Rialto	 57,936 bp including 10-base 3' overhang (CCGATGGCAT), Cluster F1
[image: ]
[image: ]
According to phagesdb.org (1/27/23) , 107 genes in Draft annotation


1/27/23 Blastn vs phagesdb and GenBank
[image: ]
[image: ]
[image: ]
[image: ]

1/27/22 Ran genemarkS, genemark vs smeg mc2155 and vs TB h37rv. H37RV, GenemarkS, and Leprae. Printed Saved predicted genes in Word for Genemarks
Ran Aragorn tRNA Scan http://www.ansikte.se/cgi-bin/aragorn.cgi
[image: ]
Update DNA Master according to PBI Instructions. Uploaded sequence into DNA Master and ran autoannotation saved as 20220127Rialtov1, 108 genes predicted
Made map
[image: ]
Made 6 frame, with and without color, printed one without color
Delete reverse frame gene 1 and renumber
BlastP vs phagesdb and genbank
HHPRED: https://toolkit.tuebingen.mpg.de/tools/hhpred	
[image: A picture containing graphical user interface

Description automatically generated]
[image: ]



Gene Number: 1	1/27/2023
Start Codon and source:  41, GTG< Glimmer, not called by GeneMark
Stop Codon: 373, TAG
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham68579, most annotated start
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 (upstream GTG at 11)
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: HNH endonuclease?
Function Evidence:
Transmembrane Domain/Evidence (Y/N): N
[image: ]
Transmembrane Hidden Markov Model: https://services.healthtech.dtu.dk/service.php?TMHMM-2.0

Gene Number: 2	1/27/2023
BlastP w/ PhagesDB and GenBank
[image: Graphical user interface, text, application

Description automatically generated]
[image: Text

Description automatically generated]
[image: ]
[image: A picture containing graphical user interface

Description automatically generated]
[image: ]

[image: Text

Description automatically generated]
Run HHPred:
[image: Table

Description automatically generated]
Start Codon and source: 446, ATG called by Glimmer and GeneMark
Stop Codon: 700, TAA
F/R: F
Coding Potential (y/n): N, GTG directly upstream
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
[image: ]
Also: Starcevich and Tootsie Roll
Gap: 71bp
Longest ORF? (Y/N/NA): N, GTG immediately upstream
RBS: N/A, Scoring Matirix, Spacing Matrix, Z Score, Final Score,
[image: Table

Description automatically generated]
Proposed Function: terminase, small subunit
Function Evidence: position in genome, perfect matches in phagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: ]

Gene Number: 3	2/6/2023
PhagesDB and GenBank blasts:
[image: ]
[image: ]
Run HHPred:
[image: Table

Description automatically generated]
Start Codon and source: 672bp ATG called by glimmer, 798bp ATG called by GeneMark
Stop Codon: TGA, 2159bp
F/R: F
Coding Potential (y/n): Y shown by GeneMark
Starterator (SS, NA, NI): Pham68547, do not have the most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: Text

Description automatically generated]
[image: Text

Description automatically generated]
[image: Text

Description automatically generated]
[image: Text

Description automatically generated with medium confidence]
Gap: - 29 bp overlap
Longest ORF? (Y/N/NA): N, upstream TTG @ 660bp
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: terminase, large subunit
Function Evidence: position in genome, perfect matches in GenBank with other phages and bacterial proteins
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface

Description automatically generated]

Gene Number: 4	2/3/2023
Blast P: PhagesDB and GenBank
[image: ]
[image: ]

[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG, 2200 bp called by Glimmer and GeneMark
Stop Codon: TGA, 3621 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham68544, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
[image: ]
	Also, Job42_4, JalFarm20_4, and SimranZ1_4
Gap: 41 bp
Longest ORF? (Y/N/NA):: Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score:
[image: ]
Proposed Function: portal protein
Function Evidence: position in genome, perfect matches on PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: ]
Gene Number: 5	2/7/2023	Revised 2/27/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred: Ran with both starts, top is 3605bp (6 hits), bottom is 3653bp (4 hits)
[image: Table

Description automatically generated]
[image: Table

Description automatically generated]
Start Codon and source: TTG 3605 bp called by GeneMark, not called by Glimmer
Stop Codon: TGA, 4330
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham67097, 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: ]
Gap: -17 bp
Longest ORF? (Y/N/NA): Y, downstream starts: TTG at 3632 bp and TTG at 3653 bp
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: capsid maturation protease
Function Evidence: 1:1 matches in PhagesDB and GenBank, indicating the 3605 bp start and function assignment
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface, application

Description automatically generated]

Gene Number: 6	2/7/2023
BlastP on PhagesDB & GenBank:
[image: ]
[image: Text

Description automatically generated]
[image: Graphical user interface, application, table

Description automatically generated]
Run HHPred: 
[image: Graphical user interface

Description automatically generated with low confidence]
Start Codon and source: ATG, 4409 bp called by Glimmer and GeneMark
Stop Codon: TAA, 4945 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham68646, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: Text

Description automatically generated]
[image: ]
Gap: 79 bp
Longest ORF? (Y/N/NA): Y, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: scaffolding protein
Function Evidence: perfect matches on PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface, application

Description automatically generated]


Gene Number: 7	2/7/2023
BlastP on PhagesDB and GenBank:
[image: Graphical user interface, text, application

Description automatically generated]
[image: Text

Description automatically generated]
[image: Table

Description automatically generated]
Run HHPred:
[image: Graphical user interface

Description automatically generated with low confidence]
Start Codon and source: ATG, 5008 bp, called by Glimmer and GeneMark
Stop Codon: TAA, 5916 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham68545, gene does not have the most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: Text

Description automatically generated]
[image: Text

Description automatically generated]
Gap: 65 bp
Longest ORF? (Y/N/NA): Y, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: major capsid protein
Function Evidence: perfect matches with genes in PhagesDB and GenBank, other matches on HHPred
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface, application

Description automatically generated]


Gene Number: 8	2/7/2023
BlastP on PhagesDB and GenBank:
[image: Graphical user interface

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
[image: Graphical user interface, application

Description automatically generated]
Run HHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG, 5929 bp, called by Glimmer and GeneMark
Stop Codon: TGA, 6300 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham68628, gene does not have most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A picture containing text

Description automatically generated]
[image: Text, letter

Description automatically generated]
[image: Text

Description automatically generated]
Gap: 13 bp
Longest ORF? (Y/N/NA): Y, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: head-to-tail adaptor
Function Evidence: matches description on function assignment list, perfect matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface, text, application

Description automatically generated]


Gene Number: 9	2/28/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]

Run HHPred:
[image: ]
Start Codon and source: GTG 6927bp, called by Glimmer and GeneMark
Stop Codon: TGA 6626bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham68567, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: -4 bp
Longest ORF? (Y/N/NA): Y, no upstream starts
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: head-to-tail stopper
Function Evidence: HHPred alignment with SPP1 gp16, 1:1 matches with Phages DB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 10	2/28/2023
GenBank BlastP:
[image: A picture containing chart

Description automatically generated]
[image: Graphical user interface, application

Description automatically generated]
PhagesDB BlastP:
[image: Graphical user interface, text, application

Description automatically generated]
[image: Text

Description automatically generated]
Run HHPred:
[image: Table

Description automatically generated]
Start Codon and source: GTG 6633bp not called by Glimmer or GeneMark, most annotated start in Pham68611 (like Lorde)
Stop Codon: TGA 6959 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham68611, has most annotated start but does not call it
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: Text

Description automatically generated]
[image: Text

Description automatically generated]
Gap: 7 bp
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: Hypothetical protein
Function Evidence: gene matches with HHPred HK97_gp10, 1:1 matches with PhagesDB and GenBank
[image: ]
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface

Description automatically generated with medium confidence]


Gene Number: 11	2/28/2023
GenBank BlastP:
[image: Chart

Description automatically generated with medium confidence]
[image: Table

Description automatically generated]
PhagesDB BlastP:
[image: Text

Description automatically generated]
[image: Text

Description automatically generated]
Run HHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG 6949 called by GeneMark, not called by Glimmer
Stop Codon: TAG 7353 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham68612, gene has most annotated start but does not call it (most annotated start is called by 180 of the 305 non-draft genes)
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: Text

Description automatically generated]
[image: Text

Description automatically generated with medium confidence]
Gap: -11 bp overlap
Longest ORF? (Y/N/NA): Y, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: tail terminator
Function Evidence: HHPred alignment with SPP1 gp17, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface

Description automatically generated with medium confidence]


Gene Number: 12	2/28/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 7463 bp called by Glimmer and GeneMark
Stop Codon: TAG 8272 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham68577, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: 110 bp
Longest ORF? (Y/N/NA): Y, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: major tail protein
Function Evidence: 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 13	2/28/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]


Run HHPred:
[image: ]
Start Codon and source: ATG 8391 bp, called by Glimmer and GeneMark
Stop Codon: TGA 8942 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham60, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: 119 bp
Longest ORF? (Y/N/NA): N, upstream start TTG 8298 bp
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: tail assembly chaperone
Function Evidence: Overlaps with gene 14 (gene 14 has the -2 frameshift), 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 14	2/28/2023
GenBank BlastP:
[image: A picture containing bar chart

Description automatically generated]
[image: Table

Description automatically generated]
PhagesDB BlastP:
[image: Graphical user interface, text, application

Description automatically generated]
[image: Text

Description automatically generated]
Run HHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG 8391 bp, not called by Glimmer or GeneMark (same start as gene 13 with -2 frameshift at 8887 bp)
Stop Codon: TGA 9327 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham48418, software predicted start of 9001 was incorrect
exact match with Moonbeam, Pham71874, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: Text

Description automatically generated]
Gap: exact overlap with gene 13, 119 bp gap from gene 12
Longest ORF? (Y/N/NA): Y, same start as gene 13, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: tail assembly chaperone
Function Evidence: 1:1 matches with PhagesDB and GenBank, -2 frameshift at 8887 bp, same start as gene 13
Transmembrane Domain/Evidence (Y/N): N
[image: A picture containing graphical user interface

Description automatically generated]

Gene Number: 15 	3/19/2023
GenBank BlastP:
[image: A picture containing chart

Description automatically generated]
[image: Graphical user interface, text, application

Description automatically generated]
PhagesDB BlastP:
[image: Graphical user interface, application

Description automatically generated]
[image: Text

Description automatically generated]
Run HHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG, 9346 bp, not called by Glimmer or GeneMark 
Stop Codon: TAA, 9885 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): No data on Rialto_15 in Starterator because start was called incorrectly.
Exact match with Wee_14, Pham1280, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: Text

Description automatically generated]
[image: ]
Gap: 19 bp
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: HNH endonuclease
Function Evidence: 1:1 matches in PhagesDB and GenBank, has HNH over 9 bp span
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface

Description automatically generated]

Gene Number: 16 	3/19/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: Graphical user interface

Description automatically generated]
[image: Text

Description automatically generated]
Run HHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG, 9885 bp, Called by Glimmer and GeneMark
Stop Codon: TAA, 13517 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham56383, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: Text

Description automatically generated]
[image: A picture containing text

Description automatically generated]
[image: ]
[image: ]
Gap: -1 bp, ATG start on last A of TAA gene 15 stop
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: tape measure protein
Function Evidence: 1:1 matches in PhagesDB, listed function in HHPred
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface

Description automatically generated]


Gene Number: 17	3/19/2023
GenBank BlastP:
[image: Chart

Description automatically generated with medium confidence]
[image: Graphical user interface

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface

Description automatically generated]
[image: Text

Description automatically generated]
Run HHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG, 13518 bp, called by Glimmer and GeneMark
Stop Codon: TAG, 15227 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham59, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: Text

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
[image: ]
Gap: 1 bp
Longest ORF? (Y/N/NA): Y, no upstream
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: minor tail protein
Function Evidence: 1:1 and exact matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface

Description automatically generated with medium confidence]


Gene Number: 18	3/20/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: Graphical user interface, text, application

Description automatically generated]
[image: Text

Description automatically generated]
Run HHPred:
[image: Table

Description automatically generated]
Start Codon and source: TTG 15316, called by Glimmer and GeneMark
Stop Codon: TAG 17025 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham71810, gene does not have most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: Text

Description automatically generated]
[image: A picture containing text

Description automatically generated]
[image: ]
[image: ]
Gap: 89 bp
Longest ORF? (Y/N/NA): Y, no upstream
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: minor tail protein
Function Evidence: matches HHPred function assignment, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface

Description automatically generated with medium confidence]


Gene Number: 19	3/20/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 17067 (not called by Glimmer or GeneMark) ATG 17082 bp, called by Glimmer and GeneMark
Stop Codon: TGA 17912 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham66963, ATG at 17082 is the most annotated start (48%), I called ATG 17067 instead
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
[image: ]
[image: ]
Gap: 42 bp
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: hypothetical protein
Function Evidence: no significant function assignment in HHPred
Transmembrane Domain/Evidence (Y/N):
[image: ]

Gene Number: 20	3/21/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 17909 bp called by Glimmer and GeneMark
Stop Codon: TGA 20446 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham71837, 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: ]
Gap: -4 bp
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: significant hits with collagen-like and glycine-rich proteins in HHPred, same Pham as Sisi_18 (example in function assignment list)
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 21	3/21/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 20443 bp called by Glimmer and GeneMark
Stop Codon: TGA 22329 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham293, 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: ]
Gap: -4 bp 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: same Pham as Sisi_19 (example in function assignment list)
Transmembrane Domain/Evidence (Y/N): N
[image: ]



Gene Number: 22	3/21/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 22326 bp, called by Glimmer and GeneMark
Stop Codon: TAA 23492 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham398, 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: ]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): N, upstream GTG at 22290 bp, too big of gap to be the start
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank but no evidence to call minor tail protein
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 23	3/21/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 23510 bp called by Glimmer and GeneMark
Stop Codon: TGA 23851 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham68563, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: 18 bp
Longest ORF? (Y/N/NA): N, GTG at 23186 bp and ATG at 23456 bp, possible sequencing error? Too much overlap
GeneMark graph suggests that there could be a frameshift here
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments and no significant evidence to call anything else. 1:1 matches in PhagesDB and GenBank for start
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 24	3/21/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: TTG 23874 bp, called by Glimmer and GeneMark
Stop Codon: TAG 24128 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham364, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: 23 bp
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: best matches also say function unknown, no significant function assignment evidence in HHPred
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 25	3/21/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 24142 bp called by Glimmer and GeneMark
Stop Codon: TGA 24780 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham388, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: 14 bp
Longest ORF? (Y/N/NA): N, GTG at 24079 bp, too much overlap
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: minor tail protein
Function Evidence: functions in HHPred alignments mention tail, matches in PhagesDB and GenBank mention minor tail protein
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 26	3/21/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: GTG 24777 bp called by Glimmer and GeneMark
Stop Codon: TAA 25718 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham71899, gene does not have 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: ]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): N, GTG at 24717 bp, too much overlap
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: no significant function evidence in HHPred, few 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 27	4/1/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: GTG 25920 bp called by Glimmer, not called by GeneMark
Stop Codon: TAG 25723 bp
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 73500, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: 5 bp gap from stop of 26 to stop of 27, 147 bp gap from start of 27 to start of 28
Longest ORF? (Y/N/NA): Y, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: helix-turn-helix DNA binding domain
Function Evidence: 1:1 matches in PhagesDB and GenBank, 91.88% match with HTH in HHPred, multiple helicies visualized in HHPred alignments
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 28	4/1/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 26069bp, called by Glimmer and GeneMark
Stop Codon: TGA, 26365 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 63539, 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: ]

Gap: 147 bp gap from start of 27 to start of 28
Longest ORF? (Y/N/NA): Y, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: 1:1 matches in PhagesDB and GenBank, no significant alignments on HHPred for function call
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 29	4/1/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 26372 bp, Called by Glimmer and GeneMark
Stop Codon: TGA 26521 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham102, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: 7 bp
Longest ORF? (Y/N/NA): Y, no other starts within gene
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: 1:1 matches in PhagesDB and GenBank, no significant alignments in HHPred to call function
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 30	4/1/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 26518 bp, Called by Glimmer and GeneMark
Stop Codon: TGA, 26655 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham72013, gene does not have most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Y, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: membrane protein
Function Evidence: only 1:1 match with SimranZ1, has transmembrane domain
Transmembrane Domain/Evidence (Y/N): Y
[image: ]
SOSUI:
[image: Timeline
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Gene Number: 31	4/1/2023
GenBank BlastP:
[image: ]
[image: ]



PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: GTG 26689 bp, called by Glimmer and GeneMark
GTG 26815 bp, not called by Glimmer or GeneMark: some bacterial transposases have matches with this start (43:1 to called start above)
Stop Codon: TAG 28035 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham2764, gene has most annotated start but does not call it 
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
[image: ]
[image: ]
Gap: 34 bp (160bp gap later start)
Longest ORF? (Y/N/NA): Y, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: transposase
Function Evidence: 1:1 matches in PhagesDB and GenBank, 100% alignments in HHPred for function call
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 32	4/1/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: Graphical user interface, application
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[image: Text
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Run HHPred:
[image: Graphical user interface, table

Description automatically generated]
Start Codon and source: ATG 28170 bp, not called by Glimmer or GeneMark
Stop Codon: TGA 28409 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham67045, most annotated start is 28188, I called 28170 to have the longest ORF
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: ]
[image: ]
Gap: 135 bp
Longest ORF? (Y/N/NA): Y, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: 1:1 matches in PhagesDB and GenBank do not have assigned function
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface, application
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Gene Number: 33	4/1/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 28406 bp, called by Glimmer and GeneMark
Stop Codon: TGA 28579 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham2656, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Y, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: 1:1 matches in PhagesDB, only 1 1:1 match in GenBank, no significant matches in HHPred
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 34	4/1/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 28576 bp, called by Glimmer and GeneMark
Stop Codon: TGA 29850 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham73506, gene does not have 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: ]
Gap: -1 bp overlap
Longest ORF? (Y/N/NA): Y, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: lysin A 
Function Evidence: 1:1 matches in PhagesDB and GenBank, significant alignments in HHPred
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 35	4/1/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 29850 bp, called by Glimmer and GeneMark
Stop Codon: TAA 30851 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham73444, Gene does not have 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: ]
Gap: -1 bp overlap
Longest ORF? (Y/N/NA): Y, no upstream starts
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: lysin B
Function Evidence: 1:1 matches in PhagesDB and GenBank, can call domain because of lysin A presence
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 36	4/1/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 30865 bp, Called by Glimmer and GeneMark
Stop Codon: TGA 31098 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham71862, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]



















