘Sequence ID: WP_208673838.1 Length: 114 Number of Matches: 1
» See 1 more title(s)

Range

to 114 Genpest Grashics

Score Expect Method Tdentities  Positives Gaps

196 bits(499) 1e-62 Compositional matrix adjust. 90/112(80%) 102/112(91%) 0/112(0%)
Query 2 SEVFVRPTRYEVTAMPGRVDGVNRSQFVLYVEWRGEDRUCVTDGSYCYRRDGHKSYERNP 61

+=VFVRPTRYEVTANPGPVDGVIRS +VLYVEURG DRHCVTDGSYCYRROGH =YE P
Sbjct 3 ADVFVRPTRYEVTAUPGRVDGVNRSHYVLYVEWRGADRUCVTDGSYCYRRDGHATYEPNP 62

Query 62  SSRTDRFKKAYRFSLDEALEIAKRVAPTIRVGRGPIREGLSARDNHEREKIQ 113
S RTDRFK AYRF ++EALEIAKRVAP +RVG GPNR-G-SAR-MIENE+ +
Sbjct 63  SGRTDRFKAAYRFPIEEALEIAKRVAPKLRVGGGPNRKGMSAAEMHEWEQOR 114
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"ypothetical protein I5H29 go87 [Mycobacterium phage Doug]
‘hypothetical protein [Mycolicibacterium austroafricanum]
‘hypothetical protein [Mycobacterium aguaticu]
‘hypothetical protein (Mycolicibacterium fortuitu)

ypothetical protein BKGE2 27110 [Mycobacleroides chelonae]
‘hypothetical protein [Mycolicibacterium mucogenicur]
‘hypothetical protein [Mycolicibacterium mucogenicur]
‘hypothetical protein (Mycobacteroides chelonae]
‘hypothetical protein [Mycobacterium sp. UM NZ2]
‘hypothetical protein [Planobispora rosea]
‘hypothetical protein [Sireptomyces sp. SDr-06]
‘hypothetical protein [Sireptosporangiaceae bacterium]
‘hypothetical protein [Planomonospora sp. ID67723]
‘hypothetical protein DIUSO 24090 [Chioroflexota bacterium]
‘hypothetical protein [Nocardia asiatica]

‘TPA: hypotheical protein [Vicromonosporaceae bacterium]
‘hypothetical protein [Actinomadura sp. WMMA1423]
‘hypothetical protein [Acinomadura sp. CNU-125]
‘hypothetical protein [Mycolicbacterium sefense]
‘ypothetical protein [Streptomyces sp. Amei2xB2]
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Description

‘hypothetical protein 15H41_gp091 [Mycobadterium phage Galaclic]
‘hypothetical protein AV73_gp093 [Mycobacterium phage CaptainTrips]
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hypothetical protein 15H41_gp091 [Mycobacterium phage Galactic]
Sequence ID: YP_009957494 1 Length: 40 Humber of Matches: 1

See 1 more ttle(s)

Range 1: 10 40 GenPept Graphics
54.0 bits(208) 4e-20 Compositional matrix adjust. 33/40(38%) 33/40(37%) 0/40(0%)

Query 1 HTLSVILAMQIRFIMESPUCPUCFOPRTEMSTOCKGHTR 22
MTLSVILAAGARF IHESPVCPVCFQPR  EHSTDCKGHATR
Sbjct 1 MTLSVILAAQARFIAESPUCPUCFGPRAEHSTOCKGAMTR 22

EIDownload v GenPept Graphics
hypothetical protein AVV73_gp093 [Mycobacterium phage CaptainTrips]
Sequence ID: YP_009202373.1 Length: 40 Humber of Matches: 1
See 1 more ftle(s)

Range 1: 10 40 GenPept Graphics
52.4 bits(202) 2-15 Compositional matrx adjust. 38/40(35%) 38/40(35%) 0/40(0%)

Query 1 TLSVILAMQIRFIMESPUCPUCFQPRTEMSTOCKGHTR 28
MTLSVILAAGARFIHESPVCP CFQPR EHSTDCKGHATR
Sbjct 1 HTLSVILAAGARFIESPUCPACFGPRAELSTOCKGAMTR 22
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hypothetical protein HAMULUS_31 [Mycobacterium phage Hamulus]
Sequence ID: YP_008409155 1 Length: 39 Humber of Matches: 1
»See 16 more ftle(s)

Range 1 1038 Genpepr Graghics

51.6 bits(200) 3e-15 Compositional matrix adjust. 38/38(100%) 38/38(100%) 0/38(0

Query 1 ITLSVILAMQARFIMESPUCPUCFOPRTEHSTOCKSHH 35
MTLSVILAAGARF IHESPVCPVCFQPRTERSTDCKGHH
Sbjct 1 HTLSVILAAGARFI-ESPUCPUCROPRTELSTOCKGH 38
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hypothetical protein PBI_ESTAVE1_99 [Mycobacterium phage Estave1]
Sequence 1D: YP_009124290 1 Length: 40 Humber of Matches: 1
»See 1 more ftle(s)

Range 1: 1 t0 40 Genpepr Graghics

81.3 bits(199) Se-15 Compositional matrix adjust. 37/40(33%) 38/40(35%) 0/40(0%)

Query 1 HTLSVILAMQIRFIMESPUCPUCFQPRTEMSTOCKGHTR 22
MTLSVILA*QARFIHESPVCP CFQPR ESTDCKGHATR
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TMHMM result
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BLAST Search Results

BLASTP 2.2.26 [Sep-21-2011]

Reference
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David 1. Lipman (1987),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3202.

Database: Actinobacteriophage Proteins as of May 17, 2023
441,254 sequences; 85,381,218 total letters
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Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
Gapped BLAST and PSI-BLAST: a new generation of protein database search
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Database: Actinobacteriophage Proteins as of Jun 19, 2023
443,367 sequences: 85,573,104 total letters
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Score

Sequences producing significant alignments: (bits) Value
Poenanya_%6, function unknown, 88 176 2e-a4
Doomphist_97, function unknown, 88 176 2e-44
Velveteen 88, function unknown, 57 15 3e-as
Starcevich Draft_100, function unknoun, 87 15 3e-as
StAnnes_95, function unknown, §7 15 3e-as
Squirty 92, function unknoun, 57 175 e-as
Shaunal 92, function unknown, §7 15 3e-as
Sarma623 93, function unknown, §7 15 3e-as
Phanphagia_95, function unknoun, &7 175 e-as
Ms6_Draft 84, function unknown, 87 15 3e-as
Hoonbeam 55, function unknown, §7 15 3e-as
Kingsley 98, function unknown, &7 175 e-as
Emma_o7, function unknoun, 87 15 3e-as
Cocol2_91, function unknown, 7 15 3e-as
Cerasun_88, function unknown, §7 15 3e-as
BigPhil 87, function unknown, 87 15 3e-as
Ardnore 77, function unknown, §7 15 3e-ss
Hamulus 93, function unknown, §7 15 1e-s3
Tueety 53, function unknown, §7 15 1e-s3
Scottish_92, function unknown, 88 12 2e-s3
Polkals 36, function unknown, 88 12 2e-s3
Kinghidas_92, function unknoun, 88 12 2043
Empress_92, function unknown, 88 12 2e-a3
Flathead o4, function unknown, 87 12 3e-s3
Phatniss 90, function unknown, 89 170 se-a3
Phalconet_93, function unknown, 89 170 se-a3
Demsculpinboyz_104, function unknown, 59 170 9e-43
Whatsapiecost 85, function unknown, 39 168 3e-42
MilleniumForce_92, function unknown, 89 168 3e-22
Dlane_92, function unknoun, 89 168 3e-22
Seagreen_93, function unknoun, 91 167 se-a2
Spikelee 93, function unknown, §7 161 4e-20
Bobi_o5, function unknoun, 93 161 4e-20
Byougenkin_90, function unknown, 83 122 3e-28
Harley 95, function unknown, 83 121 se-2
Quico_101, function unknown, 83 121 ee-2s
Girafales_161, function unknown, 83 121 ee-2s
Florinda_104, function unknown, 83 121 ee-2s
Krakatau 85, function unknown, 83 120 1e-27
Wachhund 96, function unknown, §3 119 2e-27
RockyHorror_96, function unknoun, &3 19 ze-27
Plumbus_92, function unknown, 98 119 3e-27
Madiba_51, function unknown, §3 119 3e-27
Karhdo_87, function unknown, 83 119 3e-27
Datlorst_92, function unknown, 83 119 3e-27

Alexphander_93, function unknoun, 33 13 3e-27
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>Poenanya_96, function unknown, 88
Length = 58

Score = 176 bits (445), Expect = 2e-44
Identities = 86/88 (97%), Positives = 88/88 (100%)

Query: 1 HTDARVAANTAANDNLNQVNETLKAQYSRGRIEDPDEVRAVLQUSADIYTHLADVPAEVG 60
HTDARVAANTAANDNLHQUNETLKAQYSRGRI EDPDEYRAVL QHSADIY THLADVPAEVG
Sbjct: 1 HTDARVAANTAANDNLNQUNETLKAQYSRGRIEDPDEYRAVLQUSADIYTHLADVPAEVG 68

Query: 61 VARAELLEHREKELQEQEANFRKAFDEZ 85
VAAAELLEHREKELQEQEANFRKAFD++
Sbjct: 61 VAAAELLEHREKELQEQEANFRKAFDDE 88

>Doomphist_97, function unknoun, 88
Length = 58

Score = 176 bits (445), Expect = 2e-44
Identities = 86/88 (97%), Positives = 88/88 (100%)

Query: 1 HTDARVAANTAANDNLNQVNETLKAQYSRGRIEDPDEVRAVLQUSADIYTHLADVPAEVG 60
HTDARVAANTAANDNLHQUNETLKAQYSRGRI EDPDEYRAVL QHSADIY THLADVPAEVG
Sbjct: 1 HTDARVAANTAANDNLNQUNETLKAQYSRGRIEDPDEYRAVLQUSADIYTHLADVPAEVG 68

Query: 61 VARAELLEHREKELQEQEANFRKAFDEZ 85
VAAAELLEHREKELQEQEANFRKAFD++
Sbjct: 61 VAAAELLEHREKELQEQEANFRKAFDDE 88

>Velveteen 88, function unknown, 87
Length = 57

Score = 175 bits (444), Expect = 3e-44
Identities = 87/87 (100%), Positives = 87/87 (100%)

Query: 1 HTDARVAANTAANDNLNQVNETLKAQYSRGRIEDPDEVRAVLQUSADIYTHLADVPAEVG 60
HTDARVAANTAANDNLHQUNETLKAQYSRGRI EDPDEYRAVL QHSADIY THLADVPAEVG
Sbjct: 1 HTDARVAANTAANDNLNQUNETLKAQYSRGRIEDPDEYRAVLQUSADIYTHLADVPAEVG 68

Query: 61 VARAELLEHREKELQEQEAFRKAFDE 57
VAAAELLEHREKELQEQEANFRKAFDE
Sbict: 61 VAAAELLEHREKELOEOEAMFRKAFDE 87
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T} Alignments 1=/ Downlo GenPept Graphics Distance lree of resulls Mulliple alignment o
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O hypothetical protein I5H79_gp096 [Wycobacterium phage Poenanya] 177 177 100% Te-56 9773% YP 0099613041
O on7Z IMycobacterium phage Ardmore] 177 177 98% Te-56 100.00% YP 003495211
O hypothetical protein HAMULUS 93 [Mycobacterium phage Hamulus| 175 175 98% 4e-55 98.85% YP 0034091571
O hypothetical protein PBI TWEETY 93 [Mycobacterium phage Tweety] 175 175 98% 4e-55 98.85% YP 0014693261
O hynothetical protein I5H34_gp092 [Mycobacterium phage Empress] 175 175 100% 6e-55 95.45% YP 0099567601
O hypothetical protein SEA FLATHEAD 94 [Mycobacterium phage Flathead] 173 173 98% 3e-54 9770% OGH7G2241

O hypothetical protein PHATNISS 90 [Mycobacterium phage Phaniss] 173 173 98% 5e-54 9775% YP 0092026071
O hypothetical protein FGG21_0p092 (Mycobacterium phage DLane] 171 171 98% 3e-53 9663% YP 0096365051
O hynothetical protein SEAGREEN 93 [Mycobacterium phage Seagreen] 170 170 98% 8e-53 9551% YP 0091997761
O hynothetical protein PBI BOBI 95 [Mycobacterium phage Bobi] 164 164 98% 1e-50 8925% YP 0084090521
O hynothetical protein I5H90_0p093 (Wycobacterium phage Spikelee] 142 142 98% Te-42 9195% YP 0099625461
O hynothetical protein I5H21_gp090 (Wycobacterium phage Byougenkin] 124 124 98% 1e-34 7126% YP 0099553671
O hypothetical protein I5+45_0p095 (Mycobacterium phage Harley] 123 123 98% 2e-34 7241% YP 0099579161
O hynothetical protein QUICO 101 [Mycobacterium phage Quicol 123 123 98% 2e-34 7126% YP 0091946251
O hynothetical protein I5HS5 085 [Mycobacterium phage Krakatau] 122 122 98% 6e-34 7126% YP 0099589411
O hypothetical protein 15H97_gp090 [Wycobacterium phage Wachhund] 121 121 98% 1e-33 7126% YP 0099632741
O hypothetical protein FGG57_gp096 [y cobacterium phage RockyHorror] 120 120 98% 2e-33 6897% YP 0096361601
O hypothetical protein I5+H48 gp090 [Mycobacterium phage Hiubikazi] 120 120 97% 4e-33 7093% YP 0099582051
O hypothetical protein PBI OVECHKIN 96 [Mycobacterium phage Ovechiin 120 120 98% 4e-33 70.11% YP 0092112601
O hypothetical protein SEA DAWORST 92 [Mycobacterium phage DaWorst] M9 119 98% 1e-32 70.11% ATNSSssAd

O hypothetical protein I5H93 gp093 [Mycobacterium phage SuperGrey] M7 M7 98% 7e32 66.67% YP 0099628631
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hypothetical protein I5H79_gp096 [Mycobacterium phage Poenanya]
Sequence ID: YP_009961394.1 Length: 88 Number of Matches: 1

»See 2 more title(s)

Range 1:1to 88 Genpept Graghics
Score Expect Method Tdentities  Positives Gaps
177 bits(450) 7e-56 Compositional matrix adjust. 86/88(98%) 88/88(100%) 0/88(0%)

Query 1 HTDARVAAWTAAVDNLIQUNETLKAQVSRGRIEDPDEYRAVLQUSADIYTHLADVPAEVG 60
HTDARVAAHT AADILHOVNET L KAQYSRGRTEDPDEYRAVL GMSADTYTHLADVPAEVG
Sbjct 1 HTDARVAAMTAAUDNLIQVNET LKAQYSRGRIEDPDEYRAVLQUSADIYTHLADVPAEVG 60

Query 61 VAAAELLEHREKELQEQEAUFRKAFDEZ 88
VAAAELLEAREKEL QEQEAMFRKAFD+
Sbjct 61 VAAAELLEHREKELQEQEAUFRKAFDDE 88

SDownload v GenPept Graphics

gp77 [Mycobacterium phage Ardmore]
Sequence ID: YP_003495218.1 Length: 87 Number of Matches: 1
» See 12 more title(s)

Range 1: 1 to 87 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
177 bits(450) 7e-56 _Compositional matrix adjust. 87/87(100%) 87/87(100%) 0/87(0%)

Query 1 HTDARVAAWTAAVDNLIQUNETLKAQVSRGRIEDPDEYRAVLQUSADIYTHLADVPAEVG 60
HTDARVAAHT AADILHOVNET L KAQYSRGRTEDPDEYRAVL GMSADTYTHLADVPAEVG
Sbjct 1 HTDARVAAMTAAUDNLIQVNET LKAQYSRGRIEDPDEYRAVLQUSADIYTHLADVPAEVG 60

Query 61 VARAELLEFREKELQEQEAUFRKAFDE &7
VAMAELLEHREKEL QEQEAMFRKAFDE
Sojct 61 VARAELLEFREKELQEQEAVFRKAFDE &7
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image98.png
Sequences producing significant alignments: (bits) Value
Starcevich Draft_10, function unknown, 169 231 4e-61
Spikelee 9, head-to-tail stopper, 109 251 4e-s1
Quico_9, head-to-tail stopper, 109 251 4e-s1
Plumbus_9, head-to-tail stopper, 169 251 4e-s1
0ulsT21 9, head-to-tail stopper, 109 251 4e-s1
Leozinho_9, head-to-tail stopper, 169 251 4e-s1
Kimberlium 9, head-to-tail stopper, 109 251 4e-s1
Juiceass s, head-to-tail stopper, 169 251 4e-s1
Girafales 9, head-to-tail stopper, 109 251 4e-s1
Datiorst_9, head-to-tail stopper, 109 251 4e-s1
Boomer_3, head-to-tail stopper, 169 251 4e-s1
Hova_9) head-to-tail stopper, 109 220 1e-50
Spoonbill 8, head-to-tail stopper, 109 229 1e-50
Piper2020_9, head-to-tail stopper, 109 229 2e-60
Gandalph_8, head-to-tail stopper, 109 228 360
Phasih_s, head-to-tail stopper, 169 228 se-0
Tbhubesi_s, head-to-tail stopper, 169 228 4e-0
Harley 8, head-to-tail stopper, 109 228 4e-0
Eish_5, head-to-tail stopper, 109 228 4e-0
Byougenkin_8, head-to-tail stopper, 109 228 4e-0
UncleRicky 9, head-to-tail stopper, 109 228 se-s0
Lorde_o, haad-to-tail stopper, 169 228 se-s0
Enby_5, head-to-tail stopper, 109 228 se-s0
Draga_9, head-to-tail stopper, 109 228 se-s0
Rialto_Draft_9, function unknoun, 169 227 ee-s0
Hulchsalad_Draft_s, function unknown, 169 227 se-s0
Whouxphf_8, head-to-tail stopper, 109 226 1e-59
Wachhund_8, head-to-tail stopper, 109 226 1e-59
Strokeseat_s, head-to-tail stopper, 169 226 1e-59
Simranz1_9, head-to-tail stopper, 109 226 1e-59
Scottish s, head-to-tail stopper, 109 226 1e-59
Sassafras_s, head-to-tail stopper, 109 226 1e-59
Ruby_8, head-to-tail stopper, 109 226 1e-59
Rita0_8, head-to-tail stopper, 169 226 1e-59
RedBird s, head-to-tail stopper, 169 226 1e-59
Radiance_Draft_s, function unknown, 109 226 1e-59
Polkals 3, head-to-tail stopper, 169 226 1e-59
Poenanya_8, head-to-tail stopper, 109 226 1e-59
PHappiness_8, head-to-tail stopper, 109 226 1e-59
Pacca_s, head-to-tail stopper, 169 226 1e-59
0OldBen 8, head-to-tail stopper, 109 526 1e-59
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Score
Sequences producing significant alignments: (bits) Value
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Starcevich Draft_101, function unknoun, 213
Hoonbeam 95, function unknown, 213
Emma_o8, function unknoun, 213
Ardnore_78, function unknown, 213
MilleniumForce_93, function unknown, 213
Tueety_94, function unknown, 213
Scottish_93, function unknown, 213
Poenanya_57, function unknown, 213
Phatniss 91, function unknown, 213
Phalconet_94, function unknown, 213
Kinghidas_93, function unknown, 213
Empress_93, function unknown, 213
Doomphist_95, function unknown, 213
DLane_93, function unknoun, 213
Ms6_Draft_95, function unknown, 213
StAnnes_97, function unknown, 213
Seagreen_94, function unknown, 214
Polkal4 37, function unknown, 214
BuzzLyseyear_100, function unknown, 214
Squirty_93, Function unknoun, 214
Hamulus 94, function unknown, 211
Wee_97, function unknown, 208
Taj_100, function unknown, 208
Kenuhas_s6, function unknown, 208
Hegedechuinu_100, function unknown, 208
Fruitloop 51, function unknoun, 208
Filuzino 33, function unknown, 268
DaddyRickover_Draft_95, function unknoun, 2085
XFactor_84, function unknown, 208
Deadp_93, function unknoun, 203
Eish 89, function unknoun, 214
Simranzl 89, function unknown, 214
Royals201s_96, function unknoun, 214
CaptainTrips_95, function unknoun, 214
VRedHorse_94, function unknown, 214
Harley 96, function unknoun, 214
Quico_102, function unknoun, 214
Girafales_162, function unknown, 214
Florinda_105, function unknown, 214
Ovechkin 97, function unknown, 214

1, function unknown, 214
Byougenkin 91, function unknoun, 214
Wachhund_91, function unknown, 214
Hades_90, function unknoun, 214
willsterrel 91, function unknoun, 214
RitaG_o2, function unknoun, 214
Ouickiath 94 function unknown 214
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.
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: Actinobacteriophage Proteins as of Jun 19, 2023
442,367 sequences; 85,578,104 total letters




image1112.png
>Moonbeam_96, function unknown, 213

Score

Query:
Sbiet:
Query:
Sbiet:
Query:
Sbiet:
Query:

Sbict:

Length = 213

462 bits (1188), Expect = e-130
Identities = 213/213 (100%), Positives = 213/213 (100%)

1

1
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61

121
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181
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HTQPIDTDTHVETPTKPKHIDPNKLRHTLYRLTIDHLQLHIQLPTPPHRQTPRRTKTHTY
HTQPIDTDTHVETPTKPKHIDPNKLRHTLYRLTIDWLQLHIQLPTPPHRQTPRRTKTHTY
HTQPIDTDTHVETPTKPKHIDPNKLRHTLYRLTIDWLQLHIQLPTPPHRQTPRRTKTHTY

GHPAEHASDTTALTADVHTSHHDYLAEQRNETPPPKGNEQTRIIAAKYLEPRCEQLTQL.
GHPAEHASDTTALTADVHTSHHDYLAEQRNETPPPKGNEQTRLLAAKYL EPRCEQLTQL.
GHPAEHASDTTALTADVHTSHHDYLAEQRNETPPPKGNEQTRITAAKYL EPRCEQLTQL.

VTHDDLKELPDLHHRIIRTLGYTKTPKYTLPVPCPSCGLLSHMERTIGHGGNDYIACGNPD
VTHDDLKELPDLHHRIIRTLGYTKTPKYTLPVPCPSCGLLSHMERTIGIGGNDYIACGNPD
VTHDDLKELPDLHHRIIRTLGYTKTPKYTLPVPCPSCGLLSMERTIGHGGNDYIACGNPD

CTVIVRDDPDGKNYKWLIRVCLDTLIESEQQAG 213
CTYIVRDDPDGKNYKWLIRVCLDTLIESEQQAG
CTVIVRDDPDGKNYKWLIRVCLDTLIESEQQAG 213

>Emma_o8, function unknoun, 213
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oooo0oO0OO0OO0DO0DO0oDO0DO0DO0oDO0oOOODOODODOOO

9078 [Mycobacterium phage Ardmore]
‘hypothetical protein I5H63 gp093 [Mycobacterium phage MilleniumForce]
‘hypothetical protein PBI TWEETY 94 [Mycobacterium phage Tweety]
hypothetical protein PBI STANNES 87 [Mycobacterium phage StAnnes]
‘ypothetical protein SEAGREEN 04 [Mycobacterium phage Seagreen]
‘hypothetical protein I5HE0 gp097 [Wycobacterium phage Polkatd]

“ypothetical protein PBI BUZZLYSEYEAR 100 [Mycobacterium phage BuzzLyseyear]

‘hypothetical protein PBI_SQUIRTY 93 Mycobacterium phage Sauirty]
ypothetical protein HAMULUS 94 [Mycobacterium phage Hamulus|

9091 [Mycobacterium phage Fruitioop]

‘hypothetical profein XFACTOR 84 [Mycobacterium phage XFactor

ypothetical protein SEA KENUHAS 86 [Mycobacterium phage Kenuhas]
‘hypothetical protein C0S gp094 [Mycobacterium phage DeadP]

‘hypothetical protein I5H31 gp099 [Mycobacterium phage Eish]

‘hypothetical protein SEA VREDHORSE 94 [Mycobacterium phage VRedHorse]
‘hypothetical protein AVV73 9095 [Mycobacterium phage CaptainTrips]
‘hypothetical profein QUICO 102 [Mycobacterium phage Quico]

‘hypothetical protein I5H45_gp096 [Mycobacterium phage Harley]

‘hypothetical protein PBI OVECHKIN 87 [Mycobadterium phage Ovechiin)
‘hypothetical protein PBI HADES 90 [Mycobacterium phage Hades]
hypothetical protein I5H97 gp091 [Mycobacterium phage Wachhund]
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gp78 [Mycobacterium phage Ardmore]
Sequence ID: YP_003495219.1 Length: 213 Number of Matches: 1
b See 5 more title(s)

Range 1: 1 to 213 Genpet Graohies

Score Expect Method Tdentities Positives Gaps.
438 bits(1127) 4e-155 Compositional matrix adjust. 213/213(100%) 213/213(100%) 0/213(0%)

Query 1 HTQPIDTDTHVETPTKPKHIDPIKLRHTLYRLTIDHLOLHIQLPTPPHRQTPRRTKTHTY 62
MTQPIDTOTHVETPTKPKHYDPNKLRHTLYRLTIDWLOLHIOLPTPPHRQTPRRTKTHTY
Soict 1 HTGPIDTOTHVETPTKPKHMDPUKLRHTLYRLTIDNLOLHIGLPTPPHRQTPRRTKTHTY 60

Query 61  GHPAEHASDTTALIADVMTSHHDYLAEQRNETPPPKGNEQTRITAAUKYLEPRCEQLTOL 120
‘GHPAEVASDTTAL TADVHTSKHDYL AEQRIETPPPKGNEQTRTTAAKKYLEPRCEQLTAL
Sojct 61  GHPAEHASDTTALIADVMTSHHDYLAEQRNETPPPKGNEQTRITAAUKYLEPRCEQLTOL 120

Query 121 VTHODLKELPDLHHRTIRTLGYTKTPKYTLPUPCPSCGLLSHERTIGHGGNDYIACGHPD 150
VTHODLKELPDLHHRITRTLGYTKTPKYTLPVPCPSCGLLSHERTIGHGGDYIACGIPD
Sbjct 121 VTHODLKELPDLAHRTIRTLGYTKTPKYTLPUPCPSCGLLSHERTIGHGGIDYIACGIPD 150

Query 181 CTYIVRDDPDGKNYKHLIRVCLOTLIESEQQAG 213
‘CTYIVRDDPDGKNYKWLIRVCLDTLIESEQQAG
Soict 181 CTYIVRDOPDGKNYKHLIRVCLOTLIESEQQAG 213

EDownload - GenPepl Graphiss

hypothetical protein I5H63_gp093 [Mycobacterium phage MilleniumForce]
Sequence ID: YP_009959759.1 Length: 213 Number of Matches: 1
b See 1 more title(s)

Range 1: 1 to 213 Genpet Graohies
Score Expect Method Tdentities Positives Gaps
437 bits(1124) 1e-154 Compositional matrix adjust. 212/213(99%) 212/213(99%) 0/213(0%)

Query 1 HTQPIDTDTHVETPTKPKHIDPIKLRHTLYRLTIDHLOLHIQLPTPPHRQTPRRTKTHTY 60
MTQPIDTOTHVETPTKPKHYDPNKLRHTLYRLTIDWLOLH QLPTPPHRQTPRRTKTHTY
Soict 1 HTQPIDTOTHVETPTKPKHMDPUKLRHTLYRLTIDHLOLHTQLPTPPHRQTPRRTKTHTY 62

Query 61  GHPAEHASDTTALIADVMTSHHDYLAEQRNETPPPKGNEQTRITAAUKYLEPRCEQLTOL 120
‘GHPAEVASDTTAL TADVHTSKHDYL AEQRIETPPPKGNEQTRTTAAKKYLEPRCEQLTAL
Sojct 61  GHPAEHASDTTALIADVMTSHHDYLAEQRNETPPPKGNEQTRITAAUKYLEPRCEQLTOL 120

Query 121 VTHODLKELPDLHHRTIRTLGYTKTPKYTLPUPCPSCGLLSHERTIGHGGNDYIACGHPD 150
VTHODLKELPDLHHRITRTLGYTKTPKYTLPVPCPSCGLLSHERTIGHNGGDYIACGIPD
Sbjct 121 VTHODLKELPDLKHRTIRTLGYTKTPKYTLPUPCPSCGLLSHERTIGHGGNDYIACGIPD 150

Query 181 CTYIVRDDPDGKNYKHLIRVCLOTLIESEQQAG 213
‘CTYIVRDDPDGKNYKWLIRVCLDTLIESEQQAG
Sbict 181 CTYIVRDOPDGKNYKHLIRVCLOTLIESEQQAG 213
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>Starcevich_Draft_10, function unknown, 109

Score

Query: 1
sbjct: 1
Query: 61

Sbict: 61

Length

109

231 bits (589), Expect = de-61
Identities

169/109 (100%), Positives = 109/169 (100%)

HTFPTPYTVTHYPHVGDTSDGLGNTVPQFGSGVSVPVIQLAPHVQUVGTYSTVETETIOV 60
HTFPTPYTVTHYPHVGDTSDGLGNTVPQFGSGVSVPVIQLAPHVQUVGTYSTVETETIOV
HTFPTPYTVTHYPHVGDTSDGLGNTVPQFGSGVSVPVIQLAPHVQUIGTYSTVETETIOV 60

DLYLPPGSPVKVKDRVGYGPDVFDVVAVRDKNIGFHGHAPGLVAELRKY 109
DLYLPPGSPVKVKDRVGYGPDVFDVVAVRDKNGFHGNAPGLVAELRKY
DLYLPPGSPVKVKDRVGYGPDVFDVVAVRDKNGFHGNAPGLVAELRKY 109

>Spikelee 9, head-to-tail stopper, 169

Score =

Query: 1
sbjct: 1
Query: 61

Sbict: 61

Length = 109

231 bits (589), Expect = de-61
Identities

169/109 (100%), Positives = 109/169 (100%)

HTFPTPYTVTHYPHVGDTSDGLGNTVPQFGSGVSVPVIQLAPHVQUVGTYSTVETETIOV 60
HTFPTPYTVTHYPHVGDTSDGLGNTVPQFGSGVSVPVIQLAPHVQUVGTYSTVETETIOV
HTFPTPYTVTHYPHVGDTSDGLGNTVPQFGSGVSVPVIQLAPHVQUIGTYSTVETETIOV 60

DLYLPPGSPVKVKDRVGYGPDVFDVVAVRDKNIGFHGHAPGLVAELRKY 109
DLYLPPGSPVKVKDRVGYGPDVFDVVAVRDKNGFHGNAPGLVAELRKY
DLYLPPGSPVKVKDRVGYGPDVFDVVAVRDKNGFHGNAPGLVAELRKY 109
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Hit

PF08274.15

PF04606.15

PF09151.13

PF08792.13

PF18319.4

PF14303.9

PF134539

TIGRO0686

Name

; YjdM_zn_Ribbon ; PhnA Zinc-Ribbon

gr_Delta ; Ogr/Delta-ike zinc finger
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‘Mycobacterium phage Boomer 218 218 99%  3e-71 100.00% 109 YP_0020142251
Mycobacterium phage Mova 217 217 99% 7e71 99.08% 109 QNN988461
Mycobacterium phage Spoonbill 217 217 99% 7e71 99.08% 109 YP_0099625651
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Sequences producing significant alignments:

Starcevich Draft_103, function unknown, 74
Hoonbeam 97, helix-turn-helix DNA binding domain protein, 74
DLane 94, MerR, 74

Squirty_94, function unknoun, 74
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Kenuhas_87, helix-turn-helix DNA-binding domain protein, 74
Empress_94, HTH DNA-binding protein, 74

Wee_98, function unknown, 74

Taj 101, function unknown, 74

Sthnnes_98, Mer-like helix-turn-helix DNA binding domain protei.
Hegedechuinu_101, MerR-like helix-turn-helix DNA binding domain

Hamulus_95, DNA binding domain protein, 74
Deadp_95, IHerR domain protein, 74

Fruitloop 92, function unknown, 74

WillSterrel 82, HerR-like HTH DA binding protein, 74
Wachhund_92, MerR-like HTH DNA binding protein, 74

VRedHorse 95, helix-turn-helix DA binding domain protein, 74
UncleRicky 94, function unknown, 74
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Spikelee 95, MerR-like HTH DA binding domain protein, 74
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>Moonbeam_97, helix-turn-helix DNA binding domain protein, 74
Length = 74

Score = 150 bits (379), Expect = 1e-36
Identities = 74/74 (100%), Positives = 74/74 (100%)

Query: 1 NAGTAVLTPDGIDTLVTAAEARSLCGVTTSTIYVIVNRGTLTPSGKNRLGHNVYRVLDVA 60
AGTAVLTPDGIDTLVTAAEAASLCGVTTSTIYVUVNRGTLTPSGKNRLGHNVYRVLDVA
Sbjct: 1 NAGTAVLTPDGIDTLVTAAEARSLCGVTTSTIYVIVNRGTLTPSGKNRLGHNVYRVLDVA 60

Query: 61 KAEHATRAKARRHR 74
KAEHATRAKARRHR
Sbjct: 61 KAEHATRAKARRHR 74

>DLane_oa, MerR, 74
Length = 74

Score = 150 bits (379), Expect = 1e-36
Identities = 74/74 (100%), Positives = 74/74 (100%)

Query: 1 NAGTAVLTPDGIDTLVTAAEARSLCGVTTSTIYVIVNRGTLTPSGKNRLGHNVYRVLDVA 60
AGTAVLTPDGIDTLVTAAEAASLCGVTTSTIYVUVNRGTLTPSGKNRLGHNVYRVLDVA
Sbjct: 1 NAGTAVLTPDGIDTLVTAAEARSLCGVTTSTIYVIVNRGTLTPSGKNRLGHNVYRVLDVA 60

Query: 61 KAEHATRAKARRHR 74
KAEHATRAKARRHR
Sbjct: 61 KAEHATRAKARRHR 74

>Squirty_s4, function unknown, 74
Length = 74

Score = 149 bits (376), Expect = 2e-36
Identities = 73/74 (98¥), Positives = 74/74 (100%)

Query: 1 NAGTAVLTPDGIDTLVTAAEARSLCGVTTSTIYVIVNRGTLTPSGKNRLGHNVYRVLDVA 60
AGTAVLTPDGIDTLVTAAEAA +LCGVTTSTIYVUVNRGTLTPSGKNRLGHNVYRVLDVA
Sbjct: 1 NAGTAVLTPDGIDTLVTAAEARALCGVTTSTIYVIVNRGTLTPSGKNRLGHNVYRVLDVA 60

Query: 61 KAEHATRAKARRHR 74
KAEHATRAKARRHR
Sbjct: 61 KAEHATRAKARRHR 74
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MerR-like transcriptional regulator [Mycobacterium phage DLane]
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Range 1:1to 74 Genpept Graghics
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149 bits(377) 3e-45 Compositional matrix adjust. 74/74(100%) 74/74(100%) 0/74(0%)

Query 1 MAGTAVLTPDGIDTLVTAAEAASLCGVTTSTIVVVNRGTLTPSGNRLGHIVYRVLOVA 60
AGTAVLTPDGIDTLVTAAEAASLCGVTTSTIYVMNRGTL TPSGKIRLGHNVYRVLDVA
Sbjct 1 MAGTAVLTPDGIDTLVTAAEAASLCGVTTSTIVVKVNRGTLTPSGKNRLGHINYRVLOVA 60

Query 61 KAEHATRAKARRHR 74
KAEHATRAKARRHR
Sbjct 61 KAEHATRAKARRHR 74

EiDownioad v GenPept Graphics

MerR-lke transcriptional regulator [Mycobacterium phage Squirty]
Sequence ID: YP_009124646.1 Length: 74 Number of Matches: 1

> See 1 more title(s)
Range 1: 10 74 GenPeot Graohics

Score Expect Method Tdentities  Positives Gaps
148 bits(374) 1e-44 Compositional matrix adjust. 73/74(99%) 74/74(100%) 0/74(0%)

Query 1 MAGTAVLTPDGIDTLVTAAEAASLCGVTTSTIVVVNRGTLTPSGNRLGHIVYRVLOVA 60
AGTAVLTPDGIDTLVTAAEAA+LCGVTTSTIYVMNRGTL TPSGKIRLGHNVYRVLDVA
Sbjct 1 MAGTAVLTPDGIDTLVTAAEAAALCGVTTSTIVVKVNRGTLTPSGKNRLGHIVYRVLOVA 68

Query 61 KAEHATRAKARRHR 74
KAEHATRAKARRHR
Sbjct 61 KAEHATRAKARRHR 74
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Score

Sequences producing significant alignments: (bits) Value
XFactor_86, function unknown, 55 109 3e-24
Whatsaplecost_89, function unknown, 39 109 3e-24
Velveteen 91, function unknown, 55 109 3e-24
Tootsieroll 89, function unknoun, 55 109 3e-24
Strokeseat 93, function unknown, 55 109 3e-24
Starcevich Draft_104, function unknoun, 55 109 3e-24
StAnnes_99, function unknown, 55 109 3e-24
Shauna1 96, function unknown, 55 109 3e-24
Seagreen_96, function unknown, 55 109 3e-24
SassyB_85, function unknown, 55 109 3e-24
Sarma62¢_96, function unknown, 55 109 3e-24
Sabbb_98, function unknoun, 55 109 3e-24
PopTart_s6, function unknown, 55 109 3e-24
Phatniss_93, function unknown, 55 109 3e-24
Phanphagia_98, function unknoun, 55 109 3e-24
Phalconet_36, function unknown, 55 109 3e-24
Ms6_Draft_97, function unknown, 55 109 3e-24
Hoonbeam 58, function unknown, 55 109 3e-24
MilleniumForce_95, function unknown, 55 109 3e-24
MilanaBonita 88, function unknoun, 55 109 3e-24
Melissaurenss_85, function unknown, 55 109 3e-24
Handlovu_93, function unknown, §5 109 3e-24
Kingsley 102, function unknown, 55 109 3e-24
Hlubikazl 93, function unknown, 55 109 3e-24
Filuzino_35, function unknown, 55 109 3e-24
DLane_95, function unknoun, 55 109 3e-24
DillTechls_101, function unknoun, 55 109 3e-24
Coco12_94, function unknown, 55 109 3e-24
Chuckly_96, function unknoun, 55 109 3e-24
Cerasun 92, function unknown, 89 109 3e-24
BigPhil 90, function unknown, 85 109 3e-24
Beakin_§7, function unknown, 55 109 3e-24
Batiatus_93, function unknown, 85 109 3e-24
Ardnore_88, function unknown, 55 109 3e-24
Akhila_89, function unknown, 55 109 3e-24
Wee_99, function unknown, 55 108 ee-24
Taj_102, function unknown, 55 108 ee-24
Squirty 95, function unknown, 55 108 6e-24
KristaRAN_101, function unknown, 55 108 ee-24
Hamulus_95, function unknown, 55 108 ee-24
Emma_100, function unknoun, 55 108 ee-24
Dead?_96, function unknoun, 55 108 ee-24
Mozy 100, function unknown. 34 107 1e-23
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>XFactor_86, function unknown, 55
Length = 55

Score = 109 bits (272), Expect = 3e-24
Identities = 55/55 (100%), Positives = 55/55 (100%)

1 HSTFPAPRTLTERIQGAHLNLKLARQAGNPDITAAAERTLNQLVDRLPRSTSQEK 55
HSTFPAPRTLTERIQGAHLHLKLARQAGNPDI IAAAERTLNQLVDRLPRSTSQEK
Sbjct: 1 NSTFPAPRTLTERIQGAHLNLKLARQAGNPDIIAAAERTLNQLVDRLPRSTSQEK 55

Quen

Shihatsapiccost_89, function unknown, 59
Length = 89

Score = 109 bits (272), Expect = 3e-24
Identities = 55/55 (100%), Positives = 55/55 (100%)

Query: 1 NSTFPAPRTLTERIQGAHLNLKLARQAGNPDIIARAERILNQLVDRLPRSTSQEK 55
HSTFPAPRTLTERIQGAHLHLKLARQAGNPDI IAAAERTLNQLVDRLPRSTSQEK
35 HSTFPAPRTLTERIQGAHLNLKLARQAGNPDI TAAAERTLNQLVDRLPRSTSQEK 89

sbic

>Velveteen 91, function unknown, 55
Length = 55

Score = 109 bits (272), Expect = 3e-24
Identities = 55/55 (100%), Positives = 55/55 (100%)

1 HSTFPAPRTLTERIQGAHLNLKLARQAGNPDITAAAERTLNQLVDRLPRSTSQEK 55
HSTFPAPRTLTERIQGAHLHLKLARQAGNPDI IAAAERTLNQLVDRLPRSTSQEK
1 MSTFPAPRTLTERIQGAHLNLKLARQAGNPDIIAAAERILNQLVDRLPRSTSQEK 55
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Database Name

Program

nr
All non-redundant GenBank CDS translations-+PDB+SwissProt-+PIR+PRF

excluding environmental samples from WGS projects
BLASTP 2.14.1+ b Citation





image1151.png
Distribution of the top 74 Blast Hits on 74 subject sequences &
Mouse over to see the title, click to show alignments

Color key for alignment scores
W<40 W40-50 W 50-80 Wso0-200

10 20 30 40 50





image1152.png
'gp80 [Mycobacterium phage Ardmore]
Sequence ID: YP_003495221.1 Length: 55 Number of Matches: 1

b See 27 more title(s)

Range 1:1to 55 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
112 bits(280) 7e-31 Compositional matrix adjust. 55/55(100%) 55/55(100%) 0/55(0%)
Query 1 HSTFPAPRTLTERIQGAHLNLKLARQAGIPDITARAERILNQLVDRLPRSTSQEK 55

HSTEPAPRTLTERTQGAHL NLKLARQAGIPDT TAAAERTLNQLVDRLPRSTSQEK
Sbjct 1 MSTFPAPRTLTERIQGAHLNLKLARQAGIPDITARAERILNLVDRLPRSTSQEK 55

[EIDownload v GenPept Graphics

hypothetical protein 15H14_gp093 [Mycobacterium phage Batiatus]
Sequence ID: YP_009954675.1 Length: 85 Number of Matches: 1

»See 3 more title(s)

Range 1: 31 to 85 Genpet Graohics

Score Expect Method Tdentities  Positives  Gaps
112 bits(281) 1e-30 Compositional matrix adjust. 55/55(100%) 55/55(100%) 0/55(0%)
Query 1 HSTFPAPRTLTERIQGAHLNLKLARQAGIPDITARAERILNQLVDRLPRSTSQEK 55

HSTEPAPRTLTERTQGAHL NLKLARQAGIPDT TAAAERTLNQLVDRLPRSTSQEK
Sojct 31 MSTFPAPRTLTERIQGAHLNLKLARQAGIPDITARAERILNLVDRLPRSTSQEK 85

BiDownload v GenPept Graphics
hypothetical protein VC45_gp082 [Mycobacterium phage Cerasum]

Sequence ID: YP_009125945 1 Length: 89 Number of Matches: 1
»See 3 more title(s)

Range 1: 35 to 89 Genpeot Graphics

Score Expect Method Tdentities  Positives  Gaps

112 bits(281) 1e-30 Compositional matrix adjust. 55/55(100%) 55/55(100%) 0/55(0%)

Query 1 HSTFPAPRTLTERIQGAHLNLKLARQAGIPDITARAERILNQLVDRLPRSTSQEK 55
HSTEPAPRTLTERTQGAHL NLKLARQAGIPDT TAAAERTLNQLVDRLPRSTSQEK
Sojct 35 NSTFPAPRTLTERIQGAHLNLKLARQAGIPDITARAERILNLVDRLPRSTSQEK 59
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Sequences producing significant alignments:

Starcevich Draft_105, function unknown, 64
Hoonbeam 99, function unknown, 64
Rialto_Draft_100, function unknown, 69
Strokeseat_94, function unknown, 69
StAnnes_168, function unknown, 69
Phalconet_97, function unknown, 69
Ms6_Draft_9s, function unknown, 69
HMandlovu_34, function unknown, 69
Hlubikazi 94, function unknown, 69
DLane_96, function unknoun, 69
DillTechls 102, function unknoun, 69
Dante_94, Function unknoun, 69
Seagraen_97, function unknoun, 69
Velveteen 92, function unknown, 69
Shaunal_97, function unknown, 69
Sarma622_97, function unknown, 69
Sabbb_99, function unknoun, 63
Phatniss_o4, function unknown, 69
Phanphagia_99, function unknoun, 69
MilleniunForce_96, function unknown, 69
KristaRaH_102, function unknown, 69
Kingsley_103, function unknoun, 69
Coco12_95, function unknown, 69
Cerasum_93, function unknown, 69
BigPhil o1, function unknown, 69
Batiatus_94, function unknown, 69
Alexphander_97, function unknoun, 69
Filuzino_96, function unknown, 69
MilanaBonita 89, function unknoun, 69
CaptainTrips 98, function unknoun, 69
Akhila_96, function unknown, 69
Chuckly_91, function unknown, 63
XFactor_87, function unknown, 69
Beakin 88, function unknown, 69
Tootsieroll 9, function unknoun, 69
Emma_101, function unknoun, 69
TChen_93, function unknoun, 66
MelisSaurenss_6, function unknown, 69
Fancypants_102, function unknoun, 72
Whatsapiecost_90, function unknown, 72
Royals2015 99, function unknown, 72
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>Hoonbeam_99, function unknoun, 64
Length = 64

Score = 129 bits (324), Expect = 2e-30
Identities = 64/64 (100%), Positives = 64/64 (100%)

1 HPDFTELGKAAAKIFEDGIRANVAQELDSRGVKGPSTVVNNVVPYSLPDSQDAQVHEATY 60
HPDFTELGKAAAKTF EDGIRAHVAQELDSRGVKGPSTVVNNVVPYSLPDSQDAQVHEATY
1 HPDFTELGKAAAKIFEDGIRANVAQELDSRGVKGPSTVVNNVVPYSLPDSQDAQYHEATY 60

: 61 EADV 64
EADV.
: 61 EADV 64

>Rialto_Draft_16e, function unknown, 69
Length = 69

Score = 110 bits (276), Expect = 9e-25
Identities = 54/62 (87%), Positives = 58/62 (93%)

: 3 DFTELGKAAAKIFEDGIRANVAQELDSRGVKGPSTWNNVVPYSLPDSQDAQYHEATYEA 62
DFT G+A A+TF DGIRAM+AQELD+RGVKGPSTVVNNVVPYSLPDSQDAQVHEATYEA
8 DFTAAGEAFAETFIDGIRANIAQELDARGVKGPSTVVNNVVPYSLPDSQDAQVHEATYEA 67

630V 64
ov
680V 69

>Strokeseat_94, function unknoun, 69
Length = 69

Score = 110 bits (274), Expect = le-24
Identities = 53/62 (85%), Positives = 58/62 (93%)

: 3 DFTELGKAAAKIFEDGIRANVAQELDSRGVKGPSTWNNVVPYSLPDSQDAQYIEATVEA 62
DFT G+A A+TF DGIRA++AQELD+RGVKGPSTVVNNVVPYSLPDSQDAQVHEATYEA
: 8 DFTAAGEAVAETFHDGIRATIAQELDARGVKGPSTWNNVVPYSLPDSQDAQYHEATYEA 67

630V 64
ov
68 DV 69
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‘hypothetical protein 15H67 00099 [Mycobacterium phage Moonbeam]
‘hypothetical protein AVVO7 gp094 [Wycobacterium phage Dante]
"ypothetical protein SEAGREEN 97 [Mycobacterium phage Seagreen]
‘nypothetical protein NE58_go0o2 (Mycobacterium phage Velveteenl
‘hypothetical protein 15H37_0p096 [Mycobacterium phage Fiuzino]
hypothetical protein SEA AKHILA 90 [Wycobadterium phage Akhila]
‘ypothetical protein AVV73 G098 [Mycobacterium phage CapiainTrps]
‘ypothetical protein 15H22 00091 [Mycobacterium phage Chuckly]
‘hypothetical protein XFACTOR 87 [Mycobacterium phage XFaclor]
‘hypotheical protein SEA BEAKIN 88 [Mycobacterium phage Beakinl
‘ypothetical protein HWB60 9093 [Wycobacterium phage TChen]
‘hypothetical protein 15133 9101 [Mycobacterium phage Emma
"ypothetical protein 15H36 0102 [Mycobacterium phage Fancypants]
nypothetical protein 5462 0086 [Mycobacterium phage Melissaurengs]
"ypothetical protein FDGS gp09? [Mycobacterium phage Mutaformat3]
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> including 10-base 3' overhang (CCGATGGCAT), Cluster F1

(58,278 letters)

Distribution of 4264 Blast Hits on the Query Sequence

Mouse-over to show defline and scores. Click to show alignments

Color Key for Alignnent Scores

<ao 40-50

leli1_|

10k 20k 30K a0k 50K





image104.png
Visualization

Resubmit Section

a 110

DUF5599 _Donain

B —— e —




image1165.png
hypothetical protein I5H67_gp099 [Mycobacterium phage Moonbeam]
Sequence ID: YP_009960165.1 Length: 64 Number of Matches: 1

> See 1 more title(s)

Range 1: 1 to 64 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
132 bits(332) 1e-38 Compositional matrix adjust. 64/64(100%) 64/64(100%) 0/64(0%)

Query 1 MPDFTELGKAAAKIFEDGIRAUVAQELDSRGVKGPSTVVIINVVPYSLPDSQDAQYHEATY 68
HPDFTELGKAAAKTFEDGIRAHVAQELDSRGVKGPSTVVIINVVPYSL PDSQDAGYHEATY
Sbjct 1 MPDFTELGKAAAKIFEDGIRAUVAQELDSRGVKGPSTVINVVPYSLPDSQDAGYHEATY 68

Query 61 EAV 64
EADV
sojct 61 EADV 64

BDownload v GenPept Graphi

hypothetical protein AVV07_gp094 [Mycobacterium phage Dante]
Sequence ID: YP_009212736.1 Length: 69 Number of Matches: 1

b See 8 more title(s)

Range 1: 8 to 69 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
111bits(277) 4e-30 Compositional matrix adjust. 53/62(85%) 58/62(93%) 0/62(0%)

Query 3 DFTELGKAAAKIFEDGIRAMVAQELDSRGVKGPSTWIINVVPYSLPDSQDAQYHEATVEA 62
DT GeA A-TF DGIRA++AQELD-RGVKGPSTWIIVPYSLPDSGDAQVEATYER
Sbjct 8  DFTAAGEAVAETFHDGIRAITAQELDARGVKGPSTWINVVPYSLPDSQDAQYHEATVEA 67
Query 63 v 64
ov

Sbict 68 DV 69
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Score  E

Sequences producing significant alignments: (bits) Value
Starcevich Draft_106, function unknoun, 65 126 2e-35
Rialto_Draft_101, function unknown, 65 126 2e-35
Hoonbeam_168, function unknown, 65 136 2e-35
SuperGrey_97, function unknown, 65 132 2e-34
OwlsT21_95, function unknown, 65 122 2e-34
Ja1Farm20_106, function unknown, 65 122 2e-34
Donkeykong_103, function unknoun, 65 132 2e-34
Bipolar_99, function unknown, 65 122 2e-34
Alexphander_95, function unknoun, 65 132 2e-34
XFactor_88, function unknown, 65 122 3e-3a
Whatsaplecost_91, function unknown, 65 132 3e-34
Tootsieroll 91, function unknoun, 65 122 3e-3a
Strokeseat 95, function unknown, 65 122 3e-3a
Seagreen_95, function unknoun, 65 132 3e-34
SassyB_88, function unknown, 65 132 3e-34
Sabbb_100, function unknown, 65 122 3e-3a
PopTart_ss, function unknown, 65 122 3e-3a
Phatniss_95, function unknown, 65 122 3e-3a
Phalconet_98, function unknown, 65 122 3e-3a
Ms6_Draft_99, function unknown, 65 122 3e-3a
MilanaBonita 99, function unknown, 65 122 3e-3a
Melissaurenss_s7, function unknown, 65 122 3e-3a
Handlovu_95, Function unknown, 65 122 3e-3a
L1i5_52, function unknoun, 65 132 3e-34
Hlubikazi_95, function unknown, 65 122 3e-3a
Hamulus_97, function unknown, 65 122 3e-3a
Firehouses1 91, function unknoun, 65 122 3e-3a
Filuzino_07, function unknown, 65 122 3e-3a
Emma_102, function unknoun, 65 122 3e-3a
DLanz_97, function unknoun, 65 122 3e-3a
DillTechls_103, function unknoun, 65 122 3e-3a
Ardnore_81, function unknown, 65 122 3e-3a
Akhila 91, function unknown, 65 122 3e-3a
Dante_35, function unknoun, 65 13 2e-33
Wee_180, function unknoun, 65 139 3e-:
Taj_103, function unknoun, 65 FECREE
Deadp_97, function unknown, 65 FECREE
Beakin_89, function unknown, 65 FECREE
Squirty_96, function unknown, 65 135 se-33
Arcusangelus_87, function unknoun, 65 135 se-33
Flathead_99, function unknown, 65 137 1e-:
Stannes_161, function unknown, 65 136 1e-3:
Mozy 101, function unknown, 66 129 2¢-30
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>Rialto_Draft_101, function unknown, 65
Length = 65

Score = 146 bits (368), Expect = 2e-35
Identities = 65/65 (100%), Positives = 65/65 (100%)

Query: 1 HPLKHLRVCDTCDRVRFAPCGKACRVPNDIDPESRINLQDGAGTIGGEGCADRIGDGLA 60
HPLKHLRVCDTCDRVRF APCGKACRVPNDIDPESHRINL QDGAGTIGGEGCADRIGDGLA
Sbjct: 1 HPLKHLRVCDTCDRVRFAPCGKACRVPNDIDPESRINLQDGAGTIGGEGCADRIGDGLA 60

Query: 61 GEYPK 65
GEVPK
Sbict: 61 GEYPK 65

>Hoonbean_100, function unknown, 65
Length = 65

Score = 146 bits (368), Expect = 2e-35
Identities = 65/65 (100%), Positives = 65/65 (100%)

Query: 1 HPLKHLRVCDTCDRVRFAPCGKACRVPNDIDPESRINLQDGAGTIGGEGCADRIGDGLA 60
HPLKHLRVCDTCDRVRF APCGKACRVPNDIDPESHRINL QDGAGTIGGEGCADRIGDGLA
Sbjct: 1 HPLKHLRVCDTCDRVRFAPCGKACRVPNDIDPESRINLQDGAGTIGGEGCADRIGDGLA 60

Query: 61 GEYPK 65
GEVPK
Sbict: 61 GEYPK 65

>SuperGrey_97, function unknoun, 65
Length = 65

Score = 142 bits (359), Expect = 2e-34
Identities = 63/65 (96%), Positives = 64/65 (95%)

Query: 1 HPLKHLRVCDTCDRVRFAPCGKACRVPNDIDPESRINLQDGAGTIGGEGCADRIGDGLA 60
HPLKHLRVCDTCDRVRF APCGKACRVPNDIDP +SHRINLQDGAGTIGGEGCADRT DGLA
Sbjct: 1 HPLKHLRVCDTCDRVRFAPCGKACRVPNDIDPDSHRINLQDGAGTIGGEGCADRISDGLA 60

Query: 61 GEYPK 65
GEVPK
Sbjct: 61 GEVPK 65
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Description

‘hypothetical protein I5HG7_gp100 [Mycobacterium phage Moonbeam]
‘hypothetical protein AVT13 o099 [Mycobacterium phage Bipolar]
9081 [Mycobacterium phage Ardmore]

‘hypothetical protein PBI WEE 100 (Mycobacterium phage Wee]
‘hypothetical protein AVVO7_gp095 [Mycobacterium phage Dante]
‘hypothetical protein PBI SQUIRTY 96 [Mycobacterium phage Sauirly]
‘hypothetical protein SEA FLATHEAD 99 [Mycobacterium phage Flathead]
hypothetical protein PBI STANNES 101 [Mycobacterium phage StAnnes]

‘hypothetical protein AVV73 9099 [Mycobacterium phage CaptainTrips)

‘hypothetical protein FGG28 gp101 [y cobacterium phage Mozy]
‘hypothetical protein I5H64 o095 [Mycobacterium phage MinionDave]
ypothetical protein SEA KENUHAS 89 [Mycobacterium phage Kenuhas]
‘hypothetical protein I5+H32 gp101 [Mycobacterium phage EleanorGeorge]
‘hypothetical protein I5100_0p095 [Mycobacterium phage Zerg]

ypothetical protein PBI SAAL 95 [Mycobacterium phage Saal]

othetical protein PBI OVECHKIN 100

ny /cobacterium phage Ovechidn]
‘ypothetical protein 5H31_gp102 [Mycobacterium phage Eish]
‘hypothetical protein SEA ERADICATOR 89 [Mycobacterium phage Eradicator
‘hypothetical protein I5H52_gp100 [Mycobacterium phage Kersh]

‘hypothetical protein PBI LLAMA 104 [Mycobaclerium phage Liama]

yothetical protein I5H63 gp097 [Mycobacterium phage MilleniumForce]
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Accession

YP 009960165.1
YP 009200726 1
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YP 009124648 1
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QGJBe266.1
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Ye ongosess2 1
YP 009963562.1
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VP 0099507631
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hypothetical protein I5H67_gp100 [Mycobacterium phage Moonbeam]
Sequence ID: YP_009960166.1 Length: 65 Number of Matches: 1
» See 1 more title(s)

Range 1:1to 65 Genpept Graghics
Score Expect Method Tdentities  Positives  Gaps

135 bits(330) 1e-30 Compositional matrix adjust. 65/65(100%) 65/65(100%) 0/65(0%)

Query 1 MPLKHLRVCDTCDRVRFAPCGKACRVPDIDPESKRINLODGAGTIGGEGCADRIGDGLA 62
PLKHLRVCDTCDRVRFAPCGKACRVPNDIDPESHRINLODGAGT IGGEGCADRIGOGLA
Sbjct 1 MPLKHLRVCDTCDRVRFAPCGKACRVPDIDPESKRINLQDGAGTIGGEGCADRIGDGLA 62

Query 61 GEVPK 65
GEVeK
Soict 61 GEVPK 65

EIDownload v GenPept Graphics

hypothetical protein AVT13_gp099 [Mycobacterium phage
Sequence ID: YP_009200726.1 Length: 65 Number of Matches: 1
> See 8 more title(s)

Range 1:1to 65 Genpept Graghics
Score Expect Method Tdentities  Positives  Gaps

132bits(331) 2e-38 Compositional matrix adjust. 63/65(97%) 64/65(98%) 0/65(0%)

Query 1 MPLKHLRVCDTCDRVRFAPCGKACRVPDIDPESKRINLODGAGTIGGEGCADRIGDGLA 62
HPLKHLRVCDTCDRVRFAPCGKACRVPNDIDP+SHRINLODGAGT IGGEGCADRI DGLA
Sbjct 1 MPLKHLRVCDTCDRVRFAPCGKACRVPNDIDPDSRINLQDGAGTIGGEGCADRISOGLA 62

Query 61 GEVPK 65
GEVvPK
Soict 61 GEVPK 65
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Databas

: Actinobacteriophage Proteins as of Jun 19, 2023
442,367 sequences; 85,578,104 total letters
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Score

Sequences producing significant alignments: (bits) Value
Starcevich Draft_107, function unknoun, 137 270 7e-73
Rialto_Draft_102, function unknown, 137 270 7e-73
Ovechkin_161, function unknown, 137 270 7e-73
Hoonbean_161, function unknown, 137 270 7e-73
Latretium 101, function unknown, 137 270 7e-73
KristaRAN_106, function unknown, 137 270 7e-73
Tbhubesi_85, function unknown, 137 270 7e-73
Harley_100, function unknown, 137 270 7e-73
Donkeykong_104, function unknoun, 137 270 7e-73
Yorick_94, function unknown, 137 270 9e-73
L135_93, function unknoun, 137 270 973
Kersh_101, function unknown, 137 270 9e-73
ByChance_89, function unknown, 137 270 9e-73
Eradicator_90, function unknoun, 137 269 1e-72
Seabastian 105, function unknoun, 137 260 2e-72
Oksu_Draft_102, function unknoun, 137 260 2072
Ofultron_185, function unknown, 137 260 2072
0chi17_184, function unknown, 137 260 2072
Modragons_102, function unknown, 137 269 2072
Llama_105, function unknown, 137 260 2072
Byougenkin_95, function unknown, 137 260 2072
Alpinesix Draft_102, function unknown, 137 269 2072
Martik Draft_s7, function unknoun, 137 268 2072
EleanorGeorgs_162, function unknown, 137 268 3e-72
Wachhund_95, Function unknown, 137 268 4e-72
Arcusangelus_98, function unknoun, 137 266 9e-72
Alexphander_59, function unknoun, 137 266 2071
Hinionbave 36, function unknown, 137 265 2e-71
TDanisky_106, function unknoun, 137 265 4e-71
Sparkdehlily 105, function unknown, 137 265 4e-71
Plumbus_97, Function unknown, 137 265 4e-71
DRBY19_55, function unknown, 137 265 4e-71
DillTech15_104, function unknoun, 137 265 4e-71
Hutaformal3_99, function unknown, 211 263 se-71
StAnnes_162, function unknown, 137 263 1e-70
Spoonbill 98, function unknown, 137 262 2e-70
Shilan 101, function unknown, 137 262 2e-70




image1184.png
>Rialto_Draft_102, function unknown, 137
Length = 137

Score = 270 bits (691), Expect = 7e-73
Identities = 137/137 (100%), Positives = 137/137 (100%)

Query: 1 HSSLTDLTDFLNRTLNNLVHPGDENTKPFPILLPGLRTVSVPPELAGQFAEEAGLPHLDT 60
1ISSLTDLTDFLNRTLNNLVHPGDENTKPFPILLPGLRTVSVPPEL AGQFAEEAGLPHLDT
Sbjct: 1 HSSLTDLTDFLNRTLNNLVHPGDENTKPFPILLPGLRTVSVPPELAGQFAEEAGLPHLDT 60

+ 61 PKLVAEALAAATTONYVILTREEHEQLRQOAADAPTGHRVINIRTTPTGQPVLSITIDKA 120
PKLVAEALAAATTQNYVILTREEHEQLRQQAADAPTGHRVINIRTTPTGQPVLSTTIOKA
+ 61 PKLVAEALAAATTONYVILTREEHEQLROQAADAPTGHRVINIRTTPTGQPVLSITIDKA 120

© 121 SNDVVVPAKALQKAAEQ 137
SNDVVVPAKALQKAAEQ
: 121 SNDVWVPAKALQKAAEQ 137

>0vechkin_101, function unknown, 137
Length = 137

Score = 270 bits (691), Expect = 7e-73
Identities = 137/137 (100%), Positives = 137/137 (100%)

Query: 1 HSSLTDLTDFLNRTLNNLVHPGDENTKPFPILLPGLRTVSVPPELAGQFAEEAGLPHLDT 60
1ISSLTDLTDFLNRTLNNLVHPGDENTKPFPILLPGLRTVSVPPEL AGQFAEEAGLPHLDT
Sbjct: 1 HSSLTDLTDFLNRTLNNLVHPGDENTKPFPILLPGLRTVSVPPELAGQFAEEAGLPHLDT 60

+ 61 PKLVAEALAAATTONYVILTREEHEQLRQOAADAPTGHRVINIRTTPTGQPVLSITIDKA 120
PKLVAEALAAATTQNYVILTREEHEQLRQQAADAPTGHRVINIRTTPTGQPVLSTTIOKA
+ 61 PKLVAEALAAATTONYVILTREEHEQLROQAADAPTGHRVINIRTTPTGQPVLSITIDKA 120

© 121 SNDVVVPAKALQKAAEQ 137
SNDVVVPAKALQKAAEQ
121 SNDVVVPAKALQKAAEQ 137
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Description
Molecule type
Query Length

9BNFEN7T016 (Expires on 06-25 01:27 am)
Idl|Query_154499

unnamed protein product

a

Database Name
Description

Program

nr
All non-redundant GenBank CDS translations-+PDB+SwissProt-+PIR+PRF

excluding environmental samples from WGS projects
BLASTP 2.14.1+ b Citation
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Description
"hypothetical protein PBI OVECHKIN 101 [Mycobacterium phage Ovechkin]
9093 [Mycobacterium phage Lj]

ypothetical protei I5H52 gp101 [Mycobacterium phage Kershl

"ypotheical protein SEA ERADICATOR 90 (Mycobacterium phage Eradicator]
"ypothetical protein PBI LLAMA 105 [Mycobacterium phage Liama]
"hypothetical protein I5H21 9095 [Mycobacterium phage Byougenkn
‘ypothetical protein 15H32 0p102 [Mycobacterium phage EleanorGeorgel
‘hypothetical protein 15197 gp095 [Mycobacterium phage Wachhund]
‘hypothetical protein 15H13 9097 [Mycobacterium phage ArcusAngelus]
"ypotheical protein SEA ALEXPHANDER 99

‘hypothetical protein SEA SPARKDEHLILY 105 [Mycobacterium phage Sparkdehily]
‘hypothetical protein I5H64 9096 [Mycobacterium phage MinionDave]

‘hypothetical protein PBI STANNES 102 [Mycobacterium phage StAnnes]
‘hypothetical protein PEI SAAL 96 [Mycobacterium phage Saall

‘hypothetical protein FDGS7_gp099 [Mycobacterium phage Mutaforma13]
‘hypothetical protein Henu3 gpo5 [Mycobacterium phage Henu3 PeY-2017]
‘ypothetical protein SEA JARCOB_101 [Mycobacterium phage Jarcob]
‘ypothetical protein I5H1_gp099 (Mycobacterium phage Mattes]
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Accession
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YP 0090586431
Qrwotasa
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hypothetical protein PBI_OVECHKIN_101 [Mycobacterium phage Ovechkin]
Sequence ID: YP_009211265.1 Length: 137 Number of Matches: 1
> See 10 more title(s)

Range 1: 1 to 137 Genpest Graohis
Score Expect Method Tdentities Positives Gaps.
275 bits(704) 4e-03 Compositional matrix adjust. 137/137(100%) 137/137(100%) 0/137(0%)

Query 1 HSSLTOLTDFLIRTLNLVHPGDENTKPFPILLPGLRTVSVPPELAGQFAEEAGLPHLDT 60
MSSLTDLTDFLIRTLNNL VHPGDENTKPFP L L PGLRTVSVPPELAGOFAEEAGLPHLDT
Soict 1 MSSLTOLTOFLNRTLNNLVHPGDENTKPFPILLPGLRTVSVPPELAGOFASEAGLPHLDT 60

Query 61 PKLVAEALAAATTQNYVILTREEHEQLRQQADAPTGHRVINIRTTPTGQPVLSITIOKA 120
PKLVAEALARATTONYVI | TREEHEQLRQQAADAPTGHRVINIRTTPTGOPVLSTTIOKA
Sbjct 61  PKLVAEALARATTONYVILTREEHEQLRQQAADAPTGHRVINIRTTPTGQPVLSITIOKA 126

Guery 121 SIOWIPRGLOGAEQ 137
SDVVVPAKALOKAAE
Sojct 121 SBUWPAKALGUAAEG 137

EiDownload v GenPept Graphics

9p93 [Mycobacterium phage Lii]
Sequence ID: YP_655089.1 Length: 137 Number of Matches: 1
» See 1 more title(s)

Range 1: 1 to 137 Genpest Graohis
Score Expect Method Tdentities Positives Gaps.
275 bits(703) 6e-03 Compositional matrix adjust. 136/137(99%) 137/137(100%) 0/137(0%)

Query 1 HSSLTOLTDFLIRTLNLVHPGDENTKPFPILLPGLRTVSVPPELAGQFAEEAGLPHLDT 60
MSSLTDLTDFLIRTLNNLVHPGDENTKPFP L LPGLRTVSVPPELAGQFAEEAGLPHLDT
Soict 1 MSSLTOLTOFLNRTLNNLVHPGDENTKPFPILLPGLRTVSVPPELAGQFAEEAGLPHLDT 60

Query 61 PKLVAEALAAATTQNYVILTREEHEQLRQQADAPTGHRVINIRTTPTGQPVLSITIOKA 120
PKLVAEALARATTONYVI | TREEHEQLRQQAADAPTGHRVINIRTTPTGOPVLSTTIOKA
Sbjct 61  PKLVAEALARATTONYVILTREEHEQLRQQAADAPTGHRVINIRTTPTGQPVLSITIOKA 126

Query 121 SNDVVVPAKALQKAAEQ 137
SNDV-VPAKALOKAREQ
Soict 121 SNDVIVPAKALQKAAEQ 137
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Reference
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Databas

Actinobacteriophage Proteins as of Jun 19, 2023
442,367 sequences; 85,575,104 total letters
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NCBI LAST Se:

BLASTP 2.2.26 [Sep-21-2011]

ch Results BLAST|Entrez ] ?

Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 17, 2023
441,254 sequences; 85,381,218 total letters
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Score  E

Sequences producing significant alignments: (bits) Value
Starcevich Draft_108, function unknoun, 80 171 4e-a3
Stap_Draft 93, function unknoun, 30 162 9e-41
Olympiasaint_103, function unknown, 86 162 se-s1
Zizzle_102, Function unknown, 86 162 3e-20
XFactor_96, function unknown, 80 162 3e-20
Whatsapiecost_93, function unknown, 30 162 3e-40
Wee_102, function unknoun, 80 162 3e-20
VRedHorse_160, function unknown, 80 162 3e-20
Taj_105, Function unknoun, 80 162 3e-20
Sabbb_162, function unknown, 80 162 3e-20
Ruby_56, function unknoun, 30 162 3e-40
Royals2015_103, function unknoun, 80 162 3e-20
Rita_99, function unknoun, 80 162 3e-20
Pippy_o7, function unknoun, 86 162 3e-20
Phatniss_o7, function unknown, 86 162 3e-20
0wlsT2H 37, function unknown, 80 162 3e-20
MilanaBonita 92, function unknown, 86 162 3e-20
Melissaurenss_89, function unknown, 86 162 3e-20
Haravista Draft_9s, function unknown, 86 162 3e-20
Karhdo_oa, function unknown, 86 162 3e-20
James_103, function unknown, 80 162 3e-20
Hegedachuinu_107, function unknown, 86 162 3e-20
Flathead_101, function unknown, 86 162 3e-20
Filuzino 99, function unknown, 86 162 3e-20
Emma_104] function unknoun, 86 162 3e-20
Eish_104, function unknoun, 80 162 3e-20
Dead?_99, function unknoun, 80 162 3e-20
Cornucopia_99, function unknoun, 30 162 3e-40
Chuckly_96, function unknoun, 50 162 3e-40
CaptainTrips_101, function unknown, 30 162 3e-40
Buruell21 93, function unknown, 86 162 3e-20
Bubbles123_93, function unknown, 86 162 3e-20
Bobi_101, Function unknoun, 86 162 3e-20
BobaPhett_101, function unknown, 86 162 3e-20
Bipolar_161, function unknown, 86 162 3e-20
Batiatus_99, function unknown, 86 162 3e-20
152

Akhila_93, function unknown, 80 3e-40
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>Stap_Draft_93, function unknown, 80
Length = 52

Score = 164 bits (414), Expect = 9e-41
Identities = 75/80 (93%), Positives = 78/80 (97%)

Query: 1 NIHIEVDGKVLHHSDPGEWITTPPDIPAVQKAGPNEPWLPIHAALAKTATLAMAGAKHE 60
IHIEVDGKVLHH+DPG+I TTPPD+ AVOKAGPNEPNILPTMAALAKTATLAHAGAKHE
1 MIHIEVDGKVLHHADPGOTTTPPDVQAVOKAGPHEPHILPTMAALAKTATLAIAGAKHE 60

61 DTTISVITRKNGUTHDCTNG 50
DTTISVITRKNGUTHDCTNG
: 61 DTTISVITRKNGHTIDCTNG 50

>0lympiasaint_163, function unknown, 80
Length = 52

Score = 164 bits (414), Expect = 9e-41
Identities = 75/80 (93%), Positives = 78/80 (97%)

: 1 HIHIEVDGKVLYHSDPGEWTTTPPDIPAVQKAGPNEPKHLPTHAALAKTATLANAGAKHE 60
IHIEVDGKVLHH+DPG+I TTPPD+ AVOKAGPNEPNILPTMAALAKTATLAHAGAKHE
: 1 NIHIEVDGKVLMHADPGQHTTTPPDVOAVQKAGPNEPKHLPIMAALAKTATLANAGAKHE 60

61 DTTISVITRKNGUTHDCTNG 50
DTTISVITRKNGUTHDCTNG
61 DTTISVTTRKNGWTHDCTNG 50
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0000DO0DO0OO0O0DO0ODO0OO0OO0OO0OO0O0O

Max | Total Query E | Per.

L Score Score Cover value ldent 0"

Dypotheica rolein PBI TWEETY 100 [Mycobacterium phage Tueety] 153 153 98% 2046 9125% YP 0014503331
Dypothetcal rolin SEA ANESOMESAUCE 90 [Mycobacterium phage Avesomesaucel 141141 98% Be-42 85.00% OKOUIT21

Iypothetical prolein SEA MISHA2S 89 [Mycobacterium phage Misha2s) 139 139 98% 4e-d1 8375% AVPA2IGe1

ypothetialprotin 5415 G096 [kycobacterium ohage Blexus) 139 138 98% 7e-41 8395% YP 0090547831
Dypoteica rotin I5H74 103 [Mycobacterum phage Oympiasain 137 137 98% 4e-40 9375% YP 0099506901
ypothetical proten PBI WEE: 102 (Mycobacterium phage Weel 135 135 98% 2039 9250% YP 0041236241
ypothetical protein SEA AUBS 99 Mycobaclerium phage Aubs] 134134 98% 4e-39 9125% UXEDASTLI

Iypotheticalprolein AUOSS 95096 Mycobacterum phag Cabinians] 134 134 98% 9e-39 9125% YP 0091808151
9Pg3 Mycobacterium phage Aramore] 133133 98% 2038 9125% YP 00952241
Dypoteica rotin CL94 qp100 [Uycobacerum phage SG41 132 132 98% 3e-38 90.00% YP 0090133021
Dypoteica rotin 1548 gp097 [Mycobacterum phage Hiubkaz1 131131 98% 9e-38 90.00% YP 009952321
ypothetical prolein SEA SABBE 102 Mycobaclerium phage Sabbo] 131131 98% 1e-37 9250% UVKs0561

Iypothetca rolen QUICO_ 108 (Mycobaclerium phage Quicol 129 129 98% 4e-37 9250% YP 0091946321
Dypoteica rotein 15HS3 90099 [Mycobacerium phage SunerGrey] 129 129 98% 6e-37 9125% YP 0099626601
Dypoteica rotein MO40 9995 [Mycobacterium phage SISI 128 128 98% 1e-36 9125% YP 0080512211
‘nypotheical protein 15198 gp104 [Mycobacterium phage Whouxphf] 128 128 98% 1e-36 90.00% YP 0099633391
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hypothetical protein PBI_TWEETY_100 [Mycobacterium phage Tweety]
Sequence ID: YP_001469333.1 Length: 80 Number of Matches: 1
> See 21 more title(s)

Range 1: 1 to 80 Genpept Graghics
Score Expect Method Tdentities  Positives  Gaps
153 bits(386) 2e-46 _Compositional matrix adjust.  73/80(91%) 76/80(95%) 0/80(0%)

Query 1 NIHIEVDGKVLHHSDPGEWTTTPPDIPAVOKAGPNEPHALPTHAAL AKTATLAMAGAKHE 60
IHIEVDGKVLMH-DPG4l TTPPD= AVOKAGPHEPHMLPT ALAKTATLAMAGAKHE
Sbjct 1 NIHIEVDGKVLHHADPGOWTTTPPDVQAVOKAGPNEPHALPHTAL AKTATLAMAGAKHE 60

Query 61 DTTISVITRKNGHTNOCTHG 50
DTTI VITRKNGHTMDCTNG
Sbjct 61 DITIRVITRKNGHTNOCTHG 50

EiDownload v GenPept Gra

hypothetical protein SEA_AWESOMESAUCE_90 [Mycobacterium phage Awesomesauce]
Sequence ID: QKO03272.1 Length: 80 Number of Matches: 1

Range 1: 1 to 80 Genpept Graghics
Score Expect Method Tdentities  Positives  Gaps

141bits(356) 8e-42 Compositional matrix adjust. 68/80(85%) 71/80(88%) 0/80(0%)

Query 1 NIHIEVDGKVLHHSDPGEWTTTPPDIPAVOKAGPNEPHALPTHAAL AKTATLAMAGAKHE 60
IHTEVDGKVLIHSDPG+4l TTPPDIPAVQKAGPNEPHLPTH ALAK ATL MAG KH
Sbict 1 NIHIEVDGKVLMHSDPGQMTTTPPDIPAVQKAGPNEPHMLPIMTALAKAATLTPAGKKHS 60

Query 61 DITISVITRKNGUTMOCTHG 50
DITIATTR _GHT=D TG
Sbjct 61 DITIAVITRPTGHTLOYTNG 8@
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Distribution of 100 Blast Hits on the Query Sequence

Mouse-over to show defiine and scores. Click to show alignments
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‘Sequences producing significantalignments:
Select: All NoneSelected)

T Algnments 0 2 = o

Max | Total Query| E | Per

Score  Score | Cover  value | Kent
01 btheties rotein NSSe_ 55058 [iyesbacterim shags Dsenerys] 108108 95% 3e29 9B11% Y2
O bypsthetios rtsin ISHIT_gp110 (Wysobscterum ghage BodEimaohner1T) 105 105 98% 1e28 9623%
O typstheties rotein PBI_HADES ST Mysobacterm shage Hases] 105 105 98% 1e28 9623%
01 theties roein 5132 2104 Mysobacter hage ElesnorGore] 105 105 98% 1e28 9623%
O bypstheties rotein CLIT 55055 [iyesbacterm shage Gumbi] 105 105 95% 1028 9623% Y.
01 tptheties rotsin 1545 55058 (Mysobacterm shage Hibiaz] 105 105 98% 2028 943¢%
O bypatheties rotein SEA OGOPOGO.104 Mysobscterm ghage Ogosoge] 105 105 98% 4c28 9623%
O 5p105 Diyespasterom shage Ramsey] 106 108 98% Te2s 943¢%
O typstheties rotsin SEA MISHAZE 50 ysobscterum ghage MishaZE] 100 100 98% 2025 9057%
O bypstheties rotsin M50 gp101 (Wyesbacterum phage Jobd2] 100 100 98% 3e26 9057%
01 tthetios rotein PBI_SOUIRTY 99 Mysobscterum ghage Savity] 100 100 98% 4e25 9057%
O bypothetios rotein PBI_CHES_107 Mysobsterum shage Chat] 994 994 9% Te2s S0ST%
01 ttheties rotein P51 TWEETY. 101 ysobasteriom shage Tussty] 990 990 9% 1025 G86E% YE et
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EDownioad + GenPept Graphics

hypothetical protein N856_gp098 [Mycobacterium phage Daenerys]
Sequence ID: YP_0DS410667 1 Length: 53 Number of Matches: 1
b See 40 more ite(s)

Range 1:1 0 53 Gerbest gt

Expect Han

Tastie  Powtive  Gaps
108 bits(265) 3225 Compositionsl matrix adjust. 52/53(38%) 52/53(38%) 0/53(0%)
Qury 1

FDOAATAR ELARSNAAGPT R AE T GHTORTECYCAOCOTCSTINE
seges 1

EDownioad v GenPept Graghics

hypothetical protein 15H17_gp110 [Mycobacterium phage BodEinwohner17]
Sequence 10: YP_DOSOSS006.1 Length: 53 Humber of Hatches: 1

b See & more te(s)

Range 1:1 0 53 Gerbest gt

Seore Expect Han

ot Powtive _ Gaps
106 bits(265) 12-28 Compositionsl matrix adjust. 51/53(36%) 51/53(96%) 0/53(0%)
Qury 1

FDOMATAR ELERSNAAGPTRREGITGR TORTECYCMOCOTCSTINE
seges 1

EDownioad + GenPept Graghics

hypothetical protein PBI_HADES_97 [Mycobacterium phage Hades]
Sequence ID: YP_009125276.1 Lengih: 53 Number of Matches: 1

»See 8 more te(s)

Range 1:1 0 53 Gerbest gt

Seors Expect Han

Tawtie  Powtve  Gaps
106 bits(265) 12-28 Compositional matrix adjust. 51/53(36%) 51/53(96%) 0/53(0%)
Qury 1 oo

LSNP REQTGTTIRTICCSRCOTCSTIYE 53
D8R FLESNAGPTRNEREQITGITTDATICKCAD COTaYe
Shict 1 TODAAARLEL AAARAEGET R TTORT I COMEDTConIE 53

TEDownioad + GenPept Graghics

hypothetical protein I5H32_gp104 [Mycobacterium phage EleanorGeorge]
Sequence 10: YP_DOSOSBSES T Lengtn: 53 Humber of Hatches: 1
See 1 more ife(s)

Range 1:1 0 53 Gerbest gt

Seors Expect Han

Tawte  Powtve  Gaps
106 bits(265) 12-28 Compositional matrix adjust. 51/53(36%) 51/53(96%) 0/53(0%)
Qury 1

B4 TaR. ELARSNAAGPT R RE T GHTORTCYCAOCOTCSTINE
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TMHMM result
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Distribution of 100 Blast Hits on the Query Sequence

Mouse-over to show defiine and scores. Click to show alignments
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Sequences producing significant alignment:

TootsiePop_10, function unknoun, 108

Starcevich Draft_11, function unknown, 108

Squirty_10, function unknown, 108
Pollyuog_10, function unknown, 108
Hova_10, function unknoun, 108
Misha2s_10, function unknown, 168
Hegedechwinu_10, function unknoun, 168
Flathead_10, function unknown, 168
Doug_9, Function unknoun, 108
Blexus_o, function unknoun, 108
Scottish_9, function unknown, 108
Sassafras_9, function unknown, 168
Ritag_9, Function unknown, 108
Redgird 9, function unknown, 108
Polkala 9, function unknown, 108
PHappiness_9, function unknoun, 108
Oldgen_o, Function unknoun, 108
Nimbo_3, function unknoun, 108
Hoonbeam_9, function unknown, 108
Mahavrat_9, function unknown, 168
Leperchaun_9, function unknown, 168
JoeyIr_9, Function unknown, 108
Inventum_9, function unknown, 168
Geralt_o, function unknoun, 108
Empress_9, function unknown, 108
Dorothy_9, function unknown, 168
Doomphist_9, function unknown, 108
BodEinuohner17_9, function unknown, 108
BlueCrab_Draft_9, function unknown, 108
Oksu_Draft_10, function unknown, 168
Strokeseat 9, function unknown, 168
Mandlovy 9, function unknown, 168
Hlubikaz1_9, function unknown, 168
Quico_10, function unknoun, 108
Girafales_10, function unknown, 168
Donkeykong_9, function unknown, 108
Zerg_9, function unknoun, 108
Whouxph?_9, function unknown, 108
Velveteen_10, function unknown, 168
SwagPigglett 9, function unknown, 108
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Score

Sequences producing significant alignments:

Starcevich Draft_110, function unknoun, 479
Rialto_Draft_105, function unknown, 479
Hoonbean_164, glycosyltransferase, 479
Scottish_161, glycosyltransferase, 478
Kinghidas_101, glycosyltransferase, 475
Gandalph_101, glycosyltransferase, 479
Doug_97, glycosyltransferase, 539
Fancypants_108, glycosyltransferase, 478
Oldsen_98, galactosyltransferase, 478
Ninbo_33, glycosyltransferase, 478
Empress_101, galactosyltransferase, 478
Dorothy 102, glycosyltransferase, 478
Spikeles 161, glycosyltransferase, 479
Spartacus_168, polypeptide N-acetylgalactosaminyltransferase, 479
Paccas_ss, glycosyltransferase, 540
Redgird_102, galactosyltransferase, 478
Ogopogo_165, polypeptide N-acetylgalactosaminyl transferase, 478
BlueCrab_Draft_169, function unknown, 479
Spoonbill 161, glycosyltransferase, 478
Sassafras_163, glycosyltransferase, 478
Rita6_100, galactosyltransferase, 478
Polkals_105, galactosyltransferase, 478
PHappiness_101, glycosyltransferase, 478
Leperchaun_103, glycosyltransferase, 478
JoeyIr_104, glycosyltransferase, 475
Tnventun_99, galactosyltransferase, 478
Geralt_93, function unknown, 478

Daenerys_99, galactosyltransferase, 478
UncleRicky_10, glycosyltransferase, 540
RockyHorror_104, glycosyltransferase, 540
Hantra_98, galactosyltransferase, 540
Lorde_103, glycosyltransferase, 540

Enby_104, glycosyltransferase, 540

Drago_100, N-acetylgalactoaminyltranserase, 479
Datlorst_166, glycosyltransferase, 540
ByChanc_92, glycosyltransferase, 479
Radiance_Draft_99, function unknown, 478
Minnie 98, glycosyltransferase, 478
BodEinuohner17_111, glycosyltransferase, 479
Pollywog_103, glycosyltransferase, 475
Eradicator_92, glycosyltransferase, 478
DaddyRickover Draft_103, function unknown, 478
Mattes 162, galactosyltransferase, 478
L1ij_96, function unknoun, 479
EleanorGeorge_105, glycosyltransferase, 479
Madiien_166, glycosyltransferase, 479
Shilan_164, polypeptide N-acetylgalactosaminyltransferase, 478
Jarcob_104, glycosyltransferase, 478
TDanisky_109, glycosyltransferase, 479
Sparkdehlily 108, glycosyltransferase, 479
DREy19_101, glycosyltransferase, 479
Buzzlyseyesr 108, elycosyltransferase, 478

i3

i3

i3
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>Rialto_Draft_165, function unknown, 479
Length = 479

Score = 1022 bits (2643), Expect = 0.0
Identities = 476/479 (99%), Positives = 479/479 (100%)

Query: 1 HDDVVVNGTRYVPETTSGATTIGIGVTTRNRRDVADRTIEHIRSRTPNAKLVIVDDASDQ 60
HIDDVVVNGTRYVPETTSGATTIGIGVTTRNRRDVADRT TEHIRSRTPNAKLVIVDDASDQ
Sbjct: 1 HDDVVVNGTRYVPETTSGATTIGIGVTTRNRRDVADRTIEHIRSRTPNAKLVIVDDASDQ 60

Query: 61 PYPAATYRFPQRAGIARAKNKCLELLNGCEHIFLFDDDCYPIADNHYQPYIDSPEPHLIY 120
PYPAATYRFPQRAGIARAKNKCLEL LNGCEHIFLFDDDCYPIADNWYQPYIDSPEPHLIY
Sbjct: 61 PYPAATYRFPQRAGIARAKNKCLELLNGCEHTFLFDDDCYPTADNHYQPYIDSPEPHLIY 126

Query: 121 QFVDLASGRKINDVTKVYDDGHHFALTGARGCHIVAHRSVIERVGGLDPDYGGHGHEHPS 150
QFVDLASGRKINDVTKVYDDGHHF AL TGARGCHI YAHRSVIERVGGLOPDYGGHGHERPS.
Sbjct: 121 QFVDLASGRKINDVTKVYDDGHHFAL TGARGCHIVAHRSVIERVGGLDPDYGGHGHEHPS 180

Query: 181 USDRIVNAGLTSFRYGDVCGSNKLIHSIDEHLEVKRSVPTEERKAAAARNGDLYURHHYT 240
VSDRIYNAGLTSFRYGDVCGSNKL THSHDEHL EVKRSVPTEERKAAAARNGDLYIRHHYT
Sbjct: 181 USDRIVNAGLTSFRYGDVCGSNKLIHSIDEHLEVKRSVPTEERKAAAARNGDLYURHHYT 240

Query: 241 SSHHIPIVEPDRHVVLTCLLSSKPDPQRGTRHRPDVKLLETLITSITGGETVVLCDNPLT 300
SSHHTPIVEPDRHVVLTCLLSSKPDPQRGTRIRPDVKL LETLITSITGGETVVLCONPLT
Sbjct: 241 SSHHIPIVEPDRHVVLTCLLSSKPDPORGTRIRPDVKLLETLITSITGGETVVLCONPLT 368

Query: 301 HPQASFERVTSPVDNPYFARWYLYYQULRANPDVQAVWCVDGTDVENLNAPUKHIETGKL 360
HPQASFERVTSPVDNPYFARIYLYYQUL RANPDVQWVHCVDGTDVENLNAPLIHIETGKL.
Sbjct: 361 HPQASFERVTSPVDNPYFARUYLYYQHLRANPDVQHVWCVDGTDVEHLNAPEHHETGKL 360

Query: 361 YVGHEPAVVGIDNHRDNHKATHLQTF IDTHADHTLLNAGIVGGDRETVITF THDIIADHE 420
'YVGHEPAVVGIDHRDNHKATHLQTF IDTHADHT L LNAGIVGGDRE TVHTF THDHIADHE
Sbjct: 361 YVGHEPAVVGIDHHRDNHKATHLQTF IDTHADHTLLNAGIVGGDRETVMTF THDHTADHE 420

Query: 421 DQORRIHHKKDTKGTIIGDMATLNYVAYTKHADRLVYGPRVATIFKANERNPUSIIRHK 479
DOORRTHHKKDTKGTTTGDHATLNY-+AYTKHADRLVYGPR+AT L KANERNPHSHNRHK
Sbjct: 421 DQORRIWHKKDTKGTIIGDMATLNYIAYTKHADRLVYGPRIATIFKANERNPUSHWRHK 479
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480
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oottt ddddoddddt

Max | Total Query E | Per

B Score Scors Cover value Ident | CSO"

alycosylransierase [Mycobacterium phage Moonbea] 981 981 99% 00 97.91% YP 0039601701
acosytransierase [Mycobacterum phage Doug] 93 963 99% 00 95.20% YP 0039562351
abcosytransierase Mycobacterum phage KingMidas] 91 961 99% 00 9581% QEQOST1
aycosytransierase Mycobacterum phage Paccddl 91 961 99% 00 9457% YP 0022616821
aycosytransierase [Mycobacterum phage RockyHorror] 90 960 99% 0.0 9436% YP 0096361681
aycosytransierase [Mycobacterum phage Gandaiph] 959 959 99% 0.0 95.20% YP 0030576131
acosytransierase Mycobacterum phage Empress] 958 958 99% 0.0 95.39% YP 0009567691
abcosytransierase [Mycobacterum phage Dorothy] 958 958 99% 00 9539% YP 0095020771
acosyransierase Mycobacterum phage Fancypans] 958 958 99% 0.0 95.18% YP 0000569871
aycosytransierase [Mycobacterum phage Spiksle] 957 957 99% 0.0 9478% YP 0009625541
galactosyransiersse Mycobacteriom phage RedBird] 957 957 99% 00 95.18% WABIO37O
acosylransierase Mycobacterum phage Dragal 956 956 99% 0.0 9436% YP 0090161781
acosytransierase [Mycobacterum phage Spartacus] 956 956 99% 00 9436% YP 0096079281
alycosylransierase [Mycobacterium phage BodEinuohner7] 956 956 99% 0.0 9436% YP 0039550071
Dolypeptide N-scetigalactosaminyl ransferase [Mycobacterium phage O9opogo] 956 956 99% 0.0 9476% AVSO7ALt
acosyransierase [Mycobacterum phage Sooonbil] 955 955 99% 0.0 95.20% YP 0039626571
acosytransterase [Mycobacterum phage Daenerys] 955 955 99% 0.0 9497% YP 0084106681
abcosytransierase Mycobacterum phage ByChance] 954 954 99% 00 945T% AXCIT2601

953 953 99% 00 9455% OAY110201
952 952 99% 0.0 9478% YP 0099599601

950 950 99% 00 9457% UAW0SSE21
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glycosyltransferase [Mycobacterium phage Moonbeam]
Sequence ID: YP_009960170.1 Length: 479 Number of Matches: 1
> See 1 more title(s)

Range 1: 1 to 479 Genpet Graohis

Score Expect Method Tdentities Positives Gaps
981 bits(2536) 0.0 Compositional matrix adjust. 469/470(98%) 474/479(98%) 0/479(0%)

Query 1 MDDVVVNGTRYVPETTSGATTIGIGUTTRNRROVADRTIEHIRSRTPNAKLVIVDDASDQ 62
MODVVVIGTRYVPETTSGATT IGIGVTTRIRRDVADRTIEHTRSRTPNAKLVIVDDASDY
Soict 1 MDDVVIGTRYVPETTSGATTIGIGUTTRNRROVADRTIEHIRSRTPNAKLVIVDASDQ 62

Query 61 PYPAATYRFPORAGIARAKIKCLELLNGCEHIFLFDDDCYPIADNMYQPYIDSPEPHLIY 120
PYPAATYRFPQRAGIARAKIIKCLEL LNGCEHTF LFDDDCYPTADNHYQPYIDSPEPHLIY
Soict 61 PYPAATYRFPQRAGLARAKIKCLELLNGCEHIFLFDDDCYPIADNMYGPYIDSPEPHLIY 120

Query 121 QFVDLASGRKINDVTKVYDDGHHFAL TGARGCHIYAHRSVIERVGGLOPDYGGHGHEHPS 150
‘GFVDLASGRKINDVTKVYDDGHHF AL TGARGCHTYAHRSVIERVGGLOPDYGGHGHEHPS
Sbjct 121 QFVDLASGRKTNDVTKVYDDGHHFAL TGARGCHIYAHRSVIERVGGLOPDYGGHGHEHPS 150

Query 181 WSDRIVNAGLTSFRYGDVCGSHKL IHSHDEHLEVKRSVPTEERKAMARNGDLYIRHHYT 240
WSDRIYNAGLTSFRYGDVCGSIIKL THSHDEHLEVKRSVPTEERKARAARIGDL YWRHHYT
Sojct 181 LSDRIVNAGLTSFRYGDVCGSNKLTHSHDEHL EVKRSVPTEERKAMARNGDLYIRHHYT 240

Query 241 SSHAIPIVEPDRHWLTCLLSSKPDPORGTRURPDVKLLETLITSTTGGETVVLCDIPLT 360
SSHALPTVEPDRAVVLTCLLS+KPDPORGTRIRPDVKL LETLITSITGGETVVLCONPLT
Sbjct 241 SSHAIPIVEPDRFWLTCLLSIKPDPQRGTRURPDVKLLETLITSTTGGETWLCONPLT 360

Query 301 HPOASFERVTSPVDNPYFARNYLYYOHLRANPOVOMVACVDGTOVENLIAPHKHUETGKL 360
HP+ASFERVTSPUDNPYEARYLYYQHL RANPDV-=HVHCVDGTOVEML NAPHKHHETGKL
Sojct 301 HPKASFERVTSPUDNPYFARNYLYYQHLRANPOVKIVHCVDGTOVEHLNAPHKHIETGKL 360

Query 361 YVGHEPAVVGIDWIRDNHKATHLOTF IDTHADHTL LIAGIVGGDRETVHTETHDHIADHE 420
'YVGHEPAVVGIDLMRONHKATHL OTF IDTHADHTL LNAGIVGGDRETVHTE THOMLADHE
Sbjct 361 YVGHEPAVVGIDWIRDNHKATHLOTFIDTHADHTL LIAGIVGGDRETVHTFTHDHTADHE 420

Query 421 DQORRIWHKKDTKGTIIGDNATLIYVAYTKHADRLVYGPRVATIFKANERNPSIRHK 479
DQ RR+I#K D GTIIGONATLIYVAYTKHADRLVYGPRVAT-FKA_ERNPHSIRHK
Sbjct 421 DQLRRVWHKDDAPGTIIGDMATLNYVAYTKHADRLVYGPRVATVFKATERNPUSKWRHK 479
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glycosyltransferase A, fold, TRANSFERASE;
HET: UDP, UGA; 2.4A {Escherichia coli}
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Putative glycosyltransferase protein;
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3 [score [space [Upscream of che scarc |Codon|Posivion [tengen
L Js2s B (CATAGGACGGARCTCCARAAAR |ATG 55701 | 1440
2 |2co o (GAACTCCAAAAAAATGGACGAC |GTG 55710 1431
3 |se 0 CTCCARAAAAATGGACGACGTG |GTG 55713 1428
s |oa7 o (CGACTCGCCCGAGCCGCACCTG BTG |56055 | 1086
EED B (GCTCACCGGOGCC0R0RGCTGE TG |s6157 984
FED s CTocARCAAGCTCATCCACTCC |ATG [sezz[els
7 |1ss © (CAGCAGCCACCACATCOCCATC |GTG|séd42|699
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>TootsiePop_1@, function unknown, 108
Length = 128

Score = 225 bits (574), Expect = 2e-59
Identities = 108/108 (100%), Positives = 108/168 (100%)

Query: 1 NANGPTRKNPLAKFGVRLDDFDKLPEVNEGVNEFMDEVVAAHKNNSPVGTGAYRDSVQUT 60
HANGPTRKNPLAKF GVRLDDFDKLPEVNEGVNEFHDEVVAAKKNNSPVGTGAYRDSVQVT
Sbjct: 1 NANGPTRKNPLAKFGVRLDDFDKLPEVNEGVNEFMDEVVAAHKNNSPVGTGAYRDSVQUT 60

Query: 61 ERSTNKGRGKVGATDPQAHLVEFGSAHNDEYAPAQKTAKQFGGNAYGD 108
ERSTNKGRGKVGATDPQAHLVEF GSAHNDEYAPAQKTAKQFGGNAYGD
Sbjct: 61 ERSTNKGRGKVGATDPQAHLVEFGSAHNDEYAPAQKTAKQFGGNAYGD 108

>Starcevich Draft_11, function unknown, 108
Length = 108

Score = 225 bits (574), Expect = 2e-59
Identities = 108/108 (100%), Positives = 108/108 (100%)

Query: 1 NANGPTRKNPLAKFGVRLDDFDKLPEVNEGVNEFMDEVVAAHKNNSPVGTGAYRDSVQUT 60
HANGPTRKNPLAKF GVRLDDFDKLPEVNEGVNEFHDEVVAAKKNNSPVGTGAYRDSVQVT
Sbjct: 1 NANGPTRKNPLAKFGVRLDDFDKLPEVNEGVNEFMDEVVAAHKNNSPVGTGAYRDSVQUT 60

Query: 61 ERSTNKGRGKVGATDPQAHLVEFGSAHNDEYAPAQKTAKQFGGNAYGD 108
ERSTNKGRGKVGATDPQAHLVEF GSAHNDEYAPAQKTAKQFGGNAYGD
Sbjct: 61 ERSTNKGRGKVGATDPQAHLVEFGSAHNDEYAPAQKTAKQFGGNAYGD 108
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DeepTMHMM - Predictions

Predicted topologies can be downloaded in ,gff3 format and 3line format
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Sequences producing significant alignments:

Starcevich Draft_111, function unknown, 71
Scottish_162, function unknown, 71
Radiance_Draft_166, function unknown, 71
Kinghidas_102, function unknoun, 71
Empress_102, function unknown, 71
BodEinuohner17_112, function unknown, 71
BlueCrab_Draft_116, function unknown, 71
Spikelee_162, function unknown, 71
J0b42_102, function unknown, 71
BobaPhett_105, function unknown, 71
Bubbles123_96, function unknown, 72
Turuncu_68, RecA-like DNA recombinase, 259
GTES_54, function unknoun, 259

GRU1TS4, function unknown, 259

Dalilpop_69, RecA superfamily ATPase, 259
Marietta 66, RecA-like DNA recombinase, 265
BiPauneto_68, RecA-like DNA recombinase, 265
Vndexa_66, RecA-like DNA recombinase, 265
Whoselianz_65, RecA-like DNA recombinase, 265
Sukkupi_66, RecA-like DNA recombinase, 265
NadineRae 65, RecA-like DNA recombinase, 265
10yn_64, RecA-like DA recombinase, 265
Flapper_ 68, RecA-Like DNA recombinase, 259
StarStruck_66, Reca-like DNA recombinase, 284
Outis_66, RecA superfamily ATPase, 284
MerCougar_67, RecA-like DNA recombinase, 257

Score

E

(bits) Value

e

e

e

&

O T

ae-38
ae-38
ae-38
ae-38
ae-38
ae-38
ae-38
5e-38
5e-38
5e-38
3e-36
1




image1229.png
>Scottish_102, function unknoun, 71
Length = 71

Score = 155 bits (391), Expect = 4e-38
Identities = 71/71 (100%), Positives = 71/71 (100%)

Query: 1 HYKLAASFTTALDHVLSLDGDTRMWAAFLQRYDWLLDATENDDAPLDEIYSPDVDVRR 60
HIYKLAASF TTALDHVLSLDGDTRIHNANAWF LORYDL LDATENDDAPLDETYSPDVOVRR
Sbjct: 1 HVKLAASFTTALDHVLSLDGOTRUWANANFLQRYDHLLDATENDDAPLDETYSPDVDVRR 60

Query: 61 RUAMSCLIGDK 71
RUAMSCLIGDK
Sbjct: 61 RUAMSCLIGDK 71

>Radiance_Draft_160, function unknown, 71
Length = 71

Score = 155 bits (391), Expect = 4e-38
Identities = 71/71 (100%), Positives = 71/71 (100%)

Query: 1 HYKLAASFTTALDHVLSLDGDTRMWAAFLQRYDWLLDATENDDAPLDEIYSPDVDVRR 60
HIYKLAASF TTALDHVLSLDGDTRIHNANAWF LORYDL LDATENDDAPLDETYSPDVOVRR
Sbjct: 1 HVKLAASFTTALDHVLSLDGOTRUWANANFLQRYDHLLDATENDDAPLDETYSPDVDVRR 60

Query: 61 RUAMSCLIGDK 71
RUAMSCLIGDK
Sbjct: 61 RWAMSCLIGDK 71
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O hypothetical protein I5H17_go112 [Mycobacterium phage BodEinwohner17]
O hypothelical protein M609_gp104 [Mycobaclerium phage Job42]

O hypothetical protein I5H18_gp096 [Mycobacterium phage Bubbles123)

Description

Max
Score

144
143
137

Total | Query
Score | Cover

144 98%
143 98%
137 98%

E
value

Per.
Ident

‘
3e-43 100.00% YP 0099550081

1e-42 98.59% YP 0081266041
1e-40 94.37% YP 0099551081
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hypothetical protein 15H17_gp112 [Mycobacterium phage BodEinwohner17]
Sequence ID: YP_009955008.1 Length: 71 Number of Matches: 1

»See 5 more title(s)

Range 1:1to 71 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
144 bits(364) 3e-43 Compositional matrix adjust. 71/71(100%) 71/71(100%) 0/71(0%)

Query 1 HYKLAASFTTALDHVLSLDGDTRU4ANAKFLORYDHLLDATENDDAPLOETYSPDVOVRR 60
HVKLARSF TTALDHVLSLDGDTRHWALAF LORYDHLLDATENDDAPLOETYSPOVOVRR
Sbjct 1 MYKLAASFTTALDHVLSLDGDTRA4ANAKFLORYDHL LDATENDDAPLOETYSPDVDVRR 60

Query 61 RMAMSCLIGDK 71
RUANSCLTGDK
Sbjct 61 RUAMSCLIGOK 71

EIDownload v GenPept Graphics

hypothetical protein M609_gp104 [Mycobacterium phage Job42]
Sequence ID: YP_008126694.1 Length: 71 Number of Matches: 1
> See 5 more title(s)

Range 1:1to 71 Genpept Graghics

Score Expect Method Tdentities  Positives Gaps
143 bits(360) 1e-42 Compositional matrix adjust. 70/71(99%) 71/71(100%) 0/71(0%)

Query 1 HYKLAASFTTALDHVLSLDGDTRU4ANAKFLORYDHLLDATENDDAPLOETYSPDVDVRR 60
HVKLARSF TTALDHVLSLDGDTRHALANF LORYDHLLDATENDDAPLOETYSPD-DVRR
Sbjct 1 MYKLAASFTTALDHVLSLDGDTRA4ANAKFLORYDHL LDATENDDAPLOETYSPDIOVRR 60

Query 61 RMAMSCLIGDK 71
RUANSCLIGDK
Sbjct 61 RUAMSCLIGOK 71

EIDownload v GenPept Graphics

hypothetical protein I5H18_gp096 [Mycobacterium phage Bubbles123]
Sequence ID: YP_009955108.1 Length: 72 Number of Matches: 1
» See 1 more title(s)

Range 1:1to 71 Genpept Graghics
Score Expect Method Tdentities  Positives  Gaps
137 bits(346) 1e-40 _Compositional matrix adjust. _ 67/71(94%) 69/71(97%) 0/71(0%)

Query 1 HYKLAASFTTALDHVLSLDGDTRU4ANAKFLORYDHLLDATENDDAPLOETYSPDVDVRR 60
HVKLARSET ALDHVLSLDGDTRHALANF LORYDHLLDATENDDAPLOETYSPD-DVRR
Sbjct 1 MYKLAASFTRALDHVLSLDGDTRA4ANAKFLORYDHL LDATENDDAPLOETYSPDIOVRR 60

Query 61 RMAMSCLIGDK 71
RUANSCLGD
Shict 61 RWAMSCIIGDN 71
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Sequences producing significant alignments Download ' Select columns ~ Show | 100V | @

selectall 82 sequences selected GenPept  Graphics Distance tree of results ~ Multiple alignment MSA Viewer
Descipi Scientific | Max Total Query E | Per | Acc .
i Name  Score Score Cover value ldent Len ~ Accession
head-tail connector protein [Mycobacterium phage Squiry] Mycobacteriv.. 223 223 99% 2e-73 100.00% 108 YP_0091245621

lycobacterium phage Inventum] Mycobacteriv... 222 222 99% 5e-73 99.07% 108 YP_009125290.1

lycobacterium phage Mahavrat] Mycobacteriv... 222 222 99% 7e-73 99.07% 108 YP_009959274.1
head-tail connector protein [Mycobacterium phage Hubikazi] Mycobacteriv... 221 221 99% 2e72 99.07% 108 YP_0099581441

head-tail connector protei

Mycobacterium phage Quico] Mycobacteriv... 221 221 99% 3e72 98.15% 108 YP_0091945341

lycobacterium phage Donkeykong] Mycobacteriv... 221 221 99% 3e72 98.15% 108 YP_009956038.1

head-tail connector protei

lycobacterium phage Velveteen] Mycobacteriv... 220 220 99% 3e-72 98.15% 108 YP_008409547.1
head-tail connector protein [Mycobacterium phage Boomer] Mycobacteriv... 220 220 99% 3e-72 98.15% 108 YP_0020142261

Mycobacterium phage Gandalph] Mycobacteriv... 220 220 99% 5e-72 97.22% 108 YP_0099575211

head-tail connector protein [Mycobacterium phage RockyHorror] Mycobacteriv... 220 220 99% 5e-72 98.15% 108 YP_009636074.1

hypothetical protein SimranZ1_10 [Mycobacterium phage SimranZ1] Mycobacteriu... 219 219 99% Te-72 98.15% 108 AQT256221
head-tail connector protein [Mycobacterium phage Kimberiium] Mycobacteriu. .. 219 219 99% 9e-72 9722% 108 YP_0091981141
head-tail connector protein [Mycobacterium phage Drago] Mycobacteriu. .. 219 219 99%  1e-71 9815% 108 YP_009016088.1
head-tail connector protein [Mycobacterium phage Mates] Mycobacteriu. .. 219 219 99% 1e-71 9815% 108 YP_0099594751
head-tail connector protein [Mycobacterium phage Phatniss] Mycobacteriu. .. 219 219 99% 1e-71 97.22% 108 YP_0092025261
hypothetical protein SEA_ALEXPHANDER_10 [Mycobacterium phage Alexphander] Mycobacteriu. .. 219 219 99% 1e-71 97.22% 108 AV0244641

RECECE< NN B N<E<H<N<N<N<N<]

head-tail connector

obacterium phage Job42]

e Estaver!
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NTF2-like protein of unknown function;
YP_291699.1, NTF2-like protein of
unknown function MN2A 0505 from
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XseB; exodeoxyribonuclease VII, small
subunit. This protein is the small subunit
for exodeoxyribonuclease VIL.

Hot protein; Polymerase, exonuclease,
Hot, epsilon, Pol 111, TRANSFERASE; HET:
TMP; 2.1A {Escherichia coli} SCOP: a.237.

Spike protein 52'; Coronavirus, COVID-19,
SARS-CoV-2, spike, antiviral, VIRAL
PROTEIN; 2.2A {N/A}

 CRISPR_Cse2 ; CRISPR-associated protein
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initiation factor
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DeepTMHMM - Predictions

Predicted topologies can be downloaded in ,gff3 format and 3line format
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Score  E

Sequences producing significant alignments: (bits) Value

Starcevich Draft_112, function unknoun, 68 127 se-36
Fancypants_109, function unknoun, 68 17 se-3
Radiance_Draft_101, function unknown, 68 125 2e-35
Yorick 98, function unknown, 68 125 g3
TDanisky_110, function unknoun, 68 135 4e-3s
Spoonbill_162, function unknown, 68 125 ge-3s
Spikelee_163, function unknown, 68 125 ge-3s
Sparkdehlily 109, function unknown, 68 135 4e-3s
Shilan_165, function unknown, 68 125 ge-3s
Sassafras_164, function unknown, 68 125 ge-3s
Sandalphon_1e1, function unknoun, 65 135 4e-3s
Ruby_98, function unknoun, 65 135 4e-3s
RitaG_101, function unknown, 68 125 ge-3s
RedBird_103, function unknown, 68 125 ge-3s
Polkala 106, function unknown, 68 125 ge-3s
PHappiness_102, function unknoun, 68 135 4e-3s
Oldsen_99, function unknown, 68 125 ge-3s
Nimbo_32, function unknown, 68 125 ge-3s
MisterCuddles_102, function unknoun, 68 125 ge-3s
Minnie 97, function unknown, 68 125 ge-3s
Mattes 163, function unknown, 68 125 ge-3s
Hartik Draft_101, function unknown, 68 125 ge-3s
Hadiien_167, Function unknown, 68 125 ge-3s
Leperchaun_104, function unknoun, 68 125 ge-3s
Leozinho_98, function unknown, 68 125 ge-3s
JoeyIr_105, function unknown, 68 135 4e-3s
Jarcob_105, function unknown, 68 125 ge-3s
Inventum_100, function unknown, 68 125 ge-3s
Girr_101, function unknoun, 68 125 ge-3s
Geralt_95, function unknown, 68 125 ge-3s
Estavel_110, function unknown, 68 125 ge-3s
Eradicator_93, function unknoun, 68 125 ge-3s
DREy19_102, function unknoun, 65 135 4e-3s
Doug_98, function unknoun, 68 135 4e-3s
Dorothy_103, function unknoun, 68 135 4e-3s
Dacnerys_100, function unknown, 68 135 4e-3s
DaddyRickover_Draft_104, function unknown, 65 135 4e-3s
Hoonbeam_165, function unknown, 68 122 7e-3s
BobaPhett_106, serine/threonine kinase, 80 122 7e-3s
Spartacus_169, function unknown, 68 123 1e-3a
KristaRAN_111, serine/threonine kinase, 68 123 1e-3a
Florinda_114, function unknown, 69 123 1e-3a
Eish_107, function unknoun, 68 183 1e-3a
UncleRicky_11, function unknoun, 78 132 2e-34
RockyHorror_105, function unknoun, 75 132 2e-34
Hantra_99, Function unknown, 78 122 2e-34
Lorde_104, function unknown, 78 122 2e-34
Karhdo_o8, function unknown, 68 122 2e-34
Enby_185, function unknoun, 78 132 2e-34
Drago, 101, function unknown, 78 142 2e-34
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>Fancypants_109, function unknoun, 68
Length = 68

Score = 147 bits (371), Expect = 8e-36
Identities = 68/68 (100%), Positives = 68/68 (100%)

Query: 1 MDQNLKPGDDVHVDFDGLEHEGTVEKIQAGGHVRCSIVIDPEYDYGSITPRLAPHTTVAY 60
HDQNLKPGDDVHVDF DGL EHEGTVEKTQAGGHVRCSTVIDPEYDYGSITPRLAPHTTVAY
1 HDQNLKPGDDVWVDFDGL EHEGTVEKTQAGGNVRCSIVIDPEYDYGSTTPRLAPHTTVAV 60

61 KTTRIRPR 65
KTTRIRPR
61 KTTRIRPR 65

>Radiance_Draft_161, function unknown, 68
Length = 68

Score = 145 bits (367), Expect = 2e-35
Identities = 67/68 (98%), Positives = 68/68 (100%)

1 HDQNLKPGDDVHVDFDGLEHEGTVEKTQAGGKVRCSTVIDPEYDYGSITPRLAPHTTVAV 60
HDQNLKPGDDVHVDF DGL EHEGTVEKTQAGGKVRCSTVIDPEYDYGS ITPRLAPHHTVAV
Sbjct: 1 HDOHLKPGDDVNVDFDGLEHEGTVEKTQAGGKVRCSTVIDPEYDYGSITPRLAPHSTVAV 60

61 KTTRIRPR 65
KTTRIRPR
61 KTTRIRPR 65

>Yorick_98, function unknown, 68
Length = 68

Score = 145 bits (365), Expect = 4e-35
Identities = 67/68 (98¥), Positives = 67/68 (95%)

1 HDQNLKPGDDVHVDFDGLEHEGTVEKTQAGGKVRCSTVIDPEYDYGSITPRLAPHTTVAY 60
HDQNLKPGDDVHVDF DGL EHEGTVEKTQAGGKVRCSTVIDPEYDYGSITPRLAPH TVAV
: 1 HDQNLKPGDDVWVDFDGLEHEGTVEKTQAGGNVRCSIVIDPEYDYGSTTPRLAPHITVAV 60

Query: 61 KTTRIRPR 68
KTTRIRPR
61 KTTRIRPR 65
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Description

‘hypothetical protein I5H36 gp109 [Wycobacterium phage Fancypants]
‘hypothetical protein N56_gp100 [Mycobacterium phage Daenerys]
‘hypothetical protein I5HG7_gp105 [Mycobacterium phage Moonbear)
serinefthreonine kinase [Mycobacterium phage BobaPhetf

‘hypothetical protein FDI13 gp109 [Mycobacterium phage Spartacus]
‘hypothetical protein I5H17_gp113 [Mycobacterium phage BodEinwohner17]
‘hypothetical protein FLORINDA 114 [Wycobacterium phage Florinda]
‘hypothetical protein PBI BOBI 103 [Mycobacterium phage Bobi]
‘hypothetitcal protein [Mycobacterium phage Empress]

‘hypothetical protein CL68 9101 [Mycobacterium phage Drago]

‘hypothetical protein SEA FLATHEAD 104 [Mycobacterium phage Flathead]
‘hypothetical protein SEA OGOPOGO 106 [Mycobacterium phage Ogopogo]
‘hypothetical protein M040_gpd7 [Mycobacterium phage SiSil

‘hypothetical protein SEA LATRETIUM 105 [Mycobacterium phage Laretium]
ypothetical protein SEA GIGIOUIOUI 96 [Mycobacterium phage GigiouiOu]
‘ypothetical protein PBI BUZZLYSEYEAR 109 [Mycobacterium phage Buzzlyseyear]
‘ypothetical protein SEA ALEXPHANDER_103 [Mycobacterium phage Alexphander]
‘hypothetical protein SEA SABBB 105 [lycobacterium phage Sabbb]
‘hypothetical protein M509 gp105 [Mycobacterium phage Job42]

‘hypothetical protein M184 gp03 [Mycobacterium phage WIVsmall]
‘hypothetical protein I5HO8 gp106 [Wycobacterium phage Whowxphi]
‘ypothetical protein SEA POLLYWOG 104 [Mycobacterium phage Pollywog]
hypothetical protein SEA BYCHANCE 93 [Mycobacterium phage ByChance]
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hypothetical protein I5H36_gp109 [Mycobacterium phage Fancypants]
Sequence ID: YP_009956988.1 Length: 68 Number of Matches: 1
» See 1 more title(s)

Range 1:1to 68 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
142 bits(350) 1e-42 Compositional matrix adjust. 68/68(100%) 68/68(100%) 0/68(0%)
Query 1 MDQULKPGDDVIVDFDGLEHEGTVEKTQAGGHVRCSTVIDPEVDYGSTTPRLAPHTTVAY 60

HDQLKPGDDVHVDFDGL EHEGTVEKTQAGGHVRCS TVIDPEYDYGSTTPRLAPHTTVAY.
Sbjct 1 MDQULKPGDDVIVDFDGLEHEGTVEKTQAGGHVRCSTVIDPEVDYGSTTPRLAPHTTVAY 60

Query 61 KITRIRPR 68
KTTRIRPR
Sojct 61 KITRIRPR 68

EDownload v GenPept Graphics

hypothetical protein N856_gp100 [Mycobacterium phage Daenerys]
Sequence ID: YP_008410669.1 Length: 68 Number of Matches: 1
> See 31 more title(s)

Range 1:1to 68 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
140 bits(353) Ge-42 Compositional matrix adjust. 67/68(99%) 67/68(98%) 0/68(0%)

Query 1 HDOULKPGDDVIVDFDGLEHEGTVEKTQAGGHVRCSIVIDPEVDYGSTTPRLAPHTTVAY 60
HDQLKPGDDVIVDFDGL EHEGTVEKTQAGGHVRCSTVIDPEVDYGSTTPRLAPH TVAV
Sbjct 1 MDQULKPGDDVIVDFDGLEHEGTVEKTQAGGHVRCSTVIDPEVDYGSTTPRLAPHTTVAY 60

Query 61 KITRIRPR 68
KTTRIRPR
Sojct 61 KITRIRPR 68
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Score
(bits) Value

Sequences producing significant alignment

Starcevich Draft_113, function unknoun, 203 431 e-121
Rialto_Draft_107, function unknown, 203 226 e-119
Alexphander_104, glycosyltransferase, 203 a2 e-119
Pollyuog_105, glycosyltransferase, 203 22 e-118
Seagreen_105, glycosyltransferase, 203 a7 e117
Boomer_105, function unknown, 203 216 e-116
Tootsieroll 96, glycosyltransferase, 273 a5 e-11s
Ramsey_108, function unknown, 203 a5 e-11s
Buzzlyseyear_110, glycosyltransferase, 203 a5 e-11s
Squirty_102, glycosyltransferase, 203 209 e-114
Velvetean_160, glycosyltransferase, 203 207 e-114
Sarma624 165, glycosyltransferase, 203 207 e-114
Kingsley 112, glycosyltransferase, 203 207 e-114
Coco12_184, glycosyltransferase, 203 207 e-114
Cerasum_162, glycosyltransferase, 203 207 e-114
BigPhil_100, glycosyltransferase, 203 207 e-114
Quico_112, glycosyltransferase domain protein, 203 207 e-113
Girafales 112, glycosyltransferase, 203 207 e-113
Stap_Draft 99, function unknoun, 203 205 e-113
J0b42_106, glycosyltransferase, 203 205 e-113
Beakin_99, glycosyltransferase, 204 203 e-112
Oksu_Draft_167, function unknoun, 203 202 e-112
a1Farm20_112, glycosyltransferase, 203 202 e-112
RockyHorror_107, function unknoun, 204 399 e-1m
Hova_106, glycosyltransferase, 203 399 e-1mn
Datiorst_163, glycosyltransferase, 204 399 e-1m
Simranzl_163, glycosyltransferase, 203 3% e-1mn
Lorde_108, glycosyltransferase, 204 3% e-1m
Enby_107, glycosyltransferase, 204 3% e-1m
Drago_103, N-acetylglucosaminyltransferase, 204 3% e-1m
Dirtiicgirt 104, glycosyltransferase, 204 3% e-1m
Spikelee 164, glycosyltransferase, 203 397 e-110
Cornucopla_105, glycosyltransferase, 203 397 e-110
Kimberlium 105, glycosyltransferase, 203 395 e-110
Juiceass_103, glycosyltransferase, 203 35 e-1l0
Auesomesauce 95, glycosyltransferase, 203 35 e-1l0
OwlsT2i_163, glycosyltransferase, 204 35 e-1l0
Hegedechuinu_112, glycosyltransferase, 203 395 e-110
Plumbus_102, glycosyltransferase, 203 39 e-1le
TootsiePop_93, glycosyltransferase, 203 391 e-109
Piper2020_38, glycosyltransferase, 203 391 e-109
Misha28_93, glycosyltransferase, 203 391 e-109
ChickenDinner_Draft_97, function unknoun, 203 301 e-109
Bobi_107, glycosyltransferase, 204 391 e-1e9
Leozinho_99, glycosyltransferase, 203 389 e-108
VRedHorse_164, glycosyltransferase, 207 382 e-106
Sabbb_106, glycosyltransferase, 207 380 e-106
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>Rialto_Draft_107, function unknown, 203

Score = 426 bits (1096), Expect

Length = 203

e-119

Identities = 200/203 (98%), Positives = 201/203 (95%)
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: 121
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HITHIIGIVAHTKRAEQAHRLIETVGAAYNSIDNGTLGCETNHRKVIQHL TRHNTDWLVVL.
HTHIIGIVAHTKRAEQAHRLIETVGAAYNSIDNGTLGCETNHRKVIQHL TRHNTDWLVVL.
HTHIIGTVAHTKRAEQAHRLHETVGAAYNSIDNGTLGCETNHRKVIQHL TRHNTDHLVVL.

EDDATPCNNFRDQLDAALAVAPSPVVSLYLGRERPREYQQRIAKAAGTTAHULTCRRLLH
EDDATPCNNFRDQLDAALAVAPSPVVSLYLGRERPREYQQRIAKAAGTTAHULTCRRLLH
EDDATPCNNFRDQLDAALAVAPSPVVSLYLGRERPREYQQRIAKAAGTTAHULTCRRLLH

AVGTATHADLVPHHLNNLPNGKPTDEAT SANARHQGHT TAY TWPSL IDHADTPSLTGRRG
/AVG ATHADLVPHHLNNLPNGKPDEATSANARHQGHT IAYTWPSL IDHADTPSLTGRRG
AVGVATHADLVPHHLNNLPNGKPTDEAT SANARHQGHT TAY TWPSL IDHADTPSLTGRRG

PAPGRVANRHGDRDQWTSEAHPL 203
PAPGRVANRHGDRDQHTS+ HPL
PAPGRVANRHGDRDQHTSDTHPL 203

>Alexphander_104, glycosyltransferase, 203

Length = 203

Score = 424 bits (1291), Expect = e-119
Identities = 199/203 (98%), Positives = 200/203 (95%)
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: 121
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AVGTATHADLVPHHLNNLPNGKPTDEAT SANARHQGHT TAY TWPSL IDHADTPSLTGRRG
/AVG ATHADLVPHHLNNLPNGKPDEATSANARHQGHT IAYTWPSL IDHADTPSLTGRRG
AVGVATHADLVPHHLNNLPNGKPTDEAT SANARHQGHT TAY TWPSL IDHADTPSLTGRRG
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PAPGRVANRHGDRDQHTS+ HPL
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s

s

120

120

150

150

s

s

120

120

150

150




image1254.png
RID
Query ID
Description
Molecule type
Query Length

9C05A04Y013 (Expires on 06-25 04:29 am)
Idl|Query_152033

unnamed protein product

amino acid

204

Database Name
Description

Program

nr
All non-redundant GenBank CDS translations-+PDB+SwissProt+PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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& Download v GenPept Graphics

head-tail connector protein [Mycobacterium phage Squirty]
Sequence ID: YP_009124562.1 Length: 108 Number of Matches: 1
See 8 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 108 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
223 bits(569) 2e-73 Compositional matrix adjust. 108/108(100%) 108/108(100%) 0/108(0%)

Query 1 MANGPTRKNPLAKFGVRLDDFDKLPEVNEGVNEFMDEVVAAWKNNSPVGTGAYRDSVQVT 60
MANGPTRKNPLAKFGVRLDDFDKLPEVNEGVNE FMDEVVAARKNNSPVGTGAYRDSVQUT
Sbjct 1 MANGPTRKNPLAKFGVRLDDFDKLPEVNEGVNEFMDEVVAAWKNNSPVGTGAYRDSVQUT 60

Query 61  ERSTNKGRGKVGATDPQAHLVEFGSAHNDEYAPAQKTAKQFGGNAYGD 108
ERSTNKGRGKVGATDPQAHLVEF GSAHNDE YAPAQKTAKQF GGNAYGD
Sbjct 61  ERSTNKGRGKVGATDPQAHLVEFGSAHNDEYAPAQKTAKQFGGNAYGD 108

& Download v GenPept Graphics

head-tail connector protein [Mycobacterium phage Inventum]
Sequence ID: YP_009125290.1 Length: 108 Number of Matches: 1
See 16 more title(s) v See all Identical Proteins(IPG),

Range 1: 1 to 108 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
222 bits(566) Se-73 Compositional matrix adjust. 107/108(99%) 108/108(100%) 0/108(0%)

Query 1 MANGPTRKNPLAKFGVRLDDFDKLPEVNEGVNEFMDEVVAAWKNNSPVGTGAYRDSVQUT 60
MANGPTRKNPLAKFGVRLDDFDKLPEVN+GVNE FMDEVVAARKNNSPVGTGAYRDSVQUT
Sbjct 1 MANGPTRKNPLAKFGVRLDDFDKLPEVNQGVNEFMDEVVAAWKNNSPVGTGAYRDSVQUT 60

Query 61  ERSTNKGRGKVGATDPQAHLVEFGSAHNDEYAPAQKTAKQFGGNAYGD 108
ERSTNKGRGKVGATDPQAHLVEF GSAHNDE YAPAQKTAKQF GGNAYGD
Sbict 61  ERSTNKGRGKVGATDPOAHLVEFGSAHNDEYAPAQKTAKOFGGNAYGD 108
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Description

alycosylransferase [Mycobacterium phage Alexphander]
alycosylranserase [Mycobacterium phage Pollywog]
glucosytransterase [Mycobacterium phage Seagreen]
glucosyitransfersse [Mycobacterium phage Boomer]
glucosyltransferase [Wycobacterium phage Ramsey]
glucosytranserase [Mycobacterium phage Buzzl yseyear]
alycosylransferase [Mycobacterium phage Tootsierol]
glucosytransterase [Mycobacterium phage Sauirty]
glucosyitransfersse [Mycobacterium phage Velveteen
glucosyltransferase [Mycobacterium phage Quico]
glucosytransterase [Mycobacterium phage Job42]
alycosylransferase [Mycobacterium phage Beakin]
glucosytransferse [Mycobacterium phage RoclyHorror]
alycosylransferase [Mycobacterium phage Moval
glucosytransferase [Mycobacterium phage Drago]
alycosylransferase [Mycobacterium phage SimranZ1]
alycosylransferase [Mycobacterium phage Comucopial
glucosyitransferase [Mycobacterium phage OwIsT2W]
glucosyitransfersse [lycobacterium phage WIVsmal]
glucosyltransferase [Mycobacterium phage Spikelee]

Max
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397
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410 99%
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404 99%
403 99%
401 99%
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394 99%
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387 99%
386 99%
385 99%
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384 9%
384 99%
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E
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20143
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1e-140
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1e-135
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3e-135
9-135
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Te-134
Te-134

Per.
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98.03%
97.54%
97.04%
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95.57%
95.57%
9458%
9458%
9458%
94.09%
94.97%
9257%
92.12%
92.12%
92.08%
92.12%
9261%
92.96%
92.46%
91.13%

Accession

V0245471
Qavitots
YP 0091007881
P 0020143211
YP 002201895 1
YP 0091251031
aw09158 1
YP 009124854.1
YP 008400637.1
YP 009104636.1
YP 008126596.1
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YP 0096361711
onnoas 1
UEMasT0 1
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Q25151
ospatses1
YP 00596007.1
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glycosyltransferase [Mycobacterium phage Alexphander]
Sequence ID: AVO24547.1 Length: 203 Number of Matches: 1

Range 1: 1 to 203 Genpest Graohis

Score Expect Method Tdentities Positives Gaps
410 bits(1054) 2e-144 Compositional matrix adjust. 199/203(98%) 200/203(98%) 0/203(0%)

Query 1 MTHIIGIVAHTKRAEQAHRLHETVGAAYHSIONGTLGCETNHRKVWQHLTRANTOHLWVL 68
MTH_ IGIVAHTKRAEQAHRLIETVGAAYHNS IDNGTLGCETHHRKVIIQHL TRHNTDWLVVL.
Sbjct 1 MTHTIGIVAHTKRAEQAHRLIETVGAAYMSTONGTLGCETNARKVICHLTRANTDHLWL 68

Query 61  EDDAIPCUNFRDQLDAALAVAPSPVSLYLGRERPREYQORIAKAAGTTAHULTCRRLLH 120
EDDATPCIFRDQLDAALAVAPSPVVSLYLGRERPREYQQRIAKAAGTTAHHLTCRRLLH
Sbjct 61  EDDATPCUNFRDQLDAALAVAPSPVSLYLGRERPREYQQRIAKAAGTTAHULTCRRLLH 120

Query 121 AVGTATHADLVPHILNNLPNGKPIDEAISAHARHOGHTIAYTWPSLIDHADTPSLTGRRG 150
AVG ATHADLVPHILIINLPIIGKPTDEATSAARHOGHT IAYTWPSLIDHADTPSLTGRRG
Sbjct 121 AVGVATHADLVPHYLNNLPNGKPIDEATSAHARHQGHT LAYTPSL TORADTPSLTGRRG 150

Query 181 PAPGRVAURHGDRDQHTSEAHPL 203
PAPGRVANRHGDRDQHTS HPL
Soict 181 PAPGRVAURHGDRDQTSOTHPL 203

EiDownioad v GenPept Graphics

glycosyltransferase [Mycobacterium phage Pollywog]
Sequence ID: QAY11031.1 Length: 203 Number of Matches: 1

Range 1:1to 203 Genpet Graohis
Score Expect Method Tdentities Positives Gaps
408 bits(1048) 2e-143 Compositional matrix adjust. 198/203(98%) 199/203(98%) 0/203(0%)

Query 1 MTHIIGIVAHTKRAEQAHRLHETVGAAYHSIONGTLGCETNHRKVWQHLTRANTOHLWVL 68
MTH_ IGIVAHTKRAEQAHRLIETVGAAYHNS IDNGTLGCETHHRKVIIQHL TRHNTDWLVVL.
Sbjct 1 MTHTIGIVAHTKRAEQAHRLIETVGAAYMSTONGTLGCETNARKVICHLTRANTDHLWL 68

Query 61  EDDAIPCUNFRDQLDAALAVAPSPVSLYLGRERPREYQORIAKAAGTTAHULTCRRLLH 120
EDDATPCIFRDQLDAALAVAPSPVVSLYLGRERPREYOQRIAKAA TTAHHLTCRRLLH
Sojct 61  EDDATPCUNFRDQLDAALAVAPSPVSLYLGRERPREYQQRIAKAADTTAHULTCRALLH 120

Query 121 AVGTATHADLVPHILNNLPNGKPIDEAISAHARHOGHTIAYTWPSLIDHADTPSLTGRRG 150
AVG ATHADLVPHILIINLPIIGKPTDEATSAARHOGHT IAYTWPSLIDHADTPSLTGRRG
Sbjct 121 AVGVATHADLVPHYLNNLPNGKPIDEATSAHARHQGHT LAYTPSL TORADTPSLTGRRG 150

Query 181 PAPGRVAURHGDRDQHTSEAHPL 203
PAPGRVANRHGDADOHTS = HPL
Sbict 181 PAPGRVAWRHGDROQHTSDTHPL 203
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|Sequence of the Region |Start|Starc [oaF

[pstzesm of che stare [codon|Posivion [Lengen

TCCARGCCGGAGGCIGGGICAG |ATG |S7465 714
anaccacacGCATARGGCCACE |aTG |s757L |61z
(GATGACCCACATCATCGGCATC |GTG 57592 |s91
|CGCCGAACAAGCACACCGGCTC |ATG 57631 |ssz
[AGCACACCGGCICATGGARACC |GTG 57640 543
(GGARACCGTGGGCGCCGCATAC |ATG 57655 |s28
ATGCGARACCAACCACCGCARA |GTG (57703 480
(CCGCCACAACACAGACTGGCTC |GTG 57742 441
(CCAGCTCGACGCAGCGCTAGCA |GTG 57808 375
(GCTAGCAGTGGCGCCCAGCCCA |GTG 57623 360

[ACACGCCGACCICGTACCGCAC |ATG (57970 213
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DeepTMHMM - Predictions

Predicted topologies can be downloaded in ,gff3 format and 3line format
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HK97 family phage protein
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NCTC 8325
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gp10 family. This model represents an
uncharacterized, highly divergent
bacteriophag

; Minor_capsid 2 ; Minor capsid protein

SLT orf 123-like protein [Staphylococcus.
aureus subsp. aureus NCTC 8325
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StajRaw SO |Genomic |Spacer |Final |Sequence of the Region |[Starc|Starc  [oRF
3 [score |z value [pisvance|score [Upscream of che Scarc |Codon|Posivion [Lengen
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DeepTMHMM - Predictions

Predicted topologies can be downloaded in ,gff3 format and 3line format
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BLASTP 2.2.26 [Sep-21-2011]

Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 17, 2023
441,254 sequences; 85,381,218 total letters
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(bits) Value

Sequences producing significant alignment:

zizzle_10, tail terminator, 134 267 6e-72
Zerg_10, tail terminator, 134 267 6e-72
Yorick 16, tail terminator, 134 267 se-72
VRedHorse_16, tail terminator, 134 267 se-72
SwagPigglett 19, tail terminator, 134 267 6e-72
Starcevich Draft_12, function unknown, 134 267 se-72
Shilan_16, tail terminator, 134 267 se-72
Scottish_le, tail terminator, 134 267 se-72
Sassafras_16, tail terminator, 134 267 se-72
RockyHorror_11, tail terminator, 134 267 6e-72
Rockne_10, tail terminator, 134 267 se-72
Ritag_10, tail terminator, 134 267 se-72
Redgird_10, tail terminator, 134 267 se-72
Pollywog_11, tail terminator, 134 267 6e-72
Polkals 10, tail terminator, 134 267 se-72
Poenanya_10, tail terminator, 134 267 6e-72
PIC_10, Tail terminator, 134 267 se-72
Piper2020_11, tail terminator, 134 267 se-72
Phatniss_10, tail terminator, 134 267 se-72
PHappiness_10, tail terminator, 134 267 6e-72
Paccas_10, tail terminator, 132 267 se-72
OwlsT2N_11, tail terminator, 134 267 se-72
OlympiaSaint_10, tail terminator, 134 267 se-72
Oldsen_16, tail terminator, 134 267 se-72
Ogopogo_13, tail terminator, 134 267 se-72
Nivrat_T6, tail terminator, 134 267 se-72
Nitzel 11, tail terminator, 134 267 se-72
Nimbo_T0, tail terminator, 134 267 se-72
HulchSalad Draft_10, function unknown, 134 267 se-72
Hova_11, tail terminator, 134 267 se-72
Hoonbeam_16, tail terminator, 134 267 se-72
Mantra_16, tail terminator, 134 267 se-72
L1i5_10, tail terminator, 134 267 se-72
Lizziana_10, tail terminator, 134 267 se-72
Leperchaun_10, tail terminator, 134 267 se-72
JoeyIr_10, tail terminator, 133 267 6e-72
Jarcob_10, tail terminator, 134 267 se-72
Inventun_10, tail terminator, 134 267 se-72
GigiOuioui_10, tail terminator, 134 267 se-72
Geralt_10, tail terminator, 134 267 6e-72
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>zizzle 10, tail terminator, 134

Score

Length = 134

267 bits (683), Expect

6e-72

Identities = 134/134 (100%), Positives = 13/134 (100%)

Query:
Sbiet:
Query:
Sbiet:
Query:

Sbict:

1 MATDSAPSIHRVLVAWLSPLGKVSTRRLSGDPLPHRVVRRVDGRDVPEEGSDVAVVSVHT
ATDSAPSTHRVLVAWLSPLGKVSTRRLSGDPLPHRVVRRVDGRDVPEEGSDVAVVSVHT
1 MATDSAPSIHRVLVAWLSPLGKVSTRRLSGDPLPHRVVRRVDGRDVPEEGSDVAVVSVHT

61  FAASDEAAENEAELTHQRLELVVNPLTEIPVGGGVVARIDYARVLHKPVLVEYDDDGHL
FAASDEAAENEAEL THQRILELVVHPLTETPVGGGVVARIDYARVLIKPVLVEYDDDGHL
61  FAASDEAAENEAELTHQRILELVVNPLTEIPVGGGVVARTDYARVLHKPVLVEYDDDGHL

121 VRHVGRYETGVQYI 134
VRHVGRYEIGVQYT
121 VRHVGRYETGVQYI 134

>Zerg_10, tail terminator, 134

Score

Length = 134

267 bits (683), Expect = 6e-72

Identities = 134/134 (100%), Positives = 13/134 (100%)

Query:
Sbiet:
Query:
Sbiet:
Query:

Sbict:

1 MATDSAPSIHRVLVAWLSPLGKVSTRRLSGDPLPHRVVRRVDGRDVPEEGSDVAVVSVHT
ATDSAPSTHRVLVAWLSPLGKVSTRRLSGDPLPHRVVRRVDGRDVPEEGSDVAVVSVHT
1 MATDSAPSIHRVLVAWLSPLGKVSTRRLSGDPLPHRVVRRVDGRDVPEEGSDVAVVSVHT

61  FAASDEAAENEAELTHQRLELVVNPLTEIPVGGGVVARIDYARVLHKPVLVEYDDDGHL
FAASDEAAENEAEL THQRILELVVHPLTETPVGGGVVARIDYARVLIKPVLVEYDDDGHL
61  FAASDEAAENEAELTHQRILELVVNPLTEIPVGGGVVARTDYARVLHKPVLVEYDDDGHL

121 VRHVGRYETGVQYI 134
VRHVGRYEIGVQYT
121 VRHVGRYETGVQYI 134

s

s

120

120

s

s

120

120




image122.png
Vo< E N NN NN E<N<N<N<N<]

Max Total Query E Per  Acc.

Descrpton e Score Score Cover value | Ident | Len ~ Accession
head-tal adaptor [Mycobacterium phage Boomer] Mycobacterium phage Boomer 266 266 99% 2689 100.00% 134 YP_002014227.1

Mycobacterium phage Spark... 265 265 99%  3e-89 99.25% 134 YP_009187166.1

head-tail adaptor [Mycobacterium phage Gandalph] Mycobacterium phage Gand . 265 265 99%  de-89 9925% 134 YP_0099575221

adaptor [Mycobacterium phage Bubbles123] Mycobacterium phage Bubbl... 265 265 99%  6e89 9925% 134 YP_0099550221

il terminator [Mycobacterium phage Frankie] Mycobacterium phage Frankie 264 264 99%  8e-89 9925% 134 AUX819371
/cobacterium phage Cheg] Mycobacterium phage Che8 264 264 99% 989 9925% 134 NP_8173481

Mycobacterium phage Saal 264 264 99%  1e-88 9925% 134 YP_009007477.1

Mycobacterium phage Jobd2 263 263 99% 388 9851% 134 YP_0081266011

263 263 99% 388 9851% 134 YP_0099624641

Mycobacterium phage Donk... 263 263 99% 488 9851% 134 YP_009956039.1

Mycobacterium phage Maha... 262 262 99% 5e88 97.76% 134 YP_0099592751

head-tail adaptor [Mycobacterium phage LilMoolah] Mycobacterium phage Li

262 262 99% 7e-88 9851% 134 YP 0101051981
tail terminator [Mycobacterium phage Pippy] Mycobacterium phage Pippy ~ 262 262 97%  8e-88 10000% 133 ASJ796101

head-tail adaptor [Mycobacterium phage Velveteen Mycobacterium phage Velve . 261 261 99%  2e-87 97.76% 134 YP_0084095481
head-ta Mycobacterium phage Boba... 260 260 99%  de-87 97.01% 134 YP_0099547981

head-tail Mycobacterium phage Drage 259 259 99% 787 97.76% 134 YP_009016089.1

headtai Mycobacterium phage GUmbie 258 258 99% 286 97.01% 134 YP_0090188861

head-tail adaptor [Mycobacterium phage Fancypants] Mycobacterium phage Fanc.. 257 257 99%  5e-86 9627% 134 YP_009956889 1
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head-tail adaptor [Mycobacterium phage Boomer]
Sequence ID: YP_002014227.1 Length: 134 Number of Matches: 1
See 49 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 134 GenPept Graphics

Score Expect Method Tdentities positives Gaps
266 bits(679) 2e-89 Compositional matrix adjust. 134/134(100%) 134/134(100%) 0/134(0%)

Query 1 MATDSAPSIHRVLVAWLSPLGKVSTRRLSGDPLPHRVVRRVDGRDVPEEGSDVAVVSVHT 60
MATDSAPSTHRVLVANLSPLGKVSTRRLSGDPLPHRVVRRVDGRDVPEEGSDVAVVSVHT
Sbjct 1 MATDSAPSIHRVLVAWLSPLGKVSTRRLSGDPLPHRVVRRVDGRDVPEEGSDVAVVSVHT 60

Query 61  FAASDEAAENEAELTHQRMLELVVNPLTEIPVGGGVVARIDYARVLMKPVLVEYDDDGHL 120
FAASDEAAENEAEL THQRML ELVVNPL TEIPVGGGVVARIDYARVLMKPVLVEYDDDGHL
Sbjct 61  FAASDEAAENEAELTHQRMLELVVNPLTEIPVGGGVVARIDYARVLMKPVLVEYDDDGHL 120

Query 121 VRHVGRYEIGVQYI 134
VRHVGRYEIGVQYI
Sbjct 121 VRHVGRYEIGVQYI 134

& Download v GenPept Graphics

head-tail adaptor [Mycobacterium phage Sparkdehlily]
Sequence ID: YP_009187166.1 Length: 134 Number of Matches: 1
See 5 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 134 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
265 bits(678) 3e-89 Compositional matrix adjust. 133/134(99%) 134/134(100%) 0/134(0%)

Query 1 MATDSAPSIHRVLVAWLSPLGKVSTRRLSGDPLPHRVVRRVDGRDVPEEGSDVAVVSVHT 60
MATDSAPSIHRV+VANLSPLGKVSTRRLSGDPLPHRVVRRVDGRDVPEEGSDVAVVSVHT
Sbjct 1 MATDSAPSIHRVMVAWLSPLGKVSTRRLSGDPLPHRVVRRVDGRDVPEEGSDVAVVSVHT 60

Query 61  FAASDEAAENEAELTHQRMLELVVNPLTEIPVGGGVVARIDYARVLMKPVLVEYDDDGHL 120
FAASDEAAENEAEL THQRML ELVVNPL TEIPVGGGVVARIDYARVLMKPVLVEYDDDGHL
i sbict 61  FAASDEAAENEAELTHQRMLELVVNPLTEIPVGGGVVARIDYARVLMKPVLVEYDDDGHL 120
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PF11367.11

YP_500532.1

PF16807.8

YP_500047.1

Name

TAIL-TO-HEAD JOINING PROTEIN GP17;
VIRAL PROTEIN, VIRAL INFECTION,
TAILED BACTERIOPHAGE,
SIPHOVIRIDAE, SPP1, VIRAL ASSEM

Tail terminator protein Rec01690; "neck”,
“portal", “capsid", tail tube", VIRUS;
3.58A {Rhodobacter capsulatus}

PROPHAGE LAMBDALMOT, ANTIGEN B
IMMUNE SYSTEM, SURFACE, PHAGE-
RELATED; 2.401A {LISTERIA
MONOCYTOGENES}

; DUF3168; Protein of unknown function
(DUF3168)

hypothetical protein SAOUHSC_02037
[Staphylococcus aureus subsp. aureus.
NCTC 8325]

; DUF5072 ; Domain of unknown
function (DUF5072)

hypothetical protein SAOUHSC_01530
[Staphylococcus aureus subsp. aureus.
NCTC 8325]
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ScafRaw S0 [Genomic [Spacer [Final [Sequence of the Region [Starc[svarc [oms
3 [score |z value [pisvance|score [Upstream of che Scarc |Codon|Posivion [Lengen
[ i-s.sac 1247 |10 6.241 |AAACAGTICGGOGGCAACGCGT |ATG [esds  |40s
2201 0530 s -6.57¢ | GOCGAGTATCCACCGIGTACTG |GTG 6587 |3ce
3 |-s702 1am2 n 6.455 |ACTGGTGGOGTGECTGTCCCCT |TTG |7005 |34
s |s2e2 2342 |1e 5.078 | GGGGAAGGTTICCACTCGCCGT |TTG |7025 324
s |-s.as0 17m2 s -5.215 | TCGOCGTTIGICGGGIGATCCG |TTG |7044  |305
¢ |-s.es7 oo 1a ~6.853 | GGGTGATCCGTIGOCGCACCRT |GTG |7086  |257
7 |-c.aes o.sos 10 =7.157 | TGATCCGTIGOCGCACCGIGIG |GTG |7085  |294
o |-2.273 2830 13 3.315 |TGTTCCCGAGGARGGCAGCGAT |GTG |7204  |245
s |-s.3es 1333 |10 ~6.063 | GGAAGGCAGCGATGIGECTGIC |6Té |7113  |240
10 |-s.1s0 1ais 1s 6.23¢ | CAGCGATGIGGCIGICGIGICE |6Te |7115  |234
11 |-sas 1527 10 -4.83¢ |GGCCGOCGAGAATGAGGCCGAG |TTG |7167  |18¢
12 |-c.30s o.ss0 10 6.555 |GGOCGAGTIGACGCACCAACGA |ATG |7182 (171
13 |-s.s22 1285 13 ~6.563 | TGOGCGTATCGACTATGOGCGT |GTé |7260 |53
1s |-c.3es osar 12 -7.221 | TATCGACTATGOGCGTGIGETG |ATG |7266 |87
1s |-s.seo 1530 1n ~6.006 | CGAGTATGACGACGACGGCCAC |TTG |7305 |48
1c |-s.a72 1283 13 -6.515 |GTATGACGACGACGGCCACTIG |GTG |7308 |45
17 |-s.e21 |1.308 |10 6.1l |OGACGGCCACITGEIGOGGGAT |eTe  |7317 |36
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DeepTMHMM - Predictions

Predicted topologies can be downloaded in ,gff3 format and 3line format
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"Gapped BLAST and PSI-BLAST: a new generation of protein database search
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Sequences producing significant alignment

UncleRicky_12, major tail protein, 293
Shilan_11, major tail subunit, 293
Inventum_11, major tail subunit, 293
Drago_12, major tail subunit, 293
Empress_11, major tail subunit, 294
Paccap_11, major tail subunit, 293
Dorothy_11, major tail subunit, 293
Dacnerys_11, major tail subunit, 293
Blexus_11, major tail protein, 293
Boomer_12, major tail subunit, 294
Ritaq_11, major tail subunit, 294
Ruby_11, function unknoun, 285
Ogopogo_14, major tail protein, 288
$G4_11, major tail subunit, 293
zizzle_11, major tail protein, 269
Zerg_11, major tail protein, 269

Yorick 11, major tail protein, 269
Velveteen_12, major tail subunit, 269
TDanisky_11, major tail protein, 269
SwagPigglett 11, major tail protein, 269
Starcevich Draft_13, function unknoun, 269
Spikelee 12, major tail subunit, 269
Sparkdehlily 11, major tail subunit, 269
Sassafras_11, major tail protein, 269
Sarma62¢ 12, major tail protein, 269
Sandalphon_11, major tail protein, 269
Saal 11, major tail subunit, 269
RockyHorror_12, major tail subunit, 269
Rockne_11, major tail protein, 269
Rialto_Draft_12, function unknoun, 269
Remsey 12, major tail subunit, 269
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>UncleRicky_12, major tail protein, 293

Score

Length = 293

620 bits (1598), Expect = e-177

Identities = 203/293 (100%), Positives = 203/293 (100%)
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HPGPFLFAGFRNPVPYPHERSVPHTQPLTGTDHSAGGF TDIHKPF IERGGLOAVFIRDN
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MoccococoEEREa

Scientific Name Max Total Query E Per  Acc.

&) Score Score Cover value Ident  Len Accession

major tail protein [Mycobacterium phage Drago] Mycobacterium phage Drago 603 603 99% 00 10000% 293 YP_009016090 1
‘major tail protein [Mycobacterium phage Empress] Mycobacterium phage Empress 601 601 99% 00 99.66% 294 YP_ 0099566791
major tail protein [Mycobacterium phage Paccd(] Mycobacterium phage Paccd0 599 599 99% 00 99.32% 293 YP_0022415951
‘major tail protein [Mycobacterium phage Boomer] Mycobacterium phage Boomer 598 598 99% 00 98.98% 294 YP_ 0020142281
‘major tail protein [Mycobacterium phage RitaG] Mycobacterium phage RitaG 597 597 99% 00 98.98% 294 YP 0099618391
hypothetical protein SEA_RUBY_11 [Mycobacterium phage Ruby] Mycobacterium phage Ruby 587 567 97% 00 9861% 288 AXQE50281

‘major tail protein [Mycobacterium phage Ogopogo] Mycobacterium phage Ogopoge 585 585 97% 00 9826% 288 AVJ506531

major tail protein [Mycobacterium phage SG4] Mycobacterium phage SG4 559 559 9% 0.0 9418% 293 YP_0090132131
‘major tail protein [Mycobacterium phage Ramsey] Mycobacterium phage Ramsey, 553 553 91% 0.0 100.00% 269 YP_002241799.1
major tail protein [Mycobacterium phage DeadP] Mycobacterium phage DeadP 553 553 91% 00 9963% 269 YP 0090169011
major tail subunit [Mycobacterium phage Henu3 PeY-2017 Mycobacterium phage Henu3 PeY-2017 552 552 91% 00 9963% 269 QBJ00B3EA

major tail protein [Mycobacterium phage Bobi] Mycobacterium phage Bobi 552 552 91% 00 99.63% 269 YP_008408969.1
‘major tail protein [Mycobacterium phage Fruitioop] Mycobacterium phage Fruitioop 552 552 91% 0.0 99.26% 269 YP_0022416961
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major tail protein [Mycobacterium phage Drago]
Sequence ID: YP_009016090.1 Length: 293 Number of Matches: 1
See 6 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 203 GenPept Graphi

Score Expect Method Identities Positives Gaps
603 bits(1555) 0.0 Compositional matrix adjust. 293/293(100%) 293/293(100%) 0/293(0%)

Query 1 MPGPFLFAGNFRNPVPYPNERSVPMTQPLTGTDWSAGGF TDIHKPFIERGGLQAVFIRDN 60
MPGPF LFAGNFRIPVPYPNERSVPMTQPLTGTDWSAGGF TDIHKPF IERGGLQAVF IRDN
Sbjct 1 MPGPFLFAGNFRNPVPYPNERSVPHTQPLTGTDHSAGGF TDIHKPFIERGGLQAVFIRDN 60

Query 61  RGAATDMSPFEDDCVTVKWSPFAQDGKLRDDLFIRRKVNGKYEYNTDPNEGHWHIGCNPE 120
RGAATDMSPFEDDCVTVKWSPFAQDGKLRDDL FIRRKVNGKYEYNTDPNEGHWHIGCHPE
Sbjct 61  RGAATDMSPFEDDCVTVKWSPFAQDGKLRDDLFIRRKVNGKYEYNTDPNEGHWHIGCNPE 120

Query 121 DGGAEREPDVTSDDLMVLQSKFPVDSEVTEKSYSVRFVALGTADPLIHRLESELPLCDNA 180
DGGAEREPDVTSDDLMVLQSKFPVDSEVTEKSYSVRFVALGTADPLIHRLESELPLCDNA
Sbjct 121 DGGAEREPDVTSDDLMVLQSKFPVDSEVTEKSYSVRFVALGTADPLIHRLESELPLCDNA 18

Query 181 GNPLVALPGTPDYGEGPLLDADSAEYQLLLLYARRTSGGFIYRAEGYPAVKLDDQASKQR 240
GNPLVALPGTPDYGEGPLLDADSAEYQLLLLYARRTSGGF IYRAEGYPAVKLDDQASKQR
Sbjct 181 GNPLVALPGTPDYGEGPLLDADSAEYQLLLLYARRTSGGFIYRAEGYPAVKLDDQASKQR 240

Query 241 SKTDPDTADLTYKVLPNEYFHRPDPAGTIALVPGYFYVHMGGPGHAEQYSDGS 293
SKTDPDTADLTYKVLPNEYFMRPDPAGT IALVPGYFYVHHGGPGWAEQYSDGS
I Sbjct 241 SKTDPDTADLTYKVLPNEYFMRPDPAGTIALVPGYFYVHMGGPGHAEQYSDGS 293
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Hit

EXGRA

PF04630.15

TIGRO1603

PF06488.14

PF11681.11

Name

YSD1_22 major tail protein;
Bacteriophage tai, helical assembly,
VIRAL PROTEIN; 3.5A {Bacteriophage sp.}

; Phage TTP_1 ; Phage tail tube protein

maj_tail_phi13; phage major tail protein,
phi13 family. This model describes a set
of proteins that share low levels of

; L_lac_phage_MSP ; Phage tail tube
protein

; KPP10_Orf10; Bacteriophage KPP10,
Structural protein ORF10
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StajRaw SD |Genomic |Spacer |[Final |[Sequence of the Region [start|stare [omr
+ |score |z value [piscance|Score [Upscream of che Scarc |Codon|Posivion [Lengen
T j2.e; peee |15 -4.213 |CTGACAAGGGGOCTGGCGGATA [GTG [7350  |sez
2 |-a.ss3 [1727 |10 |=s-247 _|GoceATAGTGOCGGGTCOCTTT TG [7408 [ser
3 -1se2 |saes 2.335 | TCCARATGAGAGGAGCGTCCCT |aTG |7462  |s10
s |-s.2s¢ |13es |7 €.815 |GAGCGTCCCTATGACGCAGCCA |TTG |7474  |758
s |-sam 1s: s 5.733 | CAACCGCGGTGOCGCGACGGAC |ATG |7588  |ead
¢ |-2.ess |22 |20 -3.354 |GTCGOCGTICGAGGATGATIGE |GTG |7612  |ee0
7 |-2.es5 |2.c2s |1e -4.455 |GTTCGAGGATGATIGCGTGACE |GTG |7618  |es4
s |-3.2es |23m1 s -5.264 | CGACCTGTICATCCGCCGGRAG |GTG |7681  |ss1
s |-s.se0 1ms |7 ~6.103 |GGACGICACCICTGACGATCTG |aTG |7755  |477
10 -s.580 114 |20 -5.275 | CGTCACCICTGACGATCTGATG |GTG |7758  |474
1 -sse0 17as 13 -S.626 |CACCICTGACGATCIGATGETG |TTG |7801  |471
12 -s.575 1523 13 ~6.021 |GAAGTTCCCGGICGATICIGAG |GTG |7831 441
13 |-3.105 [2.427  |1e -4.501 |GGTGACGGARRAGTCGTACTCG |GTG |7852  |420
18 -s.247 1878 s ~6.247 | AAAGTCGTACTCGGTGOGGTIC |GTG |7861 411
15 |-2.751 |2.575  |1e -4.587 | COGGCTGGAGTCGGAACTICCG |TTG |7515  |3s7
le |-3.0s0 |2.454 |13 -4.05¢ |CCGOGCTGAGGGTTACCCGGCE |GTG [8077  |158
17 |-s.238 |1ss2  |1e -6.030 | TACGGCGGACCIGACGTACAAG |GTG |o145  |123
18 -s1s1 1527 10 -4.83¢ |GGTGCIGOCGAACGAGTACTIC |aTG [s170  |102
15 -s.e0e 120 |12 -6.€44 |CCTGGTTCCCGGCTACTICTAC |6Té [s221 |51
20 -€.275 |0.834 € -8.020 | TCCCGGCTACTICTACGIGIGE ATG 8227 45





image139.png
outside
signal
inside

10

Probability
14 o o
g & &

°
o

°
°

DeepTMHMM - Most Likely Topology | Type: Globular + SP

0

50 100

150

200

250

DeepTMHMM - Posterior Probabilities

— outside
— signal

150
Sequence

200

250




image140.png
BLAST Search Results

BLASTP 2.2.26 [Sep-21-2011]

Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 17, 2023
441,254 sequences; 85,381,218 total letters
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>Velveteen_13, tail assembly chaperone, 183
Length = 183

Score = 371 bits (353), Expect = e-103
Identities = 183/183 (100%), Positives = 183/183 (100%)

Query: 1 HSVKKPENNGAAAREQATEFDSPFADRVLRFDDGTTMTIPPHPNLRHLDDDALEAYEAYL 60
HSVKKPENNGAAAREQATEFDSPF ADRVLRFDDGT THT IPPHPNLRHLDDDAL EAYEAYL.
Sbjct: 1 HSVKKPENNGAAAREQATEFDSPFADRVLRFDDGTTH IPPHPNLRILDDDALEAYEAYL 60

Query: 61 EEIETYDREPDLYIPEQTVKDRDGNENVLPAETRPGAVKGPPYFKDGKRVSPPREVRIVQ 120
EETETYDREPDLYIPEQTVKDROGNEHVLPAETRPGAVKGPPYFKDGKRVSPPREVRIVQ.
Sbjct: 61 EEIETYDREPDLYIPEQTVKDRDGNEINVLPAETRPGAVKGPPYFKDGKRVSPPREVRIVQ 126

Query: 121 VVLGHDSYEVLRSKQINGRPAGARDVIRANT EQGFTIAERAESDSKSDGSSVVLETVPET 180
VVLGIDSYEVLRSKQINGRPAGARDVIRANT EQGF TTAERAESDSKSDGSSWLETVPET
Sbjct: 121 VVLGHDSYEVLRSKQINGRPAGARDVURANT EQGFTIAERAESDSKSDGSSVVLETVPET 180

Query: 181 DSE 183
bse
Sbjct: 181 DSE 183

>Starcevich Draft_14, function unknown, 183
Length = 183

Score = 371 bits (353), Expect = e-103
Identities = 183/183 (100%), Positives = 153/183 (100%)

Query: 1 HSVKKPENNGAAAREQATEFDSPFADRVLRFDDGTTMTIPPHPNLRHLDDDALEAYEAYL 60
HSVKKPENNGAAAREQATEFDSPF ADRVLRFDDGT THT IPPHPNLRHLDDDAL EAYEAYL.
Sbjct: 1 HSVKKPENNGAAAREQATEFDSPFADRVLRFDDGTTH IPPHPNLRILDDDALEAYEAYL 60

Query: 61 EEIETYDREPDLYIPEQTVKDRDGNENVLPAETRPGAVKGPPYFKDGKRVSPPREVRIVQ 120
EETETYDREPDLYIPEQTVKDROGNEHVLPAETRPGAVKGPPYFKDGKRVSPPREVRIVQ.
Sbjct: 61 EEIETYDREPDLYIPEQTVKDRDGNEINVLPAETRPGAVKGPPYFKDGKRVSPPREVRIVQ 126

Query: 121 VVLGHDSYEVLRSKQINGRPAGARDVIRANT EQGFTIAERAESDSKSDGSSVVLETVPET 180
VVLGIDSYEVLRSKQINGRPAGARDVIRANT EQGF TTAERAESDSKSDGSSWLETVPET
Sbjct: 121 VVLGHDSYEVLRSKQINGRPAGARDVURANT EQGFTIAERAESDSKSDGSSVVLETVPET 180
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Sequences producing significant alignments:

Velveteen 13, tail assembly chaperone, 183
Starcevich Draft_14, function unknown, 183
Sarma62¢_13, tail assembly chaperone, 183
Saal_12, tail assembly chaperone, 183
Rockne_12, tail assembly chaperone, 153
PHC_12, function unknown, 183
Piper2020_13, tail assembly chaperone, 183
Phatniss_12, tail assembly chaperone, 183
Nitzel 13, tail assembly chaperone, 183
Minnie 12, tail assembly chaperone, 183
L135_12, function unknoun, 153
Latretium_12, tail assembly chaperone, 183
Koella_12, tail assembly chaperone, 183
Kingsley_13, tail assembly chaperone, 183
Gorge_12, tail assembly chaperone, 153
Gandalph 12, tail assembly chaperone, 183
Eradicator_12, tail assembly chaperone, 183
Dante_12, tail assembly chaperone, 183
Clifton_12, tail assembly chaperone, 183
Cerasun_13, tail assembly chaperone, 183
Brocalys_12, tail assembly chaperone, 183
Bigphil 13, tail assembly chaperone, 183
AuesomeSauce_13, tail assembly chaperone, 183
VRedHorse_12, tail assembly chaperone, 183
Sassafras_12, tail assembly chaperone, 183
RedBird_12, tail assembly chaperone, 183
Radiance_Draft_12, function unknown, 183
Pollywog_13, tail assembly chaperone, 183
Paccap_12, tail assembly chaperone, 183
Oldsen_12, tail assembly chaperone, 183
Nimbo_12, tail assembly chaperone, 183
Leperchaun_12, tail assembly chaperone, 183
JoeyIr_12, tail assembly chaperone, 153
Tnventum_12, tail assembly chaperone, 183
Geralt_12, function unknown, 183
Dorothy_12, tail assembly chaperone, 153
Daenerys_12, tail assembly chaperone, 183
DaddyRickover_Draft_12, function unknoun, 153
BodEinuohner17_12, tail assembly chaperone, 183
BlueCrab_Draft_12, function unknown, 183
Blexus_12, tail assembly chaperone, 183
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Sequences producing significant alignments:

Starcevich Draft_1, function unknown, 116
Jelveteen 1, HIH endonuclease, 116
IncleRicky_1, HNH endonuclease, 110
rootsieroll 1, HiH endonuclease, 116
Spikelee 1, HIH endonuclease, 116
sarma624_1, HIH endonuclease, 116
RockyHorror_1, function unknown, 116
1ST2W_1, HIH endonuclease, 116
orde_1, HIH endonuclease, 116
eozinho_1, HIH endonuclease, 116
ingsley_1, HNH endonuclease, 110
jalFarn26_1, HIH endonuclease, 116
nby_1, HIH endonuclease, 116
rago_1, function unknown, 110
irticgirt 1, HWH endonuclease, 110
aiiorst_1, HIH endonuclease, 116
0c012_1, HIH endonuclease, 116

rasun_1, HNH endonuclease, 116
Sobi_1, HIH endonuclease, 110
5igPhil 1, HIH endonuclease, 116
Seakin 1, HIH endonuclease, 116
\lexphander_1, HNH endonuclease, 110
011ywog_1, HIH endonuclease, 110
tadiba_1, HIH endonuclease, 116
rootsicPop_1, HNH endonuclease, 110
iper2026_1, HIH endonuclease, 116
tisha2s_1, HIH endonuclease, 116
amsey_1, function unknown, 120
Soomer_1, function unknown, 116
SuzzLyseyear_1, HNH endonuclease, 110
Job42_1, HNH endonuclease, 116
>lunbus_1, HIH endonuclease, 116
imber1ium_1, HNH endonuclease, 116
Juice4s6_1, HIH endonuclease, 116
ova_1, HIH endonuclease, 116
Squirty_1, function unknown, 116
fegedechwinu_1, HIH endonuclease, 116
rankie_1, HIH endonuclease, 116
lathead_1, HIH endonuclease, 116
wwesomesauce_1, HIH endonuclease, 116
ornucopia_1, HH endonuclease, 116
uico_1, HiH endonuclease domain protein, 116

rafales_1, HNH endonuclease, 116
tozy_1, HIH endonuclease, 116
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Sequences producing significant alignments Download ' Select columns ~ Show | 100V | @

selectall 100 sequences selected Graphics  Distance tree of results ~ Multiple alignment MSA Viewer

B S S Seme Comr vaue | lin Ly Acrson
tail assembly chaperone [Mycobacterium phage Velveteen] Mycobacterium phage Velveteen 372 372 99% 5e-130 10000% 183 YP_0084095511
tail assembly chaperone [Mycobacterium phage Pacc0] Mycobacterium phage Paccdd 371 371 99% 1e-129 99.45% 183 YP_ 0022415971
Mycobacterium phage Hiubikazi 370 370 99% 7e-129 98.91% 183 YP_ 0099581481
Mycobacterium phage Buzzlyseyear 369 369 99% 9e-129 98.36% 183 YP_0091250071
Mycobacterium phage OwisT2W 369 369 99% 1e-128 98.91% 183 YP_009960908 1
Mycobacterium phage Pippy 369 369 99% 2e-128 9891% 183 ASJ796941
Mycobacterium phage Estavet 368 368 99% 2e-128 98.91% 183 YP_ 0091242041
Mycobacterium phage Kersh 368 368 99% 2e-128 98.36% 183 YP_ 009958555 1
Mycobacterium phage Mantra 368 368 99% 2e-128 98.91% 183 YP_0099593771
Mycobacterium phage Mova 368 368 99% 3e-128 98.36% 183 QNN9SSS01
Mycobacterium phage Sparkdehilly 368 368 99% 3e-128 98.36% 183 YP_ 0091871691
Mycobacterium phage Sabbb 368 368 99% 3e-128 98.36% 183 UVK604561
Mycobacterium phage Cheg 367 367 99% 4e-128 98.36% 183 NP_8173501
Mycobacterium phage Misha2s 367 367 99% 5e-128 98.36% 183 AVPA231T1
Mycobacterium phage Alexphander 367 367 99% 5e-128 98.36% 183 AVO244671
Mycobacterium phage Zerg 367 367 99% 6e-128 98.36% 183 YP_ 0099635101
hage Da hage DaWorst 366 366 99% 2e-127 97.81% 183 ATNBB5051
e Mahavra ge Mahavrat 366 366 99% 2e-127 9727% 183
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& Download v GenPept Graphics

tail assembly chaperone [Mycobacterium phage Velveteen]
Sequence ID: YP_008409551.1 Length: 183 Number of Matches: 1
See 22 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 183 GenPept Graphics

Score Expect Method Identities Positives Gaps
372 bits(956) Se-130 Compositional matrix adjust. 183/183(100%) 183/183(100%) 0/183(0%)

Query 1 MSVKKPENNGAAAREQATEFDSPFADRVLRFDDGTTHTIPPHPNLRMLDDDALEAYEAYL 60
MSVKKPENNGAAAREQATEFDSPFADRVLRFDDGTTMTIPPHPNLRHLDDDALEAYEAYL
Sbjct 1 MSVKKPENNGAAAREQATEFDSPFADRVLRFDDGTTMTIPPHPNLRMLDDDALEAYEAYL 60

Query 61  EEIETYDREPDLYIPEQTVKDRDGNEMVLPAETRPGAVKGPPYFKDGKRVSPPREVRIVQ 120
EEIETYDREPDLYIPEQTVKDRDGNENVLPAETRPGAVKGPPYFKDGKRVSPPREVRIVQ
Sbjct 61  EEIETYDREPDLYIPEQTVKDRDGNEMVLPAETRPGAVKGPPYFKDGKRVSPPREVRIVQ 120

Query 121 VVLGMDSYEVLRSKQINGRPAGARDVWRAWTEQGFTIAERAESDSKSDGSSVVLETVPET 180
VVLGHDSYEVLRSKQINGRPAGARDVHRANTEQGF TIAERAESDSKSDGSSVVLETVPET
Sbjct 121 VVLGHMDSYEVLRSKQINGRPAGARDVWRAWTEQGFTIAERAESDSKSDGSSVVLETVPET 180

Query 181 DSE 183
DSE
Sbjct 181 DSE 183
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Distribution of the top 100 Blast Hits on 100 subject sequences
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Nr

Hit

PF17388.5

PF10666.12

PF20378.1

PF10512.12

ww3 A

PF03682.16

TWHZ A

Name

; GP24.25 ; Mycobacteriophage tail
assembly protein

; Phage TAC_8 ; Phage tail assembly
chaperone protein Gp14 0A118

; DUF6673; Family of unknown function
(DUF6673)

; Borealin ; Cell division cycle-associated
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|Stajraw D _|Genomic [Spacer |Finai |Sequence of the Region |Stars|scarc Joar
3 [score |z value [pisvance|score [Upstream of che Scarc |Codon|Posivion [Lengen
1 1a s |n 2.15¢ |COCCTTTITAAGGAAGCCCCTG |ATG [sase  [ss2
E e PR P ) -3.435 | TTTAAGGAAGCCCCIGATGICT |GTG |83s4  |séc
3 |-s.22s 1a03 s -5.55% | TCGGTICGATGACGGCACCACC |ATG |o4s6 444
s |-c.ses o.sos e 8.255 |CCCCCCGCACCCCAACCTICGE |ATG [ss2é 414
s |s.0e 2485 10 -3.75¢ |CCTGTACATCCCGGAGCAGACE |GTG |se2z  |ais
c |-s.22s 103 |s -5.55% |GAAGGACCGCGACGGCAACGAG |ATG |sede  |254
7 |-2.757 |2.55¢ |13 -3.803 |GTATTICAAGGACGGTARGCGT |GTG |e71s  |225
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s |-a.3s2 2313 1 -4.685 | TGAGGTGCGGATCGTICAGGTC |6Tc |s751  |185
10 |-3.305 2325 |7 -4.832 |GGTGCGGATCGTICAGGTCRTG |TTG [8754  |18¢
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters




image152.png
AASUTIDUTION 01 17 Dlast TILS Off 1A LUELY se(queliet

louse-over to show defline and scores. Click to show alignments

Color Key for Alignnent Scores

<ao 40-50

leli1_|

100 150 200 250 300





image153.png
Sequences producing significant alignments:

Gigiouioui_13, tail assembly chaperone, 311
Latretium 13, tail assembly chaperone, 311
Cornucopia_14, tail assembly chaperone, 311
Whouxphf_13, tail assembly chaperone, 311
Hades_13, tail assembly chaperone, 311
Kinghidas_13, tail assembly chaperone, 311
OulST2M_13, tail assembly chaperone, 311
J21Farm20_14, tail assembly chaperone, 311
Rockne_13; tail assembly chaperone, 311
Piper2020_14, tail assembly chaperone, 311
Phatniss_13, tail assembly chaperone, 311
Nitzel 13, tail assembly chaperone, 311
Koella 13, tail assembly chaperone, 311
Gandalph_13, tail assembly chaperone, 311
Eradicator_13, tail assembly chaperone, 311
Dante_13, tail assembly chaperone, 311
Clifton_13, tail assembly chaperone, 311
AwesomeSauce_14, tail assembly chaperone, 311
Dirtilcgirt 14, tail assembly chaperone, 311
Hova_14, tail assembly chaperone, 311
Leozinho_14, tail assembly chaperone, 311
Velveteen 14, tail assembly chaperone, 311
Sarma62e 14, tail assembly chaperone, 311
Saal_13, tail assembly chaperone, 311
Ruby_13, tail assembly chaperone, 342
Mistarcuddles_13, tail assembly chaperone, 311
Kingsley_14, Tail assembly chaperone, 311
Gorge_13, tail assembly chaperone, 311
Girr_13, tail assembly chaperone, 311

Cerasun_14, tail assembly chaperone, 311
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Reference:

Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, bebb Miller, and David J. Lipman (1997),

25:3389-3402.

‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, HNucleic Acids Res.

Database: Actinobacteriophage Proteins as of Dec 09, 2022
413,952 sequences; 80,152,314 total letters
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>GigiOuiOui_13, tail assembly chaperone, 311

Score

Query:
Sbiet:
Query:
Sbiet:
Query:
Sbiet:
Query:
Sbiet:
Query:
Sbiet:
Query:

Sbjcts

Length

311

627 bits (1615), Expect = e-180
Identities = 369/311 (99%), Positives = 311/311 (100%)

1

1

61

61

121

121

181

181

281

281

01

301

HSVKKPENNGAAAREQATEFDSPFADRVLRFDDGT THT IPPHPNLRHLODDALEAYEAYL 60
HSVKKPENNGAAAREQATEFDSPF ADRVLRFDDGT THT IPPHPNLRHLDDDAL EAYEAYL.
HSVKKPENNGAAAREQATEFDSPFADRVLRFDDGTTHT IPPHPNLRHLDDDALEAYEAYL 60

EETETYDREPDLYIPEQTVKDROGNEHVLPAETRPGAVKGPPYFKDGKRVSPPREVRIVQ 120
EETETYDREPDLYIPEQTVKDROGNEHVLPAETRPGAVKGPPYFKDGKRVSPPREVRIVQ.
EETETYDREPDLYIPEQTVKDROGNEHVLPAETRPGAVKGPPYFKDGKRVSPPREVRIVQ 120

VVLGHDSYEVLRSKQINGRPAGARDVIRANTEQGF TIAERAESDSKVIEAQUFURLYPRQ 180
VVLGHDSYEVLRSK+TNGRPAGARDVIRANT EQGF +TAERAESDSKVIEAQHFURLYPRQ
VVLGIDSYEVLRSKKTNGRPAGARDVIRANTEQGF STAERAESDSKVHEAQUFURLYPRQ 180

‘TASDLRRFFGLSVADKHQGRLSSLEL LDLFGVRFVDNTEERVRELYVDFAPVDGAVARAY 240
TASDLRRFFGLSVADKHQGRL SSLEL LDLFGVRFVDNTEERVREL YVDFAPVDGAVARAY
TASDLRRFFGLSVADKHQGRL SSLEL LDLFGVRFVDNTEERVRELYVDFAPVDGAVARAY 240

RGGRIISEPELTAAETYNETARFRASFHASKSRKAVYEPFAFEDPVDRLEKARASVEAHEL 300
RGGRIISEPELTAAETYNELARFRASFHASKSRKAVYEPFAF EDPVDRLEKARASVERHEL.
RGGRIISEPELTAAETYNETARFRASFHASKSRKAVYEPFAFEDPVDRLEKARASVEAHEL 300

QREVEADLFGN 311
QREVEADLFGN
QREVEADLFGW 311
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Job title: Protein Sequence

RID 7C4HTIBFO13 (Expires on 05-31 23:11 pm)

Query ID Icl|Query_73016 Database Name nr
Description unnamed protein product Description All non-redundant GenBank CDS translations+PDB-+SwissProt+PIR+PRF excluding
Molecule type amino acid environmental samples from WGS projects
Query Length 312 Program BLASTP 2.14.1+ b Citation

Other reports: p Search Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment] [MSA viewer]
Analyze your query with SmartBLAST

) Graphic Summary,
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Distribution of the top 100 Blast Hits on 100 subject sequences
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T} Alignments 1=/ Download i resulls Mulliple alignment o
B Sere| S Corn s | Ao
O tail assembly chaperone [Mycobacterium phage GigiouiOull 627 627 99% 00 9936% UXEQ29891
O tail assembly chaperone [Mycobacterium phage Latretium] 624 624 99% 00 99.04% OX0128131
O tail assembly chaperone [Mycobacterium phage Comucopia] 624 624 99% 00 9871% OBP314G21
O tail assembly chaperone [Mycobacterium phage Whowxphi] 624 624 99% 00 9871% YP 0099632671
O tail assembly chaperone [Mycobacterium phage Hades] 622 622 99% 00 9807% YP 0091251011
O tail assembly chaperone [Mycobacterium phage KingMidas] 622 622 99% 00 9807% OEQ944001
[ tail assembly chaperone [Vycobacterium phage JalFarm20] 622 622 99% 00 9807% UEM45e721
O tail assembly chaperone [Mycobacterium phage OwlsT2W] 621 621 99% 00 98.07% YP 0099609071
[ tail assembly chaperone [Wycobacterium phage Phainiss] 621 621 99% 00 9839% YP 0092025201
O tail assembly chaperone [Mycobacterium phage Girl 620 620 99% 00 97.75% YP 0099576281
O tail assembly chaperone [Mycobacterium phage DirtVcgir] 620 620 99% 00 9775% UAJI60011
[ tail assembly chaperone [Wycobacterium phage Velveteen] 620 620 99% 00 98.07% YP 0034095501
O tail assembly chaperone [Mycobacterium phage Paccd0] 620 620 99% 00 98.07% YP 0022415061
O tall assembly chaperone [Mycobacterium phage Moval 619 619 99% 00 97.75% ONNGESs11
O tail assembly chaperone [Wycobacterium phage Leazinho] 619 619 99% 00 97.75% UVKsass41
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BDownload v GenPept Graphics

tail assembly chaperone [Mycobacterium phage GigiOuiOui]
Sequence ID: UXE02989.1 Length: 311 Number of Matches: 1

Range 11 to 311 Genpest Graohis

Score Expect Method Tdentities Positives Gaps.
627 bits(1617) 0.0 Compositional matrix adjust. 309/311(99%) 311/311(100%) 0/311(0%)

Query 1 MSVKKPENNGAAAREQATEFDSPFADRVLRFDDGTTHTIPPHPNLRULDDDALEAYEAYL 68
MSVKKPENNGAAAREQATEFDSPFADRVL RFDDGTTHT IPPHPHL RH_DDDAL EAVEAYL.
Sbjct 1 MSUKKPENNGAAAREQATEFDSPFADRVLRFDDGTTHT IPPHPNL RHLDODALEAYEAYL 68

Query 61 EETETYDREPDLYIPEQTVKDRDGNEHVLPAETRPGAVKGPPYFKOGKRVSPPREVRIVQ 120
EETETYDREPDL YIPEQTVKDRDGHENVLPASTRPGAVKGPPYFKDGKRVSPPREVRIVQ.
Sbjct 61  EETETYDREPDLYIPEQTVKDRDGNEHVLPASTRPGAVKGPPYFKOGKRVSPPREVRIVG 120

Query 121 WWLGMDSYEVLRSKQINGRPAGARDVHRANTEQGFTIAERAESDSKVMEAQUFURLYPR) 150
VVLGHDSYEVL RSK~TNGRPAGARDVURAKTEQGF + IAERAESDSKVHEAQHFIRLYPRQ
Sbjct 121 VWLGMDSYEVLRSKKINGRPAGARDVMRANTEQGFSTAERAESDSKUMEAQUFURLYPRQ 150

Query 181 IASDLRREFGLSVADHAQGRLSSLELLDLFGURFVDITEERVREL YVDFAPVDGAVARAY 240
‘TASDLRRFF GLSVADHHQGRL SSLELLDLFGURFVDITEERVREL YVDF APVDGAVARAY
Sojct 181 TASDLRRFFGLSVADHHQGRLSSLELLDLFGURFVDITEERVREL YVDFAPVDGAVARAY 240

Query 241 RGGRHSEPELTAAETYNELARFRASFHASKSRKAVYEPFAFEDPVDRLEKARASVEAHEL 30
RGGRISEPELTAAETYINE L ARFRASFHASKSRKAVYEPFAFEDPVORLEKARASVEAHEL
Sbjct 241 RGGRMSEPELTAAETYNELARFRASFHASKSRKAVYEPFAFEDPVDRLEKARASVEAHEL 30

Query 301 QREVEADLFGH 311
QREVEADLFGH
Sbjct 301 QREVEADLFGH 311
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; GP24_25 ; Mycobacteriophage tail
assembly protein

; DUFS361 ; Family of unknown function
(DUFs361)

; Phage_Gp15 ; Bacteriophage Gp15
protein
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chaperone protein Gp14 (A118

; DUF6673 ; Family of unknown function
(DUF6673)

; Borealin ; Cell division cycle-associated
protein 8
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StajRaw SD |Gemomic |Spacer [Final |Sequence of the Region |Start|Starc |ORE
3 [score |z value [pisvance|score [Upstream of che Scarc |Codon|Posivion [Lengen
1 12757 2sse |u 3.514 |COGTATTICAAGGACGGTAAGE [GTG [o713  |e12
2521 [1asa 10 7.121 |GGTARGCGTGTGTCGCCGCCGE [GTG [8728  |sST
3 |-s.328 [1m3 13 5.374 | CAGATCAACGGTCGICCIGEAG |GTG [se1z  |s13
s |-2.e12 2.ses |10 3.507 |GGTCGTCCTGEAGGTGECCGEE |ATG (o821 S04
s |-s.e57 1ser e 6.€42 |CGAGCTGAGTCCGACTCGARRA |GTG |sse7  |438
¢ |-s.es7 [1ser |5 -s_€72|GCTGAGTOCGACTOGARRAGTG [aTG [seso  |43s
7 |s.2e7 23as 7 -4.785 | CGOCGATIGGCATCAGGGCAGE |TTG |8s8s  |33¢
o |-3.as0 |2.2¢s | -4.157 |GCATCAGGGCAGGTIGICCAGT |TTG |ssse 327
s |-3.as0 |2.2s 17 -5.440 | GGGCAGGTIGICCAGTTIGEAG |TTG |s004 321
10 |-3.e00 2.0 13 -4.84¢ |GGAGTIGCIGGACCIGTICGGE |GTG [s022  |303
11 |-s.o2¢ 1ase w1 -5.783 | GGACCTGTICGGGETGOGETIC [GTG [s031  |254
12 2.0 |2.528 |1e -3.867 | CACCGAGGAGCGCGTICGGGAG |TTG [s06l  |264
13 |-3.s35 [2.220 |20 -4.225 |GGAGCGCGTICGGGAGTIGIAT |GTG [s067  |258
1s |-3.s38 2218 |e -5.283 | TTTCGCICCIGTIGATGETGEG |GTG [s0s4  |231
1s |-c.sas lo.7es s -7.315 | TGGGCGTIGGICTGAGCCGGAG |TTG 5136|185
1c |-s.aes 1m 1 -5.810 | TGCGTCGAAGAGTCGTARGGCT |GTG (5211|114
17 |-3.677 |z.151 |10 -4.372 | TGCGTCGGTTGAGGCGCATGAG |TTG 9286 |35
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DeepTMHMM - Predictions
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BLAST Search Results

BLASTP 2.2.26 [Sep-21-2011]

Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Databas

: Actinobacteriophage Proteins as of May 17, 2023
441,254 sequences; 85,381,218 total letters
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Sequences producing significant alignment:

starcevich_Draft_1, function unknown, 110
Velveteen 1, HIH endonuclease, 110
UncleRicky_1, HUH endonuclease, 110
Tootsieroll 1, HH endonuclease, 110
spikelee_1, HIH endonuclease, 110
Sarma624_1, HIH endonuclease, 110
RockyHorror_1, function unknown, 110
owlsT24_1, AlIH endonuclease, 110
orde_1, HIH endonuclease, 110
eozinho_1, HIH endonuclease, 110
ingsley 1, HIH endonuclease, 110
JalFarn26_1, HIH endonuclease, 110
enby_1, HIH endonuclease, 110
brago_1, function unknown, 110
Dirthicgirt_1, HIH endonuclease, 110
Dakiorst_1, HIH endonuclease, 110
Coco12_1, HIH endonuclease, 110
Cerasun_1, HIH endonuclease, 110
sobi_1, HIH endonuclease, 110
sigphil 1, HIH endonuclease, 110
seakin_1, HIH endonuclease, 110
alexphander_1, HIH endonuclease, 110
pollywog_1, HIH endonuclease, 110
tadiba_1, HIH endonuclease, 110
TootsicPop_1, HIH endonuclease, 110
piper2020_1, HIH endonuclease, 110
1isha2s_1, HIM endonuclease, 110
Ramsey 1, function unknown, 120
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Sequences producing significant alignments:

Rockne_14, tape measure protein, 1163
PHC_14, function unknoun, 1170

i3_14, function unknown, 1170
DotProduct_14, tape measure protein, 1162
Pollyuog_15, tape measure protein, 1163
Redgird_14, tape measure protein, 1161
Dorothy_14, tape measure protein, 1168
Spikeles 15, tape measure protein, 1176
Quico_15, tapemeasure, 1162
Girafales_15, tapemeasure, 1162
UncleRicky 15, tape measure protein, 117
Lorde_15, tapemeasure protein, 1163
Enby_15, tapemeasure protein, 1163
Drago_15, tapemeasure protein, 1170
J0b42_16, tape measure protein, 1162
Maravista Draft_1a, function unknown, 1163
Zizzle_14 tape measure protein, 1163
Koella 14, tape measure protein, 1170
Clifton_14, tape measure protein, 1163
Eradicator_14, tape measure protein, 1162
Kimberlium 15, tapemeasure, 1161
Juiceass_15, tape measure protein, 1168
Filuzino_14, tape measure protein, 1161
XFactor_14, tape measure protein, 1161
Boomer_15, tapemeasure protein, 1168
Phatniss_15, tape measure protein, 1163
Hoonbean_15, tape measure protein, 1161
5isi_14, tape measure protein, 1160

Zerg 14, tape measure protein, 1161
Veteran_14, tape measure protein, 1161
GUnbie 14, tape measure protein, 1161
Phasih_15, tape measure protein, 1161
Dirtilcgirt 15, tape measure protein, 1170
Dlane_14, tape measure protein, 1166
Ruby_14, tape measure protein, 1168
MistarCuddles_14, tape measure protein, 1161
Girr_14, tape measure protein, 1161
Hamulus_14, tape measure protein, 1159
Ms6_Draft_14, function unknown, 1162
OWIST2M_18, tape measure protein, 1162
GigiOuiOui 14, tape measure protein, 1210
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SREERAE_47, Raps HEastl e prutest, 2ees
Length = 1163

Score = 2264 bits (5866), Expect = 0.0
Identities = 1144/1163 (95%), Positives = 1154/1163 (39%), Gaps = 1/1163 (0%

Query: 1 MPIYVNITSRLDERAAAVAAKNIERENEAAGARAGSSAGRAIGENVGREARRAGRIAGEQ 60
MPIYV+TISRLDERARAVAAKNTERENEAAGAR GS+AGRATGENY +EAAAAGRNAGEQ
Sbjct: 1 MPIYVDITSRLDERAAAVAAKNIERENEAAGARGGSAAGRATGENVTKEARRAGRIAGEQ 60

Query: 61  LSREVDRATRQAGSRIVDGFSSHGVSAGRGFGSSFGSSLASSLPVAGRFSSALSGYEGAA 120
LSREVDRAT+ AGSRIVDGFSSHGVSAGRGFGSSF SSLASSLPVAGRFSSALSGYEGAA
Sbjct: 61  LSREVDRATKAAGSRIVDGFSSHGVSAGRGFGSSFSSSLASSLPVAGRFSSALSGYEGAA 120

Query: 121 SKAGALAGRALGTAFTARATGIIGAGAVALFKGFDRYKSLDATSHRLAAMGNSAEQUKTI 180
SKAGALAGRALGTAFTAAATGIIGA +VALFKGFDRYKSLDATSHRLAAMGNSAEQUKTI
Sbjct: 121 SKAGALAGRALGTAFTARATGIIGAASVALFKGFDRYKSLDATSHRLAAMGNSAEQUKTI 180

Query: 181 MSDINEVVVGTPIALDEARKAATQFLAGGVKQGRPLQAALTATADAAGASGOKFGDLAVI 240
HMSDINEVVVGTPIALDEAAKAATQF LAGGVKQGRPLQAAL TATADAAGASGQKFGDLAVI
Sbjct: 181 MSDINEVVVGTPTALDEAAKAATQFLAGGVKQGRPLOAAL TATADAAGASGOKFGDLAVT 240

Query: 241 FIQUFKGKLQAEENLQLNERGINVOAALQKEF GLTSAETQKISQDGTISFGILVOATEG 300
FNQUFNKGKLQ+EEHL QLNERGINVOAAL QKEFGL TSAETQKHSQDGTISFGHLVQATEG
Sbjct: 241 FNQUFNKGKLQSEEMLOLNERGINVOAALQKEF GLTSAEIQKHSQDGTISFGHLVOATEG 300

Query: 361 QFGGHSKKLADTVDGALSNNAAVGRVGANFISALFGDPLDTTEGPGALAKSINNVIDKL 360
QFGGHSKKLADTVDGAL SNHNAAVGRVGANFISAL FGDPLDTTEGPGALAKSTNNVTDKL.
Sbjct: 361 QFGGHSKKLADTVDGALSNHNASVGRVGANFISALFGDPLDTTEGPGALAKSTNIVTDKL 360

Query: 361 NDLNAWIVAHKDDIKRVFEDAVDTAQDLKNTIRKVVDVLSDHGIGVETVAAAFTANKSVG 420
NDLNANTVAHKDDIKRVFEDAVDTAQDLNTIRKVVDVL SDMGLGVE TVAAAF TAKSVG
Sbjct: 361 NDLNAWIVAHKDDIKRVFEDAVDTAQDLUNTIRKVVDVLSDHGIGVETVARAFIANKSVG 420

Query: 421 VLSTVGNLVTSLAGANNHLKRYPGLAAGAAGATLALVPVINQUNEATKDSRFNDPYVSGP 450
VLSTVGNLVTSLAGANNHLKRIHPGLAAGAAGAT LALVPVINQVNEATKDSRFNDPYYSGP.
Sbjct: 421 VLSTVGNLVTSLAGANNHLKRYPGLAAGAAGAILALVPVINQNEATKDSRFNDPYYSGP 450

Query: 451 GGQLTPAQNERQAADNPEELRRRQANIRTYLAPKLGPDEILHNL LDDPTAUQRAGGFTAP 540
GGOL TPAQHERQAADNPEEL RRRQAWTRTYLAPKLGPDETLINL LDDPTAHQRAGGF TAP.
Shict: 481 GGOLTPAOWEROAADNPEELRRROAWIRTYLAPKLGPDETLMNLLDDPTANORAGGETAP 548
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Description

tape measure protein [Mycobacterium phage Rockne]

tail length tape measure protein [Mycobacterium phage LIj]

taillength tape measure protein [Mycobacterium phage DotProduct]

taillength tape measure protein [Mycobacterium phage Spikelee]

length tape measure protein [Mycobacterium phage Drago]

length tape measure protein [Mycobacterium phage Dorothy]

tail length tape measure protein [Mycobacterium phage Quico]
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tapemeasure protel
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Scientific Name

Mycobacterium phage Rockne
Mycobacterium phage Lij

Mycobacterium phage RedBird
Mycobacterium phage Drago
Mycobacterium phage Dorothy
Mycobacterium phage Quico
Mycobacterium phage Jobd2
Mycobacterium phage Enby
Mycobacterium phage Koella
Mycobacterium phage Zizzle
Mycobacterium phage Clifton
Mycobacterium phage Eradicator
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Max
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2289
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Cover

99%
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99%
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99%
99%
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99%
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99%

value

00
00
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9837%
97.94%
9837%
97.85%
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97.94%
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9759%
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97.42%
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96.39%

Acc.

Len

1163
170
1163
1162
170
1161
170
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1162
1162
1163
170
1163
1163
1162
1168
1161
1161

Accession

UVK61613.1
YP_655010.1
QAY10945.1
YP_009638375.1
YP_009962468.1
WAB10294.1
YP_009016093.1
YP_009591989.1
YP_009194539.1
YP_008126606.1
QGJ89520.1
AWY03635.1
QYC54800.1
AXC35560.1
QVW01381.1
QFRS6850.1
YP_009198119.1
YP_009957003.1
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tape measure protein [Mycobacterium phage Rockne]
Sequence ID: UVK61613.1 Length: 1163 Number of Matches: 1

Range 1: 1 to 1163 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
2289 bits(5931) 0.0 Compositional matrix adjust. 1144/1163(98%) 1154/1163(99%) 1/1163(0%)

Query 1 MPIYVNIISRLDERAAAVAAKNIEREMEAAGARAGSSAGRAIGENVGREAAAAGRNAGEQ 6@
MPIYV+IISRLDERAAAVAAKNIEREMEAAGAR GS+AGRAIGENV +EAAAAGRNAGEQ
Sbjct 1 MPIYVDITSRLDERAAAVAAKNIEREMEAAGARGGSAAGRAIGENVTKEAAMAGRNAGEQ 6@

Query 61  LSREVDRATRQAGSRIVDGFSSHGVSAGRGFGSSFGSSLASSLPVAGRFSSALSGYEGAA 120
LSREVDRAT+ AGSRIVDGFSSHGVSAGRGFGSSF SSLASSLPVAGRFSSALSGYEGAA
Sbjct 61  LSREVDRATKAAGSRIVDGFSSHGVSAGRGFGSSFSSSLASSLPVAGRFSSALSGYEGAA 120

Query 121  SKAGALAGRALGTAF TAAATGIIGAGAVALFKGFDRYKSLDATSHRLAAMGNSAEQUKTI 180
SKAGALAGRALGTAFTAAATGIIGA +VALFKGFDRYKSLDATSHRLAANGNSAEQUKTT
Sbjct 121  SKAGALAGRALGTAFTAAATGIIGAASVALFKGFDRYKSLDATSHRLAAMGNSAEQUKTI 180

Query 181  MSDINEVWVGTPIALDEAAKAATQFLAGGVKQGRPLQAAL TATADAAGASGQKFGDLAVI 240
MSDINEVVVGTPIALDEAAKAATQFLAGGVKQGRPLQAAL TATADAAGASGQKFGDLAVT
Sbjct 181  MSDINEVVVGTPIALDEAAKAATQFLAGGVKQGRPLQAAL TATADAAGASGQKFGDLAVI 240

Query 241 FNQVFNKGKLQAEEMLQLNERGINVQAALQKEFGLTSAETQKMSQDGTISFGMLVQATEG 360
FNQUFNKGKLQ+EEMLQLNERGINVQAAL QKEF GL TSAETQKMSQDGTISFGHLVQATEG
Sbjct 241  FNQUFNKGKLQSEEMLQLNERGINVQAALQKEFGLTSAETQKMSQDGTISFGHLVQATEG 360

Query 301  QFGGMSKKLADTVDGALSNMNAAVGRVGANFISALFGDPLDTTEGPGALAKSINNVTDKL 360
QF GGHSKKLADTVDGALSHMNAAVGRVGANF ISALFGDPLDTTEGPGALAKS INNVTDKL
Sbjct 301  QFGGNSKKLADTVDGALSNMNAAVGRVGANFISALFGDPLDTTEGPGALAKSINNVTDKL 360

Query 361  NDLNAWIVAHKDDIKRVFEDAVDTAQDLWNTIRKVVDVLSDMGIGVETVAAAFIANKSVG 420
NDLNAWIVAHKDDIKRVF EDAVDTAQDLKNTIRKVVDVL SDHGIGVETVAAAF TAWKSVG
Sbjct 361  NDLNAWIVAHKDDIKRVFEDAVDTAQDLWNTIRKVVDVLSDNGIGVETVAAAFIAWKSVG 420

Query 421  VLSTVGNLVTSLAGANNHLKRMPGLAAGAAGAILALVPVINQVNEAIKDSRFNDPYYSGP 480
VLSTVGNLVTSLAGANNHLKRMPGLAAGAAGAILALVPVINQVNEAIKDSRFNDPYYSGP
Sbjct 421 VLSTVGNLVTSLAGANNHLKRMPGLAAGAAGAILALVPVINQUNEAIKDSRFNDPYYSGP 480
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DeepTMHMM - Predictions

Predicted topologies can be downloaded in ,gff3 format and 3line format
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
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>Velveteen 1, Hi endonuclease, 110
Length = 110

Score = 226 bits (576), Expect = le-59
Tdentities = 167/116 (97%), Positives = 169/116 (99%)

Query: 1 MPFANTTVRNRRRAQURQRDGDAPCALRITADCQALGGVIDYDARPPHPRSFEVDHIVSS 60
HPFANTTVRNRRRAQURQRDGDAPCALRI TADCQAL GGVIDYDARPPHPRSFEVDHIVSS.
Sbjct: 1 MPFANTTVRNRRRAQURQRDGDAPCALRITADCQALGGVIDYDARPPHPRSFEVDHIVSS 60

Query: 61 VEAARLGHSQEDADGLDICQAVCRQCNRAKSSGDRVVPEVRETYVIPRFA 110
VEAARLGHSQED+DGLONCQAVCROCNRAKSSGDR VPEVRE+YVIPRFA
Sbjct: 61 VEAARLGHSQEDSDGLDNCQAVCROCNRAKSSGDRAVPEVRESYVIPRFA 110

>UncleRicky_1, HUH endonuclease, 110
Length = 110

Score = 226 bits (576), Expect = le-59
Tdentities = 167/116 (97%), Positives = 169/116 (99%)

1 MPFANTTVRNRRRAQVRQRDGDAPCALRITADCQALGGVIDYDARPPHPRSFEVDHIVSS 60
HPFANTTVRNRRRAQURQRDGDAPCALRI TADCQAL GGVIDYDARPPHPRSFEVDHIVSS.
1 MPFANTTVRNRRRAQVRQRDGDAPCALRITADCQALGGVIDYDARPPHPRSFEVDHIVSS 60

Query: 61 VEAARLGHSQEDADGLDICQAVCRQCNRAKSSGDRVVPEVRETYVIPRFA 110
VEAARLGHSQED+DGLONCQAVCROCNRAKSSGDR VPEVRE+YVIPRFA
Sbjct: 61 VEAARLGHSQEDSDGLDNCQAVCROCNRAKSSGDRAVPEVRESYVIPRFA 110
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Score  E

Sequences producing significant alignments: (bits) Value
Starcevich Draft_19, function unknown, 569 1159
Whatsapiccost_15, minor tail protein, 569 1158
Taj_15, minor teil protein, 569 1158
Shaunal 15, minor tail subunit, 569 1158
564_15, function unknown, 569 1158
Phanphagia_15, minor tail protein, 569 1158
Ovechkin_15, minor tail subunit, 569 1158
Madiba_16, minor tail protein, 569 1158
LunaB1u_Draft_15, function unknown, 569 1158
KristaRAN_16, minor tail protein, 562 1158
Ja1Farm20_17, minor tail protein, 563 1158
Hamulus_15, minor tail subunit, 569 1158
EleanorGeorge_15, minor tail protein, 569 1158

Chuckly_15, minor tail protein, 569
Byougenkin_15, minor tail protein, 569
Bipolar_15, minor tail protein, 569
Batistus_15, minor tail protein, 569
Ardnore_15, function unknown, 569
Wachhund_15, minor tail protein, 569
Squirty_16, minor tail protein, 569
Quico_18, minor tail protein, 569
Leperchaun_15, minor tail protein, 569
Girafales_1s, minor tail protein, 569
Florinda_15, function unknown, 569
DillTechls_15, minor tail protein, 569
Cornucopia_16, minor tail protein, 569
Tootsieroll 16, minor tail protein, 569
Spartacus_15, minor tail subunit, 569
Radiance_Draft_15, function unknown, 569
Phalconet_1s, minor tail protein, 569
Firehouse31_16, minor tail protein, 569
Eradicator_15, minor tail protein, 569
Bobi_17, minor tail protein, 569
SassyB_15, minor tail protein, 569
PopTart_15, minor tail protein, 569
Mutaformal3_15, minor tail subunit, 569
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>Starcevich Draft_19, function unknown, 569

Length = 569

Score = 1189 bits (3076), Expect = 0.0
Identities = 569/569 (100%), Positives = 569/569 (100%)

Query:
Sbiet:
Query:
Sbiet:
Query:
Sbiet:
Query:
Sbiet:
Query:
Sbiet:
Query:
Sbiet:
Query:
Sbiet:
Query:
Sbiet:
Query:

Sbict:

1

1

61

61

121

121

181

181

281

281

01

01

361

361

a21

a21

481

481

AKKHYPATGVTPHGAYDLAKGEKPHIILDAYDESTTFHIIGGMAVPDRVVAPEIVHLTS 60
HIAKKHYPATGVTPHGAYDLAKGEKPHIILDAYDESTTFHIIGGHAVPDRVVAPEIVHLTS.
AKKHYPATGVTPHGAYDLAKGEKPHIILDAYDESTTFHIIGGMAVPDRVVAPEIVHLTS 60

LKGLIPPUKHIDOKGAT EDG THIDAL YDPTEVEVGVECRGRSPKHTRRVYRDLVASTDA 126
LKGLIPPUKHIDOKGAT EDGI THIDAL YDPTEVEVGVECRGRSPKHTRRVYRDLVASTDA.
LKGLIPPUKHIDOKGAT EDGITHIDAL YDPTEVEVGVECRGRSPKHTRRVYRDLVASTDA 126

KQESTLNFLTHDIGHAWAPVRHF QGAPQAPL EIGKRORESLRLRADSGFWRTYDYAASFQ 180
KQESTLNFLTHDIGHAWAPVRHF QGAPQAPL ETGKRORESL RLRADSGFWRTYDYAASFQ
KQESTLNFLTHDIGHAWAPVRHF QGAPQAPL ETGKRORESL RLRADSGFWRTYDYAASFQ 180

FEVESHTDTFNYDTSGTQDLGADWPLYYEGDGGGYVYANGDQARNRDDPDDPLTTDTREV 240
FEVESHTDTFNYDTSGTQDLGADKPLYYEGDGGGYVYANGDQARNRDDPDDPLTTDTREV.
FEVESHTDTFNYDTSGTQDLGADWPLYYEGDGGGYVYANGDQARNRDDPDDPLTTDTREV 240

'VCGPYKDFDTDTDNQUVSHVL GGF QEHSLPDSGANDLIARHGRDSNGDHDGNGIRMRVQG 300
'VCGPYKDFDTDTDNQUVSHVL GGF QEHSLPDSGANDLKARHGRDSNGDHDGNGIRMRVQG
'VCGPYKDFDTDTDNQUVSHVL GGF QEHSLPDSGANDLARHGRDSNGDHDGNGIRMRVQG 300

NWIKUSRFNNFSQTVIFQRPLLVAPL IGEKF TLVAGYEGDPRIFKVLRIGLPTLSHKETG 360
NWIKUSRFNINF SQTVIFQRPL LVAPL IGEKF TLVAGYEGDPRMFKVLRNGLPTLSHKETG
NWIKUSRFNNFSQTVIFQRPLLVAPL TGEKF TLVAGYEGDPRIFKVLRIGLPTLSHKETG 360

TGSELGPDYRGIGF GHQAGGAL TTQATPAPVRKVSAGDNANVTQSGFVPHVNVGDQPHYL 420
TGSELGPDYRGIGF GHQAGGAL TTQATPAPVRKVSAGDNANVTQSGFVPHVNVGDQPHY
TGSELGPDYRGIGF GHOAGGAL TTQATPAPVRKVSAGDNANVTQSGFVPHVNVGDQPIYLY 420

DATLFGPGTFRLYDGPGSDEYVEFGPLLPNQIVFLRTDPRSQTTLVQDLTSVPPSPQELN 450
DATLFGPGTFRLYDGPGSDEYVEFGPLLPNQIVFLRTDPRSQTTLVGDLTSVPPSPQELN
DATLFGPGTFRLYDGPGSDEYVEFGPLLPNQIVFLRTDPRSQTTLVODLTSVPPSPQELN 450

IFQQAVKSLLSFFSERNAF TDQIGSHFGIVPPOGNFYKYLSGRFSENARIPAKSPGEPAQ 540
1FQQAVKSLLSFFSERNAF TDQTGSHFGIVPPOGHFYKYL SGRFSENAATPAKSPGEPAQ
IFQQAVKSLLSFFSERNAFTDQIGSHFGIVPPOGNFYKYLSGRFSENAAIPAKSPGEPAQ 540
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suhatsapiecost_15, minor tail protein, 569

Length = 569

Score = 1184 bits (3062), Expect = 0.0
Identities = 566/569 (39%), Positives = 565/569 (99%)

i1

1

61

121

121

: 181

: 181

281

281

+ 301

: 301

361

361

: a21

a21

481

:as1

: sa1

£

AKKHYPATGVTPHGAYDLAKGEKPHIILDAYDESTTFHIIGGMAVPDRVVAPEIVHLTS 60
HIAKKHYPATGVTPHGAYDLAKGEKPHIILDAYDESTTFHIIGGHAVPDRVVAPEIVHLTS.
AKKHYPATGVTPHGAYDLAKGEKPHIILDAYDESTTFHIIGGMAVPDRVVAPEIVHLTS 60

LKGLIPPUKHIDOKGAT EDG THIDAL YDPTEVEVGVECRGRSPKHTRRVYRDLVASTDA 126
LKGLIPPUKHIDOKGAT EDGI THIDAL YDPTEVEVGVECRGRSPKHTRRVYRDLVASTDA.
LKGLIPPUKHIDOKGAT EDGITHIDAL YDPTEVEVGVECRGRSPKHTRRVYRDLVASTDA 126

KQESTLNFLTHDIGHAWAPVRHF QGAPQAPL EIGKRORESLRLRADSGFWRTYDYAASFQ 180
KQESTLNFLTHDIGHAWAPVRHF QGAPQAPL ETGKRORESL RLRADSGFWRTYDYAASFQ
KQESTLNFLTHDIGHAWAPVRHF QGAPQAPL ETGKRORESL RLRADSGFWRTYDYAASFQ 180

FEVESHTDTFNYDTSGTQDLGADWPLYYEGDGGGYVYANGDQARNRDDPDDPLTTDTREV 240
FEVESHTDTFNYDTSGTQDLGADKPLYYEGDGGGYVYANGDQARNRDDPDDPLTTDTREV.
FEVESHTDTFNYDTSGTQDLGADWPLYYEGDGGGYVYANGDQARNRDDPDDPLTTDTREV 240

'VCGPYKDFDTDTDNQUVSHVL GGF QEHSLPDSGANDLIARHGRDSNGDHDGNGIRMRVQG 300
'VCGPYKDFDTDTDNQUVSHVL GGF QEHSLPDSGANDLKARHGRDSNGDHDGNGIRMRVQG
'VCGPYKDFDTDTDNQUVSHVL GGF QEHSLPDSGANDLARHGRDSNGDHDGNGIRMRVQG 300

NWIKUSRFNNFSQTVIFQRPLLVAPL IGEKF TLVAGYEGDPRIFKVLRIGLPTLSHKETG 360
NWIKUSRFNINF SQTVIFQRPL LVAPL IGEKF TLVAGYEGDPRMFKVLRNGLPTLSHKETG
NWIKUSRFNNFSQTVIFQRPLLVAPL TGEKF TLVAGYEGDPRIFKVLRIGLPTLSHKETG 360

TGSELGPDYRGIGF GHQAGGAL TTQATPAPVRKVSAGDNANVTQSGFVPHVNVGDQPHYL 420
TGSELGPDYRGIGF GHQAGGAL TTQATPAPVRKVSAGDNANVTQSGFY MVNVGDQPHY
TGSELGPDYRGIGF GHQAGGAL TTQATPAPVRKVSAGDNANVTQSGFVSHVNVGDQPHYLY 420

DATLFGPGTFRLYDGPGSDEYVEFGPLLPNQIVFLRTDPRSQTTLVQDLTSVPPSPQELN 450
DATLFGPGTFRLYDGPG+DEYVEFGPLLPNQIVFLRTDPRSQTTLVGDLTSVPPSPQELN
DATLFGPGTFRLYDGPGADEYVEFGPLLPNQIVFLRTDPRSQTTLVQDLTSVPPSPQELN 450

IFQQAVKSLLSFFSERNAF TDQIGSHFGIVPPOGNFYKYLSGRFSENARIPAKSPGEPAQ 540
1FQQAVKSLLSFFSERNAF TDQTGS +FGIVPPOGHFYKYL SGRFSENAATPAKSPGEPAQ
IFQQAVKSLLSFFSERNAFTDQIGSLFGIVPPOGNFYKYLSGRFSENAAIPAKSPGEPAQ 540

QFFVKTETVGGNADSKVILSGTPLRRYPI 569
QFFVKTETVGGNADSKVILSGTPLRRYPI!
QFFVKTETVGGNADSKVILSGTPLRRYPI 569
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Job title: (3) - Protein Sequence

RID
Query ID
Description
Molecule type
Query Length

7CSDK50Y016 (Expires on 05-31 23:26 pm)
Idl|Query_20249

unnamed protein product

amino acid

570

Database Name
Description

Program

nr
All non-redundant GenBank CDS translations +PDB+SwissProt+PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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‘Sequences producing significant alignments:
Select: All None Selected:0

T} Alignments o
B S| S Core e [ Amzsn

O op15 [Mycobacterium phage Ardmore] 1169 1163 99% 00 99.47% YP 0034951561
O minor tail protein [Mycobacterium phage Squirtyl 1169 1163 99% 00 99.30% YP 0091245681
O minor tail protein (Mycobacterium phage Quico] 1168 1168 99% 00 99.30% YP 0091945401
O minor tail protein Mycobacterium phage Leperchaun] 1168 1168 99% 00 99.30% OvC538371

O minor tail subunit [Mycobacterium phage Spartacus] 167 1167 99% 00 99.30% YP 0096078351
O minor tail protein [Mycobacterium phage Tootsieroll 167 1167 99% 00 99.12% UAWDS0S11

O minor tail protein [Wycobacterium phage DiTech15] 1167 1167 99% 00 99.30% YP 0099550331
O minor tail protein Mycobacterium phage Eradicator] 167 1167 99% 00 99.12% OvW013821

O minor tail protein (Mycobacterium phage Bobil 167 1167 99% 00 99.30% YP 0034080741
O minor tail protein [Vycobacterium phage Firehouse51] 1167 1167 99% 00 99.12% YP 0099571101
O minor tail protein [Mycobacterium phage Moonbeam] 1167 1167 99% 00 99.30% YP 0099600821
(O minor tail protein Mycobacterium phage PopTari] 167 1167 99% 00 99.12% YP 0092143751
O minor tail subunit (Mycobacterium phage Mutaforma 3] 1166 1166 99% 00 99.12% YP 0095013221
O minor tail protein [Mycobacterium phage Royals2015] 1166 1166 99% 00 99.12% YP 0099619461
O minor tail protein [Mycobacterium phage Doug] 1166 1166 99% 00 98.95% YP 0099561551
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BDownload + GenPept Graphics

gp15 [Mycobacterium phage Ardmore]
Sequence ID: YP_003495156.1 Length: 569 Number of Matches: 1
> See 16 more tille(s)

Range 1:1to 569 Genpet Graohics

Score Expect Method Tdentities Positives Gaps.
1169 bits(3024) 0.0 Compositional matrix adjust. 566/569(99%) 568/569(99%) 0/569(0%)

Query 1 HAKKHYPATGUTPHGHYDLAKGEKPHHWLDAYDESTTFHINGGHAVPDRWAPEHVHLTS 60
MAKKHYPATGYTPHGHYDLAKGEKPHILDAYDES ITFHIGGUAVPDRVVAPEMVHLTS
Sbjct 1 MAKKHYPATGVTPHGHYDLAKGEKPHHWLDAYDESTTFHINGGHAVPORWAPEHVHLTS 68

Query 61  LKGLIPPHKHIDOKGATEDGI TNIDALYOPTEVEVGVECRGRSPKUTRRVYRDLVASIDA 126
LKGLLPPHKHTDGKGATEDGT THIDAL YOPTEVEVGVECRGRSPKHTRRVYRDLVAS IDA
Sbjct 61  LKGLIPPHKHTDGKGATEDGT TNIDALYOPTEVEVGVECRGRSPKUTRRVYRDLVAS DA 126

Query 121 KQESTLNELTHDMGHIAPVRIFQGAPQAPL EIGKRORESL RLRADSGFIRTYDYAASFQ 150
KQESTUNELTHDMGHUAPVRIVFGAPQAPL £ GKRORESL ALRADSGEHRTYDVASSFQ
Sjct 121 KQESTLNFLTHDMGHAPVRIFQGAPQAPL E IGKRQRESLRLRADSGFIRTYDYAASFQ 150

Query 181 FEVESHTDTFNYDTSGTQDLGADKPLYVEGDGGGYVYANGDQARHRDDPDDPLTTOTREY 240
FEVESHTDTFNYDTSGTODL GADKPLYYEGDGGGYVYANIGDQARHRDDPDDPLTTDTREV
Sbjct 181 FEVESHTDTFNYDTSGTODLGADKPLYVEGDGGGYVYANGDGARWRDDPDDPLTTOTREY 240

Query 241 VCGPYKDEDTDTDIIQVSHVLGGFQEHSLPDSGANDL UARNGROSNGOKDGGIRHRVQS 360
'VCGPYKDFDTDTDNOVVSINVL GGFQEUSL POSGAIDL HARNGRDSNGDIDGNGIRIRVOS
Sbjct 241 VCGPYKDFDTDTDNQWSHVLGGFQEHSLPDSGANDLHARNGRDSNGODGIGIRHRVQG 360

Query 301 NWIKLSRENNFSQTVMFORPLLVAPLIGEKFTLVAGYEGOPRNFKVLRIGLPILSHKETG 360
NTKUSRENIFSQTVNFORPL LVAPL TGEKF TLVAGYEGDPRYFKVL RIGLPILSHKETG
Sojct 301 NWIKLSRFNNFSQTVMFORPLLVAPLIGEKFTLVAGYEGOPRYFKVLRIGLPILSHKETG 360

Query 361 TGSELGPDYRGIGFGHQAGGALITQATPAPVRKVSAGDIANVIQSGFVPHVIVGDQPHYI 420
‘TGSELGPDYRGIGFGHQAGGAL TTOATPAPVRKVSAGDIIAINTOSGEV MVNVGDOPHY
Sbjct 361 TGSELGPDYRGIGFGHQAGGALITQATPAPVRKVSAGDIANVIQSGFVSHVIVGDQPMYI 420

Query 421 DATLFGPGTFRLYDGPGSDEVVEFGPLLPNQIVELRTOPRSQITLVODLTSVPPSPQELN 450
DATLFGPGTFRLYDGPG+DEYVEFGPLLPNQIVFLRTDPRSQTTL VODLTSVPPSPOEL
Sbjct 421 DATLFGPGTFRLYDGPGADEVVEFGPLLPNQIVFLRTOPRSQTTLVADLTSVPPSPOELN 450

Query 481 IFQQAVKSLLSFFSERNAFTDOIGSHFGIVPPOGHFYKYLSGRESENARTPAKSPGEPAQ 540
TFOQAVKSLLSFFSERNAFTDOTGS +FGIVPPOGHFYKYL SGRESENARTPAKSPGEPAQ
Sojct 481 TFQQAVKSLLSFFSERNAFTDQIGSLFGIVPPOGHFYKYLSGRFSENARTPAKSPGEPA 540