[image: ]
Gap: 14 bp
Longest ORF? (Y/N/NA): Y, upstream TTG is too much overlap
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: holin
Function Evidence: no predicted tranmembrane domains with THHM, but SOSUI predicts 1 transmembrane domain
HHPred data suggests 99% match with holin, position in genome
Transmembrane Domain/Evidence (Y/N): N
[image: ]
SOSUI:
[image: A picture containing graphical user interface
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Gene Number: 37	4/2/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 31095 bp, called by Glimmer and GeneMark
Stop Codon: TGA 31469 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham73458, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Y, no upstream starts
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: membrane protein
Function Evidence: SOSUI and THHM predict transmembrane domains
Transmembrane Domain/Evidence (Y/N): Y
[image: ]
[image: A picture containing application
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Gene Number: 38	4/2/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]

Run HHPred:
[image: ]
Start Codon and source: ATG 31466 bp, not called by Glimmer or GeneMark
Stop Codon: TAG 31726 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham333, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: -4 bp overlap earlier start
Longest ORF? (Y/N/NA): Y, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: helix-turn-helix DNA binding domain
Function Evidence: 2 alignments in HHPred suggest this, 1:1 match with VRedHorse
Transmembrane Domain/Evidence (Y/N): N
[image: ]



Gene Number: 39	4/2/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 31753 bp, Called by glimmer, not called by GeneMark
Stop Codon: TGA 32534 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham70, 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: ]
Gap: -14 bp overlap
Longest ORF? (Y/N/NA): Y, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: DnaQ-like (DNA polymerase III subunit)
Function Evidence: 1:1 matches in PhagesDB and GenBank, more evidence from HHPred Alignments
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 40
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]


Run HHPred:
[image: ]
Start Codon and source: TTG 32518 bp, called by Glimmer, not called by GeneMark
Stop Codon: TGA, 32631 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham1682, gene has most annotated start but does not call it
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: -17 bp overlap
Longest ORF? (Y/N/NA): Y, no upstream
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: 1:1 matches in PhagesDB and GenBank, no significant evidence in HHPred
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 41	4/3/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: Graphical user interface, text, application
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[image: Text
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Run HHPred:
[image: Table

Description automatically generated]
Start Codon and source: GTG 32618 bp, not called by GeneMark or Glimmer
Stop Codon: TGA 32839 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham73528, gene has most annotated start but does not call it 
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: Text
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[image: ]
Gap: -14 bp overlap
Longest ORF? (Y/N/NA): Y, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: function unknown
Function Evidence: no significant function assignment evidence in HHPred, 1:1 matches do not have function assignment
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface
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Gene Number: 42	4/6/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB Blast P:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 32820 bp, not called by Glimmer or GeneMark
Stop Codon: TAA 32924 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham320, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: -20 bp 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: no significant HHPred alignments to assign function, 1:1 matches in PhagesDB and GenBank, transmembrane domains predicted by THHM and SOSUI
Transmembrane Domain/Evidence (Y/N): Y
[image: ]
SOSUI:
[image: ]


Gene Number: 43	4/6/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB Blast P:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 33539 bp start, not called by Glimmer or GeneMark
Stop Codon: TGA 32973 bp
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham74097, gene has most annotated start but does not call it
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: A screenshot of a computer
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[image: Text
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[image: Text
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Gap: -4 bp overlap with stop of Gene 44
Longest ORF? (Y/N/NA): Y, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: immunity repressor
Function Evidence: matches in PhagesDB and GenBank, location in genome, 99% match in HHPred
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface, application
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Gene Number: 44	4/6/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB Blast P:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: GTG 33781 bp called by Glimmer and GeneMark
Stop Codon: TGA 33536 bp
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham2161, gene does not have the most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: -4 bp overlap with gene 45 stop
Longest ORF? (Y/N/NA): N, upstream GTG @ 33811 bp, too much overlap
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: unclear match in HHPred, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 45	4/6/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 33966 bp called by Glimmer and GeneMark
Stop Codon: TGA 33778 bp
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham1726, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: 420 bp from start of Gene 46
Longest ORF? (Y/N/NA): Y, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: no significant HHPred assignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: ]



Complement between genes 45 and 46
ACCCGGATTCTATCCGTTGTGATGTCATCGGTGCTGTCAGAGTCTGTTTTCCCTGGTCAAACGTGGAGCTAAGGGGATTCGAACCCCTTCGTATCGTGGGGAAATGGGCGCTTACCTGCGAAAAAACACCCGTGTGGTTCTGTTCCGACCTTTTTAGACCTGTAGCGACCTGGGAAAACCTGGAGCCGTGTTGTCAGTGACAGCACGGACATGTGGGAATGTCTGCTGAATGCCGAGCGGCGGTTGCGCGTGAGCGGGGCTGAGGCCCTCGCGGCCCCGCCGTCCGGTAGCCCCGGGCTCTGAGCCCTCGGCCTTCGGGTCGGGGGTTTTTCATGGGCTGACCTGGCCTGATACGTAACCGGAAGAATCTTGAAATTGGCCCTTGACACGTAACGAGCATCGGGTTCATACTTGATACAT
[image: ]
Forward

[image: ]
ATGTATCAAGTATGAACCCGATGCTCGTTACGTGTCAAGGGCCAATTTCAAGATTCTTCCGGTTACGTATCAGGCCAGGTCAGCCCATGAAAAACCCCCGACCCGAAGGCCGAGGGCTCAGAGCCCGGGGCTACCGGACGGCGGGGCCGCGAGGGCCTCAGCCCCGCTCACGCGCAACCGCCGCTCGGCATTCAGCAGACATTCCCACATGTCCGTGCTGTCACTGACAACACGGCTCCAGGTTTTCCCAGGTCGCTACAGGTCTAAAAAGGTCGGAACAGAACCACACGGGTGTTTTTTCGCAGGTAAGCGCCCATTTCCCCACGATACGAAGGGGTTCGAATCCCCTTAGCTCCACGTTTGACCAGGGAAAACAGACTCTGACAGCACCGATGACATCACAACGGATAGAATCCGGGT
Blastn identical bases
[image: ]
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Gene Number: 46	4/6/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB Blast P:
[image: Graphical user interface, text, application, email
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[image: Text
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Run HHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG 34385 bp called by Glimmer and GeneMark
Stop Codon: TAA 35503 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham74089, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
[image: Text
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[image: Text

Description automatically generated]
Gap: 
Longest ORF? (Y/N/NA): Y, no upstream starts
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: tyrosine integrase
Function Evidence: 1:1 matches in PhagesDB and GenBank, tyrosine integrase 100% match in HHPred
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface
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Gene Number: 47	4/6/2023
GenBank BlastP:
[image: A picture containing chart
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[image: Graphical user interface, text, application, email
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PhagesDB Blast P:
[image: Graphical user interface

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Run HHPred:
[image: Table

Description automatically generated]
Start Codon and source: TTG 36056 bp, not called by Glimmer or GeneMark
Stop Codon: TGA 35568 bp
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham337, gene has most annotated start but does not call it
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: Text

Description automatically generated]
[image: Text

Description automatically generated]
[image: Text

Description automatically generated with medium confidence]
Gap: 84 bp from stop of Gene 48
Longest ORF? (Y/N/NA): Y, no upstream
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: membrane protein
Function Evidence: 1:1 matches in PhagesDB and GenBank, predicted membrane protein in THHM and SOSUI
Transmembrane Domain/Evidence (Y/N): Y
[image: A picture containing graphical user interface
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SOSUI Result:
[image: Graphical user interface, text, application
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Gene Number: 48	4/16/2023
GenBank BlastP:
[image: Timeline

Description automatically generated]
[image: Graphical user interface, application
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PhagesDB Blast P:
[image: Graphical user interface, text, application

Description automatically generated]
[image: Text
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Run HHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG 36268 bp, called by Glimmer, gene not called by GeneMark
Stop Codon: TAG 36140 bp
F/R: R
Coding Potential (y/n): Very little coding potential, not called by GeneMark
Starterator (SS, NA, NI): Pham2381, gene does not have most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: Table
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[image: Text
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Gap: 21 bp
Longest ORF? (Y/N/NA): Y, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: function unknown
Function Evidence: matches in PhagesDB and GenBank, no significant alignments in HHPred
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface
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Gene Number: 49	4/16/2023
GenBank BlastP:
[image: Chart, bar chart
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[image: Graphical user interface, text, application
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PhagesDB Blast P:
[image: Graphical user interface, application

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Run HHPred:
[image: ]
Start Codon and source: GTG 36855 bp, called by Glimmer, ATG 36822 called by GeneMark
Stop Codon: TAG 36289 bp
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham73672, earlier start is the most annotated start (but no 1:1 matches in PhagesDB or GenBank)
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: 235 bp gap from start gene 49 to start gene 50
Longest ORF? (Y/N/NA): Y, longest ORF called, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: immunity repressor
Function Evidence: matches in HHPred, PhagesDB, and GenBank, location in genome
No 1:1 matches in PhagesDB and GenBank for earlier start, but is called the most annotated start in Pham. Earlier start has better RBS and is called out of principle to be the longest ORF.
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 50	4/19/2023
MPTGSKFSRTKSGADRPLRTPPHVPIGALRAVADMTLDELAVGIGQIWEEEGRADAKPPSRGTLSAIESGRRGASPELLAAIEKFFHLAPGTITTAYRPRPRARFAA
GenBank BlastP:
[image: Chart, bar chart
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[image: Graphical user interface, text, application
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PhagesDB Blast P:
[image: Text

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Run HHPred:
[image: ]
Start Codon and source: ATG 36989 bp, Called by GeneMark, not called by Glimmer
Stop Codon: TAA 37312 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham72419, gene calls most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: 134 bp from gene 49 start
Longest ORF? (Y/N/NA): N, see RBS table
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: helix-turn-helix DNA binding domain
Function Evidence: 1:1 matches in PhagesDB and GenBank, sufficient alignments in HHPred
Transmembrane Domain/Evidence (Y/N): N
[image: A picture containing chart

Description automatically generated]


Gene Number: 51	4/24/2023	
GenBank BlastP:
[image: ]
[image: ]
PhagesDB Blast P:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 37369, called by Glimmer and GeneMark
Stop Codon: TGA 38235 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham75589, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
[image: ]
Gap: 57 bp
Longest ORF? (Y/N/NA): Y, no upstream
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: antirepressor
Function Evidence: 1:1 matches in PhagesDB and GenBank, alignment in HHPred
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 52	4/24/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB Blast P:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: GTG 38232 bp, Called by glimmer, not called by GeneMark
Stop Codon: TGA 38813 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham5052, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
[image: ]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Y, no upstream
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: helix-turn-helix DNA binding domain
Function Evidence: Alignment in HHPred shows 3 helicies, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 53	4/24/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB Blast P:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: GTG 38810, called by Glimmer and GeneMark
Stop Codon: TGA 39109bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 67241, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Y, no upstream
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB do not have function assigned.
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number:	54	4/28/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB Blast P:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 39106, called by GeneMark, not called by Glimmer
Stop Codon: TGA 39318 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham51521, the 39106 start is the most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): N, upstream GTG at 39094, not great blast matches
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 55	4/28/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
RunHHPred:
[image: ]
Start Codon and source: ATG 39407 bp, called by Glimmer and GeneMark
Stop Codon: TGA 39676 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham68825, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: 88 bp
Longest ORF? (Y/N/NA): Y, no upstream
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: excise
Function Evidence: Significant alignments in HHPred, 1:1 matches in PhagesDB and GenBank, immunity repressor and integrase have been identified in the genome	
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 56	4/28/2023
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
RunHHPred:
[image: ]
Start Codon and source: GTG 39673bp, called by GeneMark, not called by Glimmer
Stop Codon: TGA 39864 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham67076, earlier start is most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Yes, no upstream
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: less than 95% alignment in HHPred, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 57	4/28/2023	Gene added to fill space, not called by Glimmer or GeneMark but exhibits coding potential
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
RunHHPred:
[image: ]
Start Codon and source: GTG 39861 bp, not called by Glimmer or GeneMark
Stop Codon: TGA 40037 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham992, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: - 4 bp overlap
Longest ORF? (Y/N/NA): N, upstream start is too much overlap
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: membrane protein
Function Evidence: transmembrane domain predicted by THHM and SOSUI, most 1:1 matches say function unknown
Transmembrane Domain/Evidence (Y/N): Y
[image: ]
Run SOSUI:
[image: ]


Gene Number: 58	4/28/2023
GenBank BlastP:
[image: A picture containing text, screenshot, colorfulness, purple

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, application

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: GTG 40034 bp, not called by Glimmer or GeneMark
Stop Codon:  TGA 40438 bp 
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham8715, earliest start is most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Y, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface

Description automatically generated with medium confidence]


Gene Number:	59	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, colorfulness, purple

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface

Description automatically generated with low confidence]
[image: Text

Description automatically generated]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: GTG 40435 bp, called by Glimmer and GeneMark
Stop Codon: TAA 40956 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham8077, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: ]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Y, no upstream start sites
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: membrane protein
Function Evidence: 2 predicted transmembrane domains by THHM and SOSUI, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): Y
[image: Graphical user interface, chart

Description automatically generated]
Run SOSUI:
[image: ]


Gene Number: 60	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, colorfulness, purple

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, application

Description automatically generated]
[image: Text

Description automatically generated]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG 41034 bp, called by Glimmer and GeneMark
Stop Codon: TGA 41315 bp 
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham317, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Gap: 78 bp
Longest ORF? (Y/N/NA): Y, no upstream starts
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface

Description automatically generated]	


Gene Number:	61	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, font, line

Description automatically generated]
[image: ]
PhagesDB BlastP:
[image: Graphical user interface

Description automatically generated]
[image: Text

Description automatically generated]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG 41312bp, called by Glimmer and GeneMark
Stop Codon: TGA 41464 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham9807, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Gap: -4 bp 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: 2 transmembrane domains predicted by THHM and SOSUI, a few 1:1 matches in PhagesDB and one in GenBank
Transmembrane Domain/Evidence (Y/N): Y
[image: Chart, histogram

Description automatically generated]
Run SOSUI:
[image: Graphical user interface

Description automatically generated with low confidence]


Gene Number: 62	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, font, line

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, text, application

Description automatically generated]
[image: Text

Description automatically generated]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: GTG 41461bp, called by Glimmer and GeneMark
Stop Codon: TGA 41853 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham80791, gene does not have most annotated start 
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Gap: -4 bp 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: 1 transmembrane domain predicted by THHM and SOSUI, function alignment in HHPred, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): Y
[image: Graphical user interface

Description automatically generated with medium confidence]
Run SOSUI:
[image: Timeline

Description automatically generated]


Gene Number: 63	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, font, line

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer

Description automatically generated]
RunHHPred:
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Start Codon and source: ATG 41853 bp, called by Glimmer and GeneMark
Stop Codon: TGA 42347 bp 
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham80796, gene calls most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A picture containing text, screenshot, font, number

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with low confidence]
Gap: -1 bp overlap
Longest ORF? (Y/N/NA): N, 2 upstream GTG
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: WhiB family transcription factor
Function Evidence: 1:1 matches in PhagesDB and GenBank, significant HHPred alignments
Transmembrane Domain/Evidence (Y/N): N
[image: A screenshot of a graph

Description automatically generated with low confidence]


Gene Number: 64	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, colorfulness, line

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, application

Description automatically generated]
[image: Text

Description automatically generated]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: GTG 42344 bp, called by Glimmer, not called by GeneMark
Stop Codon: TGA 42829 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham399, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated]
[image: Text

Description automatically generated]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): N, two GTG upstream, start called is the one called most often
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: helix-turn-helix DNA binding domain
Function Evidence: alignments in HHPred, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface, application

Description automatically generated]


Gene Number: 65	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, purple, magenta

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, application

Description automatically generated]
[image: Text

Description automatically generated]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG 42826 bp, called by Glimmer and GeneMark
Stop Codon: TGA 43110 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham80778, gene calls most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): N, upstream GTG does not have blast matches
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: WhiB family transcription factor
Function Evidence: 1:1 matches in PhagesDB and GenBank, significant alignment in HHPred
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface, application

Description automatically generated]


Gene Number: 66	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, font, line

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: ]
[image: Text

Description automatically generated]
RunHHPred:
[image: ]
Start Codon and source: ATG 43107, called by Glimmer and GeneMark
Stop Codon: TGA 43472 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham80767, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: helix-turn-helix DNA binding domain
Function Evidence: no sufficient repeats flanking the gene to call transposase, alignment in HHPred, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface, application

Description automatically generated]


Gene Number: 67	5/2/2023
GenBank BlastP:
[image: A picture containing text, screenshot, purple, magenta

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, text, application

Description automatically generated]
[image: Text

Description automatically generated]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: GTG 43469 bp, not called by Glimmer or GeneMark
Stop Codon: TGA 43627 bp
F/R: F
Coding Potential (y/n): Y, very little
Starterator (SS, NA, NI): Pham379, later start is most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Y, no upstream
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface

Description automatically generated with low confidence]


Gene Number: 68	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, colorfulness, purple

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, text, application

Description automatically generated]
[image: Text

Description automatically generated]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG 43627 bp, called by Glimmer and GeneMark
Stop Codon: TGA 43857 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham328, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: ]
[image: ]
Gap: -1 bp overlap
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface, application

Description automatically generated]


Gene Number: 69	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, line, colorfulness

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, application

Description automatically generated]
[image: Text

Description automatically generated]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG 43854 bp, called by Glimmer and GeneMark
Stop Codon: TGA 44438 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham1005, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated]
[image: Text