Query 541 QFFVKTEIVGGUADSKVILSGTPLRRYPH 569
GFFVKTETVGGIADSKVILSGTPLRRYPH
Sojct 541 QFFVKTEIVGGNADSKVILSGTPLRRYPH 569
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Nr

Hit

PF16774.8

2X8KC

2wzp_p

6VBLAD

PF20195.1

TIGRO1633

Name

; Baseplate ; Baseplate protein

HYPOTHETICAL PROTEIN 19.1; VIRAL
PROTEIN, DISTAL TAIL PROTEIN; 2.95A
{BACILLUS PHAGE SPP1}
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Rialto_Draft_18, function unknoun, 569
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Pacca6_16, function unknoun, 569
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Doomphist_16, minor tail protein, 569
Daenerys_16, minor tail protein, 569
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3lueCrab_Draft_16, function unknown, 569
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vorick_16, minor tail protein, 569
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Shilan_16, minor tail subunit, 569
Ritag_1s, minor tail protein, 569
Nivrat_16, minor tail protein, 569

iartik Draft_17, function unknoun, 569
Lizziana_16, minor tail protein, 569
Leperchaun_16, minor tail protein, 569
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>uillsterrel 17, minor tail subunit, 569

Length = 569

Score = 1160 bits (3001), Expect = 0.0
Identities = 569/569 (100%), Positives = 569/569 (100%)
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181
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281

281

01
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361

361

a21
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481

481

HISKFERETAANQSALQSGDPNRIARTARALTERKSKVDTSFRFTVCOKFWQPIIGAVGEDL 60
1ISKFERETAANQSALQSGDPNRIARTARALTERKSKVDTSFRFTVCDKFHQPIIGAVGGDL.
HISKFERETAANQSALQSGDPNRIARTARALTERKSKVDTSFRFTVCOKFWQPIIGAVGEDL 60

TEASGADPRNDVETGRIVLKGNSPLIPLFMDCKKTHVGVIVETAGLRYAFYTKNHTYEYR 120
TEASGADPRNDVETGRIVLKGNSPLIPLFMDCKKTHVGVIVETAGLRYAFYTKNHTYEYR
IEASGADPRNDVETGRIVLKGNSPLIPLFMDCKKTHVGVIVETAGLRYAFYTKNHTYEYR 120

DSANTGTAELRGIRDILNYYVIHPSIILPIQAQPFSHATFVIALQTVVENMVAECALRLQ 189
DSAWTGTAELRGIRDILNYYVIHPSHHLPTQAQPFSHATFVHALQTVVENAVAECALRL
DSANTGTAELRGIRDILNYYVIHPSINLPIQAQPFSHATFVIALQTVVENMVAECALRLQ 189

SGHLEFINNGLSLNPDIRAHFGTVLQALSRDGLSVQAF TRILRTPVYVSRTNPLLDTSPH 240
‘SGWLEF TNNGLSLNPDIRAHFGTVLQALSRDGLSVQAF TRHLRTPVYVSRTNPLLOTSPH
‘SGWLEFINNGLSLNPDIRANFGTVLQAL SRDGLSVQAF TRILRTPVYVSRTNPLLDTSPH 240

VARTVRHETVQAVIKDVTQSYGVDTRHDLNLPGDPQPORKANLDQPTYVFSTVORSQITG 300
VARTVRHETVQAVIKDVTQSYGVDTRIDLNLPGDPQPDRMANLDQPTYVFSTVDRSQITG
VARTVRHETVQAVIKDVTQSYGVDTRHDLHLPGDPQPDRKANLDQPTYVFSTVDRSQITG 300

PTKTVLDSVLRTTIDLGGSLGDIFKPVIKQUPGHDGVF YAPALGVDFEQPYAYFVAPEPG 360
PTKTVLDSVLRTTIDLGGSLGDTFKPVIKQVPGHDGVF YAPALGVDFEQPYAYFVAPERG
PTKTVLDSVLRTTIDLGGSLGDTFKPVIKQVPGHDGVFYAPALGVDFEQPYAYFVAPEPG 360

EDTGIDACTITOHTPEGHQHI IGGRSPKHLNDLHNATF AL IDSLHIVGFTGIPSDLLS 420
EDTGIDACTITDHTPEGHQHL IGGRSPKWLNDLHNATF AL IDSLHTVVGFTGIPSDLLS
EDTGIDACTITOHTPEGHQHI IGGRSPKWLNDLHNATF AL IDSLHTVGFTGIPSDLLS 420

GFLINSFLAFQLIQHYDRRDEVGPYHPATERFYPTASAPYNIETVFAF INALFDSQGKTT 452
GFLINSFLAFQLIQHYDRRDEVGPYHPATERFYPTASAPYNIETVF AF INALFDSQGKTT
GFLINSFLAFQLIQHYDRRDEVGPYHPATERFYPTASAPYNIETVFAF INALFDSQGKTT 452

ATVQFRNGAQYALGRDVFRGGLISLVFHSRTRIVTDYIENVIARVTQDERKVLLQNGDGR 540
ATVQFRNGAQYALGRDVFRGGLISLVFHSRTRIVTDYIENVIMARVTQDERKVLLQMGDGR
ATVQFRNGAQYALGRDVFRGGLISLVFHSRTRIVTDYIENVIMARVTQDERKVLLQNGDGR 540
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(O minor tail protein (Mycobacterium phage Pacc40] 175 1175 99% 00 10000% YP 0022416001
O minor tal protein (Mycobacterium phage Shilanl 175 1175 99% 00 99.82% YP 0096080011
O minor tal protein (Mycobacterium phage DotProduct] 174 1174 99% 00 99.82% YP 0096333771
(O3 minor tail protein (Mycobacterium phage Blexus] 174 1174 99% 00 99.82% YP 0099547031
(O3 minor tal protein (Mycobacterium phage Buzlyseyear] 174 1174 99% 00 99.82% YP 0091250111
O minor tail protein (Mycobacterium phage Ramsey] 174 1174 99% 00 99.82% YP 0022418041
O3 minor tal protein (Mycobacterium phage Ibhubesi] 174 1174 99% 00 99.82% YP 0096366381
O minor tail protein [Mycobacterium phage Dillfech15 173 1173 99% 00 9965% YP 0099550341
O minor tal protein (Mycobacterium phage Doug] 173 1173 99% 00 9965% YP 0099561561
(O3 minor tail protein (Mycobacterium phage Madivél 173 1173 99% 00 9965% UIEISS691

(O3 minor tail protein (Mycobacterium phage OldBen] 173 1173 99% 00 99.82% YP 0099607021
(O3 minor tal protein (Mycobacterium phage Eradicator] 173 1173 99% 00 99.65% OYW013831

O minor tal protein (Mycobacterium phage GigiOuiOu] 172 1172 99% 00 99.65% UXE020921

(O3 minor tal protein (Mycobacterium phage Squiry] 172 1172 99% 00 9965% YP 0091245691
O3 minor tail protein (Mycobacerium phage ArcusAngelus] 172 1172 99% 00 9965% YP 0099544951
(O3 minor tal protein (Mycobacterium phage Byougenkin] 172 1172 99% 00 9965% YP 0099553231
O minor tal protein [Mycobacterium phage Piper2020] 172 1172 99% 00 99.65% OQBP316971

O minor tail protein (Mycobacterium phage Saall 172 1172 99% 00 99.47% YP 0090074831
M minor tail protein Mycobacterium phage Zeral 1171 1171 99% 0.0 99.30% YP 0099535131
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minor tail protein [Mycobacterium phage Pacc40]
Sequence ID: YP_002241600.1 Length: 569 Number of Matches: 1
> See 16 more title(s)

Related Information
Range 1: 10 569 Genpeot Graotics
Score Expect Hethod Taentities Positives Gaps
1175 bits(3040) 0.0 Compositional matrix adjust. 569/569(100%) 569/569(100%) 0/569(0%) Alsharold Steucture - 30 structure displays

Identical Proteins - dentical proteins to
Query 1 HSKFERETAAQSALOSGDPNRIARTARALTERKSKVDTSFAFTVCDKFHQPHGAVGGDL 62 P 0022416001

3 MSKFERETAANOSALOSGDPNRTARTARAL TERKSKVDTSFRFTVCDKFHQPHGAVGEDL = &
Soict 1 HSKFERETAAGSALOSGOPNRIARTARALTERKSKVDTSFAFTVCDKFIQPPGAVGGDL 62

Gene -associated gene details

Query 61  IEASGADPRIDVETGRIVLKGNSPLIPLFOCKKTIVGVIVETAGLRYAFYTKIHTYEVR 126
TEASGADPRIIDVETGRIVLKGNSPLIPLFMDCKKTHVGVIVETAGLRYAFYTKNHTYEYR
Sbjct 61  IEASGADPRIDVETGRIVLKGNSPLIPLFOCKKTINGVIVETAGLRYAFYTKIHTYEVR 126

Query 121 DSAWTGTAELRGIRDILIYYVIWPSWLPIQAQPFSHATFVWALQTWENIVAECALRLQ 180
DSAUTGTAELRGIRDILIYYVIHPSIHILPTOAQRF SHATFVHALOTVVENHVAECALRLO
Sbjct 121 DSAMTGTAELRGIRDILIVYVIWPSILPIQAQPFSHALFVWALQTWENIVAECALRLQ 180

Query 181 SGHLEFTNNGLSLIPDIRANFGTVLQALSROGLSVOAFTRULRTPVYVSRTNPLLDTSPH 240
SGULEFTUNGLSLIPDIRANFGTVLQAL SROGL SVQAFTRHLRTPVYVSRTHPLLDTSPH
Sobjct 181 SGULEFTNNGLSLIPDIRAHFGTVLQALSROGLSVOAFTRHLRTPVYVSRTNPLLDTSPH 240

Query 241 VARTVRHETVQAVIKDVTQSYGVDTRHDLMLPGDPOPDRWANLDQPTYVESTVDRSQITG 30
'VARTVRVETVQAVIKDVTOSYGVDTRHDLHLPGDPOPDRHANLDQPTYVESTVDRSOITG
Sojct 241 VARTVRHETVQAVIKDVTQSYGVDTRHDLMLPGOPQPORWANLDQPTYVFSTVDRSQITG 360

Query 301 PTKTVLDSVLRTTIDLGGSLGDIFKPVIKQUPGHDGVFYAPALGVDFEQPYAYFVAPERG 360
PTKTVLDSVLRTTIDL GGSLGDIFKPVIKQVPGHDGVF YAPALGVDFEQPYAYFVAPEPG
Sojct 301 PTKTVLDSVLRTTIDLGGSLGDIFKPVIKQUPGHDGVFYAPALGVDFEQPYAYFVAPERG 360

Query 361 EDTGIDACTITDHTPEGHQHTIGGRSPKWLNDLINATFANL IDSLMTVVGETGIPSDLLS 420
EDTGIDACT ITOHTPEGHOHT TGGRSPKLNDL ANATFAML TDSLMTVVGFTGIPSDL LS
Sbjct 361 EDTGIDACTITDHTPEGUQHTTGGRSPKULNDLINATFAL IDSLHIV/GFTGIPSDLLS 426

Query 421 GFLANSFLAFQLIQHYDRRDEVGPYHPATERFYPTASAPYIIETVFAFINALFDSQGKTT 450
‘G LIS F LAFQLTO-YDRRDEVGPYHPATZRF YPTASAPYILTETVFAF TNALFDSQGKTT
Soict 421 GFLNSFLAFQLIQHYDRRDEVGPYHPATERFYPTASAPYNIETVFAFINALFOSQGKTT 450

Query 481 ATVQFRUGAQYALGRDVFRGGLISLVFMSRTRIVTDYIENVIHRVTQDERKVLLOVGDGR 540
ATVQFRNGAQYALGRDVFRGGLNSLVFHSRTRHVTDYIEIIHRVTQDERKVLLONGDGR
Soict 481 ATVQFRUGAQYALGROVFRGGLUSLVFMSRTR'VTDYIENVIRVTQOERKVLLONGOGR 540

Query 541 KSEAPLAKHQRFITGIFETLSVLTLSPOS 569
KSEAPLAKHQRFTTGIFETLSVLTLSPGG
Sbjct 541 KSEAPLAKHQRFITGIFETLSVLTLSPQE 569
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DeepTMHMM - Predictions

Predicted topologies can be downloaded in ,gff3 format and 3line format
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Sequences producing significant alignments:

Saal_17, minor tail protein, 251
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DeepTMHMM - Predictions

Predicted topologies can be downloaded in ,gff3 format and 3line format
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Sequences producing significant alignments:

Starcevich Draft_22, function unknown, 845
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O minor ta protein ycobacterium phage Mantrz] 1667 1667 99% 0.0 99.88% YP 0099593821
O minor tail protein Mycobacterium phage Buzzlyseyear] 1666 1666 99% 00 9976% YP 0091250131
O minor tal protein Mycobacterium phage Zerg] 1658 1658 99% 00 9929% YP 0099635151
O minor tai protein Mycobacterium phage SuperGrey] 1657 1657 99% 00 99.05% YP 0099627891
O minor tail protein [Mycobacterium phage GUMbie 1654 1654 99% 00 9870% YP 0090188941
O minor tal protein (ycobacterium phage Ruby] 1652 1652 99% 00 9858% AXQe50331

O3 minor tail protein [Mycobacterium phage DillTech15] 1650 1650 99% 00 98.46% YP 009955036 1
O minor tail protein Mycobacterium phage Ginl 1650 1650 99% 00 98.46% YP 0099576341
O3 minor tail protein [Mycobacterium phage MisterCuddies] 1650 1650 99% 00 98.46% OAY0G0591

O3 minor tailprotein [Mycobacterium phage BodEinwohnert7] 1649 1649 99% 00 9834% YP 0099549141
O3 minor tailprotein [Mycobacterium phage Cornucopia] 1643 1643 99% 00 9763% 0BP3149T1

O minor tal protein (ycobacterium phage Dragol 1642 1642 99% 00 97.87% YP 0090160971
) minor tail protein (Mycobacterium phage Poenanya] 1641 1641 99% 00 98.11% YP 0099613161
O minor ta protein Mycobacterium phage Eishl 1639 1639 99% 00 9775% YP 0099563601
O minor ta protein Mycobacterium phage Empress] 1636 1636 99% 00 97.63% YP 009956687 1
O minor tail protein [Mycobacterium phage Saal] 1636 1636 99% 00 9751% YP 0090074851
O minor tailprotein (Mycobacterium phage Doug] 1636 1636 99% 00 97.40% YP 0099561581
O minor tail protein (Mycobacterium phage Henu3 PeY-2017] 1636 1636 99% 0.0 97.75% QBJO0S4S1

O3 minor tail protein [Mycobacterium phage Moonbean] 1635 1635 99% 00 97.16% YP 0099600851
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minor tail protein fivlycobacterium phage iviantraj
Sequence ID: YP_009959382 1 Length: 845 Number of Matches: 1
»See 2 more title(s)

Range 1: 1 to 845 Genpet Graohics

Score Expect Method Tdentities Positives Gaps
1667 bits(4317) 0.0 Compositional matrix adjust. 844/845(99%) 845/845(100%) 0/845(0%)

Query 1 HTSSFDPLPENAHAVPSEPGTHPEQSALQNORPFTVOQLLEIGEQFIEQFLAVWRAVAG 68
HTSSEDPLPEWAHAVPSEPGIHPEQSAL QUQRPETVOQL LETGEQFLEQE LARVVRAVAG
Sbjct 1 MTSSFOPLPEWAHAVPSEPGTHPEQSALQHQRPFTVQQLLEIGEQFIEQFLAVVRAVAG 68

Query 61 VFIPGEASFDQLADWALNIPILGDITEATTGLVGSGIEELTOFFTNIRNFFQSINFIDPS 120
VFIPGEASFDQLRDNALNIP LGDIEATTGLVGGGIEEL TOFF TNIRIFFOSINFID?S
Soict 61  VFIPGEASFOQLADWALNIPILGDIIEAITGLVGGGIEELTQFFTNIRNFFQSINFIDPS 120

Query 121 FNPIQAAVOLVNIIIAPLANLLPSLLTILPIGGISNQTPNILPAPKFPEGSVGSNADIVY 150
FNPIQAVOLVNTILAPLRIL LPSLLTILPTGG SQTPNTL PAPKEPEGSVGSNADAY
Sbict 121 FNPIQAAVOLVNITIAPLRNLLPSLLTILPIGGISQTPNILPAPKFPEGSVGSNADIVY 150

Query 181 DPSHSRSGDGTGAGKVIADGTLKALRSGQNAGDFFAVSEGQTITARVEVSHEGYVGTGAP 240
DPSHSRSGDGTGAGKVIADGT LKALRSGONAGDF FAVSEGQTITARVFVSHEGYVGTGAP
Sbjct 181 DPSHSRSGDGTGAGKVIADGTLKALRSGONAGDFFAVSEGQTITARVFVSHEGYVGTGAP 240

Query 241  IRLQVVPYIDGVAQAPVDLIAYAPQDKDLAHPGKEL SGEYRVPAGVTGVQTREWTEDAT 360
TRLOVVPYIDGVAQAPVDLIAYAPQD+DL AHPGKEL SGEVRVPAGVTGYTREVWTEDAT
St 241 TRLQVWPYIDGVAGAPVDLNAYAPQDQDLAHPGKEL SGEVRUPAGVTGVQTRFWTEDAT 360

Query 301 AGTFUDDAEVKQTGVIQQSHVEGLPEILOTLLARVOLTIDTVSAIRGGVQTVENTLED 360
AGTFIHIDDAEVKQTGVIQOSHVEGLPETLOTLLARVOLTIDTVVSATRGGVQTVENTLED
Soict 301 AGTFMUDDAEVKQTGVIQUSHVEGLPEILQTLLARVQLTIDTWSAIRGGVQTVENTLED 360

Query 361 LFDALRNISPESIAGHLGPENLRETIENIVNSIVGGLVGLPGIGAGIADLFIVLOEIASR 420
LFDALRNISPESTAGHLGPENL RETIENTVNSTVGGLVGLPGIGAGIADLFNVLOETASR
Soict 361 LFDALRNISPESIAGHLGPENLRETIENTVISIVGGLVGLPGIGAGIADLFINLOEIASR 420

Query 421 ASLGLFSUDILGIRTNKPVDSGLLPSERSNFPLSNVTTHLEATOGNSLIGUDLIEESNPL
ASLGLFSUDILGIRTNKPYDSGLLPSERSIFPLSINTTHLEATOGNSL IGVDL IZESHPL
Soict 421 ASLGLFSUDILGIRTNKPVDSGLLPSERSNFPLSNVTTULEATQRNSLIGUDLIEESNPL

a0
a0
Query 481 GVVSIGYGLSGITEFYVNINKVDLTSGOTLVKHSPNIVGLLGGTAAPGEFISYELODP 540
GVVSNIGYGLSGITEFYVNIWKVDLTSGONT LVHHSPNIVGLLGGTARPGEF ISYELDDP
Sbjct 481 GVVSHIGYGLSGITEFYVNLNKVDLTSGONTLVRHSPNIVGLLGGTAAPGEFISYELODP 540
Query 541 VPVVASEAVAYELVPVGGTHYVRGRVADLPNHPTSQIVSLAATRINTSPDSPPSSTVKAS 660
VPVVASEAYAYELVPVGGTHY VRGRVADL PHHPTSOLVSLAATRIINTSPDSPPSS IVKAS
Sojct 541 VPUVASEAYAYELVPVGGTHYVRGRVADLPNHPTSQIVSLAATRINTSPDSPPSSIVKAS 660

Query 601 VTRSGDVPVSIAVDTGSGEDHHDPHKIYLGTARTVEPVPHIVIIDPVAVGGGGGGAQS 660
VTRSGOVPINVSIAVDTGSGGDHHDPYKTYLGTAATVFPYPIAVNY IDPVA
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Stajaaw S0 _[Genomic [Spacer |Final [sequence of the Region |starc|stars fomr
3 [score |z value [pisvance|score [Upstream of che Scarc |Codon|Posivion [Lengen
1 =053 2438 |15 —4.655 |CGGTIGAGGTICITCOGCTGIC |ATG (17151 |2538
2" esss [os7 11 -7.31¢ |CATGACGICATCGITIGATCCG |TTG |17212  |2517
3 |s.oeL 2.ass ie -4.857 |GTTGOCGGAGTGGGOGCATGOG |GTG (17233 |245€
s |soe 2.ass s 4.107 | TATTCACCCGGAGCAGTCGGCG |TTG (17272 |2457
s |-s.22s 1ao1 |10 -5.523 | TGAGCAGTICATIGAACAGTTT |TTG |17341 |2388
¢ |-s.3ss [13ss s 6.350 |CATTGAACAGTTITIGEOGTGE |GTG (17350 |2375
7 |-s.as7 17rs s ~6.447 | TGAACAGTTTTIGGCGTGEGTG |GTG (17353 |237¢
o |-c.oss |o.ses s 6.864 |GGTGGTGOGOGCTGTIGETGEE (GTG (17371 |23s8
s |-c.172 o.sas  m €.525 | CGACCAGCTGCGTGATIGEGCA |TTG |17415 2310
10 |-s.ess rers |7 ~6.17¢ |CTTTAACCCCATCCAGGCTGEG |6TG [17572  |2187
1 |s.as 27 10 -4.313 |CATCCAGGCTGOGGTGEAGCTG |GTG [17581  |2148
12 |-s.577 [1.232 |13 6.623 | GOGGAATCTGCTGOCCAGICTG |TTG |17626  |2103
13 |s.3s2 pms |7 -4.865 |GGTCGGTAGCAATGCGGATIGE |GTG (17725 |2004
1s 3382 2m3 10 -4.03¢ | CGGTAGCAATGCGGATIGEGTG |GTG (17728 |2001
1s s os2 10 ~6.805 |GAAGGTTATIGCCGACGGCACE |TTG [17754  |1535
1c |-7.ss2 o282 m 5.255 |GGGCCAGACAATCACTGECCGE |GTG [17865  |1360
17 |-s.ss3 1727 s 5.775 | GACAATCACTGOCCGGGTGTIC |GTG (17875 |1854
16 |-2.a22 |2.788 |7 -3.545 |GTTCGTGICGCATGAGGGGTAT |GTG (17853 |183¢
15 |-s.es1 e |15 ~6.253 | GGGTACCGGOGOGCCGATCCGE |TTG (17517 |1812
20 |-s.083 [1.558 e 5.305 | CGGCGCGCCGATCCGGTIGEAG (GTG (17523 |180€
21 a.oea [1ssa 11 -4.840 | CGOGCCGATCCGGTIGEAGETG |GTG [17526  |1803
22 -asas [1731 |7 ~6.068 | CGACGGCGTTGEACAGGCCCCT |GTG (17985 (1770
23 |-asas [17a1 13 5.550 | CGTTGCACAGGCCCCIGIGRAT |TTG |17565 1764
24 2535|2702 10 -3.230 | GTACGCCCCGCAGGATARAGAT |TTG |17595 (1734
25 a6 (1513 |s -4.544 | TTTGGCGTGGCCCGGTARGGAG |TTG |18016 (1713
26 -aes2 [1.e0a 13 -5.685 | GGAGTATCGGGTACCCGOCGGE |GTG |18046  |1683
27 -as2s [2o0m 12 -4.760 | GGTACCCGCCGGGGTGACTGET |GTG |18085  |1674
28 |-a.208 [2.378 |10 -5.505 |GACTGGTGTGCARACCCGGTIC |GTG |18070 |16
25 |-a.sss (1707 e -5.817 | TGGTGTGCARACCCGGTICGTG |GTG |18073  |16s€
30 |-2.585 |2.es¢ |1¢ -4.345 | TCTTCCGGAGATICTGCARACC |TTG |18184  |1545
31 |-s.e75 1572 |10 -5.565 | TCCGGAGATICTGCARACCTTG |TTG |18187  |1542
32 |c.71e o.eso w1 =7.475 | TCTGCARACCTIGITGECCCGE |GTG |18156  |1533
33 |-s.ss3 1727 s 5.775 | AACCTTGTTGGCCCGGGTGEAG |TTG |18202  |1527
3s |-s.se0 1ms -5.337 | GGTGCAGTIGACGATIGACACE |GTG |18217  |1512
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DeepTMHMM - Predictions

Predicted topologies can be downloaded in ,gff3 format and 3line format
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Sequences producing significant alignments:

Starcevich Draft_23, function unknown, 628
Rialto_Draft_21, function unknoun, 628
Mantra_19, minor tail protein, 628

Leozinho_20, minor tail protein, 628
Dirtlicgirt_20, minor tail protein, 628

5isi_19, D-Ala-D-Ala carboxypeptidase, 628
Phatniss_20, D-Ala-D-Ala carboxypeptidase, 628
UncleRicky_20, minor tail protein, 628
Spartacus_26, D-Ala-D-Ala carboxypeptidase, 625
Lorde_20, minor tail protein, 628

Enby_20, minor tail protein, 628

Drago_20, D-Ala-D-Ala carboxypeptidase, 625
XFactor_19, minor tail protein, 628

DLane_15, function unknoun, 628

GigiOuioui 19, minor tail protein, 628

Emma_19, minor tail protein, 628

Datiorst_21, minor tail protein, 628

Veteran_19, minor tail protein, 628

Ruby_19, minor tail protein, 628

Phasih_20, minor tail protein, 628
MisterCuddles_19, D-ala-D-ala carboxypeptidase, 628
Karhdo_Draft_19, function unknoun, 628

GUmbie 19, D-Ala-D-Ala carboxypeptidase, 628
Seagreen_20, D-ala-D-ala-decarboxylase, 625
Melissaurenss_19, minor tail protein, 628
Fruitloop 19, function unknoun, 628
EleanorGearge_19, minor tail protein, 628
Boomer_20, function unknown, 628

Sandalphon_20, minor tail protein, 628

Minnie 26, minor tail protein, 628

Girr_13, minor tail protein, 628

Ovechkin_19, D-Ala-D-Ala carboxypeptidase, 628
Flathead 20, minor tail protein, 628
Whatsapiscost 19, minor tail protein, 628
Hoonbeam 26, minor tail protein, 628
MilleniunForce_20, D-ala-D-ala carboxypeptidase, 628
Hegedechuinu_28, minor tail protein, 628
DillTechis_13, D-ala-D-ala carboxypeptidase, 625
Deadp_19, D-la-D-ala carboxypeptidase, 628
Batiatus_19, minor tail protein, 628
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>Starcevich Draft_23, function unknown, 628
Length = 628

Score = 1296 bits (3354), Expect = 0.0
Identities = 628/628 (100%), Positives = 628/628 (100%)

Query: 1 HTIKGYFVYAKEKDASGDFVQLNPDPVLPPYRTNGLKSNTTYEFYVKTVDNAGHLSDPSD 60
HTIKGYFVYAKEKDASGDFVQLNPDPVLPPYRTHGLKSNTTYEFYVKTVDNAGHL SDPSD.
Sbjct: 1 HTIKGYFVYAKEKDASGDFVQLNPDPVLPPYRTNGLKSNTTYEFYVKTVDNAGHLSDPSD 60

Query: 61 TYEFTTPAHTAGDLLSPEDQAMVDLIVEQSRAETGQPGVHLQITGPRGNYAKAYGTTVGG 120
TYEFTTPAHTAGDLLSPEDQANVDL IVEQSRAETGQPGVHL QLTGPRGYAKAYGTTVGG
Sbjct: 61 TYEFTTPAHTAGDLLSPEDQAMVDLIVEQSRAETGQPGVHLQTTGPRGNYAKAYGTTVGG 120

Query: 121 TVRPLTLDDHFRHGSSTKIFTAIAFFQAVDKGLISLDDTLEQYVPGIPNGTAITHGHILS 180
TVRPLTLDDHFRIGSSTKHF TATAFFQAVDKGLISLDDTLEQYVPGIPNGTATTHGHHLS.
Sbjct: 121 TVRPLTLDDHFRHGSSTKHFTATAFFQAVDKGLISLODTLEQYVPGIPNGTAITHGHILS 180

Query: 181 HRSGIAEYTAGINALKVTLFPTWPTGAKDF LSSMKGPSNFYPGTDYLYTNSNFALIGHY 240
RSGIAEYTAGINALWVTLFPTHPITGAKDF LSSHKGPSNFYPGTDYLYTNSNFALIGHY
Sbjct: 181 NRSGIAEYTAGINALKVTLFPTWPITGAKDF LSSMKGPSNFYPGTDYLYTNSNFALIGHY 240

Query: 241 LEIVDPAHRPIKQIFKEDIIDPLGLTETSHPPIGPVPPPASIADTFNPNFLDAAGALATN 300
LEIVDPAHRPIKQIFKEDT IDPLGLTETSHPPIGPVPPPASTADTFNPFLDAAGALATH
Sbjct: 241 LEIVDPAHRPTKQLFKEDIIDPLGLTETSPPIGPVPPPASTADTFNPNFLDAAGALATN 360

Query: 301 INDYTKFAEALRDNANGLSPESYDANLSTFHKHPTGHDPYANGFYIPSEYYYGYGIESFG 360
INDYTKFAEALRDNANGLSPESYDANLSTFUKHP TGHDPYANGF YIPSEYYYGYGIESFG
Sbjct: 301 INDYTKFAEALRDNANGLSPESYDANLSTFHKHPTGHDPYANGFYIPSEYYYGYGIESFG 360

Query: 361 TWFGHPGLFSGGHSSTIFFERDSGATFTLHENSNTSNPPAAGYTRIIVRVAEYLYPGTIT 420
TWFGHPGLFSGGHSSTIFFERDSGATFTLHENSHTSNPPAAGY TRIUVRVAEYLYPGTIT
Sbjct: 361 TWFGHPGLFSGGHSSTIFFERDSGATFTLHENSNTSNPPAAGYTRIVRVAEYLYPGTIT 420

Query: 421 NDQUUPVPPEPYDVGFDAVSGAGAGVGSATVNFKASEGATVFAVVAIDRAGSAPSATYGG 450
NDQUUPVPPEPVDVGFDAVSGAGAGVGSATVNFKASEGATVFAVVAUDRAGSAPSATY GG
Sbjct: 421 NDQUUPVPPEPVDVGFDAVSGAGAGVGSATVNFKASEGATVFAVVADRAGSAPSATYGG 480

Query: 481 AGGVLLGSVSHDGDPANGGLATFRIENAGSGVARQUKATGRGHVSAYAISFIDVVSVGTP 540
AGGVLLGSVSHDGDPANGGLALF RHENAGSGVARQHKATGPGHVSAYATSFNDWSVGTP
Sbjct: 481 AGGVLLGSVSHDGDPANGGLATFRIENAGSGVARGHKATGPGHVSAYATSFRDWVSVGTP 540

Query: 541 TFAHGNGTAHSQSVTVPSGVTLOAFSAGAGGVSSHKIETIIGARLRAEQSGIAPPLCVNT 600
TRAHGNGTAHSQSVTVPSGVTLQAF SAGAGGVSSHKTE TTIGARL RAEQSGTAPPLCVNT
Sbjct: 541 TRAHGNGTAHSQSVTVPSGVTLOAFSAGAGGVSSHKIETITGARLRAEQSGIAPPLCVNT 660
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Rialto_Draft_21, function unknown, 628
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Job title: (3) - Protein Sequence

RID 7COMN3BWOIN (Expires on 06-01 00:38 am)

Query ID Icl|Query_615254 Database Name nr
Description unnamed protein product Description All non-redundant GenBank CDS translations+PDB-+SwissProt+PIR+PRF excluding
Molecule type environmental samples from WGS projects

Query Length Program BLASTP 2.14.1+ b Citation
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Putative conserved domains have been detected, click on the image below for detailed results.
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Distance tree of results Multiple alignment o

Max | Total Query E | Per
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O minor tail protein withIysin actviy [Mycobaceriu 1274 1274 99% 00 9984% Y 000050331
(0 minor i protin with ysin actiy Vycobacterim phage SiSi 1273 1273 99% 00 9952% YP 0080511451
O minor tail protein with bysin actity [Mycobaclerium phage Phainss] 1264 1264 99% 00 9889% YP 0082025371
) minortai protin IMycobacteriom phage Dragal 1263 1263 99% 00 9873% YP 0090160081
() minortai protin wih ysin activiy [Mycobacterium phage GUmbie] 1263 1263 99% 00 9873% YP 0000185051
() minortai protein with ysin aciiy [Wycobacterium phage Girl 1262 1262 99% 00 9B57% YP 0090576351
O minor tal protein Mycobacterium phage DaWors] 1262 1262 99% 00 9873% ATNESS1iA

O minor tail protein with Iysin actity [Mycobaclerium phage Emma] 1261 1261 99% 00 9B57% YP 0090565781
() minortai protin with ysin actiy ycobacterim phage Spariscts] 1261 1261 99% 0.0 S857% Y 0096078401
() minortai protin it ysin achiiy [Vycobacerium phage Eoomer] 1260 1260 99% 00 9873% YP 0020142361
) minortai protin Mycobacterim phage XEactor 1259 1259 99% 00 98.41% YP 0082087601
0 minor tal protein with ysin actiy [Mycobaclerium phage Friloop] 1258 1258 99% 00 9825% YP 0022417041
O minor tail rotin (Mycobacterium phage Flathead] 1258 1258 99% 00 9841% QOHOISS1

O minor tal protein with ysin actity [Mycobaclerium phage Ovechkin 125 1258 99% 0.0 98.09% YP 00%2111E31
) minortai protein Mycobacterum phage Whatsapiecost 1256 1258 99% 00 97.93% USHasiTi

() minortai protin wih ysin aciiy [Mycobacterium phage Minnie] 1258 1258 99% 00 98.25% YP 0090508031
O minor tail protein (Mycobacterium phage Alexphander] 1256 1256 99% 00 9825% AVO244731
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|Stajraw D _|Genomic [Spacer |Finai |Sequence of the Region |Stars|scarc Joar
3 [score |z value [pisvance|score [Upscream of che Scarc |Codon|Posivion [Lengen
[ 2275 [pe2r |1a |=3_62¢[CGTGGTCTGGAGCTACTGACGT [aTe [15725 |1887
2 asie 2230 s 5.115 |CGCTTCAGGCGATTICGTICAG |TTG |15788 1824
3 |-s.oe 1am 1 ~6.408 | CGTTCAGTIGAATCCCGACCCE |GTG |15803  |1805
s |-s.ss 1osi 10 6.€45 | TCAGTTGAATCCCGACCCGGTG |TTG |15806  |180€
s |-2.s2¢ [2.73¢ |1 -3.183 |GOCGOCGTACAGGACGAACGGT |TTG |15830  |1782
¢ |-c.o2s 1ose |10 -6.715 | GAACACCACGTACGAGTICTAT |GTG |15860 1752
7 |-s.s75 12m s 6.354 |GTACGAGTICTATGIGAAGACG |GTG |15865 (1743
o |-3.ses 2oz |1e 5.760 | GACGGTGGACAACGCCGGCTGE |TTG |15887 (1725
s |-s.205 |18se |7 5.728 | TCCCGCGCACACTGOGGGTGAT |TTG |19944  |1€68
10 |-s.205 183 |10 -4.500 | CGOGCACACTGOGGGTGATITG |TTG |19947 1665
11 |3.075 2480 |20 3.774 | GTTGTCGOCGGAGGACCAGGCE |ATG |19968 1644
12 |3.075 2480 13 -4.125 |GTCGOCGGAGGACCAGGCGATG |GTG |19571 1641
13 |-a.s3 2218 |7 5.061 | GGAGGACCAGGCGATGGIGGAT |TTG |19577  |1635
1s |-3.ses [2.15¢ |10 -4.278 | CCAGGCGATGGTGGATITGATT |GTG |19983  |1€25
1s |-s.ess [1a73 |12 ~6.535 | CGOGGAGACCGGCCAGCCGREE |GTG |20015  |1553
1c |-3.52s 2om |7 5.447 | GGAGACCGGCCAGCCGEGEETG |ATG |20022  |1550
17 |-3.52s 2.0 |10 -4.615 |GACCGGCCAGCCGGGGGTGATG |TTG |20025  |1587
1o |-s712 1eso s -5.487 | TGCGAAGGCGTACGGCACCACE |GG |20076  |153¢
15 |-s.437 1788 |10 5.131 |CGTGGGCGGCACGETICRCCCE |TTG |20087 1515
20 |-a.437 [1.708 |16 6.232 | CGGCACGGTICGOCCGTIGACE |TTG |20103  |1505
21 s.a72 (1202 13 -6.515 |GACGTTGGATGACCACTICCGE |ATG |20121  |1451
22 4124|1535 |16 -5.520 | CCGCATGGGTICATCCACGRAG |ATG (20135 (1473
23 |s.aes [1.207 10 €.155 |CTTCCAGGCIGICGATARAGGG |TTG |20181 1431
24 2751|2895 12 -3.58¢ | TGTCGATARAGGGTIGATCICT |TTG |20150  |1422
25 [-as22 [2.226 |15 5.124 | TCCGAACGGTACCGCGATCACG |ATG |20247  |13€5
26 3456|223 7 -5.015 | TACCGCGATCACGATGGGGCAC |ATG |20256  |135€
27 |-aase |22 |16 -5.252 | CACGATGGGGCACATGCIGICC |ATG |20265 1347
28 2757|2896 |16 -4.553 | CGOGAAGGACTICCIGAGCICT |ATG |20367  |1245
2s e [1.022 10 €.706 |CTCCAACTTTGOGCTGATCGGE |ATG |20435 1173
30 |-3.225 |2.3¢s |7 -4.748 | CTACACGAAGTICGCGGAGGCE |TTG |20655  |587
31 3775 202 -4.53¢ | GGAGGCGTIGOGGGACAACGCG |ATG |20670 542
32 |-c.os2 |o.ses o =7.304 | CGOGGGCTATACCCGCATITGE |GTG |20546 |ece
33 |-s.a55 1272 |s -6.707 | CTATACCCGCATTTGEGTGEGE |GTG |20952 |ee0
33 |-s.1e7 130 m -5.524 | TACGAATGACCAGAACTGGCCG |GTG (21003 |€0s
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>Starcevich Draft_24, function unknoun, 388
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HSVAVGHHAESHVSFGVTT TPEVGFRYGGPKQEFGVTL TPELGHAAVAHNRASFGLSVPY.
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HSVAVGHNAESHVSFGVTT TPEVGFRYGGPKQEFGVTL TPETGHAAVAHNRASFGLSVPY.

SLGMGAASHSKASF GLVFAPY TANRGPAAF EPVFPSEDLYPSVSLFPTPRAQSPGFGLSF
SLGMGAASHSKASF GLVFAPY TANRGPAAF EPVFPSEDLYPSVSLFPTPRAQSPGFGLSF
SLGMGAASHSKASF GLVFAPY TANRGPAAF EPVFPSEDLYPSVSLFPTPRAQSPGFGLSF

TPSLGREAAPKFARSFGIELDPQVGHGTALGFTKGFGTEL SPQVGHSGAERYYREFELHL.
TPSLGFEAAPKFARSFGIELDPQVGHGTALGFTKGFGTEL SPQVGHSGAERYYREFELHL.
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TPGIGHDAVGNDGVDPVAFDAVTHSQQATSTFSFIHTATAGASVLSLVVQGSDTIASVT
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TTGTVOKSYGNSGSASLSASAPGDGGRVVVS FANGNRTFTPSGGTNRFSGSGLFPTLTT
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Sequences producing significant alignments:

Starcevich Draft_24, function unknown, 388
willsterrel 21, minor tail protein, 388
IrishSherpFalk 21, minor tail protein, 383
Rialto_Draft_22, function unknoun, 388
Rita_20, function unknoun, 388

Redsird 20, function unknown, 420
BuzzLysayear_22, minor tail protein, 388
KristaRal_21, minor tail protein, 388
Flathead 21, minor tail protein, 388
VRedHorsz_20, function unknown, 388
Rockne_20, minor tail protein, 388
PHC_20, function unknoun, 388

Maravista Draft_2, function unknown, 388
Lorde_21, minor tail protein, 388
L1ij_20, function unknoun, 388
Hegedechuinu_21, minor tail protein, 388
Enby_21, minor tail protein, 385
Drago_21, function unknoun, 385
Littlee_a1, function unknown, 388
BodEinuohner17_26, minor tail protein, 388
Strokeseat 20, minor tail protein, 388
Hlubikazi_20, minor tail protein, 388
Tootsieroll 21, minor tail protein, 388
Radiance Draft_20, function unknown, 388
Quicktath_21, Function unknown, 388
Kimberlium 22, minor tail protein, 388
Juiceass 22, minor tail protein, 388
JalFarm2b_22, minor tail protein, 388
Firehouse31 21, minor tail protein, 388
EleanorGeorge_20, function unknoun, 388
Blexus_20, minor tail protein, 388
MinionDave 21, minor tail protein, 388
Job42_23, minor tail protein, 388
CaptainTrips_21, minor tail protein, 388
Phatniss_21, function unknown, 386
Bobi_22, function unknoun, 386
Alexphander_22, minor tail protein, 388
Boomer_21, Function unknown, 388
Stap_Draft_20, function unknown, 386
spikelee 21, function unknown, 386
Ramsey 21, function unknown, 386
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>WillSterrel 21, minor tail protein, 388
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Databas

: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters
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3 Alignments = Downlo! )t Graphics Distance tree of results Multiple alignment o
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(O3 minor tal protein (Mycobacterium phage Wisterrell 768 768 9% 00  99.48% YP 0099634141
O minortai protein [Mycobacterium phage BuzzLyseyear] 766 766 99% 00  99.48% YP 0091250151
O hypothetical protein SEA RITA 20 (Mycobacterium phage Rita] 765 765 99% 00 9923% UVGM6441

(O minor tal protein (Mycobacterium phage Fiathead] 764 764 99% 00 99.48% QGH791561

(O3 minor tal protein (Mycobacterium phage KristaRAM] 764 764 99% 00 99.22% YP 0099589741
O minor tai protein [Mycobacterium phage Drago) 764 764 99% 00 99.22% YP 0090160991
O hypothetical protein PBI REDBIRD 20 [Mycobacterium phage RedBird] 764 764 99% 00  99.48% WAB103001

O minor tai protein (Mycobacterium phag LitieE 763 763 99% 00 99.22% YP 0096369521
O minor tai protein [Mycobacterium phage BodEinwohner17) 762 762 99% 0.0 98.97% YP 0009540161
(O minor tail protein (Mycobacterium phage Hubikazil 761 761 99% 00 98.97% YP 0099581551
(O3 minor tal protein Mycobacterium phage Kimbertum] 761 761 99% 00 9871% YP 0091981261
O minor tai protein (Mycobacterium phage Biexus] 761 761 99% 00 98.97% YP 0099547071
O minor tal protein (Mycobacterium phage Firehouse51 761 761 99% 00 9871% YP 0099571151
(O minor tai protein (Mycobacterium phage CaptainTrips] 759 759 99% 00 9871% YP 0092023011
O minor tai protein [Mycobacterium phage Job42) 759 759 99% 00  98.45% YP 0081266131
(O3 minor tal protein (Mycobacterium phage Phatniss] 759 759 98% 00  98.96% YP 0002025381
O minor tai protein [Mycobacterium phage JalFamm20] 759 759 99% 0.0 9871% UEM450801
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Job title: (3) - Protein Sequence

RID 7CBASB56016 (Expires on 06-01 01:07 am)

Query ID Icl|Query_160331 Database Name nr
Description unnamed protein product Description All non-redundant GenBank CDS translations+PDB-+SwissProt+PIR+PRF excluding
Molecule type amino acid environmental samples from WGS projects

Query Length 389 Program BLASTP 2.14.1+ b Citation
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minor tail protein [Mycobacterium phage WillSterrel]
Sequence ID: YP_009963414.1 Length: 388 Number of Matches: 1
b See 2 more title(s)

Range 1:1to 388 Genpest Graohics

Score Expect Method Tdentities Positives Gaps.
768 bits(1982) 0.0 Compositional matrix adjust. 386/388(99%) 388/388(100%) 0/388(0%)

Query 1 MSVAVGIAESHVSFGUTITPEVGFRYGGPKQEFGUTLTPEIGHAAVAHIRASFGLSVPY 68
HSVAVGAESHVSFGVTI TPEVGERYGGPKQEFGTL TPETGH AVAHNRASEGLSVPY.
Sbjct 1 MSVAVGMAESHVSFGUTLTPEVGFRYGGPKQEFGVTLTPEIGHSAVARNRASFGLSVPY 68

Query 61 SLGNGAASHSKASFGLVFAPYIAVRGPAAFEPVFPSEDLYPSVSLFPTPRAQSPGRGLSE 120
SLGUGAASHSKASFGLVFAPY LAYRGPAAFEPVF PSEDLYPSVSL FPTPRAQSPGFGLSF
Soict 61 SLGNGAASHSKASFGLUFAPYIAVRGPAAFEPVFPSEDLYPSVSLFPTPRAQSPGRGLSF 120

Query 121 TPSLGFEARPKFARSFGIELDPOVGHGTALGFTKGFGIELSPOVGHSGAERYYREFELHL 150
TPSLGFEAAPKFARSFGIELDPQVGNGTALGF TKGF G+ ELSPOVGHSGAERYYREFELIL
Sbjct 121 TPSLGFEAAPKFARSFGIELDPQVGHGTALGFTKGFGLELSPOVGHSGAERYYREFELHL 150

Query 181  TPGIGHDAVGNDGVDPVAFDAVTISQQATSTESFITATAGASVLVSLWOGSDTIASVT 240
‘TPGIGHDAVGHDGVDPVAFDAVTHSQQATSTFSFIKTATAGASVLSL WWOGSDT LASVT
Sojct 181 TPGIGNDAVGNDGVDPVAFDAVTMSQQATSTFSFITATAGASVLVSLWOGSOTIAST 240

Query 241 YDGSANTLIGSQALNNAGEGSQHLYVIHGVAGGSKQVTVNKPTGFGHVGAVAASYLIAT 30
'YDGSAMTL TGS0AL MINAGEGSQHL YVTHGVAGGSKQVTVIIKPTGGHVGAVAASYLNAT
St 241 YDGSAMTLIGSQALNNNAGEGSQHLYVIHGVAGGSKQVTVNKPTGFGAVGAVAASYLIAT 360

Query 301 TTGTVOKSYGNSGSASLSASAPGDGGRVVSFANGIRTF TPSGGTNRESGSGLEPILTT 360
TTGTVOKSYGHSGSAS L SASAPGDGGRVVVSFANIGHRTFTPSGGTIRESGSGLFPTLTT
Sojct 301 TTGTVOKSYGNSGSASLSASAPGDGGRVVSFANGIIRTF TPSGGTIRFSGSGLFPILTT 360

Query 351 SDATTATNETATSSSGTWANIAVPLIPA 388
SOATTATNFTATSSSGTHAAHAVPLNPA
cpiir apq  oon TATHNTTATSSSCTHAMIAVELINES
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scajRew Sp |Genomic |Spacer |rina1 [Sequence of che Region [svarc|svare fome
3 [score |z value [pisvance|score [Upscream of che Scarc |Codon|Posivion [Lengen
[ |-sss [1ss |7 |=e_e54_[ccACCTOGTOGCAGOCGARTAR TG |21872 _[1203
2 |-s.735 |15 |10 6.425 | CGGTGAACTIGCAGATIGEGGE |ATG |21608 1167
3 |-s7es 1e2s s 5.535 | ACTTGCAGATIGGGGGATGAGE |GTG |21614  |11€1
s |-c.e0s (o.esr  1a 5.155 |CGGCGTCACCATCACTCCIGAG |GTG |21674 1101
s |-s.ass 1252 |10 ~6.145 |CACCCICACCCCCGAGATCGGE |ATG |21737  |1038
¢ |-s.7e0 [1ass 7 -7.283 | CCCCGAGATCGGCATGEOC6CE |GTG 21746 |1025
7 |-s.557 [1.02s |s 7.215 |GCACAACCGTGOGAGTTICGET |TTG |21773  |1002
o |-s.e07 a2 |s 6.582 | CCGTGOGAGTTICGGTTIGICE |6T6 21775 |sse
s |-s.sss 1707 1a S.€41 |GTCGGTGOCGETTICRCTGEGE |ATG |21757  |s78
10 |-3.e¢7 |2.085  |1e 5.663 |CAGCAAGGCGTCGTICGGICIG |GTG |21836  |s3s
11 |-c.os2 (o.ses 10 -6.777 | GGTGTICGOGCCGTATATCGCG |ATG |21857 |s18
12 |-s.38s |13ss 13 ~6.385 | TGGTCCGGCGGCGTICGAGCCE |GTG |21884  |8s1
13 |-s.e0s 1122 |e =7.550 | GOCGGTGTTICOGTCCGAGRAT |TTG |21502  |873
1s |-2.e55 |2.c2s |1e -4.455 |GTCCGAGGATTIGTATCCGTCE |GTG |21514  |seL
1s |-s.sss 1707 |s 5.370 | CGOGCAGTCCCCCGETTTCRSE TG |21985 |ale
1c a3 2328 e 5.107 | CGAACTGGACCCGCAGGTCGGE |ATG |22043  |732
17 |-3.a30 |2.2es |7 -4.563 | CGAACTGICCCCGCAGGTIGEA |ATG |22103  |€72
1o |-c.377 jo.aas 10 =7.072 | GTATTACCGCGAGTICGAGCTG |ATG |22142  |€33
15 |-s.3es 1333 7 6.852 | TTACCGCGAGTICGAGCIGATG |TTG |22145  |€30
20 |-s.127 1533 10 -4.822 |GATGTTGACCCCGGGAATCGGT |ATG |22163 €12
21 3130 2are |7 -4.653 | COCGGGAATCGGTATGGACGCT |GTG |22172 |€03
22 |-3.e08 |2.087 |12 4.644 |GGGTAATGACGGTGTIGACCCE |GG |22156  |s75
23 |-s.333 [183s |7 -5.85¢ |GGTGGCGTICGACGCGGTAACE |ATG |22217 |sse
25 |3.0e1 2.485 15 -4.663 |CACCGCCGGAGCGTCGGTACTG |GTG |22283 |45z
25 |-3.s31 2221 |s -4.306 | TGTCACCTACGACGGATCAGCG |ATG |22343 |43z
2c |-3.2e2 2342 |12 -4.115 |CGCTGGCGAAGGTICICAACAC |TTG |22400 375
27 |-s717 |1ess 12 -5.552 | TGTTGCTGGOGGGICCARGCAG |GTG |22435  |33€
26 |-s.315 [1.3s7 |12 ~6.155 |CAAGCCCACCGGCTICGGGTGE |GTG |22472  |303
25 |-s.e53 |1.se3 e -6.63% |GAACGCGACCACCACCGGCACT |GTG |22520  |255
30 |-c.353 |o.s38  |1e 8.185 |GGTAGTCGITICGTICGCCAAC |ATG |22610  |165
51 -a.674 |1.ees |5 -5.448 |CTCGTCGGGCACATGSGCCGSC |ATG 22748 |27
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DeepTMHMM - Predictions

Predicted topologies can be downloaded in ,gff3 format and 3line format
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Sequences producing significant alignments:

Starcevich Draft_25, function unknown, 113

DaddyRickover_Draft_21, function unknoun, 113

BodEinuohner17_21, function unknown, 113
TDanisky_21, function unknown, 113
SwagPigglett_21, function unknoun, 113
Stap_Draft_21, function unknown, 113
Spikelee 22, function unknown, 113
Sparkdehlily 21, function unknoun, 113
Saal 21, function unknoun, 113
Philus_Draft_21, function unknown, 113
DREY19 21, minor tail protein, 113
Beakin_22, function unknown, 113
Sassafras_21, minor tail protein, 113
Quico_22, function unknown, 113
Polkals_22, function unknown, 113
Phatniss_22, function unknown, 113
Ovechkin 21, function unknown, 113
Optinus_36, function unknown, 113
Latretium_22, function unknown, 113
Tnventum 21, function unknown, 113
Girafales 22, function unknown, 113
Florinda_21, function unknown, 113
Duke13_33, function unknown, 131
Dorothy_21, function unknown, 113
Datiorst_23, minor tail protein, 113
Cornucopia 22, function unknown, 113
Chuckly_21, function unknown, 113
Blexus_21, function unknown, 113
Aubs_21, function unknoun, 113
Arcusangelus_21, function unknoun, 113
Alexphander_23, minor tail protein, 113
VRedHorse_21, function unknown, 113
Seabastian 21, function unknown, 113
Poenanya_21, minor tail protein, 113
Oksu_Draft_22, function unknown, 113
OfUltron_21, function unknown, 113
0chi17_21, function unknown, 113
Modragons_21, function unknown, 113
Llama_21, function unknoun, 113
Doomphist_21, function unknown, 113

(bits) Value
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>Starcevich Draft_25, function unknown, 113
Length = 113

Score = 227 bits (579), Expect = 6e-60
Identities = 113/113 (100%), Positives

113/113 (100%)

Query: 1 NGIPNATHKAASDATAGLGOWISVHTGAAGTTGANEATGGGYAREQTSWTSGSSGTNTGD 60
HIGIPNATHKAASDATAGLGDHISVHTGAAGT TGANEATGGGYAREQTSWTSGSSGTNTGD.
Sbjct: 1 NGIPNATHKAASDATAGLGOWISVHTGAAGTTGANEATGGGYAREQTSKTSGSSGTNTGD 60

Query: 61 EVEISVAAGTYVEGGIWSASSSGTFVGSEAFDDGDVEVSGSGASISVIPRIVA 113
EVEISVAAGTYVEGGIHSASSSGTFVGSEAFDDGDVEVSGSGASTSVTPRIVA
Sbjct: 61 EVEISVAAGTYVEGGIWSASSSGTFVGSEAFDDGDVEVSGSGASISVTPRIVA 113

>DaddyRickover_Draft_21, function unknown, 113
Length = 113

Score = 227 bits (579), Expect = 6e-60
Identities = 113/113 (100%), Positives = 113/113 (100%)

Query: 1 NGIPNATHKAASDATAGLGOWISVHTGAAGTTGANEATGGGYAREQTSWTSGSSGTNTGD 60
HIGIPNATHKAASDATAGLGDHISVHTGAAGT TGANEATGGGYAREQTSWTSGSSGTNTGD.
Sbjct: 1 NGIPNATHKAASDATAGLGOWISVHTGAAGTTGANEATGGGYAREQTSKTSGSSGTNTGD 60

Query: 61 EVEISVAAGTYVEGGIWSASSSGTFVGSEAFDDGDVEVSGSGASISVIPRIVA 113
EVEISVAAGTYVEGGIHSASSSGTFVGSEAFDDGDVEVSGSGASTSVTPRIVA
Sbjct: 61 EVEISVAAGTYVEGGIWSASSSGTFVGSEAFDDGDVEVSGSGASISVTPRIVA 113
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3 Alignments Dol GenPept Graphics Distance tree of results Multiple alignment [}
g S| S Cove i Amsn
() head protein [Mycobacterium phage BodEinwohner17) 214 214 99% 1e-69 100.00% YP 0099549171
() head protein [Mycobacterium phage Saall 214 214 99% 269 99.12% YP 0090074381
() hypotheical protein SEA BEAKIN 22 [Mycobacterium phage Beakinl 214 214 99% 269 99.12% UVK30091
() hypothetical protein VC69 0021 [Mycobacterium phage Inventur 213 213 99% 3e-69 99.12% YP 0091253021
() head protein [Mycobacterium phage Quico] 213 213 99% 3e-69 99.12% YP 0091945461
1) hypothetical protein PEI DUKE13 30 [Mycobacterium phage Duke13] 214 214 99% de-69 99.12% AZSO73811
() head protein [Mycobacterium phage Geral] 213 213 99% de-69 99.12% YP 0100924911
(] hypothetical proein SEA VREDHORSE 21 [Mycobacterium phage VRedHorse] 213 213 99% 5e-69 98.23% WAA203331
() head protein [Mycobacterium phage Poenanyal 213 213 99% 5e-69 98.23% YP 0099613191
() head protein [Mycobacterium phage WilSterrel] 213 213 99% 6e-69 99.12% YP 0099634151
) head protein [Mycobacterium phage Bubbles123] 212 212 99% 7e-69 98.23% YP 0099550341
() head protein [Mycobacterium phage Omegal 212 212 99% T7e69 98.23% NP 8183421
) head protein (Mycobacterium phage Liama] 212 212 99% B8e-69 99.12% YP 0032005701
() head protein (Mycobacterium phage Hariey] 212 212 99% B8e-69 98.23% YP 0099578421
() hypothetical protein SEA TOOTSIEROLL 22 [Mycobacterium phage Tootsieroll 212 212 99% 1e-68 97.35% UAW0908T1
() hypothetical protein FDGS7_gp021 [Mycobacterium phage Mutaformat3] 212 212 99% 1e-68 98.23% YP 0095913281
() minor tail protein [Mycobacterium phage LOCARD] 212 212 99% 1e68 97.35% WDW19996.1
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BDownload v GenPept Graphics

head protein [Mycobacterium phage BodEinwohner17]
Sequence ID: YP_009954917.1 Length: 113 Number of Matches: 1
» See 1 more title(s)

Range 1: 1 to 113 Genpest Graohis

Score Expect Method Tdentities Positives Gaps.
214 bits(546) 1e-69 Compositional matrix adjust. 113/113(100%) 113/113(100%) 0/113(0%)

Query 1 HGIPNATHKAASDATAGLGDNISVHTGAAGTTGANEATGGGYAREQTSTSGSSGTNTGD 62
MGIPIATHCAASDATAGL GDWI SVHTGAAGTTGAIIEATGGGYAREQTSITSGSSGTNTGD
Soict 1 MGIPNATHKAASDATAGLGDNISVHTGAAGTTGANEATGGGYAREQTSKTSGSSGTITGD 62

Query 61  EVEISVAAGTYVEGGIWSASSSGTFVGSEAFDDGDVEVSGSGASISVIPRIVA 113
EVEISVAAGTYVEGGIISASSSGTFVGSEAFDDGDVEVSGSGASISVTPRIVA
Sbjct 61  EVEISVAAGTYVEGGIWSASSSGTFVGSEAFDDGDVEVSGSGASISVIPRIVA 113

¥ Next 4 Descriptions.

Related Information

Gene -associated gene details

‘alphaFold Structure - 3D structure displays.
Identical Proteins - dentical proteins to
YP_009954517.1

EDownload v GenPept Graphics

head protein [Mycobacterium phage Saal]
Sequence ID: YP_009007488.1 Length: 113 Number of Matches: 1
> See 9 more title(s)

Range 1: 1 to 113 Genpest Graohis

Score Expect Method Tdentities Positives Gaps
214 bits(544) 2e-69 Compositional matrix adjust. 112/113(99%) 113/113(100%) 0/113(0%)

Query 1 HGIPNATHKAASDATAGLGDNISVHTGAAGTTGANEATGGGYAREQTSTSGSSGTNTGD 62
MGIPIATHCAASDATAGL GDWISVHTGAAGTTGAIIEATGGGYAREQTSTSGSSGTNTGD
Soict 1 MGIPNATHKAASDATAGLGDNISVHTGAAGTTGANEATGGGYAREQTSKTSGSSGTITGD 62

Query 61  EVEISVAAGTYVEGGIWSASSSGTFVGSEAFDDGDVEVSGSGASISVIPRIVA 113
EVEISVAAGTYVEGGIISASSSGTFVGSEAFDDGDVEVSGSGASIS TPRIVA
Sbjct 61  EVEISVAAGTYVEGGIWSASSSGTFVGSEAFDDGDVEVSGSGASISITPRIVA 113

¥ Next A Previous 4 Descriptions.

Related Information

Gene -associated gene details

‘alphaFold Structure - 3D structure displays.
Identical Proteins - dentical proteins to
YP_009007485.1
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scafgaw 5D [Genomic [Spacer [Fina1 [Sequence of the Region [Starc(stare [or
3 [score |z value [pisvance|score [Upstream of che Scarc |Codon|Posivion [Lengen
5315 13s7 o ~6.541 |TCAACAAGCCCACCGGCTICGG |GG [22468  |ece
2 -c.oss oo 13 =7.101 |CGGCGACAAGCTCGICGGGCAC |ATG |22738  |3s€
s |-1.ae2 [s222 |10 2.15¢ |CATAACTCGARAGGARACAATC |aTG |22752 |34
s |e.s3 2siz e -4.153 |CGGICTCGGTGACTGGATCAGT |GTG |22861  |273
s |-s.cos |28 13 -4.650 | CGGCGACGAGGTIGARATCTCC |GTG |22987  |147
c |-s.228 |1.sss s 5.002 | CTCCGTGGOGGCAGGCACCTAC |GG |23005  |125
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s -a.3ss 1802 |15 ~€.000 | COOTTCOGGEGCGAGTATCTCE |6TG 23110 |24
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Predicted topologies can be downloaded in ,gff3 format and 3line format
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441,229 sequences; 85,381,975 total letters
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Sequences producing significant alignments:

Tootsieroll 3, terminase large subunit, 495
Starcevich Praft_3, function unknown, 453
spikelee 3, terminase, 495

Ramsey_3, terminase, 495

Jalfarm20_3, terminase, 495

Bobi_3, terminase, 495

Cornicopia_3, terminase large subunit, 495
simranz1_3, terminase large subunit, 495
Leozinho 3, terminase large subunit, 495
Buzzlyseyear_3, terminase large subunit, 495
Boomer_3, terminase, 453

Alexphander_3, terminase large subunit, 495
UncleRicky_3, terminase large subunit, 453
RockyHorror_3, terminase, 495

Pollywog 3, terminase large subunit, 495
Madiba_3, terminase, 495

Lorde_3, terminase large subunit, 495
Enby_3, terminase large subunit, 495
Drago_3, terminase large subunit, 453
Datiorst_3, terminase large subunit, 495
J0b42_3 terminase, 495

Beakin_3, terminase large subunit, 495
Velvetzen 3, function unknown, 495
Sarmac24 3, terminase large subunit, 495
Kingsley 3, terminase large subunit, 495
Coco12 3, terminase large subunit, 495
Cerasum 3, terminase large subunit, 495
BigPhil 3, terminase large subunit, 495
Squirty 3, terminase large subunit, 495
Piper2020_3, terminase large subunit, 495
Dirticgirt 3, terminase large subunit, 495
OWlsT2 3, terminase large subunit, 453
Plunbus 3, terminase, 495

Kimberlium 3, large terminase subunit, 495
Juiceass 3, terminase large subunit, 453
Hegedechwinu_3, terminase large subunit, 495
Flathead 3, terminase large subunit, 495
Seagreen 3, terminase large subunit, 495
Frankie 3, terminase large subunit, 495
Mova_3, terminase large subunit, 495
TootsiePop_3, terminase large subunit, 495
Misha2s_3, terminase large subunit, 495
Awesomesauce 3, terminase large subunit, 495
Mozy_3, terminase, 495

Quico_3, terminase large subunit, 495
Girafales 3, terminase large subunit, 495
Zapner_a, terminase, 506

Soul22 3, terminase large subunit, 506
Jabbawokkie_4, terminase, 506

Yoshi_3, terminase, 506

Osopomo 4, terminase. 506
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Sequences producing significant alignments:

starcevich Draft_26, function unknown, 84
Eish 22, function unknoun, 84
Mahavrat_22, function unknown, 84
Tbhubesi_22, function unknown, 84
Ches_23, function unknoun, 84
Arcusangelus_22, function unknown, 34
Juniperl Draft_22, function unknown, &5
Harley 22, function unknoun, 54
Blexus_22, function unknown, 85
Seabastian_22, function unknown, 84
Oksu_Draft_23, function unknown, 84
OfUltron_22, function unknown, 84
0chi17_22, function unknoun, 84
Modragons_22, function unknoun, 54
Ulama_22, function unknoun, 84
Latretium 23, function unknown, 84
Alpinesix Draft_22, function unknown, 84
Zerg_22, function unknoun, 54
Whatsapiecost_22, function unknown, 34
Veteran_22, function unknoun, 54
Tootsieroll 23, function unknown, 84
TootsiePop_23, function unknown, 34
SuperGrey_23, function unknoun, 84
Spikelee 23, function unknown, 54
Scottish_23, function unknown, 84
RockyHorror_23, function unknown, 34
Red8ird_22, function unknoun, 84
Radiance Draft_22, function unknown, 84
Polkal4_23, function unknoun, 54
Posnanya_22, function unknown, 54
Phasih_23, function unknoun, 84
PHappiness_22, function unknown, 34
Phalconet_22, function unknown, 84
Paccae_22, function unknoun, 54
Optimus_41, function unknoun, 84
Hisha2g_23, function unknoun, 84
LunaBlu_Draft_23, function unknown, 84
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>Starcevich Draft_26, function unknoun, 84
Length = 54

Score = 170 bits (431), Expect = 9e-43
Identities = 84/84 (100%), Positives = 84/84 (100%)

Query: 1 HNIKTDHQIVAFGNDMGLFDRDGTLIVQAARVTGGHEITAEGQAPATVVDRSSAITENT 60
FNIKTDHQIVAFGNDMGL FDRDGTL TVQAARVTGGHE T TAEGQAPATVVDRSSATTEMI
Sbjct: 1 HNIKTDHQIVAFGNDMGLFDRDGTLIVQAARVTGGHETTAEGQAPATVVDRSSATTENT 60

Query: 61 NTALAVLPGDGYSCLVPRGLRAQP 34
NTALAVLPGDGYSCLVPRGLRAQP
Sbjct: 61 NTALAVLPGDGYSCLVPRGLRAQP 34

>Eish_22, function unknoun, 84
Length = 54

Score = 170 bits (430), Expect = le-42
Identities = 83/84 (98K, Positives = 54/84 (100%)

Query: 1 HNIKTDHQIVAFGNDMGLFDRDGTLIVQAARVTGGHEITAEGQAPATVVDRSSAITENT 60
FNIKTDHQIVAFGNDMGL FDRDGT L TVQAARVTGGHE + TAEGQAPATVVDRSSATTEMI
Sbjct: 1 HNIKTDHQIVAFGNDMGLFDRDGTLIVQAARVTGGHEVTAEGQAPATVVDRSSATTENT 60

Query: 61 NTALAVLPGDGYSCLVPRGLRAQP 34
NTALAVLPGDGYSCLVPRGLRAQP
Sbjct: 61 NTALAVLPGDGYSCLVPRGLRAQP 34
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All non-redundant GenBank CDS translations-+PDB+SwissProt-+PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation




image261.png
Distribution of the top 52 Blast Hits on 52 subject sequences &
Mouse over to see the title, click to show alignments

Color key for alignment scores

n
3
ey
8
o
8
8
@
8
8
g
9
8

10 20 30 40 50 60 70 80





image262.png
Alignments . Dol ics Distance tree of results Multiple alignment -3
L= G G e (e | e
O minortail potein (Mycobacterium phage Eish] 173 173 98% 3e-54 98.81% YP 0009563641
O hypothetical protein PBI CHES 23 Mycobacterium phage Cheg] 172 172 98% 5e54 98.81% NP 8173612
O minor tail potein (Mycobacterium phage Harley] 171 171 98% 1e-53 97.62% YP 0009578431
O minor tail potein (Mycobacerium phage Blexus] 171 171 98% 1e-53 97.62% YP 0099547091
O hypothetical protein SEA LATRETIUM 23 [Mycobacterium phage Latretium] 171171 98% 2653 97.62% OXO128231
O3 minor tal protein (Mycobacterium phage Liama] 171 171 98% 3e53 97.62% YP 0092095711
O minor tail potein [Mycobacterium phage Pacc0] 168 168 98% 3e-52 95.24% YP 0022416061
O minor tail rotein [Mycobacterium phage Boomer] 167 167 98% 6e-52 95.24% YP 0020142391
O3 minor tail protein (Mycobacterium phage FopTart 166 166 98% 1e-51 94.05% YP 0092143821
O hypothetical protein SEA FRANKIE 23 [Mycobacterium phage Frankie] 166 166 98% 1e-51 95.24% AUXB10491
O hypothetical protein SimranZ1_23 (Wycobacterium phage SimranZ1] 166 166 98% 1e-51 94.05% AQT258351
) minortail protein [Mycobacterium phage Saall 166 166 98% 1e-51 94.05% YP 0090074391
O minor tail potein (Mycobacterium phage Quicol 166 166 98% 1e-51 94.05% YP 009194547 1
O3 minortail potein (Mycobacterium phage Spatacus] 166 166 98% 2e-51 94.05% YP 0096078431
O3 minortail protein (Mycobacterium phage Omegal 166 166 98% 2e-51 94.05% NP 8183431
O3 minor tail potein (Mycobacterium phage Seaareen] 166 166 98% 2e-51 94.05% YP 0091997061
O minor tail potein (Mycobacterium phage SISi] 166 166 98% 3e-51 94.05% YP 0080511481
O minor tail protein (Mycobacterium phage Donkeykong] 165 165 98% 3e-51 94.05% YP 0099560511
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EDownload v GenPept Gra

minor tail protein [Mycobacterium phage Eish]
Sequence ID: YP_009956364.1 Length: 84 Number of Matches: 1

»See 1 more title(s)

Range 1:1 to 84 Genpept Graghics

Score Expect Method

173 bits(438) 3e-54 Compositional matrix adjust. 83/84(99%) 84/84(100%) 0/84(0%)

Query 1 MNIKTDHOIVAFGNDIMGLFDRDGTLIVOAARVIGGHETTAEGQAPATVVORSSATTEMT 60
NTKTDHQTVAFGNDHIIGLFDRDGTL TVOARRVTGGHE + TAEGQAPATVDRSSATTEMI
Sbjct 1 MNIKTDHQIVAFGNDIMGLFDRDGTLTVOAARVTGGHEVTAEGOAPATVVORSSATTENT 60

Query 61 NTALAVLPGDGYSCLVPRGLRAQP 84
NTALAVLPGDGYSCLVPRGLRAQP
Soict 61 NTALAVLPGDGYSCLVPRGLRAQP 34

¥ Next ‘& Descriptions

Related Information

Gene -associated gene details

‘alphaFold Structure - 3D structure displays.
Identical Proteins - dentical proteins to
YP_009958364.1

EiDownload v GenPept Graphics

hypothetical protein PBI_CHES_23 [Mycobacterium phage Ches]
Sequence ID: NP_817361.2 Length: 84 Number of Matches: 1

bSee 7 more title(s)

Range 1: 1 to 84 Genpept Graghics

Score Expect Method

172 bits(437) Se-54 Compositional matrix adjust. 83/84(99%) 84/84(100%) 0/84(0%)

Query 1 MNIKTDHQIVAFGNDIMGLFDRDGTLIVOAARVIGGHEITAEGQAPATVVORSSATTEMT 60
NTKTDHQTVAFGNDHIIGLFDRDGTL TVOARRVTGGHE I TAEGQAPATVDRSSATTEMI
Sbjct 1 MNIKTDHQIVAFGDIMGLFDRDGTLTVOAARVIGGHE ITAEGOAPATVLORSSATTENT 60

Query 61 NTALAVLPGDGYSCLVPRGLRAQP 84
NTALAVLPGDGYSCLVPRGLRAQP
Soict 61 NTALAVLPGDGYSCLVPRGLRAGP 34

¥ Next A Previous 4 Descriptions.

Related Information

Gene -associated gene details

‘alphaFold Structure - 3D structure displays
Identical Proteins - dentical proteins to
Np_s17361.2
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Hit

SiN6 A

NP_253400.1

PF09954.12

NP_253479.1

PF13590.9

NP_249276.1

NP_253481.1

PF14509.9

Name

Uncharacterized protein; ribosome,
protein-protein interaction, Structural
Genomics, Structural Genomics
Consortium, SGC

hypothetical protein PA4712
[Pseudomonas aeruginosa PAOT]

; DUF2188 ; Uncharacterized protein
conserved in bacteria (DUF2188)

hypothetical protein PA4791
[Pseudomonas aeruginosa PAOT]

; DUF4136 ; Domain of unknown function
(DUF4136)

hypothetical protein PAOS8S
[Pseudomonas aeruginosa PAOT]

hypothetical protein PA4793
[Pseudomonas aeruginosa PAOT]

$ GH97_C ; Glycosyhhydrolase 97 C-
terminal, oligomerisation
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StajRaw SD |Gemomic |Spacer |Final |Sequence of the Region |Starc|Scart  |ORE
3 [score |z value [pisvance|score [Upscream of che Scarc |Codon|Posivion [Lengen
[ =523 [poss |5 =4.655 |RATCCTGGATAGGGGAACTGIT |TTc |2a1se  |2s5
2 130 [o.ses o 7.352 | GATCGTCGOGTICGGCARCGAC |ATG |23201  |210
3 |-s.as0 s 7 ~6.€72 | CGTCGOGTICGGCARCGACATG |ATG |23204  |207
s |-sa3s 17ms s -S.661 |GTTCGGCAACGACATGATGEGE |TTG |23210  |200
s |-s.22s 1403 12 ~6.055 | TGACCGIGACGGCACGCIGATC |GTG |23237  |174
¢ |-s.03s |1ass |10 -5.728 | GCTGATCGTGEAGGCCGECCGE (6T |23252  |185
7 |-s.03s 155 |1e ~6.830 | GGGGCAGGCCCCGGCCACTGTT |GTG |23303  |108
o |-c.3s2 jo.ssm s 7.433 |CAGGICTICGGCGATCACCGAA |ATG |23330 a1
s |-7.1e5 (o.as3 14 8.53¢ | AATGATCAACACCGCCCICGCG |GTG |233s1 |eo
10 -a.437 1.784 15 -€.035 | GGGTGACGGITATICGTGCCTG GT6 23381 30
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DeepTMHMM - Predictions

Predicted topologies can be downloaded in ,gff3 format and 3line format
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B soenichane | S| Gor oo v |t |Lon | Aeon
terminase small subunit [Mycobacterium phage Boomer] ~ Mycobacteriump... 166 166 98%  3e-51 100.00% YP_002014218.1
{erminase smal subunit [Mycobecterium phage Velveteen]  Mycobacteriomp.. 163 163 9% 2050 9881% YP_008409539 1
terminase small subunit [Mycobacterium phage Jabbawokkie] Mycobacteriump . 156 156 98%  2e-47 95.24% YP_008410674.1
terminase small subunit [Mycobacterium phage Ogopogo] ~ Mycobacteriump . 155 155 98%  4e-47 94.05% YP_009960579 1
hypothetical protein RitSun_2 [Mycobacterium phage RitSun] Mycobacteriump . 154 154 98% 2e-46  92.86% axGo7372.1
terminase small subunit [Mycobacterium phage Che9d] Mycobacteriump .. 143 143 98% 2e-42 8571% NP_8179751

terminase small subunit [Mycobacterium phage Quico] Mycobacteriump.. 142 142 98% 5ed2 8571% YP_009194526 1

terminase small subunit [Mycobacterium phage WiVsmall]  Mycobacteriump... 140 140 98%  2e-41 8452% YP_008059983.1
terminase small subunit [Mycobacterium phage Avani] Mycobacteriump.. 140 140 98% 2e-41 8452% YP_009013097.1
terminase small subunit [Mycobacterium phage SimranZ1] ~ Mycobacteriump... 140 140 98%  3ed1 8452% YP_009962352.1

terminase small subunit [Mycobacterium phage Squirly] Mycobacteriump .. 140 140 98%  3e-41 8452% YP_009124554.1

2P ERERRRRRR R R B

terminase small subunit [Mycobacterium phage Job42] Mycobacteriump.. 140 140 98%  3e-d41 8452% YP_008126592.1
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Score  E

Sequences producing significant alignments: (bits) Value
XFactor_23, minor tail protein, 212 416 e-116
Starcevich Draft_27, function unknown, 212 216 e-116
Quickiath_24, function unknown, 212 216 e-116
Leozinho_24, function unknown, 212 216 e-116
Kimberlium_25, function unknown, 212 216 e-116
J0b42_26, Function unknoun, 212 216 e-116
Seagreen_24, function unknown, 212 a4 e-11s
Fruitloop 23, function unknown, 212 s e-11s
willSterrel 24, minor tail protein, 212 s e-11s
Whatsapiecost_23, function unknown, 212 s e-11s
SuperGrey_24, function unknoun, 212 s e-11s
5G4_23, function unknown, 212 212 e-116
Scottish_24, function unknown, 212 212 e-116
Sassafras_23, minor tail protein, 212 s e-11s
Ruby_23, Function unknoun, 212 s e-11s
Rita 23, function unknown, 212 212 e-116
Radiance_Draft_23, function unknown, 212 212 e-116
PHappiness_23, function unknown, 212 s e-11s
Pacca_23, function unknown, 212 212 e-116
Oldsen 23, minor tail protein, 212 s e-11s
Hova_23, function unknown, 212 212 e-116
MisterCuddles_23, function unknown, 212 212 e-116
MilleniunForce_24, function unknown, 212 212 e-116
Maravista Draft_23, function unknown, 212 212 e-116
KristaRaH_24, minor tail protein, 212 s e-11s
Kinghidas_24, function unknown, 212 s e-11s
Karhdo_Draft_23, function unknown, 212 212 e-116
JoeyIr_23, function unknoun, 212 s e-11s
IrishsherpFalk_24, function unknoun, 212 s e-11s
Tnventun_23, function unknown, 212 212 e-116
Girr_23, function unknown, 212 212 e-116
Geralt_23, function unknown, 212 212 e-116
Galactic_23, minor tail protein, 212 s e-11s
Firehous251_24, function unknown, 212 212 e-116
Filuzino_23, function unknown, 212 212 e-116
Empress_24, function unknown, 212 212 e-116
Dante_23, function unknown, 212 212 e-116
Daenerys_23, function unknown, 212 s e-11s
BlueCrab Draft_23, function unknoun, 212 212 e-118
Tueety_23, function unknown, 212 a3 e11s
Wachhund 23, minor tail protein, 212 210 e-115
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>XFactor_23, minor tail protein, 212
Length = 212

Score = 416 bits (1069), Expect = e-116
Identities = 212/212 (100%), Positives

212/212 (100%)

1 HAVSKQSWENVPSTNTPLSADRLNHIEDGIEGAHEGLDDKADL AHDHVLADVTDVTSTGA 60
HAYSKQSWENVPSTNTPLSADRLNHTEDGIEGAHEGLDDKADL AHDHVLADVTDVTSTGA
1 MAYSKQSWENVPSTNTPLSADRLNHTEDGIEGAHEGLDDKADLAHDHVLADVTDVTSTGA 60

61 ATAGAADNDAALEALQPELDNKIHEIVDYYATNELDVQUDASDVSGTLSINRIPVGSSG 120
ATAGAADNDAALEALQPELDNKIHEIVDYYATNELDVQVDASDWSGTLSINRIPVGSSG
: 61 ATAGAADNDAALEALQPELDNKIHEIVDYYATNELDVQUDASDVVSGTLSINRIPVGSSG 120

© 121 STVCVGNDSRLSDQRTPLDNSVTLAKTQDGATTNAKINTGAATAKSKLASDVQTSLGKAD 180
STVCVGNDSRL SDQRTPLDNSVTL AKIQDGAT THAKTNTGAATAKSKLASDVQTSLGKAD.
121 STVCVGNDSRLSDQRTPLDNSVTLAKIQDGAT THAKTNTGAATAKSKLASDVQTSLGKAD 180

181 SSVQKSGSASGHLIGTTLPGTGTAGVLYWTP 212
SSVQKSGSASGHMGTTLPGTGTAGVLYWTP.
© 181 SSVQKSGSASGIWMGTTLPGTGTAGVLYWTP 212





image272.png
Job title: (3) - Protein Sequence

RID 7CF25PKBO1N (Expires on 06-01 02:11 am)

Query ID Icl|Query_315632 Database Name nr
Description unnamed protein product Description All non-redundant GenBank CDS translations+PDB-+SwissProt+PIR+PRF excluding
Molecule type environmental samples from WGS projects

Query Length Program BLASTP 2.14.1+ b Citation
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Description

‘minor tail protein [Mycobacterium phage Job42]

‘minor tail protein [Mycobacterium phage MileniumForce]
‘minor tail potein [Mycobacterium phage Firehouse51;
‘minor tail protein [Mycobacterium phage Fruitioop]
‘minor tail protein [Mycobacterium phage Pacc40]

‘minor tail protein [Mycobacterium phage SuperGrey]
‘minor tail potein [Mycobacterium phage SiSi

‘minor tail potein [Mycobacterium phage Wachhund]
‘minor tail protein [Mycobacterium phage Tueety]

‘minor tail protein [Mycobacterium phage Melissaurengs]
‘minor tail potein [Mycobacterium phage Doug]

‘minor tail potein [Mycobacterium phage Omega]

‘minor tail potein [Mycobacterium phage Plumbus]

minor tail protein [Mycobacterium phage RockyHorror]
‘minor tail potein [Mycobacterium phage Buzzl yseyear]
‘minor tail protein [Mycobacterium phage Ramsey]

‘minor tail protein [Mycobacterium phage EleanorGeorge]
‘minor tail protein [Mycobacterium phage DeadP]

‘minor tail potein [Mycobacerium phage Quico]

‘minor tail potein [Mycobacterium phage Ovechidn]

Max | Total Query
Score Score Cover
424 424 99%
2 42 9%
2 42 9%
2 42 9%
2 42 9%
2 42 9%
21 a1 9%
21 a1 9%
21 a1 9%
420 420 9%
420 420 9%
420 420 9%
420 420 9%
420 420 9%
420 420 9%
420 420 98%
420 420 9%
419 419 99%
419 419 99%
419 419 99%

E
value

2e-149
9e-149
1e-148
1e-148
1e-148
26148
3e-148
4e-148
4e-148
5e-148
5e-148
7e-148
7e-148
7e-148
8e-148
8e-148
9e-148
1e-147
1e-147
26147

Per.
Ident

100.00%
99.53%
99.53%
99.53%
99.53%
99.53%
99.06%
99.06%
99.53%
99.06%
99.06%
99.06%
98.58%
99.06%
99.06%

100.00%
98.58%
99.06%
98.58%
99.06%

Yo

Accession

0081266161

Yo

009959690.1

Yo

0099571181

Yo

002241708.1

Yo

0022416071

Yo

0099627941

Yo

0080511491

Yo

0099632071

Yo

001469257.1

Yo

0099595041

Yo

009956163.1

NP 8183441

Yo

010113807 1

Yo

009636088.1

Yo

0091250161

Yo

0022418111

Yo

0099564741

Yo

0090169131

Yo

0091045481

Yo

009211187.1
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minor tail protein [Mycobacterium phage Job42]
Sequence ID: YP_008126616.1 Length: 212 Number of Matches: 1
b See 8 more title(s)

Range 1: 1 to 212 Genpest Graohis

Score Expect Method Tdentities Positives Gaps.
424 bits(1089) 2e-149 Compositional matrix adjust. 212/212(100%) 212/212(100%) 0/212(0%)

Query 1 MAYSKQSUENVPSTNTPLSADRLNHTEDGIEGAHEGLODKADLAHDHVLADVIDVTSTGA 68
HAYSKQSHENVPSTNTPL SADRLNATEDGIEGAHEGL DDKADL AHDHVLADVTDVTSTGA
Sbjct 1 MAYSKQSWENVPSTNTPLSADRLNHTEDGIEGAHEGLODKADLAHDHVLADVIDVTSTGA 68

Query 61  ATAGAADNDAALEALQPELDNKIHEIVDYYATNELDVOVDASDWSGTLSTNRIPVGSSG 126
'ATAGAADNDAALEALQPELDNKTHEIVDYVATNELOVQVDASDWSGTLSINRIPVGSSG
Sbjct 61  ATAGAADNDAALEALQPELDNKIHEIVDYYATNELDVOVDASDWSGTLSTNRIPVGSSG 126

Query 121 STVCVGNDSRLSDORTPLONSVTLAKIQOGATTNAKINTGAATAKSKLASDVTSLGKAD 150
STVCVGNDSRLSDORTPLONSVTLAKTGDGAT THAKTNTGAATAKSKL ASDVOTSL GKAD
Sbjct 121 STVCVGNDSRLSDORTPLONSVTLAKIGDGATTNAKINTGAATAKSKLASDVOTSLGKAD 150

Query 181 SSUQKSGSASGHIGTTLRGTGTAGVLYWTP 212
SSVQKSGSASGHUGTTLPGTGTAGVLYW/TP
Sbjct 181 SSUQKSGSASGHMMMGTTLPGTGTAGVLYWTP 212

EIDownload v GenPep! Graphics

minor tail protein [Mycobacterium phage MileniumForce]
Sequence ID: YP_009959690.1 Length: 212 Number of Matches: 1
b See 1 more title(s)

Range 1: 1 to 212 Genpest Graohis

Score Expect Method Tdentities Positives Gaps.

422 bits(1085) Se-149 Compositional matrix adjust. 211/212(99%) 212/212(100%) 0/212(0%)
Query 1 MAYSKQSUENVPSTNTPLSADRLNHTEDGIEGAHEGLODKADLAHDHVLADVIDVTSTGA 68

HAYSKGSHENVPSTNTPL SADRLNATEDGIEGAHEGLDDKADL AHDHVLADVTDVTSTGA
Sbjct 1 MAYSKQSHENVPSTNTPLSADRLNHTEDGIEGAHEGLDDKADLAHDHVLADVIDVTSTGA 68

Query 61  ATAGAADNDAALEALQPELDNKIHEIVDYYATNELDVOVDASDWSGTLSINRIPVGSSG 126
‘ATAGAADNDAALEALQPELDNKTHEIVDYVATNELDVQUDASDVSGTLSL+RIPVGSSG
Sbjct 61  ATAGAADNDAALEALQPELDNKIHEIVDYYATNELDVOVDASDWSGTLSISRIPVGSSG 126

Query 121 STVCVGNDSRLSDORTPLONSVTLAKIQOGATTNAKINTGAATAKSKLASDVTSLGKAD 150
STVCVGNDSRLSDORTPLONSVTLAKIGDGAT THAKTNTGAATAKSKLASDVGTSL GKAD.
Sbjct 121 STVCVGNDSRLSDORTPLNSVTLAKIGDGATTNAKINTGAATAKSKLASDVOTSLGKAD 150

Query 181 SSUQKSGSASGHIGTTLRGTGTAGVLYWTP 212
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Hitlist
Show | 25 & Entries
Nro T Hit Name
6VBLFN Fiber Upper, gp68; phage tail,tail tip, tape
measure protein, VIRAL PROTEIN; 3.7A
{Staphylococcus virus 80alpha}
PF1278910  ; PTR; Phage tail repeat like
620M_F Cys-Ncap strand; Acyl Transfer Activity,
Domain Swapped Dimer, Oxyanion-
Binding Site, DE NOVO PROTEIN; HET: ACE,
NHZ; 1
1R48 8 Proline/betaine transporter;

PTR - Phage tal

OSMOSENSOR, CYTOPLASMIC, COILED-
COIL, ANTIPARALLEL, TWO-STRANDED
HOMODIMER TRANSPORT PROTE
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|Stajraw D _|Genomic [Spacer |Finai |Sequence of the Region |Stars|scarc Joar
3 [score |z value [pisvance|score [Upscream of che Scarc |Codon|Posivion [Lengen
[ 2538 s |10 |=3_628|GCARCCCTAGGAGGGGTTIGET [aTe |23423 |eas
2 caeee [1er2 11 -5.423 | CGTTCCCTCGACGRACACCCCG |TTG |23474  |se8
s |-s.308 132 |10 ~6.003 | CGACCTCGCCCACGACCACGTT |TTG |23s€7 455
s |-2.302 [pme |7 -3.825 | TAACGATGCAGCACTGGAGGCT |TTG |23645 417
s |-s.e17 1sss e -6.613 |ACTGGAGGCTTIGCAGCCGGAG |TTG |23657 408
c |-s.ess 1100 12 6.685 |CGACTACTACGCGACCAACGAG |TTG |23705  |3s7
7 |-s.1ss 1am 10 -5.835 |GACCAACGAGTIGGATGTICAG |GTG |23717  |34s
o |-2.300 2.m17  |1e -4.05¢ |TGTICAGGIGGATGCTICCGAT |eTé |23732  |330
s |-a.ses |2.15¢  |1e -5.380 | TCAGGTGGATGCTICCGATGTG |GTG |23735  |327
10 |-s.se0 1ms a7 -6.580 | GCTGAGCATTAATCGCATCCCE |GTG |23768  |294
11 |-s.000 1555 |s -4.775 | CGTGGGTAGTAGTGETTCCACE |GG |23785  |273
12 |-s.2se 1870 |10 -4.552 |GTGTGTIGGTAATGATICGOGE |TTG |23813 |24
13 |3.7ss 2ms s -4.567 |CTTGTCGGACCAGCGGACACCE |TTG |23834  |228
1s |-s.s2s 1258 |10 -6.215 |GCGGACACCCTIGGACAACTCE |GG |23846  |21¢
1s |-s.osc |18 13 -6.052 | GARATCGAAGCTGGCTICGGAT |GG |23536  |12€
1c |-3.3¢s 2302 |10 -4.085 |ACTGGGTARAGCGGATICGICG |GTG |23565 |53
17 |-s.e70 |1s7a s ~6.472 | GARATCCGGCAGCGOGTCOGGE |ATG 23996 |66
1o |s.as 2am s -4.350 | CGGCAGCGOGTCCGGRATGTGE |ATG |24002 |60
15 |-s.e53 [1ses |12 -5.725 | TCCTGGTACCGGCACAGCTGEE |GTG |24038 |24
20 -as10 [1sss 12 5.745 | CGGCACAGCTGGCGTGCIGTAC |GTG |24047 |15
21 -a.s10 |1.sss  |1s -6.512 | CACAGCTGGCGTGCTGTACGTG |6TC 24080 12
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DeepTMHMM - Predictions

Predicted topologies can be downloaded in ,gff3 format and 3line format

DeepTMHMM - Most Likely Topology | Type: Globular
Ot |+ — e

Membrane

nside 50 100 150 200

DeepTMHMM - Posterior Probabilities

10

Probability
o o
> o

°
=

°
o

— Outside

0 50 100 150 200
Sequence

°
°




image279.png
Distribution of 100 Blast Hits on the Query Sequence

Mouse-over to show defiine and scores. Click to show alignments

Color Key for Alignnent Scores

<ao 40-50

leli1_|

100 150 200 250





image280.png
Sequences producing significant alignments: (bits) Value
0chi17_24, function unknoun, 264 289 se-78
Frankiz_25, function unknown, 251 201 2e-51
Latretium_25, function unknown, 277 158 1e-3
Byougenkin_24, function unknown, 277 155 se-3s
WillSterrel 25, function unknoun, 268 102 se-22
IrishsherpFalk 25, function unknown, 268 102 9e-22
Tbhubesi_24, function unknown, 260 lo1 2e-21
Harley 23, minor tail protein, 260 lo1 2e-21
Arcusangelus_24, function unknoun, 273 lo1 2e-21
Spartacus_25, function unknown, 326 100 3e-21
MilleniunForce_25, function unknown, 321 100 3e-21
Firehouses1_25, function unknoun, 326 100 3e-21
Hutaformal3_24, function unknoun, 267 100 4e-21
Lizziana_24, minor tail protein, 274 100 4e-21
Zizzle 2, function unknown, 274 JECREE Y
XFactor_24, function unknoun, 326 JECR Y
Wachhund_24, minor tail protein, 326 D9 7e-21
Veteran_24, function unknoun, 274 JECR Y
s5isi_24, function unknoun, 274 JECR Y
Shilan_24, function unknoun, 274 JECR Y
Seagreen_25, function unknown, 326 D9 7e-21
Phasih_25, minor tail protein, 274 D9 7e-21
Optinus_43, function unknown, 268 JECR Y
Mozy_25, function unknoun, 326 D9 7e-21
Mantra_24, function unknoun, 274 JECR Y
KristaRAN_25, minor tail protein, 326 D9 7e-21
Juiceass_26, function unknown, 326 JECR Y
Hegedechuiny_25, function unknoun, 326 JECR Y
GUmbie 24, function unknoun, 274 JECR Y
Gigiouloui_24, function unknown, 274 JECR Y
Gandalph_24, function unknown, 274 D9 7e-21
Fruitloop 24, function unknown, 326 D9 7e-21
Dirtlicgirt 25, function unknown, 274 D9 7e-21
Ardnore_24, function unknown, 288 JECR Y
Stannes_24, function unknoun, 284 D9 1e-20
Spoonbill 24, minor tail protein, 274 D9 1e-20
Olympiasaint 24, minor tail protein, 274 D9 1e-20
Melissaurenss_24, function unknown, 325 D9 1e-20
Mattes_24, minor tail protein, 274 D9 1e-20
Jarcob_24, function unknown, 274 D9 1e-20
James_24, minor tail protein, 274 D9 1e-20
Gorge_24, minor tail protein, 274 D9 1e-20
BobaPhett_24, function unknown, 274 D9 1e-20
iee_25, function unknown, 326 Tos 2e-20
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters
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>0chil7_24,
Length = 264

Score

i1

1

61

61

: 118

120

178

: 180

238

220

function unknown, 264

289 bits (739), Expect = 578
Tdentities = 142/265 (53%), Positives

185/265 (69%), Gaps = 4/265 (1%)

KVANGTAFVDPTAFKVINGSAFVDPELYTWNGT SFDKTIPSTPAPTVQYVGGTSIGSSG 60
FKVANGTAFVDPTAFKVINGSAFV+PELYTWNGTSFDK+IP+ PAP +4+G S ++
KVANGTAFVDPTAFKVINGS AFVNPELYTNGT SFDKVIPTGPAPDIEFIGRESAANTS 60

SP---SLGVTAGTEVGDRVFGLLVSNSSATGGUDAPAGHTTVNSSGQRVIAYRDFDGSUS 117
+ St GT GDRVF 4 VN IGG+ APHGHT + ++ IAYRD +US
ATATVSVDAPVGTTSGDRVFSMCVANDGRIGGYAAPSGHTELFKNDRFTIAYRDIT-TUS 119

NAQUGFSGNSRGLRVYHFTLRRSHPSYSHKTPTVSAQASDSTSDTSFSLSTSGFTVDPAS 177
+ WGF4GN+ GLR Y+ TLRRS PSY W TPT#S+ D+++DTSFS4S SGFT+
SPTWGFTGNTDGLRCYNVTLRRSDPSYPLDTPTISSAGFDNSNDTSFSVSVSGFTIGSVG 179

CLIGLARLNADRTTGGSALVVNGQSSFTVENSHQUPKGSSDDGPVRAAYILKTSPNPGSG 237
L+ LRLEDRT ++LWNGOS F S QP ++ RA K +PNPGSG
FLMALGRLSDDRTLSDTSLVVHGOSGFGSGVSSQIPNKTGHSTARRAL IYHKDNPIPGSG 239

TITWTTTLSGAATASGVFIQQAIDY 262
TIHTTLS A+T S FIQ + V.
TISFSTTLSAASTGSNYFIHQRLAY 264

>Frankie_25, function unknown, 251

Score

Length = 251

201 bits (510), Expect = 2e-51

Identities = 163/225 (a5%), Positives = 146/225 (64%), Gaps = 3/225 (1%)

E

: 29

Query: 97
ES

157

: 147

KIWPSTPAPTVQYVGGTSIGSSGSPSLGVTAGTEVGDRVFGLLVSNSSA- TGGHDAPAGH 96
4 TP 444V + S L GT GDRVFGHL  ++ IGGDAPHGH
QUWSATPPKSTSFVIYRTTSGSNL -TLDAPDGTLPGDRVFGVLTGTTNPPTGGYDAPSGH 57

TTVNSSGQRVIAYRDFDGSHSNAQHGF SGNSRGLRVYHF TLRRSHPSYSWKTPTVSAQAS 156
TT+ 4G AYRD  Hi+tA UG+ GItRG RVAHFTLRRS PSYH TPT+S AS
TTLYKAGANTVAYRDNT -THTSASHGYLGNTRGFRVIHF TLRRSDPSYAWATPTISLFAS 146

DSTSDTSFSLSTSGFTVDPASCLIGLARLNADRTTGGSALVVNGQSSFTVENSHQUPKGS 216
DiT $TSFS + SGFTV L +4RL + T  SLVVNGQS F +PKGS
DNTONTSFSTTISGFTVHEGGFLTSVSRLLDNVTFSSSSLVNGQSGFDTGFYASIPKGS 206
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7 Alignments [=Download « GenPept Graphics Distance tree of results Multiple alignment o
o= oo e Coer e | V| Aoezsn

O minor tail protein Mycobacterium phage Ochit7] 275 275 99% 9e-89 5358% YP 0101010331
O hypothetical protein SEA FRANKIE 25 [lycobacterium phage Frankie] 182 182 85% 6e-53 4578% AUXB1S511

O hypothetical protein I5H21_gp024 (Mycobacterium phage Byougenkin] 137 137 70% 6e-35 4532% YP 0099553311
(O hypothetical protein SEA LATRETIUM 25 [Mycobacterium phage Laretium 129 129 59% 9e-32 4663% OX0128251

O hynothetical protein AVV73 gp025 [Mycobacterium phage Captainrips] 936 936 15% 3e-19 90.48% YP 0092023051
O minor tail protein [Mycobacterium phage LOCARD] 932 932 15% 5e-19 9524% WDW199991
O hypothetical protein 5H63 gp025 [Wycobacterium phage MilleniumForce] 947 947 15% 2e-18 9524% YP 0099506011
O minor tail protein Mycobacterium phage Mutaforma 3] 932 932 15% 3e-18 9524% YP 0095013311
O minor tail protein (ycobacterium phage Lizzianal 932 932 15% 3e-18 9762% YP 0099501841
O hynothetical protein SEA ZIZZLE 24 [Mycobacterium phage Zizzle] 932 932 15% 4e-18 9762% QYC54B101

O minor tail protein Mycobacterium phage ShiLan] 932 932 15% 4e-18 9762% YP 0096030091
O hypothetical protein PBI STANNES 24 [Mycobacterium phage StAnnes] 928 928 15% 5e-18 9524% 0GU83IO71

O minor tail protein (Mycobacterium phage Wandal 924 924 19% 5e-18 8235% YP 0084104341
O minor tail protein Mycobacterium phage Nebiss| 928 928 15% 5e-18 9524% AYQ99969.1

O minor tail protein [Mycobacterium phage WilSterrel] 924 924 19% 5e-18 8235% YP 0099634131
O minor tail protein [Mycobacterium phage Gaial 920 920 15% 8e-18 9524% YP 0091247701
O minor tail protein [Mycobacterium phage Pacc40] 920 920 15% 8e-18 9524% YP 0022416081
O minor tail protein Mycobacterium phage Donkeykong] 920 920 15% 8e-18 9524% YP 0099560531
O minor tail protein (Mycobacterium phage Phatniss’ 920 920 15% 8e-18 9524% YP 0092025421
(O minor tail protein Mycobacterium phage PopTari] 928 928 15% 8e-18 90.48% YP 0092143841
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Job title: (3) - Protein Sequence

RID 7CGBRXM4016 (Expires on 06-01 02:33 am)
Query ID Icl|Query_70193 nr
Description unnamed protein product All non-redundant GenBank CDS translations-+PDB+SwissProt-+PIR+PRF excluding
Molecule type amino acid environmental samples from WGS projects
Query Length 263 Program BLASTP 2.14.1+ b Citation
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minor tail protein [Mycobacterium phage Ochi17]
Sequence ID: YP_010101038.1 Length: 264 Number of Matches: 1
» See 1 more title(s)

Range 1: 1 to 264 Genpest Graohics

Score Expect Method Tdentities Positives Gaps
275 bits(702) 9e-89 Compositional matrix adjust. 142/265(54%) 185/265(69%) 4/265(1%)

Query 1 HKVUNGTAFVDPTAFKVANGSAFVDPELYTHIGTSFOKTHPSTPAPTVQYVGGTSIG -
MKVUNGTAFVDPTAFKVINGSAFV+PELYTUNGTSFDK AP+ PAP ++++G 5.
Sbjct 1 HKVNGTAFVDPTAFKVMNGSAFVNPELYTUNGTSFDKVIPTGPAPDIEFTGRESAAITS 68

57

Query 55 SSGSPSLGVTAGTEVGDRVFGLLVSNSSAIGGHDAPAGHTTVIISSGORVIAYRDFOGSKS 117
S Se GT GORVE + Vell | IGG+ APSGHT + + + IAYRD _ 45
Sbjct 61  ATATVSVDAPVGTTSGDRVFSICVANDGRIGGYARPSGHTELFKIDRFTIAYRDIT-TIS 119

Query 118 NAQUGFSGHISRGLRVYHFTLRRSHPSYSUKTPTVSAQASDSTSOTSFSLSTSGFTVDPAS 177
+ UGF2GN+ GLR Y- TLARS PSY Il TPT+S= DersDISFS<S SGFTs.
Sbjct 120 SPTMGFTGNTOGLRCYITLRRSDPSYPUDTPTISSAGFDNSIDTSFSVSVSGFTIGSVG 179

Query 178 CLIGLARLHADRTTGGSALWIGOSSFTVENSHQUPKGSSDDGPVRAAYILKTSPNPGSG 237
L+ URL- ORT <+[WNGGS F S 0+P =+  RA K <PIPGSG
Sobjct 180 FLHALGRLSDDRTLSDTSLWIGOSGFGSGVSSQIPIIKTGNSTARRAL IYHKDNPNPGSG 239

Query 238 TITWTTTLSGAATASGVFIQQAIDV 262
TITILS AT S FIQ +V
Soict 240 TISFSTTLSAASTGSVFIHORLAV 254

BiDovnload v GenPept Graphi

hypothetical protein SEA_FRANKIE_25 [Mycobacterium phage Frankie]
\UX81951.1 Length: 251 Number of Matches: 1

9 to 251 Genbeot Grashics
Expect Method Tdentities Positives Gaps
182 bits(463) Ge-53 Compositional matrix adjust. 103/225(46%) 147/225(65%) 3/225(1%)

Query 38  KIWPSTPAPTVQYVGGTSIGSSGSPSLGVTAGTEVGDRVFGLLVSNSSA- IGGHDAPAGH 96
M ATP eV 3 S Al GT GORVFGIL  :  IGGWDAP+GH
Sbjct 20 QUISATPPKSISFVNYRTTSGS-HLTLDAPDGTLPGDRVFGULTGTTNPPTGGYDAPSGH 57

Query 97 TTVNSSGORVIAYRDFDGSHSIAQHGFSGNSRGLRVYHETLARSHPSYSHKTPTVSAQAS 156
TT+ 3G -AYRD _ +ife+A WG GII-RG RVSHFTLRRS PVl TPT=S AS
Sbjct 88 TTLYKAGAWTVAYRDNT-TUTSASHGYLGNTRGFRVVHFTLRRSDPSYAATPTISLFAS 146

Query 157 DSTSOTSFSLSTSGFTVOPASCLIGLARLNADRTTGGSALVVIIGOSSFTVEISHOUPKGS 216
DT +TSFS < SGFTV L 4Rl = T SeLVVIIGOS . PKGS
Soict 147 DUTONTSFSTTISGFTVHEGGFLTSVSALLDITFSSSSLVVIGQSGFOTGFYASIPKGS 206
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& Download v GenPept Graphics

terminase small subunit [Mycobacterium phage Boomer]
Sequence ID: YP_002014218.1 Length: 84 Number of Matches: 1
See 13 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 84 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
166 bits(419) 3e-51 Compositional matrix adjust. 84/84(100%) 84/84(100%) 0/84(0%)

Query 1  MAEYSTLNEAMAAGDELAEAEIRYRLLAEAFEEEPKLRSQLNPAIEKAKAEIVRLRALTQ 60
MAEYSTLNEAMAAGDELAEAE TRYRL LAEAF EEEPKLRSQLNPATEKAKAEIVRLRALTQ
Sbjct 1  MAEYSTLNEAMAAGDELAEAEIRYRLLAEAFEEEPKLRSQLNPAIEKAKAEIVRLRALTQ 60

Query 61 GSESAPTESGKVVAFDADRFRKSG 84
GSESAPTESGKVVAFDADRFRKSG
Sbjct 61 GSESAPTESGKVVAFDADRFRKSG 84

¥ Next <«Descriptions

Related Information
Gene - associated gene details
Identical Proteins - Identical
proteins to YP_002014218.1

& Downloadv  GenPept Graphics

terminase small subunit [Mycobacterium phage Velveteen]
Sequence ID: YP_008409539.1 Length: 84 Number of Matches: 1
See 10 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 84 GenPept Graphics

Score Expect Method Identities Positives Gaps
163 bits(413) 2e-50 Compositional matrix adjust.  83/84(99%) 83/84(98%) 0/84(0%)

Query 1  MAEYSTLNEAMAAGDELAEAEIRYRLLAEAFEEEPKLRSQLNPAIEKAKAEIVRLRALTQ 60
MAEYSTLNEAMAAGDELAEAE TRYRL LAEAF EEEPKLRSQLNPATEKAKAEIVRLRALTQ
Sbjct 1  MAEYSTLNEAMAAGDELAEAEIRYRLLAEAFEEEPKLRSQLNPAIEKAKAEIVRLRALTQ 60

Query 61 GSESAPTESGKVVAFDADRFRKSG 84
GSESAP ESGKVVAFDADRFRKSG
Sbjct 61 GSESAPKESGKVVAFDADRFRKSG 84

¥ Next A Previous <«Descriptions

Related Information
Gene - associated gene details
Identical Proteins - Identical
proteins to YP_008409539.1
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scafgaw 5D [Genomic [Spacer [Fina1 [Sequence of the Region [Starc(stare [or
3 [score |z value [pisvance|score [Upscream of che Scarc |Codon|Posivion [Lengen
[ |-2.1es [pee2 |17 —4-16s [coaRAGGTGGGOCCTGARTOCC [aTe [27642  |785
2 |-s.0s7 |1.48s |12 5.853 | TGOCCGCAGCGGCARGCCCACT |ATG |27717  |ead
3 |-a.ss. 2218 |e -5.283 | CTCCCAGGCGTCCGATGETGET |GTG |27843  |ss8
s |-a.ss. 2218 |12 -4.374 | GGOGTCCGATGETGETGIGACE |GTG |27845  |ss2
s el 2oe2 12 -4.65¢ |GTCCGATGGTGGTGIGACGETG |GTc |27852  |s4s
¢ |-s.es0 |10 |10 ~6.535 | CACCGACCGTGOGGCCTGRICT |GTG |27888 513
7 |-s2s1 s m 5.048 | TGOCTGGTCGOGGGATCAGTGE |ATG |27563 438
o |-c.os2 |o.ses 12 ~6.515 |CGACGTCGCCGCATATCIGECE |GTG |20005  |3s€
s |-s.13 [1ass s -6.740 | GAAGTACGGCTTCGRACCACTC |GTG |20041  |360
10 |-s.2e3 1sse  m 5.040 | GGATCACCGCTGGGTARCCGAC |GG |20104  |257
1L |-s.e7 1z s -6.213 |GACCGAACCTGAACCGCCGRAG |GTG |28218  |183
12 |-c.130 o.ses 10 6.825 |CTGGACCGATCGOGRACTCGCC |GTG |28260  |141
13 |-2.555 |2.500 |7 -4.478 | TCGOGAACTCGCCGTGEAGACE |TTG |28265  |132
1s |-c.3s2 jo.ss7 s =7.127 |GOCGCAGCTCGGCGGCCGCACA (GG |28326 |75
1s |-c.3s2 |o.ss7 12 -7.188 |GCAGCTCGGCGGCCGCACAGTG |GTG |28325 |72
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DeepTMHMM - Predictions

Predicted topologies can be downloaded in ,gff3 format and 3line format
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters




image291.png
Distribution of 100 Blast Hits on the Query Sequence

Mouse-over to show defiine and scores. Click to show alignments

Color Key for Alignnent Scores

<ao 40-50

L ——

0 50





image292.png
=seers - E

Sequences producing significant alignments: (bits) Value
Starcevich Draft_30, function unknown, 79 118 4e-27
Soul22_29, helix-turn-helix DNA-binding domain protein, 60 15 se-2
Zapner_30, function unknown, 60 110 se-2s
Renaudls_25, helix-turn-helix DNA-binding domain protein, 60 110 o2
Jabbauokkie_31, helix-turn-helix DNA binding protein, 60 110 se-2s
Estavel 23, DNA binding protein, 61 110 1e-2
Stap_Draft 25, function unknoun, 62 105 se-23
EleanorGeorge. 25, function unknown, 62 105 se-23
Cornie_25, DNA binding protein, 64 Ta9 se-o6
Traaud_28, helix-turn-helix DNA-binding domain protein, 58 a6 3e-es
TeardroplisU_2s, function unknoun, 58 Ta6 3e-es
Sotrice9s_36, helix-turn-helix DA binding domain protein, 58 Ta6 3e-es
Rakim_31, function unknoun, 58 e
NelitZalV_36, HTH DNA binding protein, 58 Ta6 3e-es
Icee_29, helix-turn-helix DNA binding domain protein, 58 Ta6 3e-es
Command613_31, helix-turn-helix DiA-binding domain protein, 58 Ta6 3e-es
Cactus_31, helix-turn-helix DNA binding domain protein, 58 Ta6 3e-es
Barbarian 29, helix-turn-helix DNA binding protein, 58 Ta6 3e-es
Asriel 29, HTH DNA binding protein, 58 a6 3e-es
Toto_38, function unknoun, 58 Tas se-es
Shaniion_36, helix-turn-helix DNA-binding domain protein, 58 Tas se-es
Mindy_30, function unknoun, 58 Tas se-es
Kostya_31, function unknown, 58 Tas se-es
Henry_31, function unknoun, 58 Tas se-es
Crystalp_36, helix-turn-helix DNA binding protein, 58 Tas se-es
Bilboswaggins_Draft_3o, function unknoun, 58 Tas se-es
Saints25_Draft_30, Function unknown, 61 Ta1 ve-ea
Highbury Draft_30, function unknown, 61 a1 se-ea
Chotashal 38, function unknown, 61 Ta1 ve-es
Youngblood_30, helix-turn-helix DA binding domain protein, 61 a1 e.ee1
Yasslohnny 31, helix-turn-helix DNA binding domain protein, 61 a1 e.ee1
xked_31, function unknoun, 61 a1 e.e01
Willez 29, helix-turn-helix DNA binding domain protein, 61 a1 e.ee1
Wiggin 33, helix-turn-helix DNA binding domain protein, 61 a1 e.ee1
Ukulelz 36, function unknown, 61 a1 e.e01
Tomaszeiiski_29, helix-turn-helix DNA binding domain protein, 61 a1 e.ee1
Thresher_31, helix-turn-helix DNA binding domain protein, 61 a1 e.ee1
Terminus_36, helix-turn-helix DNA binding domain protein, 61 41 0.001
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>Starcevich Draft_30, function unknoun, 79
Length = 79

Score = 118 bits (296), Expect = 4e-27
Identities = 66/60 (100%), Positives = 60/60 (106%)

Query: 1 IMEEDLLAQIRAKRRQQDTLKDDIRELVNKALEAGIHWEQVADALGVKSRQRVSQIRRGTR 60
HEEDLLAQTRAKRRQQDTLKDDIRELVNKALEAGTHWEQUADAL GVKSRQRVSQIRRGTR
Sbjct: 20 HEEDLLAQIRAKRRQQDTLKDDIRELVNKALEAGIHWEQVADALGVKSRQRVSQIRRGTR 79

»50u122_29, helix-turn-helix DNA-binding domain protein, 60
Length = 62

Score = 115 bits (287), Expect = 5e-26
Identities = 58/60 (96%), Positives = 59/60 (95%)

Query: 1 IMEEDLLAQIRAKRRQQDTLKDDIRELVNKALEAGIHWEQVADALGVKSRQRVSQIRRGTR 60
HEEDLLAQIRAKRRQQDTLKDDIRELVNKAL+AGTHWEQUADALGY SRQRVSQIRRGTR
Shjct: 1 HEEDLLAQIRAKRRQQDTLKDDIRELVNKALDAGIHKEQVADALGVTSRQRVSQIRRGTR 60

>Zapner_30, function unknoun, 60
Length = 62

Score = 110 bits (276), Expect = 9e-25
Identities = 55/60 (91%), Positives = 59/60 (95%)

Query: 1 IEEDLLAQIRAKRRQQDTLKDDIRELVNKALEAGIHWEQVADALGVKSRQRVSQIRRGTR 60
HEEDLLAQIRAKRRQQDTLKDDIR+ LVN+ALE +GIHWE+VADALGY SRQRVSQIRRGTR
Shjct: 1 HEEDLLAQIRAKRRQQDTLKDDIRDLVNQALESGIHKEKVADALGVTSRQRVSQIRRGTR 60
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Job title: (3) - Protein Sequence

RID
Query ID
Descripti
Molecule type
Query Length

7CHDX48901N (Expires on 06-01 02:51 am)

Idl|Query_280979
unnamed prot
amino acid
61

product

Program

nr
All non-redundant GenBank CDS translations-+PDB+SwissProt-+PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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Distribution of e top 11 Blast Hits on 1 subject sequences &
Mouse over to see the title, click to show alignments

Color key for alignment scores
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‘Sequences producing significant alignments:
Select: All None Selected:0

T} Algnments I
Dezckcion s’:::e STZ:L g::.eyr v:ue |::n s

() HTH DNA binding proein ycobacterium phage Sou22] 114 114 98% 9e-32 96.67% YP 0090636441
() HTH DNA binding proein ycobacterium phage Jabbaoidie] 110 110 98% 3630 9167% YP 0psatn7ot
O HTH DNAbinding protein [Mycobacterium phage Estave 108 108 96% 2029 93.22% YP 0091242141
() HTH DNA binding prtein ycobacterium phage EleanorGeorge] 104 104 98% 2027 85.00% YP 0099564761
() HT DNA binding proein ycobacterium phage NelfzaiV] 454 454 83% 204 49.02% YP 0001076081
) nypothetcal protein SEA RAKIM 31 [Mycobacterum phage Rakim] 451 451 83% 3e-04 49.02% AEI6TSI

) DNAbinding protein [4ycobacterium phage Corie] 451 451 78% 4e-04 5208% YP 0008562111
O HTH DNAbinding protein [Mycobacterium phage Kosyal 451 451 83% 4e-04 49.02% YP 0020144901
O hypothetcalprotein Mycolcibacterium foritum 447 447 86% 6e-04 4151% WP 1656089111
O nypolhelical protein Mycolicibacterium foruium] 443 443 86% T7e-04 43.40% WP 1715039781
) nypolhelical prolein SEA CHOTABHAI 30 [Mycobacierium phage ChotaBhal 400 400 91% 0031 41.07% QDE17eds1





image297.png
[Download v GenPept Graphics

HTH DNA binding protein [Mycobacterium phage Soul22]
Sequence ID: YP_009963844.1 Length: 60 Number of Matches: 1
» See 1 more title(s)

Range 1:1to 60 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
114 bits(286) 9e-32 Compositional matrix adjust. 58/60(97%) 59/60(98%) 0/60(0%)

Query 1 MEEDLLAQIRAKRRQQDTLKDDIRELVNKALEAGIHHEQUADALGVKSRQRVSQIRRGTR 60
EEDLLAQTRAKRRQQDTLKDDIRELVNKAL +AGIHHEQVADALGY SRORVSQIRRGTR
Sbjct 1 MEEDLLAQIRAKRRQQDTLKDDIRELVNKALDAGTHVEQVADALGVTSRQRVSQIRRGTR 60

EiDownload v GenPept Graphics

HTH DNA binding protein [Mycobacterium phage Jabbawokiie]
Sequence ID: YP_008410702.1 Length: 60 Number of Matches: 1
» See 5 more title(s)

Range 1: 1 to 60 Genfept Grashics

Score Expect Method Tdentities  Positives  Gaps
110 bits(276) 3e-30 _Compositional matrix adjust. _55/60(92%) 59/60(98%) 0/60(0%)

Query 1 MEEDLLAQIRAKRRQQDTLKDDIRELVNKALEAGIHHEQVADALGVKSRQRVSQIRRGTR 60
EEDLLAQIRAKRRQQDTLKDDIR=LVN+ALE+GIHIE-VADALGY SRORVSQIRRGTR
Sbjct 1 MEEDLLAQIRAKRRQQDTLKDDIRDLVNGALESGIHVEKVADALGVTSRQRVSQIRRGTR 60

EDownload v GenPept Graphics

HTH DNA binding protein [Mycobacterium phage Estavel]
Sequence ID: YP_009124214.1 Length: 61 Number of Matches: 1
> See 1 more title(s)

Range 1: 3 to 61 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
108 bits(271) 229 Compositional matrix adjust. 55/508(93%) 57/59(96%) 0/59(0%)
Query 2 EEDLLAQIRAKRROQDTLKDDIRELVNKALEAGIHHEQUADALGVKSRQRVSQIRRGTR 60

+OLL_QIRAKRRQQDTLKDDIRELVIKAL+AGTHIEQUADALGVKSRORVSQIRRGTR
Sbjct 3 HDDLLEQIRAKRROQDTLKDDIRELVNKALDAGIHHEQVADALGVKSRORVSQIRRGTR 61
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Details for gene Starcevich_Draft
Phage Starcevich - Cluster F - 58274 bp
Gene Starcevich_Draft_2

Pham (click for Pham view —) L1282

Starterator Pham 1242 report

Genome Position 445 t0 699 (Forward)

. 255 base pairs

84 amino acids

Amino Acid Sequence Click to View

Alexphander_2 (terminase small subunit) Asapag_2

Avani_2 Awesomesauce_2 (terminase small subunit)
Beakin_2 BENtherdunthat_2

BigPhil_2 (terminase small subunit) Bobi_2

Boomer_2 Budski_Draft_2

Buzzlyseyear_2 (terr

Cerasum_2 (terminase small subunit)

Cheod_2 CheeseTouch_Draft_2
ChickenDinner_Draft_2 Coco12_2 (terminase small subunit)
Cornucopia_2 (terminase small subunit) DaWorst_2 (terminase small subunit)
Demsculpinboyz_2 DirtMcgirt_2 (terminase small subunit)
Drago_2 (terminase small subunit) Edliptus_2 (terminase small subunit)
Enby_2 (terminase small subunit) Flathead_2 (terminase small subunit)

Frankie_2 (terminase small subunit) Frickyeah_Draft_2
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8ADA B
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200K A
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PF05344.14

NP_250122.1

2038.A

Uncharacterized protein Rv2667; ClpC2,
CymA, N-terminal domain, Transcription
factor, DNA BINDING PROTEIN; 1.996A
Mycob

; DUF2774; Protein of unknown function
(DUF2772)

; DUF2481 ; Protein of unknown function
(DUF2481)

+ HTH_58 ; Helix-turn-helix domain

Stage Il sporulation protein D; SpolliD,
NMR solution structure, DNA binding,
Bacillus subtilis, Transcription factor,

Trp operon repressor; host crystal,
domain swapping, DNA BINDING
PROTEIN; 2.45A {Escherichia coli}

; DUF746 ; Domain of Unknown Function
(DUF746)

regulatory protein Rsal. [Pseudomonas
aeruginosa PAOT]

Hypothetical protein; alpha-beta, helix-
turn-helix, Structural Genomics, PSI-2,
Protein Structure Initiative, Midwest Ce
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StajRaw SD |Genomic |Spacer |Final |Sequence of the Region |Start|Start |ORF
3 [score |z value [pisvance|score [Upstream of che Scarc |Codon|Posivion [Lengen
1 ia.sez 220¢ |5 -4.337 |GOGGGTGOGCCGAGGGTGATGE |TTG [25265  |3€3
2 |-s.se2 |2.20¢ |15 S.164 |GOGCCGAGGGIGATGETIGEGA |TTG |25263  |3s7
3 sam s -4.885 | COCCGCCAGGCGGTGICICARG |TTG |25145  |243
s |sam 1sm 5.477 | CGOCAGGCGGTGICICARGTIG |ATG |25146  |240
s |-s.1es 1422 |n 5.541 |GTTGATGGGCICGAGICTAGCA |ATG |2s128  |222
¢ |s.e00 20s |7 -5.323 | GAGTCTAGCAATGCIGGACAGE |TTG |25116  |210
7 |-e.153 |0.s3a |1z -7.026 | AAGCAATGCTAGACTTCGATIT AT 25085 183
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DeepTMHMM - Predictions

Predicted topologies can be downloaded in ,gff3 format and 3line format
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters




image303.png
Distribution of 100 Blast Hits on the Query Sequence

Mouse-over to show defline and scores. Click to show

Color Key for Alignnent Scores

<ao 40-50

L L —————

0 50





image304.png
Sequences producing significant aligment:

Starcevich Draft_31, function unknown, 98
Blexus_26, function unknown, 98
Frankis_27, function unknown, 98
Hadiba_24, function unknown, 98
Estavel 24, function unknown, 98
SuperGrey_26, function unknoun, 98
Donkeykong_26, function unknoun, 98
Cornie_26, function unknown, 98
Veteran_26, function unknown, 98
TDanisky 26, function unknown, 98
Spoonbill 26, function unknown, 95
Sparkdehlily 26, function unknoun, 95
Saal 26, function unknoun, 98
Rialto_Draft_28, function unknoun, 98
Radiance_Draft_27, function unknown, 98
Priscilla 26, Function unknown, 98
Poenanya_26, function unknown, 98
Philus_Draft_26, function unknoun, 98
Phasih_27, function unknown, 98
Olympiasaint_26, function unknoun, 98
Hattes_26, function unknown, 98
Hantra_26, function unknown, 98
Karhdo_Draft_26, function unknoun, 98
Jarcob_26, function unknown, 98
James_26, function unknoun, 98
GUmbiz_26, function unknown, 98
Gorge_26, function unknoun, 95
Gigiouioui_26, function unknown, 98
DRBY19_26, function unknown, 95
DotProduct_26, function unknown, 98
Doomphist 26, function unknown, 98
Dirtllcgirt 27, function unknoun, 98
Cabrinians_26, function unknown, 98
Boomer_27, function unknown, 98
BobaPhett_26, function unknown, 98
Sassafras_26, function unknown, 98
Sandalphon_27, function unknoun, 98
Ruby_26, function unknoun, 95
Piper2020_28, function unknown, 98
OldBen 26, function unknown, 98

(bits) Value

ae-55
1e-29
1e-47
1e-45
3e-45
5e-45
5e-45
7e-45
20-45
20-45
20-45
20-45
20-45
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20-45
20-45
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20-45
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20-45
20-45
20-45
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20-45
20-45
20-45
6e-45
6e-45
6e-45
6e-45
6e-45
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>Starcevich Draft_31, function unknoun, 98
Length = 98

Score = 211 bits (538), Expect = 4e-55
Identities = 98/98 (100%), Positives = 98/98 (100%)

Query: 1 HLRTTTATVLATATITLGAPAVADAAPAHCANHGTGHGQIVKHACATGSGGAGADIQUVK. 60
LRTTTATVLATATITLGAPAVADAAPAHCANHGT GHGQIYKHACATGS GGAGADIIQMVK.
Sbjct: 1 NLRTTTATVLATATITLGAPAVADAAPAHCANHGTGHGQIVKHACATGSGGAGADUQUVK. 60

Query: 61 NTDGTPKTVIKDGKEHKLYKCKRHCGGGRYAKTTTERY 95
NTDGTPKTVHKDGKEHKLYKCKRHCGGGRYAKTTTEPY
Sbjct: 61 NTDGTPKTVIKDGKEHKLYKCKRHCGGGRYAKTTTERY 95

>Blexus_26, function unknown, 98
Length = 98

Score = 193 bits (431), Expect = le-49
Identities = 88/98 (59%), Positives = 92/98 (93%)

Query: 1 HLRTTTATVLATATITLGAPAVADAAPAHCANHGTGHGQIVKHACATGSGGAGADIQUVK. 60
HLRTTTATVLA A + LG PAVA+AAPAHCANHGTGHGQIYKHACATGSGGAGADIIQMVK.
Sbjct: 1 NLRTTTATVLATAILALGIPAVANAAPAHCANHGTGHGQIVKHACATGSGGAGADIQUVK. 60

Query: 61 NTDGTPKTVIKDGKEHKLYKCKRHCGGGRYAKTTTERY 95
N DGTPKTVMKDGK HKLYKCKRHCGGGRYAKTTT+P+
Sbjct: 61 NADGTPKTVIKDGKPHKLYKCKRHCGGGRYAKTTTOPW 95
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Job title: (3) - Protein Sequence

RID
Query ID
Description
Molecule type
Query Length

ZCKIWNBAO16 (Expires on 06-01 03:28 am)
Idl|Query_63098

unnamed protein product

amino acid

9

Database Name
Description

Program

nr
All non-redundant GenBank CDS translations +PDB+SwissProt+PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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‘hypothetical protein I5H15_gp026 [Wycobacterium phage Blexus]
‘hypothetical protein I5+28 gp026 [Wycobacterium phage Donkeykong]
‘hypothetical protein SEA MADIBA 24 [Mycobacterium phage Madiba]
‘hypothetical protein PBI ESTAVET 24 [Mycobacterium phage EstaveT
‘hypothetical protein HWDO6 gp026 [Wycobacterium phage Cornie]
‘hypothetical protein SEA FRANKIE 27 [Mycobacterum phage Frankie]
‘hypothetical protein Henu3 gns6 [Mycobacterium phage Henu3 PeY-2017]
hypothetical protein SEA HANNACONDA 38 [Mycobacterium phage Hannaconda]
‘hypothetical protein BOOMER 27 [Mycobacterium phage Boomer]
‘hypothetical protein SEA RITA 26 [Mycobacterium phage Rita)
‘hypothetical protein M509 gp029 [Mycobacterium phage Job42]
‘hypothetical protein M184 oS5 [Mycobacterium phage WIVsmall]
‘hypothetical protein PBI SAAL 26 [Mycobacterium phage Saall
‘hypothetical protein SimranZ1 27 [Mycobacterium phage SimvanZ1]
‘hypothetical protein I5+H34 gp027 [Mycobacterium phage Empress]
‘hypothetical protein SEA BEXAN 34 [Wycobacterium phage Bexan]
‘hypothetical protein SEA RAJELICIA 35 [Mycobacterium phage Rajelcia]
‘hypothetical protein SEA ZEPHYR 36 [Mycobacterium phage Zephyr]
‘hypothetical protein I5H27_gp026 [Mycobacterium phage DilTechs]
‘ypothetical protein VC46 gp029 [Mycobacterium phage Gaia]
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BDownload + GenPept Graphics

hypothetical protein 15H15_gp026 [Mycobacterium phage Blexus]
Sequence ID: YP_009954713.1 Length: 98 Number of Matches: 1
» See 1 more title(s)

Range 1:1to 98 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
164 bits(416) 2e-50 Compositional matrix adjust. 88/98(30%) 92/98(93%) 0/98(0%)

Query 1 NLRTTTATVLATATITLGAPAVADRAPAHCANHGTGHGOIVKHACATGSGGAGRDIQMVK 62
HLRTTTATVLA A + LG PAVA+AAPAHCANHGTGHGOIYKHACATGSGGAGADIIQUVK
Soict 1 NLRTITATVLATAILALGIPAVANAAPAHCANHGTGHGOIYKHACATGSGRAGADIGMVK 62

Query 61 NTDGTPKTVHKDGKERKLYKCKRACGGGRYAKTTTERY 95
N DGTPKTVPKDGK HKLYKCKRHCGGGRYAKTTT+P+
Sojct 61 NADGTPKTVMKDGKPHKLYKCKRACGGGRYAKTTTOPH 95

EDownload v GenPept Graphics

hypothetical protein 15H28_gp026 [Mycobacterium phage Donkeykong]
Sequence ID: YP_009956055.1 Length: 98 Number of Matches: 1
b See 3 more title(s)

Range 1:1to 98 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
150 bits(401) 4e-48 Compositional matrix adjust. 82/98(84%) 86/98(87%) 0/98(0%)

Query 1 NLRTTTATVLATATITLGAPAVADRAPAHCANHGTGHGOIVKHACATGSGGAGRDIQMVK 62
MR AT+ A T+ L PAVADAAPAHC NHG-GHGOIYKHACATGSGGAGADIIQUVK
Soict 1 NLRNATATITAALTLALLTPAVADAAPAHCHIHGSGHGOIYKHACATGSGGAGADIMVK 62

Query 61 NTDGTPKTVHKDGKERKLYKCKRACGGGRYAKTTTERY 98
N DGTPKTVPKDGK HKLYKCKRHCGGGRYAKTTTEP+
Sbjct 61 NADGTPKTVIMKDGKPHKLYKCKRHCGGGRYAKTTTEPH 95
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters
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Sequences producing significant alignment

Frankie_28, function unknown, 47
Starcevich Draft_32, function unknown, 43
Zizzle_27, function unknown, 48
Yorick_27, function unknown, 48
Tchen_25, function unknoun, 48
SuagPigglett_27, function unknoun, 45
Shilan_27, function unknown, 48
NormanBulbielr_27, function unknown, 48
Nivrat_27, function unknown, 48
Hutaforma13_27, function unknoun, 48
HinionDave_28, function unknown, 48
Martik_Draft_28, function unknoun, 48
Maravista Draft_28, function unknown, 48
Lizziana_27, function unknown, 48
Lilhoolah_27, function unknown, 48
Byougenkin_27, function unknown, 48
ByChance_27, function unknown, 48
Buruell21 27, function unknown, 48
Kenuhas_22, function unknown, 28
Stap_Draft_27, function unknoun, 48
Hamulus_27, function unknown, 48
Eradicator_27, function unknown, 48
XFactor_27, function unknown, 48
willsterrel 28, function unknoun, 48
Whatsapiecost_27, function unknown, 45
Wee_28, function unknown, 48
Wachhund_27, function unknown, 48
VRedHorsa_27, function unknown, 48
UncleRicky_30, function unknown, 48
Tootsieroll 28, function unknoun, 48
TootsiePop_28, function unknown, 48
ThetaBob_28, function unknown, 28
Taj_27, Function unknown, 48
Strokeseat_27, function unknown, 48
Spikeles_28, function unknown, 28
Spartacus_28, function unknown, 48
Shaunal_22, function unknown, 28
564_27, function unknown, 48
SassyB_27, function unknown, 48
Royals2015_27, function unknown, 48
Rockne_27, function unknown, 48
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>Frankie_28, function unknown, 47
Length = 47

Score = 95.5 bits (236), Expect = 42-20
Identities = 45/47 (95%), Positives = 46/47 (97%)

Query: 1 HKIHVQSKGPAGHVATVLFTAGTVLTVADEQGRUHLIDTSRVTIRKL 47
FKIHVQS+GPAGUVATVLFT GTVLTVADEQGRUHLIDTSRVTIRKL
1 MKIHVQSRGPAGHVATVLFTVGTVLTVADEQGRUHLIDTSRVTIRKL 47

sbic

>Starcevich Draft_32, function unknoun, 43
Length = 43

Score = 88.6 bits (218), Expect = 5e-18
Identities = 42/43 (97K), Positives = 43/43 (100%)

5 VQSKGPAGHVATVLFTAGTVLTVADEQGRKHLIDTSRVTTRKL 47
+QSKGPAGHVATVLFTAGTVLTVADEQGRKHL IDTSRVTIRKL
1 HQSKGPAGHVATVLFTAGTVLTVADEQGRKHLIDTSRVITRKL 43

>zizzle 27, function unknown, 48
Length = 45

Score = 86.3 bits (212), Expect = 2e-17
Identities = 41/47 (57%), Positives = 45/47 (95%)

1 KIHVQSKGPAGHVATVLFTAGTVLTVADEQGRUHLIDTSRVTIRKL 47
FKIHVQS+GPAGH ATVLFTAGTVLTVAD+QGR HLIDTSRVT+R+L
: 1 MKIHVQSRGPAGHNATVLFTAGTVLTVADDQGRKHLIDTSRVIVRRL 47
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Job title: (3) - Protein Sequence

RID 7CMM3XF6016 (Expires on 06-01 03:46 am)

Query ID Icl|Query_125678 Database Name nr
Description unnamed protein product Description All non-redundant GenBank CDS translations+PDB-+SwissProt+PIR+PRF excluding
Molecule type environmental samples from WGS projects

Query Length Program BLASTP 2.14.1+ b Citation
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Distribution of the top 100 Blast Hits on 100 subject sequences &
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Description

ypothetical protein SEA FRANKIE 28 [Mycobacterium phage Frankie]
‘hypothetical protein FDGS7_gp027 [Mycobacterium phage Mutaforma13]
‘hypothetical protein HWB60_0p025 [Mycobacterium phage TChen]
ypothetical protein SEA KENUHAS 24 [Mycobacterium phage Kenuhas]
‘hypothetical protein HAMULUS 27 [Mycobacterium phage Hamulus]
‘hypothetical protein SEA ERADICATOR 27 [Mycobacterium phage Eradicator]
‘hypothetical protein SEA POLLYWOG 27 [Mycobacterium phage Polyuiog]
‘hypothetical protein M040_gp27 [Mycobacterium phage SiSil

9027 [Mycobacterium phage Pacc40]

‘hypothetical protein PBI BOBI 29 [Wycobacterium phage Bobi]

‘hypothetical protein I5H84 gp027 [Wycobacterium phage RitaG]

‘hypothetical protein HWC44 p026 [Mycobadterium phage ThetaBob
‘hypothetical protein I5HO8 gp027 [Mycobacterium phage Whowxphil

9028 [Mycobacterium phage Ramsey]

‘hypothetical protein PBI REDBIRD 27 [Mycobacterium phage RedBird]
‘hypothetical protein SEA KIMBERLIUM 29 [Mycobacterium phage Kimberlium]
hypothetical protein I5H13 gp027 [Mycobacterium phage ArcusAngelus]
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hypothetical protein SEA_FRANKIE_28 [Mycobacterium phage Frankie]
Sequence ID: AUX81954.1 Length: 47 Number of Matches:

Range 1: 1 to 47 Genpept Graghics
Score Expect Method
93.6 bits(231) 1e-23 Compositional matrix adjust.

Tdentities  Positives  Gaps
45/47(96%) 46/47(97%) 0/47(0%)
Query 1 MKIHVOSKGPAGHVATVLFTAGTVLTVADEQGRAHLIDTSRVIIRKL 47

FKTHVOS+GPAGHIVATVLFT GTVLTVADEQGRUHLIDTSRVIIRKL
Soict 1 MKIHVQSRGPAGHVATVLFTVGTVLTVADEQGRAHLIDTSRVIIRKL 47

BiDovnload v GenPept Graphi

hypothetical protein FDG57_gp027 [Mycobacterium phage Mutaforma13]
Sequence ID: YP_009591334.1 Length: 48 Number of Matches: 1
> See 13 more title(s)

Range 1:1 to 48 Genpept Graghics
Score Expect Method
86.7 bits(213) Se-21 Compositional matrix adjust.

Tdentities  Positives  Gaps
41/48(85%) _45/48(93%) 0/48(0%)
Query 1 MKIHVOSKGPAGHVATVLFTAGTVLTVADEQGRAHLIDTSRVIIRKLZ 43

FKTHVOS+GPAGH ATVLFTAGTVLTVAD-QGR HLIDTSRVT+RsL
Sbict 1 MKIHVQSRGPAGHNATVLFTAGTVLTVADDQGRKHLIDTSRVIVRRLS 43

EiDownload v GenPept Graphics

hypothetical protein HWB60_gp025 [Mycobacterium phage TChen]
Sequence ID: YP_009837981.1 Length: 48 Number of Matches: 1
» See 1 more title(s)

Range 1: 1 to 47 Genpept Graghics
Score Expect Method
86.3 bits(212) 7e-21 Compositional matrix adjust.

Tdentities  Positives  Gaps
41/47(87%) 45/47(95%) 0/47(0%)
Query 1 MKIHVOSKGPAGHVATVLFTAGTVLTVADEQGRAHLIDTSRVIIRKL 47

FKTHVOS+GPAGH ATVLFTAGTVLTVAD=QGR HLIDTSRVT=RsL
Sbict 1 MKIHVOSRGPAGHNATVLETAGTVLTVADDOGRRHLIDTSRVIVRRL 47
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; DUF6482 ; Family of unknown function
(DUF8482)

; DUF3107; Protein of unknown function
(DUF3107)

MCP1; helical symmetry, archaeal virus,
VIRUS;{Acidianus filamentous virus 6}

Structural protein MCP2; helical
symmetry, archaeal virus, rod-lke virus,
structural protein, VIRUS;{Sulfolobus
islandi

; CUB_2; CUB-like domain

anti-ciguatoxin antibody, light chain;
Immunoglobulin fold, IMMUNE SYSTEM;
HET: ABO, GOL; 1.7A {Mus musculus}
SCOP: b.1.

hypothetical protein PA4573
[Pseudomonas aeruginosa PAOT]

Conserved protein of uncharacterized
function, TB9.4; hexadecamer,
UNKNOWN FUNCTION; 1.8A
Mycobacterium tuberculosis}
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Distribution of 100 Blast Hits on the Query Sequence

Mouse-over to show defiine and scores. Click to show alignments
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Referenc
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters
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Frankie_29, transposase, 101
Starcevich Draft_33, function unknown, 52

Nebkiss_32, helix-turn-helix DNA binding protein, 66
Gaia_30, DNA binding domain protein, 116

Franzy_34, helix-turn-helix DNA binding domain protein, 77
Brent_34, helix-turn-helix DNA binding domain protein, 77
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PullunCavea 83, HNH endonuclease, 171

Portcullis 35, HNH endonuclease, 171

PinkCoffes 86, HNH endonuclease, 171

Phlop_82, HNH endonuclease, 171
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>Frankie_29, transposase, 101
Length = 101

Score = 139 bits (351), Expect = 2e-33
Identities = 66/67 (95¥), Positives = 67/67 (100%)

HISCYKKSRRVYSERTLPKFHVLNPDDVRRVRKLAEDGNTQRKIAAEFGVSEYTVSVTVRR 60
+SCYKKSRRVYSERTLPKFHVLNPDDVRRVRKLAEDGHTQRKIAAEFGVSEYTVSVTVRR
LSCYKKSRRVYSERTLPKFHVLIPDDVRRIRKLAEDGHTORKTAAEFGVSEYTVSVTVRR 94

LAWPDID 67
LawPDID
LAWPDID 101

>Starcevich Draft_33, function unknoun, 52
Length = 52

Score = 109 bits (273), Expect = 2e-24
Identities = 51/52 (98K), Positives = 52/52 (100%)

© 16 LPKFHVLNPDDVRRIRKLAEDGKTQRKTAAEFGVSEYTVSVTVRRLAWPDID 67
+PKFHVLNPDDVRRIIRKLAEDGHTQRKIAAEF GVSEYTVSVTVRRLALPDID
1 HPKFHVLNPDDVRRIRKLAEDGHTQRKIAAEF GVSEYTVSVTVRRLALPDID 52

Shebkiss_32, helix-turn-helix DNA binding protein, 66
Length = 66

Score = 84.3 bits (207), Expect = 9e-17
Identities = 41/66 (62%), Positives = 50/66 (75%)

1 HSCYKKSRRVYSERTLPKFHVLNPDDVRRVRKLAEDGNTQRKIAAEFGVSEYTVSVTVRR 60
FSCYKKSRRVYSERTLP  HVL P+ V RMR L GHTQ ++4 EF Vi TVSt VRR
1 MSCYKKARRVYSERTLPASHVL TPEQUVRNRHLYASGF TQAELAREFNVTPPTVSLIVRR 60

Query: 61 LAWPDI 66
LAW ++
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ZCNIVTK1013 (Expires on 06-01 04:02 am)
Idl|Query_04787

unnamed protein product

amino acid

68

Database Name
Description

Program

nr
All non-redundant GenBank CDS translations-+PDB+SwissProt-+PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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4t Alignments | Download . GenPept Graphics Dista of results Multiple al [
L= S| S| Coe | i Aemsn

O transposase [Mycobacterium phage Frankie] 140 140 98% 3e-41 9851% AUXB19551

(O helitum-helix DNA binding protein [Vycobacterium phage Nebiss] 867 867 97% 2020 6212% AYQE9U731

O HNH endonuclease Mycobacterium phage Gaia 851 851 97% 3e-19 6061% YP 0091247731

O hypothetical protein A5668 25080 [Mycolicibacterium fortuitum] 732 732 97% 8e-15 5224% O0BBO11081

O hypothetical protein AWBSS 20445 [Mycolicibacterium conceptionense] 732 732 97% B8e-15 5224% ORV200681

O hypothetical potein (Mycoiicibacterium conceptionense] 732 732 97% 1le-14 5224% WP 1625626781

O hypothetical potein (Mycoiicibacterium conceptionense] 732 732 97% fle-14 5224% WP 1330579321

O hypothetical protein (Mycobacteriaceae bacterium Msp059] 720 720 94% 3e-14 5538% MCP3B16561

O hypothetical potein (Mycoiicibacterium conceptionense] 712 712 94% Te-14 5538% WP 1318056051

O hypothetical protein A5726 12315 [Mycolcibacterium conceptionense] 712 712 94% Be-14 5538% OBF230041

O hypothetical protein AS637 13100 [Mycolicibacterium fortuitum] 697 697 97% 2e-13 4776% OBK0DIA1

O hypothetical protein (Mycolicibacterium fortuitum] 697 697 97% 3e-13 4776% Wp 1318141241

O hypothetical protein BN975 00341 [Mycolicbacterium farcinogenes] 689 689 97% Ge-13 4697% COPE2011

O hypothetical protein BNO70 04535 [Mycolicbacterium conceptionense] 682 682 97% 1e-12 4697% COD19B421

O hypothetical protein (Mycolicibacterium fortuitum] 662 662 97% Ge-12 4328% MCA47545331

O hypothetical protein AS755 02500 [Mycolicibacterium fortuitum] 647 647 97% 2e-11 4179% OBBS64461

O hypothetical protein [Mycoliciacterium fortuitum] 647 647 97% 2e-11 4179% WP 1318114461

O hypothetical potein (Mycoiicibacterium conceptionense] 624 624 95% 1e-10 4242% WP 1318062561

O hynothetical protein AS639 07705 Mycolicibacterium conceptionense] 632 632 95% 2e-10 43.94% OBJo26T51
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transposase [Mycobacterium phage Frankie]
Sequence ID: AUX81955.1 Length: 101 Number of Matches: 1

Range 1: 35 to 101 Genest Graphics

Score Expect Method Tdentities  Positives Gaps
140 bits(353) 3e-41 Compositional matrix adjust. 66/67(99%) 67/67(100%) 0/67(0%)

Query 1 MSCYKKSRRVYSERTLPKFHVLIPDDVRRIRKLAEDGHTORKIAAEFGVSEYTVSVTVAR 60
+SCYKKSRRVYSERTLPKFHYLNPDDVRRYRKL AEDGHTORKIAAEFGUSEYTVSVTVRR
Sojct 35 LSCYKKSRRVYSERTLPKFHYLNPDDVRRURKLAEDGHTQRKIAAEFGVSEYTVSVIVRR 94

Query 61 LAWDID 67
LANPDID
Sojct 95 LAWDID 101

EiDownioad ~ GenPept Graj

helix-turn-helix DNA binding protein [Mycobacterium phage Nebkiss]
Sequence ID: AYQ99973.1 Length: 66 Number of Matches: 1

Range 1: 1 to 66 Genpept Graghics
Score Expect Method Tdentities  Positives  Gaps

86.7 bits(213) 2e-20 Compositional matrix adjust. 41/66(62%) 50/66(75%) 0/66(0%)

Query 1 NSCYKKSRRVYSERTLPKFHVLIPDDVRRIRKLAEDGHTQRKIAREFGVSEVTVSVTVRR 62

SCYKK-RRVYSERTLP VL P= V AR L G+TQ ++A EF Ve TVS+ VRR
Sbjct 1 MSCYKKARRVYSERTLPASHVL TPEQURNRHLYASGFTQAELAREFINTPPTVSLIVRR 60
Query 61 LAPDI 65

il ++
sojct 61 LA 66
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StajRaw SO |Genomic |Spacer |Final |Sequence of the Region |[Starc|Starc  [oRF
3 [score |z value [pisvance|score [Upstream of che Scarc |Codon|Posivion [Lengen
1 -sale 17ss |15 6_018 |TTGATCATGATGITIICIGEGC |TTG |26062  |3e0
2 |-s.228 |1.ses |12 5.063 | CGOCATTAGCGGGTGGCATGAT |GTG |26008  |30€
3 |-s.s28 [1sse |10 -S.622 | TAGCGGGTGGCATGATGIGEGE |GTG |26002  |300
s |-s2s1 1sss 20 -4.585 | TGTGGGGGTGECGGRATGTICA (GTG |25987 |28
s |-s7es 1e2s |ie ~6.565 | TGGCAAGCATCTAGCCGACCGE |GTG |25951  |245
¢ |-sse2 1723 |s -5.337 | GTGOCATCACTGIGECGGACCE |TTG |25927  |225
7 |-s.sec [1.eoe |5 s-161|cTTGARGGCGARAGGCCTTIGE TG |25s06  |204
o |-s.e7¢ [psm |n 5.633 |CAGGGTTTACAGCGAACGCACG |TTG |25861  |155
s |-s.305 13e2  |n -6.066 |ACGCACGTIGCCGAAGTTICAT |GTc |2s046  |144
10 |-s.es0 |2.1e5 |7 5.213 | TCATGTGCTTAACCCGGATGAT |GT¢ |25828  |12¢
11 |-3.es0 2185 ie 5.48¢ | TAACCCGGATGATGIGOGICGE |ATG |25815  |117
12 |-2.50¢ [2.m15 s -4.51¢ |TGATGTGCGTCGGATGCGGRAG |TTG |25810  |108
13 |23 2a7 |10 3.408 | GAAGATIGCTGOGGAGTTIGET |GTG |25762  |€0
1s |-s.se0 1ss0 7 6.483 |GTTTGGIGIGICTGAGTACACE |GTG |25747 |45
1s |-s.e08 |2.087 |7 -5.331 | TGTGICTGAGTACACGGTGICT |6T¢ |25741 |35
1c |-s.a37 1788 |20 -5.131 |GGTGICTGTGACGETICGCCGE |TTG |25726 |24
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AETErence:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters
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Distribution of 12 Blast Hits on the Query Sequence

Mouse-over to show defiine and scores. Click to show alignments

Color Key for Alignnent Scores

L —————
o
Score €

Sequences producing significant alignments: (bits) value

Starcevich Draft_34, function unknown, 46 s 1e19
Frankie_30, function unknoun, 36 T2 3e1s
Chesd_31, function unknoun, 36 T 1em
Avanil31, function unknoun, 46 T 1em
Zapner_33, function unknown, 46 Tes 7em
Jabbavokkie_34, function unknoun, 36 Tes 7em
Demsculpinbayz. 31, function unknoun, 46 Tes 7em
Enma_28, function unknoun, 46 T3 2e-10
Yoshi_31, function unknoun, 46 Te2 ae-l0
Mootiod_25, function unknoun, 46 Te1 100
Kersh_26, function unknoun, 53 T3 2e-0s
Tchen_26, function unknoun, 30 6 o0.027
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>Starcevich Draft_34, function unknown, 46
Length = 45

Score = 93.6 bits (231), Expect = 1e-19
Identities = 46/46 (100%), Positives = 45/46 (100%)

Query: 1 HTSPENININVKGRQLPLIPTVAITLPTFLLTFGFLLGAVCQAGAL 46
HTSPENTHINVKGRQLPLIPTVATTLPTFLLTFGFLLGAVCQAGAL
Sbjct: 1 HTSPENIHINVKGRQLPLIPTVAITLPTFLLTFGFLLGAVCQAGAL 46

>Frankie_30, function unknown, 46
Length = 45

Score = 92.4 bits (228), Expect = 3e-19
Identities = 45/46 (97%), Positives = 46/45 (100%)

Query: 1 HTSPENININVKGRQLPLIPTVAITLPTFLLTFGFLLGAVCQAGAL 46
HTSPENT+TNVKGRQLPLIPTVAITLPTFLLTFGFLLGAVCQAGAL
Sbjct: 1 MTSPENILINVKGRQLPLIPTVAITLPTFLLTFGFLLGAVCQAGAL 46

>Cheod_31, function unknown, 46
Length = 45

Score = 67.4 bits (163), Expect = le-11
Identities = 32/46 (69%), Positives = 35/45 (76%)

Query: 1 HTSPENININVKGRQLPLIPTVAITLPTFLLTFGFLLGAVCQAGAL 46
HTSPEST T +GRQLPLIP V I LP FL TFG LLG CQ GAL
Sbjct: 1 NTSPEHITIPIRGRQLPLIPWIILLPLFLFTFGLLLGYACQTGAL 46
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RID 7CPCENGTO16 (Expires on 06-01 04:16 am)
Query ID Icl|Query_103250 Database Name nr
Description unnamed protein product Description All non-redundant GenBank CDS translations+PDB-+SwissProt+PIR+PRF excluding
tolecule type environmental samples from WGS projects
Juery Length Program BLASTP 2.14.1+ b Citation
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Color key for alignment scores
W<40 W40-50 W s0-80 M 80-200 n 00
1 9 18 27 36 45
)Descriptions
‘Sequences producing significant aignments:
Select: All None Selected:0
T} Algnments I
- Max  Tolal Query| E | Per )
Descript
e Score Score | Cover value | Ident | A°°SSon
) nypothetcal protein SEA FRANKIE 30 [Mycobacterum phage Franiie] 905 905 97% 2022 97.83% AUXE19s61
() nypothetcal protein 15101 0525 [Vycabacterium phage Mooloo] 608 608 97% 1e-10 58.70% YP 0099636261
O nypolhelical prolein PEI CHEYD. 31 [Mycobaclerium phage Chedd] 458 458 97% 9e-05 6957% NP 8180041
) nypolhelica prolein N&50 gp033 [Mycobacterium phage Jabbavokkie] 424 424 9T% 0002 6957% YP 0084107051
) nypothetcal prfein 1552 90026 [Mycobacterum phage Kersh] 424 424 63% 0002 70.00% YP 0099585681
) nypothetcal prtein 15133 90028 (Mycobacterum phage Emma] 408 408 97% 0.008 67.39% YP 0099565871
) nypothetcal prtein 15102 00031 [Mycobacterum phage Demsculinboyz] 397 397 97% 0.024 6957% YP 0099637201
[m] 389 389 93% 0.040 68.18% YP 0096130351

‘hypothetical protein FDISY_gpo31 [Mycobacterium phage Yoshil
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hypothetical protein SEA_FRANKIE_30 [Mycobacterium phage Frankie]
Sequence ID: AUX81956.1 Length: 46 Number of Matches: 1

Range 1: 1 to 46 Genpept Graghics
Score Expect Method Tdentities  Positives  Gaps
90.5 bits(223) 2e-22 Compositional matrix adjust. _45/46(98%) 46/46(100%) 0/46(0%)

Query 1 MTSPENTMINVKGRQLPLIPTVAITLPTFLLTFGFLLGAVCOAGAL 46
TSPENT+TIVKGRQLPL IPTVATTLPTFLLTFGLLGAVCQAGAL
Sbjct 1 MTSPENTLINVKGROLPLIPTVAITLPTFLLTFGFLLGAVCOAGAL 46

EiDownioad v GenPept Graphics

hypothetical protein I5101_gp25 [Mycobacterium phage MooMoo]
‘Sequence 'P_009963626.1 Length: 46 Number of Matches: 1
b See 1 more title(s)

Range 1: 1 to 46 Genpept Graghics
Score Expect Method
60.8 bits(146) 1e-10 Compositional matrix adjust.

Tdentities  Positives  Gaps
27/46(59%) _33/46(71%) 0/46(0%)
Query 1 MTSPENTMINVKGROLPLIPTVAITLPTFLLTFGFLLGAVCOAGAL 46

HT PE T I VGRs P<IP V IT=P FL TFG +LG CO GA+
Soict 1 NTHPEKITIRVRGRRYPIIPWITITHPLFLFTFGGILGYACQTGAT 46

EiDownload v GenPept Graphics

hypothetical protein PBI_CHE9D_31 [Mycobacterium phage Chedd]
‘Sequence IP_818004.1 Length: 46 Number of Matches: 1
b See 3 more title(s)

Range 1: 1 to 46 Genpept Graghics
Score Expect Method
45.8 bits(107) 9e-05 _Compositional matrix adjust.

Tdentities  Positives  Gaps
32/46(70%) 35/46(76%) 0/46(0%)
Query 1 NTSPENIMINVKGROLPLIPTVAITLPTELLTFGFLLGAVCOAGAL 46

HTSPE-T T +GRQLPLIP V T [P #L T#G LG CQ GAL
Sbjct 1  MTSPEHITIPIRGROLPLIPWTILLPLFLETFGLLLGYACOTGAL 46
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scafRaw SD [Genomic [Spacer [Final [Sequence of the Region [Starc[stare loar
3 [score |z value [pisvance|score [Upscream of che Scarc |Codon|Posivion [Lengen
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
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Score  E

Sequences producing significant alignments: (bits) Value
Starcevich Draft_35, function unknown, 43 89 3e-18
Purky_25, Function unknown, 58 Ze0 1e-09
MilanaBonita 22, function unknoun, 58 oo 2e-09
akhila_22, function unknown, 58 oo 2e-09
Rebel 24, function unknoun, 54 e
Velveteen 23, function unknown, 58 8 7e-e9
Sarma62¢ 23, function unknown, 58 T8 7e-e9
Cerasum_23, function unknown, 58 T8 7e-e9
Bigphil 23, function unknown, 58 T8 7e-e9
SkinnyPate 24, function unknown, 54 5 oe-e9
Simranz1_28, function unknown, 45 T8 se-e9
Panchino_24, function unknown, 55 8 se-e9
0chi17_28, function unknown, 57 57 1e-es
Ms6_Draft_22, function unknown, 58 57 1e-es
willsanmy 25, function unknown, 57 7 208
Optinus_25, function unknown, 52 57 2e-e8
Omega_47, function unknoun, 52 6 208
StAnnes_25, function unknown, 57 55 4e-es
Tortellini_25, function unknown, 55 55 ee-os
‘SpongeBob_24, function unknown, 58 55 ee-es
Sneknaggedon_24, function unknoun, 58 5 6e-es
Shueta_24, function unknown, 57 55 ee-es
ShrimpFricdEgg_24, function unknown, 58 5 6e-es
Redi_24, function unknoun, 58 55 ee-es
Purgamenstris_24, function unknown, 55 5 6e-es
PhancyPhin_24, function unknoun, 58 5 6e-es
Nenae_24, Function unknoun, 58 55 ee-es
Jamie1s_24, function unknown, 58 55 ee-es
BabeRuth_24, function unknown, 58 55 ee-es
Andies 23, function unknown, 57 55 ee-os
Cheac_74, function unknoun, 58 55 7e-es
Xeno_2¢, function unknoun, 56 T2 107
Squirty_23, function unknown, 57 4 1e-e7
Fulbright_24, function unknoun, 57 4 1e-e7
Frankie_31, function unknown, 24 52 ze-e7
Camster 25, function unknown, 55 52 407
KashFlow_36, function unknown, 53 52 se-e7
Techage_25, function unknown, 56 52 6e-07




image354.png
>Starcevich Draft_35, function unknown, 43
Length = 43

Score = 89.4 bits (220), Expect = 3e-18
Identities = 43/43 (100%), Positives = 43/43 (100%)

1 IKPLHATTIGTMCGVALSVHLSWAFATGSVALVEKLIDDRPDF 43
FKPLHATTIGTHCGVALSVHLSHAFATGSVALVEKL IDDRPDF
1 FKPLHATTIGTHCGVALSVHLSHAFATGSVALVEKLIDDRPDF 43

>Purky_25, function unknown, 58
Length = 58

Score = 60.5 bits (145), Expect = 1e-09
Identities = 26/41 (63%), Positives = 34/41 (82%)

3 PLHATTIGTHCGVALSVMLSHAFATGSVALVEKLIDDRPDF 43
P+ 4G 4GV L+ +LSHAFATGSVAL+EK++DDRPDF
18 PUVGLGUGLLCGVVLTGVLSHAFATGSVALIEKTLDDRPDF 58

>hilanaBonita_22, function unknown, 58
Length = 58

Score = 59.7 bits (143), Expect = 2¢-09
Identities = 28/41 (68%), Positives = 34/41 (82%)

3 PLHATTIGTHCGVALSVMLSHAFATGSVALVEKLIDDRPDF 43
P+ 4G + G+ L+V+LSHAFATGSVALVEKLIDDRPDF
Sbjct: 18 PUIGLGLGLLGGLILTVLLSHAFATGSVALVEKLIDDRPDF 58
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"hypothetical protein 1550 gp25 [Mycobacterium phage Purky]
"ypothetical protein SimranZ1 29 [Mycobacterium phage SimranZ1]
ypothetical protein BJD69_go24 [Mycobacterium phage Xeno]

"ypotheical protein SEA FRANKIE 31 [Mycobacterium phage Frankie]
‘nypothetical protein [Mycolicibacterium goodi]

"ypothetical protein SEA TECHAGE 25 [Mycobadterium phage Techagel
ypothetical protein BJD6S_gp24 [Mycobacterium phage Phrann]
‘ypotheical protein QEH37 gn24 Mycobacterium phage IdentitCriis]
‘hypothetical protein BJD70 524 [Mycobacterium phage Panching
‘hypothetical protein FDG99 gn24 [Mycobacterium phage SkinnyPete]
ypothetical protein 15440 0p25 [Wycobacerium phage Atcool
"ypothetical protein CM06 025 [Mycobacterium phage Babsiella]
"ypothetical protein PBI BIGNUZ 25 [Mycobacterium phage Bighuz]
"ypotheical protein PBI NAZO 25 (Mycobacterium phage Nazo]
"ypotheical protein SEA STEVIERAY 25 [Mycobacterium phage StevieRay]
hypothetical protein SEA AKHILA 22 [Mycobacterium phage Akhila]
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hypothetical protein 15J50_gp25 [Mycobacterium phage Purky]
Sequence ID: YP_009965148.1 Length: 58 Number of Matches: 1

b See 1 more title(s)

Range 1: 18 to 58 Genpest Graohics

Score Expect Method Tdentities  Positives  Gaps
50.3 bits(142) 4e-10 Compositional matrix adjust.  26/41(63%) 34/41(82%) 0/41(0%)

Query 3 PLHAITIGTHCGVALSVHLSHAFATGSVALVEKLIDDRPDF 43
P+ G +CGV L +LSUAFATGSVAL+EK=-DDRPDF
Sbjct 18 PUVGLGNGLLCGVVLTGVLSHAFATGSVALTEKILODRPDF 58

EiDownioad v GenPept Graphics

hypothetical protein SimranZ1_29 [Mycobacterium phage SimranZ1]
Sequence ID: AQT25841.1 Length: 45 Number of Matches: 1

Range 1: 8 to 45 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
58.5 bits(140) 6e-10 _Compositional matrix adjust. _ 28/38(74%) 32/38(84%) 0/38(0%)
Query 6 AITIGTHCGVALSVMLSWAFATGSVALVEKLIDDRPDE 43

AI_G + GVAL: ++SIi FATGSVALVEKLIDDRPDF
Sbjct 8  ATGTGLLGGVALTGLISWSFATGSVALVEKLIDDRPDF 45

EiDownioad  GenPept Gray

hypothetical protein BJD69_gp24 [Mycobacterium phage Xeno]
Sequence ID: YP_009302338.1 Length: 56 Number of Matches: 1

»See 1 more title(s)

Range 1: 19 to 56 Genpest Graohis

Score Expect Method Tdentities  Positives  Gaps
53.0bits(128) Se-08 Compositional matrix adjust. _23/38(61%) 31/38(81%) 0/38(0%)
Query 6 ATTIGTHCGVALSVMLSWAFATGSVALVEKLIDDRPDE 43

&+ G+ G+ LSV+LSIl FATG+ LVE++IDDRPDF
Sbjct 19 ALGAGLLGGIVLSVLLSHGFATGTLPLVERTIDORPDF 56
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; DUF6479 ; Family of unknown function
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hypothetical protein PA3040
[Pseudomonas aeruginosa PAOT]

+ Myc_target_1 ; Myc target protein 1

; DUF454; Protein of unknown function
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hypothetical protein PA2754
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|Genomic |Spacer |Final |Sequence of the Region |Svart|Starc [ORF
2 Value [pisvance[score [Upscream of che Svarc |Codon|Posivion [Lengeh
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s |-aass 1753 e ~6.244 | CCACGCCATCACCATCGGAACC |ATG 26226 |55

6 |-aeis 275 1s 5.221 |CATGTGCGGTGTAGCCCIGICA |GTG |26247 |78

7 |aes [zars 18 -5.520 | GTGCGGTGTAGCCCIGICAGTG |ATG |26250 |75

o |-aesa 1.sez e 6.55% |CGGTGTAGCCCIGICAGTGATG |TTG |26253 |72
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3482.
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Sequences producing significant alignments: (bits) value

Starcevich Draft_36, function unknown, 77 150 1e-38
Ovechkin_23, function unknown, 77 128 se-3s
Zizzle 23, function unknown, 77 126 1e-3s
Yorick 29, function unknown, 77 126 1e-3s
SuagPigglett_29, function unknoun, 77 126 1e-35
NormanBulbieJr_29, function unknown, 77 126 1e-3s
Nivrat_29, function unknown, 77 126 1e-3s
Martik_Draft_30, function unknown, 77 126 1e-3s
Maravista Draft_38, function unknown, 77 126 1e-3s
Lizziana_29, function unknown, 77 126 1e-3s
Lilkoolah_29, function unknown, 77 126 1e-3s
Fruitloop 28, function unknoun, 77 126 1e-35
Donkeykong_29, function unknown, 77 126 1e-35
ByChance_23, function unknown, 77 126 1e-3s
Buruel121_29, function unknown, 77 126 1e-3s
Batiatus_29, function unknown, 77 126 1e-3s
Zerg_29, function unknoun, 77 126 2e-35
Tootsieroll 30, function unknoun, 77 126 2e-3s
ShroomBoi_28, function unknown, 77 126 2e-3s
564_29, function unknown, 91 126 2e-3s
Sassafras_29, function unknown, 77 126 2e-3s
RockyHorror_30, function unknoun, 77 126 2e-35
Redgird_29, function unknown, 77 126 2e-3s
Quico_30, function unknoun, 77 126 2e-3s
Lorde_30, function unknoun, 77 126 2e-3s
Tnventum_29, function unknown, 77 126 2e-3s
Girafales_30, function unknown, 77 126 2e-3s
Florinda_29, function unknown, 77 126 2e-3s
Flathead 29, function unknown, 77 126 2e-3s
Enby_30, function unknoun, 77 126 2e-35
DLane_29, function unknoun, 77 126 2e-3s
ChickenDinner_Draft_31, function unknoun, 77 126 2e-3s
1s6_Draft_23, function unknown, 77 1a5  3e-3s
Strokeseat_29, function unknown, 77 1a5  ge-3s
Mandlovu_29, function unknown, 77 125 2e-35
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>Starcevich_Draft_36, function unknown, 77
Length = 77

Score = 150 bits (378), Expect = 1e-36
Identities = 77/77 (100%), Positives = 77/77 (100%)

Query: 1 MDRLGIILLKLFGPLADRIADRIADRIAENLPDLSDLDDQIVAKLPDLTNLPAQVIDIID 60
FDRLGITLLKLFGPLADRIADRIADRIAENLPDLSDLDDQIVAKLPDLTNLPAQVIDIID
Sbjct: 1 MDRLGIILLKLFGPLADRIADRIADRIAENLPDLSDLDDQIVAKLPDLTNLPAQVIDIID 60

Query: 61 GALRSIPVLGGILGSKR 77
GALRSIPVLGGILGSKR
Sbjct: 61 GALRSIPVLGGILGSKR 77

>ovechkin_29, function unknown, 77
Length = 77

Score = 148 bits (373), Expect = 5e-36
Identities = 75/77 (97%), Positives = 76/77 (98%)

Query: 1 MDRLGITLLKLFGPLADRIADRIADRIAENLPDLSDLDDQIVAKLPDLTNLPAQVIDIID 60
FDRLGT+LLKLFGPLADRIADRIADRI ENLPDLSDLDDQIVAKLPDLTNLPAQVIDIID

Sbjct: 1 MDRLGIVLLKLFGPLADRIADRIADRITENLPDLSDLDDQIVAKLPDLTNLPAQVIDIID 60

Query: 61 GALRSIPVLGGILGSKR 77
GALRSIPVLGGILGSKR
Sbjct: 61 GALRSIPVLGGILGSKR 77
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of Mar 03, 2023
435,703 sequences; 84,277,352 total letters
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Program

nr
All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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‘hypothetical protein PBI OVECHKIN 29 [Mycobacterium phage Ovechin]
‘ypothetical protein 5H19_gp029 [Mycobacterium phage Burwel21]
hypothetical protein SEA FLATHEAD 20 [Mycobacterium phage Flathead]
9028 [Mycobacterium phage Fruitioop]

9o [Mycobacterium phage Ms6]

‘hypothetical protein VC69 9029 [Mycobacterium phage Inventur
‘hypothetical protein I5H48 gp029 [Mycobacterium phage Hiubikazi]
‘hypothetical protein C194 gp020 [Mycobacterium phage SG4]
‘hypothetical protein CM0S gp029 [Mycobacterium phage DeadP]
‘hypothetical protein I5H62 gp29 [Mycobacterium phage Melissaurenss)
‘hypothetical profein PHATNISS 30 [Wycobacterium phage Phatniss]
‘hypothetical protein PBI BOBI 31 [Wycobacterium phage Bobi]
‘hypothetical protein 5H75_gp030 (Mycobacterium phage OwIsT2W]
‘hypothetical protein PBI TWEETY. 29 [Mycobacterium phage Tweety]

‘ypothetical protein SEA AKHILA 23 [Mycobacterium phage Akhilz]

‘ypothetical protein AVT13 gp026 [Mycobacterium phage Bipolar]
‘hypothetical protein CL68 gp030 [Mycobacterium phage Drago]
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[Download v GenPept Graphics

hypothetical protein PBI_OVECHKIN_29 [Mycobacterium phage Ovechkin]
Sequence ID: YP_009211193.1 Length: 77 Number of Matches: 1
» See 1 more title(s)

Range 1:1to 77 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
142 bits(358) 3e-42 Compositional matrix adjust. _75/77(97%) 76/77(98%) 0/77(0%)

Query 1 MDRLGITLLKLFGPLADRIADRIADRIAENLPDLSDLDDQIVAKLPDLTNLPAQVIDIID 62
FDRLGI »L LKL FGPLADRIADRIADRI_ENLPDLSDLDDQIVAKLPDLTHLPAQVIDIID
Sbjct 1 MDRLGIVLLKLFGPLADRIADRIADRITENLPDLSDLDOQIVAKLPDLTNLPAQUIDIID 62

Query 61 GALRSIPVLGGILGSKR 77
(GALRSIPVLGGILGSKR
Sbjct 61 GALRSIPVLGGILGSKR 77

EDownload v GenPept Graphics

hypothetical protein I5H19_gp029 [Mycobacterium phage Burwell21]
Sequence ID: YP_009955141.1 Length: 77 Number of Matches: 1
> See 10 more title(s)

Range 1:1to 77 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
142 bits(357) Se-42 Compositional matrix adjust. 75/77(97%) 76/77(98%) 0/77(0%)

Query 1 MDRLGIILLKLFGPLADRIADRIADRIAENLPDLSDLDDQIVAKLPDLTNLPAQVIDIID 62
FDRLGITLLKLFGPLADRIADRIADRI ENLPDLS+LDDQIVAKLPDLTHLPAQVIDITD
Sbict 1 MDRLGIILLKLFGPLADRIADRIADRITENLPDLSNLDOQIVAKLPDLTNLPAQVIDIID 62

Query 61 GALRSIPVLGGILGSKR 77
(GALRSIPVLGGILGSKR
Shict 61 GALRSIPVLGGILGSKR 77
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PF11101.11

PF14841.9

8004 A

PF18215.4

2MXT A

PF18360.4

; DUF2884; Protein of unknown function
(DUF2884)

; FIiG_M ; FliG middle domain

HALC2_062; De novo design
Hallucination Cyclic ProteinMPNN, DE
NOVO PROTEIN; 2.11A synthetic
construct)

 REt106_N ; Histone chaperone REt106 N-
terminal domain

Heterogeneous nuclear
ribonucleoprotein Q; Structural
Genomics, PSI-Biology, Acidic domain,
SYNCRIP, Splicing factor, SP

+ hnRNP_Q_ACD ; Heterogeneous nuclear
ribonucleoprotein Q acidic domain
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|StajRaw SD_|Genomic |Spacer |Final [Sequence of the Region |Start|Start |ORF
3 [score |z value [pisvance|score [Upscream of che Scarc |Codon|Posivion [Lengen
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters
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Score  E

Sequences producing significant alignments: (bits) Value
Starcevich Draft_37, function unknown, 164 357 se-s9
Shauna1_27, lysin 4, 384 33 6e-s2
PHappiness_30, lysin A, 397 33 6e-s2
Phanphagia_27, lysin A, 384 33 6e-s2
0chi17_28, lysin A, 397 33 6e-s2
Nimbo_30, lysin A, 397 33 6e-s2
Geralt_36, function unknown, 397 332 se-o
Eish_30, lysin A, 388 33 6e-s2
BlueCrab_Draft_33, function unknown, 397 332 se-m
Seabastian 30, lysin A, 397 333 se-s
Oksu_Draft_31, function unknown, 397 333 se-m
Ofultron_38, lysin A, 397 333 se-n
Modragons_30, lysin A, 397 333 se-n
Hadiien_27, lysin A, 396 333 se-n
Llama_30, lysin A, 397 333 se-n
Alpingsix Draft_32, function unknown, 397 333 se-m
Tbhubesi_30, lysin A, 397 33 1e-m
Harley 30, lysin A, 397 EEERE
Fancypants_30, lysin A, 397 32 2e-m
Wee 31, lysin A, 384 32 2e-m
UncleRicky 33, lysin A, 397 32 2e-m
Tej_30, lysin A, 384 332 2e-o1
sStrokeseat 30, lysin A, 388 32 2e-m
ShroomBoi 27, lysin A, 384 32 2e-m
Rockne_30, lysin A, N-acetylmuramoyl-L-alanine, 397 32 2e-m
PIC_30, function unknown, 397 332 2e-o1
Phatniss 31, lysin A, 397 32 2e-m
Ms6_Draft_24, function unknown, 384 332 2e-o1
Hova_31, lysin A, 384 32 2e-m
Milanagonita 24, lysin A, 384 32 2e-m
Melissaurenss_30, lysin A, 384 32 2e-m
Handlovu_36, lysin A, 388 32 2e-m
L1i5_30, function unknoun, 397 32 2e-m
Kingsley 28, lysin A, 388 32 2e-m
Kenuhas_27, lysin A, 384 32 2e-m
Juniperl Draft_3, function unknown, 397 332 2091
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>Starcevich Draft_37, function unknown, 164

Score

Length = 164

357 bits (915), Expect = 92-99

Identities = 164/164 (100%), Positives = 164/164 (100%)

Query:
Sbiet:
Query:
Sbiet:
Query:

Sbict:

1 HMTTKDQUAQITIAEAKARGYTRSECLATMSTFYQESGNNDT IHDPTHT TYGIAQQDGSYP
HTTKDQVAQTTIAEAKARGYTRSECLATMSTFYQESGNNDT IHDPTHT TYGTAQQDGSYP.
1 MTTKDQVAQITIAEAKARGYTRSECLATMSTFYQESGNNDTIHDPTHT TYGTAQQDGS P

61  HRFDGAAAQIKGFFDKLDANRAKPGASTDIWLNICHIQQAPNKPSADYWYANGRRAYLTE
HRFDGAAAQIKGF FDKLDAHRAKPGASTDIWLNI CHIQQAPNKPSADYWYANGRRAYLTE.
61  HRFDGAAAQIKGFFDKLDANRAKPGASTDIWLNICHIQQAPNKPSADYWYANGRRAYLTE

121 IKSRITTVTPYLDKYWPADGGTAVPDEPRPDFNEMRACIKDGRG 164
IKSRITTVTPYLDKYWPADGGTAVPDEPRPDFNEMRACIKDGRG
121 IKSRITTVTPYLDKYWPADGGTAVPDEPRPDFNEMRACTKDGRG 164

>Shaunal_27, lysin A, 384

Score

Length = 384

334 bits (856), Expect = 6e-92

Identities = 153/154 (39%), Positives = 153/154 (95%)

Query:
Sbiet:
Query:
Sbiet:
Query:

Sbjcts

1 HMTTKDQUAQITIAEAKARGYTRSECLATMSTFYQESGNNDT IHDPTHT TYGIAQQDGSYP
HTTKDQVAQTTIAEAKARGYTRSECLATMSTFYQESGNNDT IHDPTHT TYGTAQQDGSYP.
1 MTTKDQVAQITIAEAKARGYTRSECLATMSTFYQESGNNDTIHDPTHT TYGTAQQDGS P

61  HRFDGAAAQIKGFFDKLDANRAKPGASTDIWLNICHIQQAPNKPSADYWYANGRRAYLTE
HRFDGAAAQIKGFFDKLD HRAKPGASTDIWLNICHIQQAPNKPSADYWYANGRRAYLTE
61  HRFDGAAAQIKGFFDKLDVHRAKPGASTDIWLNICHIQQAPNKPSADYWYANGRRAYLTE

121 IKSRITTVTPYLDKYWPADGGTAVPDEPRPDFNE 154
IKSRITTVTPYLDKYWPADGGTAVPDEPRPDFNE
121 IKSRITTVTPYLDKYWPADGGTAVPDEPRPDFNE 154

s

s
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120
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‘endolysin [Mycobacterium phage Eish]
‘endolysin [Mycobacterium phage Geralf]
‘endolysin [Mycobacterium phage Shaunat]
‘endolysin [Mycobacterium phage Ochit7]
‘endolysin [Mycobacterium phage Ibhubesi]
‘endolysin [Mycobacterium phage Liama]
Iysin A [Mycobacterium phage Mova]
‘endolysin [Mycobacterium phage Fanypants]
Iysin A [Mycobacterium phage MadWen]
‘endolysin [Mycobacterium phage Filuzino]
‘endolysin [Mycobacterium phage Drago]
Iysin A [Mycobacterium phage JalFarm20]
Iysin A [Mycobacterium phage KingMidas]
endolysin [Mycobacterium phage Daenerys]

322
22
321
321
320
320
320
320
320
319
320
319
319
320

322
322
321
321
320
320
320
320
320
319
320
319
319
320

93%
93%
93%
93%
93%
93%
93%
93%
93%
93%
93%
93%
93%
93%

3e-107
5e-107
5e-107
8e-107
16-106
16-106
26-106
26-106
26-106
26-106
26-106
26-106
3e-106
3e-106

9871%
98.71%
98.71%
98.71%
98.06%
98.06%
98.06%
97.42%
98.06%
98.06%
98.06%
98.06%
97.42%
97.42%

YP 009956372.1
YP 0100625001
YP 009608209.1
Ye otot010421
YP 0096366521
YP 009209579 1
Qnnoses 1
YP 009956900 1
uawoas05.1
YP 0090570101
YP 009016109 1
UEMas00 1
QEQuar 1

YP_008410509.1




image382.png
endolysin [Mycobacterium phage Eish]
Sequence ID: YP_009956372.1 Length: 388 Number of Matches: 1
» See 1 more title(s)

Range 1: 1 to 155 Genpest Graohis
Score Expect Method Tdentities Positives Gaps
322 bits(824) 3e-107_ Compositional matrix adjust. 153/155(99%) 153/155(98%) 0/155(0%)

Query 1 HTTKDQUAQITIAEAKARGYTRSECLAINSTFYQESGWIDTIWDPTHTTYGIAQQDGSYP 62
TTKDQVAQTTIAEAKARGYTRSECL ATHSTEYOE SGMIDT UDPTHTTYGLAGUDGSYP.
Soict 1 HTTKDQUAQITIAEAKARGYTRSECLAINSTFYQESGUIDTIWDPTHTTYGIAQQOGSYP 62

Query 61 HRFDGAAAQIXGFFDKLDARAKPGASTOTHLNICHMQQAPINPSADYIYANGRRAYLTE 120
HREDGAAAQIKGFFDKLD WRAKPGASTOLILNICIOQAPNAPSADYKYANGRRAYLTE
Sbict 61  HRFDGAAAQIKGFFDKLDVWRAKPGASTOTHLNICIMOQAPIWPSADYKYANGRRAYLTE 120

Query 121 IKSRITTVIPYLOKYWPADGGTAVPDEPRPDENEN 155
IKSRITTVTPYLOKYIPADGGTAVPDEPRPDFNE
Sbjct 121 TKSRITIVIPYLOKYWPADGGTAVPDEPRPDFNEF 155

EiDownload v GenPept Graphics

endolysin [Mycobacterium phage Geralt]
Sequence ID: YP_010092500.1 Length: 397 Number of Matches: 1
» See 3 more title(s)

Range 1: 1 to 155 Genpest Graohis

Score Expect Method Tdentities Positives Gaps

322 bits(824) Se-107_ Compositional matrix adjust. 153/155(99%) 153/155(98%) 0/155(0%)
Query 1 HTTKDQUAQITIAEAKARGYTRSECLAINSTFYQESGWIDTIWDPTHTTYGIAQQDGSYP 62

MTTKDQVAQTTIAEAKARGYTRSECL ATHSTFYQE SGIIDT HDPTHTTYGLAQUDGSYP.
Soict 1 HTTKDQUAQITIAEAKARGYTRSECLAINSTFYQESGWIDTIWDPTHTTYGIAQQIGSYP 62

Query 61 HRFDGAAAQIXGFFDKLDARAKPGASTOTHLNICHMQQAPINPSADYIYANGRRAYLTE 120
HREDGAAAQIKGFFDKLD WRAKPGASTOLILNICIOQAPNAPSADYKYANGRRAYLTE
Sbict 61  HRFDGAAAQIKGFFDKLDVWRAKPGASTOTHLNICIMOQAPIWPSADYKYANGRRAYLTE 120

Query 121 IKSRITTVIPYLOKYWPADGGTAVPDEPRPDENEN 155
TKSRITTVTPYLOKYIPADGGTAVPDEPRPDFNE
Sbjct 121 TKSRITIVIPYLOKYWPADGGTAVPDEPRPDFNEF 155
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RID OPXNBBRTO16 (Expires on 03-12 01:27 am)

Query ID Icl|Query_13850 Database Name nr-
Description unnamed protein product Description All non-redundant GenBank CDS translations-+PDB+SwissProt+PIR+PRF excluding
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Sequences producing significant alignments: (bits) Value
31Farm20_33, HNH endonuclease, 168 359 2e-99
Coco12_36, HiiH endonuclease, 168 359 2e-09
Frankis_34, HIH endonuclease, 162 237 1e-82
Starcevich Draft_38, function unknown, 99 218 7e-s7
Hulchsalad Draft_28, function unknown, 172 151 se-37
Lysidious_B0, HNH endonuclease, 175 128 ee-36
Hellie 57, HiH endonuclease, 175 127 se-3
GAL1_27, function unknown, 179 13 2e-34
Islands_46, HIH endonuclease, 163 120 1e-33
Brujita 46, HIH endonuclease, 163 130 1e-33
Strokeseat_31, HiH endonuclease, 206 120 2e-33
Mandlovu_31, HIH endonuclease, 206 120 2e-33
Hlubikazl 31, HIH endonuclease, 206 120 2e-33
Shipureck_47, HIH endonuclease, 163 139 2033
Phineas_a3, HIH endonuclease, 164 139 2e-33
HUMilltop_45, HUH endonuclease, 163 139 2033
Bogie_47, HiH endonuclease, 163 139 2e-33
Sassafras_31, HIH endonuclesse, 165 139 3e-:
Ramsey_33, HUH endonuclease, 199 139 3e-3
StAnnes_29, HIH endonuclease, 254 138 7e-3:
Soul22_35, HNH endonuclease, 254 18 7e-3
Ruby_32, HNH endonuclease, 250 138 7e-33
Ovechkin_31, function unknown, 263 18 7e-3
MisterCuddles_32, HiH endonuclease, 250 18 7e-3
Kingsley_29, HNH endonuclease, 254 138 7e-33
Hamulus_31, HH homing endonuclease domain protein, 254 138 7e-33
Girr_32, HNH endonuclease, 250 18 7e-3
MinionDave_33, MM endonuclease, 199 137 1ee:
Galactic_32, HIH endonuclease, 199 137 1eem
Malachai 17, HiH endonuclease, 168 FEEEEEY
GHA1_47, function unknown, 174 133 2e-:
Begonia_17, HIH endonuclease, 168 FEEREPEY
Dori_69, HNH domain protein, 179 132 4e-3
Gsput1_26, function unknown, 170 132 se-:
Leozinho_32, HIH endonuclease, 180 10 1e-3:
Kinghidas_32, HIH endonuclease, 180 10 1e-30
Minerva_162, WK endonuclease, 170 127 ve-30
Constella 158, HNH endonuclease, 169 127 9e-30
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>JalFarm20_33, HNH endonuclease, 168

Score

Length = 168

359 bits (921), Expect = 26-99

Identities = 168/168 (100%), Positives = 168/168 (100%)

Query:
Sbiet:
Query:
Sbiet:
Query:

Sbict:

1 HVEAULPVVGYEGLYEVSDGGRVRSLDRQIECDGRGRRYHRGRVLSQSVHPNGYLKVGLE.
HIVEAULPVVGYEGLYEVSDGGRVRSLDRQLECDGRGRRYHRGRVL SQSVHPNGYLKVGLP.
1 HVEAULPVVGYEGLYEVSDGGRVRSLDRQIECDGRGRRYIRGRVL SOSVHPNGYLKVGLP.

61  GGNALVHRLVLTAFVGACPDGHEGCHSDGDRSHIRLDNLRIDSRT ENNHDAVRHRTNNGS.
GGNALVHRLVLTAFVGACPDGHEGCHSDGDRSHIRLDNLRIDSRT ENNHDAVRHRTNGS
61 GGNALVHRLVLTAFVGACPDGHEGCHSDGDRSHNRLDNLRIDSRT ENNHDAVRHRTNNGS.

121 KKTTCPKGHDYDGVFYRPSTRRPIRYCKTCRNERARARYAKRLTRARL 163
KKTTCPKGHDYDGVFYRPSTRRPHRYCKTCRNERARARYAKRLTRARL
121 KKTTCPKGHDYDGVFYRPSTRRPHRYCKTCRNERARARYAKRLTRARL 163

>Coco12_30, HIH endonuclease, 168

Score

Length = 168

359 bits (921), Expect = 26-99

Identities = 168/168 (100%), Positives = 168/168 (100%)

Query:
Sbiet:
Query:
Sbiet:
Query:

Sbjcts

1 HVEAULPVVGYEGLYEVSDGGRVRSLDRQIECDGRGRRYHRGRVLSQSVHPNGYLKVGLE.
HIVEAULPVVGYEGLYEVSDGGRVRSLDRQLECDGRGRRYHRGRVL SQSVHPNGYLKVGLP.
1 HVEAULPVVGYEGLYEVSDGGRVRSLDRQIECDGRGRRYIRGRVL SOSVHPNGYLKVGLP.

61  GGNALVHRLVLTAFVGACPDGHEGCHSDGDRSHIRLDNLRIDSRT ENNHDAVRHRTNNGS.
GGNALVHRLVLTAFVGACPDGHEGCHSDGDRSHIRLDNLRIDSRT ENNHDAVRHRTNGS
61 GGNALVHRLVLTAFVGACPDGHEGCHSDGDRSHNRLDNLRIDSRT ENNHDAVRHRTNNGS.

121 KKTTCPKGHDYDGVFYRPSTRRPIRYCKTCRNERARARYAKRLTRARL 163
KKTTCPKGHDYDGVFYRPSTRRPHRYCKTCRNERARARYAKRLTRARL
121 KKTTCPKGHDYDGVFYRPSTRRPHRYCKTCRNERARARYAKRLTRARL 168
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nr
All non-redundant GenBank CDS translations-+PDB+SwissProt-+PIR+PRF excluding
environmental samples from WGS projects
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'HINH endonuclease [Mycobacterium phage Cocot2]

'HINH endonuclease [Mycobacterium phage Sarojl

'HINH endonuclease [Mycobacterium phage Frankie]

‘hypothetical protein MTY414 59340 [Mycolicibacterium mageritense]
NUMODA moti [Mycobacteroides abscessus subsp. abscessus]

~hypothetical protein PROPHIGDA43A-1_107 [Mycobacterium phage prophiGD43A-1]
NUMODA moti [Mycobacteroides abscessus subsp. abscessus]

NUMODA motitcontaining HNH endonuclease [Naumannelia halotolerans|
hypothetical protein ASE27 10240 [Oerskovia sp. Root918]

NUMODA motitcontaining HNH endonuclease [Qerskowia sp. Rootg15]
‘hypothetical protein BST20 01925 [Mycobacterium branderi]

'NUMODA motit-containing HNH endonuclease [Conynebacterium macoinley]
'HNH endonuclease [Gordonia phage Lysidious]

'HINH endonuclease [Gordonia phage Melle]

‘hypothetical protein CQY23 03060 [Mycobacterium celatum]

'NUMODA motitcontaining HNH endonuclease [Rhodococcus aetherivorans]
‘hypothetical protein [Mycobacterium avium subsp. hominissuis]

NUMODA motit-containing HNH endonuclease [Cellulomonas sp. ES6I
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HNH endonuclease [Mycobacterium phage Coco12]
Sequence ID: QOP65468.1 Length: 168 Number of Matches: 1
b See 1 more title(s)

Range 1:1to 168 Genpest Graohics

Score Expect Method Gaps.
346 bits(887) 4e-120 Compositional matrix adjust. 168/168(100%) 168/168(100%) 0/168(0%)
Query 1 HVEAMLPVVGYEGLYEVSDGGRVRSLDRQIECDGRGRRYIRGRVLSQSVIPIGYLKVGLP 68

FVEAILPVVGYEGL YEVSDGGRVRS| DROTECOGRGRRYPRGRL SQSVHBNGYLKVGLP
Sbjct 1 MVEAMLPVVGYEGLYEVSDGGRVRSLORQLECDGRGRRYHRGRVL SOSVIPHGYLKVGLP 68

Query 61 GGNALVHRLVLTAFVGACPDGHEGCHSDGDRSNNRLDNLRUDSRTENNHDAVRHRTINQS 120
‘GGHNALVHRLVLTAFVGACPDGPEGCHSDGDRSNNRLDNL RWDSRTERNHDAVRHRTNHOS
Soict 61 GGNALVHRLVLTAFVGACPDGHEGCHSDGDRSNNRLDNLRHDSRTENNHDAVRHRTINQS 120

Query 121 KKTTCPKGHDYDGFYRPSTRRPHRYCKTCRIIERARARVAKRLTRARL 168
KKTTCPKGHDYDGVFYRPSTRRPYRYCKTCRNERARARYAKRLTRARL.
Sojct 121 KKTTCPUGHDYDGVFYRPSTRRPHRYCKTCRIIERARARYAKRLTRARL 168

EiDownload v GenPept Graphics

HNH endonuclease [Mycobacterium phage Saroj]
Sequence ID: UCR74409.1 Length: 168 Number of Matches: 1
» See 1 more title(s)

Range 1:1to 168 Genpest Graohics
Score Expect Method Tdentities Positives Gaps
345 bits(884) 2e-119 Compositional matrix adjust. 167/168(99%) 168/168(100%) 0/168(0%)

Query 1 HVEAMLPVVGYEGLYEVSDGGRVRSLDRQIECDGRGRRYIRGRVLSQSVIPIGYLKVGLP 68
VEAILPVVGYEGL YEVSDGGRVRSLDROTECOGRGRRYPRGRVL SQSVHPNGYLKVGLP
Sbjct 1 MVEAMLPVVGYEGLYEVSDGGRVRSLORQIECDGRGRRYHRGRVL SOSVIPIGYLKVGLP 68

Query 61 GGNALVHRLVLTAFVGACPDGHEGCHSDGDRSNNRLDNLRUDSRTENNHDAVRHRTINQS 120
‘GGNALVHRLVLTAFVGACPDGMEGCH-DGDRSNNRLONL RWDSRTERNHDAVRHRTNHOS
Soict 61 GGNALVHRLVLTAFVGACPDGHEGCHIDGDRSNNRLDNLRHDSRTENNHDAVRHRTINQS 120

Query 121 KKTTCPKGHDYDGFYRPSTRRPHRYCKTCRIIERARARVAKRLTRARL 168
KKTTCPKGHDYDGVFYRPSTRRPVRYCKTCRNERARARYAKRLTRARL.
Shict 121 KKTTCPKGHDYDGVFYRPSTRRPMRYCKTCRNERARARYAKALTRARL 168
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staq |Genomic |Spacer |Final |Sequence of the Region |[stars|starc [oaF
: 2 Value [pisvance[score [Upscream of che Svarc |Codon|Posivion [Lengeh
T a6 -4.554 |ACCTTTCGACTARAATGGGRAC |ATG |27605  |s07
2 1518 13 -5.212 | TGGGAACATGGTIGAAGCCIGE |TTG |27550 452
B 225 s 3.678 | CGAGGICTCCGACGGAGGTCGE |GTG |27535 441
s a1 s -4.713 | CGACGGAGGTCGOGTGOGGAGT |TTG |27530 432
s 1es 12 5.533 | CGATGGGCGOGEECGC0GETAT |ATG |27488  |350
e 1aes s -5.872 | CCGGTATATGOGCGGEC6E6TC |TTG |27473  |375
@ 1ese |17 -6.717 | CGGGOGGGICTIGICICAGTCE [GTG |27461 363
B 0735 |1 =7.533 | GOGGGICTIGICICAGTCCGTG |ATG |27458 360
B 1ses 12 5.72¢ |GATGCCGAATGGCTACCTARAG |GG |27437  |33s
10 115 s -6.164 |AAACGCGCTCGTACACAGGCIC |GTG |27358 300
1 Lsel |7 -5.553 | CGTCGGGGCTIGOCCGRACEEE |ATG |27362  |264
12 13e2 |7 -6.831 |CACGGAGAACAACCATGACGCT |GTG |27272  |174
13 13e2 13 ~6.354 | CAAGGGGCACGACTACGACGGE |GTG |27206  |108
14 1283 14 _¢.315 CCGACCGAGCACTCGGCGECCE BTG 27176 78
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
apped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters
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Sequences producing significant alignments: (bits) Value

Starcevich Draft_39, function unknown, 252 543 e-1s4
Datiorst_32, lysin 4, 397 525 e-149
Gandalph_31, lysin A, 424 523 e-148
Karhdo_Draft_30, function unknoun, 397 522 e-14s
Quico_31, lysin A, 397 21 e-148
Girafales 31, lysin A, 397 321 e-148
Florinda_30, lysin A, 397 21 e-148
Mozy_31, lysin A, 396 520 e-147
Hutaformal3_3e, lysin A, 423 520 e-147
DotProduct 38, lysin A, 397 520 e-147
Veteran_36, lysin A, 307 519 e-147
Quickilath_31, lysin A, 396 519 e-147
Phasih_31, lysin A, 387 519 e-147
Hantra_36, lysin A, 397 519 e-147
KimberTium 32, lysin A, 396 519 e-147
GUmbie 36, lysin A, 397 519 e-147
Gigiouloui 38, lysin A, 397 519 e-147
Zerg_30, lysin A, 397 318 e-147
RockyHorror_31, lysin A, 397 518 e-147
Ritaq_31, lysin A, 424 518 e-147
Rialto_Draft_34, function unknoun, 424 518 e-147
Estavel 28, lysin A, 423 518 e-147
Plumbus_32, lysin A, 424 318 e-147
Sandalphon 31, lysin A, 423 316 e-145
Oldsen 36, lysin A, 423 316 e-145
Empress_31, lysin A, 423 316 e-145
Dante_38, lysin A, 423 316 e-145
Eradicator_30, lysin A, 423 316 e-145

Ches 32, lysin A, 424 316 e-146
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>Dakorst_32, lysin A, 397
Length = 397

Score = 525 bits (1353), Expect = e-149
Identities = 245/249 (98%), Positives = 247/249 (95%)

: 4 RPPYNEFPIWSNNSSARSGKPTHFLIHTQEGGGGDAAAENLAKWFQNGNGVSYHYTISQA 63
RP_+NEFPTHSNN+SARSGKP THFL THTQEGGGGDAAAENL AKKF QNGNGVSYHYTISQA
+ 149 RPDFNEFPIWSNNNSARSGKPTHF L THTQEGGGGDAAAENLAKNFQNGNGVSYHYTTSQA 208

64 SDGGVTVVDCVDTDRAAISVGNANSISINLCFAGSRAANSRDQMKQANATDVAAYLAVQ 123
'SDGGVTVVDCVDTDRAAISVGNANSISINLCFAGSRAANSROQHMKQANATDVAAYLAYQ
209 SDGGVTVVDCVDTDRAAISVGNANSTSINLCFAGSRAANSROQHMKQANATDVAAYLAYQ 268

124 DAKKYGFEPLVVPPPYTNGRPGISDHRUVTDVFKIGTHTDVGAKFPUDYFTERVNHIAAG 183
DAKKYGFEPLVVPPPYTNGRPGISDHRUVTDVFKIGTHTDVGA FPUDYFTERVNHWAAG
+ 269 DAKKYGFEPLVVPPPYTNGRPGISDHRIVTDVFKWGTHTDVGANFPUDYFTERVIHIAAG 328

184 GKTEPEPPKVKHFPDDWTDRELAVETLRQQRGYTLNGNPQLGGRTVVDVLGATGAKLGIE 243
(GKTEPEPPKVKHFPDDWTDRELAVETLRQORGYTLNGNPQLGGRTVVDVLGATGAKLGIE
329 GKTEPEPPKVKHFPDDWTDRELAVETLRQORGYTLIGNPQLGGRTVVDVLGATGAKLGIE 388

: 243 GOYDVKGKS 252
GCYDVKGKS
389 GCYDVKGKS 397

>Gandalph_31, lysin A, 424
Length = 424

Score = 523 bits (1348), Expect = e-148
Identities = 242/250 (96%), Positives = 245/250 (95%)

3 NRPPYNEFPINSNNSSARSGKPTHFLIHTQEGGGGDAAAENLAKKFQNGNGVSYHYTISQ 62
NRP YNEFPTS N4+SARSGKPTHFLIHTOQEGGGGDAAAENLAKKFQN NGVSYHYTISQ
175 NRPAYNEFPTHSANNSARSGKPTHFL THTQE GGGGDAAAENLAKKFQNANGVSYHYTISQ 234

: 63 ASDGGVTVVDCVDTDRAANSVGNANSTSINLCFAGSRAAISRDQUIKQANATDVARYLAY 122
ASDGGVTVVDCVDTDRAANSVGNANSTSINLCFAGSRA*H RDQWVKQNATDVAAYLAY
+ 235 ASDGGVTVVDCVDTDRAAUSVGNANSTSINLCFAGSRASUIRDQUIKQSNATDVARYLAY 294
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lysin A [Mycobacterium phage DaWorst]
Sequence ID: ATN88524.1 Length: 397 Number of Matches: 1

Range 1: 149 to 397 Genpest Graphics

Score Expect Method Tdentities Positives Gaps
506 bits(1304) 1e-178 Compositional matrix adjust. 245/249(98%) 247/242(39%) 0/249(0%)

Query 4 RPPYNEFPIMSNNSSARSGKPTHELTHTQEGGGGDAAAENL AKHFQUGNGUSYHYTISQA 63
RP_HIEFPIWSHN+SARSGKP THE L THTQEGGGGDAAAENL AKKFQUGNGVSYHYTTSQA
Sojct 149 RPDFNEFPIUSNMISARSGKPTHFLTHTQEGGGGDAAAENL AKIFQUGNGUSYHYTISQA 268

Query 64 SDGGVTVVDCVDTDRAASVGNANSISINLCFAGSRARKSRDQMKQANATDVARYLAYQ 123
‘SDGGVTVVDCVDTDRAAHSVGNANSTSINL CFAGSRARKSROQHHKOANATOVAAYLAVQ
Soict 209 SDGGVTVVDCVDTDRAASVGNANSISINLCFAGSRARKSRDQUMKQANATOVAAYLAVQ 263

Query 124 DAKKYGFEPLWPPPYTNGRPGISDHRWTDVFKNGTHTOVGAMFPUDYFTERVIEWAG 183
DAKKYGFEPLVVPPPYTIGRPGISOHRINTOVFKUGTHTOVGA FPIDYFTERVIHARG
Sbjct 269 DAKKYGFEPLWPPPYTIGRPGISDHRWTOVFKIGTHTOVGANFPUOYFTERVIIARG 328

Query 184 GKTEPEPPKVKHFPDDWTDRELAVETLRQORGYTLNGHPQLGGRTVVDVLGAIGAKLGIE 243
‘GKTEPEPPKVKHFPODKTDRE LAVETLROORGYTLNGHPOLGGRTVVDVLGAIGAKLGIE
Sbjct 329 GKTEPEPPKVKHFPDDWTDRELAVETLRQQRGYTLNGHPQLGGRTVVOVL GALGAKLGIE 388

Query 244 GODVKGKS 252
GCYDVKGKS
Sbjct 389 GOVOVKGKS 397
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Sequences producing significant alignments:

Tootsieroll 3, terminase large subunit, 495
Starcevich Draft_3, function unknown, 453
Stap_Draft_2, function unknown, 495
Spikelee 3, terminase, 495

Rialto_Draft_3, function unknoun, 495
Ramsey 3, terminase, 495

Ja1Farm20_3, terminase, 495

Bobi_3, tarminase, 495

Cornucopia_3, terminase large subunit, 495
Simranz1 3, terminase large subunit, 295
Leozinho 3, terminase large subunit, 495
Buzzlyseyear_3, terminase large subunit, 495
Boomer_3, terminase, 453

Alexphander_3, terminase large subunit, 495
UncleRicky 3, terminase large subunit, 453
RockyHorror_3, terminase, 495

Pollywog_3, terminase large subunit, 435
Oksu_Draft_3, function unknown, 453
Hadiba_3, terminase, 495

Lorde_3, terminase large subunit, 495
Enby_3, terminase large subunit, 495
Drago_3, terminase large subunit, 453
Datiorst_3, terminase large subunit, 495
J0b42_3, terminase, 495

Beskin_3, terminase large subunit, 495
Velvetzen_3, function unknown, 495
Sarma624 3, terminase large subunit, 495
Kingsley 3, terminase large subunit, 435
Coco12 3, terminase large subunit, 495
Cerasum_3, terminase large subunit, 495
BigPhil 3, terminase large subunit, 495
Squirty 3, terminase large subunit, 495
Piper2020_3, terminase large subunit, 495
Dirtlicgirt 3, terminase large subunit, 495
OulsT2_3, terminase large subunit, 453
Plumbus_3, terminase, 495

Kimberlium 3, large terminase subunit, 495
Juiceass 3 terminase large subunit, 453
Hegedechuin_3, terminase large subunit, 495
Flathead 3, terminase large subunit, 495
Seagreen_3, terminase large subunit, 495
Frankie_3, terminase large subunit, 495
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StalRaw SD |Genomic |Spacer |Final [Sequence of the Region |Start|Start |ORF
% |score [z value [pisvancelscore |Upscream of che Svarc |Codon|Posivion [tengeh
L Jzoaes [zeez |17 —4-16s [coaRAGGTGGGOCCTGARTOCC [aTe [27642  |785
2 s.0s7 [1.aes 12 5.853 | TGOCCGCAGCGGCARGCCCACT |ATG |27717  |ead
2 |-asae 2218 e -5.283 | CTCCCAGGCGTCCGATGETGET |GTG |27843  |ss8
s |asae 2o 12 -4.374 | GGOGTCCGATGETGETGIGACE |GTG |27845  |ss2
s |-aser |2z 12 -4.65¢ |GTCCGATGGTGGTGIGACGETG |GTc |27852  |s4s
6 |-s.es0 (105 10 ~6.535 | CACCGACCGTGOGGCCTGRICT |GTG |27888 513
7 ca2sy 1ese 11 5.048 | TGOCTGGTCGOGGGATCAGTGE |ATG |27563 438
o |-e.om2 [0 1z ~6.515 |CGACGTCGCCGCATATCIGECE |GTG |20005  |3s€
s |-sa3e 1.ass 1s -6.740 | GAAGTACGGCTTCGRACCACTC |GTG |20041  |360
10 -a2ea [1.ese 11 5.040 | GGATCACCGCTGGGTARCCGAC |GG |20104  |257
1 |saer [1.a30 13 -6.213 |GACCGAACCTGAACCGCCGRAG |GTG |28218  |183
12 |-e.130 [0.ses 10 6.825 |CTGGACCGATCGOGRACTCGCC |GTG |28260  |141
13 2.sss |2.s00 7 -4.478 | TCGOGAACTCGCCGTGEAGACE |TTG |28265  |132
14 |-e.3s2 0857 s =7.127 |GOCGCAGCTCGGCGGCCGCACA (GG |28326 |75
15 -e.352 0.857 12 -7.188 | GCAGCTCGGCGGCCGCACAGTG GTG 28325 72
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Starcevich Draft_20, function unknown, 333
Phalconet 31, lysin B, 333

Paccap_31, lysin 8, 333
Leperchaun 31, lysin B, 333

zizzle 31, lysin 8, 333

Yorick 31, lysin 8, 333
Suagpigglett 31, lysin B, 333
Shilan_31, lysin 8, 333
NormanBulbiedr_31, lysin B, 333
Nivrat_31, lysin B, 333

Hartik Draft_32, function unknown, 333
Maravista Draft_32, function unknown, 333
Lizziana 31, lysin 6, 333
Lilkoolah 31, lysin B, 333
LastIedi 25, lysin B, 333

Koella 25, lysin 8, 333

Jarcob_31, lysin 8, 333

Clifton 25, lysin 8, 333
Buruell2l 31, lysin B, 333
XFactor_31, function unknown, 333
UncleRicky 34, lysin B, 333

Rockne_31, lysin 8, 333

PHC_31, function unknown, 333
Phatniss_32, lysin B, 333

Hantra_31, lysin 8, 333

L135_31, function unknoun, 333
Krakatau_32, function unknown, 333
Drago_32, lysin &, 333

Chuckly_31, lysin B, 333

Veteran 31, lysin 8, 333

Phasih_32, lysin 8, 333
Karhdo_Draft_31, function unknoun, 333
GUmbie 31, lysin B, 333

Gigiououi 31, lysin 8, 333
Gandalph_32, lysin B, 333

Datiorst_33, lysin 8, 333

Ches 33, lysin 5, 333

Beakin_32, lysin 8, 333

cabbb 32 lvein B 333
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endolysin [Mycobacterium phage Pacc40]
Sequence ID: YP_002241615.1 Length: 333 Number of Matches: 1
b See 2 more title(s)

Range 1: 1 to 333 Genpet Graohis

Score Expect Method Tdentities Positives Gaps
682 bits(1759) 0.0 Compositional matrix adjust. 329/333(99%) 332/333(99%) 0/333(0%)

Query 1 MRIDGOYVGLGLGDSSEEIRRIKTFURKKFASYAGHLTDTPLYDEQUTAAVAENQRYNA 60
MRIDGOYVGLGLGDSSEEIRRIKTFYRKKFASYAGHL TDTPLYDEQHTAAVAENG-RYIA
Soict 1 MRIDGQYVGLGLGDSSEEIRRIKTFURKKFASYAGHLTOTPLYDEQUTAAVAENQSAYIA 60

Query 61 AGLLRDGLYIPGIVGAETKYVIGYLPRPVWDTRPVLITVCGTGVPHWIGPDADTARAVED 126
‘AGLLRDGLYIPGIVGAETKYVIGYLPRPVVOTRPVL ITVCGTGYPHMIGPDADTARAVED
Sbjct 61  AGLLRDGLYIPGIVGAETKYVMGYLPRPVVDTRPVLITVCGTGVPUNIGPDADTARAVED 126

Query 121 KYLUQPTGYPAAPFPHGKSTAAAITEAHNQANRKRORIETHGAAL AGYSQGAVWSELIS 150
KYLHOP+GYPAAPE PHGKSTAAATTEAHNOANRIRORTETHGAAL AGYSQGAVWSE LI
Sbjct 121 KYLUQPVGYPAAPFPHGKSTAAATEAHNQANRKRORIETHGAAL AGYSQRAVWSELLY 180

Query 181 NHIAPETGSLHHKPHIEKAVTHGNPIRELGHVIADHGSSPAPSITOGVSSIIGHRETPP 240
NHTAPETGS LHIKPHIEKAVTHGNPNRELGHVIADHGGSPIIAPSNTOGVSSIIGHR - TPP
Soict 181 NHIAPETGSLHHPKPHIEKAVTHGNPIRELGHVIADHGGSPYAPSNTOGVSSHGHRDTPP 240

Query 241 LWROYAHQGDLYACTEPGDTOEVRNATWOIVROLDLFTGPDSLLAQWELVQAPLPEATA 360
4RDVAHQGDL YACTEPGDTQEVRNATIOIVRDL DLFTGPDSL LAQWELVQAPLPEATA
Sojct 241 LWROVAHQGDLYACTEPGDTQEVRNATWOIVROLDLFTGPDSLLAQWELVQAPLPEATA 360

Query 301 ITKALLDAGHFFAKRTGPHVDYNPQPAIDYLRT 333
TTKALLDAGHFFAKRTGPHVDYN QPAIDYLRT
Sbict 301 ITKALLDAGMFFAKRTGPHVDYNVQPAIOVLRT 333
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|StajRaw SD_|Genomic |Spacer |Final [Sequence of the Region |Start|Start |ORF
3 [score |z value [pisvance|score [Upscream of che Scarc |Codon|Posivion [Lengen
[ =20 [pame |12 =4.45¢ |ACGACGICAAGGGCARGTCCIG |ATG [20400  |1002
2 —a7rs [1e20 s -5.545 | GATGCGCATCGACGGGCAGTAT |GTG |20421 |58l
3 |-s;s 1as2 10 -5.010 | CGGGCAGTATGIGEGOCTORGE TG |20433  |se€s
s |s.es0 |2.uas 1e 5.037 | AATCCGCCGGATCARGACGTIC |ATG |20475 527
s |-s.ae3s pm |7 5.58¢ |CACCCCGCICTACGACGAGCAG |ATG |28538  |aed
¢ |-s.135 1ass 20 -5.834 |GATGACCGCCGOGGTCGCTGAA |ATG |28555  |843
7 |-2.s15 2.m1s e -4.660 | COGCTACAACGCGGCAGGACTG |TTG |28585  |s13
o |-s.s07 1ms s 6.625 |AGGGGCCGARACCAAGTACGIC |ATG |28643  |785
s |-s.e2s 1 |10 ~6.523 | GGGCTACCTACCGCGGCCCGTT |GG |20667  |735
10 |-3.as2 220 13 -4.45% |GOCCGTIGTGEACACCOGGCCE [GTG |28682  |720
11 -c.2s3 o.sos 10 ~6.548 | CACCCGGCCCGTGCTGATCACE |GTG |20694  |708
12 |-s.255 |18s0 15 -5.502 | CTACCCAGCAGCACCATICCCG |ATG |28805  |s57
13 |-3.e¢7 |2.085 s -4.641 |GGGCTACTCCCAAGGCGCGGTA |GTG |28515 483
1s |-s.000 1555 |1e -5.75¢ |GGTAGTGGITICCGRACIGIGE |ATG |28537  |4€s
1s |-s.315 [13s7 1s ~6.521 |CGARACCGGCTCCCTGEATIGE |ATG |28576 |42
1c |-s.o2¢ |1.ass |10 -5.720 | GARACCGCACATCGAGARAGCC |GTG (25000 402
17 |c.om 1owz 1 =7.377 | CCCGAACCGCGAACTCGGTCAC (6T |25036  |3¢e
1o |-s.o21 1sor 12 5.857 |GGCCGATCACGGOGGCICACCA |ATG |25063  |33s
15 |-3.e¢7 |2.085 |18 ~6.163 |CCAAGGCGICICATCGRACGGC |ATG |25102  |300
20 [-a.402 [17010 o S.664 | CCGCAACGCCATATGGCAGATC |GTG |25210  |1s2
212 1776 [0.170 13 8.820 | ACCCGATICGCTACTCGCCCAA |GTG |25258  |144
22 |-a3s0 [1em1 10 5.075 | ACTCGCCCAAGTGGICGRACTT |GTG |25270  |132
23 |-a.0es [1se1 7 -5.552 |GATCGCGATCACCAAGGCACTG |TTG |25315 |87
24 |s.s2s [1250 10 €.215 |CAAGGCACTGTTGGACGCCGGE |ATG |29327 |75
25 |-s.425 |1.304 |5 ~€.204 |COCGARACGCACTGECCCGCAC |GTG 25357 |45
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Sequences producing significant alignments:

zizzle 32, holin, 77
Yorick 32, holin, 77

Wee_33, function unknown, 77
Wachhund_32, holin, 77

Tueety_32, function unknown, 77

Taj_32, holin, 77

SwagPigglett_32, function unknoun, 77
SuperGrey_33, holin, 77

Strokeseat_33, holin, 77

Starcevich Draft_a1, function unknown, 77
ShroomBoi_29, holin, 77

Shilan_32, holin, 77

Sandalphon_33, function unknoun, 77
Renaud1s_32, holin, 77

Ramsey_35, function unknown, 77
priscilla 32, holin, 77

Pippy_26, holin, 77

Piper2020_34, function unknown, 77
Ogopogo_32, holin, 77
Normangulbiedr_32, holin, 77

Nivrat 32, holin, 77

Hutaformal3 32, holin, 77

Hova_33, function unknown, 77
Minionbave 35, function unknown, 77
Martik Draft_33, function unknoun, 77
Haravista Draft_33, function unknown, 77
Mandlovu_33, function unknown, 77
LunaBly_Praft_35, function unknown, 77
Lizziana_32, holin, 77
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>Zizzle 32, holin, 77
Length = 77

Score = 147 bits (372), Expect = 6e-36
Identities = 77/77 (100%), Positives = 77/77 (100%)

Query: 1 HLTRSFUIDAAERAIRTFAQTAIATLGAGAVDLHTTOWISVLSVSGGAAVVSLLISIGAE 60
HLTRSFUTDAAERATRTFAQTATATLGAGAVDLHT TDNT SVL SVSGGAAVVSLLISTGAE
Sbjct: 1 HLTRSFWIDAAERATRTFAQTATATLGAGAVDLHTTOWISVLSVSGGAAVVSLLHSTGAE 60

Query: 61 RRGHPGTASATRAVTAR 77
RRGNPGTASATRAVTAA
Sbjct: 61 RRGHPGTASATRAVTAR 77

>Yorick_32, holin, 77
Length = 77

Score = 147 bits (372), Expect = 6e-36
Identities = 77/77 (100%), Positives = 77/77 (100%)

Query: 1 HLTRSFUIDAAERAIRTFAQTAIATLGAGAVDLHTTOWISVLSVSGGAAVVSLLISIGAE 60
HLTRSFUTDAAERATRTFAQTATATLGAGAVDLHT TDNT SVL SVSGGAAVVSLLISTGAE
Sbjct: 1 HLTRSFWIDAAERATRTFAQTATATLGAGAVDLHTTOWISVLSVSGGAAVVSLLHSTGAE 60

Query: 61 RRGHPGTASATRAVTAR 77
RRGNPGTASATRAVTAA
Sbjct: 61 RRGHPGTASATRAVTAR 77
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Database: Actinobacteriophage Proteins as of Mar 03, 2023
435,703 sequences; 84,277,352 total letters
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000000000 O0ODO0OO0ODO0OO0O

holin [Mycobacterium phage Tweety]
holin [Mycobacterium phage WilSterrel]
‘holin [Mycobacterium phage Velveteen]

E

‘holin [Mycobaclerium phage Fruitioop]
‘holin [Mycobacterium phage Fiuzino]
‘holin [Mycobacterium phage DLane]

‘holin [Mycobacterium phage Buzzl yseyear]
‘holin [Mycobacterium phage Boomer]
[Mycobadterium phage Hamulus]

[Mycobacterium phage SG4]

holin [Mycobacterium phage Ches]

‘holin [Mycobacterium phage Nitzel]
[Mycobacterium phage Henu3 PeY-2017]
[Mycobacterium phage BodEinvohner17]

[Mycobacterium phage Misha2g]
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holin [Mycobacterium phage Tweety]
Sequence ID: YP_001469265.1 Length: 77 Number of Matches: 1
> See 45 more tille(s)

Range 1:1to 77 Genpept Graghics
Score Expect Method Tdentities  Positives  Gaps
147 bits(370) Se-44 Compositional matrix adjust. 77/77(100%) 77/77(100%) 0/77(0%)

Query 1 MLTRSFHIDAAERAIRTFAQTATATLGAGAVDLMTTDWISVLSVSGGAAWSLLNSIGAE 60
UTRSFHTDAAERATRTFAQTATATLGAGAVDLATTDHISVL SVSGGAAVVSL LISTGAE
Sbjct 1 NLTRSFUIDAAERAIRTFAQTATATLGAGAVDLMTTDUISVLSVSGGAAWSLLNSIGAE 60

Query 61 RRGNPGTASATRAVTAA 77
RRGIPGTASATRAVTAA
Sbjct 61 RRGNPGTASATRAVTAA 77

EIDownload v GenPept Graphics.

holin [Mycobacterium phage WillSterrel]
Sequence ID: YP_009963427.1 Length: 77 Number of Matches: 1
b See 3 more title(s)

Range 1:1to 77 Genpept Graghics
Score Expect Method Tdentities  Positives Gaps
146 bits(368) 8e-44 Compositional matrix adjust. 76/77(99%) 77/77(100%) 0/77(0%)