Description automatically generated]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): N, GTG upstream, no blast matches
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: SSB protein
Function Evidence: significant matches in HHPred, many 1:1 matches in PhagesDB and GenBank do not have function assigned, function assignment sheet suggests SSB protein compared to GenBank blasts.
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface, application

Description automatically generated]


Gene Number: 70 (new gene added)	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, font, line

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, application

Description automatically generated]
[image: Text

Description automatically generated]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG 44435 bp, not called by Glimmer or GeneMark (new gene added)
Stop Codon: TGA 44797 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham80811, most annotated start (compared with Saal_67)
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: ]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Y, no upstream 
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: HNH endonuclease
Function Evidence: 1:1 matches in PhagesDB and GenBank, significant HHPred alignments
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface, application

Description automatically generated]


Gene Number:	71	5/1/2023
GenBank BlastP:
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, text, application

Description automatically generated]
[image: Text

Description automatically generated]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG 44794 bp, called by Glimmer and GeneMark
Stop Codon: TGA 45717 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham76722, gene does not have most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: ]
Gap: -4 bp 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: multiple significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface, application

Description automatically generated]


Gene Number: 72	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, purple, font

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, text, application

Description automatically generated]
[image: Text

Description automatically generated]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG 45717 bp, called by Glimmer, not called by GeneMark
Stop Codon: TGA 45953 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham79189, Orpham, no data
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Gap: -1 bp overlap
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: function unknown
Function Evidence: very few 1:1 matches, no significant HHPred alignments
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface

Description automatically generated]


Gene Number: 73	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, purple, colorfulness

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, text, application

Description automatically generated]
[image: Text

Description automatically generated]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: GTG 45931 bp, called by Glimmer, not called by GeneMark
Stop Codon: TGA 46086 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham79557, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Gap: -20 bp overlap
Longest ORF? (Y/N/NA): N, upstream TTG, too much overlap
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface

Description automatically generated]


Gene Number: 74	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, colorfulness, line

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, text

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: TTG 46079 bp, called by Glimmer and GeneMark
Stop Codon: TGA 46267 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham81393, gene does not have most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Gap: -8 bp overlap
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: membrane protein
Function Evidence: predicted transmembrane domain by THHM but not SOSUI, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): Y
[image: Chart

Description automatically generated with medium confidence]
Run SOSUI:
[image: Graphical user interface

Description automatically generated]


Gene Number: 75	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, colorfulness, line

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, text, application

Description automatically generated]
[image: Text

Description automatically generated]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: GTG 46264 bp, called by Glimmer and GeneMark
Stop Codon: TGA 46413 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham744, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface, application

Description automatically generated]


Gene Number: 76 (new gene added)	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, font, line

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, application

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
RunHHPred:
[image: ]
Start Codon and source: ATG 46410 bp, not called by Glimmer or GeneMark
Stop Codon: TGA 47123 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham80016, most annotated start (compared to OwlsT2W_71)
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: ]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): N, upstream starts have too much overlap
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: DNA methyltransferase
Function Evidence: 1:1 matches in PhagesDB and GenBank, significant alignments in HHPred
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface, application

Description automatically generated]


Gene Number: 77	5/1/2023
GenBank BlastP:
[image: A screenshot of a graph

Description automatically generated with low confidence]
[image: A screenshot of a computer

Description automatically generated with low confidence]
PhagesDB BlastP:
[image: Graphical user interface, text, application

Description automatically generated]
[image: ]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG 47120 bp, called by Glimmer, not called by GeneMark
Stop Codon: TGA 47266 bp 
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham80853, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): N, upstream starts have too much overlap
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: function unknown
Function Evidence: 1:1 matches in PhagesDB and GenBank, no significant HHPred alignments 
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface

Description automatically generated with medium confidence]


Gene Number: 78	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, colorfulness, font

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, text

Description automatically generated with medium confidence]
[image: ]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG 47263 bp, called by Glimmer, not called by GeneMark
Stop Codon: TGA 47439 bp 
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham2376, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): N, upstream start has too much overlap
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: 1:1 matches in PhagesDB and GenBank, no significant HHPred alignments
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface

Description automatically generated with medium confidence]


Gene Number: 79	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, line, font

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, text, application

Description automatically generated]
[image: Text

Description automatically generated]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG 47439 bp, called by Glimmer and GeneMark
Stop Codon: TGA 47561 bp 
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham1945, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: Text, letter

Description automatically generated]
Gap: -1 bp overlap
Longest ORF? (Y/N/NA): N, upstream starts do not have blast matches
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: 1:1 matches in PhagesDB and GenBank, no significant HHPred alignments
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface

Description automatically generated]


Gene Number: 80	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, colorfulness, line

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, text, application, email

Description automatically generated]
[image: Text

Description automatically generated]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: GTG 47558 bp, called by Glimmer, not called by GeneMark
Stop Codon: TGA 47776 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham1879, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): N, blast matches better with second start than first 
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: function unknown
Function Evidence: 1:1 matches in PhagesDB and GenBank, no significant HHPred alignments
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface, application

Description automatically generated]


Gene Number: 81	5/1/2023
GenBank BlastP:
[image: ]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, text, application

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: GTG 47773 bp, called by Glimmer and GeneMark
Stop Codon: TGA 48678 bp 
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham80877, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: RepA-like replication initiator
Function Evidence: 1:1 matches in PhagesDB and GenBank, significant alignments in HPPred
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface

Description automatically generated with low confidence]


Gene Number: 82	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, colorfulness, font

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, text, application

Description automatically generated]
[image: Text

Description automatically generated]
RunHHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG 48675 bp, called by Glimmer and GeneMark
Stop Codon: TGA 49037 bp 
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham1423, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: Text, letter

Description automatically generated]
[image: Text

Description automatically generated]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: replisome organizer
Function Evidence: significant alignments in HHPred, 1:1 match with VRedHorse 
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface, application

Description automatically generated]


Gene Number: 83	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, line, colorfulness

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, text, application

Description automatically generated]
[image: Graphical user interface, text

Description automatically generated]
Run HHPred:
[image: Table

Description automatically generated]
Start Codon and source: GTG 49030 bp, not called by Glimmer or GeneMark
Stop Codon: TGA 49254 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham1656, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Gap: -8 bp overlap
Longest ORF? (Y/N/NA): N, upstream TTG does not have great blast alignments
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: 1:1 matches in PhagesDB and GenBank, no significant HHPred alignments
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface, application

Description automatically generated]


Gene Number: 84	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, font, line

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Run HHPred:
[image: Table

Description automatically generated]
Start Codon and source: GTG 49238 bp, not called by Glimmer or GeneMark
Stop Codon: TGA 49534 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham4600, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated]
[image: ]
[image: ]
Gap: -17 bp overlap
Longest ORF? (Y/N/NA): N, upstream ATG does not have blast matches
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments
Transmembrane Domain/Evidence (Y/N): N
[image: A picture containing graphical user interface

Description automatically generated]


Gene Number: 85 (new gene added)	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, purple, colorfulness

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, text, application

Description automatically generated]
[image: ]
Run HHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG 49531 bp, not called by Glimmer or GeneMark
Stop Codon: TGA 49725 bp
F/R: F
Coding Potential (y/n): Y, very little
Starterator (SS, NA, NI): Pham15628, most annotated start (compared to RockyHorror_79)
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): N, upstream does not have blast matches
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: function unknown
Function Evidence: 1:1 matches in PhagesDB and GenBank, no significant HHPred alignments
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface, application

Description automatically generated]


Gene Number: 86	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, colorfulness, line

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, text, application

Description automatically generated]
[image: Text

Description automatically generated]
Run HHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG 49722 bp, called by Glimmer and GeneMark
Stop Codon: TGA 49880 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham50432, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: Text, letter

Description automatically generated]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface

Description automatically generated with low confidence]


Gene Number: 87	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, colorfulness, line

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, text, application

Description automatically generated]
[image: Text

Description automatically generated]
Run HHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG 49926 bp, not called by Glimmer or GeneMark
Stop Codon: TAA 50297 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham80871, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: ]
Gap: 46 bp
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface

Description automatically generated with medium confidence]


Gene Number: 88	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, line, colorfulness

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, text, application

Description automatically generated]
[image: Text

Description automatically generated]
Run HHPred:
[image: Table

Description automatically generated]
Start Codon and source: ATG 50284 bp, called by Glimmer and GeneMark
Stop Codon: TGA 50469 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham1769, gene does not have most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Gap: -14 bp overlap
Longest ORF? (Y/N/NA): N, upstream starts have too much overlap
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface, application

Description automatically generated]


Gene Number: 89	5/1/2023
GenBank BlastP:
[image: A picture containing text, screenshot, purple, violet

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: Graphical user interface, text, application

Description automatically generated]
[image: Text

Description automatically generated]
Run HHPred:
[image: Table

Description automatically generated]
Start Codon and source: GTG 50466 bp, called by Glimmer, not called by GeneMark
Stop Codon: TGA 50657 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham79433, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: Text

Description automatically generated]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: Table

Description automatically generated]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: Graphical user interface

Description automatically generated with medium confidence]


Gene Number: 90
GenBank BlastP:
[image: A picture containing text, screenshot, colorfulness, purple

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: ]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Run HHPred:
[image: A screenshot of a computer

Description automatically generated with low confidence]
Start Codon and source: ATG 50654 bp, called by GeneMark, not called by Glimmer
Stop Codon: TGA 51067 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham81004, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A picture containing text, screenshot, font, number

Description automatically generated]
[image: A picture containing text, screenshot, font, number

Description automatically generated]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: A screenshot of a graph

Description automatically generated with low confidence]


Gene Number: 91
GenBank BlastP:
[image: A picture containing text, screenshot, font, line

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer program

Description automatically generated with low confidence]
Run HHPred:
[image: A screenshot of a computer

Description automatically generated with low confidence]
Start Codon and source: ATG 51060 bp, called by Glimmer and GeneMark
Stop Codon: TGA 51242 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham3712, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A picture containing text, screenshot, font

Description automatically generated]
Gap: -8 bp overlap
Longest ORF? (Y/N/NA): N, upstream have too much overlap
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: A screenshot of a graph

Description automatically generated with low confidence]


Gene Number: 92
GenBank BlastP:
[image: A picture containing text, screenshot, colorfulness, line

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Run HHPred:
[image: A screenshot of a computer

Description automatically generated with low confidence]
Start Codon and source: ATG 51246 bp, called by Glimmer and GeneMark
Stop Codon: TGA 51725 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham80919, gene does not have most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Gap: 4 bp
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: A screenshot of a graph

Description automatically generated with low confidence]


Gene Number: 93
GenBank BlastP:
[image: A picture containing text, screenshot, colorfulness, line

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer program

Description automatically generated with low confidence]
Run HHPred:
[image: A screenshot of a computer

Description automatically generated with low confidence]
Start Codon and source: GTG 51722 bp, called by Glimmer and GeneMark
Stop Codon: TGA 51934 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham76698, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: A picture containing text, screenshot, font

Description automatically generated]
[image: A screenshot of a computer code

Description automatically generated with low confidence]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: A picture containing text, screenshot, line, number

Description automatically generated]


Gene Number: 94
GenBank BlastP:
[image: A picture containing text, screenshot, colorfulness, line

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Run HHPred:
[image: A screenshot of a test results

Description automatically generated with low confidence]
Start Codon and source: TTG 51931 bp, called by GeneMark, not called by Glimmer
Stop Codon: TGA 52074 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham80851, gene does not have most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer code

Description automatically generated with low confidence]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): N, upstream too much overlap
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: A screenshot of a graph

Description automatically generated with low confidence]


Gene Number: 95
GenBank BlastP:
[image: A picture containing text, screenshot, font, line

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Run HHPred:
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Start Codon and source: GTG 52071 bp, called by Glimmer and GeneMark
Stop Codon: TGA 52265 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham2075, gene does not have most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Proposed Function: membrane protein
Function Evidence: 2 predicted TM domains by THHM and SOSUI
Transmembrane Domain/Evidence (Y/N): Y
[image: A screenshot of a graph

Description automatically generated with low confidence]
Run SOSUI:
[image: A screenshot of a graph

Description automatically generated with low confidence]


Gene Number: 96 (new gene added)
GenBank BlastP:
[image: A screenshot of a graph

Description automatically generated with low confidence]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Run HHPred:
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Start Codon and source: GTG 52262 bp, not called by Glimmer or GeneMark
Stop Codon: TGA 52381 bp
F/R: F
Coding Potential (y/n): Y, little
Starterator (SS, NA, NI): Pham932, most annotated start (compared via Moonbeam_93)
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer code

Description automatically generated with low confidence]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): N, upstream too much overlap
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: A screenshot of a graph

Description automatically generated with low confidence]


Gene Number: 97
GenBank BlastP:
[image: A picture containing text, screenshot, purple, violet

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with low confidence]
PhagesDB BlastP:
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Run HHPred:
[image: A screenshot of a computer

Description automatically generated with low confidence]
Start Codon and source: ATG 52436 bp, called by Glimmer and GeneMark (best coding potential)
Stop Codon: TGA 52705 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham815, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer code

Description automatically generated with low confidence]
Gap: 54 bp
Longest ORF? (Y/N/NA): N, the one called has the best coding potential and matches best with homolog Plumbus (1 amino acid gap)
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Proposed Function: function unknown
Function Evidence: no significant HHPred Alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: A screenshot of a graph

Description automatically generated with low confidence]


Gene Number: 98
GenBank BlastP:
[image: A picture containing text, screenshot, font, line

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer

Description automatically generated]
Run HHPred:
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Start Codon and source: GTG 52702 bp, called by Glimmer, not called by GeneMark
Stop Codon: TGA 53388 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham80961, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated]
[image: A screenshot of a computer code

Description automatically generated with low confidence]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Proposed Function: excise
Function Evidence: multiple significant HHPred alignments, immunity repressor and integrase identified in the phage
Transmembrane Domain/Evidence (Y/N): N
[image: A screenshot of a computer

Description automatically generated with low confidence]


Gene Number: 99
GenBank BlastP:
[image: A picture containing text, screenshot, colorfulness, line

Description automatically generated]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
PhagesDB BlastP:
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer program

Description automatically generated with medium confidence]
Run HHPred:
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Start Codon and source: ATG 53385 bp, not called by Glimmer or GeneMark
Stop Codon: TGA 53987 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham2998, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer

Description automatically generated with medium confidence]
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: A screenshot of a computer

Description automatically generated with medium confidence]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments to call function (they are conflicting) few 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: A screenshot of a computer

Description automatically generated with low confidence]


Gene Number: 100
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: TTG 54178 bp, called by Glimmer and GeneMark
Stop Codon: TAG 54345 bp 
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham371, gene does not have most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: 190 bp
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 101
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 54352 bp, called by Glimmer and GeneMark
Stop Codon: TGA 54561 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham1829, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: 7 bp
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 102
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 54561 bp, called by Glimmer, not called by GeneMark
Stop Codon: TGA 54758 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham339, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: -1 bp overlap
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 103
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 54755 bp, called by Glimmer and GeneMark
Stop Codon: TGA 55168 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham79394, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 104
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source:  GTG 55165 bp, called by Glimmer and GeneMark
Stop Codon: TGA 55407 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham70164, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 105
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 55400 bp, called by Glimmer, not called by GeneMark
Stop Codon: TAA 55561 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham81009, most annotated start 
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: -8 bp overlap
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: no significant HHPred alignments, 1:1 matches in PhagesDB and GenBank 
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 106
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 55588 bp, called by Glimmer and GeneMark
Stop Codon: TAA 57027 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham79421, most annotated start 
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
[image: ]
Gap: 27 bp
Longest ORF? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: glycosyltransferase
Function Evidence: 1:1 matches in PhagesDB and GenBank call this function most often, multiple significant HHPred alignments (see above) may suggest other function
Transmembrane Domain/Evidence (Y/N): N
[image: ]














Gene Number: 107
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source:  ATG 57030 bp, called by Glimmer and GeneMark
Stop Codon: TGA 57236bp 
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham285, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: 3 bp
Longest ORF? (Y/N/NA): N, upstream have too much overlap (2 upstream GTG)
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: function unknown
Function Evidence: significant HHPred alignments with conflicting function assignments, 1:1 matches in PhagesDB and GenBank
Transmembrane Domain/Evidence (Y/N): N
[image: ]


Gene Number: 108
GenBank BlastP:
[image: ]
[image: ]
PhagesDB BlastP:
[image: ]
[image: ]
Run HHPred:
[image: ]
Start Codon and source: ATG 57233bp, called by Glimmer and GeneMark
Stop Codon: TGA 57844 bp
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham76667, most annotated start
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
Gap: -4 bp overlap
Longest ORF? (Y/N/NA): N, upstream ATG not most annotated start
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: glycosyltransferase
Function Evidence: 1:1 matches in PhagesDB and GenBank call this function most often, multiple significant HHPred alignments (see above) may suggest other function
Transmembrane Domain/Evidence (Y/N): N
[image: ]
Final Genome Map:
[image: A picture containing screenshot, text, line, diagram
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5/19/23 Phamerate Phagesdb draft with GiGiOuiOui, Moonbeam, and Velveteen


image4.png
equences producing

yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
yeobacterium
ycobacterium

phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage
phage

significant alignments:

Rialto complete sequence, 57936 bp including.
GigiOuiOui complete sequence, 56389 bp inclu
Dallorst complete sequence, 56827 bp includin
Buzzlyseyear complete sequence, 59419 bp inc
IrishSherpFalk complete sequence, 58575 bp i
Spikelee complete sequence, 58604 bp includi.
BodEinuohnerl7 complete sequence, 66222 bp 1.
Poenanya complete sequence, 58666 bp includi.
Doomphist complete sequence, 58666 bp includ
Rockne complete sequence, 56704 bp including.
PHC

1115

Ramsey.