Query 1 MLTRSFHIDAAERAIRTFAQTATATLGAGAVDLMTTDWISVLSVSGGAAWSLLNSIGAE 60
UTRSFHTDAAERATRTFAQTATATLGAGAVDL AT TDH= SVL SVSGGAAVVSL LISTGAE
Sbjct 1 NUTRSFUIDAAERAIRTFAQTATATLGAGAVDLMTTDINVSVLSVSGGAAWSLLNSIGAE 60

Query 61 RRGNPGTASATRAVTAA 77
RRGIPGTASATRAVTAA
Sbjct 61 RRGNPGTASATRAVTAA 77
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PF16945.8

PF20096.2

2MPN_B

TIGR04402

4FTBF

PFO1148.23

PF04632.15

; Phage_r1t holin ; Putative lactococcus
lactis phage r1t holin

; DUF6486 ; Family of unknown function
(DUF6436)

Inner membrane protein YgaP;
membrane protein; NMR {Escherichia
coli}

mob_CxxC_CxxC; mobilome
CXXCX(11)CxxC protein. Members of this
family share twin CxxC motifs near the C-
terminus, sugges

Capsid protein gamma; VIRUS, FLOCK
HOUSE VIRUS, Nodavirus, RNA, BETA-
BARREL, JELLYROLL, ASPARTYL PROTEASE,
CAPSID PROTEL

; CTP_transf_1 ; Cytidylyltransferase family

; FUSC ; Fusaric acid resistance protein
family
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Stajaaw S0 _[Genomic [Spacer |Final [sequence of the Region |starc|stars fomr
3 [score |z value [pisvance|score [Upstream of che Scarc |Codon|Posivion [Lengen
1 1s.ase 223 |15 5.055 |CACAAGAGGTCCGCAACGCCAT |ATG [25200  |444
2 e [z s -3.517 | ACCTACGCACATAGGAGGCACC |aTG |25410  |234
3 |-a.ses 2om 1s -5.527 | CGGOGCCGGGECAGTCRACCTG |ATG |29505  |135
s |e.sm [2siz e -4.153 |GATGACCACCGACTGGATATCG |GTG (29530 114
s |-e.s3 |2s12 17 -4.531 |CGACTGGATATCGGTGCTGICE |GTG |29535  |108
¢ |-c.ase o.sor s 7.502 | CGOGGCCGTCRTATCACTGETG |ATG |29872 |72
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.
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441,229 sequences; 85,381,975 total letters




image435.png
Distribution of 100 Blast Hits on the Quer

Sequence

Mouse-over to show defiine and scores. Click to show alignments

Color Key for Alignnent Scores

<ao 40-50

L ——————

0 50 100





image436.png
Score

Sequences producing significant alignments: (bits) Value
Wee_34, function unknown, 124 225 1e-65
Taj 33, function unknown, 124 226 1e-65
Starcevich Draft_a2, function unknown, 124 226 1e-65
Eradicator_33, function unknoun, 124 226 1e-65
Donkeykong_33, function unknoun, 124 226 1e-65
Deadp_33, function unknoun, 124 226 1e-65
Seagreen_34, function unknown, 124 235 2e-65
Royals2e15_33, function unknoun, 124 225 2e-65
Ovechkin_33, function unknown, 124 225 2e-65
Mozy_35, function unknoun, 124 235 2e-65
Mahavrat_33, function unknown, 124 225 2e-65
Kersh_32] function unknoun, 124 225 2e-65
Karhdo_Draft_33, function unknoun, 124 225 2e-65
Juniperl Draft_33, function unknoun, 124 235 2e-65
Fancypants_33, function unknoun, 124 235 2e-65
Beakin_34, function unknown, 124 225 2e-65
Zizzle 33, function unknown, 124 225 3e-65
Yorick 33, function unknoun, 124 225 3e-65
Wachhund_33, function unknown, 124 225 3e-65
TootsiePop_34, function unknoun, 124 235 3e-65
SwagPigglett_33, function unknoun, 124 235 3e-65
SuperGrey_34, function unknoun, 124 235 3e-65
Shilan_33, function unknoun, 124 225 3e-65
Priscilla 33, function unknown, 124 225 3e-65
Pippy_27, function unknoun, 122 225 3e-65
NormanBulbiedr_33, function unknown, 124 225 3e-65
Misha2s_34, function unknown, 124 225 3e-65
Hartik Draft_34, function unknown, 124 225 3e-65
Maravista Draft_3a, function unknown, 124 225 3e-65
Lizziana_33, function unknown, 124 225 3e-65
Lilioolah_33, function unknown, 124 225 3e-65
LastIedi_27, function unknown, 124 225 3e-65
Koella 27, function unknown, 124 225 3e-65
Kenuha5_30, function unknown, 124 225 3e-65
Jarcob 33, function unknown, 124 245 3e-65
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Sequences producing significant alignments:

Stap_Draft_2, function unknown, 495
Spikelee 3, terminase, 495

Rialto_Draft_3, function unknoun, 495
Ramsey 3, terminase, 495

Ja1Farm20_3, terminase, 495

Bobi_3, tarminase, 495

Cornucopia_3, terminase large subunit, 495
Tootsieroll 3, terminase large subunit, 495
Simranz1 3, terminase large subunit, 495
Leozinho 3, terminase large subunit, 495
Buzzlyseyear_3, terminase large subunit, 495
Alexphander_3, terminase large subunit, 495
RockyHorror_3, terminase, 495

Hadiba_3, terminase, 495

Datiorst_3, terminase large subunit, 495
Pollyuog 3, terminase large subunit, 435
Piper2020_3, terminase large subunit, 495
Lorde_3, terminase large subunit, 495
Enby_3, terminase large subunit, 495
Dirtilcgirt 3, terminase large subunit, 495
J0b42_3, terminase, 495

Beskin_3, terminase large subunit, 495
Velvetzen_3, function unknown, 495
Sarma624 3, terminase large subunit, 495
Plumbus_3, terminase, 495

Kingsley 3, terminase large subunit, 435
Kimberlium 3, large terminase subunit, 495
Hegedechuinu_3, terminase large subunit, 495
Flathead 3, terminase large subunit, 495
Coco12 3, terminase large subunit, 495
Cerasum_3, terminase large subunit, 495
BigPhil 3, terminase large subunit, 495
Squirty_3, terminase large subunit, 495
TootsiePop_3, terminase large subunit, 495
Seagreen_3, terminase large subunit, 495
Misha2s 3, terminase large subunit, 495
Frankie_3, terminase large subunit, 495
ChickenDinner_Draft 3, function unknoun, 495
Awesomesauce 3, terminase large subunit, 495
Hova_3, terminase large subunit, 495

Mozy 3, terminase, 495

Starcevich Draft_3, function unknown, 453

Score

e

(bits) Value

215
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>hee_34, function unknown, 124
Length = 124

Score = 246 bits (629), Expect = 1e-65
Identities = 124/124 (100%), Positives = 124/124 (100%)

Query: 1 NIWESVREAMDAAYQPDDGIDLIGLLIIGLPSTIARIGTGIVGVLTVRGQRKGRERARQL 60
HIWESVREANDAAYQPDDGIDL TGLLIIGLPSTIAATGTGIVGVL TVRGQRKGRERARQT
Sbjct: 1 NIWESVREAMDAAYQPDDGIDLIGLLITGLPSTIAATGTGIVGVLTVRGQRKGRERARQL 60

Query: 61 DAKTDEIHEQTVNTHDTHRODLDEIRDLVRDGFKQIQRDIGGLREELRTERLERIEGDK 120
DAKTDE THEQTVNTHDTNHRDDL DETRDLVRDGFKQTQRDTGGLREELRTERL ERTEGDK.
Sbjct: 61 DAKTDEIHEQTVNTHDTHRODLDEIRDLVRDGFKQIQRDIGGLREELRTERLERIEGDK 120

Query: 121 RRDR 124
RRDR
Sbjct: 121 RROR 124

>Ta3_33, function unknoun, 124
Length = 124

Score = 246 bits (629), Expect = 1e-65
Identities = 124/124 (100%), Positives = 124/124 (100%)

Query: 1 NIWESVREAMDAAYQPDDGIDLIGLLIIGLPSTIARIGTGIVGVLTVRGQRKGRERARQL 60
HIWESVREANDAAYQPDDGIDL TGLLIIGLPSTIAATGTGIVGVL TVRGQRKGRERARQT
Sbjct: 1 NIWESVREAMDAAYQPDDGIDLIGLLITGLPSTIAATGTGIVGVLTVRGQRKGRERARQL 60

Query: 61 DAKTDEIHEQTVNTHDTHRODLDEIRDLVRDGFKQIQRDIGGLREELRTERLERIEGDK 120
DAKTDE THEQTVNTHDTNHRDDL DETRDLVRDGFKQTQRDTGGLREELRTERL ERTEGDK.
Sbjct: 61 DAKTDEIHEQTVNTHDTHRODLDEIRDLVRDGFKQIQRDIGGLREELRTERLERIEGDK 120

Query: 121 RRDR 124
RRDR
Sbjct: 121 RROR 124
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Query Length

7ZEYYVUA2016 (Expires on 06-02 00:54 am)
Id|Query_70136

unnamed protein product

amino acid

125

Database Name
Description

Program

nr
All non-redundant GenBank CDS translations-+PDB+SwissProt-+PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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Mouse over to see the title, click to show alignments
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0000000000 O0OO

‘minor tail potein [Mycobacterium phage Wee]

‘minor tail protein [Mycobacterium phage Seagreen]
‘minor tail protein [Mycobacterium phage Cabrinians]
‘hypothetical protein SEA KINGSLEY 32 [Mycobacterium phage Kingsley]
minor tail potein [Mycobacterium phage Firehouse51]
‘minor tail potein [Mycobacterium phage Saal]

‘minor tail potein [Mycobacterium phage Brocalys]
‘minor tail protein [Mycobacterium phage Pacc4)

‘minor tail protein [Mycobacterium phage ArcusAngelus]
‘minor tail protein [Mycobacterium phage Estave]
minor tail potein [Mycobacterium phage Nivrat]

‘minor tail potein [Mycobacerium phage Bobi]
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BDownload + GenPept Graphics

minor tail protein [Mycobacterium phage Wee]

Sequence ID: YP_004123856.1 Length: 124 Number of Matches: 1
> See 8 more tille(s)

Range 1: 1 to 124 Genpet Graohis
Score Expect Method Tdentities Positives Gaps.
241 bits(615) Se-80 Compositional matrix adjust. 124/124(100%) 124/124(100%) 0/124(0%)

Query 1 MIWESVREANDAAYQPDDGIDLIGLLIIGLPSTIAAIGTGIVGVLTVRGQRKGRERARQL 68
MIMESVREANDAAYQPDDGIDLIGLLIIGLPSTIAAIGTGIVGVL TVRGORKGRERARQT
Sbjct 1 MIWESVREAMDAAYQPDDGIDLIGLLIIGLPSTIAAIGTGIVGVLTVRGQRKGRERARQL 68

Query 61  DAKTDEIMEQTVNTHDTNYRDDLDEIRDLVRDGFKQIQRDIGGLREELRTERLERIEGDK 120
DAKTDETHEQTVNTHDTIPRDDLDEIRDLVRDGF KQIQRDIGGLREELRTERLERTEGOK
St 61  DAKTOEIMEQTVATHDTNYRDDLDEIRDLVRDGFKQIQRDIGGLREELRTERLERIZGDK 120

Query 121 RRDR 124
RRDR
Sbict 121 RRDR 124

BDownload ~ GenPept Graphics.
minor tail protein [Mycobacterium phage Seagreen]

Sequence ID: YP_009199717 1 Length: 124 Number of Matches: 1
b See 11 more tite(s)

Range 1: 1 to 124 Genpet Graohis

Score Expect Method Tdentities Positives Gaps

241 bits(614) 1e-79 Compositional matrix adjust. 123/124(99%) 124/124(100%) 0/124(0%)
Query 1 MIWESVREANDAAYQPDDGIDLIGLLIIGLPSTIAAIGTGIVGVLTVRGQRKGRERARQL 68

1M-WESVREANDAAYQPDDGIDL IGL LTIGLPSTIAAIGTGIVGVL TVRGORKGRERARQT
Sbjct 1 MIESVREANDAAYQPDDGIDLIGLLIIGLPSTIAATGTGIVGVL TVRGQRKGRERARQL 68

Query 61  DAKTDEIMEQTVNTHDTNYRDDLDEIRDLVRDGFKQIQRDIGGLREELRTERLERIEGDK 120
DAKTDETHEQTVNTHDTIPRDDLDEIRDLVRDGF KQIQRDIGGLREELRTERLERTEGOK
St 61  DAKTOEIMEQTVATHDTNYRDDLDEIRDLVRDGFKQIQRDIGGLREELRTERLERIZGDK 120
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PF10874.11

PF10805.11

5E65_B

PF14316.9

NP_253131.1

PF17173.7

PF13314.9

NP_252537.1

; DUF2746 ; Protein of unknown function
(DUF2746)

; DUF2730; Protein of unknown function
(DUF2730)

Hemagglutinin-esterase; influenza virus,
HEF, membrane, HYDROLASE; HET:
BMA, MAN, NAG, 5N6, GAL; 2.24
{Influenza D virus

; DUF4381 ; Domain of unknown
function (DUF4381)

hypothetical protein PA4441
[Pseudomonas aeruginosa PAOT]

+ DUF5129; Domain of unknown
function (DUF5129)

; DUF4083 ; Domain of unknown
function (DUF4083)

hypothetical protein PA3848
[Pseudomonas aeruginosa PAOT]
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StajRaw SD |Gemomic |Spacer |Final |Sequence of the Region |Starc|Scart  |ORE
3 [score |z value [pisvance|score [Upscream of che Scarc |Codon|Posivion [Lengen
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>Stap_Draft_2, function unknoun, 495
Length = 495

Score = 1002 bits (2591), Expect = 0.0
Identities = 495/495 (100%), Positives = 495/495 (100%)

: 121

D121

: 181

181

: 281

: 281

+ 301

: 301

: 361

: 361

: a21

1 a21

: as1

481

HPTGSGSRVNPAPLVDIARQCFVPDDISHTRYVEL TAPELPGHGVEFDRWQEDTHYAALG 60
HPTGSGSRVIPAPLVDIARQCFVPDDISHTRYYEL TAPELPGHGVEFDRWQEDTHYAALG
HPTGSGSRVNPAPLVDIARQCFVPDDISHTRYYEL TAPELPGHGVEFDRWQEDTHYAALG 60

LREDGTLACDVHGVTL STARQAGK THGTHVGL IAICLSRPGTLVVHSSHHDRTSSETLTK 120
LREDGTLACDVHGVTL STARQAGKTWGTHVGL TALCLSRPGTLVVHSSHHDRTSSETLTK
LREDGTLACDVHGVTL STARQAGK THGTHVGLTATCLSRPGTLVVHSSHHDRTSSETLTK 120

‘TAGTVEKPATRPKIRPMHPVVQSDDNRGVHF ANGSRIL FGARAQGF GRGFSEVDIQYDE 180
‘TAGTVEKPATRPKI1RPMHPVVQSDDNRGVHF ANGSRIL FGARAQGF GRGFSEVDIQYDE.
‘TAGTVEKPATRPKI1RPMHPVVQSDDNRGVHF ANGSRTL FGARAQGF GRGFSEVDIQYDE 180

CONLKESALTOHLAAMNVSETGLAFFHGTPPRPQEVAL GVHDAFKRRRORALEQKKRRPF 240
CONLKESAL TDHLAAMNVSETGLAFFHGTPPRPQEVAL GVHDAFKRRRORAL EQKKRRPF.
CONLKESALTONLAAMNVSETGLAFFHGTPPRPOEVAL GVHDAFKRRRORALEQKKRRPF 240

KGVYVEFAPESPDDVVADIDAPGFIDRLAEANPSFGHRVGKSATERLVENMSPEDVRREY 300
KGVYVEFAPESPDDVVADIDAPGFIDRLAEANPSFGHRVGKSATERLVENMSPEDVRREY.
KGVYVEFAPESPDDVVADIDAPGFIDRLAEANPSFGHRVGKSATERLVENMSPEDVRREY 300

FGINDKTHEVSSVVPGDQHRSLCCDVDDLGDVSAFGVSATRSGNFNIVACKSGVDDGVHY 360
FGINDKTNEVSSVVPGDQHRSLCCDVDDL GDVSAFGVSATRSGNFNIVACKSGVDDGVHY
FGINDKTNEVSSVVPGDQHRSLCCDVDDL GDVSAFGVSATRSGNFNIVACKSGVDDGVHY 360

ETALGTQSEVEAVDFLRAYASRKTPIKHDSVGAAKALGEKLKQLKFKSSVYSSNESVAGN 420
ETALGTQSEVEAVDFLRAYASRKTPIKHDSVGAAKALGEKLKQLKFKSSVYSSNESVAGH
ETALGTQSEVEAVDFLRAYASRKTP IKHDSVGAAKALGEKLKQLKFKSSVYSSNESVAGN 420

ALIVSLVDQGRL THGGQAELDVAVRGATRKDRPSGGNHI1H1PRAESFOIGPATANSAAVYA 450
ALIVSLVDQGRL THGGQAELDVAVRGATRKDRPSGGNHI1H1PRAES FOTGPATANSAAVYA
ALIVSLVDQGRL THGGQAELDVAVRGATRKDRPSGGHHI111PRAES FOIGPATANSAAVYA 480

AVTSKPRSSGGASFA 495
AVTSKPRSSGGASFA
AVTSKPRSSGGASFA 495
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Sequences producing significant alignments: (bits) Value
Starcevich Draft_43, function unknown, 77 162 se-a1
Minnie_36, function unknown, 77 162 se-s1
Job42_38, function unknoun, 77 162 se-s1
seabastian_34, function unknoun, 86 159 2e-3
Quico_35, Function unknoun, 77 150 2e-3
Pollynog 34, function unknown, 56 159 2e-39
Plumbus_36, function unknown, 86 150 2e-3
Oksy_Draft_35, function unknown, 77 150 2e-3
Ofultron_33, function unknown, 86 150 2e-3
Ochi17_37, function unknown, 86 150 2e-3
Modragons_34, function unknoun, 77 159 2e-39
Mantra_34, function unknown, 86 150 2e-3
Llama_34, function unknoun, 6 150 2e-3
Krakatau_35, function unknown, 86 150 2e-3
Girafales_35, function unknown, 77 150 2e-3
Florinda_34, function unknown, 86 150 2e-3
Blexus_33, function unknown, 86 150 2e-3
AlpineSix Draft_36, function unknown, 77 159 2e-3
Karhdo_Draft_34, function unknoun, 77 158 4e-3
Pippy_28, function unknoun, 77 158 se-39
Maravista Draft_3s, function unknown, 77 158 se-39
Lastledi_78, function unknown, 77 158 se-39
Koella 28, function unknown, 86 158 se-39
Clifton 28, function unknown, 77 158 se-39
Zerg_34, function unknoun, 86 157 6e-39
RockyHorror_35, function unknoun, 56 157 ee-39
Pacca0_34, Function unknown, 77 157 ee-3
Nitzel 35, function unknown, 86 157 ee-3
Bubble5123 36, function unknown, 77 157 ee-3
ArcusAngelus_34, function unknoun, 77 157 ee-39
zizzle 34, function unknown, 77 1% 1e-3
Yorick 34, function unknown, 77 1% 1e-3
Wee_35, function unknoun, 86 1% 1e-3
Taj_34, function unknown, 86 1% 1e-3
SwagPigglett 34, function unknown, 77 156 1e-38
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>Minnie_36, function unknown, 77
Length = 77

Score = 164 bits (414), Expect = 8e-41
Identities = 77/77 (100%), Positives = 77/77 (106%)

Query: 1 NSLLADLAGLEPRTCPACDWVGARSKQERAEIKSSLESAKRGDVRFTOVLRVLVKHGHPD 60
HSLLADLAGL EPRTCPACDHVGARSKQERAETKSSLESAKRGDVRF TDVLRVLVKHGHPD.
1 ISLLADLAGLEPRTCPACDHVGARSKQERAETKSSL ESAKRGDVRF TOVLRVLVKHGHPD 60

61 MNPSAURHHARHHHVAD 77
FINPSAURHHARHHHVAD
61 HNPSAURHHARHHHVAD 77

>J0b42_38, function unknown, 77
Length = 77

Score = 164 bits (414), Expect = 8e-41
Identities = 77/77 (100%), Positives = 77/77 (106%)

1 HSLLADLAGLEPRTCPACDHVGARSKQERAETKSSLESAKRGDVRF TDVLRVLVKHGHPD 60
HSLLADLAGL EPRTCPACDHVGARSKQERAETKSSLESAKRGDVRF TDVLRVLVKHGHPD.
Sbjct: 1 HSLLADLAGLEPRTCPACDMVGARSKQERAETKSSLESAKRGDVRFTOVLRVLVKHGHPD 60

61 MNPSAURHHARHHHVAD 77
FINPSAURHHARHHHVAD
61 MNPSANRHHARHHHVAD 77
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RID
Query ID
Description
Molecule type
«Query Length

7EZTHASPO13 (Expires on 06-02 01:09 am)
Idl|Query_58898

unnamed protein product

amino acid

78

Database Name
Description

Program

nr
All non-redundant GenBank CDS translations-+PDB+SwissProt-+PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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“hypothetical protein M509_gp038 [Mycobacterium phage Job42]
‘ypothetical protein I5H15_gp034 [Mycobacterium phage Blexus]

‘hypothetical profein QUICO 35 [Mycobacterium phage Quico

ypothetical protein FLORINDA 34 [Mycobacterium phage Florindal

‘ypothetical protein SEA PIPPY._28 [Mycobacterium phage Pippy]

‘ypothetical protein SEA KOELLA 28 [Mycobacterium phage Koelial

‘hypothetical protein FGGS7_gp035 [Mycobacterium phage RockyHorror]

9034 [Mycobacterium phage Pacc40l

‘hypothetical protein I5H13 gp034 [Mycobacterium phage ArcusAngelus]
‘hypothetical protein PBI WEE 35 [Mycobacterium phage Wee]

‘hypothetical protein ISH70_gp35 [Mycobadterium phage Nizel]

‘hypothetical protein SEA LEPERCHAUN 34 [Mycobacterium phage Leperchaun]
‘hypothetical protein CM0S gp034 [Mycobacterium phage DeadP]

‘hypothetical protein N856 9034 [Mycobacterium phage Daenerys]

‘hypothetical protein I5H17_gp034 [Wycobacterium phage BodEinwonnert7]
‘hypothetical protein SEA KIMBERLIUM 36 [Mycobacterium phage Kimberlium]
‘hypothetical protein PBI BUZZLYSEEAR 37 [Mycobacterium phage Buzzlyseyear]
‘hypothetical protein FDI15 gp034 [Mycobacterium phage ShiLan]

hynothetical protein I5H45_gp034 [Mycobacterium phage Harley]
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hypothetical protein M609_gp038 [Mycobacterium phage Job42]
Sequence ID: YP_008126628.1 Length: 77 Number of Matches: 1
b See 3 more title(s)

Range 1: 1 to 77 Genfept Grashics

Score Expect Method Tdentities  Positives  Gaps
150 bits(402) Se-49 Compositional matrix adjust. 77/77(100%) 77/77(100%) 0/77(0%)

Query 1 MSLLADLAGLEPRTCPACDHVGARSKQERAETKSSL ESAKRGDVRF TOVLRVLVKHGHPD 60
HSLLADLAGLEPRTCPACDIVGARSKQERAETKS SL ESAKRGDVRE TDVLRVLVKHGHPD
Sbjct 1 MSLLADLAGLEPRTCPACDMVGARSKQERAETKSSL ESAKRGDVRF TOVLRVLVKHGHPD 60

Query 61 MNPSAKRHHARHHHVAD 77
FIPSAGRHAARHHAVAD.
Sbjct 61 MNPSAMRHHARHHVAD 77

EiDownload v GenPept Gray
hypothetical protein I5H15_gp034 [Mycobacterium phage Blexus]
Sequence ID: YP_009954721.1 Length: 86 Number of Matches: 1
b See 2 more title(s)

Range 1: 10 to 86 Genpest Graohis
Score Expect Method Tdentities  Positives Gaps
157 bits(396) 7e-48 Compositional matrix adjust. 74/77(96%) 77/77(100%) 0/77(0%)

Query 1 SLLADLAGLEPRTCPACDHVGARSKQERAETKSSL ESAKRGDVRE TOVLRVLVKHGHPD 60
HSLLADLAGL EPRTCPACDIVGARSKQERAETKS SLESAKRGDVRE TD+LRVLVKHGHPD
Sojct 10 MSLLADLAGLEPRTCPACDMVGARSKQERAETKSSL ESAKRGDVRF TDILRVLVKHGHPD 69

Query 61 MNPSAKRHHARHHHVAD 77
FIUPSAGRHHAR-HHVAD.
Sbict 70 MNPTANRHHARNHHVAD 86
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+2f C2H2_13; Zinc finger domain
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Structural Genomics, DNA replication,
Structural Genomics Consortium, SGC,
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; DUF1722; Protein of unknown function
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; DUF3094; Protein of unknown function
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RID OR29AB4CO13 (Expires on 03-12 02:46 am)
Query ID Icl|Query_85580
Description unnamed protein product
Molecule type amino acid
Query Length 496

nr
All non-redundant GenBank CDS translations-+PDB+SwissProt+PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.13.0+ b Citation
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Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
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Sequences producing significant alignments:

Zerg_35, DnaQ-like exonuclease, 273
TDanisky_35, DnaQ-like DNA polymerase ITI subunit, 273
Sparkdehlily 35, DnaQ-like exonuclease, 273

sisi_35, DnaQ-like exonuclease, 273

Sabbb_36, DnaQ-like DNA polymerase ITT subunit, 273
RockyHorror_36, exonuclease, 273

Rita6_36, DnaQ-like exonuclease, 273

Plumbus_37, exonuclease, 273

Nitzel 36, DNA polymerase III subunit, 27:

Kersh_34, DnaQ-like exonuclease, 273

Juniperl Draft_35, function unknown, 273

Hamulus 36, DnaQ-like protein, 273

Dirtilcgirt 36, DnaQ-like DNA polymerase III subunit, 273
Mozy_37, DnaQ, 273

Whouxphf_36, exonuclease, 273

Wee_36, Dnag, 273

Vetzran_35, DNA polymerase III subunit, 273

Velvetean 36, DnaQ-like exonuclease, 273

Tueety_35, DnaQ-like protein, 273

Taj_35, Dnag-like protein, 273

ShroomBoi_32, DnaQ-like (DNA polymerase I subunit), 273
Sarma624 31, DnaQ-like DNA polymerase ITI subunit, 273
Rita_36, DnaQ-like DNA polymerase IIT subunit, 273
Redsird_35, DNA polymerase, 273

Quickiiath_36, DnaQ-like exonuclease, 273
Mutaformal3_35, DnaQ-like exonuclease, 27:

Maravista Draft_36, function unknown, 273

Madiba_33, DnaQ-like DNA polymerase IIT subunit, 273
LastIedi_29, DNA polymerase IT1 subunit, 273
Kimberlium_37, Dna-Q like exonuclease, 27

GUmbie_35, DnaQ-like protein, 273

Dorothy_35, DnaQ-like protein, 273

Deadp_35, Dna0-like protein, 273

Cornucopia_36, DnaQ-like exonuclease, 273

Clifton 29, DNA polymerase IIT subunit, 273
Cerasun_31, DnaQ-like exonuclease, 273

Bubbles123_37, DnaQ-like exonuclease, 273

Bighil 31, DnaQ-like exonuclease, 273

Zizzle 35, DnaQ-like DNA polymerase III subunit, 273
Yorick_35, DnaQ-like DNA polymerase IIT subunit, 273
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>Zerg_35, DnaQ-like exonuclease, 273
Length = 273

Score = 563 bits (1450), Expect = e-160
Identities = 273/273 (100%), Positives = 273/273 (100%)

Query: 1 NSLTSDLRQVRIAEGVRNKILILDVERLPGITEQVWWGRGDLKNRYVQYETVTRIPRTTI 60
HSLTSDLRQVRTAEGVRNKTL TLDVERL PGI TEQYHNGRGDLKNRYVQYETVTRIPRTTL
Sbjct: 1 NSLTSDLRQURIAEGVRNKILILDVERLPGITEQVWWGRGDLKNRYVQYETVTRIPRTTI 60

Query: 61 VCAKIYDQPEVIQLAEWDKGGRKRFLRRVHNLLSQADIVVGHYIDEADVPWLKGDLHLEA 120
'VCAKIIYDQPEVIQLAENDKGGRKRF LRRVHIILL SQADIVVGHY IDEADVPHLKGDLHLEA
Sbjct: 61 VCAKIYDQPEVIQLAEWDKGGRKRFLRRVHNLLSQADIVVGHYIDEADVPWLKGDLHLEA 120

Query: 121 GLPPLPPFKTVDTLKVLRREFKSGAPFKGLDAFCQIVGLPAKTDRYDRGAMERAVTGKSA 180
(GLPPLPPFKTVDTLKVLRREFKSGAPFKGLDAFCOTVGLPAKTDRYDRGAMERAVTGKSA
Sbjct: 121 GLPPLPPFKTVDTLKVLRREFKSGAPFKGLDAFCOIVGLPAKTDRYDRGAMERAVTGKSA 180

Query: 181 ADRERLVSYCAGDVVATQGLYDFLRPHIKNHPALFVDGEDKLIVCNRCGGETVVIPRRYV 240
ADRERLVSYCAGDVVATQGLYDF LRPHIKNHPAL FVDGEDKLIVCNRCGGE TWIPRRYV
Sbjct: 181 ADRERLVSYCAGDVVATOGLYDFLRPHIKNHPALFVDGEDKLHVCNRCGGETVVIPRRYV 240

Query: 241 ANVLTYTHRRCTNCGAHSRLSIEPERISAVRGY 273
ANVLTYTHMRRCTNCGAHSRLSIEPERIISAVRGY.
Shict: 241 ANVLTYTMRRCTNCGAHSRLSIEPERMSAVRGY 273
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RID 7EOT2SNEOIN (Expires on 06-02 01:25 am)
Query ID Icl|Query_681674 nr
Description unnamed protein product All non-redundant GenBank CDS translations+PDB-+Swis
Molecule type amino acid environmental samples from WGS projects
Query Length 274 Program BLASTP 2.14.1+ b Citation

Prot+PIR+PRF excluding
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Distribution of the top 100 Biast Hits on 100 subject sequences
Mouse over to see the title, click to show alignments
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0000000000000 O0

'DNA polymerase exonuclease subunit Mycobacterium phage SiSi]

'DNA polymerase exonuclease subunit [Mycobacterium phage Mozy]

'DNA polymersse exonuclease subunit [Mycobacterium phage Tueety]

'DNA polymersse exonuclease subunit [Mycobacterium phage Velvetsen
'DnaQ-ike DNA polymerase Il subunit [Mycobacterium phage Ches]

'DNA polymersse exonuclease subunit [Mycobacterium phage DotProduct]
'DNA polymersse exonuclease subunit [Mycobacterium phage DillTech15]
'DNA polymersse exonuclease subunit [Mycobacterium phage Boomer]

'DNA polymerase exonuclease subunit [Mycobacterium phage Drago]

'DNA polymerase exonuclease subunit [Mycobacterium phage Hades]

'DNA polymerase exonuclease subunit [Mycobacterium phage Buzzlyseyear]
'DNA polymersse exonuclease subunit [Mycobacterium phage Lizziana]
'DNA polymersse exonuclease subunit [Mycobacterium phage ArcusAngelus]
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gp3 [Mycobacterium phage Ramsey]
Sequence ID: YP_002241790.1 Length: 495 Number of Matches: 1
b See 6 more title(s)

Range 1: 1 to 495 Genpet Graohis

Score Expect Method Tdentities Positives Gaps
1014 bits(2622) 0.0 Compositional matrix adjust. 495/495(100%) 495/495(100%) 0/495(0%)

Query 1 HPTGSGSRVIPAPLVDIARQUFVPDDISHTRYVEL TAPELPGHGVEFDRQEDIVAALG 68
HPTGSGSRVIIPAPLVDLARQCF VPODISHTRYYEL LAPEL PGNGVEFDRUQEDTIYAALG
Sbjct 1 MPTGSGSRVIPAPLVDIARQUFVPDDISHTRYVEL TAPELPGUGVEFDRHQEDLVAALG 68

Query 61  LREDGTLACDVNGVTLSIARQAGKTWGIMVGLIAICLSRPGTLWHSSH-DRTSSETLTK 126
LREDGTLACDVMGVTL STARQAGKTIGTHVGL IALCL SRPGTLVVHSSHHORTSSETLTK
Sbjct 61  LREDGTLACDVMGVTLSIARQAGKTIGIMVGLIAICLSRPGTLVWHSSHDRTSSETLTK 126

Query 121  TAGIVEKPAIRPARPUHPVOSDDNRGVHFANGSRILFGARAQGFGRGFSEVDIOWYDE 150
TAGIVEKPATRPCHRPIHPVVOSDONRGVHF ANGSR L FGARAQGFGRGF SEVDTOVYDE
St 121 TAGIVEKPALRPARPUHPVQSDDNRGVHFANGSRILFGARAQGFGRGFSEVDIQWYDE 150

Query 181 COULKESALTDHLAAMNVSEIGLAFFIGTPPRPQEVALGVHDAFKRRRDRALEQKKRRPF 240
‘CQNLKESAL TOMLAAHNVSE L GLAFEHGTPPRPOEVAL GVHDAFKRRRDRAL EQKKRRPE
Soict 181 CQULKESALTONLAAMNVSEIGLAFFIGTPPRPQEVALGVHDAFKRRRORALEQKKRRPF 240

Query 241 KGUYVEFAPESPDDVVADIDAPGEHDRLAEANPSFGHRVGKSATERLVENHSPEDVRREY 30
KGUYVEFAPESPODVVADIDAPGFUDRLAEAIPSFGHRVGKSATERLVENNSPEDVRREY.
Sobjct 241 KGUYVEFAPESPDDVVADIDAPGFHDRLAEANPSFGHRVGKSATERLVENHSPEDVRREV 360

Query 301 FGIMDKTNEVSSVVPGDQHRSLCCOVDDLGDVSAFGVSATRSGHFHIVACKSGVODGVHY 360
FGIVDKTNEVSSUVPGDQHRSL CCOVDDLGDVSAFGVSATRSGHEHTVACSGVODGVHY
Sbjct 301 FGIMDKTNEVSSVVPGDQRSLCCOVDDLGDVSAFGVSATRSGHFHIVACHSGVODGVHY 360

Query 361 EIALGTOSEVEAVDFLAAYASRKTPIKHDSVGASKALGEKLKQLKFKSSWYSSNESVAGH 420
ETALGTOSEVEAVDFLRAYASRKTPIKHDSVGARKAL GEKLKQLKFKSSVYSSNESVAGH
Soict 361 EIALGTOSEVEAVDFLAAYASRKTPIKHDSVGASKALGEKLKOLKFKSSWSNESVAGH 420

Query 421 ALISLVDOGRLTHGGOAEL DVAVRGATRKDRPSGGHMIPRAESFDIGPATANSAAVYA 450
ALVSLVDQGRL THGGQAELDVAVRGATRKORPSGGHIHPRAESFDTGPATAMSAVYA
Sbjct 421 ALWSLVDOGRLTHGGOAELDVAVRGATRKORPSGGHFMIPRAESFDIGPATANSAAVYA 450

Query 481 AVISKPRSSGGASFA 435
AVTSKPRSSGGASFA
Sbjct 481 AVTSKPRSSGGASFA 495




image467.png
DNA polymerase exonuclease subunit [Mycobacterium phage SiSi]
Sequence ID: YP_008051161.1 Length: 273 Number of Matches: 1
> See 14 more title(s)

Range 1: 1 to 273 Genpest Graohis

Score Expect Method Tdentities Positives Gaps
565 bits(1456) 0.0 Compositional matrix adjust. 273/273(100%) 273/273(100%) 0/273(0%)

Query 1 HSLTSDLRQVRIAEGVRNKILILOVERLPGITEQVIHGRGDLKNRYVQYETVIRIPRTTI 60
S LTSDUROVRIAEGVRNKI LT DVERLPGITEQVHHGRGDLKNRYVOVETVTRVPRTTT
Sojct 1 MSLTSOLROVRIAEGVRIKILILOVERLPGITEQVIHiGRGDLKNRYVGYETVIRHPRTTI 62

Query 61 VCAKMYDQPEVIQLAENDKGGRKRFLRRVHLLSQADIVVGHYIDEADVPHLKGDLHLEA 120
VCAKINYDQPEVIQLAEWDKGGRKRF LRRVHILL SQADTVVGHYIDEADVPLKGDLHLEA
St 61 VCAKMYDQPEVIQLAENDKGGRKRFLRRVHNLLSQADIVVGHYIDEADVPHLKGDLHLEA 120

Query 121 GLPPLPPFKTVDTLVLRREFKSGAPFKGLDAFCOIVGLPAKTORYDRGAMERAVTGKSA 150
‘GLPPLPPFKTVDTL KVLRREFKSGAPFKGLDAFCOLVGL PAKTDRYDRGAMERAVTGKSA
St 121 GLPPLPPFKTVDTLKVLRREFKSGAPFKGLOAFCQIVGLPAKTORVDRGAHERAVTGKSA 150

Query 181 ADRERLVSYCAGDWATQGLYDFLRPHIKNHPALFVDGEDKLIVCNRCGGETWIPRRYY 240
ADRERLVSYCAGDVVATQGLYDFLRPHIKIIHPAL FVDGEDKLHVCHRCGGETWIPRRYY
Sbjct 181 ADRERLVSYCAGDVVATOGLYDFLRPHIKNHPALFVDGEDKLIVCNRCGGETWIPRRYY 240

Query 241 ANVLTYIMRRCTHCGAHSRLSTEPERUSAVRGY 273
ANVLTYTHRRCTNCGAHSRLSIEPERNSAVRGY.
Sbjct 241 ANVLTYTMRRCTNCGAHSRLSIEPERMSAVRGV 273
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DNA polymerase Iil subunit epsilon
[Pseudomonas aeruginosa PAOT]

DNA polymerase epsilon catalytic
subunit A; Clamp loader DNA-binding
protein DNA polymerase Winged-helix
domain, REPLICA

poiC_Gram_pos; DNA polymerase I,
alpha chain, Gram-positive type. This
model describes a polypeptide chain of
DNA poly.

TIGRO3491; RecB family nuclease,
putative, TMO106 family. Members of
this uncharacterized protein family are
found broad

; DNA_pol_B_exo2 ; Predicted 3-5'
exonuclease related to the exonuclease
domain of PolB

dinG_rel; DnaQ family exonuclease/DinG
family helicase, putative. This model
represents a family of proteins in Gram-
pos
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|Stajraw D _|Genomic [Spacer |Finai |Sequence of the Region |Stars|scarc Joar
3 [score |z value [pisvance|score [Upscream of che Scarc |Codon|Posivion [Lengen
[ |-s3s2 [1e0s |5 =S-166 [CGGCATCACGOGAGGCACCATC [aTe [aoase |s2z
2 78 [o.es2 13 -7.823 | GCTGACTAGCGACCTGOGCCAG |GTG |30285  |795
s |-s.73s [1ase |1a 7.081 | CCAGGTGCGCATCGCCGRAGET |GTG |30303  |777
s |-sass 1s20 m -4.511 |GGGAGACCTGAAGAACCGGTAC |GTG (30356 €24
s |-s.308 132 |10 ~6.003 | CCGGTACGTGCAGTACGAGACE |GTG 30411 |ees
c |-s.e08 2.0 |20 -4.503 | GCAGTACGAGACGGIGACCCGE |ATG |30420 |€€0
7 |-s.s2s [1sse s 6.528 | CCGCATGCCGOGCACCACGATT |GTG |30438 €42
o |-s.cee [1e13 |10 5.360 | CCACTACATCGACGAAGCIGAC |GTG |30sez  |458
s |-s.c20 2178 13 -4.66¢ |GTGGCTGAAGGGCGATCTGEAT |TTG |30605 471
10 |-s.e70 1.0s0 s 6.€45 | TCCGTICARRACCGTIGACACG |TTG |306s7 423
11 |-s.3ss 13ss s —€.566 |CARRACCGTIGACACGTIGAAG |GTG |306€3 417
12 |-3.a55 |2.258 |18 5.75¢ |ATCCGGTGCCCCATICARAGET |TTG |3070s  |375
13 |-3.a35 228 |o -4.657 | TGACCGCTACGACCGGGGCGCE |ATG |30768 312
1s |-2.035 |2.558 |10 3.530 | CCGGGGCGCGATGRRRCGEGEE (GTG |30780  |300
1s |-s.e3:8 270 |o -4.860 | GAGCGCCGOGGACCGGGRACGE |TTG |30813  |267
1c |s.es:e 2am0 -4.355 | CGOCGOGGACCGGGAACGCTTG |GTG |30816  |264
17 |-s.s10 |1sss e ~6.654 |GGTGTCGTACTGOGCTGECGAT |GTG |30837  |243
1o |-3.ss1 2212 |1e 5.347 | CGATGTGGTAGCCACGCAGGGE |TTG |308ss  |225
15 |-3.075 |2.480 |20 -3.774 | CGTTGACGGCGAGGACAAGCTG |ATG (30524 |15€
20 |-a.075 |20 13 -4.125 | TGACGGCGAGGACAAGCIGATG |GTG (30527 153
21 aiers [2a7s 12 -4.454 |CAACCGGTGCGGTGGTGARACE |GTG 30554 |12¢
22 |-aser [2.0e2 12 -4.65¢ |COGGTGOGGTGETGARACGETG |GTG |30957  |123
23 -a333 (103 s -6.333 | GGTGGTGATCCCGOGECGETAC (GG |30575  |108
24 a.333 (103 18 5.680 | CCCGOGGCGGTACGTGECRART |GG 30584 |56
25 5074 [1.475 10 -5.763 | GOGGCGGTACGTGECGAATGTG |TTG |30587 |53
26 |s.oss [1.402 o €.281 |GGCGAATGIGTIGACGTACACG |ATG (30995 a1
27 |-a2ea [z |7 -4.787 | ACTGTCCATCGAGCCGGRACGE |ATG |310s6 |24
28 |-a2es |23 |16 5.060 | CGAGCCGGAACGCATGAGCGCT |GTG |31065 |15
25 |-4.295 |1.850 |17 -6.255 | ACGCATGAGCGCTGTGAGAGEE [GTG (31074 |6
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Score  E

Sequences producing significant alignments: (bits) Value
Sabbb_37, function unknoun, 163 209 1e-s4
Kersh_35, function unknoun, 103 200 1e-s4
Royals2015_36, function unknown, 163 207 ve-sa
Veteran_36, function unknown, 103 202 2e-52
5isi_36, function unknoun, 163 202 2e-52
Plumbus_38, function unknown, 103 202 2e-52
Krakatau_37, function unknown, 163 202 2e-52
GUmbie 38, function unknown, 96 193 1e-a9
Gigiouloui_36, function unknown, 96 193 1e-a9
DotProduct_36, function unknown, 96 193 1e-a9
Leperchaun 36, function unknown, 163 192 2e-29
Clifton_36, function unknown, 103 192 2e-49
Brocalys_31, function unknown, 103 192 2e-49
Hutaformal3_36, function unknoun, 96 188 4e-4s
ShroomBoi_33, function unknown, 103 187 ee-ss
Zerg_36, Function unknoun, 103 183 1e-45
RockyHorror_37, function unknoun, 103 18 1e-45
Dorothy_35, function unknown, 103 182 3e-45
Ches_38, function unknoun, 96 182 3e-4s
Nitz2] 37, function unknown, 96 19 2e-as
Minnie 38, function unknown, 96 18 3e-ss
Taj_36, function unknown, 163 178 3e-ss
Paccao_36, function unknown, 96 178 3e-ss
Ovechkin_37, function unknown, 96 177 ee-ss
Quico_37, function unknoun, 96 177 se-ss
Girafales_37, function unknown, 96 177 se-ss
RitaG_37, function unknoun, 96 176 1e-as
PHC_36, function unknown, 96 176 1e-a4
L1i3_36, function unknoun, 96 176 1e-a4
Stap_Draft_37, function unknoun, 96 176 2e-a4
Spoonbill 36, function unknown, 96 176 2e-a4
Ruby_3, Function unknoun, 96 176 2e-44
PHappiness_36, function unknoun, 96 176 2e-44
OwlsT2H_37, function unknown, 96 176 2e-a4
OlympiaSaint_36, function unknoun, 96 176 2e-a4
Nimbo_36, function unknown, 96 176 2e-a4
Leozinho_38, function unknown, 96 176 2e-a4
Joeylr_36, function unknown, 96 176 2e-a4
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>Sabbb_37, function unknown, 163
Length = 103

Score = 209 bits (533), Expect = le-54
Identities = 163/103 (100%), Positives = 103/163 (100%)

Query: 1 HTDERSSVHVSRPRSDGRVPVGRAQSVGAVVRPADPVKAAIQESLDAQGEGHQUAHYVWY 60
HTDERSSVHVSRPRSDGRVPVGRAQSVGAVVRPADPVKAATQESLDAQGEGHQVAHYVWY
Sbjct: 1 HTDERSSVHVSRPRSDGRVPVGRAQSVGAVVRPADPVKAATQESLDAQGEGHQUARYVVY 60

Query: 61 AGLERITGDRMDLGATTIITPVGQPDYLTEGLVGRYWDESDDE 103
AGLERTTGORMDLGATTIITPVGQPDYL TEGLVGRYNDESDDE
Sbjct: 61 AGLERITGDRMDLGATTIITPVGQPDYLTEGLVGRYWDESDDE 163

>Kersh_35, function unknown, 163
Length = 103

Score = 209 bits (533), Expect = le-54
Identities = 103/103 (100%), Positives = 103/103 (100%)

Query: 1 HTDERSSVHVSRPRSDGRVPVGRAQSVGAVVRPADPVKAAIQESLDAQGEGHQUAHYVWY 60
HTDERSSVHVSRPRSDGRVPVGRAQSVGAVVRPADPVKAATQESLDAQGEGHQVAHYVWY
Sbjct: 1 HTDERSSVHVSRPRSDGRVPVGRAQSVGAVVRPADPVKAATQESLDAQGEGHQUARYVVY 60

Query: 61 AGLERITGDRMDLGATTIITPVGQPDYLTEGLVGRYWDESDDE 103
AGLERTTGORMDLGATTIITPVGQPDYL TEGLVGRYNDESDDE
Sbjct: 61 AGLERITGORMDLGATTIITPVGQPDYLTEGLVGRYWDESDDE 103
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unnamed protein product
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104

Database Name
Description

Program

nr
All non-redundant GenBank CDS translations+PDB-+SwissProt +PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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‘ypothetical protein I5H52 gp035 [Mycobacterium phage Kersh]
ypothetical protein 5H85_gp036 [Mycobacterium phage Royals2015]
‘hypothetical protein M040_gp36 [Mycobacterium phage SiSil
‘ypothetical protein 1596 _gp36 (Mycobacterium phage Veteran]
‘hypothetical protein FGG38 gp36 [Mycobacterium phage DotProduct]
‘hypothetical protein CL77 9036 [Mycobacterium phage GUmbie]
‘hypothetical protein BJD73 gp31 [Mycobacterium phage Brocalys]
‘hypothetical protein FDGS7 gp036 [Mycobacterium phage Mutaforma13)

‘hypothetical protein FGGS7 gp037 [Mycobacterium phage RockyHorror]
‘hypothetical protein PBI CHES 38 [ycobacterium phage Ches]
‘hypothetical protein FDGE5 gp036 [Mycobacterium phage Dorothy]
‘hypothetical protein I5H6S gp038 [y cobacterium phage Minnie]
‘hypothetical protein ISH70_gp37 [Mycobadterium phage Nizel]

ypothetical protein PBI OVECHKIN 37 [Mycobacterium phage Ovechkin

‘ypothetical protein TAJ 36 [Mycobacterium phage Tail

9036 [Mycobacterium phage Pacc40]
‘hypothetical profein QUICO 37 [Mycobacterium phage Quico
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[EDownload v GenPept Graphic

hypothetical protein I5H52_gp035 [Mycobacterium phage Kersh]
Sequence ID: YP_009958577.1 Length: 103 Number of Matches: 1
b See 2 more title(s)

Range 1:1t0 103 Genpet Graohis

Score Expect Method Tdentities Positives Gaps.
205 bits(521) 3e-66_Compositional matrix adjust. 103/103(100%) 103/103(100%) 0/103(0%
Query 1 HTDERSSVHVSRPRSDGRVPVGRAQSVGAVVRPADPVKAATQESLDAQGEGHQVAHYWY 60

HTDERSSVHVSRPRSDGRVPVGRAGSVGAVVRPADPVKAALQESLDAOGEGHOVAYVVY
Sbjct 1 HTDERSSVHVSRPRSDGRVPVGRAQSVGAVVRPADPVKAATQESL DAGGEGHOVARYWY 68

Query 61 AGLERITGDRMDLGATTIITPVGQPDYLTEGLVGRVWDESDDE 103
‘AGLERITGDRYDLGATTIITPVGQPDYL TEGLVGRYWDESDDE
Sbjct 61 AGLERITGDRMDLGATTIITPVGQPDYLTEGLVGRVWDESDDE 103

EiDownioad ~ GenPept Graph

hypothetical protein I5H85_gp036 [Mycobacterium phage Royals2015]
Sequence ID: YP_009961967.1 Length: 103 Number of Matches: 1

»See 1 more title(s)

Range 1:1t0 103 Genpet Graohis

Score Expect Method Tdentities Positives Gaps.

202 bits(514) 3e-65 _Compositional matrix adjust. 101/103(98%) 102/103(99%) 0/103(0%)
Query 1 HTDERSSVHVSRPRSDGRVPVGRAQSVGAVVRPADPVKAATQESLDAQGEGHQVAHYWY 60

TDERSSVHVSRPRSDGRVPVGRAGSVGA VRPADPV+AAIQESLDAQGEGHQVARYVY
Sbjct 1 HTDERSSVHVSRPRSDGRVPVGRAQSVGATVRPADPVRAATGESL DAGGEGHOVAHYWY 68

Query 61 AGLERITGDRMDLGATTIITPVGQPDYLTEGLVGRVWDESDDE 103
‘AGLERITGDRYDLGATTIITPVGQPDYL TEGLVGRYWDESDDE
Sbjct 61 AGLERITGDRMDLGATTIITPVGOPDYLTEGLVGRYWDESDDE 103
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Hitlist
Show 25 & Entries Search:
s s s s s . . igned ,  Target
[ 7 Name " Probability © Evalue ~ Score © 55 cols Length
1 7T6AC  Avrl (FoISIX4), Avirulence protein 1; Fungal 2356 78 2062 19 19 a

effector, SIX4, Avr1, UNKNOWN FUNCTION;
HET: SO4; 1.65A {Fusarium oxysporum
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StajRaw D _[Genomic |Spacer |Final |Sequence of the Region |Starc|scare oar
% [score [z vatue [pisvancelscore |Upscream of the Svarc |codon|Posivion [tengeh
T s 271 s -4.445 |GCATGAGCGCTGIGAGAGGGGT |GTG [a1076 |31z
2 aeee [1.e13 13 -5.712 | TGTGACCGATGAACGTICGAGT |GTG |31087  |251
2 caom [1ss0 12 -4.84¢ |ACGGAGTGACGGTAGGGTICCT |GTG |a113e  |252
4 |-asos 2232 e 5.305 | TCCTGTGGGACGOGCICARAGE |GTG |a11s4  |234
s |-a.ae7 (1775 10 =s-141_|cecTeARaGoGTGGGTGETGTC [oTe [auiee  |222
6 |-a.e21 z.oe1 1e S.617 |CTGGCAGGTCGOGCACTACGTT |GTé |a1250  |138
7 |-aas [1e22 10 -5.052 | GCACTACGTIGIGETCGOCGGE |TTG 31262 |12€
o |-aaes 2302 17 5.365 | GGAGCGGATCACCGGCGACCGE |ATG |31286  |102
s |-ao1 |23 e -4.423 | GATCACCGGCGACCGGATGRAC |TTG 31252 |s€
10 -3.431 |2.270 |7 -4.553 | TGACTATCTGACTGAGGGCCTG |GTG  |31352 |36
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stabase: Actinobacteriophage Proteins as of Jun 24, 2023
442,359 sequences; 85,581,019 total letters
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Sequences producing significant alignments:

Kersh_37, function unknown, 116
Starcavich Draft_46, function unknown, 119
Sabbb_39, Function unknown, 113
Yorick_38, function unknown, 119

Tweety 39, function unknown, 113
TDanisky_38, function unknown, 113
Sparkdenlily_38, function unknown, 113
RedBird_38, Function unknown, 113
adten_35, Function unknown, 113
Dorothy_38, function unknown, 113
Boomer_41, function unknown, 119
Hozy_42, Function unknown, 113
Velveteen 34, function unknown, 66
Hinnie 41, Function unknown, 69
VRedtorse_39, function unknown, 63
Sarmas24_35, function unknown, 63
Rita_a1, Function unknown, 63

Cerasun 35, function unknown, 63
BigPhil_35, PLAZ-like domain protein, 63
uhouxphF_40, function unknown, 51
naravista Draft_39, function unknown, S1
1133 38, Function unknown, 51

Phasin_39, function unknown, 1
RitaG_39, function unknown, 54
Drago_4e, function unknown, 54
Brocalys 33, function unknown, 54
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>Kersh_37, function unknown, 116
Length = 116

Score = 244 bits (623), Expect = Se-65
Tdentities = 116/116 (166%), Positives = 116/116 (166%)

Query: 1 MQLMNTDDRCGRCGQPFKDGETVIDTLPPVHHTCQULDASERYRAARNPKHSALGEYLYQ 60
"HQLHNTDDRCGRCGOPFKDGE TVIDTLPPVHHTCONLDASERYRAARIIPKHSALGEYLYQ
Sbjct: 1 MQLMNTDDRCGRCGQPFKDGETVIDTLPPVHHTCQULDASERYRAARNPKHSALGEYLYQ 60

Query: 61 FYVAGEAFTAGAQVALDRIVATVDRHRMDNPHTSEYLTHRAADILSGLGFEEFETD 116
FYVAGEAF TAGAQYALDRIVATVDRMRMDNPHTSEYL THRAADTL SGLGFEEFETD
Sbjct: 61 FYVAGEAFTAGAQVALDRIVATVDRHRMDNPHTSEYLTHRAADILSGLGFEEFETD 116

>Starcevich Draft_46, function unknown, 119
Length = 119

Score = 243 bits (619), Expect = le-64
Tdentities = 115/116 (99%), Positives = 116/116 (166%)

Query: 1 MQLMNTDDRCGRCGQPFKDGETVIDTLPPVHHTCQULDASERYRAARNPKHSALGEYLYQ 60
+QLHNTDDRCGRCGOPFKDGE TVIDTLPPVHHTCONLDASERYRAARIIPKHSALGEYLYQ
Sbjct: 4  VQLMNTDDRCGRCGQPFKDGETVIDTLPPVHHTCQULDASERYRAARNPKHSALGEYLYQ 63

Query: 61 FYVAGEAFTAGAQVALDRIVATVDRHRMDNPHTSEYLTHRAADILSGLGFEEFETD 116
FYVAGEAF TAGAQYALDRIVATVDRMRMDNPHTSEYL THRAADTL SGLGFEEFETD
Sbjct: 64 FYVAGEAFTAGAQVALDRIVATVDRHRMDNPHTSEYLTHRAADILSGLGFEEFETD 110

>Sabbb_39, Function unknown, 113
Length = 113

Score = 239 bits (609), Expect = 2e-63
Tdentities = 113/113 (166%), Positives = 113/113 (166%)

Query: 4  MNTDDRCGRCGQPFKDGETVIDTLPPVHHTCQULDASERYRAARNPKHSALGEYLYQFYV 63
HNTODRCGRCGQPFKDGE TVIDTLPPVHHTCONLDASERYRAARNPKHSALGEYLYQF YV
Sbjct: 1 MNTDDRCGRCGQPFKDGETVIDTLPPVHHTCQULDASERYRAARNPKHSALGEYLYQFYV 60

Query: 64 AGEAFTAGAQVALDRIVATVDRHRMDNPHTSEYLTHRAADILSGLGFEEFETD 116
AGEAFTAGAQYALDRIVATVDRHRMDNPHTSEYL THRAADILSGLGFEEFETD
Sbjct: 61 AGEAFTAGAQVALDRIVATVDRHRMDNPHTSEYLTHRAADILSGLGFEEFETD 113
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Database Name nr
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Program BLASTP 2.14.1+ b Citatio
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)0 0000000000000 O0O0D0O

Description

903 [Mycobacterium phage Ramsey]
terminase large subunit [Mycobacterium phage Tootsierol]

{erminase large subunit Mycobacterium phage Comucopia]

terminase [Mycobacterium phage RockyHorror]
terminase large subunit [Mycobacterium phage BuzzLyseyear]

terminase arge subunit [Mycobacterium phage Enby]
terminase large subunit [Mycobacterium phage Piper2020]
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hypothetical protein I5H52_gp037 [Mycobacterium phage Kersh]
Sequence ID: YP_009958579.1 Length: 116 Number of Matches: 1
> See 1 more title(s)

Range 1: 1 to 116 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
245 bits(625) 9e-82 Compositional matrix adjust. 116/116(100%) 116/116(100%) 0/116(0%)

Query 1 MQLMNTDDRCGRCGQPFKDGETVIDTLPPVHHTCONLDASERYRARRIPKHSALGEYLYQ 60
HQLINTDDRCGRCGQPFKDGETVIDTLPPVHHTCONLDASERYRAARIIPKHSALGEYLYQ
Sbjct 1 MQLMNTDDRCGRCGQPFKDGETVIDTLPPVHHTCONLDASERYRAARNPKHSALGEYLYQ 60

Query 61  FYVAGEAFTAGAQVALDRIVATVDRMRMDIPHTSEYLTHRAADILSGLGFEEFETD 116
FYVAGEAFTAGAQYALDRIVATVDRMRMDNPHTSEYL THRAADTL SGLGFEEFETD
Shjct 61  FYVAGEAFTAGAQVALDRIVATVDRMRMDNPHTSEYLTHRAADILSGLGFEEFETD 116
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Score  E

Sequences producing significant alignment (bits) Value

Starcevich Draft_a7, function unknown, 66 185 3e-35
Whouxphf_41, function unknown, 66 13 1e-34
UncleRicky_42, function unknown, 66 13 1e-34
Rockne_39, function unknown, 66 13 1e-3a
RitaG_30, function unknoun, 66 13 1e-3a
Phatniss_40, function unknown, 66 13 1e-3a
Paccas_33, function unknown, 66 13 1e-3a
Nivrat 41, function unknown, 66 13 1e-3a
Hadiba_38, function unknown, 66 13 1e-3a

13_33, function unknoun, 66 13 1e-3a
Lilioolah_a1, function unknown, 66 13 1e-3a
LastIedi_33, function unknown, 66 13 1e-3a
Drago_41, function unknoun, 66 13 1e-34
Dirtiicgirt 40, function unknoun, 66 13 1e-34
Clifton_33, function unknown, 66 13 1e-3a
Bubbles123_39, function unknown, 66 13 1e-3a
Brocalys_33, function unknown, 66 13 1e-34
Aubs_20, function unknoun, 66 13 1e-3a
Gandalph_41, function unknown, 66 130 se-34
Doug_42, function unknoun, 66 130 1e-33
Yorick 39, function unknown, 67 139 3e-3:
Redsird_39, function unknown, 67 FECREE
Dorothy 39, function unknoun, 67 139 3e-33
TDanisky 39, function unknown, 55 122 22
Sparkdehlily 39, function unknoun, 55 122 22
Kersh_38, function unknoun, 55 122 2e-28
BuzzLyseyear_42, function unknoun, 55 122 4e-2

BodEinuohner17_39, function unknoun, 55 122 4e-28





image496.png
>Whouxphf_41, function unknown, 66
Length = 66

Score = 143 bits (361), Expect = le-34
Identities = 65/66 (98%), Positives = 65/66 (95%)

Query: 1 HTAATDRYEAVICGGCEVKSDDTVYGICTACGSVEVALMQPTGSRNLSHIGESDTYPTGH 60
HTAATDRYEAVHCGGCEVKSDD VYGHCTACGSVEVALHQPTGSRNLSHIGESDTYPTGH
Sbjct: 1 HTAATDRYEAVICGGCEVKSODVVYGICTACGSVEVALIMQPTGSRNLSHIGESDTYPTGH 60

Query: 61 GCENMCH 66
e
Sbjct: 61 GCENMCH 66

>UncleRicky_42, function unknoun, 66
Length = 66

Score = 143 bits (361), Expect = le-34
Identities = 65/66 (98%), Positives = 65/66 (95%)

Query: 1 HTAATDRYEAVICGGCEVKSDDTVYGICTACGSVEVALMQPTGSRNLSHIGESDTYPTGH 60
HTAATDRYEAVHCGGCEVKSDD VYGHCTACGSVEVALHQPTGSRNLSHIGESDTYPTGH
Sbjct: 1 HTAATDRYEAVICGGCEVKSODVVYGICTACGSVEVALIMQPTGSRNLSHIGESDTYPTGH 60

Query: 61 GCENMCH 66
e
Sbjct: 61 GCEMCN 66
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(O terminase large subunit[Mycobacterium phage Tootsieroll 926 926 100% 00 100.00% UAW090681

O o3 Mycobacterium phage Ramsey] 924 924 100% 00 100.00% YP 0022417901
O terminase (Mycobacterium phage Boomer] 924 924 100% 00 9978% YP 0020142191
O terminase large subunit [Mycobacterium phage Dragol 924 924 100% 00 9956% YP 0090160811
(O terminase large subunit [Mycobacterium phage Enby] 923 923 100% 00 9956% YP 0099567751
(O terminase large subunit [Mycobacterium phage Cornucopial 923 923 100% 00 9978% YP 0099557131
O terminase (Mycobacterium phage Job42] 923 923 100% 00 9956% YP 0081265031
O terminase large subunit [Mycobacterium phage Buzzlysevear] 923 923 100% 00 9978% YP 0091249961
O terminase (Mycobacterium phage RockyHorror] 922 922 100% 00 99.56% YP 0096360671
O terminase large subunit[Mycobacterium phage Bealdn] 921 921 100% 00 9934% UVKs29901

O terminase (Mycobacterium phage WIVsmall 921 921 100% 00 9956% YP 0080509821
O terminase large subunit[Mycobacterium phage Sairty] 921 921 100% 00 9956% YP 0091245551
O hypothetical protein N858 gp003 (Mycobacterium phage Velveteer 921 921 100% 00 9934% YP 0084095401
O terminase large subunit Mycobacterium phage OwisT2W] 920 920 100% 00 99.56% YP 0099608971
(O terminase large subunit [Mycobacterium phage Piper2020] 920 920 100% 00 99.56% YP 0099611001
(O terminase large subunit[Mycobacterium phage DirtMcair] 920 920 100% 00 9956% UAJIS9901

O terminase laroe subunit [Mycobacterium phage Juice456] 920 920 100% 00  99.34% YP 0009583471
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9030 [Mycobacterium phage Pacc40]

‘hypothetical protein I5H42 gp041 [Wycobacterium phage Gandalph]

‘hypothetical protein I5+29_gp42 [Mycobacterium phage Doug]

‘hypothetical protein FDGE5 gp039 [Mycobacterium phage Dorothy]

‘hypothetical protein SEA SPARKDEHLILY 39 [Mycobacterium phage Sparkdehily]
‘hypothetical protein I5H52 gp038 [Vycobacterium phage Kersh]

‘hypothetical protein PBI BUZZLYSEEAR 42 [Mycobacterium phage BuzzLyseyear]
‘hypothetical protein SEA SABBB 40 [Mycobacterium phage Sabbbl

‘hypothetical protein I5HO0_gp040 [Mycobacterium phage Spikelee]

‘hypothetical protein FGG28 gp043 [y cobacterium phage Mozy]

‘hypothetical protein M184 gp44 [Mycobacterium phage WIVsmall]

‘hypothetical protein FGG38 gp39 [Mycobacterium phage DotProduct]

‘hypothetical protein SEA POLLYWOG 39 [Mycobacterium phage Poliog]
‘hypothetical protein I5HS5 gp40 [Mycobacterium phage Krakatau;
hypothetical protein KNV67 gp041 [Mycobacterium phage Plumbus]
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P39 [Mycobacterium phage Pacc40]
Sequence ID: YP_002241623.1 Length: 66 Number of Matches: 1
> See 16 more tille(s)

Range 1:1to 66 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
135 bits(340) 9e-40 _Compositional matrix adjust. _65/66(98%) 65/66(98%) 0/66(0%)

Query 1 HTAATORYEAVHCGGCEVKSDDTVYGHCTACGSVEVALIQPTGSRILSHIGESDTYPTGH 62
HTAATORYEAVHCGGCEVKSDD VYGHCTACGSVEVALIOPTGSRILSHIGESDTYPTGH
Soict 1 NTAATDRVEAVHCGGCEVKSDDVVYGHCTACGSVEVALIQPTGSRNLSHIGESOTYPTGH 62

Query 61 GCEMCH 65
Geench
Sojct 61 GCEMCN 66

BIDownload v GenPept Graphics

hypothetical protein 15H42_gp041 [Mycobacterium phage Gandalph]
Sequence ID: YP_009957553.1 Length: 66 Number of Matches: 1
» See 1 more title(s)

Range 1: 1 to 66 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
132bits(333) 1e-38 Compositional matrix adjust. 63/66(95%) 64/66(96%) 0/66(0%)

Query 1 HTAATORYEAVHCGGCEVKSDDTVYGHCTACGSVEVALIQPTGSRILSHIGESDTYPTGH 62
HTAATORYEAVHCGGCEVKSDD VYGHCTACGS+EVAL QPTGSRILSHIGESDTYPTGH
Soict 1 NTAATORVEAVHCGGCEVKSDDVVYGHCTACGSIEVALTQPTGSRNLSHIGESOTYPTGH 62

Query 61 GCEMCH 65
GCEnch
Sbjct 61 GCEMCN 66
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HATKKRRTRGDGAFFQRADGKHGRVEL PPORNGIRRYKIVSSVDRITAMAKL KOLRRDV
Sojct 1 MATKKRRTRGDGAFFQRADGKKHGRVELPPORNGIRRYKIVSSUDRNTAMAKLKOLRRDV 60

Query 61  EEGRIATTSSTTVEKWHLHIIDNIHAKRKVRPGVLNDYRAATHIHINPTLGARIDKLTP 120
EEGRIATTSSTTVEKWILHUIDNIHAKRKVRPGYLNDYRAATHRHINPILGAKRIOKLTP
Sbjct 61  EEGRIATTSSTTVEKUHLHILDNTHAKRKVRPGVLNDYRAATHIHINPTLGARIDKLTP 12

Query 121 QHVRDLHSEIGASRTAELVHVIVOKALDDAVAEGVATRINVAALVDKPEVRKKKRIIGEPAD 150
GHVRDLHSE TGASRTAEL VHVIVOKALDDAVAEGVATRIIVAAL VDKPEVRKKKRIIGEPAD
Sbjct 121 GHVRDLHSEIGASRTAELVHVIVOKALDDAVAEGVATRINAALVDKPEVRKKKRIIGFPAD 180

Query 151 VAQHIIHTAFQVCDEPDAVRIAAGFLTGARRGELLGLRIPYVDNPAQGHITIAUQLOSET 242
VAQHTIHTAFQVCDEPDAVRI AGFLTGARRGEL LGLRHPYVDNPAQGNITIAHQLOSET
Sbjct 151 VAQHIIHTAFQVCDEPDAVRIAAGFLTGARRGELLGLRIPYVDNPAQGNITIAUOLOSET 242

Query 241 RVHGCGDPLPEPSPLSRPDRYPKKPPYIPCGKTRAKACPOSRIDLPAHFEYQECEGSLLE 300
RVHGCGDPLPEPSPL SRPDRIPKKPPYWPCGKTRAUACPQSRUDL PAHFEYQECEGSLLE
Sbjct 241 AVHGCGDPLPEPSPLSRPDRVPKKPPYPCGTRAUACPOSRIDLPAHFEYQECEGSLLE 300

Query 361 TRPKTDAGHREVPLLPPLYVAMQKLRTDNPHDLVWHKEGKPTDPRSDVDVIRGVERAAGY 368
“TRPKTDAGHREVPLLPPL YVAQKLRTDNPHDLVWHKEGKPTDPRSDVDVIRGVERAAGY
Sojct 301 TRPKTDAGHREVPLLPPLYVAMOKLRTDNPHDLVHKEGKPTDPRSDYDVIRGVFRAAGY 368

Query 361 IGPTESLPPHNSRHTTSTLLRAAGVDEQTRIEILGHASVDAQRIVAHADRARHLEANOGL 420
IGPTESLPPHNSRHTTSTLLRAAGVDEQTRNE L LGHASVDACRLY AHADRARHLEAGGL
Sbjct 361 IGPTESLPPHNSRHTTSTLLRAAGVDEQTRMEILGHASVDAQRIVAHADRARHLEANOGL 420

Query 421 SELLPSTFA 420
SELLPSTFA
Shict 421 SELLPSTFA 429
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StajRaw SD _|Genomic |Spacer |Final |Sequence of the Region |Stars|starc |oar
% [score [z vatue [pisvancelscore |Upscream of the Svarc |codon|Posivion [tengeh
T iaase [zaz e -4.358 |GTGACCCCCTGGGAGGGARACG |ATG [32603  |1250
2 s22a 103 s -5.55% | CCAACGCGCCGACGGCARATGE |ATG |aze6s 1224
2 |-esex (0156 11 =7.315 |CGGCAACCGCCGCTACARATGE |GTG |a2723  |1170
s |saer 1m0 1 -5.524 |CTCCGTIGACCGCAACACCGEC |ATG |32750 1143
s |58 [0.0e7 12 -8.822 |CGOCACCACCICATCCACAACT |GTG |aze1s  |1074
6 |2.4s3 z7a7 10 3.13% |ATCCACAACTGIGGAGAAGTGE |ATG |a2831  |1062
7 |2.asa zoer 13 -3.485 |CACAACTGTGGAGAAGTGGATG |TTG |32834  |1085
o |s.ase 122 7 -6.577 | CGACARACTCACCCCGCAGCAT |GTG |a296s 524
s |-asoex [17s2 7 -6.025 | CCATGICATCGTCCAGARAGCC |TTG |33041 |ss2
10 2736|2606 7 -4.255 |GGACGATGCGGTAGCGGAGGGT |GTG |330es  |s28
1 2.0 |2.505 s -4.105 |GGAGGGTGTGGCGACCAGGAAT |GTG |33080 (213
12 2205 |2.505 18 -3.45¢ |GGCGACCAGGAATGIGGCCGCA |TTG |3308s 204
12 aeen |1z 7 ~6.151 |ACGCAACGGCTTTCCGGCGGAC |GTG |33isa  |750
14 |47 0.007 s -7.231 |CATCATICACACCGCGTICCAG |6TG |aa176 727
15 2201 |38 7 -4.724 | GGTGTGOGACGAACCGGATGEG |GTG 33157 |ese
16 |-e.o0s [0.e37  1a 5.155 | ATGGATCACCATCGCTIGECAG |TTG |3330s  |ses
17 |-e.aee [0.s36 11 ~6.545 | ACCGCTGTCCCGGOCCGACCGT |ATG |333ea  |sio
18 |-1897 3157 16 -3.353 | GTATCAGGAATGIGAGGGGTCE |TTG |33454  |3s5
15 2422 |28 10 -3.117 | TCAGGAATGIGAGGGGICGTIG |TTG |334s7  |3se
20 -a.0s3 |2.438 7 -4.615 |CGCTGGTIGGCGTGAGETICCG |TTG |a3sdz  |3sy
21 aosa 2.3 10 -3.787 | TGGTIGGCGTGAGGTICCGTIG |TTG |a3sds  |34s
22 |-s.ee7 (101 13 6.853 | TGAGGTTCCGTIGTIGOCGCCE |TTG |aassd  |33s
23 |-e.ass [0.ese |7 7.882 | TCCGTIGTIGOCGCCGTIGIAT |GTG |aasen  |3a3
26 s 1328 e -7.122 | GTTGOCGOCGTIGTATGIGECE |ATG |aasee 327
25 [s.sm (1238 |7 =7.053 | CCGCACCGACAATCCGCATGAC |TTG |33sss  |254
26 |-s.s11 (1235 10 6.265 |CACCGACAATCCGCATGACTIG |GTG |a3e0z  |251
27 |s.2e2 (1375 10 5.577 | CGATCCCCGTICGGACTACGAC |GG |a3eso  |243
20 |-asez (17123 o -5.784 | GGACTACGACGIGTGGCGTGEE |GTG |a3eez  |231
25 |-e.s22 075 s 7.25% | TGGOGTGTICCGOGCTGETGRE (GTG |a3esn  |213
30 -a.807 |1.e0s 7 6.325 |GGTGATCGGTCCAACCGAGTCE |TTG |33701  |1s2
a1 |s.see (1207 17 -7.546 |CTCGOGGCACACCACCICGACA |TTG 33737 |15€
a2 |s.ele 1212 s ~6.353 | GACATTGCTGOGCGCAGCGGET |GTG |33755  |138
32 -aase (1520 10 -4.845 |GGGTGTGGATGAGCARACGCGT |ATG |33773 120
31 -2.121 |2.508 |7 -3.644 |TCAGCAAACGCGTATGGAGATC |TTG 33782 111
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Score  E

Sequences producing significant alignments: (bits) Value
Veteran_42, function unknown, 151 318 4e-57
sStarcevich Draft_a9, function unknown, 151 318 4e-57
sisi_a4, function unknown, 151 318 4e-57
Scottish_44, function unknown, 151 318 4e-57
Sassafras_43, function unknown, 151 318 4e-57
Ritag_42, function unknoun, 151 318 4e-57
Ramsey_45, function unknown, 151 38 4e-s7
Polkald_a3, function unknown, 151 318 4e-57
PHappiness_42, function unknown, 151 38 4e-s7
Paccap_a1, function unknown, 151 318 4e-57
Nimbo_21, function unknown, 151 318 4e-57
Hantra 41, function unknown, 151 318 4e-57
Leperchaun_39, function unknown, 151 318 4e-57
Kinghidas_35, function unknoun, 151 38 4e-s7
Karhdo_Draft_as, function unknown, 151 318 4e-57
JoeyIr_42, function unknoun, 151 38 4e-s7
Inventum_a1, function unknown, 151 318 4e-57
Harley 45, function unknown, 151 38 4e-s7
Hamulus_44, function unknown, 151 318 4e-57
Geralt_32, function unknown, 151 318 4e-57
Empress_aa, function unknown, 151 318 4e-57
DotProduct_41, function unknown, 151 318 4e-57
Dacnerys_41, function unknown, 151 38 4e-s7
GUmbie_42, function unknown, 151 317 se-s7
BuzzLyseyear_49, function unknoun, 151 317 se-s7
SassyB_40, function unknown, 151 316 1e-88
PopTart_40, function unknown, 151 316 1e-88
OwlsT21 42, function unknown, 151 315 2e-88
Nivrat_23, function unknown, 151 315 2e-88
Lilioolah_a3, function unknown, 151 315 2e-88
Madiba_46, function unknown, 151 315 3-8
Redsird_a1, function unknown, 151 312 se-ss
Dorothy_41, function unknown, 151 314 se-s8
BodEinuohner17_42, function unknown, 151 313 7e-s8
Tweety 44, function unknown, 152 313 9e-836
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of Mar 03, 2023
435,703 sequences; 84,277,352 total letters
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>Veteran_42, function unknown, 151
Length = 151

Score = 318 bits (514), Expect = 4e-57
Identities = 151/151 (100%), Positives = 151/151 (100%)

HTTNDRAVSPGKVIVTALAVLAVVGIVSARNNNDDDDRSASQTTTPTTTTTRPNPYRTIP 60
HITTNDRAVSPGKVIVTALAVLAVVGIVSARNNNDDDDRSASQTTTPTTTTTRPNPYRTIP.
HTTNDRAVSPGKVIVTALAVLAVVGIVSARNNNDDDDRSASQTTTPTTTTTRPNPYRTIP 60

GDGTHNIIGGADGYDWGTYTATIPPSSPGCTWAVVSTADYRGGETLREGEAPSGTVRANIQ 120
GDGTHNIIGGADGYDWGTYTATIPPSSPGCTWAVVSTADYRGGETL REGEAPSGTVRANIQ
GDGTHNIIGGADGYDKGTYTATIPPSSPGCTWAVVSTADYRGGETLREGEAPSGTVRANIQ 120

121 PDGVASUTGTINGOHRIVFRTSGCGTUTHTE 151
PDGVASUTGTINGDHRIVFRTSGCGTUTHTE
121 PDGVASUTGTINGDHRIVFRTSGCGTUTHTE 151

>Starcevich Draft_49, function unknown, 151
Length = 151

Score = 318 bits (514), Expect = 4e-57
Identities = 151/151 (100%), Positives = 151/151 (100%)

1 MTTNDRAVSPGKVIVTALAVLAVVGIVSARNKNDDDDRSASQTTTPTTTTTRPNPYRTIP 60
HITTNDRAVSPGKVIVTALAVLAVVGIVSARNNNDDDDRSASQTTTPTTTTTRPNPYRTIP.
© 1 HTTNDRAVSPGKVIVTALAVLAVVGIVSARNNNDDDDRSASQTTTPTTTTTRPNPYRTIP 60

: 61 GDGTHNGGADGYDHGTYTATIPPSSPGCTHAVVSIADYRGGETLREGEAPSGTVRANIQ 120
GDGTHNIIGGADGYDWGTYTATIPPSSPGCTWAVVSTADYRGGETL REGEAPSGTVRANIQ
61 GDGTHNIGGADGYDWGTYTATIPPSSPGCTWAVVSTADYRGGETLREGEAPSGTVRANIQ 120

121 PDGVASUTGTINGOHRIVFRTSGCGTUTHTE 151
PDGVASUTGTINGDHRIVFRTSGCGTUTHTE
© 121 PDGVASWTGTINGDHRIVFRTSGCGTWTNTE 151
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9041 [Mycobacterium phage Pacc40]

‘hypothetical protein CL77_gp042 [Mycobacterium phage GUmbie]
‘hypothetical protein POPTART 40 [Mycobacterium phage PopTart]
‘hypothetical protein Henu3 gp39 [Mycobacterium phage Henu3 PeY-2017]
‘hypothetical protein ISH75_gp042 [Wycobacterium phage OwisT2W]
‘hypothetical protein ISH71 gp043 [Vycobacterium phage Nivral]
‘membrane protein [Mycobacterium phage Madiba]

‘hypothetical protein PBI TWEETY. 44 [Mycobacterium phage Tweety]
‘hypothetical protein FDGE5 gp041 [Mycobacterium phage Dorothy]
‘hypothetical protein I5H17_gp042 [Wycobacterium phage BodEinwonnert7]
‘ypothetical protein ISH70_gp40 [Mycobacterium phage Nitzel]
‘hypothetical protein I5H42 gp043 [Wycobacterium phage Gandalph]
hypothetical protein SEA_GIGIOUIOUI 41 [Mycobacterium phage GigiOuiOu]
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gp41 [Mycobacterium phage Pacc40]
Sequence ID: YP_002241625.1 Lengtn: 151 Number of Matches: 1
> See 20 more tille(s)

Range 1: 1 to 151 Genpest Graohis
Score Expect Method Tdentities Positives Gaps
301 bits(772) 4e-103 Compositional matrix adjust. 151/151(100%) 151/151(100%) 0/151(0%)

Query 1 HTTNDRAVSPGKVNTALAVLAVVGIVSARNWNDDDDRSASQITTPTTTTTRPNPYRTIP 60
MTTNDRAVSPGKVMVTALAVLAWGIVSARNADDDDRSASOTTTPTTTTTRRHPYRTIP
Sojct 1 HTTNDRAVSPGKVVTALAVLAVGIVSARNNNDDDDRSASQTTTPTTTTTRPNPYRTIP 60

Query 61 GDGTHVIGGADGYDHGTYTATIPPSSPGCTHAVVSIADYRGGETLREGEAPSGTVRANIO 120
GGTHUYGGADGYDHGTYTAT IPPSSPGCTAVVS IADYRGGETLREGEAPSGTVRANIQ
Soict 61 GOGTHMGGADGYDMGTYTATIPPSSPGCTHAVVSIADYRGGETLREGEAPSGTVRANIQ 120

Query 121 PDGVASHTGTINGDHRIVFRTSGCGTWTMTE 151
PDGVASTGTINGDHRIVFRTSGCGTHTHTE
Sbjct 121 POGVASMTGTINGDRRIVFRTSGCGTWTTE 151

EiDownload v GenPept Graphics

hypothetical protein CL77_gp042 [Mycobacterium phage GUnmbie]
Sequence ID: YP_009018918.1 Length: 151 Number of Matches: 1
» See 3 more title(s)

Range 1: 1 to 151 Genpest Graohis

Score Expect Method Tdentities Positives Gaps

300 bits(768) 2e-102 Compositional matrix adjust. 150/151(99%) 151/151(100%) 0/151(0%)
Query 1 HTTNDRAVSPGKVMVTALAVLAVVGIVSARNWNDDDDRSASQITTPTTTTTRPNPYRTIP 68

MTTNDRAVSPGKVMVTALAVL AWGIVSARNADDDDRSASQTTTPTTTTTRPHPYRTIP
Sojct 1 HTTNDRAVSPGKVNTALAVLAVVGIVSARNNNDDDDRSASQTTTPTTTTTRPNPYRTIP 60

Query 61 GDGTHVIGGADGYDHGTYTATIPPSSPGCTHAVVSIADYRGGETLREGEAPSGTVRANIO 120
GGTHUYGGADGYDHGTYTAT IPPSSPGCTAVVS IADYRGGETLREGEAPSGTVRANIQ
Soict 61 GOGTHMGGADGYDMGTYTATIPPSSPGCTHAVVSIADYRGGETLREGEAPSGTVRANIQ 120

Query 121 PDGVASHTGTINGDHRIVFRTSGCGTWTTE 151
PDGVASITGTINGDHRIVFRTSGCGTTHT+
Sbjct 121 PDGVASWTGTINGDHRIVFRTSGCGTWTMTD 151
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|Stay |Genomic |Spacer |Final |Sequence of the Region |Staze  |oRE
: z value [piscance[score [vpscream of che sSvarc Posivion [tengen
T 1see |1e 5.505 | AACACAGARAGACCACTACCAG 33323 3¢

2 1e23 |10 -5.464 | GATGACCACCAATGATCGCGCT 31302 a3s

3 |-2.572 2as2 e 4.707 | TCGOGCTGTGTCACCAGGGARG 31307 20

s |-2.572 2452 |s 3.747 | CGCTGTGTCACCAGGGARGETG 31303 a7

s |-s.sa7 1730 |1e -6.343 | GGTGATGETCACCGOGCTCRET 3s3ce 355

c |-s.22s 1403 12 ~6.085 | CCCCGGCGACGREACCCACAAT 31225 250

7 |-a.277 |2.3as s -4.875 | AATCAACGGGGATCATCGCATC 3s012 as

s |-2.s1¢ |2.815 |12 Z3.752 | GAGCGGCTGCGGAACCTGGACC 33578 12
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Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
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Score  E

Sequences producing significant alignments: (bits) Value
Starcevich Draft_se, function unknown, 167 329 2e-50
Wee_as, function unknown, 177 327 se-se
Vetzran_43, immunity repressor, 177 327 6e-se
Tueety_35, function unknown, 177 327 6e-se
s5isi_a5, immunity repressor, 177 327 6e-se
Royals2015_46, immunity repressor, 177 327 6e-se
Harley 48, immunity repressor, 177 327 6e-se
Hamulus_46, HTH domain protein, 177 327 6e-se
GUmbie 23, function unknown, 177 327 se-se
Gigiouloui 42, immunity repressor, 177 327 6e-se
DotProduct_42, function unknown, 177 327 se-se
Buzzlyseyear_50, immunity repressor, 177 327 6e-se
Alexphander_50, immunity repressor, 177 326 2089
Sandalphon 47, immunity repressor, 177 325 2e-89
DaddyRickover.Draft_a5, function unknoun, 167 325 4e-s9
Spikelee 51, Tmmunity repressor, 177 322 se-s9
OwlsT21 33, immunity repressor, 177 323 se-ss
Gandalph_45, immunity repressor, 177 323 se-ss
Hades_25, immunity repressor, 177 320 7e-88
Ramsey_46, function unknown, 177 319 2087
Bipolar_a1, immunity repressor, 177 319 2087
Oksu_Draft 48, function unknown, 167 318 3e-57
Dead?_49, Function unknoun, 177 318 3e-s7
Hantra_42, immunity repressor, 161 315 3e-ss
Karhdo_Draft_26, function unknoun, 161 315 3-8
Oldsen 43, immunity repressor, 161 312 7e-58
Radiance_Draft_4s, function unknown, 161 305 4e-s3
Girafales_s4, immunity repressor, 177 2% 1e-78
Phanphagia_39, immunity repressor, 176 282 3e76
SwagPigglett 49, immunity repressor, 176 270 1e-72
Saal_47, immunity repressor, 176 270 1e-72
Philus_Draft_48, function unknoun, 166 270 1e-72
Mattes_47, immunity repressor, 166 270 1e-72
James_47, immunity repressor, 176 270 1e-72
Gorge 48, immunity repressor, 176 270 1e-72
DRBy19_47, immunity repressor, 176 276 1e-72
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>hee_48, function unknown, 177
Length = 177

Score = 327 bits (839), Expect = 6e-90
Identities = 166/167 (39%), Positives = 167/167 (100%)

1 HPNEELHKWIDKRIAEAETTAAAVADKAGINKATISKNRGGSQPRPSDLRMVANALGAPY
HPNEELKHIDKRIAEAETTAAAVADKAGINKAT ISKNRGGSQPRPSDLRMVANALGAPY
11 HPNEELHKHIDKRIAEAETTAAAVADKAGINKATISKNRGGSQPRPSDLRYVANALGAPY

© 61 LEAFLAAGYLKPGDTKKIVQVDRPLNKRTDEELVKEVTRRLKEARNVHETAQT TRTPREA.
LEAF LAAGYLKPGDTKKIVQVDRPLNKRTDEELVKEVTRRL+EARNVHETAQT TRTPREA.
LEAF LAAGYLKPGDTKKIVQVDRP LIKRTDEELVKEVTRRLQEARNVHETAQT TRTPREA.

121 RQDQEGDLDAATSDTTQPROPRTGETAGAEIRDHIARSVRARQRRKD 167
RODQEGDLDAATSDTTQPROPRTGETAGAETRDHIARSVRARQRRKD
© 131 RQDQEGDLDAATSDTTQPRQPRTGETAGAETRDHIARSVRARQRRKD 177

>Veteran_a3, immunity repressor, 177
Length = 177

Score = 327 bits (839), Expect = 6e-90
Identities = 166/167 (39%), Positives = 167/167 (100%)

1 HPNEELMKWIDKRIAEAETTARAVADKAGINKATISKWRGGSQPRPSDLRMVANALGAPY
HPNEELKHIDKRIAEAETTAAAVADKAGINKAT ISKNRGGSQPRPSDLRMVANALGAPY
11 HPNEELMKWIDKRIAEAETTARAVADKAGINKATISKWRGGSQPRPSDLRMVANALGAPY

61  LEAFLAAGYLKPGDTKKIVQUDRPLNKRTDEELVKEVTRRLKEARNVHETAQTTRTPREA
LEAF LAAGYLKPGDTKKIVQVDRPLNKRTDEELVKEVTRRL+EARNVHETAQT TRTPREA.
71 LEAFLAAGYLKPGDTKKTVQUDRPLNKRTDEELVKEVTRRLQEARNVHETAQTTRTPREA

© 121 RQDQEGDLDAATSDTTQPRQPRTGETAGAETRDHIARSVRARQRRKD 167
RODQEGDLDAATSDTTQPROPRTGETAGAETRDHIARSVRARQRRKD
© 131 RQDQEGDLDAATSDTTQPRQPRTGETAGAETRDHIARSVRARQRRKD 177
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transcriptional repressor [Mycobacterium phage Tweety]
Sequence ID: YP_001469278.1 Lengtn: 177 Number of Matches: 1
> See 14 more tille(s)

Range 1: 11 to 177 Genest Graphics
Score Expect Method Tdentities Positives Gaps.
333 bits(853) 9e-115 Compositional matrix adjust. 166/167(99%) 167/167(100%) 0/167(0%

Query 1 MPNEELPKNIDKRIAEAETTARAVADKAGINKATISKHRGGSQPRPSDLRMVANALGAPV 60
MPNEELPKIIDKRIAEAETTARAVADKAGINKATI SKIRGGSQPRPSDLRMVANALGAPY
Sbjct 11  MPNEELPKNIDKRIAEAETTARAVADKAGINKATISKHRGGSQPRPSOLRMVANALGAPV 70

Query 61  LEAFLAAGYLKPGDTKKIVOVDRPLIKRTDEELVKEVTRRLKEARNVNETAQTTRTPREA 128
LEAFLAAGYLKPGDTKKIVOVDRPLNKRTDEELVKEVTRRL+EARNVIETAQTTRTPREA
Sbjct 71  LEAFLAAGYLKPGDTKKIVOVDRPLHKRTDEELVKEVTRRLQEARNVHETAQTTRTPREA 130

Query 121 RQDQEGDLDAATSDTTQPROPRTGETAGAEIRDHIARSVRARQRRKD 167
RODOEGDL DAATSDTTOPROPRTGETAGAE RDRLARSVRARGRRKD
Sbjct 131 RQDQEGDLDAATSOTTQPROPRTGETAGAZ IRDIARSVRARQRRKD 177

EiDownload  GenPept Gray

immunity repressor [Mycobacterium phage Alexphander]
Sequence ID: AVO24549.1 Length: 177 Number of Matches: 1

Range 1: 11 to 177 Genest Graphics
Score Expect Method Tdentities Positives Gaps.
331 bits(849) 4e-114 Compositional matrix adjust. 165/167(99%) 166/167(39%) 0/167(0%)

Query 1 MPNEELPKNIDKRIAEAETTARAVADKAGINKATISKHRGGSQPRPSDLRMVANALGAPY 60
MPNEELPKIIDKRIAEAE TTARAVADKAGINKATI SKIRGGSQPRPSDLRMVANALGAPY
Sbjct 11  MPNEELPKNIDKRIAEAETTARAVADKAGINKATISKHRGGSQPRPSOLRMVANALGAPV 70

Query 61  LEAFLAAGYLKPGDTKKIVOVDRPLIKRTDEELVKEVTRRLKEARNVNETAQTTRTPREA 128
LEAFLAAGYLKPGDTKKIVOVDRPLNKRTDEELVKEVTRRL+EARNVIETAQTTRTPREA
Sbjct 71  LEAFLAAGYLKPGDTKKIVOVDRPLHKRTDEELVKEVTRRLQEARNVHETAQTTRTPREA 130

Query 121 RQDOEGDLDAATSDTTQPROPRTGETAGAEIRDHIARSVRARQRRKD 167
RQDQEGDLDA TSDTTOPROPRTGETAGAERDRLARSVRARGRRKD
Sbjct 131 RQDQSGDLDATTSOTTQPROPRTGETAGAZ IRDIARSVRARQRRKD 177
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Sequences producing significant alignments:

Starcevich Draft_a, function unknown, 473
Spikelee_4, function unknown, 473
Rialto_Draft_4, function unknoun, 473
Hadiba_s, portal protein, 473
J0b42_3, portal protein, 473
JalFarm20_a, portal protein, 473
simranz1_3, portal protein, 473
RockyHorror_a, portal protein, 473
Pollyuog_a, portal protein, 473
Datiorst_3, portal protein, 473
Seagreen_4, portal protein, 473
Oksu_Draft_4, function unknown, 473
UncleRicky 4, portal protein, 473
Tootsieroll 4, portal protein, 473
Stap_Draft_3, function unknown, 473
Ramsey_4, portal protein, 473
Lorde_4, portal protein, 473
Enby_4, portal protein, 473
Drago_s, portal protein, 473
Coco12_2, portal protein, 473
Buzzlyseyear_4, portal protein, 473
Velveteen_4, function unknown, 473
Sarma624 3, portal protein, 473
OwlsT21 3, portal protein, 473
Leozinho_a, portal protein, 473
Kingsley 4, portal protein, 473
Cerasum_3, portal protein, 473
Boomer_4, portal protein, 473
Bighil a, portal protein, 473
Alexphander_4, portal protein, 473
TootsiePop_3, portal protein, 473
Piper2020_3, portal protein, 473
Misha2s_a, portal protein, 473
ChickenDinner_Draft 4, function unknoun, 473
Awesomesauce 4, portal protein, 473
Hova_a, portal protein, 473
Squirty_s, portal protein, 473
Beakin 4, portal protein, 474
Bobi_4, portal protein, 473
Plumbus_a, portal protein, 473
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Score  E

Sequences producing significant alignments: (bits) Value
Starcevich Draft_51, function unknown, 115 208 4e-s4
Harley_49, HTH DNA-binding-domain protein, 101 208 4e-54
Alexphander_51, CRO protein, 101 208 4e-54
Wee_a9, function unknown, 115 207 ve-sa
Vetzran_44, Cro protein, 169 207 9e-54
5iSi_46, HTH DNA binding domain protein, 161 207 9e-54
Sandalphon_45, Cro protein, 101 207 9e-54
Royals2015_47, Cro protein, 115 207 9e-54
OwlsT2H_44, function unknown, 101 207 ge-sa
Hamulus_47, function unknown, 101 207 ge-sa
GUmbie 34, HTH DNA binding domain protein, 115 207 9e-54
Gigiouioui 43, helix-turn-helix DNA binding domain protein, 101 207 9e-54
Gandalph_45, Cro protein, 101 207 9e-54
DotProduct_43, HTH domain protein, 109 207 9e-54
Buzzlyseyear_51, function unknoun, 101 207 9e-s4
Spikelee_52, Cro protein, 161 208 1e-53
Phanphagia_40, Cro protein, 101 208 1e-53
Oksu_Draft_49, function unknown, 115 206 1e-53
Hades_26, CRO protein, 109 208 1e-53
DeadP 56, HTH domain protein, 101 208 1e-53
Bipolar_a2, HTH domain protein, 101 208 1e-53
Ramsey_47, function unknoun, 30 167 6e-a2
Radiance_Draft_47, function unknown, 80 167 ee-22
Oldsen 43, function unknown, 80 167 ee-22
DaddyRickover_Draft 46, function unknoun, 52 167 6e-42
Tueety_46, HTR DNA binding domain protein, 50 166 1e-41
Mantra_43, function unknown, 80 166 1e-a1
Karhdo_Draft_47, function unknoun, 80 166 1e-a1
Florinda_s6, HTH DNA-binding domain protein, 110 166 2e-41
Quico_S4, HTH DNA-binding domain protein, 97 162 2e-40
Girafales 55, HTH DA-binding domain protein, 97 162 2e-40
Firehouse31_26, HTH DNA-binding domain protein, 167 162 2e-40
Saal 48, function unknown, 97 161 Se-4p
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>Harley 49, HTH DNA-binding-domain protein, 101
Length = 101

Score = 208 bits (529), Expect = 4e-54
Identities = 101/101 (100%), Positives = 101/101 (100%)

HFSVAGQQPVANQKTHS LETANTRGFATKMGRVKREHKKRGIPDYAALARDIKVNKS TV 60
HFSVAGQQPVANQKTHSLETANTRGF ATKHMGRVKREHKKRGPDYAAL ARDIKVNKSTV
HFSVAGQQPVANQKTHS LETANTRGFATKMGRVKREHKKRGIPDYAALARDIKVNKS TV 60

RVIINGRARPGPDFVNAL LDANDLEFHDLFDDPRKLRPKKAA 101
RVINGRARPGPDFVNAL LDANDL EFHDL FDDPRKLRPKKAA
Sbjct: 61 RVVNGRARPGPDFVNALLDAUDLEFHDLFDDPRKLRPKKAA 101

>Alexphander_51, CRO protein, 101
Length = 101

Score = 208 bits (529), Expect = 4e-54
Identities = 161/101 (100%), Positives = 101/161 (100%)

HFSVAGQQPVANQKTHS LETANTRGFATKMGRVKREHKKRGIPDYAALARDIKVNKS TV 60
HFSVAGQQPVANQKTHSLETANTRGF ATKHMGRVKREHKKRGPDYAAL ARDIKVNKSTV
HFSVAGQQPVANQKTHS LETANTRGFATKMGRVKREHKKRGIPDYAALARDIKVNKS TV 60

RVIINGRARPGPDFVNAL LDANDLEFHDLFDDPRKLRPKKAA 101
RVINGRARPGPDFVNAL LDANDL EFHDL FDDPRKLRPKKAA
RVMNGRARPGPDFVNAL LDAWDLEFHDLFDDPRKLRPKKAA 101
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30 bits (2404), Expect = 0.0

Identities = 473/473 (100%), Positives = 473/473 (100%)
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transcriptional repressor [Mycobacterium phage WIVsmall]
Sequence ID: YP_008059939.1 Length: 101 Number of Matches: 1
b See 4 more title(s)

Range 1:1to 101 Genpet Graohis

Score Expect Method Tdentities Positives Gaps
200 bits(531) 7e-68 Compositional matrix adjust. 101/101(100%) 101/101(100%) 0/101(0%)

Query 1 MFSVAGOQPVANQKTHSLETANTRGFAIKHGRVKRENKKRGIPDVAALARDHKVIKSTVH 68
HESVAGOQPVANIQKTHSL ETAMTRGEATKHGRVKRENKKRGIPDY AL ARDHKVIKS TV
Sbjct 1 MFSVAGOQPVANGKTHSLETAMTRGFAIKHGRVKRENKKRGIPDYAALARDHKVIKSTVI 68

Query 61 RVANGRARPGPDFVNALLDANDLEFHDLFDDPRKLAPKKAA 101
RVINGRARPGPDFVNAL LDAUDL EFHDLFDDPRKLRPKKAA
Sbjct 61  RVMNGRARPGPDFVNALLDAUDLEFHDLFDDPRKLAPKKAA 101

EDownload v GenPept Graphics

transcriptional repressor [Mycobacterium phage SiSi]
Sequence ID: YP_008051172.1 Length: 101 Number of Matches: 1
> See 10 more title(s)

Range 1:1to 101 Genpet Graohis
Score Expect Method Tdentities Positives Gaps
207 bits(528) 2e-67 Compositional matrix adjust. 100/101(99%) 101/101(100%) 0/101(0%)

Query 1 MFSVAGOQPVANQKTHSLETANTRGFAIKHGRVKRENKKRGIPDVAALARDHKVIKSTVH 68
HFSVAGOQPVAIIQKTHSL ETAMTRGE ATKHGRVKRENKKRGPDYAAL ARDHKVIKS TV
Sbjct 1 MFSVAGOQPVANGKTHSLETAMTRGFATKHGRVKRENKKRGIPDYAALARDHKVIKS TV 68

Query 61 RVANGRARPGPDFVNALLDANDLEFHDLFDDPRKLAPKKAA 101
RVINGRARPGPDFVNAL LDAUDL EFHDLFDDPRKLRPK=AA
Sobjct 61  RVMNGRARPGPDFVNALLDANDLEFHDLFDDPRKLAPKRAA 101
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red 4

Incorporating Jnet
A Protein Secondary Structure Prediction Server

ip & Tutoral

Match found in PDB

‘The sequence you submitted is similar to those with known structure. These may provide a more accurate
‘secondary structure assignment than a JPred prediction

HFyou still want to carry out a Jpred prediction click ~ continue

Hits found

Show

entries

PDB  Chai Description Blast Evalue
Txen  F Trimethylamine methyltransferase 2607
Txen E Trimethylamine methyltransferase 2607
7xen D Trimethylamine methyltransferase 2607
Txen  C Trimethylamine methyltransferase 2607
Txen B Trimethylamine methyltransferase 2607
Txen A Trimethylamine methyltransferase 2607
Txd  F Trimethylamine methyltransferase 2607
Tl E Trimethylamine methyltransferase 2607
7xl D Trimethylamine methyltransferase 2607
Tl C Trimethylamine methyltransferase 2607
7xl B Trimethylamine methyltransferase 2607
Txl A Trimethylamine methyltransferase 2607

‘Showing 1 to 13 of 13 entries First Previous 1 Next Last
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Alignment of PDB hits to your sequence

>7xen_F mol:protein length:563 Trimethylamine methyltransferase
Length = 563

Score = 54.3 bits (129), Expect = 2e-07
Identities = 7/16 (43%), Positives = 9/16 (56%), Gaps = 3/16 (18%)

Query: 41 GIPDYAA--LARDHKV 54
P YA
325 GLPSYVAGSS-DAKV 339

sbict

>7xen_E mol:protein length:563 Trimethylamine methyltransferase
Length = 563

Score = 54.3 bits (129), Expect = 2e-07
Identities = 7/16 (43%), Positives = 9/16 (56%), Gaps = 3/16 (18%)

Query: 41 GIPDYAA--LARDHKV 54
P YA
Sbjct: 325 GLPSYVAGSS-DAKV 339

>7xcn_D mol:protein length:563 Trimethylamine methyltransferase
Length = 563

Score = 54.3 bits (129), Expect = 2e-07
Identities = 7/16 (43%), Positives = 9/16 (56%), Gaps = 3/16 (18%)

Query: 41 GIPDYAA--LARDHKV 54
P YA

Sbjct: 325 GLPSYVAGSS-DAKV 339

>7xen_C mol:protein length:563 Trimethylamine methyltransferase
Length = 563

Score = 54.3 bits (129), Expect = 2e-07
Identities = 7/16 (43%), Positives = 9/16 (56%), Gaps = 3/16 (18%)

Query: 41 GIPDYAA--LARDHKV 54
P YA
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Referenc
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences: 85,331,075 total letters
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Job title: Protein Sequence

RID

Query ID
Description
Molecule type
Query Length

OROSXT4DO1N (Expires on 03-12 02:10 am)
Idl|Query_70508

unnamed protein product

amino acid

473

Database Name nr-

Description All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding
environmental samples from WGS projects

Program BLASTP 2.13.0+ b

Other reports: pSearch Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment] [MSA viewer]

©Graphic Summary,

Analyze your query with SmartBLAST
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Score
Sequences producing significant alignments: (bits) Value

Wee_S0, antirepressor, 334
Vetzran_45, antirepressor, 334
Tueety_47, antirepressor, 334

Starcevich Draft_52, function unknown, 334
Stap_Draft_4s, function unknoun, 334
s5isi_a7, prophage antirepressor, 334
Ruby_46, antirepressor, 334

Rockne_45, antirepressor, 334
Pollyuog_46, antirepressor, 334
Poenanya_47, antirepressor, 334

PHC_a2, Function unknown, 334
MisterCuddles_47, helix-turn-helix DNA binding domain protein, 334
Mantra_24, function unknoun, 334
Madiba_43, antirepressor, 334
Krakatau_as, function unknown, 334
Karhdo_Draft_48, function unknoun, 334
J0b42_38, antirepressor, 334

Harley S0, antirepressor, 334
Hamulus_48, function unknown, 334

GUmbie 35, antirepressor, 334

Girr_a3, antirepressor, 334
Gigibuioui_44, antirepressor, 334
Doomphist 47, antirepressor, 334
Buzzlyseyzar_52, antirepressor, 334
Boomer_50, function unknown, 334
BlueCrab_Draft_52, function unknown, 334
Blexus_43, antirepressor, 334

Zerg 46, antirepressor, 334
RockyHorror_a8, function unknoun, 334
Phasih_as, antirepressor, 334
DotProduct_44, antirepressor, 334
RedBird_a4] function unknown, 334
Dorothy_44, antirepressor, 334
Hadiien_32, antirepressor, 335
Chuckly_47, function unknown, 335
Simranzl_47, HTH DNA binding protein, 333
Frankie_51, DNA binding protein, 334

i3

i3
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Sliee 50, antirepressor, 334
Length = 334

Score = 688 bits (1776), Expect = 0.0
Identities = 334/334 (100%), Positives = 334/334 (100%)

1 IISELQRINRGVCPTPGKKQYRSQAEANRIQRQKYAGHGHRKERLYAYQPSGEHUHLTHH 60
HSELORTNRGVCPTPGKKQYRSQAEANRKOROKYAGHGNRKERL YAYQCPSGEHHHLTHH
© 1 ISELQRINRGVCPTPGKKQYRSQAEANRHQRQKYAGHGHRKERLYAYQLPSGEHUHLTHH 60

61 TPEVQQTVFDKTTGQPGLVPTSNAFEGHNVRHVFTDQPYLVAKDVCEARGISKYRDAIVQ 120
TPEVQQTVFDKTTGQPGLVPTSNAFEGHNVRHVFTDQPYLVAKDVCEARGISKYRDAIVQ
61 TPEVQQTVFDKTTGQPGLVPTSNAFEGHNVRHVFTDQPYLVAKDVCEAAGISKYRDATVQ 120

© 121 LDDDERVYLFUDTPGGPQRIVAVTEAGVHSL LITSRSPKVKPFKRNHTHEVLPSIRKTGG 180
LDDDERVYLFUDTPGGPQRIVAVTEAGVHSL LT SRSPKVKPFKRHITHEVLPSIRKTGG
© 121 LDDDERVYLFVDTPGGPQRIVAVTEAGVHSL LITSRSPKVKPFKRNHTHEVLPSTRKTGG 186

181 YSAVDTNIALPDRKTLAQUVVEAE TRAELAEAKALELSVPASAKNELAEASGDYSVSDAS 240
VSAVDTNIALPDRKTLAQHVVEAE TRAELAEAKAL ELSVPASAWNEL AEASGDYSVSDAS
181 YSAVDTNTALPDRKTLAQUVVEAE TRAELAEAKALELSVPASAKNELAEASGDYSVSDAS 240

© 241 KVLSRDPAVNIKERALFQYISSIGHVFKRQGRIKAYRDQLETGRLAEKVAKPFLHESRGE 300
KVLSRDPAVNIKERALFQYHSSTGHVFKRQGRIKAYRDQLETGRLAEKVAKPFIHESRGE
241 KVLSRDPAVNIKERALFQYHSSTGHVFKRQGRIKAYRDQLETGRLAEKVAKPFUHESRGE 300

361 WVNGEPTVRITPKGLAELHKRLGGTGQLALAAVS 334
WIVNGEPTVRITPKGLAE LHKRLGGTGQLALAAVS
: 301 WNGEPTVRITPKGLAELHKRLGGTGQLALAAVS 334
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RID
Query ID
Description
Molecule type
Query Length

ZFDFI116013 (Expires on 06-02 05:02 am)
Icl|Query_38588

unnamed protein product

amino acid

335

Database Name
Description

Program

nr
All non-redundant GenBank CDS translations-+PDB+SwissProt-+PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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Distribution of the top 100 Blast Hits on 100 subject sequences &
Mouse over to see the title, click to show alignments
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anti-repressor Ant [Mycobacterium phage Tuveety]
anti-repressor Ant [Mycobacterium phage RockyHorror]
anti-repressor Ant [Mycobacterium phage DotProduct]
‘anti-repressor Ant [Mycobacterium phage Dorothy]
‘anti-repressor Ant [Mycobacterium phage Chuckly]

'DINA binding protein [y cobacterium phage Frankie]

'HTH DNA binding protein [V cobacterium phage SimranZ1]
anti-repressor Ant [Mycobacterium phage Estaver!
antirepressor Ant [Mycobacterium phage KristaRAM]
‘antirepressor [Mycobacterium phage Phalconet]
anti-repressor Ant [Mycobacterium phage Fruitioop]
‘anti-repressor Ant [Mycobacterium phage SuperGrey]
anti-repressor Ant [Mycobacterium phage Filuzino]
anti-repressor protsin [Mycobacterium phage RitSun]
anti-repressor Ant [Mycobacterium phage Demsculpinboyz]
‘anti-repressor Ant [Mycobacterium phage Nivrat]

694
693
693
691
689
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694
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99%
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99%
99%
99%

00
00
00
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00
00
00
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00
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00
00
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00
00
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100.00%
99.70%
99.70%
99.70%
99.70%
96.11%
9731%
95.81%
95.51%
95.81%
95.51%
95.21%
95.21%
95.81%
95.51%
9491%

YP 0014692801
YP ong636112.1
YP 009638405.1
Ye ongse2010.1
YP 00905455 1
Auxg1977.1

aqT2se50.1

Ye 0091242301
YP 009959000 1
UXED0341

Ye 002817311
YP 009962818.1
YP 0090570341
oxeorannt

YP 0099637541
YP 009960518.1
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ant-repressor Ant [Mycobacterium phage Tweety]
Sequence ID: YP_001469280.1 Length: 334 Number of Matches:
> See 22 more

=(s)

Range 1: 1 to 334 Genpet Graohis
Score Expect Method Tdentities Positives Gaps
694 bits(1791) 0.0 Compositional matrix adjust. 334/334(100%) 334/334(100%) 0/334(0%)

Query 1 HSELQRINRGVCPTPGKKQYRSQAEANRHQROKYAGHGIIRKERLYAYQCPSGEHIHLTHH 60
MSELORTNRGYCPTPGKKOYRSQAEANIRHOROKYAGHGIIRKERL YAYOCPSGEHHLTHH
Sbjct 1 MSELQRINRGVCPTPGKKQYRSQAEANRUIQROKYAGHGIIRKERLYAYQCPSGEHIHLTHH 68

Query 61 TPEVQQTVEDKTTGQPGLVPTSUAFEGHIVRHVFTDQPYIVAKDVCEARGISKYRDAIVO 120
TPEVOQTVEDKTTGQPGLVPTSNAFEGHIVRHVFTOQPYWVAKDVCEAAGISKYRDATVY
Soict 61 TPEVQQTVFDKTTGQPGLVPTSUAFEGHIVRHVFTDQPYINAKDVCEARGISKYRDAIVG 120

Query 121 LDDDERVYLFVDTPGGRQRMVAVTEAGUHSLLMLSRSPKVKPFKRUNTHEVLPSIRKTGG 150
LODDERVYLFVDTPGGPORMVAVTEAGUASL LI SRSPKVKPEKRIITHEVL PSTRKTGG
St 121 LODDERVYLFVDTPGGPQRMVAVTEAGUSLLMLSRSPKVKPFKRUMTHEVLPSTRKTGG 150

Query 181  YSAVDTNIALPDRKTLAQHWEAETRAELAEAKALELSVPASAMNELAEASGDYSVSDAS 240
'YSAVDTHIALPDRKTLAQUVVEAE TRAEL AEAKAL EL SVPASAWIELAEASGDYSVSDAS
Sbjct 181 YSAVDTNIALPDRKTLAQMWEAETRAELAEAKALELSVPASAWNELAEASGDYSVSDAS 240

Query 241 KVLSROPAVIITKERALFOYISSIGHVFKRQGRHKAYRDOLETGRLAEKVAKPFUHESRGE 30
KVLSROPAVITKERALFQYNSSTGHVFKROGRIKAYRDOLETGRL AEKVAKPFUHESRGE
Sojct 241 KVLSROPAVITKERALFQYNSSIGHVFKRQGRAKAYRDQLETGRL AEKVAKPFUHESRGE 30

Query 301 LWIGEPTVRITPKGLAELHKRLGGTGQLALAAVS 334
VHGEPTVRITPKGLAELFKRLGGTGOLALAAVS
Shict 301 WVNGEPTVRITPKGLAELHKRLGGTGOLALAAVS 334
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NP_251113.1

NP_249844.1

PF03374.17

PF10547.12

PF02498.20

TIGRO2681

PF10553.12

hypothetical protein PA2423
[Pseudomonas aeruginosa PAOT]

hypothetical protein PA1153
[Pseudomonas aeruginosa PAOT]

3 ANT; Phage antirepressor protein
KIlAC domain

;P22 AR_N ; P22_AR N-terminal domain

; Bro-N;; BRO family, N-terminal domain

phage_pRha; phage regulatory protein,
tha family. Members of this protein
family are found in temperate phage
and bacter

$ MSV199 ; MSV199 domain
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StajRaw SD |Gemomic |Spacer |final |Sequence of the Region |Starc|Scart  |ORT
% |score [z value [pisvancelscore |Upscream of che Svarc |Codon|Posivion [tengeh
L J2.213 [z |13 |3.315 |AGACARCGAGGAAGARGCTCGA |ATG [35737  |1008
2 1701|0205 13 8.747 | TCTGACCCACCACACACCCGAG |GG |3ss2é |ale
2 |2.s76 |z.as0 13 -4.022 | CACACCCGAGGTGCAGCAGACC |GTG |assas  |a04
s |casex 22 10 -4.637 |GAACGCGTICGAGGGCCACAAC |GTG |36004  |738
s |s.ose (1485 10 5.741 | CGAGGGCCACAACGIGOGGCAC |GTG 36013 |725
6 2756 |2.00  1a -5.141 |GOCCTACTGGGTIGCCARGGAC |GTG |3604s €53
7 |-an 2328 e 5.107 | CCAACTGGACGACGACGARAGE |GTG |3e1ls  |e27
o 2751 |85 18 -4.05% | CGACGARAGGGTGTACCIGIIC |GTG |36127  |e1s
s |23 [1ee2 12 5.070 | CACCCCTGGCGGACCGCAACGE |ATG |361s4  |ses
10 -aas2 [1.e0s 7 -5.514 |GGTCGCGGTCACCGAGGCAGET |GTG |36178  |sed
1 |22 [2.ses 18 5.113 |GGCAGGTGIGIGGICACTGETC |ATG |36153  |sés
12 |-as7s (1522 1 -5.732 | CATGATCAGCCGGICACCGRAG |GTG |3e214  |s28
12 |aesz |26 s -S.€42 |GGTGAAGCCGTICAAGCGGTGE |ATG |3623s  |s07
14 -ases |2.s6  1a -4.531 |CAAGCGGTGGATGACACATGAG |GTG |36247 455
15 -aei0 |z.086 7 -5.333 | GOGGTGGATGACACATGAGETG |TTG |36250 452
16 |s.a0e (1362 17 -7.308 | CCGCARGACTCTTGOCCAGTGE |GTG |3633s 408
17 |-aen |zasi 10 -4.372 | CGAGCTGGCTGAGGCGRAGGCE |TTG |36375  |3€3
10 |-aser |z.085 10 -4.561 |GGCTGAGGCGAAGGCGTIGEAG |TTG |3eass  |3s7
15 -aase |20z e -4.380 | TCCGGCGTCGGOGTGRARTGAG |TTG |3e4ls 327
20 -a4s0 1702 12 5.27¢ | CGAGGCATCGGGIGACTACICE |GTG |3e4dz  |300
21 |s.a1s 1 13 ~6.460 | CTCGGTGTCGGATGOGTCGRRG |GG |36460  |282
22 6520 (0176 11 =7.277 | GGTGCTGTCCCGCGACCCGECE (GTG |a6481  |261
23 |-e.see (0788 10 -7.281 |GGAACGCGCICTGTICCAGTAC |aTG |aesia  |228
24 2067 2.088  1e S.663 | TTGGAAGGCGTACCGCGATCAG |TTG |36s74  |168
25 |-a.225 |2.369 |7 -4.745 | GACGGGTCGICTCGCGGAGRRA |GTG |36€01 141
26 [-a31 1532 s -4.505 | GCATGAGICTCGCGGTGAGTGE |GTG |36ed0  |102
27 -a0ss |z.ase 12 -3.885 |GTGGGTGAATGGTGAGCCCACE |GTG |3cese  |o4
20 |-aas2 |2z 17 5.342 | GGTGCGGATCACGCCGRAGGGT |TTG |36675 |63
25 2260 |32 13 -4.28¢ |CACGCCGAAGGGTTIGGCGGAG |TTG |3cess |54
30 -a.4ss 1700 12 5.280 | CGGTGGCACCGGGCARCTCGEG |TTG |36724 |18
31 —e.z23 0.775 10 7212 CGEGCAACTCGCGTTGECGECC GTG 36733 S
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Putative conserved domains have been detected, click on the image below for detailed results.
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

inghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters
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Mouse-over to show defiine and scores. Click to show alignments

Color Key for Alignnent Scores

<ao 40-50

L —————

0 50





image587.png
=cors

Sequences producing significant alignments: (bits) Value
Harley 51, function unknown, 71 12 9e-3:
Krakatau_a6, function unknown, 71 123 1e-3:
Yorick 48, function unknown, 71 1a1  se-3:
UncleRicky 49, function unknown, 71 141 6e-3
Tootsieroll 51, function unknoun, 71 1a1  se-3:
Sabbb_S¢, function unknown, 71 1a1  se-3:
Ruby_47, function unknoun, 71 141 6e-3
Royals2015_50, function unknown, 71 1a1  se-3:
Phatniss_a7, function unknown, 71 1a1  se-3:
MisterCuddles_48, function unknown, 71 1a1  se-3:
L1i5_46, function unknoun, 71 141 6e-3
Leozinho_49, function unknown, 71 1a1  se-3:
Girr_49, function unknoun, 71 1a1  se-3:
Drago_48, function unknoun, 71 141 6e-3
Dirtiicgirt 45, function unknown, 71 11 6e-3:
Wee_51, function unknown, 71 120 se-3:
Tuesty_48, function unknown, 71 130 se-3:
Rockne_46, function unknown, 71 120 se-3:
PIC_43, function unknown, 71 120 se-3:
Boomer_51, function unknown, 71 120 se-3:
TDanisky_52, function unknown, 71 130 1e-3:
Sparkdehlily 52, function unknoun, 71 130 1e-3:
Aubs_47, function unknown, 71 13 2e-3:
Hamulus_49, function unknown, 71 138 2e-3:
GUmbie 25, function unknown, 71 138 2e-3:
Gigiouloui_4s, function unknown, 71 138 2e-3:
BuzzLyseyear_53, function unknoun, 71 139 2e-3:
Avani_57, function unknown, 71 138 2e-3:
Sandalphon_51, function unknown, 71 139 3e-3:
Redsird_a5, function unknown, 71 138 3e-3:
Poenanya_a8, function unknown, 71 139 3e-3:
Olympiasaint 49, function unknoun, 71 138 3e-3:
Nivrat 25, function unknown, 71 138 3e-3:
Lilhoolah_47, function unknown, 71 138 3e-3:
Joba2_a9, function unknown, 71 139 3e-32
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>Harley 51, function unknown, 71
Length = 71

Score = 144 bits (362), Expect = 9e-35
Identities = 76/71 (98¥), Positives = 70/71 (98%)

Query: 1 NSFSFYAEPTQILKRGHGGVTVGLGENNGSELAYLHVGDGYREGDVLLDADELTDLIDQL 60
1ISFSFYAEPTQILKRGHGGYTVGLGENNGSELAYLHVGDGYR GDVLLDADELTDLIDQL
1 HSFSFYAEPTQILKRGHGGYTVGLGENNGSELAYLHVGDGYRNSDVLLDADELTDLIDQL 62

61 TIIRUAIREPR 71
TIIRNAIREPR
: 61 TITRNAMREPR 71

>Krakatau_a6, function unknown, 71
Length = 71

Score = 143 bits (361), Expect = le-34
Identities = 76/71 (98¥), Positives = 71/71 (160%)

: 1 IISFSFYAEPTQILKRGHGGVTVGLGENNGSELAYLHVGDGYREGDVLLDADELTDLIDOL 60
1ISFSFYAEPTQILKRGHGGYTVGL GENNGSELAYL+VGDGYREGDVLLDADELTDLIDQL.
1 IISFSFYAEPTQILKRGHGGVTVGLGENNGSELAYLYVGDGYREGDVLLDADELTDLIDOL 60

61 TIIRUAIREPR 71
TIIRNAIREPR
61 TITRNAMREPR 71
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RID
Query ID
Description
Molecule type
Query Length

ZHBGGHHFO13 (Expires on 06-02 22:41 pm)
Idl|Query_21416

unnamed protein product

amino acid

72

Database Name
Description

Program

nr
All non-redundant GenBank CDS translations+PDB-+SwissProt +PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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Distribution of the top 77 Blast Hits on 77 subject sequences &
Mouse over to see the title, click to show alignments

Color key for alignment scores
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‘ypothetical protein 15H45_gp051 [Mycobacterium phage Harley]
‘hypothetical protein I5HS5 gp46 [Mycobacterium phage Krakatau]

‘hypothetical protein CL6E 9048 [Mycobacterium phage Draggl

‘hypothetical protein PBI TWEETY 48 [Mycobacterium phage Tweety]
ypothetical protein SEA SPARKDEHLILY 52 [Mycobacterium phage Sparkdehily]
ypothetical protein SEA AUBS 47 [Mycobacterium phage Aubs]

‘hypothetical protein CL78 9057 [Mycobaclerium phage Avani]

‘hypothetical profein HAMULUS 49 [Mycobacterium phage Hamulus|

‘hypothetical protein M509 gp049 [Mycobacterium phage Job42]

‘hypothetical protein PBI LLAVA 53 [Mycobacterium phage Liama|

‘hypothetical protein 5H59_gp46 [Mycobacterium phage Mahavrat]

‘hypothetical protein I5H52 gp051 [Mycobacterium phage Kersh]

hypothetical protein M184 gp35 Mycobacterium phage WIVsmalll
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YP 0090578721
YP 0000589002 1
YP 008016126.1
YP 0014502811
YP 0091872081
UxEDds191

YP 0080131521
YP 008400131
YP 008126830.1
YP 005200602.1
YP 0099503111
YP 000058503.1
YP 008059936 1
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hypothetical protein I5H45_gp051 [Mycobacterium phage Harley]
Sequence ID: YP_009957872.1 Length: 71 Number of Matches: 1

b See 1 more title(s)

Range 1:1to 71 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
144 bits(362) Se-43 Compositional matrix adjust.  70/71(99%) 70/71(98%) 0/71(0%)

Query 1 NSFSFYAEPTOILKRGHGGVTVGLGENIGSELAYLHVGDGYREGDVLLOADELTOLIDOL 62
HSFSFYAZPTQILKRGHGGVTVGLGENNGSELAYLHVGDGYR GOVLLDADELTOLIDGL
Sbjct 1 MSFSFYASPTQILKRGHGGVTVGLGENNGSELAYLHVGDGYRNGDVLLDADELTDLTDOL 60

Query 61 TIIRMAREPR 71
TIIRUAMREPR
Sbjct 61 TIIRWAMREPR 71

BiDownload + GenPept Gra

hypothetical protein I5H55_gp46 [Mycobacterium phage Krakatau]
Sequence ID: YP_009958902.1 Length: 71 Number of Matches
» See 1 more title(s)

Range 1:1to 71 Genpept Graghics

Score Expect Method Tdentities  Positives Gaps
143 bits(361) 6e-43 Compositional matrix adjust. 70/71(99%) 71/71(100%) 0/71(0%)

Query 1 NSFSFYAEPTOILKRGHGGVTVGLGENIGSELAYLHVGDGYREGDVLLOADELTOLIDOL 62
HSFSFYAEPTQILKRGHGGTVGLGENGSELAYL +VGDGYREGDVLLDADELTOLIDGL.
Sbjct 1 MSFSFYASPTQILKRGHGGVTVGLGENNGSELAYLYVGDGYREGDVL LDADELTDLIDOL 68

Query 61 TIIRWAREPR 71
TIIRUAMREPR
Sbjct 61 TIIRNAMREPR 71
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Sequences producing significant alignments:

Zerg 49, excise, 65
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Whouxphf_49, excise, 95

Veteran 47, excise, 65

UncleRicky_5e, excise, 65

Tootsieroll s3, excise, 65

TDanisky_54, excise, 65

sStarcevich Draft_ss, function unknown, 65

Stap_Draft_se, function unknoun, 65

Spoonbill 38, function unknown, 65

Spikelee 36, function unknown, 65

Sparkdehlily 54, excise, 65

sisi_49, function unknoun, 65

Shilan_29, function unknown, 65

Seagreen_51, terminase small subunit, 65

Seabastian 55, excise, 65

Scottish 43, excise, 65

SassyB_45, function unknown, 65

Sassafras_48, helix-turn-helix DiA-binding domain protein, 95
Sandalphon_52, helix-turn-helix DiA-binding domain protein, 95
Sabbb_S6, excise, 65

Ruby_43, excise, 65

Royals2015_52, excise, 65

RockyHorror_50, function unknoun, 65

Rockne 48, excise, 65
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>Zerg 49, excise, 65
Length = 65

Score = 134 bits (336), Expect = %e-32
Identities = 65/65 (100%), Positives = 65/65 (106%)

Query: 1 HSTPRUATFKEAASYLRLKSDVLIREAVKNDGLKAYPIGNGREARVDLNEVDEWIKSRSY 60
HISTPRUATFKEAASYLRLKSDVL TREAVKNDGLKAYPTGNGREARVDLNEVDEUIKSRSY
Sbjct: 1 NSTPRUATFKEAASYLRLKSDVLIREAVKNDGLKAYPIGNGREARVDLNEVDEWIKSRSY 60

Query: 61 EPRSA 65
EPRSA
Sbjct: 61 EPRSA 65

>Yorick 49, excise, 65
Length = 65

Score = 134 bits (336), Expect = %e-32
Identities = 65/65 (100%), Positives = 65/65 (106%)

Query: 1 HSTPRUATFKEAASYLRLKSDVLIREAVKNDGLKAYPIGNGREARVDLNEVDEWIKSRSY 60
HISTPRUATFKEAASYLRLKSDVL TREAVKNDGLKAYPTGNGREARVDLNEVDEUIKSRSY
Sbjct: 1 NSTPRUATFKEAASYLRLKSDVLIREAVKNDGLKAYPIGNGREARVDLNEVDEWIKSRSY 60

EPRSA 65
EPRSA
EPRSA 65
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hypothetical protein VC69_gp045 [Mycobacterium phage Inventum]
Sequence ID: YP_009125326.1 Length: 95 Number of Matches: 1
b See 4 more title(s)

Range 1: 31 to 95 Genpet Graohics

Score Expect Method Tdentities  Positives  Gaps
135 bits(340) 2e-30 Compositional matrix adjust. 65/65(100%) 65/65(100%) 0/65(0%)

Query 1 HSTPRATFKEAASYLRLKSDVLIREAVKIDGLKAYPIGHGREARVDLNEVDEKKSRSY 60
STPRUATFKEAASYLRLKSDVL IREAVKNDGLKAYPIGIGREARVDLNEVDEWKSRSY
Sojct 31 NSTPRUATFKEAASYLRLKSDVLIREAVKIDGLKAYPIGHGREARVDLNEVDEKKSRSY 98

Query 61 EPRSA 65
EPRSA
Sojct o1 EPRSA o5

EIDownload v GenPept Graphics

hypothetical protein SEA_DAWORST_51 [Mycobacterium phage DaWorst]
Sequence ID: ATN88543 1 Length: 95 Number of Matches: 1

Range 1: 31 to 95 Genpet Graohis
Score Expect Method Tdentities  Positives  Gaps
135 bits(340) 2e-30 Compositional matrix adjust. 65/65(100%) 65/65(100%) 0/65(0%)

Query 1 HSTPRMATEKEAASYLRLKSDVLIREAVKNDGLKAYPIGNGREARVDLNEVDEWIKSRSY 60
STPRUATFKEAASYLRLKSDVL IREAVKNDGLKAYPIGIIGREARVDLNEVDEWKSASY
Sojct 31 NSTPRUATFKEAASYLRLKSDVLIREAVKIDGLKAYPIGHGREARVDLNEVDEKKSRSY 98

Query 61 EPRSA 65
EPRSA
Sbjct 91 EPRSA 95
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Max | Total Query E Per
Score Score Cover value ldent

Accession
ortal protein [Mycobacterium phage Job42] 951 951 100% 00 100.00% YP 0081265041
ortal protein [
ortal protein [Mycobacterium phage Seagreen] 949 943 100% 00 99.79% YP 0091996871
904 [Mycobacterium phage Ramsey] 948 948 100% 00 99.79% YP 0022417911

/cobacterium phage RockyHorror] 950 950 100% 00 99.79% YP 0096350681

"ypothetical protein NE58_gp004 [Mycobacterium phage Velveteenl 948 948 100% 00  99.58% YP 0084095411
oorta protein [Mycobacterium phage Boomer] 948 948 100% 00  99.58% YP 0020142201
oortal protein [Mycobacterium phage Misha2s] 947 947 100% 00  99.58% YP 0099500771
Dortal protein [Mycobacterium phage Moval 945 945 100% 00  99.37% YP 0099601771
Dortal protein [Mycobacterium phage Sauiry] 944 944 100% 00  99.15% YP 0091245561
ortal protein [Mycobacterium phage Beakin] 942 942 100% 00 99.37% UVKe29911
outative portal Mycobacterium phage WIVsmall 941 941 100% 00  98.94% YP 0080509811
Dortal protein [Mycobacterium phage Bobi 926 926 100% 00 97.67% YP 008408911
Dortal protein [Mycobacterium phage Kimberiu 924 924 100% 00 97.25% YP 0091981081
Dortal protein [Mycobacterium phage Frankie] 895 895 100% 00 9577% YP 0099573041
portal protein [Mycobacterium phage Comucopia] 890 890 100% 00 9493% YP 0099557141
Dortal protein [Mycobacterium phage Quicol 888 888 100% 00 9471% YP 0091045281
ortal protein [Mycobacterium phage Mozy] 884 884 100% 00  9429% YP 0096371441
ohage portal protein (Gordonia sp_(in” high G=C Gram-positve bacteria)] 609 603 94% 00 6882% MCB12036351
Dlasmid partioning protein ParA [Rhodococcus aetherivorans 593 593 98% 00 6277% KDE142411
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 30, 2023
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Score  E

Sequences producing significant alignments: (bits) Value
Zizzle 57, function unknown, 62 125 4e-29
Yorick 52, function unknown, 62 15 4e-29
Shilan_52, function unknown, 62 15 4e-29
Priscilla 53, function unknown, 62 15 4e-29
NormanBulbielr_s3, function unknown, 62 15 4e-29
Hadiba_49, function unknown, 62 15 4e-29
Lizziana_59, function unknown, 62 15 4e-29
Koella 47, function unknown, 62 15 4e-29
Jarcob_53, function unknown, 62 15 4e-29
Cabrinians_54, function unknown, 62 15 4e-29
Buruell21 31, function unknown, 62 15 4e-29
Whouxphf_50, function unknown, 62 128 1e-2
Mozy_61, function unknoun, 62 124 1e-28
Demsculpinboyz_61, function unknown, 62 124 1e-2
Sandalphon_54, function unknoun, 62 123 22
Galactic_52, function unknown, 62 13 2e-28
Quico_61, function unknoun, 62 122 2e-28
Poenanya_51, function unknown, 62 122 22
Mutaformal3 ss, function unknown, 62 122 2e-28
Jabbauokkie 65, function unknoun, 62 122 2e-28
Gandalph_53, function unknown, 62 122 22
Doomphist_51, function unknoun, 62 122 22
Hamulus_52, function unknown, 62 122 3e-28
GUmbie 36, function unknown, 62 122 3e-28
Chead 38, function unknoun, 62 122 3e-28
BuzzLyseyear_S8, function unknoun, 62 122 3e-2
TDanisky_57, function unknown, 62 122 ae-2
Sparkdehlily 57, function unknoun, 62 122 4e-2
Seabastian_57, function unknown, 62 122 4e-2
Oldsen_S6, function unknown, 62 122 4e-2
Ogopogo_55, function unknown, 62 122 4e-2
Ofultron 57, function unknown, 62 122 4e-2
0Ochil7 55, function unknown, 62 122 4e-28
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>Zizzle 57, function unknown, 62
Length = 62

Score = 125 bits (313), Expect = 4e-29
Identities = 62/62 (100%), Positives = 62/62 (106%)

Query: 1 NSTSAPKHRSVCQLSGEVRPSGLIKALAEFDARQHREAAELEALREENARLRCRLQELGE 60
1S TSAPKHRSVCQLSGEVRPSGLUKALAEFDARQIREAAEL EALREENARLRCRLQELGE.
Sbjct: 1 NSTSAPKHRSVCQLSGEVRPSGLWKALAEFDARQHREAAELEALREENARLRCRLQELGE 60

Query: 61 TA 62
T
Sbict: 61 TA 62

>Yorick_52, function unknown, 62
Length = 62

Score = 125 bits (313), Expect = 4e-29
Identities = 62/62 (100%), Positives = 62/62 (106%)

Query: 1 NSTSAPKHRSVCQLSGEVRPSGLIKALAEFDARQHREAAELEALREENARLRCRLQELGE 60
1S TSAPKHRSVCQLSGEVRPSGLUKALAEFDARQIREAAEL EALREENARLRCRLQELGE.
Sbjct: 1 NSTSAPKHRSVCQLSGEVRPSGLWKALAEFDARQHREAAELEALREENARLRCRLQELGE 60

Query: 61 TA 62
T
Sbjct: 61 TA 62
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Description
Molecule type
Query Length

7ZHFCBSZWO16 (Expires on 06-02 23:47 pm)
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Program
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portal protein [Mycobacterium phage Job42]
Sequence ID: YP_008126594.1 Length: 473 Number of Matches: 1
b See 5 more title(s)

Range 1: 1 to 473 Genpet Graohis

Score Expect Method Tdentities Positives Gaps
951 bits(2458) 0.0 Compositional matrix adjust. 473/473(100%) 473/473(100%) 0/473(0%)

Query 1 MLDDREIRDVIAAMAQIHLSERSHLDRIGDVAKGIRGVPEVPESAEQETKDLARLSVKNY 68
MLDDRETRDVI AAMHOTHL SERSILDRIGDYAKGIRGVPEVPESAEQETKDLARLSVKIN
Sbjct 1 MLDDREIRDVIAAMAQIHLSERSHLDRIGDVAKGIRGVPEVPESAEELKDLARLSVKNY 68

Query 61 LGLVVDSFAQNLSVIGYRSADAQDNDPAVRTWQANRNDARQSSVYVPALTYGASYHTVTA 126
LGLVVDSFAQNL SVTGYRSADAQDIDPARIHQANIRHDARQSSVYVPALTYGASYNTVTA
Sbjct 61 LGLVVDSFAQNLSVTGYRSADAGDNDPAURTWGANRNDARQSSVYVPALTYGASYHTVTA 126

Query 121 GPIGPVLSPRSPAQILTAYVDPVADEHPQYALENHVTOVDAKLRRRGRLYDDEFAYDLDL 150
‘GPNGPYLSPRSPKOTLTAYVDPVADENPOYALEILNTOVDAKL RRRGRLYDDEFAYDLOL
Sobjct 121 GPNGPVLSPRSPKQILTAYVDPVADEHPQYALEVHVTOVDAKLRRRGRLYDDEFAYDLDL 150

Query 181 GEVSESDPTLRSASHPISVWDGDPVPHGATYGGERVCPVWRFVIGRDADGAIVGEVAPL 240
GEVSESDPTLRSASHPISVVVDGDPVPHGATYGGERVCPVVRFVIIGROADGATVGEVAPL
Sbjct 181 GEVSESDPTLRSASHPISVVVDGDPVPHGATYGGERVCPWRFVIGRDADGAIVGEVAPL 240

Query 241  IRDQQATNSVNFDRLVVSRFGAFPOVITGHTASPSEILAASAKRVWAFEDEDVDAKALP 30
TRDQQATNSVNFDRLVVSREGAFPOKVI TGHTASPSE 1L AASAKRVIAFEDEDVDAKALP
Sbjct 241 TRDQQATNSVNFDRLWSRFGAFPQVITGHTASPSELLASAKRVWAFEDEDVDAKALP 360

Query 301 AADTGOVIDILDEMIOHVANRAQISPAQVTGKIVIISAEALARAEAQORKLOAKRDSFG 360
‘AADTGQYNDILDENTQHVAMRAQTSPAQVTGKIVIIMSAEAL AAAEANQORKL QAKRDSFG
Sojct 301 AADTGQYNDILDEMIQHVANRAQISPAQVTGKIVISAEALAMAEAIQURKLOAKRDSFG 360

Query 361 ESHEQULRLAAEIDGDEETAADSGAEVVHRDTEARAFGAVVDGITKLVAAGVOLRDWVHL 420
ESHEQVLRLAAEIDGDEETAADSGAEVVIRDTEARAFGAVVDGITKLVAAGVQLRDVVHL
Soict 361 ESWEQULRLAAEIDGDEETAADSGAEVVURDTEARAFGAVVDGITKLVAAGVOLROWHL 420

Query 421 VPGLSQOQIKATKDSIQOSTVVDLVSSIRQGAATAQROPQUGDIAGRTVAQSD 473
VPGLSQOQTKATKDS IQQSTVVDLVSSTRGGAATAQRPOVGDIAGRTVAQSD
Sbjct 421 VPGLSQQIKATKDSIOQSTVVDLVSSIRQGAATAQROPQUGDIAGRTVAQSD 473
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‘hypothetical protein AUOSE 0054 [Mycobacterium phage Cabrinians]
hypothetical protein FGG28 gp061 [Mycobacterium phage Mozy]

‘hypothetical protein 15102 0p061 [Mycobacterium phage Demsculpinboyz]

‘hypothetical protein N850 0p063 [Mycobacterium phage Jabbavokie]

‘hypothetical protein FDGS7_gp055 [Mycobacterium phage Mutaforma13]

‘hypothetical protein PBI CHEQD 58 [Mycobacterium phage Chedd]

‘hypothetical protein I5H41 gp052 [Wycobacterium phage Galactic

‘hypothetical protein FGG38 gp47 [Mycobacterium phage DotProduct]

‘hypothetical protein CL77_9p050 [Mycobacterium phage GUmbe]

‘hypothetical protein I5H15_gp050 [Wycobacterium phage Blexus]

ypothetical protein SEA WHATSAPIECOST 51 [Mycobadterium phage Whatsapiecost]
‘hypothetical protein PBI LLAMA 57 [Mycobacterium phage Liama]

‘hypothetical protein HAMULUS 52 [Mycobacterium phage Hamulus]
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hypothetical protein AU0B8_gp054 [Mycobacterium phage Cabrinians]
Sequence ID: YP_009189776.1 Length: 62 Number of Matches: 1

»See 10 more title(s)

Range 1: 1 to 62 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
124 bits(311) 1e-35 Compositional matrix adjust. 62/62(100%) 62/62(100%) 0/62(0%)
Query 1 NSTSAPKHRSVCQLSGEVRPSGLIKALAEFDARQUREARELEALREEINRLACRLOELGE 62

HSTSAPKHRSVCQL SGEVRPSGLHKALAEFDARGREAAELEAL REENARLRCRLQEL GE
Soict 1 NSTSAPKHRSVCQLSGEVRPSGLIKALAZFDARQUREARELEALREEIARLRCRLQELGE 62

Query 61 A &2
™
sojct 61 Ta 62

EiDownload v GenPept Graphics

hypothetical protein FGG28_gp061 [Mycobacterium phage Mozy]
Sequence ID: YP_009637201.1 Length: 62 Number of Matches: 1

»See 3 more title(s)
Range 1: 1o 62 GenPest Grashics

Score Expect Method Tdentities  Positives Gaps
123 bits(309) 3e-35 Compositional matrix adjust. 61/62(98%) 62/62(100%) 0/62(0%)
Query 1 NSTSAPKHRSVCQLSGEVRPSGLIKALAEFDARQUREARELEALREEINRLRCRLOELGE 62

HSTSAPKHRSVCQL SGEVRPSGLHKALASFDA+QVREAAEL EALREENARLRCRLQEL GE
Soict 1 NSTSAPKHRSVCQLSGEVRPSGLIKALAZFDAKQUREAAELEALREEARLRCRLQELGE 62

Query 61 TA &2
™
hict €1 TA 62
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ScafRaw S0 [Genomic [Spacer [Final [Sequence of the Region [Starc[svarc [oms
3 [score |z value [pisvance|score [Upstream of che Scarc |Codon|Posivion [Lengen
[ ses ooz |7 -5.508 |GTAGTTATGAGCCGAGGTCOGE |GG [37233  |185
2" aese (180 10 -4.552 |GICTGCTCCTARGCATCGGAGT |6Tc |37263  |185
3 |-s.053 2438 |1e -4.885 |GGGTGAGGTICGCCCGICIGRG |TTG |37295  |123
s |-2.cac |2.es0 |o -3.868 | CCCGTCTGGGTIGIGEARAGCE |TTG [37311  |111
s |-s.3s2 [1s0s s 6.352 | GGOGGAGTICGACGCGAGGCAG |ATG |3733s |87
¢ |-s.30¢ 1847 |20 -5.000 | GCAGATGCGTGAGGCTGOGGAG |TTG |37353  |€s
7 |23 par aa -3.755 | TGAGGCTGOGGAGTIGEARGCG |TTG |37362 |60
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),

programs”, MNucleic Acids Res. 2

‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
389-3402.

Database: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters

Query=
(82 letters)

Sequences producing significant aligaments:

Starcevich Draft 57, function unknown, 81
Cheod_s9, Function unknoun, 81
Latretium 55, function unknown, 81
TurkishDelight_114, phosphatase, 239
Fede_s, DNA helicase, 416

ValentiniPuff 38, function unknown. 121

Distribution of 6 Blast Hits on the Query Sequence

Mouse-over to show defiine and scores. Click to show alignments

Color Key for Alignnent Scores

<ao 40-50
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>Chesd 59, function unknoun, 81
Length = 51

Score = 170 bits (430), Expect = le-42
Identities = 81/81 (100%), Positives = 81/81 (100%)

Query: 1 FKSFVETPIGTVVVTTRPGNRTDEEYAPWETWIAHRLARFALDGYDSLSSARAAHKVIAS 60
FKSFVETPIGTVVTTRPGNRTDEEYAPHETWIAHRLARFANDGYDSLSSARAAHKVIAS

Sbjct: 1 IKSFVETPIGTVVVTTRPGNRTDEEYAPWETWIAHRLARFALDGYDSLSSARAAHKVIAS 60

Query: 61 DPEWLANEVLEVARSVKSVPA 51
DPEWLANEVLEYARSVKSVPA

Sbjct: 61 DPEWLANEVLEVARSVKSVPA 51

>Latretium 55, function unknown, 81
Length = 51

Score = 167 bits (422), Expect = le-41
Identities = 80/81 (95¥), Positives = 50/81 (95%)

Query: 1 FKSFVETPIGTVVVTTRPGNRTDEEYAPWETWIAHRLARFALDGYDSLSSARAAHKVIAS 60
FKSFVETPIGTVWTTRPGH TDEEYAPWETWIAHRLARFANDGYDSLSSARAAHKVIAS.
Sbjct: 1 IKSFVETPIGTVVVTTRPGNITDEEYAPHETWIAHRLARFALDGYDSLSSARAAHKVIAS 60

Query: 61 DPEWLANEVLEVARSVKSVPA 51
DPEWLANEVLEYARSVKSVPA
Sbjct: 61 DPEWLANEVLEYARSVKSVPA 81
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RID 7HGVMSSKOIN (Expires on 06-03 00:12 am)

Query ID Icl|Query_491576 Database Name nr
Description unnamed protein product Description All non-redundant GenBank CDS translations+PDB-+SwissProt+PIR+PRF excluding
Molecule type amino acid environmental samples from WGS projects
Query Length 82 Program BLASTP 2.14.1+ b Citation

Other reports: p Search Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment] [MSA viewer]
Analyze your query with SmartBLAST

Sraphic Summary.

how Conserved Domains

Distribution of the top 2 Blast Hits on 2 subject sequences ©
Mouse over to see the title, click to show alignments

Color key for alignment scores
W<40 W 40-50 M 50-80 Wso200  M>=200





image624.png
O) hypothetical protein PBI CHE9D 59 [Mycobacterium phage Chedd]
O). hypothetical protein SEA LATRETIUM 55 [Mycobacterium phage Latretium]

166 166 98% 1e51 100.00% NP 8180321
163 163 98% 1e-50 98.77% 0XO12855.1

ments

BiDownload + GenPept Graphics

hypothetical protein PBI_CHE9D_59 [Mycobacterium phage CheSd]
Sequence ID: NP_818032.1 Length: 81 Number of Matches: 1
» See 1 more title(s)

Range 1:1 to 81 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
166 bits(421) 1e-51 Compositional matrix adjust. 81/81(100%) 81/81(100%) 0/81(0%)

Query 1 MKSFVETPIGTVWVITRPGNRTDEEVAPWETWIAHRLARFANDGYDSLSSARARHKVIAS 60
HKSFVETPIGTVVVTTRPGRTDEEYAPHE THIAHRLARF AHDGYDSL SSARARHKVIAS.
Sbjct 1 MKSFVETPIGTWVITRPGNRTDEEYAPWETHIARRLARFAUDGYDSLSSARARHKVMAS 60

Query 61 DPEWLANEVLEVARSWKSVPA 51
DPENLANEVLEVARSVKSVPA
Sbjct 61 DPEWLANEVIEVARSWKSVPA 51

¥ Next ‘& Descriptions

Related Information

Gene - associated gene details
‘alphaFold Structure - 3D structure displays
Identical Proteins - dentical proteins to
NP_s18032.1

BiDownload + GenPept Graphics

hypothetical protein SEA_LATRETIUM_55 [Mycobacterium phage Latretium]
Sequence ID: @X012855.1 Length: 81 Number of Matches: 1

Range 1: 1 to 81 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
163 bits(413) 1e-50 Compositional matrix adjust. 80/81(99%) 80/81(98%) 0/81(0%)

Query 1 MKSFVETPIGTVWVITRPGNRTDEEVAPWETWIAHRLARFANDGYDSLSSARARHKVIAS 60
FKSFVETPIGTVVVITRPGH TDEEYAPHETHIAHRLARFANDGYDSLSSARARHKVMAS
Sbjct 1 MKSFVETPIGTWVITRPGNITDEEYAPWETHIAHRLARFAUDGYDSLSSARARHKVIAS 60

Query 61 DPEWLANEVLEVARSWKSVPA 51

A Previous 4 Descriptions
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Stajaaw S0 _[Genomic [Spacer |Final [sequence of the Region |starc|stars fomr
3 [score |z value [pisvance|score [Upstream of che Scarc |Codon|Posivion [Lengen
[ i-1sss [sams |18 3.860 | GTGAGGAGAACGCACGOCTGOG |GG [a7388  [27¢
E TR PP Y -4.385 | TACARGAACTAGGAGARACAGC [cTG [a7418  |24¢
3 |-s.3se 13ss 10 6.043 |GAGARACAGCGTGAAGTCCITT |GTG (37430 234
s |c.e7 jo72s s -7.352 | GGARACGCCGATCGGCACGETC |GTG |a7454  |210
s |-se17 reoo 7 ~6.340 | RACGCCGATCGGCACGGTCGTG |GTG |a7457  |207
c |-a.ses |25 |14 -4.531 |GGAGACGTGGATCGCCCATCGE |TTG |a7526  |138
7 |-a.ss2 2023 1a -5.285 | TTCGGCGAGGGCIGCICATARG |GTG |a7586 |78
o |-a.ss2 2023 17 5.542 |GGCGAGGGCTGCICATARGGTG |ATG |a7585 |75
s |-s.e2 e e ~6.463 |GGTICICGAGTACGCACGGICT |GTG |a7643 |21
10 -a.817 1600 14 -€.164  GTACGCACGGTCTGIGAAGICG GTG 37652 12
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‘Gapped BLAST and PSI-BLAST: a new generation of protein database se
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Sequences producing significant alignments: (bits) Value
Starcevich Draft_s8, function unknown, 186 381 e-108
Chead_66, Function unknoun, 185 318 3e-57
Byougenkin_51, function unknown, 197 201 7e-79
Yoshi_65, Function unknoun, 210 283 2076
Ches_36, function unknoun, 204 283 2078
Seagreen 53, NKF protein, 197 229 275
Royals2e15_56, function unknown, 183 275 3e-7a
Hahavrat 51, function unknown, 236 23 2073
VRedHorse_53, function unknown, 208 262 3e-70
Demsculpinboyz_63, function unknown, 245 260 1e-69
Spikelee_66, function unknown, 207 228 4e-66
Maravista Draft_s9, function unknown, 225 228 se-s6
Beakin_55, function unknown, 205 228 se-66
KristaRAH_S6, function unknown, 207 226 2e-65
Sassafras_s1, function unknown, 213 223 1e-s4
Tnventum_28, function unknown, 213 223 1e-s4
Alexphander_58, function unknoun, 216 227 1e-62
Ogopogo_58, function unknown, 181 232 se-s2
Hadiba_51, function unknown, 191 230 2e-60
SassyB_47, function unknown, 165 223 1e-s8
PopTart_a7, function unknown, 168 223 1e-s8
Tootsieroll 55, function unknoun, 204 222 4e-ss
Ramsey_54, Function unknown, 204 222 4e-s
Quico_B2, function unknoun, 201 222 4e-ss
Florinda_65, function unknown, 261 222 4e-s8
J0b42_56, function unknoun, 204 221 se-ss
DillTechis_se, function unknown, 200 220 1e-57
Ruby_50, function unknown, 215 218 se-57
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>Chedd_60, function unknown, 185
Length = 185

Score = 318 bits (816), Expect = 3e-57
Identities = 163/188 (36%), Positives = 168/185 (59%), Gaps = 5/188 (2%)

Query: 1 HNLVERLNANFNNVIHDGLAAFGGHVDPHLARLERQAMSNALGRDIGLDYADCLAAVEAE 60
HNLVERLNA FNNVIHDGLA GGHVDPWLARLERQAHSNALGRDAGLDY D L AVEAE
Sbjct: 1 HNLVERLNARFNNVIHDGLAVLGGHVDPHLARLERQAMSNALGRDVGLDFGDVLVAVEAE 60

Query: 61 EEVHEP--SAGHRVSADSSSTAVGDIGPGAGHVPPHPAPGPSNPLNTYVAGPLGEATPGD 118
EEVHEP SA RVSAD S +VGDIGPGAGHVPP PAPGPSNPLNTYVAGPLGEAT
Sbjct: 61 EEVHEPRSSAERRVSADOSPVSVGDIGPGAGHVPPLPAPGPSNPLNTYVAGPLGEAT

-7

Query: 119 EFMELGEYLDTATAEELAARQQREVSEDDLTHRIAEARY THPHSKAAESSSHYIAKALL 178
EFMELGE+LDTATAEELAANRQOREVSE DL THRIAEARYTWPHSKAAESSSHYIAK LL
Sbjct: 118 EFMELGEFLDTATAEELAAMRQOREVSEGDLTHRIAEARY THPHSKAAESSSHYIAKYLL 177

Query: 179 ETYRITPK 186
E YRITP+
Sbjct: 178 ENVRITPR 185

>Byougenkin_51, function unknoun, 197
Length = 197

Score = 291 bits (744), Expect = 7e-79
Identities = 154/197 (78%), Positives

158/197 (80%), Gaps = 11/197 (5%)

Query: 1 HNLVERLNANFNNVIHDGLAAFGGHVDPHLARLERQAMSNALGRDIGLOYADCLAAVEAE 60
HNLVERLNA FNNVIHDGLAAFG VDPWLARLERQAHSNALGRDAGLDY D L A EAE
Sbjct: 1 HNLVERLNARFNNVIHDGLAAFGAVVDPHLARLERQAMSNALGRDVGLDFGDVLVAAEAE 60

Query: 61 EEVHEPSAGHRVSADSSSTAVGDIGPGAGHVPPHPAPGPSNPLNTYVAGPL-
EEVHEPSA RVSAD SST VGDIGPGAGUVPP PAPGPS L
Sbjct: 61 EEVHEPSAERRVSADPSSTPVGDIGPGAGHVPPPPAPGPSKCTCPTTECELLAEDICDEA 120

NprEY

Query: 112 --GEAIPGDEFIELGEYLDTATAEELAANRQQREVSEDDLTHRIAEARYTPHSKAAESS 169
E 1 GDEFIELGE+LDTATAEELAANRQQREVSE DLTHRIAEARYTHPHSKAAESS
Sbjct: 121 EESELTAGDEFHELGEFLDTATAEELAAMRQQREVSEGDL THRTAEARYTHPHSKAAESS 180

Query: 170 SHYIAKALLETYRITPK 186
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Description
Molecule type
Query Length

ZHHVHXPUO16 (Expires on 06-03 00:29 am)
Idl|Query_38624

unnamed protein product

amino acid

187

Database Name
Description

Program

nr
All non-redundant GenBank CDS translations-+PDB+SwissProt+PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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StajRaw SD |Gemomic |Spacer |Final |Sequence of the Region |Starc|Scart  |ORE
3 [score |z value [pisvance|score [Upscream of che Scarc |Codon|Posivion [Lengen
[ -2.57¢ [paso |12 3.812 |ACGGARGGGAGGIGTAGCIGOG |ATG [2155  [1422
2 ssm [123s 10 6.266 | TGATGATCGCGAGATACGCGAT |GTG |2226  |1355
3 |-s.3es 133 s ~6.414 |GATACGCGATGIGATCGCCGCA |ATG |2238 1383
s |7.0se jos7 s -7.830 | CARAGATCTAGCTCGGCTGICA |GTG |2367  |1254
s |-sass 1s20 14 -5.501 |GTCAGTGAAGAACGTICTAGET |TTG |2385  |123¢
¢ |-s.s28 [1sac |20 -S.622 | TTCGTICGOCCAGAATCIGICG |GTG |2418  |1203
7 |-s.02s |1ses 10 -4.720 | GOGAATTTGGCAGGCGRACCGE |ATG |2487 (1134
o |-c.a2e jo.e2 s 7.202 | GTCGTCGGTATATGTICCTGEE TG |2523 1058
s |-3.2ss |2.388 |12 4.050 |CTTGACGTACGGGGCGTCGTAC |ATG |2544  |1077
10 |-3.2s8 |2.385 |1e -5.555 | GTACGGGGCGTCGTACATGACE |GTG |2550  |1071
11 |-s.0se 1ser e -5.803 | GACTGCTGGCCCARATGETCCG |GTG |2574  |1047
12 |-s.0se |1se7 s -4.832 | TGCTGGCCCARATGETCCGGTG |TTG |2577  |1044
13 |-s.ass 1252 |10 ~6.145 | TGATGAGTGGCCGCAGTATGEG |TTG 2652 |s€s
1s |-s.s28 |1sse 13 5.574 | GTGGCCGCAGTATGOGTIGEAG |ATG |2658  |s€3
1s |-2.525 |2.513 |13 -3.574 |GGTCACTCAGGTIGATGOGARG |TTG |2685  |s3¢
1c |-e.s23 |o.77s s -7.25% | GAAGTTGOGTCGCCGTGECCGE TG |2703 |s1e
17 a7 2aes 7 -5.254 |CTATGACCTIGATCTGGGTGAG |GG |2745  |87¢
16 |-s.275 [1.37¢ |5 7.275 | CGCTICICATCCGATCAGTGTT |6Te |2756  |s2s
15 |-3.s38 2218 |s -4.313 | TGTTGTGGICGATGGIGATCCA |GTG |2014  |s07
20 |-a.02¢ [2.066 12 -3.862 |CGCTACTTATGGTGGCGAGCGT |GTG |2047  |774
21 sisss (1085 13 =7.001 | TGGTGGCGAGCGTGIGIGECCT |GTG |2856  |76s
22 -e.708 [o.ees 10 7.402 | TGGCGAGCGTGIGIGECCTGTG |GTG |2885  |762
23 |-as0s [2.087 10 -6.105 | TGACGGTGCGATIGIIGECGAG |GTG |2507  |714
24 2576|2450 10 -3.671 |GATTGTTGGCGAGGTGECACCE |TTG |2916  |708
25 -a.02s (1582 13 5.071 | TGATCAGCAGGCGATCAATICG |GTG |2546  |€75
26 |-7.025 [0.s32 10 -7.705 | TTCGGTGAATITIGATCGICTG |GTG |2564 |est
27 |s.a0e [1.a15 17 7.406 | GTTCGGGGCGTICCCCCAGRAG (GG |2957 €24
28 |-a.ess [1se1 |16 ~6.€51 |TCTAGCGGCGTCCGCTARGCGT |GTG |30s4  |se7
25 2508|2522 |7 -4.431 |GTACAACGACATICTGGATGAG |ATG (3138 483
30 |-s.528 |1.sac |20 -S.622 | TGAGATGATCCAGCATGTIGEG |ATG |a1se  |4es
31 |-s.e08 1120 |7 -7.331 |GGOGCAGATTTCGCCGGCICAG |GTG |a1ea 438
32 |-2.300 217 |13 -3.346 |GOCGGCICAGGTGACGGGCARG |ATG 3155 |42¢
33 |2.300 2817 |1e -4.05¢ |GGCICAGGIGACGGGCARGATG |GTG |aise 423
3s |-3.s38 2218 |7 -5.061 |GGTGACGGGCAAGATGGTGAAT |ATG (3204 417
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nypothetical protein PBI_CHESD_60 [Mycobacterium phage Chedd]
Sequence ID: NP_818033.1 Length: 185 Number of Matches: 1
> See 1 more title(s)

Range 1: 1 to 185 Genpet Graohis

Score. Expect Method Tdentities Positives Gaps
303 bits(776) 2e-102 Compositional matrix adjust. 163/188(87%) 168/188(89%) 5/188(2%)

Jery 1 PILVERLNAHFNNVIHDGLAAFGGHVDPHLARL ERQAVISHALGRDIGLDYADCLAAVEAE | 60
FNLVERLNA FINVIHDGLA GGHVDPHLARL ERQAHSHALGRD GLD D L AVEAE
Sojct 1 MLVERLNARFNNVIHGLAVLGGINDPHLARLERQAISHALGROVGLDFGOVLVAVEAE 60

Jery 61 EEVHEP--SAGHRVSADSSSTAVGDLGPGAGHVPPHPAPGPSIIPLITYVAGPLGEATPGD 115
EEVHEP SA AVSAD S VGDIGPGAGUVPP PAPGPSIPLNTYVAGPLGEAL
bjct 61 EEVHEPRSSAERRVSADQSPVSVGDLGPGAGHVPPLPAPGPSIIPLITYVAGPLGEAT -~ 117

Jery 119 EFMELGEVLDTATAEELAAMRQOREVSEDDL THRIAEARYTUPHSKAAESSSHYIAKALL 178
EFMELGE+DTATAEEL AMNROOREVSE DL THRIAEARYTUPHSKAAESSSHYIAK (L
Sbjct 118 EFMELGEFLDTATAEELAAMRQOREVSEGDLTHRIAEARYTHPHSKAAESSSHYIAKYLL 177

wery 179 ETYRITPK 185
£ VRITP+
bict 178 ENRITPR 185

SDownioad v GenPept Graphics

NKF protein [Mycobacterium phage RitSun]
Sequence ID: QXG07437.1 Length: 186 Number of Matches: 1

Range 1: 1 to 186 Genest Graohics

Score Expect Method Tdentities Positives Gaps

289 bits(740) Se-97 Compositional matrix adjust. 165/186(89%) 167/185(89%) 0/186(0%)
Jery 1 PILVERLNAHFNNVIHDGLAAFGGHVDPHLARL ERQAVISHALGRDIGLDYADCLAAVEAE | 60

FNLVERLNA FINVIHDGLA G VDPHLARLERQAHSHALGRDI +DY D L AVEAE
Sojct 1 PLVERLNARFNNVIHDGLALVGAVVDPHLARL ERQUISNALGRDISHDYGOVLVAVEAE 60

Jery 61  EEVHEPSAGHRVSADSSSTAVGDIGRGAGIPPHPAPGRSIIPLITYVAGPLGEATPGDEF 120
EEVHEPS GHRVSA S5 GDIGPGAGMVPP PAPGPSIPLNTYVAGPLGEATPGDEF
Sbjct 61 EEVHEPSVGHRVSAGOSSATAGDIGPGAGWPPPPAPGPSIPLITYVAGPLGEATPGDEF 120

Jery 121 MELGEVLDTATAEELAANRQQREVSEDDL THRIAEARYTWPHSKAAESSSHYIAKALLET 180
MELGE+(DTATAEEL AAVROQREVSE DL THRIAEARYTWPHSKAAESSSHYTAK LLE
Sbjct 121 MELGEFLDTATAEELARMRQQREVSEGDL THRTAEARYTWPHSKARESSSHYTAKYLLEN 180

Jery 181 YRITPK 185
YRITPK
Sbjct 181 YRITPK 186
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1 ezpaB Eukaryotic translation initiation factor 3 545 53 247 52 84 814
subunit B; Translational Inhibition, SARS-
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ScafRaw S0 [Genomic [Spacer [Final [Sequence of the Region [Starc[svarc [oms
3 [score |z value [pisvance|score [Upstream of che Scarc |Codon|Posivion [Lengen
1 isa1s 1au s 6.185 |AGGTGATGGCGTCGGATCCGGA [GTG [a7606  |e1s
2" aeae (1550 1s -6.435 |GGICTGTGAAGTCGGTGECGEE |GTG |a7660  |seL
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10 |-c.cos (o.733 |14 -7.5%¢ |GGCAGACTCGICATCCACTGEG |GTG |a7500 321
11 |-s.1e0 1.s2s s 5.554 | TGACATIGGTCCCGGCGOGGGE |ATG |37527  |294
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Databas

: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters
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Score  E

Sequences producing significant alignments: (bits) Value

Starcevich Draft_s9, function unknown, 92
DaddyRickover_Draft_54, function unknoun, 92

Zerg_54, function unknoun, 92
RockyHorror_55, function unknoun, 92
Kenuhas_s2, function unknoun, 92
Seabastian_60, function unknown, 92
Rockne_56, function unknown, 92
PHC_52, function unknown, 92
Oksi_Draft_59, function unknown, 92
Ofultron_68, function unknown, 92
0chi17_58, function unknown, 62
Modragons_59, function unknoun, 92
Llama_60, function unknoun, 92
Estavel 58, function unknown, 92
Boomer_60, function unknown, 92

AlpineSix Draft_63, function unknown, 92

DillTech15 52, Function unknown, 92
Constella 110, function unknown, 92
simranz1 55, function unknown, 92
Ogopogo_88, function unknown, 92
Scottish_53, function unknown, 92
Ritag_s0, function unknoun, 92
PHappiness_50, function unknown, 92
Pacca_s9, function unknown, 92
Nimbo_29, function unknoun, 92
Leperchaun_a7, function unknown, 92
Kinghidas_54, function unknoun, 92
JoeyIr_50, function unknoun, 92
Geralt_se, function unknown, 92
Daenerys_49, function unknown, 92
UncleRicky_54, function unknoun, 92
Rita_s6, function unknoun, 92
Phatniss_53, function unknown, 92
Hadiien_S3, function unknown, 92
Lorde_55, function unknoun, 92
L1351, function unknoun, 92
Drago_53, function unknoun, 92
Dirtiicgirt 54, function unknown, 92
Chuckly_S8, function unknoun, 92
BobaPhett_59, function unknown, 92
Junioerl Draft 55. function unknown.

o
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202 3e-s2
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>DaddyRickover_Draft_54, function unknown, 92
Length = 52

Score = 202 bits (513), Expect = 3e-52
Identities = 89/92 (96%), Positives = 90/92 (97%)

Query: 1 HLTPDSKPAWNDHHQTNWADLPVTTNPPIIADLSHLQEFEDLAAAVISELDRVGGHPFIPP 60
HILTPDSKPAWNDHHQTNWADLPVTTNPPHADLSHLQEFED ARAVMSELDR GGHPFIPP
Sbjct: 1 NLTPDSKPAWNDHHQTNWADLPVTTNPPIIADL SHLQEFEDRAAAVISELDRAGGHPFIPP 60

Query: 61 UHWETEPTIHEQUNGDAVVGLLHDYLTTGEAA 92
VHWETEPTTHEQ+NGDAVVGLLHDYL TTGEAA
Sbjct: 61 UHWETEPTINEQUNGDAVVGLLHDYLTTGEAA 92

>Zerg_54, function unknoun, 92
Length = 52

Score = 200 bits (529), Expect = Be-52
Identities = 89/92 (96%), Positives = 90/92 (97%)

Query: 1 HLTPDSKPAWNDHHQTNWADLPVTTNPPIIADLSHLQEFEDLAAAVISELDRVGGHPFIPP 60
HILTPDSKPANNDHHQTNWADLPVTTNPPHADL SHLQEFEDL ARAVMSELDRVGGHPFIPP
Sbjct: 1 NLTPDSKPAWNDHHQTNWADLPVTTNPPIIADL SHLQEFEDLAAAVISELDRVGGHPFIPP 60

Query: 61 UHWETEPTIHEQUNGDAVVGLLHDYLTTGEAA 92
VHWETEPTIHEQUNGDAVVGLL DYLT GHAA
Shict: 61 WHWETEPTIWEOVNGDAVVGLLRDYLTEGDAA 92
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RID
Query ID
Description
Molecule type
Query Length

7HKBOVVC013 (Expires on 06-03 00:53 am)
Idl|Query_51524

unnamed protein product

amino acid

93

Database Name
Description

Program

nr
All non-redundant GenBank CDS translations-+PDB+SwissProt-+PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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000000000 DO0ODO0OOO

‘hypothetical protein FGGS7_gp055 [Mycobacterium phage RockyHorror]
‘hypothetical protein BOOMER 60 [Mycobacterium phage Boomer]
‘hypothetical protein PBI LLAVA 60 [Mycobacterium phage Liamal
‘hypothetical protein I5H27_gp052 (Mycobacterium phage DillTech15]
‘hypothetical protein CONSTELLA 110 [Mycobacterium phage Constelia
‘hypothetical protein SimranZ1_55 [Wycobacterium phage SimranZ1]
ypothetical protein SEA OGOPOGO 60 [Mycobacterium phage 0gopogo]
9049 [Mycobacterium phage Pacc40l

‘hypothetical protein I5H31 gp059 [Mycobacterium phage Eish]
‘hypothetical protein CL68 9053 [Mycobacterium phage Draga]
‘hypothetical protein ISH76_gp053 [Wycobacterium phage Phasin]
‘hypothetical protein SEA AUBS 56 [Mycobacterium phage Aubs]
‘hypothetical protein [5H34_gp053 [Mycobacterium phage Empress]
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hypothetical protein FGG57_gp055 [Mycobacterium phage RockyHorror]
Sequence ID: YP_009636119.1 Length: 92 Number of Matches: 1

b See 4 more title(s)

Range 1: 1 to 92 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
181bits(456) 3e-57 Compositional matrix adjust. _89/92(97%) 90/92(97%) 0/92(0%)

Query 1 NLTPDSKPAWDHHQTNHADLPVTTNPPYADLSHLOEFEDLARAVNSELDRVGGHPFIPP 62
HILTPDSKPAMDHHQTHHADLPVTTNPPHADL SHLOEFEDLAAAVHSELDRVGGHPFIPP
Soict 1 NLTPOSKPAWDHHQTNAADLPVTTNPPYADLSHLQEFEDLARAVNSELORVGGHPFIPP 62

Query 61 WHWETEPTIWEQUNGDAWGLLHDVLTTGEAA 92
VHUETEPTIWEQUGDAWGLL DVLT GeAA
Sbjct 61 WHETEPTIWEQUNGDAWGLLROVLTEGOAA 92

EiDownload + GenPept Graghics

hypothetical protein BOOMER_60 [Mycobacterium phage Boomer]
Sequence ID: YP_002014276.1 Length: 92 Number of Matches: 1

b See 6 more title(s)

Range 1:1to 92 Genpept Graghics
Score Expect Method Tdentities  Positives  Gaps
178 bits(452) Se-56 _Compositional matrix adjust. 88/92(96%) 88/92(95%) 0/92(0%)

Query 1 NLTPDSKPAWDHHQTNHADLPVTTNPPYADLSHLOEFEDLARAVNSELDRVGGHPFIPP 62
FIL_ DSKPAMDHHOTHHADLPVTTIPPHADL SHLOEFEDLAAAVHSE LORVGGUPFIPP
Soict 1 NLDRDSKPAWMDHHQTNAADLPVTTNPPYADLSHLQEFEDLARAVNSELORVGGHPFIPP 62

Query 61 WHWETEPTIWEQUNGDAWGLLHDVLTTGEAA 92
HUETEPTIWEQUNGDAW LL DVLTTGEAA
Sbjct 61 HIETEPTINEQUNGDAWALLRDYLTTGEAA 92
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[Raw s

staf |cenomic [spacer [sinal [sequence of the Region [starc[stars [ome
3 [score |z value [pisvance|score [Upscream of che Scarc |Codon|Posivion [Lengen
[ |-2.2ce [pes2 | =3.025 [CARCCARGARAGGACGCTTCOG [aTe [as2se  |275
2 eess [o.sss 11 7.652 | TCCCGTCACCACCAACCCACCA |ATG |3s3sz  |1ss
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters
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Sequences producing significant alignments:

Yorick 55, function unknown, 115
SwagPigglett 61, function unknown, 115
Starcevich Draft_60, function unknown, 115
Shilan_55, function unknown, 115
Saal_s8, function unknown, 115
Priscilla_s6, function unknown, 115
Pippy_54, function unknoun, 115
Olympiasaint_s8, function unknown, 115
NormanBulbielr_56, function unknown, 115
Hartik Draft_s7, function unknown, 115
Lizziana_62, function unknown, 115
LastJedi_50, function unknown, 115
Koella 55, function unknown, 115
Karhdo_Draft_Ss, function unknoun, 115
Jarcob_s6, function unknown, 115
Gorge_60, function unknoun, 115
C1ifton_51, function unknown, 115
Cabrinians_57, function unknown, 115
Buruell21 34, function unknown, 115
Brocalys_51, function unknown, 115
Zizzle 60, function unknown, 115
Rita_s7, function unknoun, 115
Madiizn_54, function unknown, 115
Kersh_58, function unknown, 115
Estavel 59, function unknown, 115
Chuckly 59, function unknown, 115
UncleRicky 55, function unknown, 115
Phatniss_53, function unknown, 115
-_s6, function unknown, 115
52, function unknoun, 115
Drago_54, function unknoun, 115
Dirthcgirt 55, function unknown, 115
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Databas

: Actinobacteriophage Proteins as of Mar 03, 2023
435,703 sequences; 84,277,352 total letters
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>Yorick_55, function unknown, 115
Length = 115

Score = 239 bits (611), Expect = 1e-63
Identities = 115/115 (100%), Positives = 115/115 (100%)

1 MRRSEKNWRYWITHPLLIAAGIIGPGLAAPHAHADITSDAFVMALDSEGITYSSKPAVIN 60
RRSEKNWRYWIITHPLLTAAGT TGPGLAAPHAHADI TSDAFVMALDSEGITYSSKPAVIN
1 MRRSEKNWRYWITHPLLIAAGITGPGLAAPHAHADITSDAFVMALDSEGITYSSKPAVIN 60

: 61 AGKAICNILDTGATHYEASILVRDNSHLNLDDAGYFVGAATASFCPEHLSGTGUY 115
AGKATCNILDTGATHYEASILVRDNSHLNLDDAGYFVGAATASFCPEHLSGTGUY
: 61 AGKAICNILDTGATHYEASILVRDNSHLNLDDAGYFVGAATASFCPEHLSGTGHY 115

>SuagPigglett_61, function unknown, 115
Length = 115

Score = 239 bits (611), Expect = 1e-63
Identities = 115/115 (100%), Positives

115/115 (100%)

RRSEKNHRYWITHPLLIAAGTIGPGLAAPHAHADI TSDAFVMALDSEGITYSSKPAVIN 60
RRSEKNWRYWIITHPLLTAAGT TGPGLAAPHAHADI TSDAFVMALDSEGITYSSKPAVIN
RRSEKNHRYWITHPLLTAAGTTGPGLAAPHAHADI TSDAFVMALDSEGITYSSKPAVIN 60

AGKATCNILDTGATHYEASILVRDNSHLNLDDAGYFVGAATASFCPEHLSGTGUY 115
AGKATCNILDTGATHYEASILVRDNSHLNLDDAGYFVGAATASFCPEHLSGTGUY
Sbjct: 61 AGKATCNILDTGATMYEASTLVRDNSNLNLDDAGYFVGAATASFCPEHLSGTGHY 115
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Query ID Icl|Query_92039 Database Name nr
Description unnamed protein product Description All non-redundant GenBank CDS translations+PDB-+SwissProt+PIR+PRF excluding
Molecule type amino acid environmental samples from WGS projects
Query Length 116 Program BLASTP 2.14.1+ b Citation
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00000000 D0ODO0OO0ODO0OO0O

‘hypothetical protein PBI SAAL 58 [Mycobacterium phage Saal]

‘hypothetical protein I5+22_ gp059 [y cobacterium phage Chuckly]
‘hypothetical protein PBI ESTAVE1 59 [Mycobacterium phage Estavet]
ypothetical protein 15H61_gp060 [Mycobacterium phage Mattes]
‘hypothetical protein CL68 9054 [Mycobacterium phage Drago]
‘hypothetical protein AVVO7_gp057 [Mycobacterium phage Dante]
‘hypothetical protein I5+16_gp060 [Mycobacterium phage BobaPhett]
hypothetical protein SEA BYCHANCE 48 [Mycobacterium phage ByChance]
‘hypothetical protein M509 gp058 [Mycobacterium phage Job42]
‘hypothetical protein I5+29_gp58 [Mycobacterium phage Doug]
‘hypothetical protein I5H48_gp052 [Mycobacterium phage Hiubikazi]
‘membrane protein [Mycobacterium phage Sabbo]

‘hypothetical protein I5H30_gp059 [Mycobacterium phage DREY19]
‘membrane protein [Mycobacterium phage Madibal

27
233
231
230
230
229
229
228
25
224
224
224
23
2

237
233
231
230
230
229
229
228
225
224
224
224
223
22

99%
99%
99%
99%
98%
99%
99%
98%
98%
99%
98%
99%
98%
98%

1678
Be77
4e-76
TeT6
8e-76
2075
2075
4e-75
TeT4
1673
1673
273
3073
1672

100.00%
98.26%
97.39%
97.39%
98.25%
96.52%
97.39%
9737%
96.49%
94.78%
96.49%
93.91%
95.61%
95.61%

YP 000007525 1
P o0995457.1
YP 0091242501
YP 009959526 1
Ye ongote1z21
YP 009212600 1
YP 009954848 1
axear220.1

YP 0081266481
YP ongos6197.1
Ye ongosater.1
vKG0504.1

YP o09956207.1
EtS021




image659.png
hypothetical protein PBI_SAAL_58 [Mycobacterium phage Saal]
Sequence ID: YP_009007525.1 Length: 115 Number of Matches: 1
> See 16 more title(s)

Range 1: 1 to 115 Genpest Graohis
Score Expect Method Tdentities Positives Gaps
237 bits(605) 1e-78 Compositional matrix adjust. 115/115(100%) 115/115(100%) 0/115(0%

Query 1 MRRSEKIWRYIMTNPLLIAAGTIGPGLAAPHAHADITSDAFVNALDSEGITYSSKPAVIN 68
MRRSEKIRYHTNPLL TAAGTIGPGLAAPHAHADITSDAFVNALDSEGITYSSKPAVIN
Sbjct 1 MRRSEKIMRYIATNPLLIAAGTIGPGLAAPHAHADITSDAFVNALDSEGITYSSKPAVIN 68

Query 61 AGKAICNILDTGATHYEASTLVRDNSHLNLDDAGYFVGAATASFCPEHLSGTGHY 115
AGKATCHILDTGATIVEASTLVRDNSNLNLODAGYFVGARTASFCPEHL SGTGHY
Sbjct 61  AGKAICNILDTGATHYEASTLVRDNSNLNLDDAGYFVGAATASFCPERLSGTGNY 115

EiDownioad v GenPept Graphics

hypothetical protein I5H22_gp059 [Mycobacterium phage Chuckly]
Sequence ID: YP_009955467.1 Length: 115 Number of Matches: 1

»See 6 more title(s)
Range 1: 1o 115 GenPeot Graphics

Score Expect Method Tdentities Positives Gaps
233 bits(593) 8e-77 Compositional matrix adjust. 113/115(98%) 113/115(98%) 0/115(0%)

Query 1 MRRSEKIWRYIMTNPLLIAAGTIGPGLAAPHAHADITSDAFVNALDSEGITYSSKPAVIN 68
MRRSEKIRYWHTNPLLTAAGIIGPGLAAP A ADITSDAFVMALDSEGITYSSKPAVIN
Sbjct 1 MRRSEKIMRYIATNPLLIAAGTIGPGLAAPEAKADITSDAFVNALDSEGITYSSKPAVIN 68

Query 61 AGKAICNILDTGATHYEASTLVRDNSHLNLDDAGYFVGAATASFCPEHLSGTGHY 115
AGKATCHILDTGATIVEASTLVRDNSNLNLODAGYFVGARTASFCPEHL SGTGHY
Sbict 61  AGKATCNILDTGATHYEASILVRDNSNLNLDDAGYFVGAATASFCPEHLSGTGHY 115
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Sequences producing significant aligament:

Starcevich Draft_61, function unknown, 167
Alexphander_61, ihif family transcription factor, 164
Zizzle 61, WhiB family transcription factor, 164
Vorick_s6, Whi8 family transcription factor, 164
SusgPigglett_62, UhiB family transcription factor, 164
sisi_ss, whiB, 164
Shilan_s6, his, 164
5331 58, Whis, 164
Pippy_55, WhiB family transcription factor, 164
Olympiasaint 59, UhiB family transcription factor, 164
Mattes_61, Whi8 family transcription factor, 164
Maravista_Draft_62, function unknown, 165
Mantra_s3, Whi8 family transcription factor, 164
LastIedi_51, Whi8 family transcription factor, 164
Karhdo_Draft_S6, function unknoun, 164
Jarcob_57, Whi8 family transcription factor, 165
Gorge_61, thiB family transcription factor, 164
GigiOuiOui_53, WhiB family transcription factor, 164
Clifton_52, Whi8 family transcription factor, 164
Brocalys_52, transcription factor, 164
Sabbb_61, thi8 family transcription factor, 164
UncleRicky_56, UhiB family transcription factor, 164
QuickMath_58, WhiB family transcription factor, 164
Priscilla 57, WhiB family transcription factor, 164
Phatniss 35, Whis, 164
Normangulbielr 57, whis family transcription factor, 165
Martik Draft_58, function unknoun, 164
Lorde_57, uhiB family transcription factor, 164

13_53, function unknoun, 164
Lizziana_63, Whi8 family transcription factor, 164
Koella 51, uhi8 family transcription factor, 164
KimberTium 59, Uhis, 164
Drago_55, ihiB, 164
Doug_59, WhiB family transcription factor, 165
Dirtiicgirt_56, Uhif family transcription factor, 165
Cabrinians 58, lhiB, 164
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>Alexphander_61, WhiB family transcription factor, 164

Length = 164

Score = 353 bits (397), Expect = 7e-98
Identities = 163/164 (39%), Positives = 164/164 (100%)

Query:
Sbiet:
Query:
Sbiet:
Query:

Sbict:

1 ANSPFIQLAEVHTSDWRSRAICTHKDGDIWFLNESGHYTADPARRICHTCPVQAPCLKF.
HANSPF IQLAEVHT SDWRSRATCTHKDGDTWF LNESGHYTADPARRICHTCPVQAPCLKF
1 MANSPFIQLAEVHTSDWRSRAICTHKDGDIWFLNESGHYTADPARRICHTCPVQAPCLKF.

61 ALQHNEAGVIGGFSEKERARIKRGELAPVKPARF TEKECLQCGEVF EPVTRRARFCSRKC
ALQHNEAGVWGGF SEKERARTKRGELAPVKPARF TEKECLQCGEVFEPVTRRARF CSRKC
61 ALQHNEAGVHGGFSEKERARTKRGELAPVKP ARF TEKECLQCGEVF EPVTRRARFCSRKC.

121 KKRASNALRSQPSLKICTQCGGEFHGTYAQTCSNECRRAQRIGA 164
KKRASNALRSQPSLKICTQCGGEFHGTYA+TCSHECRRAQRNGA
121 KKRASNALRSQPSLKICTQCGGEFHGTYAKTCSNECRRAQRNGA 164

>zizzle 61, Whi8 family transcription factor, 164

Score

Length = 164

352 bits (904), Expect = 26-97

Identities = 162/164 (98%), Positives = 164/164 (100%)

Query:
Sbiet:
Query:
Sbiet:

Query:

Shict.

1 ANSPFIQLAEVHTSDWRSRAICTHKDGDIWFLNESGHYTADPARRICHTCPVQAPCLKF.
HANSPF IQLAEVHT SDWRSRATCTHKDGDTWF LNESGHYTADPARRICHTCPVQAPCLKF
1 MANSPFIQLAEVHTSDWRSRAICTHKDGDIWFLNESGHYTADPARRICHTCPVQAPCLKF.

61 ALQHNEAGVIGGFSEKERARIKRGELAPVKPARF TEKECLQCGEVF EPVTRRARFCSRKC
ALQHNEAGVWGGF SEKERARTKRGELAPVKPARF TEKECLQCGEVFEPVTRRARF CSRKC
61 ALQHNEAGVHGGFSEKERARTKRGELAPVKP ARF TEKECLQCGEVF EPVTRRARFCSRKC.

121 KKRASNALRSQPSLKICTQCGGEFHGTYAQTCSNECRRAQRNGA 164
KKRA#NALRSQPSLKICTQCGGEFHGTYA+TCSHECRRAQRNGA
121 KKRAANALRSQPSLKICTOCGGEFMGTYAKTCSNECRRAQRWGA 164
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WhiB family transcription factor [Mycobacterium phage Alexphander]
: AVO24508.1 Length: 164 Number of Matches: 1

0164 Genpeot Grashics
Expect Method Tdentities Positives Gaps
330 bits(870) te-117 Compositional matrix adjust. 163/164(99%) 164/164(100%) 0/164(0%)

Query 1 MANSPFIQLAEVHTSDURSRAICTHKDGOIWFLNESGHYTADPARRICKTCPVQAPCLKE 60
MANSPFIQLAEVHTSDRSRATCTHKDGDIHF LNESGHYTADPARRICITCPVQAPCLKF
Soict 1 MANSPFIQLAEVHTSDURSRAICTHKDGOIWFLNESGHYTADPARRICKTCPVQAPCLKF 60

Query 61 ALOHNEAGVUGGFSEKERARIKRGELAPVKPARFTEKECLOCGEVFEPVTRRARFCSRKC 120
ALQHIEAGVHGGF SEKERART KRGELAPVKPARF TEKECLOCGEVF EPVTRRARFCSRKC
Soict 61 ALOWNEAGVHGGFSEKERARIKRGELAPVKPARFTEKECLQCGEVFEPVTRRARFCSRKC 120

Query 121 KKRASNALRSQPSLKICTOCGGEFNGTYAQTCSNECRRAQRIGA 164
KKRASNALRSQPSLKICTOCGGEFNGTYA+ TCSHECRRAQRHGA
Sojct 121 KKRASNALRSQPSLKICTQCGGEFNGTYAKTCSNECRRAQRIGA 164

BiDownload + GenPept Graphi

WhiB family transcription factor [Mycobacterium phage Jarcob]
JVK58524.1 Length: 165 Number of Matches: 1

t0 165 Genpeot Grashics
Expect Method Tdentities Positives Gaps
338 bits(857) 4e-117 Compositional matrix adjust. 162/164(99%) 164/164(100%) 0/164(0%)

Query 1 MANSPFIQLAEVHTSDURSRAICTHKDGOIWFLNESGHYTADPARRICKTCPVQAPCLKE 60
AP IQLAEVHTSDHRSRATCTHKDGDTWF LNESGHYTADPARRICITCPVQAPCLKE.
Soict 2 MANSPFIGLAEVHTSDURSRAICTHKDGOTHFLNESGHYTADPARRICKTCPVQAPCLKF 61

Query 61 ALOHNEAGVUGGFSEKERARIKRGELAPVKPARFTEKECLOCGEVFEPVTRRARFCSRKC 120
ALQHIEAGVHGGF SEKERART KRGELAPVKPARF TEKECLOCGEVF EPVTRRARFCSRKC
Soict 62 ALOMNEAGVHGGFSEKERARIKRGELAPVKPARFTEKECLQCGEVFEPVTRRARFCSRKC 121

Query 121 KKRASNALRSQPSLKICTOCGGEFMGTYAQTCSNECRRAQRUGA 164
KKRA-NALRSQPSL KICTOCGGEENGTYA+ TCSNECRRAQRNGA
Sbjct 122 KKRAANALRSQPSLKICTOCGGEFMGTYAKTCSNECRRAQRWGA 165
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Sequences producing significant alignments: (bits) Value

Mova_s, capsid maturation protease, 241 486 e-137
21Farm20_5, capsid maturation protease, 241 a85  e-137
UncleRicky 5, capsid maturation protease, 241 a85  e-137
Lorde_s, capsid maturation protease and Muf-like fusion protein,... 485 e-137
Enby_5, capsid maturation protease and MuF-like fusion protein, 241 485  e-137
Drago_s, capsid maturation protease, 241 285 e-137
DatiorSt_s, capsid maturation protease, 241 a8 e-137
TootsiePop_5, capsid maturation protease, 241 a8 e-137
Piper2020 5, function unknown, 241 a8a e-137
Misha28_s, capsid maturation protease, 241 a8 e-137
ChickenDinner_Draft 5, function unknoun, 241 a8 e-137
Beakin_s, capsid maturation protease, 241 283 e-13
OWIsT2Ii_5, capsid maturation protease, 241 283 e-13
Leozinho_S, capsid maturation protease, 241 283 e-13
J0b42_5, capsid maturation protease, 241 283 e-13
Boomer_s, head assembly protein, 241 283 e-13
Awesomesauce_s, capsid maturation protease, 241 283 e-13
Pollyuog_5, minor capsid protein, 241 283 e-13
Velveteen 5, capsid maturation protease, 241 282 e-13
Tootsieroll s, capsid maturation protease, 241 282 e-13
Stap_Draft_4, function unknoun, 241 282 e-13
Spikelee s, capsid maturation protease, 241 282 e-13
Simranz1’s, capsid maturation protease, 241 282 e-13
Sarma624 5, capsid maturation protease, 241 282 e-13
RockyHorror_5, protease, 241 282 e-13
Ramsey_5, head assembly protein, 241 282 e-13
Madiba_s, capsid maturation protease, 241 282 e-13
Kingsley_s, capsid maturation protease, 241 282 e-13
Coco12_5, capsid maturation protease, 241 282 e-13
Cerasum_5, capsid maturation protease, 241 282 e-13
Buzzlyseyear_S, capsid maturation protease, 241 282 e-13
Bobi5, capsid maturation protesse, 241 282 e-13
BigPhil s, capsid maturation protease, 241 282 e-13
Seagreen 5, capsid maturation protease, 241 282 e-13
Dirtlicgirt 5, capsid maturation protease, 241 281 e-13
Alexphander 5, capsid maturation protease, 241 a7 e-13
Plumbus_S, AuF-like minor capsid protein, 241 a7 e-134
Kimberlium 5, capsid maturation protease, 241 a7 e134
Juiceass_s, capsid maturation protease, 241 a7 e134
Hegedechuinu_s, capsid maturation protease, 241 a7 e134
Flathead s, capsid maturation protesse and Huf-like fusion prote... 477 e-134
Squirty. 475 o134

5, capsid maturation protease, 241

s
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Reference:
Altschul, Stephen F., Thomas L. Hadden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David 3. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Hucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences: 85,331,075 total letters
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Score  E

Sequences producing significant alignments: (bits) Value
Starcevich Draft_62, function unknown, 115 233 1e-61
Seagreen_55, HTH DNA binding protein, 115 233 1e-s1
Royals2015_61, helix-turn-helix DNA binding domain protein, 115 233 1e-s1
Velveteen 53, HTH DNA binding protein, 115 251 sl
Sarma624 56, helix-turn-helix DA binding domain protein, 115 251 sl
Ovechkin 57, HTH binding domain protein, 115 251 sl
Kingsley 55, HTH DNA binding protein, 115 251 sl
Juniperl Draft_5s, function unknown, 115 251 sl
Juiceass 59, helix-turn-helix DNA binding domain protein, 115 251 sl
Ja1Farm2d_71, helix-turn-helix DNA binding domain protein, 115 251 sl
Harley_61, function unknown, 115 251 sl
Demsculpinboyz_68, helix-turn-helix DNA binding protein, 115 251 sl
Cornie 53, helix-turn-helix DNA-binding domain protein, 115 251 sl
Coc012.57, helix-turn-helix DNA-binding domain protein, 115 251 sl
Chead_B6, helix-turn-helix DNA binding protein, 115 251 sl
Ches_B3, helix-turn-helix DNA binding domain protein, 115 251 sl
Cerasum_54, HTH DNA binding protein, 115 251 sl
BigPhil 54, HTH binding domain protein, 115 251 sl
Quickiath_59, helix-turn-helix DA binding domain protein, 115 228 se-s0
Kimberlium 60, helix-turn-helix DNA binding protein, 115 228 se-s0
DotProduct_53, HTH domain protein, 115 226 1e-59
Yoshi_70, helix-turn-helix DNA binding protein, 115 208 4e-53
ThetaBob_62, helix-turn-helix DNA binding domain protein, 115 208 4e-53
TChen_S8, function unknown, 115 202 4e-s3
Renaud1s_63, helix-turn-helix DNA-binding domain protein, 115 208 4e-53
Squirty_52, function unknown, 121 o3 2e-19
Yoshi_71, function unknown, 117 2 ze-19
ThetaBob_63, function unknown, 117 2 ze-19
TChen_s9, function unknown, 117 2 ze-19
Renaud1s_64, helix-turn-helix DNA-binding domain protein, 117 D2 3e-19
Starcevich Draft_65, function unknown, 121 D1 7e-19
Zapner_73, helix-turn-helix DNA binding protein, 121 D1 se-1s
Rita_61, helix-turn-helix DNA binding domain protein, 121 D1 se-1s
Pollyuog 61, helix-turn-helix DNA binding protein, 121 D1 se-1s
Hutaformal3 64, HTH DNA binding domain protein, 121 D1 se-1s
Jabbauokkie 74, function unknoun, 121 D1 se-1s
Firehouse51 61, helix-turn-helix DNA binding protein, 121 o1 9e-19
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>Seagreen_58, HTH DNA binding protein, 115
Length = 115

Score = 233 bits (594), Expect = le-61
Identities = 115/115 (100%), Positives = 115/115 (100%)

HTGRVLTPVEVEKVAWL TRIHGHTAKQIAEQLGCHHRTVORARAKTGVAKPKPPALSTETL 60
HTGRVLTPVEVEKVAWL TRIHGHTAKQTAEQLGCHHRTVQRARAKT GVAKPKPPALSTETL.
HTGRVLTPVEVEKVAWLTRIGHTAKQTAEQLGCHHRTVORARAKTGVAKPKPPALSTETL 60

EEAARNILADGASQUEVARTLGVGQAT ISAHFRGQGHTREQS TENISFIRRYRGVA 115
EEAARHILADGASQUEVARTLGVGOAT ISAHFRGQGHTREQS TEWISFIRRYRGVA
EEAARNILADGASQUEVARTLGVGOATISAHFRGQGHTREQS TENTSFIRRYRGVA 115

>Royals2015_61, helix-turn-helix DNA binding domain protein, 115
Length = 115

Score = 233 bits (594), Expect = le-61
Identities = 115/115 (100%), Positives = 115/115 (100%)

HTGRVLTPVEVEKVAWL TRIHGHTAKQIAEQLGCHHRTVORARAKTGVAKPKPPALSTETL 60
HTGRVLTPVEVEKVAWL TRIHGHTAKQTAEQLGCHHRTVQRARAKT GVAKPKPPALSTETL.
HTGRVLTPVEVEKVAWLTRIGHTAKQTAEQLGCHHRTVORARAKTGVAKPKPPALSTETL 60

EEAARNILADGASQUEVARTLGVGQAT ISAHFRGQGHTREQS TENISFIRRYRGVA 115
EEAARHILADGASQUEVARTLGVGOAT ISAHFRGQGHTREQS TEWISFIRRYRGVA
EEAARNILADGASQUEVARTLGVGOATISAHFRGQGHTREQS TENTSFIRRYRGVA 115
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nr
All non-redundant GenBank CDS translations+PDB-+SwissProt +PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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Range 1: 1 to 115 Genpest Graohis

Score Expect Method Tdentities Positives Gaps.
233 bits(594) 4e-77 _Compositional matrix adjust. 115/115(100%) 115/115(100%) 0/115(0%)

Query 1 MTGRVLTPVEVEKVANLTRGHTAKQIAEQLGCHHRTVORARAKTGUAKPKPPALSTEIL 60
HTGRVLTPVEVEKVAWL TRAGHTAKQLAEQL GCHHRTVORARAKTGVAKPKPPAL STETL.
Sbjct 1 MTGRVLTPVEVEKVANLTRNGNTAKQIAEQLGCHHRTVORARAKTGUAKPKPPALSTELL 68

Query 61  EEARRMLADGASOIEVARTLGVGOATISAHFRGOGUTREQSTEWISFIRRYRGVA 115
EEAARNLADGASQIEVARTLGVGQATISAHFRGOGHTREQSTET SF IRRYRGVA
Sojct 61  EEARRMLADGASQNEVARTLGVGOATISAHFRGQGHTREQSIEWTSFIRRYRGVA 115
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helix-turn-helix DNA binding domain protein [Mycobacterium phage Che]
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Score Expect Method Tdentities Positives Gaps
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Query 1 MTGRVLTPVEVEKVANLTRGHTAKQIAEQLGCHHRTVORARAKTGUAKPKPPALSTEIL 60
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Sbjct 1 MTGRVLTPVEVEKVANLTRGNTATQIAEQLGCHHRTVORARAKTGUAKPKPPALSTELL 68

Query 61  EEARRMLADGASOIEVARTLGVGOATISAHFRGOGUTREQSTEWISFIRRYRGVA 115
EEAARNLADGASQIEVARTLGVGQATISAHFRGOGHTREQSTET SF IRRYRGVA
Sbjct 61  EEAARMLADGASQNEVARTLGVGQATISAHFRGQGWTREQSIEWISFIRRYRGVA 115
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HPSPTDADALQQVLSDLATLNTSQLVQLKRSYSDIAEF +RIVSAALPELVAPQLSAASIN
Sbjct: 1 HPSPTDADALQQVLSDLATLNTSQLVQLHRSYSDIAEFERIVSAALPELVAPQLSAASIV 60

Query: 61 TAQWYTETAPQLPYKASPVTEPIPEGRIQKTVSWAFHAPGEASPLDRLAGSTQRIVFDAS 120
TAQWYTETAPQLPYKASPVTEPTPEGRIQKTVSHAFHAPGEASPLDRLAGS TORHVFDAS.
Sbjct: 61 TAQWYTETAPQLPYKASPVTEPIPEGRIQKTVSHAFHAPGEASPLDRLAGSTORIVFDAS 126

Query: 121 RETVLANLENEIAAAGAPFPARTRUARYASATACPFCRILATRGAVYUSRESAGASTKYH 180
RETVLANLENETAAAGAPFPA+ TRIARYASATACPFCRILATRGAVYHSRESAGASTKYH
Sbjct: 121 RETVLANLENEIAAAGAPFPAKTRUARYASATACPFCRILATRGAVYUSRESAGASTKYH 180
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DHCRCTAVPVRPGQSYEPPPYVDKIIE-+DYQNAVTAAREDGE TKGAHGAIDTKAVLRRMTS.
Sbjct: 181 DHCRCIAVPVRPGQSYEPPPYVDKHEDDYQNAVTAAREDGE TKGAHGAIDTKAVLRRITS 240

Query: 241 A 241
A
Sbjct: 241 A 241

>Ja1Farm20_5, capsid maturation protease, 241
Length = 241

Score = 485 bits (1249), Expect = e-137
Identities = 238/241 (98%), Positives = 241/241 (100%)

Query: 1 HPSPTDADALQQVLSDLATLNTSQLVQLWRSYSDIAEFDRIVSAALPELVAPQLSAASIV 60
HPSPTDADALQQVLSDLATLNTSQLVQLKRSYSDIAEF ++TVSAALPELVAPQLSAASIN
Sbjct: 1 HPSPTDADALQQVLSDLATLNTSQLVQLHRSYSDIAEFEQIVSAALPELVAPQLSAASIV 60

Query: 61 TAQWYTETAPQLPYKASPVTEPIPEGRIQKTVSWAFHAPGEASPLDRLAGSTQRIVFDAS 120
TAQWYTETAPQLPYKASPVTEPTPEGRIQKTVSHAFHAPGEASPLDRLAGS TORHVFDAS.
Sbjct: 61 TAQWYTETAPQLPYKASPVTEPIPEGRIQKTVSHAFHAPGEASPLDRLAGSTQRMVFDAS 120
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PSSpred results for T112717
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Starcevich Draft_63, function unknown, 117
Royals2015_62, helix-turn-helix DNA binding domain protein, 117
Ovechkin_58, HTH binding domain protein, 117
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JalFarm20_72, helix-turn-helix DNA binding domain protein, 117
Velveteen 54, HTH DNA binding protein, 117

Seagreen_59, HTH DA binding protein, 117

Sarma624 57, helix-turn-helix DNA binding domain protein, 117
Quickiiath_68, helix-turn-helix DNA binding domain protein, 117
Kingsley 56, HTH DNA binding protein, 117

Kimberlium_61, helix-turn-helix DNA binding protein, 117
Harley_62, function unknown, 117

DotProduct_54, function unknown, 117

Cornie_54, helix-turn-helix DNA-binding domain protein, 117
Coco12.58, helix-turn-helix DNA-binding domain protein, 117
Chead_67, function unknown, 117

Cerasim_55, HTH DNA binding protein, 117

BigPhil 55, HTH DNA binding protein, 117

Ches_64, helix-turn-helix DNA binding domain protein, 117
Demsculpinboyz_69, helix-turn-helix DNA binding protein, 117
Juniperl Draft_se, function unknown, 107

Yoshi_71; function unknown, 117

ThetaBob_63, function unknown, 117

TChen_s9, function unknown, 117

Renaud1s_64, helix-turn-helix DNA-binding domain protein, 117
MalagasyRose_65, helix-turn-helix DNA binding protein, 117
Yoshi_70, helix-turn-helix DNA binding protein, 115
ThetaBob_62, helix-turn-helix DNA binding domain protein, 115
TChen_S8, function unknown, 115

Renaud1s_63, helix-turn-helix DNA-binding domain protein, 115
DotProduct_53, HTH domain protein, 115
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>Royals2015_62, helix-turn-helix DNA binding domain protein, 117
Length = 117

Score = 243 bits (620), Expect = le-64
Identities = 117/117 (100%), Positives = 117/117 (100%)

Query: 1 HRRGAKLPEWVVERIVALSHNGHTIGDIAKEVGCSDRTVSRVRVRHGISRGEAHDPIPEH 60
HRRGAKLPENVVERTVAL SHNGHT IGDIAKEVGCSDRTVSRVRVRHGI SRGEAHDPIPEH
Sbjct: 1 HRRGAKLPEWVVERIVALSWNGHTIGDIAKEVGCSDRTVSRVRVRHGISRGEAHDPIPEH 60

Query: 61 VLAQAARLLDDGASYTDARATVGCSRTALRRKFPGRGHDRRQAENRVIARMERAIA 117
VLAQAARLLDDGASYTDAAATVGCSRTALRRKFPGRGHDRRQCAENRVIARHERATA
Sbjct: 61 VLAQAARLLDDGASYTDARATVGCSRTALRRKFPGRGADRRQAENRVIARMERALA 117

>0vechkin_58, HTH binding domain protein, 117
Length = 117

Score = 243 bits (620), Expect = le-64
Identities = 117/117 (100%), Positives = 117/117 (100%)

Query: 1 HRRGAKLPEWVVERIVALSHNGHTIGDIAKEVGCSDRTVSRVRVRHGISRGEAHDPIPEH 60
HRRGAKLPENVVERTVAL SHNGHT IGDIAKEVGCSDRTVSRVRVRHGI SRGEAHDPIPEH
Sbjct: 1 HRRGAKLPEWVVERIVALSWNGHTIGDIAKEVGCSDRTVSRVRVRHGISRGEAHDPIPEH 60

Query: 61 VLAQAARLLDDGASYTDARATVGCSRTALRRKFPGRGHDRRQAENRVIARMERAIA 117
VLAQAARLLDDGASYTDAAATVGCSRTALRRKFPGRGHDRRQCAENRVIARHERATA
Sbjct: 61 VLAQAARLLDDGASYTDAAATVGCSRTALRRKFPGRGWDRRQUAEWRVIARMERATA 117




image57.png
RID
Query ID
Description
Molecule type
Query Length

ORGXEXSY016 (Expires on 03-12 05:05 am)
Icl|Query_998.

unnamed protein product

amino acid

242

nr
All non-redundant GenBank CDS translations-+PDB+SwissProt+PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.13.0+ b





image694.png
RID
Query ID
Description
Molecule type
Query Length

7HZ37BN3016 (Expires on 06-03 04:15 am)
Idl|Query_26774

unnamed protein product

amino acid

118

Database Name
Description

Program

nr
All non-redundant GenBank CDS translations+PDB-+SwissProt +PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation




image695.png
Distribution of the top 100 Biast Hits on 100 subject sequences &
Mouse over to see the title, click to show alignments

Color key for alignment scores

W<40 W40-50 W 50-80 Wso0-200 n

00
20 40 60 80 100





image696.png
00000000 O0ODO0OO0OO0OOODO

'DNA binding protein [Mycobacterium phage Ovechidn]
'DNA binding protein [Mycobacterium phage Chedd]

helixctum-helix DNA binding domain protein [Mycobacterium phage Ches]

'DINA binding protein [Mycobacterium phage Demsculpinboyz]

'DNA binding protein [Mycobacterium

'age Renaud1g]

‘hypothetical protein E6QS7 02545 [Desuifurellles bacterium)
‘hypothetical protein (Mycolicibacterium fortuitu)

‘hypothetical protein (Mycolicibacterium fortuitu)

‘hypothetical protein [Mycolicibacterium fortuitum]

‘hypothetical protein [Mycolicibacterium fortuitum]

‘hypothetical protein [Mycolicibacterium fortuitum]

helx-tum-helix DNA binding profein [Mycobacterium phage MalsgasyRose]
‘hypothetical protein (Mycolicibacterium fortuitu)

AraC family transcriptional regulator [Mycolicibacterium fortuitum]

233
E7)
231
226
153
152
882
863
863
859
847
840
843
843
836

233
232
231

226
153
152
882
83
83
859
847
840
843
843
836

99%
99%
99%
99%
94%
94%
87%
77%
77%
77%
77%
73%
84%
77%
73%

4e77
2076
5e-76
2074
3e-d5
de-d5
1e-19
5e-19
Te-19
9e-19
2018
3e-18
de-18
de-18
Se-18

100.00%
99.15%
98.29%
95.73%
66.07%
66.07%
46.73%
50.55%
50.55%
50.55%
50.55%
51.72%
4854%
50.55%
50.57%

YP 0092112221
NP 8180401

NP 8174021

YP 009963767.1
YP o09613075.1
YP ongeatoB9 1
THsgs011

WP 064914ad3 1
WP os9ta2841
WP 064924985 1
WP 064925546.1
WP 081285487 1
Ye ot0754937.1
WP ossgtaTee 1
WP 131813031 1





image697.png
DNA binding protein [Mycobacterium phage Ovechkin]
Sequence ID: YP_009211222.1 Length: 117 Number of Matches: 1
b See 5 more title(s)

Range 1: 1 to 117 Genpest Graohis

Score Expect Method Tdentities Positives Gaps.
233 bits(595) 4e-77 _Compositional matrix adjust. 117/117(100%) 117/117(100%) 0/117(0¢

Query 1 MRRGAKLPEMVVERTVALSHNGHTIGDIAKEVGCSDRTVSRVRVRHGISRGEAHDPIPEH 60
MRRGAKLPENVVERIVAL SHNGHTIGDTAKEVGCSORTVSRVRVRHGISRGEAHDPTPEH
Sbjct 1 MRRGAKLPEMVVERIVALSHNGHTIGDIAKEVGCSDRTVSRVRVRHGISRGEAHDPIPEH 68

Query 61 VLAQAARLLDDGASYTDAAATVGCSRTALRRKFPGRGHDRRQCAEWRVIARVERAIA 117
VLAQAARLLDDGASYTDAAATVGCSRTALRRKFPGRGUDRRQCAEHRVIARNERAIA
Sbjct 61  VLAQRARLLDDGASYTDARATVGCSRTALRRKFPGRGHDRRQCAEWRVIARVERAIA 117

EDownload v GenPept Graphics

DNA binding protein [Mycobacterium phage Che9d]
Sequence ID: NP_818040.1 Length: 117 Number of Matches: 1
> See 15 more title(s)

Range 1: 1 to 117 Genpest Graohis
Score Expect Method Tdentities Positives Gaps.
232 bits(591) 2e-76_Compositional matrix adjust. 116/117(99%) 116/117(99%) 0/117(0%)

Query 1 MRRGAKLPEMVVERTVALSHNGHTIGDIAKEVGCSDRTVSRVRVRHGISRGEAHDPIPEH 60
MRRGAKLPEWVVERIVALSHNGHT GOTAKEVGCSORTVSRVRVRHGISRGEAHDPIPEH
Sbjct 1 MRRGAKLPEMVVERIVALSHNGHTTGDIAKEVGCSDRTVSRVRVRHGISRGEAHDPIPEH 68

Query 61 VLAQAARLLDDGASYTDAAATVGCSRTALRRKFPGRGHDRRQCAEWRVIARVERAIA 117
VLAQAARLLDDGASYTDAAATVGCSRTALRRKFPGRGUDRRQCAEHRVIARNERAIA
Sbict 61  VLAQAARLLDDGASYTDAAATVGCSRTALRRKFPGRGWDRROCAEWRVIARMERAIA 117
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
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Sequences producing significant alignments:

Starcevich Draft_64, function unknown, 92
Cornie_55, WhiB family transcription factor, 92
Wee_63, Uhi8 family transcription factor, 93
Hegadechwinu_59, WhiB family transcription factor, 93
VRedHorse_59, WhiB family transcription factor, 93
Hinionbave 58, WhiB family transcription factor, 93
Radiance_Draft_59, function unknown, 93

James_63, uhi8 family transcription factor, 93
BlueCrab_Draft_66, function unknown, 92

Gandalph 62, WhiB family transcription factor, 93
EleanorGeorge_60, WhiB family transcription factor, 93
Spikelee 66, WhiS family transcription factor, o3
RockyHorror_60, function unknoun, 93

Yorick 58, ihi6 family transcription factor, 93
SwagPigglett 64, hiB family transcription factor, 93
Saal_61, UhiB, o3

Pippy_57, WhiB family transcription factor, 93
Olympiasaint 61, WhiB family transcription factor, 93
Mattes_63, uhi6 family transcription factor, 93
Hartik Draft_60, function unknoun, 93

Haravista Draft_64, function unknown, 93

Lizziana_85, WhiB family transcription factor, 93
LastIedi_53, Whi8 family transcription factor, 93
GUmbie 57, UhiB, 93

Gorge_63, UhiB family transcription factor, 93
Eradicator_52, Uhi6 family transcription factor, 93
Clifton 54, whis family transcription factor, 93
Byougenkin_57, function unknown, 93

Buzzlyseyear_65, UhiB, 93

Brocalys_54, transcription factor, 93

Latretium 61, WhiB family transcription factor, 93
Whouxphf_56, function unknoun, 93

Strokeseat 55, WhiB family transcription factor, 93
Mandlovu_S5, WhiB family transcription factor, 93
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>Cornie_S5, WhiB family transcription factor, 92
Length = 52

Score = 183 bits (464), Expect = le-46
Identities = 89/92 (96%), Positives = 90/92 (97%)

: 1 ITIIDLSFHLAHVEDKHAURDLARCAEVDPEVFFPEKGRSAKPAKRICSRCEVRVECLEF 60
HTIIDLSFHLA VEDKHANRDLARCAEVDPEVFFPEKG SAKPAKRICSRCEVRVECLEF
1 TIIDLSFHLAPVEDKHANRDLARCAEVDPEVFFPEKGGSAKPAKRICSRCEVRVECLEF 60

61 ALANRENYGVFGGLSEKERRPLLKANGEDQUA 92
ALANRENYGVFGGLSE+ERRPLLKANGEDQUA
© 61 ALANRENYGVFGGLSERERRPLLKANGEDQUA 92

shiee_63, Whi8 family transcription factor, 93
Length = 23

Score = 181 bits (458), Expect = 7e-46
Identities = 89/93 (95%), Positives = 91/93 (97%), Gaps = 1/93 (1%)

Query: 1 NTIIDLSFHLAH-VEDKHAURDLARCAEVDPEVFFPEKGRSAKPAKRICSRCEVRVECLE 59
HT+4DLSFILA  VEDKHANRDLARCAEVDPEVFFPEKGRSAKPAKRICSRCEVRVECLE.
1 TLLDLSFHLAAAVEDKHANRDLARCAEVDPEVF FPEKGRSAKPAKRICSRCEVRVECLE 60

60 FALANRENYGVFGGLSEKERRPLLKANGEDQVA 92
FALANRENYGVFGGL SEKERRPLLKANGEDQUA.
: 61 FALANRENYGVFGGLSEKERRPLLKANGEDQUA 93
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WhiB family transcription factor [Mycobacterium phage Cornie]
‘WhiB family transcription factor [Mycobacterium phage VRedHorse]
WhiB family ranscription factor [Mycobacterium phage Weel

‘WNiB family transcription factor [Mycobadterium phage MinionDave]

WhiB family ranscription factor [Mycobacterium phage James]

WhiB family transcription factor [Mycobacterium phage EleanorGeorge]
WhiB family ranscription factor [Mycobacterium phage Spikelee]
‘hypothetical protein FGGS7_gp060 [Mycobacterium phage RockyHorror]
‘hypothetical protein I5+21 gp057 [Mycobacterium phage Byougenkin]
WhiB [Mycobacterium phage Saal]

WhiB family ranscription factor [Mycobacterium phage Latretium]
WhiB family ranscription factor [Mycobacterium phage Hiubikazi]
WhiB family ranscription factor [Mycobacterium phage KristaRAM]
WhiB [Mycobacterium phage Kimbertium;

WhB [Mycobacterium phage Hades]

WhiB family transcription factor [Mycobacterium phage Mahavraf]
‘hypothetical protein CLO4 0p056 [Mycobacterium phage SG4]
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WhiB family transcription factor [Mycobacterium phage Cornie]
Sequence ID: YP_009856241.1 Length: 92 Number of Matches: 1
» See 1 more title(s)

Range 1:1to 92 Genpept Graghics
Score Expect Method Tdentities  Positives  Gaps
182 bits(462) 1e-57 Compositional matrix adjust. 89/92(97%) 90/92(97%) 0/92(0%)

Query 1 MTTIDLSFHLAHVEDKHAURDLARCAEVDPEVEFPEKGRSAKPAKRICSRCEVRVECLEF 60
HTIIDLSFHLA VEDKHAIRDLARCAEVDPEVEFPEKG SAKPAKRICSACEVAVECLEF
Sbjct 1 NTTIDLSFHLAPVEDKHARDL ARCAEVDPEVFFPEKGGSAKPAKRICSRCEVRVECLEF 60

Query 61 ALANRENYGVFGGLSEKERRPLLKANGEDQVA 52
ALARENYGVFGGLSE+ERRPL LKANGEDQUA
Soict 61 ALANRENYGVFGGLSERERRPLLKANGEDQVA 92

EDownload v GenPept Graphics

WhiB family transcription factor [Mycobacterium phage VRedHorse]
Sequence ID: WAA20370.1 Length: 93 Number of Matche:

Range 1:1to 93 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
180 bits(457) 7e-57 Compositional matrix adjust. 89/93(96%) 91/93(97%) 1/93(1%)

Query 1 HTTIDLSFHL-AHVEDKHAKRDLARCAEVDPEVF FPEKGRSAKPAKRICSRCEVRVECLE 59
HTIDLSFHL A VEDKHAURDLARCAEVOPEVFFPEKG-SAKPAKRICSRCEVAVECLE
Sbjct 1 NTLIDLSFHLTAAVEDKHARDLARCAEVDPEVF FPEKGKSAKPAKRICSRCEVRVECLE 60

Query 60 FALANRENYGUFGGLSEKERRPLLKANGEDOVA 92
FALANREIYGVFGGLSEKERRP LLCAIIGEDOVA
Soict 61 FALANRENYGVFGGLSEKERRPLLKANGEDQUA 93
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Sequences producing significant alignments:
Select: All None Selected:0

T Alignments = Dovnload t_Graphics Distance tree of results Mulliple alignment )
= S S (o) ey | | e

O head maturation protease (Mycobacterium phage Movl 430 430 9% 1e-174 9876% YP 0099501781
O head maturation protease [Mycobacterium phage Drago] 489 489 99% 2e-174 9876% YP 0090160831
O capsid maturation protease (M cobacterium phage JalFarm20] 489 489 99% 2e-174 9876% UEM4SU631

O head maturation protease (Mycobacterium phage DaWorst 489 489 99% 2e-174 99.17% YP 0099558201
O head maturation protease [Mycobacterium phage Job42) 488 488 99% Te-174 9834% YP 0081265051
O head maturation protease [Mycobacterium phage Misha28] 488 488 99% Be-174 98.34% YP 0099500781
O capsid maturation protease (Mycobacterium phage Beakin] 488 488 99% 1e-173 9876% UVK520921