Starcevich complete sequence, 58274 bp inclu
OwlsT2 complete sequence, 56515 bp includin
Mantra Complete Sequence, 57001 bp including.
Stap complete sequence, 54395 bp including 1.
Byougenkin complete sequence, 54685 bp inclu
Leozinho complete sequence, 54280 bp includi.
RockyHorror Complete Sequence, 56719 bp incl.
Tootsieroll complete sequence, 57595 bp incl.
Boomer

Lorde complete sequence, 53852 bp including
Enby complete sequence, 54657 bp including 1.
Drago Complete Sequence, 54411 bp including
UncleRicky complete sequence, 57256 bp inclu
Beakin complete sequence, 54926 bp including.
ArcusAngelus complete sequence, 58569 bp inc
DillTechls complete sequence, 57797 bp inclu
Harley complete sequence, 58731 bp including.
Mova complete sequence, 57599 bp including 1.
Piper2020 complete sequence, 57703 bp includ
Sandalphon complete sequence, 59540 bp inclu
ChickenDinner complete sequence, 56529 bp in
TootsiePop complete sequence, 57455 bp inclu
Misha2s complete sequence, 57455 bp includin
Karhdo complete sequence, 55379 bp including.
Sinranzl complete sequence, 56335 bp includi.
Alexphander complete sequence, 57734 bp incl.
Oksu complete sequence, 59317 bp including 1.
Cocol2 complete sequence, 57693 bp including.
Whouxph? complete genome, 59093 bp including.
Velveteen complete sequence, 54314 bp includ

Score  E
(bits) Value

.145et05

.902¢+04
593e+04
73et04
.573et04
538e+04
35e+04
.538e+04

.740e+04
720e+04
15e+04
.717et04
695e+04
o1ct04
.690e+04.

.667e+04
652e+04
6asc+04

.627¢+04
626e+04

17e+04

.615et04

L
2
2
2
L
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1

.553et04
S5eet0d
S547e+04

.540e+04
539e+02

1
1
1
1
1
1
1
1
1
1
1
1
1.




image93.png
>Scottish_9, function unknown, 108
Length = 128

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

HANGPTRKINPLAKF GVRLDDFDKLPEVNQGVNEFHDEVVAAKKNNSPVGTGAYRDSVQVT 60
HANGPTRKNPLAKF GVRLDDFDKLPEVNQGVNEFHDEVVAAKKNNSPVGTGAYRDSVQUT
HANGPTRKNPLAKF GVRLDDFDKLPEVNQGVHEFHDEVVAAKKNNSPVGTGAYRDSVQVT 60

ERSTNKGRGKVGATDPQAHLVEFGSAHIDEYAPAQKTAKQFGGAYGD 108
ERSTNKGRGKVGATDPQAHLVEF GSAHNDEYAPAQKTAKQFGGNAYGD
ERSTNKGRGKVGATDPQAHLVEF GSAHIDEYAPAQKTAKQFGGAYGD. 108

>Sassafras_9, function unknown, 168
Length = 108

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

HANGPTRKINPLAKF GVRLDDFDKLPEVNQGVNEFHDEVVAAKKNNSPVGTGAYRDSVQVT 60
HANGPTRKNPLAKF GVRLDDFDKLPEVNQGVNEFHDEVVAAKKNNSPVGTGAYRDSVQUT
HANGPTRKNPLAKF GVRLDDFDKLPEVNQGVHEFHDEVVAAKKNNSPVGTGAYRDSVQVT 60

ERSTNKGRGKVGATDPQAHLVEFGSAHIDEYAPAQKTAKQFGGAYGD 108
ERSTNKGRGKVGATDPQAHLVEF GSAHNDEYAPAQKTAKQFGGNAYGD
ERSTNKGRGKVGATDPQAHLVEF GSAHIDEYAPAQKTAKQFGGAYGD. 108

>RitaG_, function unknown, 108
Length = 128

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

HANGPTRKINPLAKF GVRLDDFDKLPEVNQGVNEFHDEVVAAKKNNSPVGTGAYRDSVQVT 60
HANGPTRKNPLAKF GVRLDDFDKLPEVNQGVNEFHDEVVAAKKNNSPVGTGAYRDSVQUT
HANGPTRKNPLAKF GVRLDDFDKLPEVNQGVHEFHDEVVAAKKNNSPVGTGAYRDSVQVT 60

ERSTNKGRGKVGATDPQAHLVEFGSAHIDEYAPAQKTAKQFGGAYGD 108
ERSTNKGRGKVGATDPQAHLVEF GSAHNDEYAPAQKTAKQFGGNAYGD
ERSTNKGRGKVGATDPQAHLVEF GSAHIDEYAPAQKTAKQFGGAYGD. 108
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>Hoonbeam 101, function unknown, 137
Length = 137

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

Query: 1 MSSLTDLTDFLIRTLIILVHPGDENTKPFPILLPGLRTVSVPPELAGQFAEEAGLPHLDT
MSSLTDLTDF LNRTLMILVHPGDENTKPFPILLPGLRTVSVPPELAGQFAEEAGLPHLDT
Sojct: 1 MSSLTOLTDFLNRTLMILVHPGDENTKPFPILLPGLRTVSVPPELAGOFAEEAGLPHLOT

Query: 61 PKLVAEALAAATTONVVILTREEHEQLRQQARDAPTGHRVINIRTTPTGQPVLSTTIOKA
PKLVAEALAAATTOIIVVILTREEHEQLROQARDAPTGHRVINIRTTPTGQPVLSTTIOKA
Sbjct: 61 PKLVAEALARATTONYVILTREEHEQROQAADAPTGHRVINIRTTPTGOPVLSITIOKA

Query: 121 SDVWPAKALQAREQ 137

SNDVVWPAKALQKAAEQ
Sbjct: 121 SNOVWPAKALQKAAEQ 137

Slatretiun 161, function unknown, 137

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

Query: 1 MSSLTDLTDFLIRTLIILVHPGDENTKPFPILLPGLRTVSVPPELAGQFAEEAGLPHLDT
MSSLTDLTDF LNRTLMILVHPGDENTKPFPILLPGLRTVSVPPELAGQFAEEAGLPHLDT
Sojct: 1 MSSLTOLTDFLNRTLMILVHPGDENTKPFPILLPGLRTVSVPPELAGOFAEEAGLPHLOT

Query: 61 PKLVAEALAAATTONVVILTREEHEQLRQQARDAPTGHRVINIRTTPTGQPVLSTTIOKA
PKLVAEALAAATTOIIVVILTREEHEQLROQARDAPTGHRVINIRTTPTGQPVLSTTIOKA
Sbjct: 61 PKLVAEALARATTONYVILTREEHEQROQAADAPTGHRVINIRTTPTGOPVLSITIOKA

Query: 121 SDVWPAKALQAREQ 137
SNDVVWPAKALQKAAEQ
Sbjct: 121 SNOVWPAKALQKAAEQ 137
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TMHMM result

# WEBSEQUENCE Length: 138
# WEBSEQUENCE Number of predicted TiHs: ©
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Distribution of the top 100 Blast Hits on 100 subject sequences
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Sequences producing significant alignments:

Yorick 95, function unknown, 88
UncleRicky 99, function unknoun, 80
TDanisky_167, function unknown, 58
Spartacus_106, function unknoun, 80
Sparkden1ily_106, function unknoun, 88
Scottish_99, function unknoun, 50
Sassafras_161, function unknoun, 80
RockyHorror_103, function unknoun, 50
Rita6_98, function unknown, 88
Rialto_braft_103, function unknown, 88
RedBird_100, function unknoun, 50
Radianca Draft_o7, function unknown, 88
Polkala_103, function unknoun, 50
Poenanya_103, function unknown, 80
Plunbus_38, function unknoun, 80
Priappiness 99, function unknoun, 80
Paccas_o7, function unknoun, 80
OldBen_96, function unknown, 88
Nimbo_31, function unknown, 88
Hoonbean_162, function unknown, 50
Hantra_97, function unknown, 88
Hadiba_98, function unknown, 88

Lorde 102, function unknoun, 86
114594, Function unknown, 88
Leperchaun_161, function unknown, 50
Latretiun 102, function unknoun, 80
KingMidas_99, function unknown, 89
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gp97 [Mycobacterium phage Pacc40]
‘Sequence 0: YP_002241681.1 Length: 80  Number of Matches: 1

See 45 moretitle(s) v See all dentical Proteins(IPG)
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&

Query 1 ETTICVITRONGUIVOVTNG 58
ETTICVTTRKNGUTVOVTNG
Sbjct 1 ETTICVTTRKNGUIVOYTHG 58
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hypothetical protein PBI_BUZZLYSEYEAR_106 [Mycobacterium phage BuzzLyseye:
‘Sequence ID: YP_009125000 1 Lengih: 80 Number of Matches: 1
See smoretitle(s) v See all dentical Proteins(IPG)
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Query 1 ETTICVITRONGUIVOVTNG 58
ETTICVTTRKNGHTVOVTNG
Sbjct 61 ETTICVITRKNGWIVOYTNG 88
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>Yorick_95, function unknown, 82
Length = 50

Score = 170 bits (430), Expect = le-42
Tdentities = 80/80 (100%), Positives = 50/80 (100%)

Query: 1 HIMIEVDGKVLVHSDPGENITTPPDIPAVOAGPNEPLHLLVQAALAKAATLAMAGKRPE 60
HIHIEVDGKVLIHSDPGENTTTPPDIPAVOKAGPNEPHHLLVQAALAKAATLAMAGKRPE
Sbjct: 1 MIHIEVDGKVLHHSDPGEWTTTPPDIPAVOKAGPHEPILLVQAALAKAATLAHAGKRPE 60

Query: 61 ETTICVITRKNGUIVDYTNG 80
ETTICVTTROIGAIVDYTNG
Sojct: 61 ETTICVITRANGHIVDYTHG 50

>UncleRicky_99, function unknown, 50
Lenge = 50

Score = 170 bits (430), Expect = le-42
Tdentities = 80/80 (100%), Positives

80/50 (100%)

Query: 1 HIMIEVDGKVLVHSDPGENITTPPDIPAVOAGPNEPLHLLVQAALAKAATLAMAGKRPE 60
HIHIEVDGKVLIHSDPGENTTTPPDIPAVOKAGPNEPHHLLVQAALAKAATLAMAGKRPE
1 MIHIEVDGKVLIHSDPGENTTTPPDIPAVOKAGPNEPKHL LVQAALAKAATLAMAGKRPE 60

Sbjct

Query: 61 ETTICVITRKNGUIVDYTNG 80
ETTICVTTROIGAIVDYTNG
Sojct: 61 ETTICVITRANGHIVDYTHG 50
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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)
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S Expect Wethod Tdenciies Fositves Gaps
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Query 1 MANGPTRKNPLAKFGVRLDDFDKLPEVNQGVNEFIDEVVAAHKIISPVGTGAYRDSVOVT 60
MANGPTRKNPLAKF GVRLDDFDKLPEVIIQGVNEFMDEVVAAUKNISPVGTGAYRDSVOVT
Sbjct 1 MANGPTRKNPLAKFGVRLDDFDKLPEVNQGVNEFMDEWAAKNNSPVGTGAYRDSVQVT 68

Query 61  ERSTHKGRGKVGATDPOAHLVEFGSAHIDEVAPAQKTAKQFGGHAYGD 168
ERSTHKGRGKVGATDPQAHLVEFGSAHNDEYAPAQKTAKQFGGNAYGD
Sbjct 61  ERSTNKGRGKVGATOPQAHLVEFGSAHIDEYAPAQKTAKQFGGNAYGD 108
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head-tail connector protein [Mycobacterium phage Squirty]
Sequence ID: YP_009124562.1 Length: 108 Number of Matches: 1
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MANGPTRKNPLAKFGVRLDDFDKLPEVII-GVNEFMDEVVARKKNNSPVGTGAYRDSVQUT
Sbict 1 MANGPTRKNPLAKFGVRLDDFDKLPEVNEGVNEFMDEWAAHKNNSPVGTGAYRDSVQVT 62

Query 61  ERSTHKGRGKVGATDPOAHLVEFGSAHIDEVAPAOKTAKQFGGHAYGD 168
ERSTHKGRGKVGATDPQAHLVEFGSAHIDEYAPAQKTAKQFGGNAYGD
Sbjct 61  ERSTNKGRGKVGATOPQAHLVEFGSAHIDEYAPAQKTAKQFGGNAYGD 108
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head-tail connector protein [Mycobacterium phage Velveteen]
Sequence ID: YP_008409547.1 Length: 108 Number of Matches: 1
See 30 more title(s) v See all Identical Proteins(IPG)
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Query 1 MANGPTRKNPLAKFGVRLDDFDKLPEVNQGVNEFIDEVVAAHKIISPVGTGAYRDSVOVT 60
MANGPTRKNPLAKF GVRLDDFDKLPEVIIQGVNEFMDEVVAAUKNISPVGTGAYRDSVOVT
Sbjct 1 MANGPTRKNPLAKFGVRLDDFDKLPEVNQGVNEFMDEWAAKNNSPVGTGAYRDSVQVT 68

Query 61  ERSTHKGRGKVGATDPOAHLVEFGSAHIDEVAPAOKTAKQFGGHAYGD 168
ERSTIKGRGKVGATDPQAHLVEFGSAHIDEYAPAQKTAKQFGG AYGD
Sbjct 61  ERSTNKGRGKVGATDPQAHLVEFGSAHIDEVAPAQKTAKQFGGTAYGD 108
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TMHMM result
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Distribution of the top 76 Blast Hits on 76 subject sequences
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Sequences producing significant alignments:

Yorick 96, function unknown, 53
TDanisky_108, function unknown, 53
Spartacus_167, function unknoun, 53
Sparkden1ily 107, function unknown, 53
Snilan_163, function unknown, 53
Scottish_100, function unknown, 53
Sassafras_102, function unknoun, 53
Saal 98, Function unknown, 53
RitaG_98, function unknown, 53
Rialto_braft_104, function unknown, 53
Red8ira_101, function unknoun, 53
Radianca Draft o8, function unknown, 53
Polkala_104, function unknoun, 53
Poenanya_104, function unknown, 53
Priappiness_160, function unknown, 53
OldBen_97, function unknown, 53
Nimoo_32, function unknown, 53
Hoonbean_163, function unknown, 53
Hattes_161, function unknown, 53
Hadiba_99, function unknown, 53
L145_95, function unknown, 53
Leperchaun_162, function unknown, 53
Krakatau_93, function unknoun, 53
Kinghidas 168, function unknoun, 53
Juicesss 99, function unknoun, 53
Joeyr_163, function unknoun, 53
Jarcob_103, function unknown, 53
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hypothetical protein N856_gp098 [Mycobacterium phage Daenerys]
‘Sequence 0: YP_008410667.1 Lengt: 53 Number of Matches: 1
See 40 moretitle(s) v See all dentical Proteins(IPG)

Range 1: 1to 53 GerPent Graghios

Saore Epec Method Tdaiies  osves =
110 bits(275) 3-30 Compositional matrix adjust. 53/53(100%) 53/53(100%) 0/53(0%)

QUETY 1 HDDAARARLELRRSNAAQPHRNRHREQTGRTTORTICYCGDADCDTCGTHYE 53
HDDAARARLELRRS\AAQPHRIIEHAEQK TGRT TDRTICYCGDADCDTCRTIVE
Sbjct 1 MDDAARARLELRRSNAAQPHRNRHREQKTGRTTDRTICYCGDADCDTCATHYE 53

& Download v GenPept Graphics
hypothetical protein 15H17_gp110 [Mycobacterium phage BodEinwohner17]
‘Sequence 0: YP_009955006.1 Length: 53 Number of Matches: 1

Seea moretitle(s) v See all identical Proteins(IPG)

Range 1: 1to 53 GerPent Graghios

B e Wethod Toeriies  Posiives  Gaps
108 bits(271) 5-30 Compositional matrix adjust. _52/53(38%) 52/53(98%) _0/53(0%)

QUETY 1 HDDAARARLELRRSNAAQPHRNRHREQTGRTTORTICYCGDADCDTCGTHYE 53
MDDARRARLELRRSNAAQPHRIIEHAEQKTGR. TDRTICYCGDADCDTCRTIVE
Sbjct 1 MDDAARARLELRRSNAAQPHRNRHREQKTGRITDRTICYCGDADCDTCATHYE 53
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>Yorick_96, function unknown, 53
Length = 53

Score = 120 bits (300), Expect = 1e-27
Tdentities = 53/53 (100%), Positives

3/53 (100%)

Query: 1 DDARRARLELRRSNARQPHRNRHREQKTGRTTORTICYCGDADCDTCGTHYE 53
HDDARRARLELRRSIARQPHRNRHREQKTGRTTORTICYCGDADCDTCGTVE
Sbict: 1 MDDARRARLELRRSNARQPHRNRHREQKTGRTTORTICYCGDADCDTCGTHYE 53

>Toanisky_108, function unknoun, 53
Length = 53

Score = 120 bits (300), Expect = 1e-27
Tdentities = 53/53 (100%), Positives = 53/53 (100%)

Query: 1 DDARRARLELRRSNARQPHRNRHREQKTGRTTORTICYCGDADCDTCGTHYE 53
HDDARRARLELRRSIARQPHRNRHREQKTGRTTORTICYCGDADCDTCGTVE
Sbict: 1 MDDARRARLELRRSNARQPHRNRHREQKTGRTTORTICYCGDADCDTCGTHYE 53
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TMHMM result
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Altschul, Stephen F., Tomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, Webb Hiller, and David J. Lipman (1997),
“Gapped BLAST and PSI-BLAST: a new generation of protein database search
prograns”, Nucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of May 17, 2023
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Sequences producing significant alignments: (bits) Valve
Rialto_Draft_105, function unknown, 479 105 o
Starcevich_Draft_110, function unknown, 479 122 o
Moonbean_104, glycosyltransferase, 479 1006 o
Gandalph_101, glycosyltransferase, 479 T
Spartacus_108, polypeptide N-acetylgalactosaminylransferase, 47 953 0
Spikelee_101, glycosyltransferase, 479 ET
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RedBird_102, galactosyltransferase, 478 ECa
BlueCrab_Draft_169, function unknoun, 479 EC
Spoonbill 101, glycosyltransferase, 478 o e
Sassafras_103, glycosyltransferase, 478 i e
Rits6_108, galactosyltransferase, 47 i e
Polkals_105, galactosyltransferase, 478 i e
Prappiness_101, glycosylransferase, 478 i e
Leperchaun 163, glycosyltransferase, 478 i e
Joeyr_164, glycosyltransferase, 478 i e
Tnuentin 99, galactosyltransferase, 478 i e
Geralt 92, function unknown, 478 i e
Dacnerys 99, galactosyltransferase, 478 7 e
UncleRicky 109, glycosyltransferase, 540 76 o
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glycosyltransferase [Mycobacterium phage Moonbeam]
Sequence D: YP_009960170.1 Length: 479 Numiber of Matches: 1

See 1 moretitle(s) v See all dentical Proteins(IPG)

Range 1: 1t0 479 GenPept Grapios

Saore Expet Weod Tiantes Posiives =3
579 bits(2530) 0.0 Compestional matrix sdjust. 466/473(37%) 478/473(38%) 0/473(0%)

QUETY 1 FDDVVVNGTRYVPETTSGATTIGIGVTTRNARDVADRTIEHIRSRTPNAKLVIVDDASDQ 60
DDVVVHGTRYVPETTSGATT IGIGVTTRNRRDVADRT IEHIRSRTPNAKLVIVDDASDQ
Sbjct 1 HODVVVNGTRYVPETTSGATTIGIGVTTRNRRDVADRTIEHIRSRTPNAKLVIVDDASDG 60

QUETY 61 PYPAATYRFPQRAGIARAKNKCLELLNGCEHIFLFODDCYPIADNAYQPYIDSPEPHLY 120
PYPAATYRFPQRAGIARAKNKCLELLNGCEHTFLFODDCYPTADNAYGPYIDSPEPHLIY
SbICt 61 PYPAATYRFPQRAGIARAKNKCLELLNGCEATFLFODDCYPIADNYGRYIDSPEPHLY 128

Query 121 QFUDLASGRKTIDVTKVYDDGHHEAL TGARGONIVAHASVTERVGGLOPDYGSHGHERPS 158
QFUDLASGRKTIIDVTK\YDDGHHE AL TGARGCHI YAHRSV TERVGGLOPDYGSIGHE!
SjCt 121 GFUDLASGRKTIDVTKVYDDGHHFALTGARGENIYAHRSVTERVGGLOPDYGSHGHERPS 152

Query 181 WSDRIVIAGLTSFRYGDUCGSNKLIHSDEHLEVKRSVPTEERKARAARIGDLYWRHHYT 242
WSDRIYNAGLTSFRYGDVCGSNKL IHSHDEHL EVKRSVPTEERKARAARNGDLYWRHHYT
SbjCt 181 WSDRIVNAGLTSFRYGDVCGSNKLIHSHDEALEVKRSVPTEERKAAARNIGOLYWRHAYT 282

QuEry 281 SSHHIPIVEPDRAVVLTCLLSSKPDPORGTRRPDVKLLETLITSITGSETVLCONPLT 308
SSHHIPIVEPDRAVVLTCLLS KPDPQRGTRIRPDUKLLETL ITSITGSETWVLCONPLT
SbjCt 261 SSHIPIVERDRAVVLTCLLSNKPDPQRGTRRPDVKLLETLITSITGGETWVLCONPLT 308

QUETY 361 HPOASFERVTSPVDNEYEARNYLYYQULRANPDUQUVHCYDGTOVENLIAPHEHIHETGKL 360
HP+ASFERUTSPUDIPYEARIYL VY QUL RANPDV=HIVHCVDGTDVENL NAPH=HIETGEL
SICt 301 HPKASFERVTSPUDNPYRARIYLYYQULRANPDVKINHCVDGTOVEHL APHKHIETGRL 352

QuEy 381 YVGHEPAVVGIDNIRDIAKATHLOTF IDTHADHTLLIAGTVGGORETVMTE THDUTADHE 422
YVGHER VUG TDAIRDII-KATHL T IDTHADHT L AGTVGGORETVMTE THDHE ADHE
SICt 381 YVGHEPAVVGIDNIRDINIAKATHLQTF IDTHADHTLLNAGTVGGORETVNTE THOULADHE 422

Query 221 DQURRTUHKKDTKSTITGONATLNYIAYTKAADSLYGPRIATIEKANERIPUSIARA 475
DQ RRAAHK D GTITGOMATLNY-+AYTKHADRLVYGPR+ATFKA ERNPHSHMRHK
SbJCt 421 DQLRRVMHKODAPGTITGONATLIYVAYTKAADRLVYGPRVATVFKATERIPUSIARAS | 475
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glycosyltransferase [Mycobacterium phage Pacc40]
‘Sequence D: YP_002241682.1 Length: 540 Numiber of Matches: 1

See 1 moretitle(s) v See allidentical Proteins(IPG)

Range 1: 62 o 540 GenPept Graprics

Saore Expet Weod Tianes Posiives =3
552 bits(2485) 0.0 Compestional matrix sdjust. £52/473(34%) 458/473(37%) 0/473(0%)

QUETy 1 FDDVVVNGTRYVPETTSGATTIGIGVTTRNARDVADRTIEHIRSRTPNAKLVIVDDASDQ 60
HEVVVNGTRYVPET SGATTIGIGVTTRNRRDVADRT IEHIRSRTPNAKLVIVDDASDQ
SbJCt 62  HNEVVVNGTRYVPETASGATTIGIGTTRNRRDVADRTIEHIRSRTPNAKLVIVDDASDQ 121

QUETY 61 PYPAATYRFPQRAGIARAKNKCLELLNGCEHIFLFODDCYPIADNAYQPYIDSPEPHLIY 120
PYPAATYRFPQRAGIARAKNKCLELLNGCEHLFLFODDCYPTADNI-QPYIDSPEPHLIY
SbICt 122 PYPAATYRFPQRAGIARAKNKCLELLNGCEATFLFODDCYPIADNAFQRYIDSPEPHLY 181

Query 121 QFUDLASGRKTIDVTKVYDDGHHEAL TGARGONIVAHASVTERVGGLOPDYGSHGHERPS 158
QEVDLAG ~+HIDVTKVYDDGHHFALTGARGCHIY HRSVIE VGGLD ++GRHGHEHPS
SbjCt 182 GPUDLANGHRLIDVTKVYDDGHHFALTGARGONIYVHRSVIETVGGLDSEFGRUGHERPS 261

Query 181 WSDRIVINAGLTSFRYGDVCGSNKLIHSDEHLEVKRSVPTEERKARAARIGDLYWRHAYT 242
WSDRIYNAGLT+FRYCDVCGSNKL TUSHDEHLEVKRSVPTEERKA AARN DLYWSHHYT

SjCt 292 WSDRIVNAGLTTFRYGDVCGSNKLIHSHDEALEVKRSVPTEERKAVARIADLYMKHAYT 301

Query 261 SSHHIPIVEPDRAVVLTCLLSSKPDPORGTRMRPDVKLLETLITSITGGETWLCONPLT 30
'SSHHIP+VEPDR VVLTCLLS-KPDPQR TRHRPDVKLL=TLITSITGGETVLCONPLT
SbjCt 302 SSHHIPWERDRRVVLTCLLSNKPDPQRNTRRPDVKLLOTLITSITGGETVLCONPLT 361

QUETY 361 HPOASFERVTSPVDNEYEARNYLYYQULRANPDUOUVHCYDGTOVENLIAPHEHIHETGKL 360
HPQASFERVTSPUDIPYEARIYL YYQULRANPDVOUVHCYDGTOVENL _ PHEHNETGRL
SbjCt 362 HPQASFERVISPVDNPYFARNYLYYQULRANPDUQHVHCVDGTOVEMLTPPHEHHETGKL 421

QuEy 381 YVGHEPAVVGIDNIRDIAKATHLOTF IDTHADHTLLIAGTVGGORETVMTE THDUTADHE 422
YVGHER VUG TDAIRDII-KATHL T IDTHADHT L AGTVGGORETVMTE THDHE ADHE
SICt 422 YVGHEPAVVGIDNIRDIIAKATHLQTF IOTHADHTLLNAGTVGGORETVNTE THOUEADHE 251

Query 221 DQORRTUHKKDTKSTITGONATLNYIAYTKAADSLYGPRIATIEKANERIPSIARA 475
DQGRRINHK-DTKGT LIGOMATLNY-+AYTKHADRLVYGPR +AT EKANERNPHSHRHK
Sbict 482 DQRRINHKEDTKGTILGDMATLNYVAYTKHADRLVYGPRVATIFKANERNPHSWMRHK 548
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>Gandalph_101, glycosyltransferase, 479
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MDDVVVNGTRYVPETTSGATTIGIGVTTRIRRDVADRTIEHIRSRTPNAKLVIVDDASDQ 62
MDDVVVNGTRYVPETTSGATT IGIGVTTRNRRDVADRTIEHIRSRTPHAKLVIVDDASDQ
MDDVVVNGTRYVPETTSGATT IGIGVTTRNRRDVADRTIEHIRSRTPNAKLVIVDDASDQ 62

PYPAATYRFPQRAGTARAKIIKCLEL LIGCEHF LFDDDCYPTADIMYQPYIDSPEPHLIY 120
PYPAATYRFPQRAGTARAKIIKCLELLNGCEHIF LFDDDCYPTADIIYQPYIDSPEPHLHY
PYPAATYRFPQRAGTARAKIIKCLELLIGCEHTF LFDDDCYPTADIMYQPYIDSPEPHLIY 120

QFVDLASGRKINDVTKVYDDGHHFAL TGARGCHIVAHRSVIERVGGLOPDYGGHGHERPS 180
(QFVDLASGRKINDVTKVYDDGHHFAL TGARGCHIVAHRSVIERVGGLDPDYGGHGHERPS.
QFVDLASGRKINDVTKVYDDGHHFAL TGARGCHIVAHRSVIERVGGLOPDYGGHGHERPS 180

WSDRIVNAGLTSFRYGDVCGSIIKLIHSIDEHLEVKRSVPTEERKARAARIIGDLYKRHET 240
WSDRIYNAGLTSFRYGDVCGSIIKL THSHDEHL EVRSVPTEERKAARARNGDL YWRHHYT
WSDRIVNAGLTSFRYGDVCGSIIKL THSMDEHLEVKRSVPTEERKARAARIGDLYKRHENT 240

‘SSHHIPTVEPDRHVVLTCLLSSKPDPQRGTRURPDVKL LETLITSITGGETWLCDIPLT 308
‘SSHHIPTVEPDRHVVLTCLLSSKPDPQRGTRHRPDVKL LETLITSTTGGETWLCDIPLT
‘SSHHIPTVEPDRHVVLTCLLSSKPDPQRGTRURPDVKL LETLITSITGGETWLCDIPLT 308

"HPQASFERVTSPUDNPYFARIYLYYQHLRANPDVQHVHCVDGTOVENLNAPHEHVETGKL. 368
"HPQASFERVTSPUDIPYFARIYLYYQHLRANIPDV=5VHCVDGTDVEHL _PHEHVETGKL.
"HPQASFERVTSPUDNPYFARIYLYYQHLRANPDVKHVHCVDGTOVENL TPPHEHHETGKL 368

YVGHEPAVVGIDWRDNHKATHLQTF IOTHADATLLNAGIVGGDRETVHTF THDMIADHE 428
Y+GHEPAVVGIDWRHIHKATHLQ FIDTHAD TLLNAGIVGGDRETVH F HOH ADHE
VIGHEPAVVGIDWRMIHKATHLQEF IOTHADRTLLNAGTVGGDRETVHAFARDHAADHE 428

'DQORRINHKKDTKGTTIGDHATLIYIAVTKHADRLVYGPRIATTFKANERNPISURHK 47
DQ RR+UHK D GTIIGDMATLNYAYTKHAD+L++GP+ T+FKANERN LSWIRHK
'DQLRRVIHKDDAPGTTTGDHATLNYVAYTKHADQLIHGPQUVTVFKANERNANSKHRHK 479
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TMHMM result
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Score €

Sequences producing significant alignments: (bits) Valve
Zizzle 106, function unknown, 68 187 1e-35
Zerg 161, function unknoun, 68 147 1e3
SwagPigglett 164, function unknown, 68 147 1e3
Rialto_Draft_106, function unknoun, 68 147 1e3
Priscilla 163, function unknoun, 68 147 1e3
Plumbus_161, function unknoun, 68 147 1e3
Pippy 101, serine/threonine kinase, 68 147 1e3
Patniss 09, function unknoun, 68 147 1e3
NormanBulbiedr_100, function unknown, 68 147 1e3

57, function unknown, 68 147 1e3
Lizziana_163, function unknown, 68 147 1e3
Lastledi o3, function unknoun, 68 147 1e3
Koella 95, function unknoun, &8 147 1e3
J0b42_165, function unknoun, 68 147 1e3
James 166, function unknoun, 68 147 1e3
Clifton_94, function unknown, 68 147 1e3
8rocalys o4, serine/threonine kinase, 68 147 1e3
Alexphander_103, function unknown, 78 147 1e3s
Pollywog_163, function unknown, 68 185 ge-3s
Paccas_93, function unknoun, &8 185 ge-3s
Hoonbean_165, function unknown, 68 122 7e-3s
8obaPhett 106, serine/threonine kinase, 50 12z 7e-3s
Sabbb_105, function unknoun, 68 12z 0e-3s
Veteran_92, function unknown, 68 182 3e3
5isi_97, function unknown, 68 182 3e3

Scottish_103, function unknown, 68 127 3e-34
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hypothetical protein SEA_ALEXPHANDER_103 [Mycobacterium phage Alexphander]
Sequence ID: AVO24557.1 Length: 70 Number of Matches: 1

Range 1: 3 to 70 GerPept Graghios

) Epec Method Tdaiies  osves =
143 bits(350) 8e-43 Compositional matrix adjust. 63/68(100%) 68/65(100%) 0/88(0%)

Query 1 HDQULKPGDDVHVDFDGLEHEGTVEKTOSSGHVACSTATOPEVDYGSTTPRLTPHTTVAY 68
QUL KPGDDVIVDFDG L EHEGTVEK TGS SGAVACSTATOPEVDVGSTTPRLTPHTTVAY.
SbjCt 3 HDQULKPGDDVHVDFOGLEHEGTVEKTQSSGHVACSTATOPEVDYGSITRRLTPHTTVAY 62

Query 1 kTTaIRPR &3
KTTRIRPR
sbjct s kTTAIRPR 78

& Download v GenPept Graphics

hypothetical protein M609_gp105 [Mycobacterium phage Job42]
‘Sequence 0: YP_008126605.1 Length: 68 Number of Matches: 1
See 15 moretitle(s) v See all dentical Proteins(IPG)

Range 1: 140 68 GerPept Graphios

Saore Erpe Wethod Tdaiies  esves =
142 bits(355) 10-42 Compositional matrix adjust. 63/68(100%) £8/65(100%) 0/8(0%)

Query 1 HDQULKPGDDVIVDFDGLEHEGTVEKTOSSGHVACSTATOPEVDYGSITPRLTPHTTVAY 68
HDQULKPGDDVIVDFOG L EHEGT VEK TGSSGAVACSTATOPEVDVGS T TPRLTPHTTVAY.
SbCt 1 HDQULKPGDDVHVDFOGLEHEGTVEKTQSSGMVACSTATOPEVDYGSITPRLTPHTTVAY 68

Query 1 kTTaIRPR &3
KTTRIRPR
Sbjct 1 KTTAIRPR &3




image1030.png
>Zizzle 106, function unknown, 68
Lengeh = 68

Score = 147 bits (370), Expect = le-35
Tdentities = 68/65 (100%), Positives

68/68 (100%)

Query: 1  HDQNLKPGDDVIDFDGLEHEGTVEKIQSSGHVRCSTAIDPEYDYGSITPRLTPHITVAV 60
FDQULKPGDDVVDFDGLEHEGTVEKTOSSGHVRCSTATDPEVDYGSTTPRL TPHTTVAY.
Sbjct: 1  HDQNLKPGDDVIDFDGLEHEGTVEKIQSSGHVRCSTAIDPEYDYGSITPRLTPHITVAV 60

Query: 61 KTTRIRPR 65
KTTRIRPR
Sojct: 61 KTTRIRPR 68

>Zerg_161, function unknoun, 68
Length = 68

Score = 147 bits (370), Expect = le-35
Tdentities = 68/68 (100%), Positives = 65/68 (100%)

Query: 1  HDQNLKPGDDVIDFDGLEHEGTVEKIQSSGHVRCSTAIDPEYDYGSITPRLTPHITVAV 60
FDQULKPGDDVVDFDGLEHEGTVEKTOSSGHVRCSTATDPEVDYGSTTPRL TPHTTVAY.
Sbjct: 1  HDQNLKPGDDVIDFDGLEHEGTVEKIQSSGHVRCSTAIDPEYDYGSITPRLTPHITVAV 60

Query: 61 KTTRIRPR 65
KTTRIRPR
Sojct: 61 KTTRIRPR 68
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TMHMM result

# WEBSEQUENCE Length: 69
# WEBSEQUENCE Number of predicted TiHs: ©
# WEBSEQUENCE Exp number of Ads in THHs: 0.6002

# WEBSEQUENCE Exp number, first 60 Ads: 0.60015
# WEBSEQUENCE Total prob of N-in: 2.4059%
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TMHMM result

# WEBSEQUENCE Length: 109
# WEBSEQUENCE Number of predicted THHs
# WEBSEQUENCE Exp number of AAs in THH
# WEBSEQUENCE Exp number, first 60 AAs
# WEBSEQUENCE Total prob of N-in: 36546
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Distribution of the top 100 Blast Hits on 100 subject sequences
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Score £