O head maturation protease (Mycobacterium phage Boomer] 487 487 99% 2e-173 98.34% YP 0020142211
O capsid maturation protease [Mycobacterium phage Awesomesaucel 487 487 9% 2e-173 97.93% QKOD31921

O head maturation protease [Mycobacterium phage Ramsey] 487 487 9% 2e-173 98.34% YP 0022417921
O head maturation protease [Mycobacterium phage Pollywog] 486 486 99% 3e-173 9834% YP 0099615181
O head maturation protease [Mycobacterium phage Seagreen] 486 486 99% de-173 98.34% YP 0091996881
O capsid maturation protease [Mycobacterium phage Dirthcgit 485 485 9% Be-173 97.93% UAJIS921

O head maturation protease (Mycobacterium phage Alexphander] 482 482 99% 2e-171 9751% YP 0099543801
O head maturation protease [Mycobacterium phage Kimberiur] 482 482 99% 2e-171 97.10% YP 0091981091
O head maturation protease (Mycobacterium phage Sauirty] 481 481 99% de-171 96.68% YP 0091245571
O head maturation protease [Vycobacterium phage Franiie] 472 472 99% 2e-167 95.02% YP 0099573051
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

inghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Databas

Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters
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Sequences producing significant alignments: (bits) Value
Starcevich Draft_65, function unknown, 121 285 2e-65
Wee_64, function unknown, 121 222 se-s3
Taj 64, HTH DNA binding domain protein, 121 222 se-65
562757, function unknown, 121 222 se-s3
Enby_61, helix-turn-helix DNA binding domain protein, 121 222 se-65
Dead?_66, HTH domain protein, 121 222 se-65
CaptainTrips_57, HTH DNA binding domain protein, 121 228 se-65
Minionbave 59, helix-turn-helix DiA-binding domain protein, 121 283 1e-54
Hegedechuinu_60, helix-turn-helix DNA-binding domain protein, 121 243 le-64
Rockne_61, helix-turn-helix DNA binding domain protein, 121 282 2e-54
PHC_57, function unknown, 121 222 2e-64
Madilen_58, helix-turn-helix DNA binding domain protein, 121 282 2e-54
Boomer_65, function unknown, 121 222 2e-64
Veteran_57, helix-turn-helix DNA binding domain protein, 121 281 454
Byougenkin_58, function unknown, 121 220 ve-s4
Rita_61, halix-turn-helix DNA binding domain protein, 121 239 263
Pollyuog_61, helix-turn-helix DNA binding protein, 121 239 2063
Chuckly_63, helix-turn-helix DNA binding domain protein, 121 239 2063
Soul22 86, helix-turn-helix DNA-binding domain protein, 121 238 4e-63
Plumbus_62, DNA binding protein, 121 238 se-s3
Leozinho_59, helix-turn-helix DNA binding domain protein, 121 238 se-s3
Zerg_69, helix-turn-helix DNA binding domain protein, 121 237 se-s3
5iS1_58, HTH DNA binding domain protein, 121 237 se-s3
Seabastian 65, helix-turn-helix DA binding domain protein, 121 237 se-s3
Polkals_s8, helix-turn-helix DNA-binding domain protein, 121 237 se-s3
Oldsen 57, HTH DNA-binding protein, 121 237 se-s3
Oksu_Draft_64, function unknown, 121 237 ee-63
OfUltron_65, helix-turn-helix DNA binding domain protein, 121 237 se-s3
0chi17_63, MerR-like helix-turn-helix DNA binding domain protein 237 se-s3
Hova_61, helix-turn-helix DNA binding domain protein, 121 237 se-s3
Modragons_64, helix-turn-helix DNA binding domain protein, 121 237 se-s3
Mahavrat 58, helix-turn-helix DA binding domain protein, 121 237 se-s3
Madiba_S8, helix-turn-helix DNA binding protein, 121 237 se-s3
Llama_85, HTH DNA binding domain protein, 121 237 se-s3
Latretium 62, helix-turn-helix DNA binding domain protein, 121 237 se-s3
Karhdo_Draft_s9, function unknoun, 121 237 ee-63
Galactic_59, helix-turn-helix DNA binding domain protein, 121 237 se-s3
Fancypants_62, helix-turn-helix DNA binding domain protein, 121 237 se-s3
Estavel 63, HTH DNA binding protein, 121 237 se-s3
Eish 64, WhiB family transcription factor, 121 237 6e-63
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>ee_64, function unknown, 121
Length = 121

Score = 244 bits (623), Expect = 5e-65
Identities = 120/121 (39%), Positives = 121/121 (100%)

Query: 1 NSNGNRLTPEQUQTILLMTREGHSAKHIGEVVGCSARTVVRVRAAGDARLASPQFVPLS 60
FISNGNRLTPEQVQTILLHTREGHSAKHIGEVVGCSARTVVRVRAAGDARLASPNQFVPLS.
Sbjct: 1 HSNGNRLTPEQUQTILLMTREGHSAKHTGEVVGCSARTVVRVRAAGDARLASPHOFVPLS 60

Query: 61 QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGHSKKQAAEFRALVRKFRNLEA 120
QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGHSKKQAAEFRALVSKFRILEA
Sbjct: 61 QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGHSKKQAAEFRALVKKFRNLEA 120

Query: 121 S 121
s
Sbjct: 1215 121

>Taj_64, HTH DNA binding domain protein, 121
Length = 121

Score = 244 bits (623), Expect = 5e-65
Identities = 126/121 (39%), Positives = 121/121 (100%)

Query: 1 NSNGNRLTPEQUQTILLMTREGHSAKHIGEVVGCSARTVVRVRAAGDARLASPQFVPLS 60
FISNGNRLTPEQVQTILLHTREGHSAKHIGEVVGCSARTVVRVRAAGDARLASPNQFVPLS.
Sbjct: 1 HSNGNRLTPEQUQTILLMTREGHSAKHTGEVVGCSARTVVRVRAAGDARLASPHOFVPLS 60

Query: 61 QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGHSKKQAAEFRALVRKFRNLEA 120
QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGHSKKQAAEFRALVSKFRILEA
Sbjct: 61 QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGHSKKQAAEFRALVKKFRNLEA 120

Query: 121 S 121
s
Sbjct: 121 5 121
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ZJ1T7XUNO13 (Expires on 06-03 05:01 am)
Idl|Query_147521
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Database Name
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Program

nr
All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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'DINA binding protein [Vycobacterium phage Wee]

'DNA binding profein [Mycobacterium phage MinionDave]

'DNA binding protein [Mycobacterium phage Boomer]

'DNA binding protein [Mycobacterium phage Veteran)

‘hypothetical protein I5+21 gp058 [Wycobacterium phage Byougenkin]
'DNA binding protein [Mycobacterium phage Plumbus]

'DINA binding protein [y cobacterium phage SiSi]

'DNA binding protein [Mycobacterium phage Chuckly]

'DNA binding protein [Mycobacterium phage Kimberiium]

'DNA binding protein [Mycobacterium phage Soui22]

'DNA binding protein [Mycobacterium phage Inventur
helixctum-helix DNA-binding domain protein [Mycobacterium phage Scottish]
helxctur-helix DNA binding domain protein [Mycobacterium phage Comucopial
helixctu-helix DNA binding domain protein [Mycobacterium phage DaWorsi]
helixctur-helix DNA binding domain protein [Mycobacterium phage GigiOuiOul

'DNA binding protein [Mycobacterium

phage Jabbawokide]

'DNA binding protein [Mycobacterium phage Ibhubesi]

'DNA binding protein [Mycobacterium phage Cornie]
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DNA binding protein [Mycobacterium phage Wee]
Sequence ID: YP_004123886.1 Length: 121 Number of Matches: 1

»See 9 more title(s)

Range 1: 1 to 121 Genpest Graohis
Score Expect Method Tdentities Positives Gaps
251 bits(640) 8e-84 Compositional matrix adjust. 120/121(99%) 121/121(100%) 0/121(0%)

Query 1 MSNGNRLTPEQUQTILLMTREGHSAKHIGEVVGCSARTVVRVRAAGDARLASPNQFVPLS 68
MSHGRLTPEQVOTTLLHTREGHSAKHIGEVVGCSARTVVRVRAAGDARLASPHQFVPLS
Sbjct 1 MSNGNRLTPEQUQTILLMTREGUSAKHIGEVVGCSARTVVRVRAAGDARLASPNQFUPLS 68

Query 61 QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGUSKKQAAEFRALVRKFRHLEA 120

‘QEQKDF AQYLLDDGAPYIIEVARTLGVSRTTVEKYFPGYGHSKKQRAEFRALV-KFRULEA
Soict 61 QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGUSKKQAAEFRALVKKFRALEA 120
Query 121 5 121

H
sejet 121 5 121

EDownload v GenPept Graphics

DNA binding protein [Mycobacterium phage MinionDave]
Sequence ID: YP_009959829.1 Length: 121 Number of Matches: 1
» See 2 more title(s)

Range 1: 1 to 121 Genpest Graohis
Score Expect Method Tdentities Positives Gaps
249 bits(636) 2e-83 Compositional matrix adjust. 119/121(98%) 121/121(100%) 0/121(0%)

Query 1 MSNGNRLTPEQUQTILLMTREGHSAKHIGEVVGCSARTVVRVRAAGDARLASPNQFVPLS 68
MSNGIRLTPEQVQTILLHTREGHSAKHIGEVVGCSARTVVRVRAAGDARLASPHQFVPLS
Sbjct 1 MSNGNRLTPEQUQTILLMTREGUSAKHIGEVVGCSARTVVRVRAAGDARLASPNQFVPLS 68

Query 61 QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGUSKKQAAEFRALVRKFRHLEA 120
‘QEQKDF AQYLLDDGAPYIIEVARTLGVSRTTVE < YFPGYGHSKKQRAEFRALV-KFRULEA
Soict 61 QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVERYFPGYGUSKKQAAEFRALVKKFRALEA 120

Query 121 5 121
H
Sbjct 121 5 121
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head maturation protease [Mycobacterium phage Mova]
Sequence ID: YP_009960178.1 Length: 241 Number of Matches
» See 1 more title(s)

Range 1: 1 to 241 Genpeat Graohis

Score Expect Method Tdentities Positives Gaps.
490 bits(1261) 1e-174 Compositional matrix adjust. 238/241(99%) 241/241(100%) 0/241(0%)

Query 1 MPSPTDADALQOVLSDLATLNTSQLVQLURSYSDIAEFDRIVSAALPELVAPQLSAASIV 68
HPSPTDADALGOVL SDLATLNTSOLVOLURSYSDIAEF +RIVSAALPELVAPOL SAASIY
Sbjct 1 MPSPTDADALQQVLSDLATLNTSQLVQLURSYSDIAEFERTVSAALPELVAPQLSAASIV 68

Query 61 TAQYTETAPQLPYKASPUTEPIPEGRIQKTUSAFHAPGEASPLORLAGSTORHVEDAS 120
TAQHVTETAPGLPYKASPVTEPTPEGRIOKTVSHAFHAPGEASP LORL AGSTORMVEDAS
Sbjct 61 TAGMYTETAPQLPYKASPVTEPIPEGRIQKTUSAFHAPGEASPLORLAGSTORHVFDAS 120

Query 121 RETVLANLENETARAGAPFPARTRUARVASATACPFCRLATRGAVYWSRESAGASTKYH 150
RETVLANLENETARAGAPF PA+ TRUARYASATACPFCRHLATRGAVYHSRESAGASTKYH
Sbjct 121 RETVLANLENETARAGAPFPAKTRUARVASATACPFCRMLATRGAVYUSRESAGASTKYH 150
Query 181 DHCRCIAVPVRPGOSYEPPPYVDKHEEDVQAVTAAREDGETKGAHGAIDTKAVLRRHTS 240
DHCRCTAVPVRPGOSYEPPPYVDKIIE-DYQNAVTAAREDGE TKGAHGAIDTKAVLRRITS
Sbjct 181 DHCRCIAVPVRPGOSYEPPPYVDKHEDDYQNAVTAAREDGETKGAHGAIDTKAVLRRHTS 240
Query 201 A 241

A
sojct 241 A 241

EDownload v GenPept Gra

head maturation protease [Mycobacterium phage Drago]
Sequence ID: YP_009016083.1 Length: 241 Number of Matches
» See 5 more title(s)

Range 1: 1 to 241 Genpeat Graohis

Score Expect Method Tdentities Positives Gaps

489 bits(1260) 2e-174 Compositional matrix adjust. 238/241(39%) 240/241(99%) 0/241(0%)
Query 1 MPSPTDADALQOVLSDLATLNTSQLVQLURSYSDIAEFDRIVSAALPELVAPQLSAASIV 68

"HPSPTDADALGOVL SDLATLNTSQLVQLHRSYSDIAEFDRIVSAALPELVAPOL SAASIV
Sbjct 1 MPSPTDADALQQVLSDLATLNTSQLVQLURSYSDIAEFDRIVSAALPELVAPOLSAASIV 68

Query 61 TAQYTETAPQLPYKASPUTEPIPEGRIQKTUSAFHAPGEASPLORLAGSTORHVEDAS 120
‘TAQUVTETAPGLPYKASPV EPTPEGRIQKTVSHAFHAPGEASPLORL AGSTORMEDAS
Sbjct 61 TAGMYTETAPQLPYKASPVIEPIPEGRIQKTUSAFHAPGEASPLORLAGSTORHVFDAS 120

Query 121 RETVLANLENETARAGAPFPARTRUARVASATACPFCRLATRGAVYWSRESAGASTKYH 150
RETVLANLENETARAG+PFPARTRUARYASATACPFCRILATRGAVYHSRESAGASTKYH
Shjct 121 RETVLANLENEIAAAGSPFPARTRARYASATACPFCRMLATRGAVYHSRESAGASTKYH 180
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StaJRaw SD |Genomic |Spacer |rinal [Sequence of che Region [svarc|svare fome
+_[score |z value [piscance|Score [Upscream of che Scarc |Codon|Posivion [Lengon
L 2107 ppem |12 =3-023 |CGAATGGTGAGGATCAGGTGGE [aTc [d03s0  |ace
2 |-s.es |1sis 17 6.164 |GAACAGGCICACCCCAGAGCAG |GTG 40413 333
3 |-2.e12 |2.3es |1e -4.608 | AGAGCAGGIGCAGACGATICIG |TTG |40428 318
s -scos 1703 m -5.360 | GCAGGTGCAGACGATICIGITG |ATG |40431  |31s
s |-s.7es |1e2s 13 -5.815 |GTCCGCCAAGCATATIGEGGAA |GTG 40470 |27¢
¢ |50 |2.0a3 7 -5.424 |CGOCAAGCATATIGGGGRAGTG |GTG |40473  |273
7 |7.021 |o.sas 10 -7.715 | GGTGGGTIGTICGGCTCRGACE (GG 40454 |252
8 |-3.es7 [2aa |12 -4.532 | TCGGGCGGCTGETGATGOCCGT |TT6 40527 |21
s |-s.321 |13se |10 -6.01¢ |GTCGOCGAATCAGTTIGITCCG |TTG |40ss4 |15z
10 |-2.377 2780 |1e -4.173 | GCAGAAGGATTICGCCCAATAT |TTG 40887 |155
1 -3.cos 2186 13 -4.650 | TTATAACGAGGTIGCCCGCACG |TTG |40625 117
12 -s.e33 |08 o =7.085 | CGAGGTTGCCCGCACGTIGEGT |GTG |4063s |11
13 -1.897 |3.157 |14 Z2.544 |TCTGCTCAGGAAGTTCCGCTGE |TTC (40731 |15




image725.png
PSSpred results for T112719

seq: 1 MSGNRLTPEQUQTTLLHTREGHSAKHIGEVVGCSARTVVRVRAAGDARLASPIQFVPLS 60
ss CCCCCCCCHHHHHHHHHHHHHCCCHHHHHHHHCCCHHHHHHHHHHHCCCCCCCCCCCCCC
conf:  998767999999999999997993399999979957399999993533333974436399

seq: 61 QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGHSKKQAAEFRALVRKFRILEA 120
ss HHHHHHHHHHHHHCCCHHHHHHHHCCCHHHHHHHHHHCCCCHHHHHHHHHHHHHHHHHHN
conf:  999999999999736339999993995639999352015424567399999999997431

seq: 121 56 122
ss «
conf: 29

« Download PSSpred prediction in FASTA format: seq.Ss
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Database: Actinobacteriophage Proteins as of Jul 08, 2023
442,320 sequences; 85,581,437 total letters

Query=
(53 letters)

Distribution of 100 Blast Hits on the Query Sequence

[Mouse-over to show defline and scores. Click to show alignments
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Sequences producing significant alignments:

Starcevich_Draft_66, function unknown, 51

Veteran_58, function unknown, 51

QuickMath_63, function unknown, 52

Kimberlium_64, function unknown, 52

GigiOuiOui_57, function unknown, 52

Eish_65, helix-turn-helix DNA binding domain protein, 52
$iSi_59, function unknown, 51

Pollywog_62, function unknown, 52

Kersh_63, function unknown, 52

Karhdo_58, function unknown, 51

Score

E

(bits) Value

e
&
(]

e
S
N

e
i~}
5

e
i~}
5

e
i~}
5

e
i~}
5

e
i~}
5

e
i~}
5

e
i~}
5

e
i~}
5

2e-30
9e-30
3e-29
3e-29
3e-29
3e-29
3e-29
3e-29
3e-29
3e-29




image729.png
>Starcevich_Draft_66, function unknown, 51
Length = 51

Score = 129 bits (324), Expect = 2e-30
Tdentities = 51/51 (166%), Positives = 51/51 (166%)

2 MCVCGHNRSHHRYAWDKFRGRUDTGCDATYHGPAGHERCHCSEYRDKDEN 52
CVCGHNRSHHRYAWDKFRGRADTGCDATYHGP AGHERCHCSEYRDKDEN
Sbjct: 1 MCVCGHNRSWHRYAWDKFRGRWDTGCDATYHGPAGHERCHCSEYRDKDEN 51

Quer

>Veteran_58, function unknown, 51
Length = 51

Score = 127 bits (319), Expect = %e-30
Tdentities = 56/51 (98%), Positives = 51/51 (166%)

2 MCVCGHNRSHHRYANDKFRGRIDTGCDATNYHGPAGHERCHCSEYRDKDEN 52
CVCGHNRSHHRYAWDKFRGRADTGC+ ATYHGPAGHERCHCSEYRDKDEN
Sbjct: 1 MCVCGHNRSWHRYAWDKFRGRWDTGCNATIYHGPAGHERCHCSEYRDKDEN 51

Quer

>Quickiiath_63, function unknown, 52
Length = 52

Score = 125 bits (315), Expect = 3e-29
Tdentities = 51/52 (98%), Positives = 51/52 (98%)

Query: 1 MMCVCGHNRSWHRYAWDKFRGRUDTGCDATIYHGPAGHERCHCSEYRDKDEN 52
MMCVCGHIRS HRYAWDKFRGRADTGCDATNYHGPAGHERCHCSEYRDKDEN
1 MICVCGHNRSRHRYANDKFRGRWDTGCDATNYHGPAGHERCHCSEYRDKDEN 52

sbict

>kimberliun_64, function unknown, 52
Length = 52

Score = 125 bits (315), Expect = 3e-29
Tdentities = 51/52 (98%), Positives = 51/52 (98%)

Query: 1 MMCVCGHNRSWHRYAWDKFRGRUDTGCDATIYHGPAGHERCHCSEYRDKDEN 52
MMCVCGHIRS HRYAWDKFRGRADTGCDATNYHGPAGHERCHCSEYRDKDEN

Shjct: 1 MMCVCGHNRSRHRYAWDKFRGRWDTGCDATYHGPAGHERCHCSEYRDKDEN 52
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T Algnments =00 o0 o D s
Sore S Cover vt | lant | Acoson

O hypothetical protein PBI_BUZZLYSEYEAR 67 [Mycobacterium phage Buzzl yseyear] 107 107 98% 3e-29 96.15% YP 0091250601

O hypothetical protein SEA_KIMBERLIUM 64 [Mycobacterium phage Kimberium] 107 107 98% 3e-20 98.08% YP (051981881

0 bypoietos soen 16458 958 Myssbacteim age Veterr] 07107 9% 4e29 S04 Ye s

0 bypopetos e 0405558 iyssbacirimshage S5 W07 107 9% 629 9604% Ye ssiee:

O hypothetics! protein BOOMER 86 [Mycobacterium phage Boomer] 106 106 98% 1e-28 96.15% YP 0020142821

D) hypothetical protein 15+29_gp83 [Mycobacterium phage Doug] 106 106 98% 1e-28 9231% YP 0085562021

[0 hypotheticsl protein PBI_SAAL &3 [Mycobscterium phage Saal] 105 105 96% 3e-28 96.08% YP 0080075301

O hypotheticsl protein ISHT3_gp058 [Mycobacterium phage OldBen] 105 105 96% 3e-28 96.08% YP 0088607441

O hypotheticsl protein SEA_ZIZZLE 65 [Mycobaoterium phage Zezie] 105 105 96% 3e-28 96.08% QYCS48431

(O hypotheticsl protein FDI59 9074 [Mycobacterium phage Yoshi] 105 105 98% 4e-28 90.38% YP 0056139781

O hypothetical protein 15+58_gp064 [Mycobaoterium phage KristsRAM] 104 104 96% 6e-28 94.12% YP 0088550171

(O hypothetics! protein HWBSS_gp0S7 [Mycobacterium phage Renaud18] 104 104 98% 6e-28 90.38% YP 0058410821

O hypothetical protein SEA_ MADIBA 56 [Mycobaoterium phage Madibs] 103 103 96% 1e-27 94.12% LJEISS0T1

O hypothetical protein FGG57_gp062 [Mycobacterium phage RookyHorror] 103 103 96% 1e-27 92.16% YP 0096301261

[0 hypothetiosl protein PBI_WEE 65 [Mycobscterium phage Wee] 103 103 96%

O hypothetical protein 15+48_gp057 [Mycobaoterium phage Hiubikaz] 103 103 98% 1e-27 9231% YE.

[0 hypothetisl protein PBI_ESTAVE! 54 [Mycobscterum phags Estave1] 103 103 96% 1e-27 94.12%

O hypothetical protein SEA BYCHANCE 53 [Mycobacterium phage ByChance] 103 103 96% 2e-27 94.12% AXCIT241

0 bypotetos soein 81 LLAVA 65 Myssbaier shaps Lsms] 0202 % 4e2r w23 v

O hypothetical protein HWB80_gp062 [Mycobacterium phage TChen] 102 102 9% 6e-27 90.20% YE.

O hypothetical protein I5+15_gpD59 [Mycobaoterium phage Blexus] 102 102 98% 6e-27 90.38%

O hypothetical protein PBI_MANDLOVU_57 [Mycobacterium phage Mandlovy] 101 101 96% 1e-26 92.16%

0 bypoipetos s 15122 5094 Uyssbacierim shage Cnuskty] 0101 9% 1e2s w020%

(O hypotheticsl protein N858_gp056 [Mycobacterium phage Velveteen] 100 100 96% 2e-26 90.20% YE.
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iDownload v GenPept Graphics.
hypothetical protein PBI_BUZZLYSEYEAR_67 [Mycobacterium phage BuzzLyseyear]
Sequence ID: YP_009125060.1 Length: 52 Number of Watches: 1
» See 7 more tile(s)
Expect Hetn Taentities  Positives Gops
107 bits(268) 3e-23 Compositional matrix adjust. 50/52(36%) 51/52(38%) 0/52(0%)

Query 1 RS ISROTSCOATNSPAS SRCCSEROIOEN 52

Sejer 1 IR NGB AR BT SOA TP AS SRS ETRDIOEN 52

iDowinioad ~ GenPeot Graphics

hypothetical protein SEA_KIMBERLIUM_64 [Mycobacterium phage Kimberlium]
Sequence ID: YP_009198168.1 Length: 52 Humber of atches: 1

»See & more tte(s)

Seors Expect Matno et Positves Gops
107 bits(268) 3225 Compositional matrix adjust. 51/52(38%) 51/52(98%) 0/52(0%)

Query 1 RS ISROTSCOATNSPAS SRCCSEROIOEN 52

Sejer 1 IHOICRSAAAD AR SO AS SRS ETRDIOEN 52

hypothetical protein I5H96_gp58 [Mycobacterium phage Veteran]
Sequence ID: YP_009963148 1 Length: 51 Number of Matches: 1
»See 1 more te(s)

Seor eepect Metho: Tamte  Positives
17 bits(267) 5639 Compositonal matrixscius. S0/51(38%) 51/31(100%) 0/51(0%)

ey 2 OSSOSO SIS TCETODN 5
Seies 1 MOCEAERADIT DTS AS A0 51

EiDownioad ~ GenPeot Gray

hypothetical protein 11040_gp59 [Mycobacterium phage Sisi]
Sequence ID: YP_0DS0S118S 1 Length: 51 Number of atches: 1
b See 3 more te(s)

Expect Matno Tamte  Powtives
107 bit(266) 5039 Compositonal marixscjus. S0/51(38%) 51/51100%) 0/51(0%)
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064208

Q38442

Q4765

PF04233.17

PRO6152.14

Q01259

Q4766
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VG15_BPMD2 Gene 15 protein
05=Mycobacterium phage D29
0X=28369 GN=15 PE=4 SV=1

GP7_BPSPP Minor head protein GP7
0s=Bacillus phage SPP1 OX=10724 GN=7
PE=15V=2

VSP1_BPLLH Structural protein
Os=Lactococcus phage LL-H OX=12348
PE=35V=2

; Phage_Mu_F ; Phage Mu protein F like
protein

; Phage_min_cap2 ; Phage minor capsid
protein 2

GPF_BPMU Putative capsid assembly
protein F OS=Escherichia phage Mu
OX=10677 GN=F PE=2 SV=2

VSP1_BPMVA Structural protein
(Eraament) O%=1 actococcus bhage Mmvd.
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TMHMM result

# WEBSEQUENCE Length: 53
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Databas

Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters
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=score B

Sequences producing significant alignments: (bits) Value
Veteran_59, function unknown, 76 126 1e-35
sStarcevich Draft_67, function unknoun, 76 126 1e-3
Soul22_68, function unknown, 76 126 1e-3
Rialto_Draft_68, function unknoun, 76 126 1e-3
Plumbus_64, Function unknown, 76 126 1e-3
Mantra 58, function unknown, 76 126 1e-3
Leozinho_61, function unknown, 76 126 1e-3
KristaRall_65, function unknown, 76 126 1e-3
Gigiouioui 58, function unknown, 76 126 1e-3
Eish_66, function unknoun, 76 126 1e-3
DillTechis 59, function unknown, 76 126 1e-3
Datiorst_63, function unknown, 76 126 1e-3
Aubs_62, function unknoun, 76 126 1e-3s
Hova_63, function unknown, 76 15 3e-3
Hadiba_66, function unknown, 76 125 3e-3
Scottish_6e, function unknown, 76 122 se-3s
Oldsen_53, function unknown, 76 122 se-3s
SwagPigglett 67, function unknoun, 77 122 7e-35
Shilan_61, function unknown, 77 122 7e-3s
Priscilla 62, function unknown, 77 122 7e-3s
Pippy_60, function unknoun, 77 122 7e-3s
Paccad_sé, function unknown, 77 122 7e-3s
NormanBulbiedr_62, function unknown, 77 122 7e-3s
Hartik Draft_63, function unknoun, 77 122 7e-3s
Maravista Draft_67, function unknown, 77 122 7e-3s
LastIedi_36, function unknown, 77 122 7e-3s
Koella 58, function unknown, 77 122 7e-3s
Clifton 57, function unknown, 77 122 7e-3s
Cabrinians_63, function unknown, 77 122 7e-3s
Buruell21 80, function unknown, 77 122 7e-3s
Brocalys_57, function unknown, 77 122 7e-35
BobaPhet_66, function unknown, 77 122 7e-3s
Hadiien_66, function unknown, 76 122 se-3s
Alexphander_66, function unknoun, 76 123 2e-3a
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>Veteran_59, function unknown, 76
Length = 76

Score = 146 bits (363), Expect = 1e-35
Identities = 76/76 (100%), Positives = 76/76 (106%)

Query: 1 HVVDTRVITARDDAKARARALDDTRCALHELLSEGAPLQFLDREALELNLEVVSKALSRY 60
IIVVDTRVITARDDAKAAAAALDDTRCALHEL LSEGAPLQFLDREAL ELNLEVVSKALSRY
1 HVVDTRVITARDDAKARAAALDDTRCALHELLSEGAPLQFLDREALELNLEVVSKALSRY 60

61 DAVIGSLDRLADRUTA 76
DAVIGSLDRLADRUTA
: 61 DAVIGSLORLADRUTA 76

>Starcevich Draft_67, function unknoun, 76
Length = 76

Score = 146 bits (363), Expect = 1e-35
Identities = 76/76 (100%), Positives = 76/76 (106%)

Query: 1 HVVDTRVITARDDAKARARALDDTRCALHELLSEGAPLQFLDREALELNLEVVSKALSRY 60
IIVVDTRVITARDDAKAAAAALDDTRCALHEL LSEGAPLQFLDREAL ELNLEVVSKALSRY
1 IVVDTRVITARDDAKAAAAALDDTRCALHELLSEGAPLQFLOREALELNLEVVSKALSRY 60

61 DAVIGSLDRLADRUTA 76
DAVIGSLDRLADRUTA
61 DAVIGSLDRLADRWTA 76
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RID
Query ID
Description
Molecule type
Query Length

ZMOMEJO201N (Expires on 06-03 22:54 pm)
Idl|Query_834143

unnamed protein product

amino acid

77

Program

nr
All non-redundant GenBank CDS translations+PDB+5:
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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Distribution of the top 49 Blast Hits on 49 subject sequences ©
Mouse over to see the title, click to show alignments
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000000000 DO0ODO0OOO

‘ypothetical protein 15H27_gp059 [Mycobacterium phage DilTech1s]
ypothetical protein PBI MOVA 63 [Mycobacterium phage Moval

‘hypothetical protein M184 go24 [Mycobacterium phage WIVsmall

‘hypothetical protein ISH73 gp059 [Mycobacterium phage OldBen

9056 [Mycobacterium phage Pacc40]

‘hypothetical protein SEA MADMEN 60 [Mycobacterium phage MadWien]
‘hypothetical protein I5H52 gp064 [Mycobacterium phage Kersh]

hypothetical protein SEA ALEXPHANDER 66 [Mycobacterium phage Alexphander]

ypothetical protein AVV73 Gp050 [Mycobacerium phage CapiainTrps]
hypothetcal protein SEA RITA 63 (Mycobacterium phage Rite]

"hypothetical protein SEA CORNUCOPIA 64 [Mycobacterium phage Comucopial
‘ypothetcal protein N855 99056 [Wycobacterium phage Daenerys]

hypothetical protein I5H98 gp050 [Mycobacterium phage Whouxphf]
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hypothetical protein 15H27_gp059 [Mycobacterium phage DillTech15]
Sequence ID: YP_009955977.1 Length: 76 Number of Matches: 1
> See 11 more fitle(s)

Range 1: 1t0 76 Genfept Grashics

Score Expect Method Tdentities  Positives  Gaps
146 bits(368) 8e-44 Compositional matrix adjust. 76/76(100%) 76/76(100%) 0/76(0%)

Query 1 HVVDTRVITARDDAKAAARALDDTRCALHELLSEGAPLOFLDREALELNLEWVSKALSRY 62
FVVDTRVITARDDAKAAAAALDDTRCALHELL SEGAPLOF LDREAL ELNLEVVSKALSRY
Sbict 1 MVVDTRVITARDDAKAAARALDDTRCALHELLSEGAPLOFLDREALELNLEWSKALSRY 62

Query 61 DAVIGSLDRLADRWTA 76
DAVIGSLDRLADRNTA
Sojct 61 DAVIGSLDRLADRWTA 76

BDownload ~ GenPept Graphics
hypothetical protein PBI_MOVA_63 [Mycobacterium phage Mova]

Sequence 1D: QNN9BEST 1 Length: 76 Number of Matches: 1
»See 1 more title(s)

Range 1:1to 76 Genpept Graghics
Score Expect Method Tdentities  Positives Gaps
144 bits(364) 4e-43 Compositional matrix adjust. 75/76(99%) 76/76(100%) 0/76(0%)

Query 1 HVVDTRVITARDDAKAAARALDDTRCALHELLSEGAPLOFLDREALELNLEWVSKALSRY 62
FVVDTRVITARDDAKAAAAALDDTRCAL HELL SEGAPL OF LOREAL ELNL+VVSKALSRY
Soict 1 MVVDTRVITARDDAKAAARALDDTRCALHELLSEGAPLOFLDREALELNLOWVSKALSRY 62

Query 61 DAVIGSLDRLADRWTA 76
DAVIGSLDRLADRNTA
Sbjct 61 DAVIGSLDRLADRWTA 76
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Stajaaw S0 _[Genomic [Spacer |Final [sequence of the Region |starc|stars fomr
3 [score |z value [pisvance|score [Upstream of che Scarc |Codon|Posivion [Lengen
1 =08 2am |10 3.705 |GGGGATATAGCAGGTAGGACAG |TTG [360d  |72¢
2" e a0s [0.ee0 13 =7.350 | CAGTCCGACTGACGCCGACGET |TTG 3631 |ess
2 |-s.a30 [2.2es |1z -a.4s¢ _|rTrcCAGCAGeTICTATOGGAC |TTe [aesz |e7e
s |-s.e20 1us 17 7.820 | GACGCTGAACACATCICAGCTC |GTG |3675  |esy
s |-s.s2s [1sa7 17 6.525 | CGATCGGATIGICICTGETGEG |TTG |3735 |ssi
¢ |-s.527 1oes s 6.702 | TCCGCAACTGICGGCAGCGTCE |ATG |a778 |ss2
7 |-a.ss0 2000 7 -5.513 |AGAAGGCCGCATICAGARRACG |GTG (3877 453
o |-s.ess |1ers  1s €.25¢ |GCTCGCAGGCICTACACAGCGE |ATG |asde  |3e4
s |-3.3es 2302 s -5.365 | CGCAGGCICTACACAGCGGATG |GTG |as4s  |3s1
10 |-s.a35 1783 1e ~6.740 | TACAGCATGOCCGTICTGOCGE |ATG |4078  |252
11 |-s.s25 1oe2 s -6.703 | GATGCTCGOCACACGCGGCGCA |GTG 4055|231
12 |-s.s35 1283 |1e =7.331 |GTCATACGAGCCTCCACCGTAT |GTc |4207  |123
13 |-s.s05 [17as s 6.505 |CACGARAGCCGTICTACGGCGE |ATG |431s |15





image744.png
Visualization
Resubmit Section

15 63

< |




image745.png
3PHOA

7Y6CD

20w E

TIGR00208

1ZW0_G

PF08988.13

ASCE; Type Il secretion system,
chaperones AScE and AscG,
CHAPERONE; 2.4A {Aeromonas
hydrophila)

ESCE/YsCE/SsaE family type Ill secretion
system needle protein co-chaperone;
EscE, EsaH, EsaG, type Ill secretion
system

TYPE 111 EXPORT PROTEIN PSCE;
VIRULENCE, CHAPERONES, COILED
COIL, NEEDLE FORMATION, TYPE III
SECRETION, BACTERIAL PATHOG

fiis; flagellar biosynthetic protein Fiis
The function of this protein in flagellar
biosynthesis is unknown, but appear

type Ill secretion protein; Type Il
secretion, chaperone, Yersinia,
translocation, export; 1.8A {Yersinia
pestis)

$ T355_needle_E; Type Il secretion
system, cytoplasmic E component of
needle

7971

76554

74

7222

719

6971

2

2

33

a5

36

ES

2.4

2192

2188

2261

2136

2077

63

57

66

64

65

55

a7

45

53

70

s1

43

67

74

70

124

66

65




image746.png
StajRaw SO _|enomic |spacer [Final |[Sequence of the Region [starc|stare  [omr
3 [score |z value [pisvance|score [Upstream of che Scarc |Codon|Posivion [Lengen
1 12757 [2sse |12 3.553 |ATCGAGACAAGGACGAARACTG |ATG |40500  |231
2 |-sier [1sis |ie -S.5e2 |ACTGATGGTIGTIGATACACGE |cTc |a0sie  |213
3 |sam s s -5.352 | TCTTGATGACACGCGGTGEGCT |TTG |40581  |150
s sam s a7 6.131 |CACGCGGTGCGCITIGEATGAG |TTG 40550 141
s |-2.s22 |2.758 |10 -3.117 |GTTGCTTICTGAGGGGECGECE TG 41001 |120
¢ |-s.e18 1212 |12 ~6.454 |CCTGGACCGCGAAGCGCTGEAG |TTG |41041 |50
7 |-2.7s1 |2.575 |1e -4.587 | AGCGCTGGAGTIGAACCIGGAA |GTG |41083 |78
o |-2.558 [2.4m |7 -4.517 |GCTGGAGTIGAACCIGGAAGTG |GTG |41086 |75
s |-s.247 1875 13 -5.253 |GGTTGATGCGGTTATIGETICE |TTG |41058 |33
10 -s.14a 1481 7 -€.€€7  GGTTATIGGITCGTIGGATCGG TITG 41107 24
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Veteran_66, function unknown, §1
Starcevich Draft_68, function unknown, 84
SuperGrey_66, function unknoun, 51
Mozy_72, Function unknoun, 81
Kenuhas_60, function unknown, 81
Strokesgat 59, function unknown, 81
Ogopogo_68, function unknoun, 84
Handlovu_59, function unknown, §1
Hlubikazi_59, function unknown, 81
Filuzino_81, function unknown, 81
VRedHorsz_63, function unknown, 81
TDanisky_70, function unknown, 54
Sparkdehlily 70, function unknoun, 51
ShroomBoi_65, function unknown, 81
Plumbus_65, function unknown, 81
MilleniunForce_66, function unknown, 81
Mantra_s9, function unknown, 81
Juiceass_64, function unknown, 81
JalFarm2d_76, function unknown, 81
Beakin_64, function unknown, 81
Hoonbeam_62, function unknown, 92
Emma_65, function unknoun, 92
Bipolar_62, function unknown, 92
Zapner_76, function unknown, 81
StAnnes_61, function unknown, 81
Shauna1 61, function unknown, §1
Quico_71, function unknown, 81
Phanphagia_59, function unknown, 81
MilanaBonita_53, function unknoun, 81
Melissaurenss_61, function unknown, 81
KristaRaN_66, function unknown, 81
Jabbauokkie_77, function unknoun, 81
Hamulus_63, function unknown, 81
Girafales_71, function unknown, 81
Fruitloop 59, function unknown, 51
Florinda_74, function unknown, 81
Bobi_67, function unknown, 84

2

2

2

2

2

2

2

2

2

2

2

2

2

2

2

2

2

2

2

2

2

EEEEEEEEEEEEEE!

1e-43
1e-43
ae-35
ae-35
ae-35
1e-34
1e-34
1e-34
1e-34
1e-34
3e-34
3e-34
3e-34
3e-34
3e-34
3e-34
3e-34
3e-34
3e-34
3e-34
3e-34
3e-34
3e-34
5e-34
se-34
se-34
se-34
se-34
se-34
se-34
se-34
se-34
se-34
se-34
se-34
se-34
Be-34




image750.png
>SuperGrey_66, function unknown, 81
Length = 51

Score = 145 bits (365), Expect = 4e-35
Identities = 68/81 (s3%), Positives = 72/81 (88%)

Query: 1 NSGEAQNLTHENFSGFVGSGRURAVLPGDRRNAWIIPPDEIGDFYHSVEDNTCARVLIFG 60
1S € QNLTWEWFGFVG GRURAVLPGORRNAWI P D GDF WSVEDNTCARVL +
Sbjct: 1 HSTETONLTHENFTGFVGPGRURAVLPGDRRNAKTNPSDVAGDFRNSVEDNTCARVLANG 60

Query: 61 FEETMDAAMAAAAAARREVTE 51
+EETHDAMMAAAAAARAEVTE
Sbjct: 61 YEETLDAAMAAAAAARREVTE 51

>hozy_72, function unknoun, 51
Length = 51

Score = 145 bits (365), Expect = 4e-35
Identities = 68/81 (s3%), Positives = 72/81 (88%)

Query: 1 NSGEAQNLTHENFSGFVGSGRURAVLPGDRRNAWIIPPDEIGDFYHSVEDNTCARVLIFG 60
1S € QNLTWEWFGFVG GRURAVLPGORRNAWI P D GDF WSVEDNTCARVL +
Sbjct: 1 HSTETONLTHENFTGFVGPGRURAVLPGDRRNAKTNPSDVAGDFRNSVEDNTCARVLANG 60

Query: 61 FEETMDAAMAAAAAARREVTE 51
+EETHDAMMAAAAAARAEVTE
Sbjct: 61 YEETLDAAMAAAAAAAAEVTE 81
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Molecule type
Query Length

ZM1VRW77016 (Expires on 06-03 23:15 pm)
Idl|Query_166379

unnamed protein product

amino acid

82

Database Name
Description

Program

nr
All non-redundant GenBank CDS translations-+PDB+SwissProt-+PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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‘hypothetical protein I5H96_gp60 [Mycobacterium phage Veteran]
‘hypothetical protein FGG28 gp072 [y cobacterium phage Mozy]
‘hypothetical protein I5H48_gp059 [Mycobacterium phage Hiubikazil
‘hypothetical protein SEA OGOPOGO 68 [Mycobacterium phage Ogopogo]

‘hypothetical protein I5H37_gp061 [Mycobacterium phage Filuzino]

‘hypothetical protein AVT13 o062 [Mycobacterium phage Bipolar]

‘ypothetical protein SEA TDANISKY 70 [Mycobacterium phage TDanisky]
hypothetical protein SEA SPARKDEHLILY 70 [Mycobacterium phage Sparkdehily]
ypothetical protein PBI BOBI 67 [Mycobacterium phage Bobil

‘hypothetical protein I5+14 gp061 [Mycobacterium phage Batiatus]

‘hypothetical protein SEA RITA 64 [Mycobacterium phage Rita]
‘hypothetical protein AVV73 g060 [Mycobacterium phage CaptainTrips]
‘hypothetical protein C194 gp060 [Mycobacterium phage SG4]

‘hypothetical protein HWE50_gp064 [Mycobacterium phage TChen]

Jothetical protein BOOMER 68 [\

,cobacterium phage Boomer]
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hypothetical protein 15H96_gp60 [Mycobacterium phage Veteran]
Sequence ID: YP_009963150.1 Length: 81 Number of Matches: 1

»See 1 more title(s)

Range 1: 1 to 81 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
164 bits(416) Se-51 Compositional matrix adjust. 81/81(100%) 81/81(100%) 0/81(0%)

Query 1 MSGEAQNLTWENFSGFVGSGRHRAVLPGDRRNAWTIPPOETGDFVHSVEDNTCARVLIEG 60
HSGEAQNL TWEWFSGFVGSGRIRAVL PGDRRIAWL TPPDE TGDF YHSVEDNTCARVLHEG
Sbjct 1 MSGEAQNLTWENFSGFVGSGRURAVLPGDRRNAWT TPPDETGDFYHSVEDNTCARVLIFG 60

Query 61 FEETMDAMMAMMMAAMAEVTE 51
FEETHDAMMAAAAAAAEVTE
Sbjct 61 FEETMDAAMAMMAAAMAEVTE 81

EiDownioad v GenPept Graphics

hypothetical protein FGG28_gp072 [Mycobacterium phage Mozy]
Sequence ID: YP_009637212.1 Length: 81 Number of Matches: 1

& See 4 more title(s)

Range 1: 1 to 81 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
110 bits(298) 6e-33 Compositional matrix adjust. 68/81(84%) 72/81(88%) 0/81(0%)

Query 1 HSGEAQNLTWENFSGFVGSGRHRAVLPGDRRNAWTTPPDETGDFYHSVEDNTCARVLIFG 60
1S € QLTWEWF+GFVG GRURAVLPGDRRNAML P D GDF WSVEDNTCARVL +G
Sbjct 1 NSTETQLTWENFTGFVGPGRURAVLPGDRRNATNPSOVAGDFRHSVEDNTCARVLAUG 60

Query 61 FEETMDAAMAMMAAAMEVTE §1
SEET-DAMAAAAAAAAEVTE
Shjct 61 VEETLDAAMAAAAAAAAEVTE 81
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters
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scajRew Sp |Genomic |Spacer |rina1 [Sequence of che Region [svarc|svare fome
3 [score |z value [pisvance|score [Upscream of che Scarc |Codon|Posivion [Lengen
[ |-s233 [1ee2 |e |=5-575 [CGTTGGATCGGTIGE06GACAG [GTG [a111e  |258
2 |-2.323 |2.80¢ |10 3.018 |GGTTGGCGGACAGGIGGACAGE |ATG 41127 |24€
3 |-s7ie ress 1 ~6.063 | GGACAACACGIGTGCGCGGGTT |TTG |41295 |78
s a7 ress s -5.535 |CAACACGIGTGOGCGGGTTTIGC |ATG |41298 |75
s ioa o 7 -3.284 |GATGTTCGGGTTIGAGGARACG |ATG |41315 |54
¢ |-s.es2 26 |20 -4.33¢ | TGAGGARACGATGGACGCCGCG |ATG [41331 |42
7 |-c.0ss |o.s8a |5 €.864 |TGCCGCCGCTGOTGOTGCGRAG GTG 4136l 12
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences: 85,331,075 total letters
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Score  E
(bits) Value

Sequences producing significant alignment

Starcevich Draft_69, function unknown, 192 309 e-1m1
Quickiath_68, function unknown, 192 38 e-amn
Leozinho_83, function unknown, 192 38 e-amn
Kimberlium 69, function unknown, 192 38 e-amn
Avani_72, Function unknoun, 192 3% e-110
Zerg 64, function unknoun, 192 3% e-110
Veteran_61, function unknoun, 192 3% e-110
Soul22_76, function unknown, 192 3% e-110
Sabbb_68, function unknown, 192 3% e-110
Ruby_6@, function unknoun, 192 3% e-110
RockyHorror_65, function unknoun, 192 3% e-110
Hova_68, function unknown, 192 3% e-110
Mistercuddles_62, function unknown, 192 3% e-110
Mahavrat_61, function unknown, 192 3% e-110
Madiba_65, ssDNA binding protein, 192 3% e-110
LunaBly_Draft_68, function unknown, 192 3% e-110
Harley 66, function unknown, 192 3% e-110
Girr_62, function unknown, 192 3% e-110
Gigibuioui_6e, function unknown, 192 3% e-110
Galactic_63, function unknown, 192 3% e-110
Doug_66, function unknoun, 192 3% e-110
Cornucopia_66, function unknoun, 192 395 e-110
Spikelee 71, function unknown, 192 32 e-110
Beakin_65, ssDNA binding protein, 192 39 e-1le
SassyB_58, function unknown, 192 392 e-109
PopTart_s8, function unknown, 192 392 e-109

64, function unknown, 192 392 e-109
Filuzino 62, function unknown, 192 391 e-109
Rialto_Draft_69, function unknoun, 194 330 e-109
Phalconet_62, function unknown, 192 330 e-108
DLane_59, function unknoun, 192 330 e-108
Mutaformal3_70, function unknown, 192 389 e-108
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>Quickrath_68, function unknown, 192
Length = 192

Score = 398 bits (1922), Expect = e-111
Identities = 191/192 (99%), Positives = 191/192 (95%)

1 HMSDVDVDRLAKLREPFPANQIGKLPKGGITLDFVGHGYLTARF LDVDPLWTHEPFAVGDN
HSDVDVDRLAKLREPFPANQIGKL PKGGLTLDFVGHGYL TARF LDVDPLWTHEPFAVGDN
1 ISDVDVDRLAKLREPFPANQIGKLPKGGTTLDFVGHGYLTARFLDVDPLITHEPFAVGDN

: 61 GLPLLDEQGGLWIRLTICGVTRIGYGDAGGKKGPNAVKEATGDAL RNAGHRFGAALDLIC
GLPLLDEQGGLIIRLTICGVTRIGYGDAGGKKGPHAVKEATGDAL RNAGHRFGAALDLIC
61  GLPLLDEQGGLIIRLTICGVTRIGYGDAGGKKGPIAVKEATGDAL RNAGHRFGAALDLIC

121 KGDPDAPAPPDPAAAERNALLHELGDACAALTLDEKTVAAQFYGKYKVTARNAKPAQLRE
KGDPDAPAPPDPA AERNALLHELGDACAALTLDEKTVAAQFYGKYKVTARNAKPAQLRE
+ 121 KGDPDAPAPPDPAVAERNALLHELGDACAAL TLDEKTVAAQFYGKYKVTARNAKPAQLRE

: 151 FIDDLUENGAPA 192
FIDDLIENGAPA.
151 FIDDLUENGAPA 192

>Leozinho_63, function unknown, 192
Length = 192

Score = 398 bits (1922), Expect = e-111
Identities = 191/192 (99%), Positives = 191/192 (95%)

1 HMSDVDVDRLAKLREPFPANQIGKLPKGGITLDFVGHGYLTARF LDVDPLWTHEPFAVGDN
HSDVDVDRLAKLREPFPANQIGKL PKGGLTLDFVGHGYL TARF LDVDPLWTHEPFAVGDN
1 HMSDVDVDRLAKLREPFPANQIGKLPKGGITLDFVGHGYLTARF LDVDPLWTHEPFAVGDN

: 61 GLPLLDEQGGLWIRLTICGVTRIGYGDAGGKKGPNAVKEATGDAL RNAGHRFGAALDLIC
GLPLLDEQGGLIIRLTICGVTRIGYGDAGGKKGPHAVKEATGDAL RNAGHRFGAALDLIC
61  GLPLLDEQGGLIIRLTICGVTRIGYGDAGGKKGPIAVKEATGDAL RNAGHRFGAALDLIC

121 KGDPDAPAPPDPAAAERNALLHELGDACAALTLDEKTVAAQFYGKYKVTARNAKPAQLRE
KGDPDAPAPPDPA AERNALLHELGDACAALTLDEKTVAAQFYGKYKVTARNAKPAQLRE
: 121 KGDPDAPAPPDPAVAERNALLHELGDACAAL TLDEKTVAAQFYGKYKVTARNAKPAQLRE
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RID
Query ID
Description
Molecule type
Query Length

7M2ZRSMC016 (Expires on 06-03 23:34 pm)

Idl|Query_47504
unnamed prot
amino acid
193

product

Program

nr
All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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Distribution of the top 100 Blast Hits on 100 subject sequences ©
Mouse over to see the title, click to show alignments

Color key for alignment scores
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Referenc:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of Mar 03, 2023
435,703 sequences; 84,277,352 total letters
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‘single strand annealing protein [Mycobacterium phage Kimberlium]
single sirand anneaiing protein [Mycobacterium phage Avani]

‘single strand annealing protein [Mycobacterium phage RockyHorror]

ypothetical protein SEA CORNUCOPIA 66 [Mycobacterium phage Comucopial

‘single strand annealing protein [Mycobacterium phage Spikelee]
‘single strand annealing protein [Mycobacterium phage PopTart]
‘single strand annealing protein [Mycobacterium phage Ibhubesi]
‘single strand annealing protein [Mycobacterium phage Filuzino]
‘single strand annealing protein [Mycobacterium phage DLane]
‘single strand annealing protein [Mycobacterium phage Mutaformat3]
‘hypothetical protein SEA AKHILA_55 [Wycobacterium phage Akhilz]
‘single strand annealing protein [Mycobacterium phage Eish]

single sirand annealing protein [Mycobacterium phage ArcusAngelus]
single strand annealing protein (Mycobacterium phage Sparkdeniiy]
‘single strand annealing protein [Mycobacterium phage Plumbus]

‘single strand annealing protein [Mycobacterium phage WIVsmall]
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single strand annealing protein [Mycobacterium phage Kimberlium]
Sequence ID: YP_009198173.1 Length: 192 Number of Matches: 1
b See 4 more title(s)

Range 1: 1 to 192 Genpet Graohis

Score Expect Method Tdentities Positives Gaps.
385 bits(990) 6e-135 Compositional matrix adjust. 191/192(99%) 191/192(99%) 0/192(0%)

Query 1 MSDVDVDRLAKLREPFPANQIGKLPKGGITLDFVGHGYLTARFLOVDPLTHEPFAVGDI 68
HSDVDVDRL AKL REPEPANQL GKL PKGGTTLDFVGHGYL TARFLOVDPLUTHEPEAVGDI
Sbjct 1 MSDVDVDRLAKLREPFPANQIGKLPKGGITLDFVGHGYLTARFLOVDPLUTHEPFAVGD 68

Query 61  GLPLLDEQGGLHIRLTICGVTRIGYGDAGGKKGPNAVKEATGDAL RIAGHRFGAALDLIC 120
‘GLPLLDEQGGLWTRL TLCGVTRIGYGDAGGKKGPIIAVKEATGDAL RNAGHRFGAALDLHC
Sbjct 61  GLPLLDEQGGLWIRLTICGVTRIGYGDAGGKKGPNAVKEATGDAL RAGHRFGAALDLIC 120

Query 121 KGDPDAPAPPDPARAERIALLHELGDACAALTLDEKTVAAQFYGKYKVTARIAKPAQLRE 150
KGDPDAPAPPDPA AERIALLHELGDACAALTLDEKTVAAQFYGKYKVTARNAKPAQLRE
Soict 121 KGDPDAPAPPDPAVAERIALLHELGDACAALTLDEKTVAAQFYGKYKVTARIAKPAGLRE 150

Query 181 FIDDLMENGAPA 102
FIDDLENGAPA
Sbjct 181 FIDDLMENGAPA 192

EiDownioad - GenPept Graphiss

single strand annealing protein [Mycobacterium phage Avani]
Sequence ID: YP_009013167.1 Length: 192 Number of Matches: 1
b See 1 more title(s)

Range 1: 1 to 192 Genpet Graohis

Score Expect Method Tdentities Positives Gaps.
384 bits(986) 2e-134 Compositional matrix adjust. 190/192(99%) 191/192(99%) 0/192(0%)

Query 1 MSDVDVDRLAKLREPFPANQIGKLPKGGITLDFVGHGYLTARFLOVDPLTHEPFAVGD 68
"MSDVDVDRLAKLREPFPANQL GKL PKGGTTLDFVGHGYL TARFLOVDPLUTHEPFAVG+1I
Sbjct 1 MSDVDVDRLAKLREPFPANQIGKLPKGGITLDFVGHGYLTARFLOVDPLUTHEPFAVGEN 68

Query 61  GLPLLDEQGGLHIRLTICGVTRIGYGDAGGKKGPNAVKEATGDAL RIAGHRFGAALDLIC 120
‘GLPLLDEQGGLWTRL TLCGVTRIGYGDAGGKKGPIIAVKEATGDAL RNAGHRFGAALDLHC
Sbjct 61  GLPLLDEQGGLWIRLTICGVTRIGYGDAGGKKGPNAVKEATGDAL RAGHRFGAALDLIC 120

Query 121 KGDPDAPAPPDPARAERIALLHELGDACAALTLDEKTVAAQFYGKYKVTARIAKPAQLRE 150
KGDPDAPAPPDPA AERIALLHELGDACAALTLDEKTVAAQFYGKYKVTARNAKPAQLRE
Soict 121 KGDPDAPAPPDPAVAERIALLHELGDACAALTLDEKTVAAQFYGKYKVTARIAKPAQLRE 150

Query 181 FIDDLMENGAPA 102
FIODLMENGAPA





image766.png
Visualization

Resubmit Section

7 149
SRR ETDNE

‘DUFG07 - Fant]
‘DUF 3268 - 2ino=T L'
NP o201460; 1




image767.png
PF06378.14

TIGRO0607

PF06420.15

PF04098.18

BHIP_C

SIRB_F

; DUF1071 ; Protein of unknown function
(DUF1071)

rads2; recombination protein rads2. All
proteins in this family for which
functions are known are involved in
recombinat

; Mgm101p; Mitochondrial genome
maintenance MGM101

; Rads2_Rad22 ; Rad52/22 family
double-strand break repair protein

DNA repair protein RADS2 homolog;
double-strand break repair single
strand annealing protein, DNA binding
protein, self

DNA repair protein RADS2 homolog;
DNA annealing protein, ssDNA binding,
multimeric ring formation, DNA
BINDING PROTEIN;

99.85

9.8

99.79

99.78

99.75

99.7

69220

41e19

35e18

12018

9.9e18

13016

137.68

13401

129.76

130

143.54

125.86

144

82

126

83

95

89

132

19

15

17

122

120

160

161

169

153

a1

215




image768.png
StajRaw SO _|enomic |spacer [Final |[Sequence of the Region [starc|stare  [omr
3 [score |z value [pisvance|score [Upscream of che Scarc |Codon|Posivion [Lengen
273 e |12 =3-s45 _[cTeCTOCTGOGGAGETGACCGR [ATG [41365 [575
2 |-2.57¢ 2450 12 5.277 | CGGAGGTGACCGAATGAGCGAC |GTG |41378  |570
3 |-s.cos 28 |n -4.361 | CCTCACCGCGAGGTICCICGAC |GTG |41504 444
s -1ss7 sasr m 2.354 | TGACGCGCICAGGAACGCGGGE |ATG |41656  |252
s |-e.s23 |o.77s |12 -7.355 | GAGGTICGGOGCTGEICICRAC |TTG |41720 |28
¢ |-s.se3 L |10 -5.158 | TCTGACGCICGATGAGAAGACG |GTG |41840  |108
7 a2 leso 12 5.547 |CCAGTTTTACGGCAAGTACAAG |GTG |41870 |78
o |-s.e20 [1us 13 6.566 |GAGGAACGCGARACCIGCCCAG |TTG 41500 |48
s sseo 1530 7 _¢.483 | GCGGEAGTTCATTGACGACCTC ATG 41524 24




image769.png
DeepTMHMM - Predictions

Predicted topologies can be downloaded in ,gff3 format and 3line format

DeepTMHMM - Most Likely Topology | Type: Globular
outside

Membrane

Inside
0 25 50 7 100 125 150 175 200

DeepTMHMM - Posterior Probabilities

10

Probability
o o
s &

°
=

°
o

— nside

0 25 50 75 100 125 150 175 200
Sequence

°
°




image770.png
Referenc
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters




image771.png
Distribution of 100 Blast Hits on the Query Sequence

Mouse-over to show defiine and scores. Click to show alignments

Color Key for Alignnent Scores

<ao 40-50

L L ————————

0 50 100





image772.png
Sequences producing significant aligament:

Starcevich Draft_7e, function unknown, 118
0gopogo_71; function unknown, 118

Mantra_82, HIH endonuclease, 118

Hamulus_65, HIH endonuclease, 118

Ardnore_57, function unknown, 118

Chuckly_68, HIH endonuclease, 115
Byougenkin_65, HNH endonuclease, 118

Bobi_69, Wil endonuclease, 118

Batistus_63, HIH endonuclease, 118
KristaRa68, HNH endonuclease, 118
Juiceass_86, HIH endonuclease, 118
J21Farm20_78, HNH endonuclease, 118

Rockne_66, HIH endonuclease, 118

PIIC_62, function unknown, 118
HilleniunForce 68, HiH endonuclease, 115
Boomer_70, HNHC protein, 118

5iSi_63, HNH endonuclease domain protein, 118
Avani_73, HiH endonuclease, 118

Spartacus_67, HNH endonuclease, 120
Seagreen_64, HNH endonuclease domain protein, 120
DeadP_72, HilH domain protein, 120
Willsterrel 66, HNH endonuclease, 120

wee_70, function unknown, 120

Taj_70, HiH endonuclease, 126
IrishsherpFalk 66, HIH endonuclease, 120
Flathead 66, HIH endonuclease, 126
Strokeseat_61, HNH endonuclease, 120
Shaunal_63, HIH endonuclease domain protein, 126
SassyB_59, function unknown, 120

Quico_73, HiH endonuclease domain protein, 120
PopTart_59, function unknown, 126
Phanphagia_61, HIH endonuclease, 120
Phalconet_83, HNH endonuclease, 126
Ovechkin 65, function unknown, 120
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>0gopogo_71, function unknown, 118
Length = 115

Score = 254 bits (648), Expect = 6e-68
Identities = 116/115 (98%), Positives = 118/118 (100%)

Query: 1 NSRRYTGFSPETKELIWTRAQGRCERCNEYASDATAHHRRPRGLGGSRREDTNLASNGL 6@
HSRRYTGFSPETKEL TWTRAQGRCERCNEYASDATARHRRPRGLGGSRRDTNLASNGLH
Sbjct: 1 NSRRYTGFSPETKELIWTRAQGRCERCNEYASDATAHHRRPRGLGGSRRODTNLASNGL 60

Query: 61 ACGACHRUAESYRTQAFADGHLVRQSQSPITVPVLYRGNIVLLDDDGFVYRIPTEARK 115
ACGACHRWAESYRTQAFADGHLVRQSQSPTTVPVLYRGNKVLLDDDGFVYR+PTEAAK
Sbjct: 61 ACGACHRWAESYRTQAFADGHLVRQSQSPITVPVLYRGNAVLLDDDGFVYRVPTEASK 118

SHantra_62, HIH endonuclease, 118
Length = 115

Score = 253 bits (645), Expect = 1e-67
Identities = 116/118 (35%), Positives = 115/115 (100%)

Query: 1 NSRRYTGFSPETKELIWTRAQGRCERCNEYASDATAHHRRPRGLGGSRREDTNLASNGL 6@
HSRRYTGFSPETKEL TWTRAQGRCERCNEYASDATARHRRPRGLGGSRRDTNLASNGLH
Sbjct: 1 NSRRYTGFSPETKELIWTRAQGRCERCNEYASDATAHHRRPRGLGGSRRODTNLASNGL 60

Query: 61 ACGACHRUAESYRTQAFADGHLVRQSQSPITVPVLYRGNIVLLDDDGFVYRIPTEARK 115
ACGACHRWAESYRTQAFADGHLVRQSQSPTTVPVLYRGNKVLLDDDGFVYRIPTEAR
Sbjct: 61 ACGACHRWAESYRTQAFADGHLVRQSQSPITVPVLYRGNUVLLDDDGFVYRIPTEAAQ 118
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ypothetical protein SEA OGOPOGO 71 [Mycobacterium phage 0gopogo]

'HINH endonuclease [Mycobacterium phage Mantra]

'HINH endonuclease [Mycobacterium phage Ardmore]
'HINH endonuclease [Mycobacterium phage Bobi]

HINH endonuclease [Mycobacterium phage Byougenkin]
'HINH endonuclease [Mycobacterium phage KristaRAM]
'HINH endonuclease [Mycobacterium phage Boomer]
'HINH endonuclease [Mycobacterium phage SiSi]

'HINH endonuclease [Mycobacterium phage Avani]

'HINH endonuclease [Mycobacterium phage DeadP]

'HINH endonuclease [Mycobacterium phage Flathead]
'HINH endonuclease [Mycobacterium phage Wee]

'HINH endonuclease [Mycobacterium phage Quico]

'HINH endonuclease [Mycobacterium phage StAnnes]
'HINH endonuclease [Mycobacterium phage DLane]

'HINH endonuclease [Mycobacterium phage Plumbus]
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hypothetical protein SEA_OGOPOGO_71 [Mycobacterium phage Ogopogo]
Sequence ID: AVJ50710.1 Length: 118 Number of Matches: 1

Range 1:1to 118 Genpest Graohis
Score Expect Method Tdentities Positives Gaps
245 bits(625) 1e-81 Compositional matrix adjust. 116/118(98%) 118/118(100%) 0/118(0%)

Query 1 HSRRYIGESPETKELTWTRAQGRCERCIEYASDATAHKRRPRGLGGSRREDTHLASHGLH 68
HSRRYTGFSPETKEL IWTRAQGRCERCIEYASDATAH-RRPRGL GGSRR=DTNLASNGLY
Sbjct 1 MSRRYTGFSPETKELTWTRAQGRCERCHEYASDATAHHRRPRGLGGSRRODTHLASHGLH 68

Query 61  ACGACHRUAESYRTQAFADGHLVRQSQSPITVPVLYRGHNVLLODDGFVYRIPTEARK 118
‘ACGACHRIAES YRTGAFADGHLVRQSQSPTTVPVLYRGIILLDDDGFVYR+PTEARK
Sojct 61  ACGACHRUAESYRTQAFADGHLVRQSQSPITVPVLYRGHNVLLODDGFVYRVPTEARK 118

EiDownioad v GenPept Graphics

HNH endonuclease [Mycobacterium phage Mantra]
Sequence ID: YP_009959426.1 Length: 118 Number of Matche:
» See 1 more title(s)

Range 1:1to 118 Genpest Graohics

Score Expect Method Tdentities Positives Gaps
244 bits(623) 3e-81 Compositional matrix adjust. 116/118(98%) 118/118(100%) 0/118(0%)

Query 1 HSRRYIGESPETKELTWTRAQGRCERCIEYASDATAHKRRPRGLGGSRREDTHLASHGLH 68
HSRRYTGFSPETKEL IWTRAQGRCERCIEYASDATAH-RRPRGL GGSRR=DTNLASNGLY
Sbjct 1 MSRRYTGFSPETKELTWTRAQGRCERCHEYASDATAHHRRPRGLGGSRRODTHLASHGLH 68

Query 61 ACGACHRUAESYRTOAFADGHLVROSQSPITVPVLYRGHNVLLODDGEVYRIPTEARK 118
‘ACGACHRIUAESYRTOAFADGLVRQSQSPTTVPVL YRGNAVLLDDDGFYRIPTEARS
Sbjct 61  ACGACHRWAESYRTQAFADGWLVRQSQSPITVPVLYRGNAVLLDDDGFVYRIPTEAAQ 118
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Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.
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441,229 sequences; 85,381,975 total letters
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Score  E

Sequences producing significant alignments: (bits) Value
TootsiePop_6, scaffolding protein, 178 383 9e-s5
Starcevich Draft_7, function unknown, 178 323 se-ss
Piper2020 5, scaffolding protein, 178 33 9e-ss
Misha28_6, scaffolding protein, 178 33 9e-ss
Madiba_B, scaffolding protein, 178 33 9e-ss
J0b42_6, scaffolding protein, 178 33 9e-ss
Datlorst_6, scaffolding protein, 178 33 9e-ss
ChickenDinner_Draft_6, function unknoun, 17 323 se-ss
Awesomesauce 6, scaffolding protein, 178 383 9e-ss
Spikelee 6, scaffolding protein, 178 332 3e-sa
Hova_6, scaffolding protein, 178 332 3e-s4
Velvateen 6, scaffolding protein, 178 381 ge-sa
UncleRicky 6, scaffolding protein, 178 31 ge-sa
Tootsieroll 6, scaffolding protein, 178 31 ge-sa
Stap_Draft_s, function unknoun, 178 31 ge-sa
Simranz1 e, scaffolding protein, 178 31 ge-sa
Seagreen 6, scaffolding protein, 178 31 ge-sa
Sarma624 6, scaffolding protein, 178 31 ge-sa
RockyHorror_6, scaffolding protein, 175 31 ge-sa
Rialto_Draft_6, function unknoun, 178 a1 ge-oa
Pollyuog_6, scaffolding protein, 175 31 ge-sa
Lorde_6, scaffolding protein, 178 31 ge-sa
Kingsley 6, scaffolding protein, 175 31 ge-sa
Ja1Farm20_6, scaffolding protein, 178 31 ge-sa
Frankie_6, scaffolding protein, 178 31 ge-sa
Enby_6, scaffolding protein, 178 31 ge-sa
Draga_6, scaffolding protein, 178 31 ge-sa
Dirtiicgirt 6, scaffolding protein, 178 31 ge-sa
Coco12_6, scaffolding protein, 178 31 ge-sa
Cerasum_6, scaffolding protein, 178 31 ge-sa
Buzzlyseyear_6, scaffolding protein, 178 31 ge-sa
Bobi_6, scaffolding protein, 178 31 ge-sa
Bighil 6, scaffolding protein, 178 31 ge-sa
Alexphander_6, scaffolding protein, 178 381 4e-sa
Squirty_s, scaffolding protein, 178 330 1e-93
Plumbus_6, scaffolding protein, 178 330 1e-93
OulsT26, scaffolding protein, 178 330 1e-93
Oksu_Draft_6, function unknown, 178 320 1e-03
Leozinho_6, scaffolding protein, 178 330 1e-93
Kimberliim 6, scaffolding protein, 178 330 1e-93
Juiceass_6, scaffolding protein, 178 330 1e-93
Boomer_6, scaffold protein, 178 320 1e-93
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Sequences producing significant alignments:

Starcevich Draft_72, function unknown, 871

Shilan_65, DA methylase, 960
Martik Draft_67, function unknoun, 768
BlueCrab_Draft_74, function unknown, 758
Auesomesauce_76, DNA methylase, 816
TootsiePop_75, DNA methylase, 516
Hisha2s_75, DNA methylase, 516
Philus_Draft_71, function unknoun, 848

DRBY19 70, helix-turn-helix DNA-binding domain protein, 845

Megiddo_53, DNA methylase, 731
Stresssall 53, DNA methylase, 730
Phaln_53, DNA methylase, 730

Glaske 53, DNA methylase, 730
CactusTack_53, DNA methylase, 730
Willsammy_52, DNA methylase, 726
Kilkor_53, DNA methylase, 726
Atcoo_55, DNA methylase, 519
Hannaconda_142, DNA methylase, 744
Stannes_78, endonuclease, 752

RedBird 75, DNA methyltransferase, 893
Dorothy_75, DNA methylase, 893
Pollyuog_67, DNA methylase, 627
Bipolar_76, DNA methylase, 668
Filuzino 74, DNA methyltransferase, 691
Murica_162, DNA methylase, 602
MISSy_10@, DNA methylase, 602
Mantra_64, function unknoun, 774
HilanaBonita_66, DNA methylase, 893
akhila 67, DA methylase, 593
OulsT2W_66, methyltransferase, 638
Lilac_161, DA methyltransferase, 734
Bobi_73, DNA methylase, 685

Quico_82, DNA methylase, 452
Florinda 85, DNA methylase, 482
Mahavrat_63, DNA methylase, 411
Girafales_82, DNA methylase, 420
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>Shilan_65, DNA methylase, 960
Length = 960

Score = 1321 bits (3418), Expect = 0.0
Identities = 681/943 (71%), Positives

752/948 (79%), Gaps = 35/948 (3%)

Query: 1 HTPYYQDDEVTLYHGDCLDVIAKLPDNSVDAVVTDPPYGLEFHGKDUDSPWQESDVIADA 60
HTPYYQDDEVTLYHGDCLDVIAKL PDNSVDAVVTDPPYGL EFHGKDLID4PW+ESDVIADA
Sbjct: 1 HTPYYQDDEVTLYHGDCLDVIAKLPDNSVDAVVTOPPYGLEFHGKDHDAPKKESOVIADA 60

Query: 61 GFHGGGINATRKLPSFTGTTNPKCLRCKGTRRGRRDGTAKVAVCLCRDGGQFPNIRAVEN 120
GFHGGGT+ATRKLPSFTGTTNPKCLRCKGTRRGRRDGTAKVAVCL CROGGQFPN+RAVEN
Sbjct: 61 GPHGGGISATRKLPSFTGTTNPKCLRCKGTRRGRROGTAKVAVCLCRDGGQFPIVRAVEN 120

Query: 121 RAFQQICQENASECLRVLKPGGHLAFGGSRTUHRLAAATEDAGFEIRDSIAULYGCLTD 180
RAFQQ QENA+ECLRVLKPGGHILAFGG+RTUHRLA+ATEDAGFEIRDSTAHLYGCLT
Sbjct: 121 RAFQQUSQENAAECLRVLKPGGHLAFGGTRTUHRLASATEDAGFETRDSIAULYGCLTA 180

Query: 151 DVEVLTPTGHRRGIDVAVGDEVAQUNPVTGATTARPVQRTYRAPHHGELVRFRNSDTDQL 240
D EVLT 4G+ GIDV GD VAQU: T IT APVQ: +RAPN G +  RISDTDO
Sbjct: 181 DTEVLTDSGHKLGTDVTEGDLVAQHDSETDQITLAPVQQVF RAPKDGPIRTLRNADTOQY 240

Query: 241 LTPHHRVIYRNNDHRGADGRANRELI- -SEYRVADAGSIGRRSPIRLPLAGEHNGPGVGGY 295
LTPNHRVA4R  + G+ R U +++VAtA + 4PHLPIAG H G GHGG
Sbjct: 241 LTPNHRVYHRPAQRKIVSGKR -RRHFDNQHQVAEAADL STHNPVQLPVAGHHEGSGTGED 299

Query: 299 DYAALLGHVHTEGGFDRSGSGVRIYQSSVNQQHCDTIAALLDRLTPHKRYDYQRTYKRRS 358
DYAALLGHVHTEGGFD SGHGVRIYQSSVN TRALSDRY  HKRYD +RTV4+ R
Sbjct: 368 DYAALLGMVNTEGGFDPSGTGVRIYQSSVNADKVAETAALHDRIGAHKRYDRERTYRGR- 358

Query: 359 GERHTYTASTHFLTGDVAERVRRDLPDKHPTYELLWRMTLDEKRAFIARALDGDGSQSAR 418
YT + WF++G+AERVR DLP K PTYSLLWRMT EK A + AR+ GDGS

Sbjct: 359 ----VYTETHNFISGELAERVRADLPGKRPTYDLLWRMTGSEKLALLRAAMLGDGSGHGT 414

Query: 419 GAWQFYQSDRADREWFATALS!VGHRGHVSDRPAPRTGGAVSVSQRADTTLTPKALRENA 478
40F*Q D W TL+HG GV RP R GAF+ RAT L + LRk+
Sbjct: 415 RSQQFHOKYEDDLVKLQTLLALTGRSGKVGHRP -DRQCGALYLRDRATTELQARHLRDD- 472

Query: 479 AEFYSGEVHCIGVPTGAFVARRHGLVFITGNSGFPKSLDVSKAIDKAAGAEREVIGTR-R 537
E V+GEVWCH VPTGAFVARR+G VFITGNSGFPKS+DVSKAIDKAAGAEREVIGT+
Sbjct: 473 TEHYTGEVHCVKVPTGAFVARRNGKVFITGNSGF PKSYDVSKATDKAAGAEREVIGTKGN 532

Query: 538 AGITPSGGLVRNGVTEADKQRLVTAPATEAARQUQGHGTALKPSYEPVCVAVKPYGYTDI 597
G +6 4D VIAPAT+AA+QUQGNGTALKPSYEPVCVAVKPYGVTDL
Sbjct: 533 KGRRAAEGHGURQDADGDP - - -VTAPATDAAKQUQGHGTALKPSYEPVCVAVKPYGYTDT 589

Query: 598 LDATGSHITRLEDECRPPANGAARSSAPTPADSQEVRADTAPESAATPHEGEQARTTPTG 657
LDATGSHITRLEDECRPPANGAARS SAP TPADSQEVRADTAPESAATPHEGEQARTTPTG
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'DNA methy/ransferase [Mycobacterium phage Atcoo]
'DNA methylase [Mycobacterium phage Hannaconda]
endonuclesse [Wycobacterium phage StAnnes]
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DNA methyltransferase [Mycobacterium phage ShiLan]
Sequence ID: YP_009608140.1 Length: 960 Number of Matches: 1
» See 1 more title(s)

Range 1: 1 to 928 Genpest Graohics

Score Expect Method Tdentities Positives Gaps.

1249 bits(3233) 0.0 Compositional matrix adjust. 681/948(72%) 752/948(79%) 35/948(3%)
Query 1 HTPYYQDDEVTLYHGDCLOVIAKLPDNSVDAVVTDPPYGLEFHGKDIDSPHQESDVIADA 62

HTPYYGDDEVTLYHGDCL DVL AKL PONSVDAVVTDPPYGL EFNGKDKD+P+ESDVIADA
Sbjct 1 MTPYYQDDEVTLYHGOCLDVIAKLPDNSVDAWTDPPYGLEFNGKOUDAPNKESDVIIADA 68

Query 61  GFHGGGINATRKLPSFTGTTNPKCLRCKSTRRGRRGTAKVAVCLCRDGEQFPNIRAVEN 120
‘GFHGGGI +ATRKLPSFTGTTHPKCLRCKGTRRGRROGTAKVAVCLCROGGQFPII=RAVEN
Soict 61 GFHGGGISATRKLPSFTGTTNPKCLRCKGTRRGRRDGTAKVAVCLCRDGEQFPIVRAVEN 120

Query 121 RAFQQHCQEMASECLRVLKPGGHMLAFGGSRTWHRLAAATEDAGFETRDSTAKLYGCLTD 150
RAFQQH _QEWA+ECLRVLKPGGHHLAFGG+RTVHRL A+ATEDAGFETRDSTANLYGCLT
Sbjct 121 RAFQQHSQEAAECLRVLKPGGHMLAFGGTRTWHRLASATEDAGFETRDSTAKLYGCLTA 180

Query 181 BVEWLTPTOIRRSIOVAVGDCUAGIPVIGATTASEVORTYAPIHGELVRFRISDTOOL 240
D EVLT +Gii» GIDV_GD VAGH+ T IT APVQ: +RAPH G +
Sojct 161 DTEVLTDSGILGIOVTEGLVAGDSETOQTTLANGVF RAPHDGPIRTLRIADTOY 240

Query 241 LTPHHRVAIYRNIDHRGADGRAIREH- -SEVRVADAGS IGRRSPIRLPLAGEHIGPGUGGY 298
LTPUHRVAR  + G+ RU +ersVAsA =  +PerlPeG H G GHGG.
Sojct 241 LTPHHRVYHRPAQRKIVSGKR-RRUFDIIQQUAEAADL STHIPVQLPVAGHHEGSGIGED 299

Query 299 DYARLLGINVHTEGGFDRSGSGURTYOSSVNOQHCOTIAALLORLTPHKRYDYORTYKRRS 358
DVAALLGIVATEGGFD SG-GVRIVOSSVI ~  TAAL+DR< HKRYD <RTV+ R
Sojct 300 DYAALLGIVHTEGGFDPSGTGURIYQSSVNADKVAE TAALHDRIGAHKRYDRERTYRGR- 358

Query 359 GERHTYTASTUFLTGDVAERVRRDLPDKHPTYELLIRMTLDEKRAFIARALDGOGSQSAR 415
T ¢ WF++Gr-AERVR DLP K PTY-LLWRIT EK A + Ak GDGS
VNTETHUF ISGELAERVRADLPGKRPTYDLLWRITGSEKLAL LRARVLGDGSGHGT 414

sojet 359

Query 415 GANQFYQSDRADREWFATALSIVGHRGHVSDRPAPRTGGAVSVSQRADTTLTPKALRENA 475
SQF0 D W TLeG GV RP R Gh»+ RATL +[Rew
Sbjct 415 RSQQFHOCYEDDLWILQTLLALIGRSGKVGHRP-DROCGALYLRORATTELQARHLRDD- 472

Query 479 AEFYSGEVWCIGUPTGAFVARRHGLVFITGNSGFPKSLOVSKATDKAAGAEREVIGTR-R 537
E Y2GEVWC- VPTGAFVARR+G VFITGNSGFPKS-DVSKATDKAAGAEREVIGT+
Sojct 473 TEMVIGEVWCKVPTGAFVARRIGKVFITGNSGFPKSHDVSKATDKAAGASREVIGTKGH 532

Query 538 AGITPSGGLVRNGVTEADKQRLVTAPATEAARQQGHGTALKPSYEPVCVAVKPYGYTDT 597
G i + D VTAPAT+AA-QUOGHGTALKPSYEPVCVAVKPYGVTDT
Soict 533 KGRRAAEGWGHRQDADGDP-- -VTAPATOAAKQHQGHGTALKPSYEPVCVAVKPYGVTDI 559

Query 595 LDAIGSHITRLEDECRPPANGAARSSAPTPADSQEVRADTAPESAATPHEGEQARTTPTG 657
LDAIGSHITRLEDECRPPANGAARSSAPTPADSEVRADT APE SAATPHEGEQARTTPTG
Sbjct 590 LDAIGSHITRLEDECRPPANGAARSSAPTPADSQEVRADTAPESAATPHEGEQARTIPTG 649

Query 658 AAAGSSAATDTSAFELEGETCHSTVISWRACWDELYDLTSTSTTSTASSLTTDLRTLUSS 717
AAAGSSAATDTSAFELEGETCSTVTSURACKDELYDLTSTSTTSTASSLTTDLRTLISS
Sbjct 650 AAAGSSAATDTSAFELEGETCHSTVISWRACWDELYDLTSTSTTSTASSLTTDLRTLUSS 769
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Hit

2008 A

7QSU_A

7055 A

1DQ3 A

7QST A

Name

Endonuclease PL-Pkoll; hydrolase; HET:
GOL, 504, MSE; 2.5 {Thermococcus
kodakarensis}

V-ATPase; intein, protein splicing,
endonuclease, HYDROLASE; HE
1.9A {Thermococcus litoralis}

V-type ATP synthase alpha chain; intein,
protein splicing, endonuclease,
HYDROLASE; 1.56A {Thermococcus
litoralis}

ENDONUCLEASE; Endonuclease, PL-Pful,
Intein-encoded, HYDROLASE; 2.1A
{Pyrococcus furiosus) SCOP: d.95.2.2,
b.86.12,d5

V-type ATP synthase subunit A; intein,
protein splicing, endonuclease,
HYDROLASE; 2.49A {Pyrococcus
horikoshii}
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image792.png
E=| Genomic [spacer [Final [Sequence of the Region [start|starz |omr
: 2 Value [pisvance[score [Upscream of che Svarc |Codon|Posivion [Lengeh
T 1205 |18 6.575 |GGACACAAGCGTICGCTGACGE |GTG |42183  |alss
2 2s0s [2s2s |12 3.735 | GAATCCCCACGGAGGCAGOGAR |ATG [42257  |30ds
3 |-s7ee 2108 s 5.368 | CTATCACGGGGATIGCCTCGAT |GTG |423s4  |2588
s |-s.3es 13mm s 6.414 | TTGOCTCGATGIGATIGCTARG |TTG 42366 |257¢
s |-s.302 [13es |1a 6.€45 |CGACAACAGCGTIGACGCGGTA |GTG 42353 |2545
¢ |-a.ss3 |1sse 12 -4.828 | CCCACCGTATGGGCICGAATIC |ATG 42423 |2515
7 |-e.s23 |o.77s s =7.25% | TCCARACATICGCGCIGIIGAG |ATG |42654  |2638
o |-s.33: 1em 1 -5.685 | CCAGGAGTGGGCGTCCGAGTGE |TTG |42695  |2643
s |-c.33s |o.see |10 =7.030 | GTGGGCGTCCGAGTGETTGEGE (GG |42705 2637
10 |-c.353 jo.sss  m =7.150 | GGOGTCCGAGTGETIGEGEGTG |TTG |42708 2634
11 |-s.ass 1730 |10 -5.135 |CGTGTTGARACCGGGCGGGCAC |ATG 42726 |261€
12 |-s.ass 1730 13 5.450 | GTTGARACCGGGCGGGCACATG |TTG |42725 2613
13 |-s.se0 1530 (10 -5.655 |CTGOCTCACTGACGACGTIGAG |GG |42846  |245€
1s |-s.3s2 1s0s 1s 5.554 | GOGCCGAGGCATCGACGTCGCC |GTG |42888  |2454
1s |-7.0e3 |o.s0s s 7.858 | GGGTGOGATCACCGOCGEGECE |GTG  |42945  |2357
1c |-s.38s 13ss |ie =7.140 | CTACGCGGCGCTGETCRGCTGE |GTG |43215  |2127
17 |a71e 2z s -4.450 | GTTCGACCGATCAGGCAGCGGT |GTG |43254 2088
1o |-s.1e7 1sis a7 ~6.167 |AACATGGTICTTAACCGGCGAC |GTG |43415  |1523
15 |-s.3es 1333 1a ~6.414 | AACCTACGAGCTGCIGIGGCGC |ATG |43482 1260
20 |-e.e37 |o.e2a |5 -7.611 |ATGGTTCGOGACCGOGCIGICE |ATG |43614 1728
21 so7s [1a7s 11 -5.831 |GATGGTTGGGTGECGCGEGCAC (GG |43635 (1707
22 <4775 [1.e20 10 5.465 |GGCACCICGCACGGGCGGCGCT |GTG 43671 |1671
23 |s.3as (1385 12 ~6.175 | TCGCACGGGCGGCGCIGIGAGE |GTG 43677 1665
24 |s.e20 [1.118 e -7.042 | CACCACACTCACGCCGARAGCE |TTG 43716 |162€
25 |-a.e74 [1.c65 |0 -5.855 | CGOCGAGTICTACAGCGGCGAG |GTG 43752 |1550
26 -aa21 1751 |5 5.155 |CGGCGTICCAACTGECGEGTIC |GTG |43785  |1587
27 -am17 1600 |6 -6.562 |CGTGGCTCGOCGICACGEICTG |GTG 43806 |153¢
28 |-aies7 [z 15 -5.255 |GGOCGCTGGTGOCGAGCGEGAG |GTG 43850 1452
25 |-ases 1112 |5 -5.355 |GATCACGCCTAGTGGCGGACTT |GG |43535  |1407
30 |-s.305 132 |o ~6.530 | TGGCGGACTIGIGOGARACGET |GTG |43547  |1355
31 |-s.2a5 131 w1 6.006 |GCTGARACCAAGCTATGAACCA |GTG |44045 1253
32 |-s.7s1 1125 12 6.€27 |CTATGAACCAGTGTGEGTIGEC |GTG |44061  |1281
33 e o.ser 13 7.183 |TACCCCAGCCGACTCGCAAGAG |GTG 44153 |1145
33 |-s.275 137¢ |5 -6.054 |GACGGATACGICAGCGTICGAG |TTG 44313 |1025
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image67.png
>TootsiePop_6, scaffolding protein, 175
Length = 178

Score = 343 bits (881), Expect = 9e-95
Identities = 178/178 (100%), Positives = 178/178 (100%)

Query: 1 HPEEAENTVEDGATTQPGNGDEQQSSFKPITSQDEFDRIIQQRIARERSKFSDYDDLKSK 60
HPEEAENTVEDGAT TQPGNGDEQQSSFKPITSQDEFDRIIQQRIARERSKFSDYDDLKSK.
Sbjct: 1 HPEEAENTVEDGATTQPGNGDEQQSSFKPITSQDEFDRITQQRTARERSKF SDYDDLKSK 60

Query: 61 AEELDKIREGEKTELQKLTEQLOLVSSRAEKAERDLLVTSVAAEKGVPAASLTGSTKEEL 120
AEELDKIREGEKTELQKL TEQLOLVSSRAEKAERDL LVTSVAAEKGVPAASLTGSTKEEL
Sbjct: 61 AEELDKIREGEKTELQKLTEQLOLVSSRAEKAERDLLVTSVAAEKGVPAASLTGSTKEEL 120

Query: 121 EASADQLIANRDQQLQQQAPKLKPPAKNLKSGTTGTETADLDPKAAAAEALRRIRAGG 175
EASADQLIAWRDQQLQQQAPKLKPPAKNLKSGTTGTETADLDPKAAAAEALRRIIRAGG
Sbjct: 121 EASADQLTANRDQQLOQQAPKLKPPAKNLKSGTTGTETADLDPKAAAAEALRRIRAGG 178

>Starcevich Draft_7, function unknown, 178
Length = 178

Score = 343 bits (881), Expect = 9e-95
Identities = 178/178 (100%), Positives = 178/178 (100%)

Query: 1 HPEEAENTVEDGATTQPGNGDEQQSSFKPITSQDEFDRIIQQRIARERSKFSDYDDLKSK 60
HPEEAENTVEDGAT TQPGNGDEQQSSFKPITSQDEFDRIIQQRIARERSKFSDYDDLKSK.
Sbjct: 1 HPEEAENTVEDGATTQPGNGDEQQSSFKPITSQDEFDRITQQRTARERSKF SDYDDLKSK 60

Query: 61 AEELDKIREGEKTELQKLTEQLOLVSSRAEKAERDLLVTSVAAEKGVPAASLTGSTKEEL 120
AEELDKIREGEKTELQKL TEQLOLVSSRAEKAERDL LVTSVAAEKGVPAASLTGSTKEEL
Sbjct: 61 AEELDKIREGEKTELQKLTEQLOLVSSRAEKAERDLLVTSVAAEKGVPAASLTGSTKEEL 120

Query: 121 EASADQLIANRDQQLQQQAPKLKPPAKNLKSGTTGTETADLDPKAAAAEALRRIRAGG 175
EASADQLIAWRDQQLQQQAPKLKPPAKNLKSGTTGTETADLDPKAAAAEALRRIIRAGG
Sbjct: 121 EASADQLTANRDQQLOQQAPKLKPPAKNLKSGTTGTETADLDPKAAAAEALRRIRAGG 178
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"Gapped BLAST and PSI-BLAST: a new generation of protein database search
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Database: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters




image795.png
Distribution of 100 Blast Hits on the Query Sequence

Mouse-over to show defiine and scores. Click to show alignments

Color Key for Alignnent Scores

<ao 40-50

L L ————————

0 50





image796.png
Score  E

Sequences producing significant alignments: (bits) Value
Kersh_69, function unknoun, 78 152 se-3
Nivrat_64, function unknown, 66 FECq
Lilioolah_66, function unknown, 66 135 ge-m
Whouxph?_65, function unknown, 76 132 3e-:
XFactor_85, function unknown, 66 132 4e-:
Eish_70, function unknoun, 66 132 4e-:
Zerg_67, function unknoun, 66 31 ee-3
Cornie_65, function unknown, 66 1 ee-3
Fancypants_71, function unknoun, 76 10 se-31
ShroomBoi_7e, function unknown, 66 10 1e-3
Ruby_63, Function unknoun, 66 130 1e-30
Hova_71, function unknown, 66 10 1e-3
Mistercuddles_65, function unknown, 66 10 1e-3
LunaBly_Draft_71, function unknown, 66 10 1e-3
Girr_65, function unknoun, 66 10 1e-3
Galactic_6s, function unknown, 66 10 1e-3
Emma_70, function unknoun, 76 10 1e-3
Datiorst_68, function unknown, 66 10 1e-3
Alexphander_71, function unknoun, 66 130 1e-30
Tueety_67, Function unknown, 77 129 2e-30
Spartacus_71, function unknown, 69 128 4e-30
Buruel121 66, function unknown, 76 127 1e-29
Hoonbeam 67, function unknown, 76 16 2e-29
Pippy_67, function unknoun, 66 122 se-29
BobaPhett_72, function unknown, 76 122 4e-2
Zizzle 72 function unknown, 77 117 7e-27
ByChance_61, function unknown, 77 17 7e-27
Rialto_Draft_73, function unknoun, 62 112 4e-2s
Starcevich Draft_73, function unknown, 54 108 3e-24
OwlsT21_69, function unknown, 54 108 3e-24
Mahavrat_64, function unknown, 54 107 1e-23
Harley 71, function unknoun, 54 loa  se-23
DotProduct_68, function unknown, 91 o8 se-21
Hantra_65, function unknown, 73 D5 ee-20
Byougenkin_68, function unknown, 73 D5 ee-20
Spikelee 75, function unknown, 73 "Bl 1e-15
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>Kersh_69, function unknown, 78
Length = 75

Score = 154 bits (388), Expect = 9e-38
Identities = 73/78 (93%), Positives = 74/78 (94%)

Query: 1 HRNPHDEPRTTAEHPCPPPFAPFRVGASTTTRTTETTTHTGEPNSNLTPEQLEATAYIVL 60
FRNP DEPRTTAEHPCP PFAPFRVGAST T TTETTTHTGEPNSNLTPEQLEATAYIVL
Sbjct: 1 HRNPPDEPRTTAEHPCPSPFAPFRVGASTATSTTETTTHTGEPNSNLTPEQLEATAYIVL 60

Query: 61 AFTGPPSLAYFLVKGLFR 78
AFTGPPSLAYFLVKGLF+
Sbjct: 61 AFTGPPSLAYFLVKGLFK 78

>Nivrat_64, function unknoun, 66
Length = 66

Score = 135 bits (339), Expect = 4e-32
Identities = 64/64 (100%), Positives = 64/64 (100%)

Query: 15 PCPPPFAPFRVGASTTTRTTETTTHTGEPNSNLTPEQLEATAYIVLAFTGPPSLAYFLVK 74
PCPPPFAPFRVGASTTTRTTETTTHTGEPNSNLTPEQLEATAYIVLAFTGPPSLAYFLVK

Sbjct: 3 PCPPPFAPFRVGASTTTRTTETTTHTGEPNSNLTPEQLEATAYIVLAFTGPPSLAYFLVK 62

Query: 75 GLFR 78
GLFR
Sbjct: 63 GLFR 66
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RID
Query ID
Description
Molecule type
Query Length

ZMAM12H7016 (Expires on 06-04 01:44 am)
Idl|Query_98273

unnamed protein product

amino acid

79

Database Name
Description

Program

nr
All non-redundant GenBank CDS translations-+PDB+SwissProt-+PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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00000000 O0ODO0OO0OO0OOODO

‘ypothetical protein ISHT1_gp064 [Mycobacterium phage Niviat]
‘hypothetical protein XFACTOR 65 [Mycobacterium phage XFactor
hypothetical protein HWDO0 D065 [Mycobacterium phage Cornie]
ypothetical protein 5H41_gp066 [Mycobacterium phage Galactic]
ypothetical protein PBI MOVA 71 [Mycobacterium phage Moval
‘ypothetical protein SEA DAWORST 68 [Mycobacterium phage DaWorst]
‘hypothetical protein 5H19_gp066 [Mycobacterium phage Burwel21]
hypothetical protein I5100_0p067 [Mycobacterium phage Zero]
ypothetical protein 15H43 gp065 [Mycobacterium phage Girll
‘hypothetical protein ISH52 gp069 [Mycobacterium phage Kersh]
‘hypothetical protein ISH75_gp06 [Wycobacterium phage OwisT2W]
‘hypothetical protein I5HO8 gp06S [Wycobacterium phage Whowxphi]
‘hypothetical protein PBI TWEETY 67 [Mycobacterium phage Twesty]
‘hypothetical protein I5H33 9070 [Mycobacterium phage Emma)
hypothetical protein FDI13 gp071 [Mycobacterium phage Spartacus]
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hypothetical protein I5H71_gp064 [Mycobacterium phage Nivrat]
Sequence ID: YP_009960537.1 Length: 66 Number of Matches: 1
b See 3 more title(s)

Range 1: 3 to 66 Genpept Graghics
Score Expect Method Tdentities  Positives  Gaps
128 bits(322) 7e-37 Compositional matrix adjust. 64/64(100%) 64/64(100%) 0/64(0%)

Query 15 PCPPRFAPFRVGASTTTRTTETTTHTGEPNSNLTPEQLEATAYIVLAFTGPRSLAYFLVK 74
PCPPPFAPFRVGASTTTRTTET TTHTGEPHSNL TPEQLEATAYIVL AFTGPPSLAYFLVK
Soict 3 PCPRPFAPFRVGASTTTRTTETTTHTGEPNSNLTPEQLEATAYIVLAFTGPPSLAYFLVK 62

Query 75 GLFR 78
R
sojct 63 GLFR 66

EIDownload v GenPept Graphics

hypothetical protein XFACTOR_65 [Mycobacterium phage XFactor]
Sequence ID: YP_009208806.1 Length: 66 Number of Matches: 1
» See 3 more title(s)

Range 1: 3 to 66 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
126 bits(317) 5e-36 Compositional matrix adjust. 63/64(98%) 63/64(98%) 0/64(0%)
Query 15 PCPPRFAPFRVGASTTTRTTETTTHTGEPNSNLTPEQLEATAYIVLAFTGPRSLAYFLVK 74

PCP_PFAPFRVGASTTTRTTETTTHTGEPHSNLTPEQLEATAYIVL AFTGPPSLAYFLVK
Soict 3 PCPSPEAPFRVGASTTTRTTETTTHTGEPNSNLTPEQLEATAYIVLAFTGPRSLAYFLVK 62

Query 75 GLFR 78
Gl
Sbjct 63 GLFR 66
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PF19105.3

NP_249256.1

7Z1R_D00O
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PF20461.1

SINO_A

SEOW_B

; DUF5792; Family of unknown function
(DUF5792)

hypothetical protein PA0S65
[Pseudomonas aeruginosa PAOT]

SIPYL1-E151D ABA; SLPYL1, ABA receptor
protein, Plant protein; HET: GOL, A8S;
1.601A {Solanum lycopersicum}

BEN domain-containing protein 3; DNA
BINDING PROTEIN; 2.692A {(Mus
musculus}

UQCRTTY; Ciliate, mitochondrial,
cytochrome bet, supercomplex,
ELECTRON TRANSPORT; HET: HEC, UQS,
PC1, PEE, CDL, HEM; 2.