Sequences producing significant alignment (bits) Valve

Rialto_braft_107, function unknown, 203 a3 e1n
Alexpnancer_104, glycosyltransferase, 203 8 e128
Pollywog 105, glycosyltransferase, 203 227 e-119
Starcevich Draft_113, function unknown, 23 25 e-119
Boomer_165, function unknown, 203 221 11
Tootsizroll 96, glycosyltransferase, 273 28 e-118
Ramsey_168, function unknoun, 203 28 e-11
Seagreen 105, glycosyltransferase, 203 219 e117
Buzzlyseyear 110, glycosyltransferase, 203 212 11
Squirty_102, glycosyltransferase, 203 a1 e11s
Stap_Draft_og, function unknoun, 203 208 112
Quico_112, glycosyltransferase domain protein, 203 a5 113
JalFarm26 112, glycosyltransferase, 203 a5 e113
Girafales 112, glycosyltransferase, 203 a5 113
J0b42_106, glycosyltransferase, 203 2 e113
Velveteen 100, glycosyltransferase, 203 a3 e112
Sarma624_105, glycosyltransferase, 203 3 e112
Kingsley 112, glycosyltransferase, 203 3 e112
Cocol2 164, glycosyltransferase, 203 3 e112
Cerasun_102, glycosyltransferase, 203 3 e112
BigPhil 100, glycosyltransferase, 203 03 e112
Sinranzl_103, glycosyltransferase, 203 ) 112
tova_106, glycosyltransferase, 203 2 112
Beakin 39, glycosyltransferase, 204 ) 112
Oksu_Draft_107, function unknown, 203 1 e112
Cornucopia 165, glycosyltransferase, 203 355 e-110
TootsiePop o3, glycosyltransferase, 203 355 e-110
Piper2020_98, glycosyltransferase, 203 305 e-110




image1037.png
Hit

PF03213.17

PFO1755.20

SEI0A

PFO4666.16

sveMB

PFO3071.18

5GGFA

+ Pox_P35 ; Poxvirus P35 protein

 Glyco_transf 25 ; Glycosyltransferase
family 25 (LPS biosynthesis protein)

Envelope protein H3; H3, vaccinia virus,
poxvirus, glycosyl transferase, VIRAL
PROTEIN; HET: PGO, GOL, MOH, PDO,
£DO; 1

 Glyco_transf_54; N-
Acetylglucosaminyitransferase-IV (GnT-
IV) conserved region

Alpha-1,6-mannosyl-glycoprotein 2-
beta-N-acetylglucosaminyitransferase;
glycosyltransferase, MGAT2, Complex
N-gly, Branc

+ GNT-1; GNT1 family

Protein O-linked:mannose beta-1 2:N-
acetylglucosaminyltransferase 1;
glycosyltransferase, O-mannosylation,
alpha-dystrog

Probability
083

08

2078

8.4

o7

%667

%636

Evalue

32019

61e19

45018

0.000008

0.045

0039

019

score

13748

12395

12521

631

457

4621

4396

ss

13

114

109

123

89

"3

Aligned
cols

149

144

134

122

133

143

168

Target |
Length

320

175

237

278

419

433

578




image1038.png
Starts 11
Selected: 1

OFF Start : 57071

Cdn1 Cdn2 Cdn3  Length

ORFStop :57844  5'End[676 500 588 102

ORFlengh: 774 3End|672 430 740 612

5D Scoring Matix

Spacing Weight Matix [Broad

Kbl

[scaffaw sb[Genomic [Spacer [Final [Sequence of che Region [starc[stars [omr
3 [score |z value [pisvance|score [Upstream of che Scarc |Codon|Posivion [Lengen
1 s2e3 [18ss |7 5505 | TCCAATCCAGCGGCIGGGICAG |ATG  |S713L 714
2 |-s.3es rme |7 5.585 |AAACCACACGCATARGGCCACE |aTG (57233 61z
3 |-c.es2 oe2s  m —7.832 |GATGACCCACATCATCGGCATC |GTG |s7288  |ss1
s |-sas0 1w 1 —c.155 |CGCCGAACAAGCACACCGGCIC |ATG 57263 sz
s |-2.e35 [2.558 |7 -3.057 |AGCACACCGGCICATGGARACC (GTG (57302 s43
¢ |-s.e27 1532 |1a 5.850 |GGARACCGTGGGCGCCGCATAC |ATG 57317 |sze
7 |-s.1e7 1azs s —c.565 |ATGCGARACCAACCACCGCARA |GTG 57365 480
o |-s.oss [1ass s —c.337 |CCGCCACAACACAGACTGGCIC |GTG (57408 441
s |-s.2s¢ [1.3ee |12 —c.351 |CCAGCICGACGCAGCGCTAGCA (GTG 57470 375
10 |-s.ses 1705 13 5.55 |GCTAGCAGTGGCGCCCAGCCCA (GTG 57465360
11 |-c.252 |o.sss |10 -7.250 |ACACGCCGACCICGTACCGCAC |aTG |s7e3z 213





image1039.png
TMHMM result
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Score

Sequences producing significant alignments: (bits) Value

zizzle_10, tail terminator, 134 267 se-72
Zerg_10, tail terminator, 134 267 se-72
Yorick 16, tail terminator, 134 267 se-72
VRedHorse_16, tail terminator, 134 267 se-72
SwagPigglett 19, tail terminator, 134 267 se-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 se-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 se-72
Polkals 10, tail terminator, 134 267 se-72
Poenanya_10, tail terminator, 134 267 se-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 se-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
L1i3 18, tail terminator, 134 267 se-72
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>Zizzle 10, tail terminator, 134
Length = 134

Score = 267 bits (683), Expect = 5e-72
Identities = 134/134 (100%), Positives = 134/134 (100%)

Query: 1 NATDSAPSTHRVLVAWLSPLGKVSTRRLSGDPLPHRVVRRVDGRDVPEEGSDVAVVSVHT 60
ATDSAPSTHRVLVAWLSPLGKVSTRRLSGDPLPHRVVRRVDGRDVPEEGSDVAVVSVHT
Sbjct: 1 NATDSAPSTHRVLVAWLSPLGKVSTRRLSGDPLPHRVVRRVDGRDVPEEGSDVAVVSVHT 60

Query: 61 FAASDEAAENEAELTHQRILELVVNPLTEIPVGGGVVARIDYARVLHKPVLVEYDDDGHL 120
FAASDEAAENEAEL THQRILELVVHPLTETPVGGGVVARIDYARVLIKPVLVEYDDDGHL
Sbjct: 61 FAASDEAAENEAELTHQRILELVVNPLTEIPVGGGVVARIDYARVLHKPVLVEYDDDGHL 126

Query: 121 VRHVGRYEIGVQVI 134
VRHVGRYEIGVQYT
Sbjct: 121 VRHVGRYEIGVQYI 134

>Zerg_10, tail terminator, 134
Length = 134

Score = 267 bits (683), Expect = 5e-72
Identities = 134/134 (100%), Positives = 134/134 (100%)

Query: 1 NATDSAPSTHRVLVAWLSPLGKVSTRRLSGDPLPHRVVRRVDGRDVPEEGSDVAVVSVHT 60
ATDSAPSTHRVLVAWLSPLGKVSTRRLSGDPLPHRVVRRVDGRDVPEEGSDVAVVSVHT
Sbjct: 1 NATDSAPSTHRVLVAWLSPLGKVSTRRLSGDPLPHRVVRRVDGRDVPEEGSDVAVVSVHT 60

Query: 61 FAASDEAAENEAELTHQRILELVVNPLTEIPVGGGVVARIDYARVLHKPVLVEYDDDGHL 120
FAASDEAAENEAEL THQRILELVVHPLTETPVGGGVVARIDYARVLIKPVLVEYDDDGHL
Sbjct: 61 FAASDEAAENEAELTHQRILELVVNPLTEIPVGGGVVARIDYARVLHKPVLVEYDDDGHL 126

Query: 121 VRHVGRYEIGVQVI 134
VRHVGRYEIGVQYT
Sbjct: 121 VRHVGRYEIGVQYI 134

>Yorick_10, tail terminator, 134
Length = 134

Score = 267 bits (683), Expect = 5e-72
Identities = 134/134 (100%), Positives = 134/134 (100%)

Query: 1 NATDSAPSTHRVLVAWLSPLGKVSTRRLSGDPLPHRVVRRVDGRDVPEEGSDVAVVSVHT 60
ATDSAPSTHRVLVAWLSPLGKVSTRRLSGDPLPHRVVRRVDGRDVPEEGSDVAVVSVHT
Sbjct: 1 NATDSAPSTHRVLVAWLSPLGKVSTRRLSGDPLPHRVVRRVDGRDVPEEGSDVAVVSVHT 60

Query: 61 FAASDEAAENEAELTHQRILELVVNPLTEIPVGGGVVARIDYARVLHKPVLVEYDDDGHL 120
FAASDEAAENEAEL THQRILELVVHPLTETPVGGGVVARIDYARVLIKPVLVEYDDDGHL
Sbjct: 61 FAASDEAAENEAELTHQRNMLELVVNPLTEIPVGGGVVARIDYARVLIKPVLVEYDDDGHL 120
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TMHMM result
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‘major tai protein [Mycobacterium phage Ramsey]

‘major tail protein [y cobacterium phage Henu3 PeY-2017)

‘maior tail protein [lycobacterium phage DeadP]
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‘maior tal protein [Mycobacterium phage Drago]

‘maior tai protein [Mycobacterium phage Fruitioop]

‘maior tal protein [Mycobacterium phage Bobil

‘maior tal protein [Mycobacterium phage Nitzel]
‘maior tal protein [Mycobacterium phage SG4]
‘maior tal protein [Mycobacterium phage Cheg]
‘major tai protein My cobacterium phage Frankie]

‘maior tal protein [y cobacterium phage Quico]

‘maior tail protein [y cobacterium phage Kenuhas]

‘maior tal protein [Mycobacterium phage Phasin

‘major tal protein [y cobacterium phage Sabbb]
‘maior tal protein [y cobacterium phage GUmbie]
‘major tal protein [ycobacterium phage Byougenkin]
‘major tail protein [lycobacterium phage Hades]

‘maior tail protein [y cobacterium phage Galactic]

‘major tail protein [Mycobacterium phage OlympiaSaint]
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Mycobacterium phage Ramsey, 554
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Mycobacterium phage Nitzel 553
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Distribution of the top 100 Blast Hits on 100 subject sequences
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Score  E

Sequences producing significant alignments: (bits) Value
Zizzle_11, major tail protein, 269 567 e-161
Zerg_11, major tail protein, 269 367 e-161
Yorick 11, major tail protein, 269 367 e-161
Velveteen 12, major tail subunit, 269 367 e-161
UncleRicky 12, major tail protein, 293 367 e-161
TDanisky_11, major tail protein, 269 367 e-161
SwagPigglett 11, major tail protein, 269 367 e-161
Starcevich Draft_13, function unknoun, 269 567 e-161
Spikelee 12, major tail subunit, 269 367 e-161
Sparkdehlily 11, major tail subunit, 269 367 e-161
Shilan 11, major tail subunit, 293 367 e-161
Sassafras_11, major tail protein, 269 367 e-161
Sarma62¢ 12, major tail protein, 269 367 e-161
Sandalphon_11, major tail protein, 269 367 e-161
Saal 11, major tail subunit, 269 367 e-161
RockyHorror_12, major tail subunit, 269 367 e-161
Rockne_11, major tail protein, 269 367 e-161
Rialto_Draft_12, function unknoun, 269 567 e-161
Ramsey_12, major tail subunit, 269 367 e-161
Pollyuog_12, major tail protein, 269 367 e-161
Polkals 11, major tail protein, 269 367 e-161
PHC_11, function unknown, 269 567 e-161
Piper2020_12, major tail protein, 269 367 e-161
Phatniss_11, major tail subunit, 269 367 e-161
OwlsT2M_12, major tail protein, 269 367 e-161
Nivrat 11, major tail protein, 269 367 e-161
Hoonbeam_11, major tail protein, 269 367 e-161
Minnie 11, major tail protein, 269 367 e-161
Mattes 11, major tail protein, 269 367 e-161
Martik Draft_12, function unknoun, 269 567 e-161
Mantra_11, major tail protein, 269 367 e-161
Madiba_12, major tail protein, 269 367 e-161
Lorde_12, major tail protein, 269 367 e-161
L135_11, function unknoun, 269 367 e-161
Lizziana_11, major tail protein, 269 367 e-161
Lilhoolah_11, major tail protein, 269 367 e-161
Leozinho_12, major tail protein, 269 367 e-161
Lastedi_11, major tail protein, 269 567 e-161
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>zizzle 11,

Score
Tdentitie:
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: 181
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>zerg 11,

, major tail protein, 269
Lengen = 269

567 bits (1461), Expect = e-161
< - 269/269 (100%), Positives = 269/269 (100%)

TQPLTGTOMSAGGF TDIHKPF IERGGLOAVF IRDNRGAATONSPFEDDCVTVISPFAQ 60
HTQPLTGTOHSAGGF TDIHKPF LERGGLOAVF IRONRGAATONSPFEDDCVTVISPFAQ
TQPLTGTOMSAGGF TDLHKPF TERGGLOAVF TRDNRGAATONSPFEDDCVTVISPFAQ 60

'DGKLRODLFIRRKVIIGKYEVITDPIEGHHHIGCHIPEDGGAEREPDVTSODLIVLOSKFPY 120
'DGKLRDDL FIRRKVIIGKYEVNTDPNEGHHHIGCIIPEDGGAEREPDVTSODLVLOSKFPY.
'DGKLRODL FIRRKVIIGKYEVITDPNEGHHHIGCHIPEDGGAEREPDVTSODLVLOSKFPY 120

DSEVTEKSYSVRFVALGTADPLIHRLESELPLCDIAGIPLVALPGTPDYGEGPLLOADSA 150
DSEVTEKSYSVRFVALGTADPLIHRLESELPLCDIAGIPLVALPGTPDYGEGPLLDADSA
DSEVTEKSYSVRFVALGTADPLIHRLESELPLCDIAGIPLVALPGTPDYGEGPLLDADSA 150

EVOLLLLYARRTSGGF IYRAEGYPAVKLDDQASKORSKTOPDTADLTYKVLPHEYFIRPD 240
EVOLLLLYARRTSGGF IYRAEGYPAVKDDOASKQRSKTOPDTADL TYKVLPNEVEHRPD
EVOLLLLYARRTSGGF IYRAEGYPAVKLDDQASKORSKTOPDTADLTYKVLPHEYFIRPD 240

PAGTIALVPGYFYVHPGGPGHAEQYSDGS 269
PAGTIALVPGYFYVIIGGPGIAEQYSDGS
PAGTIALVPGYFYVHIGGPGHAEQYSDGS 269

major tail protein, 269
Lengtn = 269

Score = 567 bits (1461), Expect = e-161
Tdentities = 269/269 (100%), Positives = 269/269 (100%)

Query: 1
sojet: 1
Query: 61

Seict: 61

TQPLTGTOMSAGGF TDIHKPF IERGGLOAVF IRDNRGAATONSPFEDDCVTVISPFAQ 60
HTQPLTGTOHSAGGF TDIHKPF LERGGLOAVF IRONRGAATONSPFEDDCVTVISPFAQ
TQPLTGTOMSAGGF TDLHKPF TERGGLOAVF TRDNRGAATONSPFEDDCVTVISPFAQ 60

'DGKLRODLFIRRKVIIGKYEVITDPIEGHHHIGCHIPEDGGAEREPDVTSODLIVLOSKFPY 120
'DGKLRDDL FIRRKVIIGKYEVNTDPNEGHHHIGCIIPEDGGAEREPDVTSODLVLOSKFPY.
'DGKLRDDLFIRRKVIIGKYEYNTDPNEGHHHTGCNPEDGGAEREPDVTSDDLMVLQSKFPY 120
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‘Sequences producing significant alignments:
Select: All None Selected:0

I Alignments =0 o

Max | Total |Query E | Per

S B oo | B | et
O Wycobacterium phage Mantra, complete genome. 26205 55581 60% 0.0 98.00% NC 051680.1
O Wycobacterium phage GigiOuiOui, complete genome. 25723 63582 68% 0.0 97.39% OP207528.1
O Wycobacterium phage DaWorst, complete genome 21010 65894 72% 0.0 97.63% NC 0516461
O Wycobacterium phage Alexphander, complete genome 20925 72115 79% 0.0 97.53% NC 0516321
O Wycobacterium phage Henu3 PeY-2017, complete genome 20720 44856 5§3% 0.0 94.73% NC 051867.1
O Wycobacterium phage OwlsT2W, complete genome 20188 52981 66% 0.0 95.69% NC 0516951
O Wycobacterium phage RedBird, complete genome 19885 46392 53% 0.0 96.52% OP820468.1
O uycovacterium phage Buzzl yseyear, complete genome 19651 63906 71% 00 96.16% NC 0265931
O wycobacterium phage IrishSherpFalk, complete genome. 19062 53421 61% 0.0 96.84% WK016496.1
O Wycobacterium phage Lorde, complete genome 18986 62281 68% 0.0 94.94% LINSB60051
O Wycobacterium phage Enby, complete genome. 18986 62446 68% 0.0 94.94% NC 0516551
O mycopacterium phage Drago, complete genome 18986 61469 70% 00 94.94% NC 0237211
O Wycobacterium phage Phatniss, complete genome 18953 52420 62% 0.0 94.92% NC 0288441
O Wycobacterium phage DillTech15, complete genome 18949 43116 52% 0.0 96.12% NC 051647.1
O Wycobacterium phage Sandalphon, complete genome 18942 47701 58% 0.0 94.69% NC 0517061
O Mycobacterium phage Emma, complete genome. 18918 52844 61% 00 9479% NC 0516531
O Wycobacterium phage VRedHorse, complete genome. 18910 51365 60% 0.0 95.18% OP867027.1
O wycobacterium phage Tweely, complete genome 18818 37839 50% 0.0 94.40% NC_009820.1
O wycobacterium phage Tweely, complete genome 18818 37839 50% 0.0 94.40% EF536089.1
O Wycobacterium phage Dirilicgirt, complete genome. 18772 61614 70% 0.0 94.69% MiZ681512.1
O Wycobacterium phage Dante, complete genome. 18720 46845 54% 0.0 94.67% NC 0280461
O Wycobacterium phage Coco12, complete genome 18672 53594 61% 0.0 96.94% NC 0516441
O Mycobacterium phage Doomphist,_complete genome 18607 49257 56% 0.0 94.94% MN428047.1
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& Download v GenPept Graphics

major tail protein [Mycobacterium phage Ramsey]

‘Sequence ID: YP_002241799.1 Lengih: 269 Number of Matches: 1
See 59 more itle(s) v See all dentical Proteins(IPG)

Range 1: 140 269 GenPept Grapios

Saore Expet Weod Tderces = =
554 bits(1428) 0.0 Compositional matrix adjust. 263/263(100%) 263/265(100%) 0/263(0%)

Query 1 MTOPLTGTDNSAGSFTDIAKPFIERGSLOAVFIRDNRGAATOUSPEEDDCVTVKISPERY 60
TGP TG TOMSAGSF TDTHKP FTERGELQAVF TRONRGAATONSPFEDDCUTVKISPE A0
SbCt 1 MTQPLTGTDNSAGFTDIAKPFIERGGLOAVF TRDNRGAATOUSPFEDDCVTVKISPFA) 60

QUEry 61 DGKLRDDLEIRRKVNGKYEVNTOPHEGHWHIGCIIPEDGGAEREPDVTSDDLIVLOSKEPY 120
DGKLRDDLF ZRRKVNGKYEVTOPHEGHHLGCHPEDGGAEREPDVT SODLIVLOSKEPY
Sbjct 61 DGKLRDDLFIRRKVNGKYEVNTOPHEGHWHIGCIPEDGGAEREPDVTSODLIVLGSKFPY 128

Query 121 DSEVTEKSYSVRFUALGTADPLIHELESELPLCDNAGHPLUALPGTPDYGEGPLLDADSA 152
DSEVTEKSYSVRFVALGTADPLIHRLESELPLCONAGNPLVALPGTPDYGEGPLLDADSA

SjCt 121 DSEVTEKSYSVRFVALGTADPLIHRLESELPLCDNAGHPLVALPGTPDYGEGPLLDADSA 152

Query 181 EVOLLLLYARRTSGGFIVRAEGYPAVKLDDQASKORSKTOPDTADLTYKVLPNEYFIRED 242
EYQLLLLYARRTSGGE IYRAEGYPAVKLDDOASKQRSKTDPDTADLTYKVLPNEYFHRED
Sbjct 181 EVQLLLLYARRTSGGF IYRAEGYPAVKLODGASKQRSKTOPDTADLTYKVLPNEYFHR:

20

QuEry 261 PAGTIALVPGYFYVHHGGRGHAEQYSDGS 265
PAGTTALVPGYEYVANGGPGHAEQYSDGS
Sbjct 261 PAGTIALVPGYFYVMGGRGHAEQYSDGS 265

& Download v GenPept Graphics

major tail protein [Mycobacterium phage Henu3 PeY-2017]
‘Sequence ID: YP_009958053 1 Lengih: 269 Number of Matches: 1

See 1 moretitle(s) v Seeall Identical Proteins(IPG)

Range 1: 140 269 GenPept Grapios

Saore Erpet Wetod Toertes Foses G
55¢ bits(1427) 0.0 Compositional matrix adjust. 263/263(35%) 265/285(100%) 0/263(0%)

Query 1 MTOPLTGTDNSAGSFTDIAKPFIERGSLOAVFIRDNAGAATOUSPEEDDCVTUKISPERY 60
TQPLTGTOMSAGG TOTHKP FTERGGLOAVF TRDNRGAATONSPEEDDCUTVKISPE A0
SbCt 1 MTGPLTGTDSAGSFTDIAKPFIERGSLOAVF TRDNRGAATOUSPFEDDCVTUKISPFA) 60

QUEry 61 DGKLRDDLFIRRKVNGKYEVNTOPHEGHWHIGCIIPEDGGAEREPDVTSDDLIVLOSKEPY 120
DGKLRDDLFIRRKVNGKYEVNTOPHEGHHIGCHIPEDGGAEREPDVTSODLIVLOSKEPY
Sbjct 61 DGKLRDDLFIRRKVNGKYEVNTOPHEGHWHIGCIPEDGGAEREPDVTSODLIVLGSKFPY 128

Query 121 DSEVTEKSYSVRFUALGTADPLIHELESELPLCDNAGHPLUALPGTPDYGEGPLLDADSA 152
DSEVTEKSYSVRFVALGTADPLIHRLESELPLCONSGHPLVALPGTPDYGEGPLLDADSA
Shict 121 DSEVIEKSYSVRFVALGTADPLIHRLESELPLCONSGNPLVALPGTPDYGEGPLLDADSA 158
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Description

tail assembly chaperone [Mycobacterium phage Moonbeam|
tail assembly chaperone [Mycobacterium phage Florinda]
tail assembly chaperone [Mycobacterium phage Drago]

tail assembly chaperone [Mycobacterium phage Ramsey]
tail assembly chaperone [Mycobacterium phage Juice456)
tail assembly chaperone [Mycobacterium phage Hadss]

tail assembly chaperone [Mycobacterium phage Leozinho
tail assembly chaperone [Mycobacterium phage Spoonbil]
tail assembiy chaperone [Mycobacterium phage Whouxphi]
tail assembly chaperone [Mycobacterium phage Spikelee]
tail assembly chaperone [Vycobacterium phage DaWorst]
tail assembiy chaperone [Mycobacterium phage DiriMcgir]
tail assembly chaperone [Wycobacterium phage Zerg]

tail assembly chaperone [Mycobacterium phage Corucopial
tail assembly chaperone [Mycobacterium phage Kimberium|
tail assembly chaperone [Wycobacterium phage Ruby]

tail assembly chaperone [Wycobacterium phage Doug]

tail assembly chaperone [Mycobacterium phage Beakin]
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'Mycobacterium phage Moonbeam
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Mycobacterium phage Drago
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Sequences producing significant alignments:

Rialto_Draft_13, function unknoun, 183
Moonbean_12, tail assembly chaperone, 153
UncleRicky_13, tail assembly chaperone, 183
Lorde_13, Teil sssembly chaperone, 183
Enby_T3, tail assensly chaperone, 183
Drago_13, teil essembly chaperone, 183
Florinda 12, tail assenbly chaperone, 163
Tootsierll 13, tail assembly chaperone, 183
Stap_Draft_12, function unknoun, 183
Ruby_12, tail assembly chaperone, 214
RockyHorror_13, tail assembly chaperone, 183
Ramsey_13, tail assembly chaperone, 153
Polkald 12, tail assembly chaperone, 183
MisterCucgles 12, tail assemdly chaperone, 183
Karndo_Draft 12, function unknoun, 183
Hades_12, tail assembly chaperone, 183
Girr_12, tail assemoly chaperone, 183
Leozinho_13, tail assenbly chaperone, 183
Spoonbill_12, teil assemoly chaperone, 183
Plumbus_13, tail assenbly chaperone, 183
Kinberlium 14, tail assembly chaperone, 214
Juiceass_13, tail assenbly chaperone, 183
Wouxpht_12, tail assembly chaperone, 153
Spikelee 13, tail assembly chaperone, 183
Daliorst_13, tail assembly chaperone, 183
Cornucopia_13, tail assembly chaperone, 153
Doug_12, tail assensly chaperone, 183
Dirtlicgirt_13, tail assembly chaperone, 183
Zerg 12, tail assensly chaperone, 183
Toanisky_12, tail assembly chaperone, 183
Sparkdenlily 12, tail assembly chaperone, 183
Sabob_12, teil sssembly chaperone, 183
Madllen_12, tail assembly chaperons, 183
GigiOuioui 12, tail assembly chaperone, 183
DRE19_12, tail assembly chaperone, 183
Alexpnander_13, tail assemoly cnaperone, 183
Zizzle 12, tail assembly chaperone, 153
Yorick 12, tail assembly chaperone, 183
Suagpigglett 12, tail assembly chaperone, 183
Simranz1 14, tail assembly chaperone, 163
Snilan_12, tail assenbly chaperone, 214
Seabastian 12, tail sssembly chaperone, 153
Poenanya_ 12, tail assembly chaperone, 183
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Shoonbean_12, tail assembly chaperone, 183
Lengt = 183

Score = 371 bits (952), Expect = e-103
Tdentities = 183/183 (100%), Positives = 183/183 (100%)

Query: 1 NSVKKPENNGAAAREQATEFDSPFADRVLQFDDGTTHTIPPHPHLRILDDDALEAYEAYL 60
HSVKKPENNGAAAREQATEFDSPFADRVL OFDDGTTHT PPHPNL RHLODDAL EAVEAYL.
Sbjct: 1 MSVKKPENNGAAAREQATEFDSPFADRVLOFDDGTTITIPPHPNLRHLDDDALEAYEAYL 60

Query: 51 EEIETYDREPDLYIPEQTVKDRDGHEMLPAETRPGAVKGPPYYKDGKRVSPPREVRIVO 120
EETETYDREPDLYIPEQTVKDRDGHEIVLPAETRPGAVKGPPYYKDGKRVSPPREVRIVQ
Sbjct: 61 EETETYDREPDLYIPEQTVKDROGEHVLPASTRPGAVKGPPYYKDGKRUSPPREVRIVQ 128

Query: 121 VVLGHDNYEVLRSKKINGRAAGARDVHRANTEQGFTTAERAESDSKSDGSPWLETVSEA 150
VVLGHDNYEVLRSKKTNGRAAGARDVIRANTEQGF TTAERAESDSKSDGSPWLETVSEA
Sbjct: 121 VWLGHDNYEVLRSKKINGRAAGARDVKRAKTEQGF TTAERAESDSKSDGSPWLETVSEA 188

Query: 181 DSE 183
DsE
Sbjct: 181 DSE 183

SUncleRicky_13, tail assemoly chaperone, 183
Lenge = 183

Score = 367 bits (543), Expect = e-102
Tdentities = 181/183 (95%), Positives = 181/183 (98%)

Query: 1 NSVKKPENNGAAAREQATEFDSPFADRVLQFDDGTTHTIPPHPHLRILDDDALEAYEAYL 60
HSVKKPENNGAAAREQATEFDSPFADRVL OFDDGTTHT PPHPNL RHLODDAL EAVEAYL.
Sbjct: 1 MSVKKPENNGAAAREQATEFDSPFADRVLOFDDGTTITIPPHPNLRHLDDDALEAYEAYL 60

Query: 51 EEIETYDREPDLYIPEQTVKDRDGHEMLPAETRPGAVKGPPYYKDGKRVSPPREVRIVO 120
EETETYDREPDLYIPEQTVKDRDGHEIVLPAETRPGAVKGPPYYKDGKRVSPPREVRIVQ
Sbjct: 61 EETETYDREPDLYIPEQTVKDROGEHVLPASTRPGAVKGPPYYKDGKRUSPPREVRIVQ 128

Query: 121 VVLGHDNYEVLRSKKINGRAAGARDVHRANTEQGFTTAERAESDSKSDGSPWLETVSEA 150
VVLGHDNYEVLRSKKINGR AGARDVIRAWTEQGFTIAERAESDSKSDG PWLETVSEA
Sbjct: 121 VWLGHDNYEVLRSKKINGRPAGARDVKRATEQGF TTAERAESDSKSDGGPWLETVSEA 188




image122.png
& Download v GenPept Graj

tail assembly chaperone [Mycobacterium phage Florinda]
Sequence : YP_009206731.1 Length: 183 Number of Matches: 1

See 1 moretitle(s) v See all dentical Proteins(IPG)

Range 1: 1to 183 GenPept Grapios

Saore Bpec_Watod Tdaniies = =
369 bits(345) 26128 Compositional matrix adjust. 181/183(39%) 182/183(53%) 0/183(0%)

QUETY 1 HSUKKPENNGAAAREQATEFDSPEADRVLQFODGTTHTIPPHPNLRULODDALEAYEAYL 60
SVKKPENNGAAAREQATEFDSPE ADRVL+FDDGTTHT IPPHPNLRMLDDDALEAYEAYL
SbJCt 1 MSUKKPENNGAAAREQATEFDSPEADRVLRFODGTTHTIPPHPNLRNLODDALEAVEAYL G0

Query 1 EETETYDREPDLYIPEQTVKDRDGIENVLPAETSPGAVKGPPYYKDGKRVSPPREVRIVD 122
EETETYDREPDLYIPEQTVKDRDGIENVLPAE TRPGAVKGPPYVKOGKRVSPPREVRIVO
SbjCt 1 EETETVDREPDLYIPEQTVKDROGIENVLPAETRPGAVKGPPYYKDGKRVSPPREVRIVY 122

QuETy 121 VVLGHDIVEVLRSKKIIGRAAGARDVHRANTEQSF TTAERAESDSKSDGSPUVLETVSER 152
VL GHDIVE L RSKK TIGR AAGARDVMRAITEQGF TTAERAESDSKSDGS WLETVSER
SbICt 121 VVLGHDIYEVLRSKKINGRAAGARDVIRAITEQGF TIARASDSKSDGSSWLETVSER 158
query 181 pse 1s3
o5t
sbjct 181 ose 1s3

& Download v GenPept Gra

tail assembly chaperone [Mycobacterium phage Drago]

Sequence D: YP_009016092.1 Length: 183 Number of Matches: 1
See 5 more title(s) v See all Identical Proteins(IPG)

Range 1: 1to 183 GenPept Grapios

Saore BpecWaed Tdaniies = G
368 bits(344) 3128 Compositional matrix adjust. 181/183(35%) 181/183(38%) 0/183(0%)

QUETY 1 HSUKKPENNGAAAREQATEFDSPEADRVLQFODGTTHTIPPHPNLRNLODDALEAYEAYL 60
SUKKPEINGAARREQATE DSPE ADRVLQFDDG T THT TPPHPNL HLODDALEAVEAYL
SbJCt 1 MSVKKPENNGAAAREQATEFDSPFADRVLQFODGTTHTIPPHPNLRALODDALEAYEAYL 60

Query 1 EETETYDREPDLYIPEQTVKDRDGIENVLPAETSPGAVKGPPYYKDGKRVSPPREVRIV) 122
EETETYDREPDL YIPEQTVKDRDGIIENVLPAE TRPGAVKGPPYYKDGKRVSPPREVRIVO
SbjCt 1 EETETVDREPDLYIPEQTVKDROGIENVLPAETRPGAVKGPPYYKDGKRVSPPREVRIVY 122

QuEry 121 VVLGHDIIVEVLRSKKTIGRAAGARDVHRAITEQSF TTAERAESDSKSDGSPUVLETVSER 158
VVLGHDIIVEVLRSKKTIGR AGARDVRANTEQGF TIAERAESDSKSDS PUVLETVEER
SICt 121 VVLGHDIYEVLRSKKINGRPAGARDVRAITEQSF TIARASDSKSDGSPIVLETVSER 158
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TMHMM result

# WEBSEQUENCE Length: 184
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Distribution of the top 100 Blast Hits on 100 subject sequences
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Description

il assembly chaperone [Mycobacterium phage Moonbeam]

il assembly chaperone [Mycobacterium phage Spikelee]

tail assembly chaperone [Mycobacterium phage Polka14]

il assembly chaperone [Mycobacterium phage Enby]

il assembly chaperone [Mycobacterium phage Tootsieroll

il assembly chaperone [Mycobacterium phage Hades]
tail assembly chaperone [Mycobacterium phage Leozinho]
tail assembly chaperone [Mycobacterium phage Ochi17]

tail assembly chaperone [Mycobacterium phage Ardmore

il assembly chaperone [Mycobacterium phage Gi

tail assembly chaperone [Mycobacterium phage Cornucopia]

il assembly chaperone [Mycobacterium phage Whouxphf]

tail assembly chaperone [Mycobacterium phage Ramsey]
tail assembly chaperone [Mycobacterium phage Girr]

tail assembly chaperone [Mycobacterium phage Dirthcgir]

il assembly chaperone [Mycobacterium phage BobaPhett]

tail assembly chaperone [Mycobacterium phage JalFarm20)

il assembly chaperone [Mycobacterium phage QwisT2W]
tail assembly chaperone [Mycobacterium phage Florinda]

il assembly chaperone [Mycobacterium phage Fancypants]
\_chaperone [Mycobacterium phage Wachhund]

il assembl

Scientific Name.

Mycobacterium phage Moonbeam

Mycobacterium phage Spikelee

Mycobacterium phage Polka1d
Mycobacterium phage Enby
Mycobacterium phage Tootsieroll
Mycobacterium phage Hades

Mycobacterium phage Leo:
Mycobacterium phage Ochi1

Mycobacterium phage Ardmore

Mycobacterium phage GigiOuiOui
Mycobacterium phage Cornucopia
Mycobacterium phage Whouxphf
Mycobacterium phage Ramsey
Mycobacterium phage Girr
Mycobacterium phage DirtMgirt
Mycobacterium phage BobaPhett
Mycobacterium phage JalFarm20
Mycobacterium phage OwlsT2W
Mycobacterium phage Florinda
Mycobacterium phage Fancypants

Mycobacterium phage Wachhund

Max | Total
Score Score Cover
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99%
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99%
99%
99%
99%
99%

00
00
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00
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00
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0.0

Per.