; DUF6714; Family of unknown function
(DUF6714)

BEN domain-containing protein 3; Ultra
fine chromatin bridges, sister chromatids
separation, anaphase, cell cycle; 2.2

MRNA cap guanine-N7
methyitransferase; MRNA capping,
transferase: HET: SAH: 2.283A {Homo
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Job title: Protein Sequence

RID 0RO68V65013 (Expires on 03-12 05:44 am)
Query ID Icl|Query_75452
Description unnamed protein product
Molecule type amino acid
Query Length 179

Database Name nr-
Description All non-redundant GenBank CDS translations-+PDB+SwissProt+PIR+PRF exclu
environmental samples from WGS projects
Program BLASTP 2.13.0+ b Citation

Other reports: p Search Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment] [MSA viewer]
Analyze your query with SmartBLAST
O eranhic Cimman,




image804.png
staq |Genomic |Spacer |Final |Sequence of the Region |[stars|starc [oaF
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Reference
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters
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Sequences producing significant alignments: (bits) Value
Zerg_68, function unknoun, 49 107 7e-24
XFactor_66, function unknown, 49 107 7e-24
VRedHorse_67, function unknown, 49 107 7e-24
Velveteen 64, function unknown, 48 107 7e-24
Starcevich Draft_74, function unknown, 49 107 7e-24
Spoonbill 69, function unknown, 49 107 7e-24
Sarma62¢ 87, function unknown, 49 107 7e-24
Ritaq_66, function unknoun, 49 107 7e-24
Rita_75, function unknoun, 49 107 7e-24
Polkals 69, function unknown, 48 107 7e-24
PHappiness_66, function unknoun, 49 107 7e-24
Mozy_77, function unknoun, 49 107 7e-24
Hoonbeam_68, function unknown, 49 107 7e-24
Leperchaun_63, function unknoun, 48 107 7e-24
Krakatau_62, function unknown, 28 107 7e-24
JoeyIr_66, function unknoun, 49 107 7e-24
Jarcob_68, function unknown, 49 107 7e-24
Hades B8, function unknoun, 43 107 7e-24
Galactic_67, function unknown, 49 107 7e-24
Fancypants_72, function unknoun, 49 107 7e-24
Daenerys_65, function unknoun, 49 107 7e-24
DaddyRickover_Draft_67, function unknoun, 45 107 7e-24
Cornucopia_69, function unknoun, 49 107 7e-24
Chead_79, Function unknoun, 43 107 7e-24
Byougenkin_69, function unknoun, 49 107 7e-24
Bipolar_68, function unknown, 49 107 7e-24
Arcusangelus_69, function unknoun, 49 107 7e-24
Zizzle 73, function unknown, 49 106 2e-23
Yorick 68, function unknown, 48 106 2e-23
Whouxphf_66, function unknown, 49 106 2e-23
Wachhund_68, function unknown, 49 106 2e-23
Tueety_68, function unknown, 45 106 2e-23
Tootsieroll 70, function unknoun, 48 106 2e-23
SwagPigglett 74, function unknoun, 49 106 2e-23
SuperGrey_71, function unknoun, 49 106 2e-23
Spikelee 76, function unknown, 49 106 2e-23
Simranz1_69, function unknown, 49 108

20-23
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>Zerg_68, function unknown, 49
Length = 43

Score = 107 bits (268), Expect = 7e-24
Identities = 48/48 (100%), Positives = 48/48 (100%)

1 YTVSGTUPHYIVTGGTEPPKCFNSTVTVVKYLEQILQQGDTINNQVP 45
IIYTVSGTHPHYIVTGGTEPPKCFNSTVTVVKYLEQILQQGDTINNQVP
Sbjct: 2 NYTVSGTHPHYIVTGGTEPPKCFNSTVTVVKYLEQILQQGDTINNQVP 49

Quen

>XFactor_66, function unknown, 49
Length = 43

Score = 107 bits (268), Expect = 7e-24
Identities = 48/48 (100%), Positives = 48/48 (100%)

Query: 1 HYTVSGTHPHYIVTGGTEPPKCFNSTVTVVKYLEQILQQGDTINNQP 45
IIYTVSGTHPHYIVTGGTEPPKCFNSTVTVVKYLEQILQQGDTINNQVP

Sbjct: 2 NYTVSGTHPHYIVTGGTEPPKCFNSTVTVVKYLEQILQQGDTINNQVP 49

>VRedHorse_67, function unknown, 49
Length = 43

Score = 107 bits (268), Expect = 7e-24
Identities = 48/48 (100%), Positives = 48/48 (100%)

1 HYTVSGTWPHYIVIGGTEPPKCFNSTVTVVKYLEQILQQGDTINWQUP 45
IIYTVSGTHPHYIVTGGTEPPKCFNSTVTVVKYLEQILQQGDTINNQVP
2 IYTVSGTHPHYIVTGGTEPPKCFNSTVTVVKYLEQILQQGDTINNQVP 49
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unnamed protein product
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49

Database Name
Description

Program

nr
All non-redundant GenBank CDS translations-+PDB+SwissProt-+PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation
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‘hypothetical protein PBI CHEGD 79 [Mycobacterium phage Chedd]
‘hypothetical protein N§58_gp064 [Mycobacterium phage Velveteer)

‘hypothetical profein VC69 o063 [Mycobacterium phage Inventur

ypothetical protein SEA NORMANBULBIEJR_68 [Mycobacterium phage NormanBulbieJr]
9068 [Mycobacterium phage Ramsey]

‘ypothetical protein PBI CHES 73 [Mycobacterium phage Ches]
‘hypothetical protein FDGS7_gp073 [Mycobacterium phage Mutaforma13]
hypothetical protein VC45_gp065 [Mycobacterium phage Cerasum)
‘hypothetical protein I5H15_gp068 [Mycobacterium phage Blexus]
‘hypothetical protein I5H59 gp65 [Mycobacterium phage Mahavral]
‘hypothetical protein AVV73 gp067 [Mycobacterium phage CaptainTrips)
‘hypothetical protein 15103 gp074 [Mycobacterium phage Soul22]
‘hypothetical protein FGG38 gp69 (Mycobacterium phage DotProduct]
‘hypothetical protein KNV67_gp070 [Mycobacterium phage Plumbus}
‘hypothetical protein ISH71 gp065 [Mycobacterium phage Niviat]

9062 [Mycobacterium phage Pacc40]
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hypothetical protein PBI_CHE9D_79 [Mycobacterium phage Chedd]
Sequence ID: NP_818052.1 Length: 49 Number of Matches: 1
> See 20 more title(s)

Range 1: 2 to 49 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
100 bits(250) 1e-26 Compositional matrix adjust. 48/48(100%) 48/48(100%) 0/48(0%)
Query 1 MYTVSGTUPHYIVIGGTEPPKCFISTVTVKYLEQILOOGDTIINOVP 43

FVTVSGTIPHYIVIGETEPPKCFNSTVTVVKYLEQTLOQGDTINAQVP
Soict 2 YTVSGTUPHYIVIGGTEPPKCFISTVTWKYLEQILQOGDTIIQVP 49

EiDownload v GenPept Graphics

hypothetical protein N858_gp064 [Mycobacterium phage Velveteen]
Sequence ID: YP_008409601.1 Length: 48 Number of Matches: 1
» See 6 more title(s)

Range 1: 1 to 48 Genpept Graghics
Score Expect Method Tdentities
100 bits(250) 1e-26 Compositi

Positives  Gaps
al matrix adjust. 48/48(100%) 48/48(100%) 0/48(0%)

Query 1 MYTVSGTUPHYIVIGGTEPPKCFISTVTVKYLEQILOOGDTIINOVP 43
FVTVSGTIPHYIVIGETEPPKCFNSTVTVVKYLEQTLOQGDTINAQVP
Soict 1 MYTVSGTUPHYIVIGGTEPPKCFISTVTWKYLEQILQOGTIINQVP 43

EiDownioad v GenPept Graphics

hypothetical protein VC89_gp063 [Mycobacterium phage Inventum]
Sequence ID: YP_009125344.1 Length: 53 Number of Matches: 1

»See 1 more title(s)

Range 1: 6 to 53 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
100 bits(250) 2e-26  Compositional matrix adjust. 47/48(98%) 47/48(97%) 0/48(0%)

Query 1 MYTVSGTUPHYIVIGGTEPPKCFISTVTVKYLEQILQOGDTIINOVP 43
FVTVSGTIPHYIVIGETEPPKCFNSTVT VKYLEQILOQGDTINAQVP
Soict 6 MYTVSGTUPHYIVIGGTEPPKCFISTVTAVKYLEQILQOGDTIINQVP 53
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters
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Score  E

Sequences producing significant alignments: (bits) Value
Starcevich Draft_78, function unknown, 75 153 1e-37
LunaBly_Draft_74, function unknown, 79 %6 3e-20
Stap_Draft_65, function unknoun, 85 T2 0e-17
Oksu_Draft_74, function unknown, 41 32 03
Dogfish_8, function unknown, 216 32 e.es
Shepard_20, function unknown, 311 0

o.
o.
1.
1.
1.
1.
2.
2.
2.
2.
2.
2.
2.
2.
2.
2.
2.
2.
2.
2.
2.
2.
2.
2.
2.
2.
2.
2.
2.
2.
2.
2.
2.
2

LilHuddy_20, function unknown, 311
Ewald o, function unknoun, 215
Chargerpouer_Draft_3, function unknown, 315
Zonia_28, tape measure protein, 1992
zelda_28, tape measure protein, 1998
Zaider_29, tape measure protein, 1991
YouGoGlencoco_28, tape measure protein, 1992
Yoshand_28, tape measure protein, 1991
Xavier 37, tape measure protein, 1992
Windsor_27, tape measure protein, 1993
Weher20 28, tape measure protein, 1992
Waterdiva_28, tape measure protein, 1991
Wallhey_27, tape measure protein, 1992
Vortex 28, tape measure protein, 1992
Vivaldi_28, tape measure protein, 1992
Vista_28, tape measure protein, 1992
Virgeve_27, tape measure protein, 2000
Virapocalypse 23, tape measure protein, 1992
Veritas_27, tape measure protein, 1992
Vaticameos_28, tape measure protein, 1991
Valjean_25, tape measure protein, 1991
Vaishalize 27, tape measure protein, 1992
Usavi_Draft_28, function unknoun, 1991
UncleHowie 28, tape measure protein, 1991
Uach1_28, tape measure protein, 1991
Tyrionl_27, tape measure protein, 1992
Trypo_28, tape measure protein, 1992

True 37, tape measure protein, 1991
Tooj_28, tape measure protein, 1992

Toni 27, tape measure protein, 1993
Tomlarah_28, tape measure protein, 1991 T





image822.png
>LunaBlu_Draft_74, function unknown, 79
Length = 79

Score = 95.9 bits (237), Expect = 3e-20
Identities = 46/61 (75%), Positives = 51/61 (83%)

Query: 6 VCSVVGEGVVSADEVLGFVGGGEFGGDGAALGAGALAASNGDHAATSIDRSHRNAARACC 65
+CSVVGEGVVSAE LGFVGGGEFGG  ALGAGA AtN DHAATSIDRSHRN++  C
Sbjct: 1 HCSVVGEGVVSANESLGFVGGGEFGGHRPALGAGAFPANNSDHAATSIDRSHRNSSFLLC 60

Query: 66 G 66
I
Sbict: 616 61

>Stap_Draft_65, function unknoun, 85
Length = 85

Score = 84.3 bits (207), Expect = 9e-17
Identities = 40/53 (75K), Positives = 44/53 (83%)

Query: 1 HVFLDVCSVVGEGVVSADEVLGFVGGGEFGEDGAALGAGALAASNEDHAATSH 53
11 FLIVCSWGEGWSA+EVL VGGGEFGGDGAALGAGA AFNGDH  +
Sbjct: 1 MRFLNVCSVVGEGVVSAEEVLSIVGGGEFGEDGAALGAGAFGANNGDHGTCOL 53

>0ksu_Draft_74, function unknoun, 41
Length = 41

Score = 33.9 bits (76), Expect = 0.13
Identities = 17/21 (s0%), Positives = 17/21 (86%)

Query: 4 LDVCSVVGEGVVSADEVLGFV 24
LDVCSWGE W ADE LG V
Sbjct: 18 LDVCSVWGECVWPADESLGW 38
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ZMDZIIWWO13 (Expires on 06-04 02:41 am)

Idl|Query_623528 Database Name nr
unnamed protein product Description All non-redundant GenBank CDS translations-+PDB+SwissProt+PIR+PRF exclu
Molecule type amino acid environmental samples from WGS projects

Query Length 76 Program BLASTP 2.14.1+ b Citation
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T} Alignments = Dowalo Distance tree of results Multiple alignment o
L= e e Coren e | e Aemsn
(O head scaffoiding protein [Mycobacterium phage Job42] 352 352 99% 3e-122 100.00% YP 0081265061
(O head scaffoiding protein [Mycobacterium phage WiVsmal] 351 351 99% B8e-122 99.44% YP 0080500791
O head scaffoiding protein [Mycobacterium phage Moval 350 350 99% 2e-121 99.44% YP 009960179.1
O head scaffoiding protein [Mycobacterium phage Bobil 350 350 99% 3e-121 99.44% YP 0084080631
(O head scaffoiding protein [Mycobacterium phage Sauirty] 348 348 99% B8e-121 98.88% YP 0001245581
(O head scaffoiding protein [Mycobacterium phage Boomer] 348 348 99% B8e-121 98.88% YP 0020142221
(O head scaffoiding protein [Mycobacterium phage Fiathead] 347 347 99% 3e-120 98.31% YP 0009571981
O head scaffolding protein [Mycobacterium phage Quicol 343 343 99% 2e-118 97.19% YP 0091945301
(O head scaffoiding protein [Mycobacterium phage Ramsey] 342 342 99% 5e-118 96.63% YP 0022417931
O head scaffoiding protein [Mycobacterium phage Comucopia] 340 340 99% 2e-117 96.63% YP 0009557161
O head scaffoiding protein [Mycobacterium phage Mozy] 338 338 99% 1e-116 96.07% YP 0096371461
(O hypothetical protein BKGS7 22160 [Mycobacteroides chelonae] 163 163 91% 2e-47 5439% OHUGTA0L1
O DUF4355 domain-containing protein [Mycobacteroides abscessus] 162 162 91% 3e-47 5439% WP 0419276281
O hynothetical protein MASS 1591 [Mycobacteroides abscessus subsp. bolleti 50594 163 163 97% 3e-47 5326% AGM2B1631
(O hypothetical protein [Mycobacteroides abscessus] 162 162 97% 3e-47 5326% WP 0628788661
(O hypothetical protein [Mycobacteroides abscessus] 162 162 97% 5e-d7 5326% WP 1679133451
(O DUF4355 domain-containing protein [Gordonia sp. (in: high G=C Gram:positive bacteria)] 155 155 93% 3e-44 5476% MCB12936391

]
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+ DUF5096 ; Domain of unknown
function (DUF5096)

$ YjeF_N; YjeF-related protein N-
terminus

Enhancer of mRNA-decapping protein 3;
hEdc3, Phosphoprotein, PROTEIN
BINDING; 2.2A {Homo sapiens}
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hypothetical protein, structural
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scafgaw 5D [Genomic [Spacer [Fina1 [Sequence of the Region [Starc(stare [or
3 [score |z value [pisvance|score [Upstream of che Scarc |Codon|Posivion [Lengen
1 s3s paz e 4.560 | ATGATCACACAACAGGCACGIC |ATG |des47  |228
2 |-s.73s |2a21 |n -4.455 |ATCACACAACAGGCACGICATG |GTG |46s44 225
3 |-s.s3. 2218 1a -4.584 |GCACGICATGGIGTICCIGEAT |GTc |46s3z  |213
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 30, 2023
441,229 sequences; 85,381,975 total letters
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Sequences producing significant alignments:

Starcevich Draft_77, function unknown, 124
Babsiella 35, DNA methylase domain protein, 162
KittenMittens 74, DA methylase, 211
Inspectinfectl Draft s, function unknown, 141
Drakegs 75, DNA methylase, 211
Cookiedough_85, DA methylase, 208
Zaka_o0, DNA methylase, 216

Wiks 89, DNA methylase, 216

Smellyb_ss, DA methylase, 208

Kazan_, function unknoun, 208
Jordennis_86, DNA methylase, 216
JeuelBug_30, DNA methylase, 216
Isiphino_84, DNA methylase, 216

Hoot_83, DNA methylase, 216

Blue7_o1, DNA methylase, 208
BaBullseye 81, DNA methyltransferase, 216
Zakhe101 6, DA methylase, 189
Yunglamal 6, DNA methylase, 157
Winget 5, DNA methylase, 187

Vorrps_5, DNA methylase, 189

Telaviy_s, DNA methylase, 189

smooch_B, DNA methylase, 187

Shida 5, DNA methylase, 189

SchoolBus_5, DNA methylase, 189
Nicbrusaylor_s, DNA methylase, 189
Hori_S, DNA methylase, 189

Hadki11ah Draft_s, function unknown, 189
Krili_s, DNA methylase, 189
Idergollasper 5, DNA methylase, 189
Familton 6, Diia methylase, 189

Dylan_6, DNA methylase, 189

Corndog_6, function unknown, 157
Catdang_s, DNA methylase, 189

Blessica s, DNA methylase, 189
Alkhayr_Draft_s, function unknown, 189
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>Babsiella 55, DNA methylase domain protein, 102
Length = 102

Score = 87.8 bits (216), Expect = 8e-18
Identities = 43/65 (66%), Positives = 49/65 (75%)

Query: 60 PHTSESECSSSLPTPRGSAERTSYGAATRKDSRSSPSLEQATETAEGRLPREFNDIAELP 119
P o+t LPTPRGSAERTS GAA RKDSRSSPSLEQATEIA GHPREF + +LP
Sbjct: 38 PLATDGTKGDLLPTPRGSAERTSKGAALRKDSRSSPSLEQATETASGQIPREFEGFEDLP 97

Query: 120 nswoP 124
B
Sbict: 95 Eswp 102

>KittenMittens 74, DNA methylase, 211
Length = 211

Score = 51.6 bits (122), Expect = 6e-27
Identities = 26/43 (60%), Positives = 31/43 (72%), Gaps = 2/43 (4%)

Query: 35 IEVSETUPKTGYIISDGRAYELPTSEPHTSESECSSS--LPTPR 75
SESSETUP 4G 1 +GR L SEP TSESE 5SS LPTP+
Sbjct: 16 VEFSETWPTSGTHRNGRLSPLEPSEPRTSESESSSSPALPTPQ 58
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head scaffolding protein [Mycobacterium phage Job42]
Sequence ID: YP_008126596.1 Length: 178 Number of Matches: 1
b See 8 more title(s)

Range

0178 Genpeot Grashics
Score Expect Method Tdentities Positives Gaps.
352 bits(904) 3e-122 Compositional matrix adjust. 178/178(100%) 178/178(100%) 0/178(0%)

Query 1 HPEEAENTVEDGATTQPGNGDEQUSSFKPITSQDEFDRIIQQRIARERSKESDYODLKSK 68
HPEEAENTVEDGATT0PGNGDEQQS SFKPTTSODEFDRTIQQRTARERSKE SDVDDLKSK
Sbjct 1 MPEEAENTVEDGATTQPGNGDEQUSSFKPITSQDEFDRIIQURIARERSKFSDYDDLKSK 68

Query 61 AEELDKIREGEKTELOCLTEQLOLVSSRAEKAERDLLVTSVAAEKGUPAASLTGSTKEEL 120
‘AEELDKTREGEKTEL QKL TEQLQLVSSRAEKAERDL LVTSVAAEKGVPAASL TGSTKEEL
Sbjct 61  AEELDKIREGEKTELQCLTEQLQLVSSRAEKAERDLLVTSVAAEKGUPAASLTGSTKEEL 120

Query 121 EASADOLIAVRDOOLOOQAPKLKPPAKNLKSGTTGTETADLDPKAAMAEALRRIRAGE 178
EASADQLTAVRDOOLQQ0APKL KPPAKIILKSGTTGTETADL DPKARAAEAL RRRAGE
Sbjct 121 EASADQLIAVRDGOLQQOAPKLKPPAKNLKSGTTGTETADLDPKAASAALRRIRAGE 178

EIDownload v GenPept Graphics

head scaffolding protein [Mycobacterium phage WIVsmall]
Sequence ID: YP_008059979.1 Length: 178 Number of Matches: 1
» See 1 more title(s)

Range

0178 Genpeot Grashics

Score Expect Method Tdentities Positives Gaps

351 bits(901) 8e-122 Compositional matrix adjust. 177/178(99%) 178/178(100%) 0/178(0%)
Query 1 HPEEAENTVEDGATTQPGNGDEQUSSFKPITSQDEFDRIIQQRIARERSKESDYODLKSK 68

HPEEAENTVEDGATTQPGNGDEQQSSFKPTTSQDEF DRI IQQRIARERSKF SDVDDLKSK
Sbjct 1 MPEEAENTVEDGATTQPGNGDEQUSSFKPITSQDEFDRIIQGRIARERSKFSDYDDLKSK 68

Query 61 AEELDKIREGEKTELOCLTEQLOLVSSRAEKAERDLLVTSVAAEKGUPAASLTGSTKEEL 120
‘AEELDKTREGEKTEL QKL TEQLQLVSSRAZKAERDL LVTSVAAEKGVPA+SLTGSTKEEL
Sbjct 61  AEELDKIREGEKTELQCLTEQLQLVSSRAEKAERDLLVTSVAAEKGUPASSLTGSTKEEL 120

Query 121 EASADOLIAVRDOOLOOQAPKLKPPAKNLKSGTTGTETADLDPKAAMAEALRRIRAGE 178
EASADQLTAVRDOQLQQQAPKL KPPAKIILKSGTTGTETADL DPKARAAEAL RRRAGG
Sbjct 121 EASADQLIAVRDGOLQGQAPKLKPPAKNLKSGTTGTETADLDPKAASAEALRRIRAGE 178
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Uncharacterised protein [Mycobacteroides abscessus subsp. abscessus]
KT67454.1 Length: 122 Number of Matches: 1

6 to 122 Genbeot Grashics

Expect Method Tdentities  Positives  Gaps
105 bits(263) 2e-26 _Compositional matrix adjust. 56/88(64%) 65/88(73%) 1/88(1%)
Query 37 YSETHPKTGYHSDGRAYELPTSEPHTSESECSSSLPTPRGSAERTSYGAATRKDSRSSPS 96

VSETIP +G G LPTSE H <+ S5 LPTPR <A<ATS AATRKDS 5575
Sojct 35 VSETWPTSGTTRNGQLLPLPTSE-HRTAMNGSSLLPTPRAAADRTSRSAATRKDSHSSPS 94

Query 97  LEQATETAEGRLPREFNDMAELPHSIGP 124
L QAIETA G LPREF_ 1 E+PSiP
Sojct 95  LAGATETARGELPREFTSKDEVPVSIGP 122

EiDownload v GenPept Graphics

hypothetical protein AWB94_04755 [Mycolicibacterium canariasense]
Sequence ID: ORV13537.1 Length: 155 Number of Matches: 1

Range 1: 1 to 155 Genpest Graohis
Score Expect Method Tdentities  Positves  Gaps
102 bits(253) 2e-24 Compositional matrix adjust. 70/155(45%) 84/155(54%) 31/155(20%)

Query 1 MNATSGPTYGHQFAEVDPDTRSHKI®--DIGLIG--SIEVSETUPKTGVHSDGRAYELP 56
M TG+ = A DT W Delt S+ ETWP G +GR + LP
Soict 1 MGNTSGASHPRPLAMLDRETGHILDSDPCOVDLFSERSGQLLETHPTSGHTRIGRLFPLP 60

Query 57  TSEPHTSESECSSS: LPTPRGSAERTSYGAATRK 89
S TS sEsss LPTPR SAERTS GAATR+
Sbjct 61 ASUMRTSGSEFSSSQLLPTPVTQPSTGHGHARNLGGEIKNLLPTPRUSAERTSRGAATRR 120

Query 99 DSRSSPSLEQAIEIAEGRLPREFIDWAELPHSHQP 126
DSRS-PSLEQAEIA G-LPREF + =LP SugP
Soict 121 DSRSAPSLEQAVEIAAGOLPREFESFQELPQSWQP 155
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Database: Actinobacteriophage Proteins as of Jul €5, 2023
442,320 sequences; 85,581,437 total letters

(368 letters)

Distribution of 122 Blast Hits on the Query Sequence

Mouse-over to show defline and scores. Click to show alignments
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Sequences producing significant alignments:

Starcevich_Draft_75, function unknown, 367
Hoonbean_69, methyltransferase, 367
Estavel 75, DNA methyltransferase, 367
Phasih_65, DNA methylase, 468

Yorick 69, DA methyltransferase, 408
Fancypants_73, DNA methylase, 408
WillSterrel 71, DNA methylase, 391
IrishsherpFalk 71, DNA methylase, 391
Wachhund_69, DA methylase, 473

Shilan_76, DA methylase, 389

Rita_76, DNA methylase, 389

DillTech1s_66, methyltransferase, 447
CheeseTouch_Draft_g6, function unknown, 344
ArcusAngelus_74, Function unknown, 370
Tweety_72, function unknown, 370
Martik_Draft_72, function unknown, 408
VRedHorse_68, DIA methyltransferase, 433
Cornucopia_70, DNA methylase, 433
Ramsey_69, function unknown, 447
Madiba_71, DA methylase, 479

Shaunal_67, DA methylase, 455

Ninbo_63, DNA methylase, 674

Geralt_64, function unknown, 674
PHappiness_71, DNA methylase, 543
Oldsen_68, methylase, 543

Daenerys_70, methylase, 543
MilanaBonita_59, DA methylase, 483
Akhila_60, DA methylase, 483

Baddon_4, DNA methylase, 356
DaddyRickover_Draft_72, function unknown, 485
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Score  E

Sequences producing significant alignments: (bits) Value
Starcevich Draft_79, function unknown, 53 115 se-26
Hoonbeam 78, function unknown, 53 115 se-26
XFactor_67, function unknoun, 242 112 2e-25
Tbhubesi_69, function unknown, 53 112 2e-25
Plumbus_71, function unknown, 53 110 1e-24
VRedHorse_69, function unknown, 53 109 2e-24
Cornucopia_71, function unknown, 53 109 2e-24
Hantra_67, function unknown, 53 109 3e-24
Madiien_69, function unknown, 53 109 3e-24
Emma_72, function unknoun, 53 109 3e-24
Hova_72, function unknown, 94 108 4e-24
Fancypants_74, function unknoun, 53 108 4e-24
Latretium 89, function unknown, 53 108 6e-24
Bubbles123_67, function unknown, 53 108 ee-24
Nitzel 66, function unknown, 53 107 1e-23
Seabastian_77, function unknown, 53 107 1e-23
Ofultron_77, function unknown, 53 107 1e-23
Llama_76, function unknoun, 53 107 1e-23
Zerg_70, function unknoun, 53 106 2e-23
Phasih_66, function unknown, 53 106 2e-23
Estavel 76, function unknown, 53 106 2e-23
Royals2615_76, function unknown, 53 106 2e-23
Hutaformal3_75, function unknown, 53 105 4e-23
LunaBly_Draft_75, function unknown, 53 105 4e-23
Hades 78, function unknown, 53 105 4e-23
Galactic_69, function unknown, 53 105 4e-23
Beakin_70, function unknown, 53 105 4e-23
Velvetzen_65, function unknown, 53 12 ee-23
Sarma62¢ 88, function unknown, 53 12 ee-23
Buzzlyseyear_76, function unknoun, 53 loa  6e-23
Ches_74, function unknown, 53 12 se-23
OwlsT2u 72, function unknown, 53 103 1e-22
Byougenkin_70, function unknown, 53 103 1e-22
Whouxph?_65, function unknown, 53 103 1e-22
Chead_81, function unknown, 53 103 1e-22
Bipolar_70, function unknown, 53 103 1e-22
Paccas_83, function unknown, 53 102 3e-22
Nivrat_66, function unknown, 53 102 3e-22
Lilhoolah_68, function unknown, 53 102 3e-22
Buruel121768, function unknown, 53 102 3e-22
Kersh_71, function unknoun, 53 100 1e-21
564_65, function unknown, 53 100 2e-21
ByChance_65, function unknown, 53 o8 ee-21
Shilan_71, function unknown, 50 s 7e-2
Ruby_65, function unknoun, 50 T2 oe-20
Mistarcuddles_67, function unknown, 56 T2 ve-20
Krakatau_65, function unknown, 50 Toa  9e-20
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>Moonbeam_7@, function unknown, 53
Length = 53

Score = 115 bits (287), Expect = 5e-26
Identities = 53/53 (100%), Positives = 53/53 (100%)

Query: 1 NITVACGECARTQGRTVTAEFTTTDEAQHFIRRHHALADHRAHIQEHHDVPVY 53
HITVACGECARTQGRTVTAEFTTTDEAQHF IRRHHALADHRAHIQEHHDVPVY.
Sbjct: 1 NITVACGECARTQGRTVTAEFTTTDEAQHFIRRHHALADHRAHIQEHHDVPVY 53

>XFactor_67, function unknown, 242
Length = 242

Score = 112 bits (251), Expect = 2e-25
Identities = 52/53 (98¥), Positives = 52/53 (98%)

Query: 1 NITVACGECARTQGRTVTAEFTTTDEAQHFIRRHHALADHRAHIQEHHDVPVY 53
MITVACGECARTQGR VTAEFTTTDEAQHFIRRHHALADHRAHIQEHHDVPVY.
Sbjct: 19 NITVACGECARTQGRPVTAEFTTTDEAQHFIRRHHALADHRAHIQEHHDVPVY 242

>Tbhubesi_69, function unknown, 53
Length = 53

Score = 112 bits (251), Expect = 2e-25
Identities = 52/53 (98¥), Positives = 52/53 (98%)

Query: 1 NITVACGECARTQGRTVTAEFTTTDEAQHFIRRHHALADHRAHIQEHHDVPVY 53
MITVACGECARTQGR VTAEFTTTDEAQHFIRRHHALADHRAHIQEHHOVPVY.
Sbjct: 1 NITVACGECARTQGRPVTAEFTTTDEAQHFIRRHHALADHRAHIQEHHDVPVY 53

>Plumbus_71, function unknown, 53
Length = 53

Score = 110 bits (274), Expect = le-24
Identities = 56/53 (94%), Positives = 52/53 (98%)

Query: 1 NITVACGECARTQGRTVTAEFTTTDEAQHFIRRHHALADHRAHIQEHHDVPVY 53
HITVAC ECARTQGR$VTAEFTTTDEASHFIRRHHALADHRAHIQEHHDVPVY.
Sbict: 1 MITVACAECARTQGRSVTAEFTTTDEAEHFIRRHHALADHRAHIQEHHDVPVY 53
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Query ID.
Description
Molecule type
Query Length

IcllQuery_ss016

Database Name nr

unnamed protein product Description Al non-redundant GenBank CDS.

amino acid
54

transiations-+PDB+SwissProt +PIR +PRF excluding
environmental samples from WGS projects
Program BLASTP 2.14.1+ b Citation

Other reports: b Search Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment] [1MSA viewer]

Graphic Summary,

©show Conserved Domains

Analyze your query with SmartBIAST

No putative conserved domains have been detected

Distrbution of the top 89 Blast Hits on 89 subject sequences &
Mouse over to see the fite, click to show alignments

‘Color key for alignment scores
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. . . . . . Aligned | Target
Hit 7 Name " Probability = Evalue  Score  SS  cols Length
PF142659  ; DUF4355; Domain of unknown function ~ 99.16 28e9 7882 132 106 128
(DUF4355)
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HK97-like fold, scaffolding protein,
procapsid, VIRUS; 3.724 {staphylococcus
pha
3QPRG Major capsid protein; Virus Procapsid 6064 100 %75 77 & 385
particles, VIRUS; 5.2A {Enterobacteria
phage HK97)
PF191113  ; DUF5798; Family of unknown function  58.08 110 225 82 6 89
(DUF5798)
PFO7820.15 ;TraC ; TraClike protein 56.87 110 2197 89 80 84
4KQT A Putative outer membrane chaperone 5319 180 217 w01 a3 195
(Omp-ike); PF03938 family, Structural
Genomics, Joint Center for Structural
Genomics
8G0Q B DASH complex subunit 791 190 43 7 56 233

DAM?,Kinetochore protein NUF2; Cell
division, chromosome segregation,
Kkinetochore, Ndc80 complex, N




image854.png
o

0000000000000 O0O0O00O0O0O0

Description o | gk |Soery
Dypothetcal roein ISHE7 0070 (M cobacterum ohage Mosnbean] 07 107 s
ypothecal roein XFACTOR 67 Mycobacterum phage XEacor oo e
ypothetcal proein FGG23 63069 Myssbacterum phage ohubesi 105 105 oe%
Dypothetcal e KNVGT G071 Myobacterum shage Plumbus] 103 103 o
Dypothetcal e SEA CORNUGOPIA 71 [ycobacterum ghage Comucorial 102 102 e
Dypothetcal proen 5H33 0072 My cobacterum ohage Enal 02 102 s
bypothetcal e I5H35 074 cobactrum ohage Fancypant] 102 102 9%
ypotheical roein SEA MADMEN 63 Mycobacterim phage Madier] 102 102 e
Dypotheical roein SEA LATRETIUM 69 Mhcabacterum phage Ltretum 01 101 e
Dypothetcal rein PEI MOV 72 lycobasterum phage Mova] 02 102 s
ypotheical roein 5HT0 6 (Mycobaerum ohage Nizel 100 100 8%
Dypothetcal e I5H15 02067 (Mycobactrum ohage Bubbies123] 100 100 8%
bypothetcal roein PBI LLAVA 76 \cobacterum ohage Lama] 100 100 8%
Iypothetcal e FDGST 00075 Mycobacterum ohaoe Witafomat 908 998 9%
ypothetcsl e P51 HADES 70 Wscobacierum phage Hages) 904 994 9%
Dypothetcal ren I5H76 065 vcobacterum ohage Phasit] 904 994 9%
Dypothetcal prein I5H55 907 (ycobactrum ohage Royais2015] 904 994 9%
Dypotheical roein 855 0065 Mycobacterum ohage Vevtecn] 920 90 3%
ypothetcal ren 1500 90070 Mcobactetum phage Zerl 900 990 9%
ypotheical raein PBI ESTAVE 76 Mycobacterium shage Estavet] 900 990 9%
Dypothetcal roein P61 GHES 74 Myobactrum shace Ches) o8 o8 9%

E
value.

5020
3028
3028
2027
Se27
o2
o2
Te27
1026
2026
2026
2026
5028
6e26
%2
%2
%2
1025
1025
1025
3025

Per.
Ident

100.00%
1%
1%
9434%
9434%
9434%
9434%
9434%
s245%
s245%
s245%
s245%
057%
057%
057%
057%
057%
057%
057%
057%
a68%

Accession

P 009960135.1
Yo o0s20z805.1
Yo o0gsseser 1
e ot0138541
oepatsast

Yo o099ses31.1
P 009956953 1
vawnsss7 1

oxomsse1

onnsas7 1

YP 0099604411
P 009955079 1
Yo 005208625 1
Yo ovsseiz2 1
Yo 0091252091
P 009961063.1
YP 009962007 1
Yo o0as00602.1
Yo 009963567 1
Yo 009124267 1
e 7421





image855.png
hypothetical protein I5H67_gp070 [Mycobacterium phage Moonbeam]
Sequence 1D: YP 0099601361 Length: 53 Number of Matches: 1
»See 1 more tile(s)

Range 1:1to 53 Gerpess Graphics

Score Expect Method Tdentities  Positives  Gaps
107 bits(267) 5229 Compositional matrix adjust. _53/53(100%) 53/53(100%) 0/53(0%)

Query 1 MITVACGECARTQGRTVTAEF TTTDEAQHFIRRHHALAD-RAMIQEH-DVAVY 53
ITVACGECARTOGRTVTAEE TTTDEAQHF IRRHHALAD-RAHIOEHDVEVY
Sbict 1 MITVACGECARTQURTVTAEF THTDEAQHF IRRHHALADIRAIGEDVAYY 53

Related Information

‘Gane- associated gene dtails
‘lohaFold Structure - 30 structure
displaye

R ——
proteins to Y?_00380136.1

EiDownioad ~ GenPept Graphics

hypothetical protein XFACTOR_67 [Mycobacterium phage XFactor]
Sequence 1D: YP_009208808.1 Length: 242 Number of Matches: 1
»See 1 more tile(s)

Range 1: 190 to 242 GerPeor Graphics

Score Expect Method Tdentities  Positives  Gaps
111bit5(277) 3228 Compositional matrix adjust. _52/53(38%) 52/53(98%) 0/53(0%)

Query 1 MITVACGECARTQGRTVTAEETTTDEAQHEIRRHHALADHRAHIQERHDVPYY 53
HETVACGECARTGSR VTAEFTTTDZAGHE TRR-HALADARANTOE S DUPLY
Sbict 159 MITVACGECARTQURPVTAEFTTTDEAQH IRRHAALADHRAKIGERHOVPYY 262

¥ Next A Previous 4 Descriptions,

Related Information

Gane - associated gena detals
‘lohaFold Structure - 30 structure
displaye

Igentical proteins-Identical
proteins to Y?_003208808.1

EiDownioad ~ GenPept Graphics

hypothetical protein FGG23_gp069 [Mycobacterium phage Ibhubesi]
Sequence 1D: YP_009636691.1 Length: 53 Number of Matches: 1
»See 1 more title(s)

Range 1: 110 53 Gerpece Graohics

Score Expect Hethod Tdentities  Positives  Gaps
105 bits(262) 3228 Compositional matrix adjust. _52/53(38%) 52/53(98%) 0/53(0%)

Query 1 MITVACGECARTQGRTVTAEF TTTDEAQHFIRRHHALADHRAMIQEH-DVAVY 53
FITVACGECARTOGR VTAEF TTTDEAQHF IRRHHALAD-RAHIOEHDVPYY
Sbict 1 MITVACGECARTQGAPVTAEFTTTDEAGHFIRRHHALADIRAHIGEH-DVAWY 53

¥ Next A Previous 4 Descriptions,

Related Information

Gane - associated gena detals
‘lohaFold Structure - 30 structure
displaye

R ——
proteins to Y?_o03838831.1





image856.png
Visualization

Resubmit Section

DUF1522Donain
TEOR.
DUFSESa—Protetny

w
8

DUF5115 — Proteln
‘DUFE55e - Frotein
]





image857.png
Hit

PF09082.13

1GHI_A

PF11572.11

220R A

SCOP_d1dw7a_

+ DUF1922; Domain of
unknown function (DUF1922)

8.3 KDA PROTEIN (GENE
MTH1184); BETA+ALPHA
COMPLEX STRUCTURE,
STRUCTURAL GENOMICS,
PSl, Protein Structure
Initiative, No

; DUF3234; Protein of
unknown function (DUF3234)

Putative uncharacterized
protein TTHAOS47;
alphabeta protein,
STRUCTURAL GENOMICS,
'UNKNOWN FUNCTION,
NPPSFA, National P

94161 (A) Hypothetical
protein MTH1184
{Methanobacterium
thermoautotrophicum
[Taxid: 1452621} | CLASS:
small protein

Probability

2936

8527

84.45

79.93

7464

Evalue

16

32

28

51

12

Score

2544

247

2879

27.84

2229

32

29

27

26

28

cols

20

20

28

21

20

larget
Length

67

7

95

103

7




image858.png
Starts : 4 ORF Start : 46804 Cdn1 Cdn2 Cdn3  Length
Selected: 1 OFFStop : 46365  5'End 444 889 667 27
ORFLengh: 162 3End 463 785 717 180
I ] 46856
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of Jul 03, 2023
442,320 sequences; 85,581,437 total letters
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Score  E

Sequences producing significant alignments: (bits) Value
VRedHorse_78, function unknown, 58 135 2e-32
Sarma62¢_89, function unknown, 58 135 2e-3
Ramsey_73, function unknoun, 58 135 2032
OwlsT20_73, function unknown, 58 135 2e-3
Oksu_Draft_75, function unknown, 58 135 2e-3
Nitz2] 67, function unknown, 58 135 2e-3
Hutaformal3 76, function unknoun, 58 135 2e-3
LunaBly_Draft_76, function unknown, 58 135 2e-3
Lilkoolah_69, function unknown, 58 135 2e-3
Kersh_72, function unknoun, 58 135 2e-3
064271, function unknoun, 58 135 2e-3
Galactic_7e, function unknown, 58 135 2e-3
Fancypants_75, function unknoun, 58 135 2032
Cornucopia_72, function unknoun, 58 135 2032
CaptainTrips_69, function unknoun, 58 135 2032
BodEinuohner17_76, function unknown, 58 135 2e-3
BlueCrab_Draft_8e, function unknown, 58 135 2e-3
Emma_73, function unknoun, 58 32 se-:m
RockyHorror_71, function unknoun, 59 132 4e-3
Hahavrat_67, function unknown, 59 132 ge-:
Shilan_73, function unknown, 58 10 se-31
Rialto_Draft_78, function unknoun, 58 10 se-31
Datiorst_71, function unknown, 59 10 1e-3
Spartacus_75, function unknown, 58 129 2e-3
Nivrat_67, function unknoun, 54 126 2e-29
Hoonbeam_71, function unknown, 54 126 2e-29
Hades 71, function unknoun, 54 126 2e-29
Estavel 77, function unknown, 54 126 2e-29
Ches_75, function unknoun, 54 126 2e-29
BuzzLyseyear_77, function unknoun, 54 126 2029
Paccap_6a, function unknown, 54 122 ee-29
Chead B2, function unknoun, 54 122 ee-29
Royals2015_77, function unknown, 54 122 7e-29
Hantra_68, function unknoun, 54 122 7e-29
Rockne_69, function unknown, 58 11 se-2s
Boomer_73, function unknown, 58 11 se-2s
Eish_74, function unknown, 59 110 se-2s
MillaniumForce_71, function unknown, 58 108 3e-24
Aubs_72, function unknoun, 54 108 4e-24
TDanisky 75, function unknown, 54 105 se-23
Eradicator_61, function unknoun, 54 103 1e-22
PHC_65, function unknown, 54 102 4e-22
Plumbus_72, function unknown, 54 100 1e-21
XFactor 68, function unknown, 48 95 ge-20
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>VRedHorse_7@, function unknown, 58
Length = 58

Score = 135 bits (341), Expect = 2e-32
Identities = 58/58 (100%), Positives = 58/58 (100%)

Query: 1 HTCLLCDHPRSTHTPQCRTRLGVDADDITRYTQCLCPGFEAGLCEVCGGNGCADCEEY 55
HTCLLCDHPRSTHTPQCRTRLGVDADDHTRYTQCL CPGFEAGLCEVCGGNGCADCEEV.
Sbjct: 1 HTCLLCDHPRSTHTPQCRTRLGVDADDITRYTQCLCPGFEAGLCEVCGGNGCADCEEY 55

>Sarmag24_69, function unknown, 58
Length = 58

Score = 135 bits (341), Expect = 2e-32
Identities = 58/58 (100%), Positives = 58/58 (100%)

Query: 1 HTCLLCDHPRSTHTPQCRTRLGVDADDITRYTQCLCPGFEAGLCEVCGGNGCADCEEY 55
HTCLLCDHPRSTHTPQCRTRLGVDADDHTRYTQCL CPGFEAGLCEVCGGNGCADCEEV.
Sbjct: 1 HTCLLCDHPRSTHTPQCRTRLGVDADDITRYTQCLCPGFEAGLCEVCGGNGCADCEEY 55

>Ramsey_74, function unknown, 58
Length = 58

Score = 135 bits (341), Expect = 2e-32
Identities = 58/58 (100%), Positives = 58/58 (100%)

Query: 1 HTCLLCDHPRSTHTPQCRTRLGVDADDITRYTQCLCPGFEAGLCEVCGGNGCADCEEY 55
HTCLLCDHPRSTHTPQCRTRLGVDADDHTRYTQCL CPGFEAGLCEVCGGNGCADCEEV.
Sbjct: 1 HTCLLCDHPRSTHTPQCRTRLGVDADDITRYTQCLCPGFEAGLCEVCGGNGCADCEEY 55

50u1sT24_73, function unknown, 58
Length = 58

Score = 135 bits (341), Expect = 2e-32
Identities = 58/58 (100%), Positives = 58/58 (100%)

Query: 1 HTCLLCDHPRSTHTPQCRTRLGVDADDITRYTQCLCPGFEAGLCEVCGGNGCADCEEY 55
HTCLLCDHPRSTHTPQCRTRLGVDADDHTRYTQCL CPGFEAGLCEVCGGNGCADCEEV.
Sbjct: 1 MTCLLCDHPRSTHTPQCRTRLGVDADDMTRYTQCLCPGFEAGLCEVCGGNGCADCEEV 58
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Query ID Icl|Query_S893 Database Name nr

Description unnamed protein product Description Al non-redundant GenBank CDS.
Molecule type amino acid transiations-+PDB+SwissProt+ PIR+PRF excluding
Query Length 55 environmental samples from WGS projects

Program BLASTP 2.14.1+ b Citation

Other reports: b Search Summary [Texonomy reports] [Distance tree of resuits] [Multiple alignment] [MSA viewer]
Analyze your query with SmartBLAST

Sraphic Summary

© show Conserved Domains
No putative conserved domains have been detected
Distrbution of the top 77 Blast Hits on 77 subject sequences &

Mouse over to see the fite, click to show alignments
Color key for alignment scores
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Description

OR74 [Wycobaclerium phage Ramse]
ypotheticalproien I5H33 GB0T3 Mycobaclerium phage Emm]

ypothetical prolein FGGS? o071 Mycobacterium phage RockyHoror]
hypothetical proien FDI5 95073 [Wycobacterium phage ShiLan]

ypothetical prolen FDI13 9p07S [Uycobacterium phage Soartacus]
ypothetical profein SEA DAWORST 71 Mycobacterium phage Dalors]
ypotheicalproein PBI CHE 75 Mycobacterum phage Ches
ypotheticalproein PBI CHESD 82 (Mycobacterium phage Chedd]
hypothetical proein ISHG0 05065 (Mycobacterium chage Mania]

‘@064 [Wycobacterium phage Pace4l]
hypotheticalproein SHES 95077 [Mycobacteru ghage Royals2015)
ypothetical protein BOOMER 73 [Mycobacterium phage Boomer]
ypothetical proein SH31_gp074 Mycobacterium ghage Eishl
hypotheticalproein ISHE3. 95071 Mycobaclerum ghage MilleniumForce]
ypotheticalprolen SEA_ AUBS 72 [Mycobacterum phage Aubs]

ypothetical prolen SEA TDANISKY 75 [Mycobaclerum phace TDanisky]
hypothetical prolen SEA ERADICATOR 61 [Mycobacterium phage Eradicaor]
9055 [Wycobacterium phage PIIC]

ypothetical proten KNVET go072 Mycobacteriom phage Plumbus]
upotheticalproein ISH27 95072 [Mycobaclerium phage DilTechs]
helicum-helx DNA binding domain proein (\ycobaclerium phage Whourghf]
ypothetical prolen CLGS gp065 Mycobaclerium phage Drago]

‘Iypothetical protein SEA MODRAGONS 75 [Mycobacterium phage Modragons]
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'gp74 [Mycobacterium phage Ramsey]
Sequence 1D: YP 0022418611 Length: 58 Number of Matches: 1
» See 15 more ttle(s)

Range 1:1to 58 Gerpece Graphics

Score Expect Method Tdentities  positives  Gaps
119 bits(295) 1033 Compositional matrix adjust. 58/58(100%) 58/58(100%) 0/58(0%)
Query 1

HTCLLCOAPRSTHTPOCATAL GYDADDNTRYTOCL CPFEAGL CEVCSSIIGCADCERY 55
T LCOPRETLTPCATRL SUDADONTRYTOC CPOFEAG CEVCGRISCADCEEY
Sbict 1 MTCLLCDAPRSTHTPQCRTRLGVDADDMTRYTGCL CPGFEAGLCEVCGGHSCADCEEY 58

TEiDownioad - GenPent Graphics

hypothetical protein I5H33_gp073 [Mycobacterium phage Emma]
Sequence 1D: YP 0099566321 Length: 58 Number of Matches: 1
»See 1 more tiles)

Range 1:1t0 58 Gerpece Graohics
Score Expect Hethod

Tdentities  Positives  Gaps
118 bits(295) 3233 Compositional matrix adjust. _57/58(38%) 57/58(98%) 0/58(0%)
QUery 1 MTCLLCDHPRSTHTPQCRTRLGVDADDMTRYTQCL CPGFEAGLCEVCGGHCADCEEY 58

FTCLLCOPRSTHTPOCR RLGVDADDNTRYTOCL CPGFEAG CEVCGSSCADCEEY
Sbict 1 MTCLLCDAPRSTHTPQCRVRLGVDADDMTRYTGCL CPGFEAGLCEVCGRHGCADCEEY 58

BIDownioad ~ Gent

Graphics
hypothetical protein FGG57_gp071 [Mycobacterium phage RockyHorror]

Sequence 1D: YP_000636135.1  Length: 59 Number of Matches: 1
»See 3 more titels)

Range 1: 4to 59 Gerfers Graghics

Score Expect Method Tdentities  Positves  Gaps
115 bits(285) 3032 Compositional matrix adjust. _56/56(100%) 56/56(100%) 0/56(0%)
Query 2

CLLCD-PRSTHTROCRTAL GYDADDNTRYTOCL CPGFEAGLCEVCGRISCADCEEY 55
CLLCD-PRETHTPOCRTAL GYDADDINTRY TGCL CPGFEAGL CEVCSGNSCAOCEEY
Sbict 4 CLLCDAPRSTHTPQCRTALGVDADDMTRYTOCLCPGFEAGLCEVCGNGCADCEEY 59
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Starts: 6 ORF Start : 46345 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop :47122  S'End 727 600 773 132
ORFLengh: 177 3End|859 67.2 621 175
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DeepTMHMM - Predic

Predicted topologies can be downloaded in ,gff3 format and
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.
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VRedHorse_71, function unknown, 41 87 1e-17
Velveteen 66, function unknown, 48 87 1e-17
Starcevich Draft_so, function unknown, 40 87 1e-17
Spikelee 78, function unknown, 40 87 1e-17
Sarma62¢ 76, function unknown, 40 87 1e-17
RockyHorror_72, function unknoun, 40 7 1e17
Ramsey_75, Function unknown, 40 7 1e17
Pacca_65, function unknown, 40 87 1e-17
Nivrat 68, function unknown, 40 87 1e-17
Hutaformal3 77, function unknoun, 40 87 1e-17
Hantra_69, function unknown, 40 87 1e-17
Mahavrat_68, function unknown, 40 87 1e-17
LunaBly Braft_77, function unknown, 40 87 1e-17
Lilioolah_70, function unknown, 48 87 1e-17
Kersh_73, function unknoun, 46 87 1e-17
Galackic_71, function unknown, 41 87 1e-17
Emma_74, function unknoun, 40 87 1e-17
Doug 72, function unknoun, 4 7 1e17
Cornucopia_73, function unknoun, 40 7 1e17
Chead_83, Function unknoun, 40 87 1e-17
CaptainTrips_78, function unknoun, 40 7 1e17
BuzzLyseyear_78, function unknoun, 41 7 1e17
BodEinuohner17_77, function unknown, 40 87 1e-17
Rialto_Draft_73, function unknown, 40 85 se-17
Pollywog_72, function unknown, 4@ 5 se-17
OwlsT2H_74, function unknown, 41 85 se-17
Fancypants_76, function unknoun, 40 5 se-17
Datiorst_72, function unknown, 40 85 se-17
Oksu Draft 76, function unknown. 48 &0 3e-16
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>VRedHorse_71, function unknown, 41
Length = 41

Score = 87.4 bits (215), Expect = 1e-17
Identities = 46/40 (100%), Positives = 40/40 (100%)

Query: 1 FRKNVFYQRVSGSIEREVEDGPGGAGNTVTPGLTTGLENL 40
HRKNVFYQRVSGS TEREYEDGPGGAGNTVTPGLTTGLENL
Sbjct: 2 HRKNVFYQRVSGSTEREYEDGPGGAGNTVTPGLTTGLENL 41

>Velveteen_66, function unknoun, 48
Length = 43

Score = 87.4 bits (215), Expect = 1e-17
Identities = 46/40 (100%), Positives = 40/40 (100%)

Query: 1 FRKNVFYQRVSGSIEREVEDGPGGAGNTVTPGLTTGLENL 40
HRKNVFYQRVSGS TEREYEDGPGGAGNTVTPGLTTGLENL

Sbjct: o HRKNVFYQRVSGSTEREYEDGPGGAGNTVTPGLTTGLENL 45

>Starcevich Draft_89, function unknoun, 40
Length = 40

Score = 87.4 bits (215), Expect = 1e-17
Identities = 46/40 (100%), Positives = 40/40 (100%)

Query: 1 FRKNVFYQRVSGSIEREVEDGPGGAGNTVTPGLTTGLENL 40
HRKNVFYQRVSGS TEREYEDGPGGAGNTVTPGLTTGLENL
1 HRKNVFYQRVSGSIEREVEDGPGGAGNTVTPGLTTGLENL 40

Sbjct
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hypothetical protein PBI_BUZZLYSEYEAR_78 [Mycobacterium phage BuzzLyseyear]
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hypothetical protein PBI_CHE9D_83 [Mycobacterium phage Chedd]
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hypothetical protein N858_gp066 [Mycobacterium phage Velveteen]
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oeore - E
(bits) Value

Sequences producing significant alignment:

Velveteen 67, function unknown, 72 156 1e-3
Spikelee 79, function unknown, 72 1% 1e-3
Sarmag24_71, function unknown, 72 1% 1e-3
RockyHorror_73, function unknown, 72 1% 1e-3
Paccan_66, Function unknown, 72 1% 1e-3
Nivrat 69, function unknown, 72 1% 1e-3
Mutaformal3_78, function unknown, 72 1% 1e-3
Moonbean_73, Function unknown, 72 1% 1e-3
Mantra_76, function unknown, 72 1% 1e-3
LunaB1y_Draft_78, function unknown, 72 1% 1e-3
LilHoolan_71, function unknown, 72 1% 1e-3
Kersh_74, function unknown, 72 1% 1e-3
Galactic 72, function unknown, 72 1% 1e-3
Emma_75, function unknown, 72 1% 1e-3
Doug_73, Function unknown, 72 1% 1e-3
CaptainTrips_71, function unknown, 72 1% 1e-3
Ramsey_76, function unknown, 72 15 3e-3s
Ches_77, function unknown, 72 15 e-3s
VRedHorse_72, function unknown, 72 15 e-38
Starcevich Draft_81, function unknown, 74 15 4e-38
Shilan_74, function unknown, 112 15 4e-38
Cornucopia_74, function unknown, 72 15 4e-38
Hades_73, Function unknown, 72 152 7e-3
Fancypants_77, function unknown, 72 152 2e-37
Sabbb_74, Function unknown, 72 152 3e-3
OWIST2W_75, Function unknown, 72 52 ey
Karhdo_71, function unknown, 72 52 ey
Dakorst_73, function unknown, 72 52 ey
Bodginuohner17_78, function unknown, 72 152 3e-37

3e-37

simranz1_73, function unknown, 72
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Score  E

Sequences producing significant alignments: (bits) Value
Starcevich Draft_82, function unknown, 361 509 e-174
VRedHorse_73, Repa-like replication initiator, 301 06 e-173
Nivrat_76, function unknown, 301 G056  e-173
Hoonbeam_74, function unknown, 301 G056  e-173
Hantra_71, function unknown, 301 G056  e-173
LunaBly_Draft_79, function unknown, 301 G056  e-173
Lilioolah_72, function unknown, 361 G056  e-173
Galactic_73, function unknown, 301 G056  e-173
Emma_76, HTH DNA binding protein, 361 06 173
Donkaykong_77, function unknoun, 301 06 173
Cornucopia_75, function unknown, 301 05 173
Ramsey_77, function unknoun, 301 05 e-173
Hades_74, function unknoun, 301 05 e-173
Mutaformal3 79, function unknown, 301 505 e-173
Paccao_67, Function unknown, 361 G2 e-173
RockyHorror_74, function unknoun, 301 G0a  e-173
Doug_74, function unknoun, 301 G0a 173
0ulsT2i 76, function unknown, 301 03 e172
J0b42_74, function unknoun, 361 03 e172
Rialto_Draft_81, function unknown, 361 03 e172
Hahavrat_7e, function unknown, 301 03 e172
Juniper1 Draft_74, function unknown, 301 03 e172
Radiance_Draft_73, function unknown, 301 502 e172
Ches_78, Repa-Tike replication initiator, 361 02 e172
BodEinuohner17_79, helix-turn-helix DNA-binding domain protein, 361 602 e-172
Spartacus_78, Tunction unknown, 301 G0l  e-172
BuzzLyseyzar_80, function unknoun, 321 01 e172
Phasih_70, function unknown, 361 500 e-172
BlueCrab_Draft_83, function unknown, 301 500 e-171
Estavel 30, function unknown, 301 599 e-171
Spikeles_88, function unknown, 301 598 e-a71
Plumbus_75, function unknown, 361 598 e-a71
Hulchsalad Draft_s3, function unknown, 361 598 e-a71
Kersh_75, Function unknoun, 361 598 e-a71
Pollyuog 74, function unknown, 31 38 e-171

Velveteen 68, function unknown, 301 597 e-171
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Sequences producing significant alignments:

Starcevich Draft_s, function unknown, 362
Datlorst_7, major capsid protein, 302
Hadiba_7, major capsid protein, 302
Spikelee 7, major capsid protein, 302
Velveteen 7, major capsid protein, 302
UncleRicky 7, major capsid protein, 302
Tootsieroll 7, major capsid protein, 302
Stap_Draft s, function unknoun, 302
Simranz1_7, major capsid protein, 302
Seagreen_7, major capsid protein, 302
Sarma624_7, major capsid protein, 302
RockyHorror_7, major capsid protein, 302
Rialto_Draft_7, function unknoun, 362
Ramsey_7, capsid protein, 302

Quico_7, capsid protein, 362

Pollywog_7, major capsid protein, 302
Plumbus_7, major capsid protein, 362
Piper2020_7, major capsid protein, 362
OwlsT2W_7, major capsid protein, 302
Oksu_Draft_7, function unknown, 302
Hova_7, major capsid protein, 302
Lorde_7, major capsid protein, 362
Leozinho_7, major capsid protein, 362
Kingsley 7, major capsid protein, 362
Kimberlium_7, major capsid protein, 302
Juiceass_7, major capsid protein, 362
J0b42_7, major capsid protein, 302
Ja1Farm20_7, major capsid protein, 362

| Hegedechuinu_7, major capsid protein, 302

Girafales_7, major capsid protein, 302
Frankie_7, major capsid protein, 362
Flathead 7, major capsid protein, 362
Enby_7, major capsid protein, 302
Drago_7, major capsid protein, 302
Dirtiicgirt 7, major capsid protein, 3062
Coco12_7, major capsid protein, 302
Cerasum_7, major capsid protein, 302
Buzzlyseyear_7, major capsid protein, 302
Boomer_7, function unknoun, 362

Bobi_7, major capsid protein, 302
BigPhil 7, major capsid protein, 362
Beckin 7. maior capcid protein 382
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LETLKRVTEDLERLASGGQVTRYKAVHGSLKDL LYITKIKQHQRVNHPSLGHKYPLPPA 120
LETLKRVTEDL ERLASGGQVTRYKAVHIGSL KDL LYITKIKQHORVNHPSLGHKYPLPPA.
LETLKRVTEDLERLASGGQVTRYKAVHNGSLKDL LYITKIKQHQRVNHPSLGHKYPLPPA 120

DHVNTSVSLLSSSGDPOESL THEQGNRGTGEGEQGSRGAGDEEVP LPPEPPPGPYDSPPY 150
DIVNTSVSLLSSSGDPQESL THEQGNRGTGEGEQGSRGAGDEEVP LPPEPPPGPYDSPPY.
DHVNTSVSLLSSSGDPOESL THEQGNRGTGEGEQGSRGAGDEEVP LPPEPPPGPYDSPPY 150

VVDTAPASTELVIKPSKPQPSSASKTVVRQELGSNTYPRATVORLAVQVEKLTREGOPDA 240
VDT P SIELVNKPSKPQPSSASKTVVRQELGSNTYPRATVDRLAVQVEKL TREGOPDA
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LIREALREWERRPNCNLPEYLPTVLGDVIKSSRSSNLTAGEAKVLGHAGLGNPDQRKATG
LIREALREWERRPNCNLPEYLPTVLGDVIKSSRSSNLTAGEAKVLGHAGLGNPDQRKATG 300
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Description
Molecule type
Query Length

ZMFVSCANO13 (Expires on 06-04 03:13 am)
Idl|Query_88223

unnamed protein product

amino acid
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Database Name
Description

Program

nr
All non-redundant GenBank CDS translations-+PDB+SwissProt-+PIR+PRF excluding
environmental samples from WGS projects

BLASTP 2.14.1+ b Citation




image896.png
Distribution of the top 101 Blast Hits on 100 subject sequences
Mouse over to see the title, click to show alignments

Color key for alignment scores

n
3
ey
8
o
8
8
@
8
8
g
9
8

1 60 120 180 240 300





image897.png
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repication iniiation protein [Mycobacterium phage Hades] 607 607 99% 00 9934% YP 0091252531

replcation iniiation protein [Mycobacterium phage Donkeykong] 606 606 99% 00 9934% YP 0099561061
replcation iniiation protein [Mycobacterium phage Ramsey] 605 605 99% 00 99.00% YP 0022413641
replcation iniiation protein [Mycobacterium phage OwisT2W] 605 605 99% 00 9867% YP 0099609701
repication iniiation protein [Mycobacterium phage Mutaformat3) 605 605 99% 00 99.00% YP 0095013361
replcation iniiation protein [Mycobacterium phage Pacc40] 604 604 99% 00 99.00% YP 0022416511
replcation iniiation protein [Mycobacterium phage Job42] 604 604 99% 00 99.00% YP 0081266641
replcation iniiation protein [Mycobacterium phage RockyHorrorl 603 603 99% 00 99.00% YP 0096361381
replcation iniiation protein [Mycobacterium phage Mahavrat] 603 603 99% 00 9867% YP 0099503351
‘repication iniiation protein [Mycobacterium phage BuzzLyseyear] 602 602 99% 00 9867% YP 0091250731
'RepAdike replication initiator [Mycobacterium phage Cheg] 602 602 99% 00 9834% NP 8174161

repication iniiation protein [Mycobacterium phage Spartacus] 602 602 99% 00 9834% YP 0095078981
‘replcation iniiation protein [Mycobacterium phage Phasin] 601 601 99% 00 9834% YP 0099610671
replcation iniiation protein [Mycobacterium phage Estave1] 600 600 99% 00 9801% YP 0091242711

replication initiation protein [Mycobacterium phage Spikelee] 600 600 99% 00 9801% YP 0009625331
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replication initiation protein [Mycobacterium phage Hades]
Sequence ID: YP_009125253.1 Length: 301 Number of Matches: 1
» See 1 more title(s)

Range 1:1to 301 Genpet Graohis

Score Expect Method Tdentities Positives Gaps
607 bits(1565) 0.0 Compositional matrix adjust. 209/301(99%) 300/301(99%) 0/301(0%)

Query 1 MRIRSIKPEFWRSDDITKLPTSTRLTFIGLUSYVDDIIGVGADKLVSTVADLYADEFAREP 68
MRIRSIKPEFWRSDDITKLPISTRLTFIGLUSYVDDNGVGADKLVSIVADL YADEFAREP
Sbjct 1 MRIRSIKPEFWRSDDITKLPISTRLTFIGLUSYVDDIIGVGADKLVSIVADLYADEFAREP 68

Query 61  LETLKRVTEDLERLASGGQUIRYKAVHIIGSLKDLLYITKHKQHORVIHPSLGHKYPLPPA 120
LETLKRVTEDLERLASGGOVTRYKAVHIGSL KDL LYITKUKGHORVIIHPSL GHKYPLPPA
Sbjct 61  LETLKRVTEDLERLASGGQVTRYKAVHIIGSLKDLLYITKIKGHQRVIHPSLGHKYPLPPA 120

Query 121 DHVNTSVSLLSSSGDPOESL THEQGNRGTGEGEQGSRGAGDEEVPLPPEPPPGPYDSPRY 150
DHVITSVS LLSSSGDPOES L THEGGIRGTGEGEQGSRGAGDEEVPLPPEPPPGPYDSPPY.
Sbjct 121 DHUNTSVSLLSSSGDPQESLTHEQGNRGTGEGEQGSRGAGDEEVPLPPEPPPGPYDSPPY 150

Query 181 VWDTAPASIELVIKPSKPQPSSASKTVVRQELGSNTYPRATVDRLAVQVEKLTREGQPDA 240
W TAPASTELVIKPSKPOPS SASKTVVRGELGSIITYP+ATVDRLAVQVEK TREGQPDA
Soict 181 VWGTAPASIELVNKPSKPQPSSASKTVVRQELGSNTYPKATVDRLAVQVEKLTREGQPDA 240
Query 241 LIREALREWERRPICNLPEYLPTVLGDVIKSSRSSNLTAGEAKVLGHAGLGIPDORKALG 300
LIREALREWERRPICHILPEYLPTVLGDVIKSSRSSNL TAGEAKVL GHAGLGNPDQRKALG
Soict 241 LIREALREWERRPICHLPEYLPTVLGDVIKSSRSSNLTAGEAKVLGHAGLGIPDORKATG 300
Query 301 g 301

Q
Spict 301 O 301
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
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Sequences producing significant alignments:

VRedorse 74, replisome organizer, 126
Starcevich Draft_g3, function unknown, 120
Rialto_Draft_82, function unknoun, 120
Paccas_68, function unknown, 126
Oksu_Draft_79, function unknown, 126
Mahavrat_71, function unknown, 120
Juniperl Draft_75, function unknoun, 120
Cornucopla_76, function unknoun, 120
simranz1_75, function unknown, 120
Sabbb_76, function unknoun, 120
Royals2015_81, function unknown, 120
RockyHorror_75, function unknoun, 120
Radiance_Draft_74, function unknoun, 120
Pollywog_75, function unknown, 120
Phasih_71, function unknown, 120
Nivrat_71, function unknown, 120
Hutaformal3_§o, function unknown, 126
Hantra_72, function unknown, 120
LunaBly_Draft_8e, function unknown, 120
Lilioolah_73, function unknown, 126
Kersh_76, function unknoun, 126
Karhdo_Draft_75, function unknoun, 120
J0b42_75, function unknoun, 126
Galactic_74, function unknown, 120
Fancypants_79, function unknoun, 120
Emma_77, function unknoun, 120

Eish_78, function unknoun, 120

Doug 75, function unknoun, 120

Ches 79, helicase loader, 120
BodEinuohner17_8e, function unknown, 120
BlueCrab_Draft_s4, function unknoun, 120
Ramsey_73, function unknoun, 120
Hoonbeam_75, function unknown, 120
Estavel 31, function unknown, 120
Donkeykong_78, DnaC-like helicase loader, 120
Datlorst_75, function unknoun, 120
Chead_85, function unknown, 120
Spartacus_79, function unknown, 120
Rockne_73; helicase loader, 126

PHC_69, function unknown, 126
OwIST2M_77, function unknoun, 120
Ovechkin_78, function unknown, 126
MilleniumForce_75, function unknown, 126
Hegedechuinu_76, function unknoun, 126
BuzzLyseyear_81, function unknoun, 120
Boomer_76, function unknown, 120
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>VRedHorse_74, replisome organizer, 120
Length = 120

Score = 243 bits (619), Expect = le-64
Identities = 120/120 (100%), Positives = 120/120 (100%)

HISDSYQIAANALAKCAAYDPHFPQPNRATVE AUAEQTELIKFNQADVLAGVTKIIYSDHGS 60
HSDSYQTAANALAKCAAYDPHFPQPNRATVEAUAEQTE LKFNQADVLAGVTKIYSDHGS
HISDSYQIAANALAKCAAYDPHFPQPNRATVE AUAEQTE LIKFNQADVLAGVTKIYSDHGS 60

GFRPLPKDLVDAARATRADRCERE TSAEREAREDARDAEL ERRLARAVGRVAEIKSIDRA 120
GFRPLPKDLVDAARATRADRCERE TSAEREAREDARDAEL ERRLARAVGRVAEIKSIDRA
GFRPLPKDLVDAARATRRDRCERE TSAEREAREDARDAEL ERRLARAVGRVAEIKSIDRA 120

>Starcevich Draft_§3, function unknown, 126
Length = 120

Score = 243 bits (619), Expect = le-64
Identities = 120/120 (100%), Positives = 120/120 (100%)

Query: 1 IISDSYQIAANALAKCAAYDPHFPQPNRATVEANAEQIE LKFNQADVLAGVTKIYSDHGS 60
HSDSYQTAANALAKCAAYDPHFPQPNRATVEAUAEQTE LKFNQADVLAGVTKIYSDHGS
Sbjct: 1 HSDSYQIAANALAKCAAYDPHFPQPNRATVEANAEQLELIKFNQADVLAGVTKIIYSDHGS 60

GFRPLPKDLVDAARATRADRCERE TSAEREAREDARDAEL ERRLARAVGRVAEIKSIDRA 120
GFRPLPKDLVDAARATRADRCERE TSAEREAREDARDAEL ERRLARAVGRVAEIKSIDRA
GFRPLPKDLVDAARATRRDRCERE TSAEREAREDARDAEL ERRLARAVGRVAEIKSIDRA 120

>Rialto_Draft_82, function unknown, 120
Length = 120

Score = 243 bits (619), Expect = le-64
Identities = 120/120 (100%), Positives = 120/120 (100%)

HISDSYQIAANALAKCAAYDPHFPQPNRATVE AUAEQTELIKFNQADVLAGVTKIIYSDHGS 60
HSDSYQTAANALAKCAAYDPHFPQPNRATVEAUAEQTE LKFNQADVLAGVTKIYSDHGS
HISDSYQIAANALAKCAAYDPHFPQPNRATVE AUAEQTE LIKFNQADVLAGVTKIYSDHGS 60

GFRPLPKDLVDAARATRADRCERE TSAEREAREDARDAEL ERRLARAVGRVAEIKSIDRA 120
GFRPLPKDLVDAARATRADRCERE TSAEREAREDARDAEL ERRLARAVGRVAEIKSIDRA
GFRPLPKDLVDAARATRRDRCERE TSAEREAREDARDAEL ERRLAAAVGRVAENKSIORA 120
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RID
Query ID
Description
Molecule type
Query Length

91BGYOYFOIN (Expires on 06-21 03:35 am)
Idl|Query_670097

unnamed protein product

amino acid

121

nr
All non-redundant GenBank CDS
translations+PDB+SwissProt+PIR+PRF excluding
environmental samples from WGS projects
BLASTP 2.14.1+ b Citation
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Description

68 [Mycobacterium phage Paccd0]
‘ypothetcal proten 15133 90077 [Mycobacterium phage Emm]

helicase loader [Mycobacterium phage Cheg]

ga78 [Mycobacterium phage Ramsey]

‘ypohetcal protein PBI CHEID 86 [Mycobaclerium phage Chedd]

ypolhetcal protein PBI ESTAVE1 &1 [Mycobacterium phage Estavefl
nypolhetcal protei FDI13 0p07 [Mycobaclerium phage Spartacus]

hypothetical protein PBI OVECHKIN 78 [Mycobacterium phage Ovechkin]
hypothetical protein BOOMER 76 [Mycobacterium phage Boomer]

ypohetcal protein KNVG7_gp076 [Mycobaclerium phage Plumbus)

‘hypothetical protein NES8 gp069 [Mycobacterium phage Velveteer]

nypelhetcal protein SEA SPARKDEHLILY 79 [Uycobacterium phage Sparkdebiiy]
ypolhetcal protein HWBS5 o084 [Mycobacterium

phage Renaud1]
‘hypothetical protein FDI15_gpo76 [Mycobacterium phage ShiLan]
‘hypothetical protein SEA BYCHANCE 68 [Mycobacterium phage ByChance]
‘hypothetical protein I5HS5_gp69 [Mycobacterium phage Krakatau
‘hypothetical protein [Mycolicibacterium mucogenicum]

‘hypothetical protein [Mycobacterium gordonae]

‘hypothetical protein [Mycolicibacterium liatzerense]

‘hypothetical protein AS722 14785 [Mycolicibacterium wuineris]

‘hypothetical protein [Mycobacterium avium

hypothetical protein [Mycobacteroides]
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E
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Per.
Ident
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98.33%
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68.60%
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70.54%
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63.37%

Accession

Ye onz2at652.1
YP 009956636.1
NP 174171
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Ye one2t12021
Ye 0020142621
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ap68 [Mycobacterium phage Paccd0]
Sequence ID: YP_002241652.1 Length: 120 Number of Matches: 1
» See 5 more title(s)

Range 1: 1 to 120 Genpeat Graohis

Score Expect Method Tdentities Positives Gaps
243 bits(619) 1e-80 Compositional matrix adjust. 120/120(100%) 120/120(100%) 0/120(0%

Query 1 HSDSYQIAANALAKCAAYDPHEPQPNRATVEAWAEQTELUKFIIQADVLAGVTKINYSDHGS 68
MSDSYQIAANALAKCAAYDPWF POPHRATVEANAEQTELHKFNQADVLAGVTKIYSDHGS
Sbjct 1 MSDSYQIAANALAKCAAYDPHFPOPNRATVEAMAEQTELUKFIIQADVLAGVTKITVSDHGS 68

Query 61 GFRPLPKDLVDAARATRRORCERETSAEREAREDARDAELERRLAAAVGRVAEIKSTORA 120
GFRPLPKDLVDAARAIRRDRCERETSAEREAREDARDAEL ERRLAAAVGRVAEKSIDRA
Sbjct 61 GFRPLPKDLVDAARATRRORCERETSAZREAREDARDAEL ERRLAMAVGRVAENKSTORA 120

EiDownload v GenPept Graphics

hypothetical protein 15H33_gp077 [Mycobacterium phage Emma]
Sequence ID: YP_009956636.1 Length: 120 Number of Matches: 1
» See 6 more title(s)

Range 1: 1 to 120 Genpest Graohis
Score Expect Method Tdentities Positives Gaps
240 bits(613) 8e-80 Compositional matrix adjust. 119/120(99%) 119/120(99%) 0/120(0%)

Query 1 HSDSYOIAANALAKCAAYDPHEPQPNRATVEAMAEQTELUKFIQADVLAGUTKIYSDHGS 68
MSDSYQTAANALAKCAAYDPWF POPIRATVE ALAEQTELWKFNQAOVLAGVTKIYSDHGS
Sbjct 1 MSDSYQIAANALAKCAAYDPHFPOPNRATVEAMAEQTELUKFIIQADVLAGVTKITVSDHGS 68

Query 61 GFRPLPKDLVDAARATRRORCERETSAEREAREDARDAELERRLAMAVGRVAENKSTORA 120
‘GFRPLPKDLVDAARAIRRDRCERETSAEREAREDARDAELERRLA AVGRVAEMKSIDRA
Sbjct 61  GFRPLPKDLVDAARATRRORCERETSAZREAREDARDAEL ERRLARAVGRVAEIKSIORA 120
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>Starcevich Draft_s, function unknown, 302

Score

Identities

Query:
Sbiet:
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588 bits (1515), Expect = e-168
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>Zapner_85, function unknoun, 63
Length = 63

Score = 142 bits (358), Expect = 3e-34
Identities = 63/63 (100%), Positives = 63/63 (100%)

Query: 1 HTGKWVVRHARKRDGSLYTYRVHNVFNPEGKWSGAFESHDEAMRKATDITAHIEYFLGHQ 60
HITGKWVVRIARKRDGSLY TYRVHNVFNPEGKWSGAFESNDEAMRATDI TAHIEYFLGHQ
Sbjct: 1 HTGKWVVRMARKRDGSLYTYRVHNVFNPEGKWSGAFESHDEAMRKATDITAHIEYFLGHQ 60

Query: 61 ESR 63
EsR
Sbjct: 61 ESR 63

>Starcevich Draft 85, function unknoun, 63
Length = 63

Score = 142 bits (358), Expect = 3e-34
Identities = 63/63 (100%), Positives = 63/63 (100%)

Query: 1 HTGKWVVRHARKRDGSLYTYRVHNVFNPEGKWSGAFESHDEAMRKATDITAHIEYFLGHQ 60
HITGKWVVRIARKRDGSLY TYRVHNVFNPEGKWSGAFESNDEAMRATDI TAHIEYFLGHQ
Sbjct: 1 HTGKWVVRMARKRDGSLYTYRVHNVFNPEGKWSGAFESHDEAMRKATDITAHIEYFLGHQ 60

Query: 61 ESR 63
EsR
e, £1 rem fa
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

inghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3202.

Database: Actinobacteriophage Proteins as of Jun 09, 2023
441,229 sequences; 85,381,975 total letters
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Score

Sequences producing significant alignments: (bits) Value
Zapner_85, function unknown, 63 122 3e-34
Starcevich Draft_ss, function unknown, 63 122 3e-34
Seagreen_73, function unknown, 63 132 3e-34
JalFarm26_85, function unknown, 63 122 3e-34
Jabbauokkie_86, function unknoun, 63 122 3e-34
6igiOuiOui_71, function unknown, 63 122 3e-34
Firehousesl 73, function unknoun, 63 122 3e-34
Ms_Draft_75, function unknown, 63 120 se-34
GUmbie_71, function unknown, 63 120 se-34
Dante_76, function unknoun, 63 120 se-34
Veteran_69, function unknown, 63 139 2e-33
Ardmore 62, function unknown, 63 139 2e-33
MilanaBonita 76, function unknoun, 63 1% 1e-:
Akhila_71, function unknown, 63 1 1e-:
Wee_82, function unknown, 63 15 ge-m
Taj_83, function unknown, 63 135 ge-m
StAnnes_74, function unknown, 63 135 ge-m
Phalconat_73, function unknown, 63 135 ge-m
Mova_76, Function unknoun, 63 135 ge-m
Fruitloop 68, function unknown, 63 135 4e-n2
DotProduct_73, function unknown, 63 135 ge-m
Bobi_83, function unknoun, 63 135 ge-m
Bipolar_79, function unknown, 63 135 ge-m
Zerg_75, function unknoun, 65 107 1e-23
Renaud1s_86, function unknown, 65 107 1e-23
Nivrat_73, function unknown, 65 107 1e-23
Mahavrat_73, function unknown, 65 107 1e-23
Madiba_81, function unknown, 65 107 1e-23
Liltoolah 75, function unknown, 65 107 1e-23
Juniperl Praft_77, function unknoun, 65 107 1e-23
Ches_s1, function unknoun, 65 107 1e-23
Royals2015_83, function unknoun, 97 105 4e-23
Pollywog_77, function unknown, 37 105 4e-23
Mantra_73, function unknown, 65 105 4e-23
Emna_sd, function unknoun, 65 105 4e-23
Cheod_88, function unknoun, 168 105 4e-23
SuperGrey_77, function unknoun, 65 loa  se-23
Kenuhas_72, function unknown, 65 12 se-23
Tchen_78, function unknoun, 65 103 1e-22
Yoshi_35, function unknoun, 65 76 3e-1a
DillTech1s_78, function unknoun, 76 Teo 3e-12
Zapner_53, function unknown, 66 o2 oe-n1
Mootioo_36, function unknown, 53 35 e.060

Zephyr_43, function unknown, 126
wheeler a4, function unknown, 126
Watermelon 45, function unknown, 126
Theloniousilonk_44, function unknown, 118
Solon_43, function unknoun, 118
Paraselene Draft_43, function unknown, 114
Ooguay_41, function unknown, 118
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Sequences producing significant alignments Download ¥ Selectcolumns  Show | 100V | @
select all 100 sequences selected GenPept  Graphics  Distance tree of results ~ Multiple alignment MSA Viewe
R Scriic | Max Total [Queny | E | Per Ace oo
7 Name  Score Score Cover value Ident | Len
major capsi [Myeobacterium phage DaWorst] Mycobact.. 602 602 99% 00 9934% 302 ATNB84991
major capsi [Mycobacterium phage Madiba] Mycobact.. 600 600 99% 00 99.01% 302 UJE15559.1
Mycobact . 600 600 99% 00 9868% 302 YP_009962460 1
Mycobact.. 598 598 99% 0.0 98.68% 302 YP 0020142231
[Mycobacterium phage Mozy] Mycobact.. 595 595 99% 0.0 97.68% 302 YP_009637147.1
major caps [Mycobacterium phage Misha28] Mycobact.. 595 595 99% 00 98.01% 302 AVP423111
major capsid protein (Mycobacterium phage Comucopia] Mycobact.. 593 593 99% 00 97.68% 302 QBP314851
[Mycobacterium phage Squirty] Mycobact . 592 592 99% 0.0 97.35% 302 YP_009124659.1
Mycobact . 592 592 99% 00 97.02% 302 YP_0080599781
major caps [Mycobacterium phage Boilgate] Mycobact.. 465 465 99% 1e-162 75.00% 309 QYC550911
phage major capsid protein [Nocardia asiatica] Nocardia.. 464 464 99% 2e-162 7550% 303 WP_280473296 1
major capsi [Myeobacterium phage Fionnbharth Mycobact.. 464 464 99% de-162 75.00% 309 YP_009150879.1
major capsi [Mycobacterium phage Cheetobro] Mycobact.. 464 464 99% 5e-162 75.00% 309 YP_0092156131
‘major capsid protein (Mycobacterium phage Mufasal Mycobact.. 456 456 98% 6e-159 7360% 305 YP_0091952551
major capsid protein [Mycobacterium phage BoostSeason] Mycobact.. 456 456 98% 6e-159 73.60% 307 AYNST182.1
phage major capsid protein [Mycobacteroides abscessus] Mycobact.. 455 455 99% 7e-159 73.18% 302 WP_0796550011
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RID 91FYZY81016 (Expires on 06-21 04:51 am)
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Description

‘hypothetical protein N50_gp034 [Mycobacterium phage Jabbawoidde]
‘hypothetical protein C177_gp071 [Mycobacterium phage GUmbie]

9062 [Mycobacterium phage Ardmore]

ypothetical protein SEA AKHILA 71 [Mycobacterium phage Akhil

9068 [Mycobacterium phage Fruitioop]

‘ypothetical protein PBI CHES 81 [Mycobacterium phage Ches]
‘hypothetical protein I5H59_gp73 Mycobacterium phage Mahavrat]
‘hypothetical protein SEA MADIBA 81 [Mycobacterium phage Madiba]
‘hypothetical protein 533 p080 [Mycobacterium phage Emma)
‘hypothetical protein SEA POLLYWOG 77 [Mycobacterium phage Polyuiog]
‘hypothetical protein I5H85_gp083 [Mycobacterium phage Royals2015]
‘hypothetical protein I5HO3 gp07? [Wycobacterium phage SuperGrey]
hypothetical protein PBI CHEGD 88 [Mycobacterium phage Chedd]
‘hypothetical protein HWE60_gp078 My cobacterium phage TChen]
‘hypothetical protein FDISO gpo35 [Mycobadterium phage Yoshi]
‘hypothetical protein AS762 15290 [Mycolicibacterium elephantis]
‘hypothetical protein I5H27_gp078 [Mycobacterium phage DillTech15]

G35 Mycolicbacterium canariasense]
‘hypothetical protein (Mycolicibacterium neoaurum)

hypothetical protein 15104 gp053 [Mycobacterium phage Zapner]
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BlDownload v GenPept Graphics

hypothetical protein N850_gp084 [Mycobacterium phage Jabbawokikie]
Sequence ID: YP_008410757.1 Length: 63 Number of Matches: 1

» See 8 more title(s)

Range 1:1to 63 Genpept Graghics
Score Expect Method Tdentities  Positives  Gaps
132 bits(331) 1e-38 Compositional matrix adjust. 63/63(100%) 63/63(100%) 0/63(0%)

Query 1 HTGKUVVRUARKRDGSLYTYRVIIVFIPEGKHSGAFESWDEAVRUATDITAHIEVFLGH) 62
HTGKYVVRIHARKRDGSL Y TYRVIAIVFNPEGKIISGAF ESHDEAVRIATDITAHIEYFLGHQ
Soict 1 HTGKNVRUARKRDGSLYTYRVIIVFNPEGKHSGAFESWDEAVRUATDITAHIEVFLGHQ 62

Query 61 ESR 63
=
Sojct 61 ESR 63

EIDownload v GenPep! Graphics
hypothetical protein CL77_gp071 [Mycobacterium phage GUrmbie]
Sequence ID: YP_009018947.1 Length: 63 Number of Matches: 1
b See 3 more title(s)
Range 1: 1 to 63 GenPept Graphics

Score Expect Method Tdentities  Positives Gaps
131bits(320) 4e-38 Compositional matrix adjust. 62/63(98%) 63/63(100%) 0/63(0%)

Query 1 HTGKVVRUARKRDGSLYTYRVIIVFIPEGKSGAFESHDEAVRUATDITAHIEVFLGH) 62
HTGKUVVRIHARKRDGSL YTYRVIAIVFNPEG ISGAF ESHDEAVRIATDITAHIEYFLGHQ
Sbjct 1 MTGAVRAARKRDGSLYTYRVIIVFNPEGOSGAFESWDEAVRUATDITAHIEVFLGH) 60

Query 61 ESR 63
=
Shjct 61 ESR 63
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Centre for Structural Proteomics, OCSP,
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Genomics, Structural Genomics
Consortium, SGC.

Probability ©

919
9118

91.07

90.43

88.97

87.97

85.22

Evalue

06

12

23

36

49

83

Score

2566

2985

27.43

2739

29.49

26.09

24.06

ss

23

47

57

51

59

56

54

Angned

cols

30

41

62

54

59

59

51

Target

Length

60

105

106

%

175

108

91




image929.png
|shine D [slgarno [Sequence of the Region [starc|stare [omr
3 |score |space [Upscream of che scarc |Codon|Posivion [tengen
1 ses 7 [AATCGACACCAGGAGATGACGC |ATG (45017 192
B 0 (GACCGGCAAGTGGGICGICOGT |ATG (45041 168
3 |2s0 s (CTACACGTACCGCGICIGGART GTG 45085 120
s a0 7 TTTCGAGTCGTGGGATGAGGCS | ATG 45143 €6





image930.png
DeepTMHMM - Predictions

Predicted topologies can be downloaded in ,gff3 format and 3line format

DeepTMHMM - Most Likely Topology | Type: Globular
outside

Membrane

inside
0 10 20 30 a0 50 60

DeepTMHMM - Posterior Probabilities

10

0.8

0.4

Probability

°

— mside

o
o
5

20 30 a0 50 60
Sequence




image931.png
Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

inghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.
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Score

Sequences producing significant alignments: (bits) Value
Zapner_86, function unknown, 64 138 se-33
Starcevich Draft_g6, function unknown, 64 138 se-3s
Jabbauokkia_87, Function unknoun, 64 138 se-3s
Strokeseat 73, function unknown, 64 135 2e-:
Seagreen_79, function unknown, 64 135 2032
Mandlowu73, function unknown, 64 135 2e-:
JalFarm2d_86, function unknown, 64 135 2e-:

73, function unknoun, 64 135 2e-:
Hegedechuinu_79, function unknoun, 64 135 2e-:
Gigiouioui_72, function unknown, 64 135 2e-:
Galactic_77, function unknown, 64 135 2e-:
Firehousa51_74, function unknoun, 64 135 2e-:
Chuckly_75, function unknoun, 64 135 2032
Bobi_s4, function unknoun, 64 135 2e-:
Batiatus_77, function unknown, 64 135 2e-:
Ardnore 83, function unknoun, 64 135 2e-:
Ovechkin_8e, function unknown, 64 2 7e-m
Melissaurenss_71, function unknown, 64 132 ge-m
SassyB_68, function unknoun, 64 133 1e-:
Quickath_76, function unknown, 64 FEEREETEY
PopTart_63, function unknown, 64 FEEREETEY
Kimber1ium 77, function unknown, 64 FEEREETEY
Juiceass_72, function unknown, 64 FEEREETEY
Hamulus_78, function unknoun, 64 FEEREETEY
Flathead 77, function unknown, 64 132 2e-:
Dante_77, function unknoun, 64 132 2e-:
Wee_83, function unknown, 64 132 ze-:
Vetzran_76, function unknoun, 64 132 ze-:
Taj_s4, function unknown, 64 132 ze-:
Phanphagia_76, function unknoun, 64 132 3e-:
MilanaBonita_71, function unknoun, 64 132 ze-:
Kingsley_81, function unknown, 64 132 3e-:
GUmbie 72, function unknoun, 64 132 ze-:
DotProduct_74, function unknown, 64 132 ze-:
Cornie_73, function unknoun, 64 132 ze-:
Bipolar_80, function unknown, 64 132 ze-:
Akhila_72, function unknoun, 64 132 ze-:
Ramsey_82, function unknown, 64 131 se-:
Radiance_Draft_78, function unknoun, 64 11 se-:
Plumbus_79, function unknown, 64 11 se-:
OwlsT21 79, function unknoun, 64 11 se-:
ShroomBoi_78, function unknown, 64 11 ee-:

Velveteen_72, function unknown, 64 130 se-31
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>Zapner_86, function unknown, 64
Length = 64

Score = 138 bits (347), Expect = 5e-33
Identities = 64/64 (100%), Positives = 64/64 (100%)

Query: 1 HTHMFVSYADDPRVQAAQAARSCDICKAPKGKPCSNTISPGKPLPGRVIHFGRLTDRIREP 60
HTHFVSYADDPRVOAAQAARSCDTCKAPKGKPCSHTISPGKPLPGRVIHFGRL TDRNREP.
Sbjct: 1 HTMFVSYADDPRVQAAQAARSCDICKAPKGKPCSNTISPGKPLPGRVIHFGRLTDRIREP 60

Query: 61 KGDE 64
KaDE
Sbjct: 61 KGDE 64

>Starcevich Draft_86, function unknoun, 64
Length = 64

Score = 138 bits (347), Expect = 5e-33
Identities = 64/64 (100%), Positives = 64/64 (100%)

Query: 1 HTHMFVSYADDPRVQAAQAARSCDICKAPKGKPCSNTISPGKPLPGRVIHFGRLTDRIREP 60
HTHFVSYADDPRVOAAQAARSCDTCKAPKGKPCSHTISPGKPLPGRVIHFGRL TDRNREP.
Sbjct: 1 HTMFVSYADDPRVQAAQAARSCDICKAPKGKPCSNTISPGKPLPGRVIHFGRLTDRIREP 60

Query: 61 KGDE 64
KaDE
Sbjct: 61 KGDE 64

>3Iabbawokkie_87, function unknoun, 64
Length = 64

Score = 138 bits (347), Expect = 5e-33
Identities = 64/64 (100%), Positives = 64/64 (100%)

Query: 1 HTHMFVSYADDPRVQAAQAARSCDICKAPKGKPCSNTISPGKPLPGRVIHFGRLTDRIREP 60
HTHFVSYADDPRVOAAQAARSCDTCKAPKGKPCSHTISPGKPLPGRVIHFGRL TDRNREP.
Sbjct: 1 HTMFVSYADDPRVQAAQAARSCDICKAPKGKPCSNTISPGKPLPGRVIHFGRLTDRIREP 60

Query: 61 KGDE 64
KaDE
Sbjct: 61 KGDE 64
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major capsid protein [Mycobacterium phage DaWorst]
Sequence ID: ATN88499.1 Length: 302 Number of Matches: 1

Range

t0 302 GenPept  Graphics

Score Expect Method Identities Positives Gaps
602 bits(1552) 0.0 Compositional matrix adjust. 300/302(99%) 300/302(99%) 0/302(0%)

Query 1 MADISRSEVATLIQEAYANDLLASAKKGSTVLQAFPTVNMGTKTTHLPVLATLPGASHVS
MADISRSEVATLIQEAYANDLLASAKKGSTVLQAFPTVNHGTKTTHLPVLATLPGASHVS
Sbjct 1  MADISRSEVATLIQEAYANDLLASAKKGSTVLQAFPTVNMGTKTTHLPVLATLPGASKVS

Query 61  ESATEPEGVKPTSEATWADRTLVAEEVAVIIPVHENVVDDASTSLLEEIAALGGQAIGKK
ESATEPEGVKPTSEATWADRTLVAEEVAVIIPVHENVVDDASTSLLEEIAALGGQAIGKK
Sbjct 61  ESATEPEGVKPTSEATWADRTLVAEEVAVIIPVHENVVDDASTSLLEEIAALGGQAIGKK

Query 121  LDQAVIFGTDKPSSWVSPALLPAAVAANQDYEIVSGDANEDDLIGCINQASKAVAAAGYH
LDQAVIFGTDKPSSWVSPALLPAAVAANQDY IV GDANEDDLIGCINQASKAVAAAGYH
Sbjct 121  LDQAVIFGTDKPSSHVSPALLPAAVAANQDYTIVPGDANEDDLIGCINQASKAVAAAGYM

Query 181 PDTLLASLGFRFDVANLRDANGNPIFRDESFNGFNTYFNANGANPVGVAEALVVDSSRVR
PDTLLASLGFRFDVANLRDANGNPIFRDESFNGFNTYFNANGAWPVGVAEALVVDSSRVR
Sbjct 181 PDTLLASLGFRFDVANLRDANGNPIFRDESFNGFNTYFNANGAWPVGVAEALVVDSSRVR

Query 241 IGVRQDITVKFLDQATVGSINLAERDMIALRLKARFAYVLGNGATAVGDNKTPVGAVVPD
IGVRQDITVKFLDQATVGSINLAERDMIALRLKARFAYVLGNGATAVGDNKTPVGAVVPD
Sbjct 241 IGVRQDITVKFLDQATVGSINLAERDMIALRLKARFAYVLGNGATAVGDNKTPVGAVVPD

Query 301 GS 302
Gs
Sbjct 301 GS 362
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hypothetical protein N850_gp085 [Mycobacterium phage Jabbawokkie]
Sequence ID: YP_008410758.1 Length: 64 Number of Matches: 1
b See 3 more title(s)

Range 1: 1 to 64 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
134 bits(338) 1e-30 Compositional matrix adjust. 64/64(100%) 64/64(100%) 0/64(0%)

Query 1 HTHFVSYADDPRVQAAQAARSCDICKAPKGKPCSNTISPGKPLPGRVIHGRLTDRIREP 68
HTHEVS Y ADDPRVQAA0AARSCDICKAPKGKPCSNT ISP GKPL PGRVIHEGRLTDRIRED.
Sbjct 1 HTHFVSYADDPRVGAAQAARSCDICKAPKGKPCSNTISPGKPLPGRVIMFGRLTDRIREP 60

Query 61 KeDE 64
KeDE
Sbjct 61 KeDE 64

SDownload v GenPept Graphics

gp63 [Mycobacterium phage Ardmore]
Sequence ID: YP_003495204.1 Length: 64 Number of Matches: 1
> See 13 more title(s)

Range 1: 1 to 64 Genpept Graghics

Score Expect Method Tdentities  Positives  Gaps
132bits(332) 1e-38 Compositional matrix adjust. 63/64(98%) 63/64(98%) 0/64(0%)

Query 1 HTHEVSYADDPRVQAAQAARSCDICKAPKGKPCSNTISPGKPLPGRVIHGRLTDRIREP 60
HTHEVSYADDPRVQAAQAARSCDICKAPKGKPCSHTT PGKPLPGRVIHEGRLTDRIREP
Sbjct 1 HTHFVSYADDPRVGAAQAARSCDICKAPKGKPCSNTILPGKPLPGRVIHFGRLTDRIREP 60

Query 61 KeDE 64
KeDE
Shict 61 KGDE 64
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Database: Actinobacteriophage Proteins as of Jun 19, 2023
442,367 sequences; 85,578,104 total letters
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Sequences producing significant alignments:

Starcevich Draft_s7, function unknown, 118
Gigiouioui_73, function unknown, 118
Ches_82, function unknoun, 118
ShroomBoi_79, function unknown, 117
Philus_Draft_81, function unknown, 117
OwlsT2ii_86, Function unknown, 117
OlympiaSaint_78, function unknown, 117
Jarcob_78, function unknown, 117
James_79, function unknoun, 117
DRBY15_82, function unknown, 117
Clifton_71, function unknown, 117
Bipolar_s1, function unknown, 117
Latretium_75, function unknown, 117
Tchen_86, function unknown, 117
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Nivrat_75, function unknown, §7
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Typha_60, function unknown, 110
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Distribution of the top 16 Blast Hits on 16 subject sequences &
Mouse over to see the title, click to show alignments

Color key for alignment scores
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O hypotheical protein PBI CHES 82 [Mycobacterium phage Ches] 222 222 9% 1e-72 92.37% NP 8174201
O hypothetical protein SEA LATRETIUM 75 [Mycobacterium phage Latretium] 211 211 99% 3e-68 86.44% QX012875.1
O hypotheical protein AVT13 gp081 [Mycobacterium phage Bipolar] 211 211 99% 4e-68 87.29% YP 009200708.1
I protein HWB60 gp080 [Mycobacterium phage TChen] 207 207 99% 1e-66 86.44% YP 009838036.1
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hypothetical protein SEA_GIGIOUIOUI_73 [Mycobacterium phage GigiOuiOui]
Sequence ID: UXE03046.1 Length: 118 Number of Matche

Range 1:1to 118 Genpest Graohis
Score Expect Method Tdentities Positives Gaps.
242 bits(618) 1e-80 Compositional matrix adjust. 118/118(100%) 118/118(100%) 0/118(0%)

Query 1 HSKFKVGDTVIVEASYNESRHGGRKSHEDKVARVGRKYLYLHGDGRKAFDVETGUOKTEY 60
MSKFKVGDTVIVEASYNESRIGGRKSHEDKVARVGRKYLYLHGDGRKAFDVETGVOKTEY
Soict 1 HSKFKVGDTVIVEASYNESRUGGRKSHEDKVARVGRKYLYLHGDGRKAFDOVETGUQKTEY 60

Query 61  SGSARTVMTPEDWRASQHRKAVAEATCDHGLRPDGFGDFKQSTPVLERVLDVLEKGDE 118
SGSARTVMTPEDNRASOHRKAVAEATCDHGL RPDGFGDF KOS TPVLERVLDVLEKGDE
Sobjct 61  SGSARTVMTPEDWRASCHRKAVAEATCDHGLRPDGFGDFKQSTPVLERVLDVLEKGDE 118

EiDownioad v GenPept Graphics

hypothetical protein PBI_CHES_82 [Mycobacterium phage Ches]
Sequence ID: NP_817420.1 Length: 118 Number of Matches: 1
» See 1 more title(s)

Range 1:1to 118 Genpest Graohis
Score Expect Method Tdentities Positives Gaps
222 bits(565) 1e-72 Compositional matrix adjust. 109/118(92%) 111/118(94%) 0/118(0%)

Query 1 HSKFKVGDTVIVEASYNESRHGGRKSHEDKVARVGRKYLYLHGDGRKAFDVETGUOKTEY 60
MSKFKVGDTVIVEASYNESRIGGRKSHEDKVARVGRKYLYLHGD RKAFDVETGVOKTEY
Soict 1 HSKFKVGDTVIVEASYNESRUGGRKSHEDKVARVGRKYLYLHGDSRKAFOVETGUQKTEY 60

Query 61  SGSARTVMTPEDURASQHRKAVAEATCDHGLRPDGFGDFKOSTPVLERVLDVLEKGDE 118
SGSARTVM P DIl ASOHRK VA<AT DHGLRPDGFGDFKQST VLERVLDVLEKGSE
Sbjct 61  SGSARTVMDPADWHASQHRKVVAQATRDHGLRPDGFGDFKQSTSVLERVLDVLEKGEE 118
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, liebb Miller, and David 1. Lipman (1987),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3202.

Database: Actinobacteriophage Proteins as of Jun 19, 2023
442,367 sequences; 85,575,104 total letters
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Score  E

Sequences producing significant alignments: (bits) Value
Starcevich Draft_ss, function unknown, 169 226 1e-59
Gigiouioui_74, fanction unknown, 109 226 1e-59
Nivrat_76, function unknown, 111 221 3e-s8
Lilioolah_78, function unknown, 111 221 3e-s8
Robyn_52, function unknoun, 108 191 7e-a9
Carthage 51, function unknown, 126 191 7e-49
Ches_83, function unknoun, 111 157 se-3
Kersh_s8, function unknown, 135 127 ee-3
TDanizky_93, function unknown, 126 17 1e-3
Lumine_53, function unknown, 127 125 43
Sabbb_88, function unknown, 137 122 se-3s
Rialto_Draft_89, function unknoun, 144 122 se-3s
RedRaider77_10, function unknoun, 129 122 se-3s
Hoonbeam_87, function unknown, 137 122 se-3s
Madkillah Draft_os, function unknown, 137 122 se-3s
Fringe_56, function unknown, 129 122 se-3s
Thibault_65, function unknown, 147 122 se-3s
Soile 53, function unknoun, 147 122 se-3s
Rita1961_51, function unknown, 147 122 se-3s
Phayeta_51, function unknown, 147 122 9e-3s
Obutu_ST, function unknown, 147 122 se-3s
Hortcellus_50, function unknown, 147 122 se-3s
MmasiCarm 51, function unknown, 147 122 se-3s
Longacauda_53, function unknown, 147 122 9e-3s
Legolas_s4 function unknown, 147 122 se-3s
Kronus_50, function unknown, 147 122 se-3s
Kahve_52, function unknoun, 147 122 se-3s
HighsTump_54, function unknoun, 147 122 9e-3s
HenryJackson_52, function unknoun, 147 122 9e-3s
Gervas_S1, function unknown, 147 122 se-3s
DaddyDanicls_54, function unknoun, 147 122 9e-3s
Craff_ss, function unknown, 147 122 se-3s
Childish_52, function unknown, 147 122 se-3s
Casbah_S8, function unknown, 147 122 se-3s
Latretium_78, function unknown, 128 122 2e-34
Argie_63, function unknown, 129 122 2e-34
Pollyuog 86, function unknown, 117 132 3e-34
SpikeBT_59, function unknown, 119 1a1 se-3s
NeHalo_58, function unknown, 119 1a1 se-3s
GageaP_62, function unknown, 119 1a1 se-3s
AFTS_57, function unknoun, 119 1a1 se-3s
Vasullzings 9, function unknoun, 181 ee-34
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>GigiOuiOui_74, function unknown, 1@9
Length = 109

Score = 226 bits (576), Expect = 1e-59
Identities = 169/109 (100%), Positives = 109/169 (100%)

HISDRILDTIAAPIRECHGPDSPYEHVANRIIAALKANRIALVELPEPTEAVTIIQDCAGSG 60
ISDRILDTIAAPIRECHGPDSPYEHVANRIIAALKANRIALVELPEPTEAVTIIQDCAGSG
ISDRILDTIAAPIRECWGPDSPYEHVANRIIAALKANRIALVELPEPTEAVTIIQDCAGSG 60

KPFKPGTLSRDGEVAKCPACGTNRYVRDDGSIEPHQUPVAAWVAEGEDK 109
KPFKPGTLSRDGEVAKCPACGTNRYVRDDGSIEPHQUPVAAWVAEGEDK
Sbjct: 61 KPFKPGTLSRDGEVAKCPACGTNRYVRDDGSIEPHQUPVAAWVAEGEDK 109

>Nivrat_76, function unknown, 111
Length = 111

Score = 221 bits (564), Expect = 3e-58
Identities = 167/108 (39%), Positives = 107/168 (95%)

HISDRILDTIAAPIRECHGPDSPYEHVANRIIAALKANRIALVELPEPTEAVTIIQDCAGSG 60
ISDRILDTIAAPIRECHGPDSPYEHVANRIIAALKANRIALVELPEPTEAVTIIQDCAGSG
ISDRILDTIAAPIRECWGPDSPYEHVANRIIAALKANRIALVELPEPTEAVTIIQDCAGSG 60

KPFKPGTLSRDGEVAKCPACGTNRYVRDDGSIEPHQUPVAAWVAEGED 108
KPFKPGTLSRDGEVAKCPACGTNRYVRDDGSIEPHQUPVAAWVA GED
KPFKPGTLSRDGEVAKCPACGTNRYVRDDGSIEPHQUPVAAVVAGGED 108
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Description O L U o o S Accssion

O hypothetical potein SEA_ GIGIOUIOUI 74 [Mycobacrium phage GigiOuOU] 224 224 99% 1e73 100.00% UXEO04T1

) nypothetical profein 1571 90075 (Mycobacterum phage Nivaf] 219 218 100% Se72 97.27% YP 0099505401
O nypothetcal ootein SEA ROBYN 52 Mycobacerium phage Roby) 187 187 89% 4e-59 9216% OBI9USO2 1

(O hypothetical potein SEA CARTHAGE. 51 Mysobacterium phage Carhagel 188 188 89% 4e-59 9216% OBIOEIA1

O hypothetcal ootein PBI CHE 83 Mycobacterium phage Cheg) 158 158 9% 1e-47 75.00% NP 8174211
) nypothetcal protein 1552 90088 (Mycobacterum phage Kersh] 144 144 T7% 8e-d2 85.88% YP 0009566301
) nypothetcal proein SEA TDANISKY 93 (Wycobacterium phage TDanisky] 143143 T7% 2e-41 847T1% QGHTIS001

O nypothetcal ooten 15667 90087 [Mysobacterum ohage Moonbean 142 142 T8% 8e-dl 8256% YP 0099601531
[ hypothetical potein SEA FRINGE 56 [Mycobacirium phags Fringe] 12 142 8s% 941 TIT2% AZSOTEDAl

(O hypothetcal potein SEA ARGIE 63 [Mycobacirium phage Avgiel 141 141 T2% 2040 86.25% OQBPA1IS01

(O hypothetical potein KNUTO_0poS1 [Mycobacerium phage Obutu] 141141 73% 340 83.95% YP 0101038401
) nypothetcal profein CLE7 95065 Mycobacterm phage Thibaut] 141 141 65% 3e-40 90.28% YP 0090180761
O hypothetcal potein SEA POLLYWOG 85 [Mycobacerium phage Poliog] 139 139 71% 540 8354% QY1011

O hypothetical protei PBI GAGEAP 62 [Wycobacterum phage GageAPl 139 139 T0% Ted0 8590% AVPAIZLL

) nypothetcal proein SEA LATRETIUM 78 Mycobacterum phage Latretu] 139 139 84% 9e40 71.43% OXO1E71

O hypothetical potein PBI BUZZLYSEYEAR 87 [Mycobacterium phage Buzzlyseear] 138 138 72% 2039 8375% YP 0091250801
) nypothetca prtein 15102 90094 [Mycobacterum phage Demsculinboyz] 138 138 65% 2039 88.89% YP 0000637621
O hypothetical potein SEA YOUNGELOOD. 44 Mysobacterium phage Youngbiood] 139 139 72% 2039 €3.75% ATWS95021

) nypothetcal proein SEA VASUNZINGA 9 [Mycobacterum phage Vasulzingal 138 138 62% 2039 7188% AYET08ds1

O hypothetical protein SEA ERICMILLARD 72 [Mycobacterium phage EricWilard] 137 137 78% 5e39 8023% AXQ52071
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[SiDownload v GenPept Graphic

hypothetical protein SEA_GIGIOUIOUI_74 [Mycobacterium phage GigiOuiOui]
Sequence ID: UXE03047.1 Length: 109 Number of Matche

Range 1:1to 109 Genpest Graohis

Score Expect Method Tdentities Positives Gaps.
224 bits(571) 1e-73 Compositional matrix adjust. 109/109(100%) 109/109(100%) 0/109(0%)

Query 1 HSDRILDTIAAPIRECHGPDSPYEHVAYRIIAALKANRIALVELPEPTEAVIMODCAGSS 60
MSDRILOTIAAPIRECGPDSPYEHVANRITAALKAIRIALVELPEPTEAVTIODCAGSG
Soict 1 MSDRILDTIAAPIRECHGPDSPYEHVAYRIIAALKANRIALVELPEPTEAVTIQDCAGSG 62

Query 61  KPFKPGTLSRDGEVAKCPACGTNRYVRDDGSIEPHQVPVAAVVAEGEDK 109
KPFKPGTLSROGEVAKCPACGTIRYVRDDGSTEPHOVPVAAVVAEGEDK.
Soict 61  KPFKPGTLSRDGEVAKCPACGTNRYVRDDGSIEPHQVPVAAVVAEGEDK 109

EiDownioad v GenPept Graphics

hypothetical protein 15H71_gp076 [Mycobacterium phage Nivrat]
Sequence ID: YP_009960549.1 Length: 111 Number of Matches: 1
b See 3 more title(s)

Range 1: 1 to 110 Genpest Graohis
Score Expect Method Tdentities Positives Gaps
219 bits(558) 9e-72 Compositional matrix adjust. 107/110(97%) 107/110(97%) 0/110(0%)

Query 1 HSDRILDTIAAPIRECHGPDSPYEHVAYRIIAALKANRIALVELPEPTEAVTMODCAGSG 60
MSDRILDTIAAPIRECKGPDSPYEHVANRI IAALKAIRIALVELPEPTEAVTIODCAGSG
Soict 1 HSDRILDTIAAPIRECHGPDSPYEHVAYRIIAALKAIRIALVELPEPTEAVIPQDCAGSG 60

Query 61  KPFKPGTLSRDGEVAKCPACGTNRYVRDDGSIEPHQVPVAAVVAEGEDKZ 118
KPFKPGTLSROGEVAKCPACGTIRYVRDDGSTEPHOVPVAAVVA GED
Sojct 61  KPFKPGTLSRDGEVAKCPACGTNRYVRDDGSIEPHQVPVAAVAGGEDIH 118

EiDownioad v GenPept Graphics

hypothetical protein SEA_ROBYN_52 [Mycobacterium phage Robyn]
Sequence ID: QBI99592.1 Length: 108 Number of Matches: 1

Range 1:7 to 108 Genpeat Graohics

Score Expect Method Tdentities  Positives  Gaps

187 bits(476) 4e-50 Compositional matrix adjust. 94/102(92%) 95/102(93%) 4/102(3%)
Query 9 IAAPIRECHGPDSPYEHVANRIIAALKANRIALVELPE----PTEAVTMODCAGSGKPFK 64

TAAPIRECHGPDSPYEFVANRIIAALKANRIALVELPE __ PTEAVTPQDCAGSGKPFK
Soict 7 TAAPIRECWGPDSPYEHVAMRIIAALKANRIALVELPEGLEQPTEAVTMQDCAGSGKPFK 66

Query 65 PGTLSRDGEVAKCPACGTNRYVRDDGSIEPHQVPVARVVAEG 106
B TLSRDGEVAKCPACGTHRYVADDGSIEPHOVPVALY <G
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Score

Sequences producing significant alignment (bits) Value

Starcevich Draft_89, function unknown, 55 125 4e-29
Gigiouioui_7s, function unknown, 55 15 4e-29
Argie_64, function unknoun, 55 15 4e-29
Sebata_s, function unknoun, 55 120 se-28
LolaVinca 9, function unknown, 55 120 se-2
Linstu_8, function unknoun, 55 120 se-2
InterFolia 9, function unknown, 55 120 se-2
FrayBell 3, function unknown, 55 120 se-2
Dirttonster_Draft_7, function unknown, 55 120 se-2
Concombre_Draft_7, function unknown, 55 120 se-28
sSpecks_9, function unknoun, 55 119 3e-27
Fancypants_87, function unknoun, 55 15 se-2
Demsculpinboyz_89, function unknown, 55 15 se-2
JoieB_o, function unknoun, 52 113 2e-25
Veteran_73, function unknown, 53 11 se-2s
Switzer_62, function unknown, 53 11 se-2s
SwissCheese_64, function unknoun, 53 11 se-2s
sisi_77, function unknoun, 53 11 se-2s
SassyB_71, function unknown, 53 11 se-2s
Ruby_75, function unknoun, 53 11 se-2s
Pringar_8, function unknown, 53 11 se-2s
PopTart_71, function unknown, 53 11 se-2s
Pari_64, function unknoun, 53 11 se-2s
Ovechkin_87, function unknown, 53 11 se-2s
Hoose_62, function unknoun, 53 11 se-2s
MisterCuddles_78, function unknown, 53 11 se-2s
Mantra_78, function unknown, 53 11 se-2s
Littlelaf_8, function unknown, 53 11 se-2s
Lilbit_Draft_9, function unknoun, 53 11 se-2s
Huphlepuff s, function unknown, 53 11 se-2s
GodPhather 64, function unknown, 53 11 se-2s
Girr_77, function unknoun, 53 11 se-2s
Forsytheast_62, function unknoun, 53 11 se-2s
Emma_s4, function unknoun, 53 11 se-2s
Corazon_8, function unknown, 53 11 se-2s
Clarkson_9, function unknown, 53 11 se-2s
Bruns_62, function unknoun, 53 11 se-2s
Bethlehen 60, function unknown, 53 11 se-2s
Beelzebub_10, function unknown, 53 11 se-2s
Arlo_59, Function unknoun, 53 11 se-2s
Squez_Draft_62, function unknoun, 53 107 1e-23
Naira 63, function unknoun, 53 107 1e-23
Fenn 63, function unknown, 53 107 1e-23
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>GigiouiOui_75, function unknoun, 55
Length = 55

Score = 125 bits (313), Expect = 4e-29
Identities = 55/55 (100%), Positives = 55/55 (100%)

Query: 1 NSGDINAEGFIRYGGDCTCGAIYTYGGHAEPGSFDPFCPDHGEAAVVAEEEDIHA 55
S GDINAEGF IRYGGDCTCGATYTYGGHAEPGSFDPFCPDHGEAAVVAEEEDNHA
Sbjct: 1 NSGDINAEGFIRYGGDCTCGAIYTYGGHAEPGSFOPFCPDHGEAAVVAEEEDNHA 55

>argie_64, function unknown, 55
Length = 55

Score = 125 bits (313), Expect = 4e-29
Identities = 55/55 (100%), Positives = 55/55 (100%)

Query: 1 NSGDINAEGFIRYGGDCTCGAIYTYGGHAEPGSFDPFCPDHGEAAVVAEEEDIHA 55
S GDINAEGF IRYGGDCTCGATYTYGGHAEPGSFDPFCPDHGEAAVVAEEEDNHA
Sbjct: 1 NSGDINAEGFIRYGGDCTCGAIYTYGGHAEPGSFOPFCPDHGEAAVVAEEEDNHA 55

>Sebata_s, function unknown, 55
Length = 55

Score = 120 bits (302), Expect = 8e-25
Identities = 53/54 (98K, Positives = 53/54 (98%)

Query: 1 NSGDINAEGFIRYGGDCTCGAIVTYGGHAEPGSFDPFCPDHGEAAVVAEEEDIH 54
HISGDINAEGFIRYGGDCTCGATYTYGGHAEPGSFOPFCPDHGEAAVVAE EDIH
Sbjct: 1 NSGDINAEGFIRYGGDCTCGAIVTYGGHAEPGSFDPFCPDHGEAAVVAEGEDIH 54
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962DP7A5013 (Expires on 06-22 22:31 pm)
Icl|Query_63980

unnamed protein product

amino acid

56

Database Name

Program

nr
All non-redundant GenBank CDS translations-+PDB+SwissProt-+PIR+PRF

excluding environmental samples from WGS projects
BLASTP 2.14.1+ b Citation





image970.png
Distribution of the top 19 Blast Hits on 19 subject sequences ©
Mouse over to see the title, click to show alignments

Color key for alignment scores

M 40-50 M 50-80 Wso-: L]

N
S
£
Iy
&
&
m
g
@
g
o
2
g
2
g

1 10 20 30 40 50





image971.png
0000DO0DO0OO0O0DO0ODO0OO0OO0OO0OO0O0O

Description
ypotheical protein SEA ARGIE 64 [Mycobacterium phage Are]
"hypothetical protein LINSTU.8 [Mycobacterium phage LinStul
"ypotheical protein SEA SPECKS 9 [Mycobacterium phage Specks]
nypothetical protein 15436 00087 [Mycobacterium phage Fancypanis]
"ypothetical protein SEA JOIEB 9 [Mycobacterium phage JoieB]
‘nypothetical protein Bethlehem o9 [Mycobaclerium phage Befhieher
"hypothetical protein PBI OVECHKIN 87 [Mycobacterium phage Ovechiin]
ypothetical protein SEA FENN 63 (Mycobacterium phage Fenn]
‘hypothetical protein M152 Gp008 [Mycobacterium phage Astraea]
"hypothetical protein 15H98 00086 [Mycobacterium phage Whouxphfl
‘ypothetical protein (Mycolicbacterium phage Kashi SSH]

‘hypothetical protein 151431 gp083 [Mycobacterium phage Eish]
ypothetical protein SEA PIER 8 (Mycobacterium phage Pier]
ypothetical protein BOOMER_83 (Mycobacterium phage Boomer]
‘ypothetical protein Kosiya 115 [Mycobacterium phage Kostyal
hypothetical protein [Mycolicibacterium bacteremicum]
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