Ident

100.00%
98.40%
98.72%
98.08%
98.40%
98.08%
98.40%
97.12%
97.12%
98.08%
98.08%
98.08%
98.08%
97.76%
97.44%
97.76%
97.44%
97.44%
98.08%
97.44%
97.76%

Len

3
3
3
3
311
311
311
3
3
311
311
311
311
311
311
311
311
311
311
311
3n

Accession

YP_009960078.1
YP_009962466.1
YP_009961417.1
YP_009956785.1
UAW09079.1
YP_009125191.1
UVK58854.1
YP_010101026.1
YP_003495154.1
UXE02989.1
YP_009955723.1
YP_009963297.1
YP_002241800.1
YP_009957628.1
UAJ16001.1
YP_009954800.1
UEM45972.1
YP_009960907.1
YP_009206730.1
YP_009956891.1
YP_009963196.1
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Database: Actinobacteriophage Proteins as of Mar 03, 2023
435,703 sequences; 54,277,352 total letters
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Sequences producing significant alignment

Hoonbeam 13, tail assembly chaperone, 312
Polkals 13, tail assembly chaperone, 312
Spikeles 14, tail assembly chaperone, 312
Lorde_14] tail assembly chaperone, 312
Enby_14, tail assembly chaperone, 312
Leozinho_1a, tail assembly chaperone, 311
0chi17_13, tail assembly chaperone, 312

Hades 13, tail assembly chaperone, 311
Tootsieroll 14, tail assembly chaperone, 311
Gigiouioui 13, tail assembly chaperone, 311
Cornucopia_14, tail assembly chaperone, 311
Whouxphf_13, tail assembly chaperone, 311
Ardnore_12, function unknown, 312

Zizzle 13, tail assembly chaperone, 311
Yorick 13, tail assembly chaperone, 311
SwagPigglett 13, tail assembly chaperone, 311
Shilan_13, tail assembly chaperone, 342
RockyHorror_14, tail assembly chaperone, 311
Ramsey_14, Tail assembly chaperone, 311
Nivrat 13, tail assembly chaperone, 311
Mattes 13, tail assembly chaperone, 311
Lizziana_13, tail assembly chaperone, 311
Lastiedi_13, tail assembly chaperone, 311
Jarcob_13, tail assembly chaperone, 311
James_13, tail assembly chaperone, 311
Donkeykong_12, tail assembly chaperone, 311
Buruell21 13, tail assembly chaperone, 311
BobaPhett_13, tail assembly chaperone, 311
Ruby_13, Tail assembly chaperone, 342
MisterCuddles_13, tail assembly chaperone, 311
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>Hoonbeam_13, tail assembly chaperone, 312
Length = 312

Score = 632 bits (1631), Expect = 0.0
Identities = 312/312 (100%), Positives = 312/312 (100%)

Query: 1 HSVKKPENNGAAAREQATEFDSPFADRVLOFDDGTTHTIPPHPNLRHLDDDALEAYEAYL 60
HSVKKPENNGAAAREQATEFDSPFADRVLOFDDGT THT IPPHPNLRHLDDDAL EAYEAYL.
Sbjct: 1 NSVKKPENNGAAAREQATEFDSPFADRVLQFDDGTTHTIPPHPNLRHLDDDALEAYEAYL 60

Query: 61 EEIETYDREPDLYIPEQTVKDRDGNENVLPAETRPGAVKGPPYYKDGKRVSPPREVRIVQ 120
EETETYDREPDLYIPEQTVKDROGNEHVLPAETRPGAVKGPPYYKDGKRVSPPREVRIVQ.
Sbjct: 61 EETETYDREPDLYIPEQTVKDRDGNEHVLPAETRPGAVKGPPYYKDGKRVSPPREVRIVQ 120

Query: 121 VVLGUDNYEVLRSKKINGRAAGARDVURAWTEQGFTIAERAESDSKKVHEAQUFIRLYPR 150
VVLGHDNYEVLRSKKTNGRAAGARDVIR ANT EQGF TTAERAESDSKKVHEAQHFLIRLYPR
Sbjct: 121 VVLGHDNYEVLRSKKINGRAAGARDVHRAWT EQGF TTAERAESDSKKVMEAQUFURLYPR 180

© 181 QIASDLRRFFGLSVADNHQGRLSSLELLDLFGVRFVDNTEERVRELYVDFAPVDGAVARA 240
QIASDLRRFFGLSVADKHQGRLSSLELLDLFGVRFVDNTEERVRELYVDFAPVDGAVARA
181 QIASDLRRFFGLSVADKHQGRLSSLELLDLFGVRFVDNTEERVRELYVDFAPVDGAVARA 240

+ 241 VRGGRUSEPELTAAETYNEIARFRASFHASKSRKAVYEPFAFEDPVDRLEKARASVEAHE 300
VRGGRIUSEPEL TAAETYNETARF RASFHASKSRKAVYEPF AFEDPVDRLEKARASVEAHE
© 241 VRGGRUSEPELTAAETYNEIARFRASFHASKSRKAVYEPFAFEDPVDRLEKARASVEAHE 300

+ 301 LQREVEADLFGH 312
LQREVEADLFGH
361 LOREVEADLFGH 312

>Polkal4 13, tail assembly chaperone, 312
Length = 312

Score = 624 bits (1608), Expect = e-178
Identities = 368/312 (98%), Positives = 308/312 (95%)

Query: 1 HSVKKPENNGAAAREQATEFDSPFADRVLOFDDGTTHTIPPHPNLRHLDDDALEAYEAYL 60
HSVKKPENNGAAAREQATEFDSPFADRVLOFDDGT THT IPPHPNLRHLDDDAL EAYEAYL.
Sbjct: 1 NSVKKPENNGAAAREQATEFDSPFADRVLQFDDGTTHTIPPHPNLRHLDDDALEAYEAYL 60

Query: 61 EEIETYDREPDLYIPEQTVKDRDGNENVLPAETRPGAVKGPPYYKDGKRVSPPREVRIVQ 120
EETETYDREPDLYIPEQTVKDROGNEHVLPAETRPGAVKGPPYYKDGKRVSPPREVRIVQ.
Sbjct: 61 EETETYDREPDLYIPEQTVKDRDGNEHVLPAETRPGAVKGPPYYKDGKRVSPPREVRIVQ 120

Query: 121 VVLGUDNYEVLRSKKINGRAAGARDVURAWTEQGFTIAERAESDSKKVHEAQUFIRLYPR 150
VVLGHDNYEVLRSKKTNGRAAGARDVIR ANT EQGF TTAERAESDSKKVHEAQHFLIRLYPR
Sbjct: 121 VVLGHDNYEVLRSKKINGRAAGARDVHRAWT EQGF TTAERAESDSKKVMEAQUFURLYPR 180

© 181 QIASDLRRFFGLSVADNHQGRLSSLELLDLFGVRFVDNTEERVRELYVDFAPVDGAVARA 240
QIASDLRRFFGLSVADKHQGRLSSLELLDLFGVRFVDI EE VRELYVDFAPVDGAVARA
181 QIASDLRRFFGLSVADKHQGRLSSLELLDLFGVRFVDNPEEHVRELYVDFAPVDGAVARA 240

+ 241 VRGGRUSEPELIAAETYNEIARFRASFHASKSRKAVYEPFAFEDPVDRLEKARASVEAHE 300
VRGGRIISE ELTAAETYNEIARFRASFHASKSRKA YEPFAFEDPVDRLEKARASVEAHE
© 241 VRGGRUSESELTAAETYNEIARFRASFHASKSRKAAYEPFAFEDPVDRLEKARASVEAHE 300
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TMHMM result

# WEBSEQUENCE Length: 313
# WEBSEQUENCE Number of predicted TiHs: ©

# WEBSEQUENCE Exp number of Ads in TiHs: 9e-05

# WEBSEQUENCE Exp number, first 60 Ads: ©

# WEBSEQUENCE Total prob of N-in: 2.03675
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Distribution of the top 100 Blast Hits on 100 subject sequences
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Description

HNH endonuclease [Mycobacterium phage Wee]

HNH endonuclease [Mycobacterium phage Jobd2]

HNH endonuclease [Mycobacterium phage WiVsmall]

hypothetical protein SEA_LATRETIUM_14 [Mycobacterium phage Latretium]
HNH endonuclease [Mycobacterium phage Firecracke]

HNH endonuclease [Mycobacterium phage Murai]

HNH endonuclease [Mycobacterium phage Corndog]

HNH endonuclease [Mycobacterium phage Vorrps]

HNH endonuclease [Mycobacterium hackensackense

HNH endonuclease [Brevibacterium linens]

HNH endonuclease signature motif containing protein [Mycolicibacterium fortuiturn]
HNH endonuclease [Arthrobacter figidicola]

hypothetical protein DQ353_00285 [Arthrobacter sp. AQS-05]

hypothetical protein A5734_03770 [Mycolicibacterium fortuitum]

hypothetical protein BST28_18935 [Mycolicibacter kumamotonensis]

HNH endonuclease [Mycobacteroides abscessus subsp_bolleti

HNH endonuclease signature motif containing protein [Mycobacteroides saopaulense]

Scientific Name.

Mycobacterium phage Wee
Mycobacterium phage Jobd2
Mycobacterium phage WiVsmall
Mycobacterium phage Latretium
Mycobacterium phage Firecracker
Mu

Mycobacterium phag

Mycobacterium phage Comdog
Mycobacterium phage Vorrps
Mycobacterium hackensackense

Brevibacterium linens
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Mycobacteroides abscessus
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43.46%
4433%

Acc.
Len
179
186
179
188
199
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153
192
195
164
235
205
191
194
201
193

Accession

YP_004123836.1
YP_008126605.1
YP_008059971.1
QX012814.1
YP_009014417.1
QX013426.1
NP_817907.1
AYQ98890.1
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Score

Sequences producing significant alignments: (bits) Value
Wee_14, HNH endonuclease, 179 390 e-109
SuparGrey_14, HH endonuclease, 186 3% e-109
Sandalphon_14, HUH endonuclease, 179 3% e-109
Polkals_14, HIH endonuclease, 179 330 e-109
Phatniss_1a, HIH homing endonuclease, 179 3% e-109
Phasih_12, HIH endonuclease, 179 330 e-109
OWIST2I_15, HiH endonuclease, 179 330 e-109
Hoonbeam_14, HiH endonuclease, 179 330 e-109
Minnie 13, HNH endonuclease, 186 330 e-109
J0b42_15, HiH endonuclease, 186 330 e-109
J31Farm20_15, HNH endonuclease, 179 330 e-109
Firehouse31_14, HNH endonuclease, 179 330 e-109
Doug_14, HNH endonuclease, 156 3% e-109
Datiorst_15, HiH endonuclease, 179 330 e-109
Coco12 15, HNH endonuclease, 186 330 e-109
BuzzLyseyear_15, HNH endonuclease, 156 3% e-109
Bobi_15, HiH endonuclease, 179 330 e-109
Alexphander_15, HiH endonuclease, 179 3% e-109
Bubbles123 14, HNH endonuclease, 179 385 e-107
Latretium_1a, function unknown, 188 38 e-107
Firecrackar_54, HNH protein, 199 173 2043
Yunglamal 57, function unknoun, 199 12 4e-a3
smooch_S6, HiiH endonuclease, 199 12 4e-s3
Hurai_52, HNH endonuclease, 199 12 4e-s3
Corndog_56, function unknown, 199 12 4e-a3
Vorrps_53, HNH endonuclease, 199 1 1e-a2
Hori_53, HNH endonuclease, 198 11 1e-a

Nappy_98, HUH endonuclease, 156 15 ee-30
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>hee_14, HNH endonuclease, 179
Length = 179

Score = 390 bits (1202), Expect = e-109
Identities = 179/179 (100%), Positives = 179/179 (100%)

Query: 1 HCAIDGCDRRVFSHKNGLCATHDRYLRRFGIAEPTLQQRLFAKVDKSAPGGCHLUTGGTT 60
HCATDGCDRRVF SHKNGLCATHDRYLRRF GLAEPTLQQRL FAKVDKSAPGGCHLHTGGTT
Sbjct: 1 NCAIDGCDRRVFSHKNGLCATHDRYLRRFGIAEPTLOQRLFAKVDKSAPGGCHLUTGGTT 60

Query: 61 NHGYGRFNNLSPHRLCYEWAHGEIPPGIEIDHICHVTLCVNPDHLRVTTAKQURENRSSG 120
NHGYGRFNNLSPHRLCYEHAHGE TPPGHEIDHI CHVTLCVNPDHLRVT TAKQRENRSSG.
Sbjct: 61 NHGYGRFNNLSPHRLCYEWAHGEIPPGIEIDHICHVTLCVNPDHLRVTTAKQURENRSSG 120

Query: 121 UGRSGVRGVRFKAGKWEAVVVHIRQHTYCGRF ESKESAAAAAKAKRIELFTHIDGDRGA 179
GRSGURGVRFKAGKWEAVVVHNRQHTY CGRF ESKESAAAAAKAKRTELFTHNDGORGA
Sbjct: 121 UGRSGVRGVRFKAGKKEAVVVHIIRQHTYCGRFESKESAAAAAKAKRTEL FTHIDGDRGA 179

>SuperGrey_14, HIH endonuclease, 186
Length = 136

Score = 390 bits (1202), Expect = e-109
Identities = 179/179 (100%), Positives = 179/179 (100%)

Query: 1 HCAIDGCDRRVFSHKNGLCATHDRYLRRFGIAEPTLQQRLFAKVDKSAPGGCHLUTGGTT 60
HCATDGCDRRVF SHKNGLCATHDRYLRRF GLAEPTLQQRL FAKVDKSAPGGCHLHTGGTT
Sbjct: 8  HCAIDGCDRRVFSHKNGLCATHDRYLRRFGIAEPTLQQRLFAKVDKSAPGGCHLTGGTT 67

Query: 61 NHGYGRFNNLSPHRLCYEWAHGEIPPGIEIDHICHVTLCVNPDHLRVTTAKQURENRSSG 120
NHGYGRFNNLSPHRLCYEHAHGE TPPGHEIDHI CHVTLCVNPDHLRVT TAKQRENRSSG.
Sbjct: 68 NHGYGRFNNLSPHRLCYEWAHGEIPPGIEIDHICHVTLCVNPDHLRVTTAKQURENRSSG 127

Query: 121 UGRSGVRGVRFKAGKWEAVVVHIRQHTYCGRF ESKESAAAAAKAKRIELFTHIDGDRGA 179
GRSGURGVRFKAGKWEAVVVHNRQHTY CGRF ESKESAAAAAKAKRTELFTHNDGORGA
Sbjct: 128 UGRSGVRGVRFKAGKWEAVVVHIRQHTYCGRFESKESAAAAAKAKRTEL FTHNDGDRGA 186

>Sandalphon_14, HNH endonuclease, 179
Length = 179

Score = 390 bits (1202), Expect = e-109
Identities = 179/179 (100%), Positives = 179/179 (100%)

Query: 1 HCAIDGCDRRVFSHKNGLCATHDRYLRRFGIAEPTLQQRLFAKVDKSAPGGCHLUTGGTT 60
HCATDGCDRRVF SHKNGLCATHDRYLRRF GLAEPTLQQRL FAKVDKSAPGGCHLHTGGTT
Sbjct: 1 NCAIDGCDRRVFSHKNGLCATHDRYLRRFGIAEPTLOQRLFAKVDKSAPGGCHLUTGGTT 60

Query: 61 NHGYGRFNNLSPHRLCYEWAHGEIPPGIEIDHICHVTLCVNPDHLRVTTAKQURENRSSG 120
NHGYGRFNNLSPHRLCYEHAHGE TPPGHEIDHI CHVTLCVNPDHLRVT TAKQRENRSSG.
Sbjct: 61 NHGYGRFNNLSPHRLCYEWAHGEIPPGIEIDHICHVTLCVNPDHLRVTTAKQURENRSSG 120
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HNH endonuclease [Mycobacterium phage Job42]
Sequence D:YP_00B126605.1 Lengrh: 186 Number o Mathes:1
See 10 more tlefs) v See al Igentical Proteins((PG)

Range 1: 8t 186 Gereept Grapns

o Bpet T Toonas o
375 is(s62) se-131 Compaitonal marx adus. 179/379(100%) £79/173(100%) GA73(0%)
QuEry 1 HCADGCORRVESHONGLEATHORYLRRFGIAEPTLOORL FACVDKSAPGGCHLKTGGTT 60

HCALDGCORRVE SHKNGLCATIORYLARFGIAEP T LOJRL FAXVDKSAPGGCHLMT
Shict 8 HCALDGEORRVF SHXNGLCATHORYLARFGIAE P LOGRLF AKVDKSAPGGCHLMTGaT

QUETY 1 NGYGRFNNLSPHRLCYEWMGEIPPGHE LOHICHVTLCVNPORLRVT TAKOWRENRSSG 120
NHGYGRFNLSPHRLCYEUAHGE LbPGNE LDULCHVTLCOVNPOHLAVTTAKOURENRSSG
Shict 68 NHOYGRFNNLSPHRLCVEMAGELPPONE LOHICHVTLOVNPOHLAVI TAKGAENRSSG. 127

Query 121 WGRSGURGURFKAGKHERVVHURGHIVCGRFESKESAMAMGKRIELFTHIOGORGA 179
GRS GURGYREKAGKNERVWVTAROHTYCORFESKESMAMIAKRLELF THNDGORGA
ShICE 125 WORSVRGVRFKAGKHEAVINHARGHIYCGRFESKESMAMAKRKRIELFTHNOGDRGA 185

& Download v GenPent Graphics

HNH endonuclease [Mycobacterium phage WiVsmall]

Sequence D:Y2_00BOS9ST1.1 Langth: 179 Number of Mtches: 1
‘See 3 more iefs) v See al identical Proteins(|PG)

Range 1: 140 179 Gereept Grapns
o Bpet T Ta oG
371 bis(953) 16-125 Composionsl matrs adjust. 177/175(55%) 177/175(385%) 0/175(0%)
Query 1 HCADGCORRVESHOGLCATHORYLRRFGIAEP TLOORL FACVDKSAPGGCHLKTEGTT 60

HC IDGCORRVE SHKNGLCATIORYLARFGIAEP T LOJRL FAXVDKSAPGGCHLMT
Shict 1 MCGIDGEORRVE SHCNGLCATHORYLRRFGIAEPT LOGRLFAKVDKSAPGACHLMT

QUETY 1 NGYGRFNNLSPHRLCYEWMGEIPPGHE LOHICHVTLCVNPORLRVT TAKOWRENRSSG 120
NHGYGRFNLSPHRLCYEUAHGE LbPGNE LDULCHVTLCOVNPOHLAVTTAKOURENRSSG
Shict 61 NHOYGRFNNLSPHRLCVEMAGELPPONE LOHICHVTLOVNPOHLAVI TAKGAENSSG. 120

Query 121 WGRSGURGURFKAGKHERVVWHURGHIVCGRFESKESAMAMGKRIELFTHIOGORGA 179
HGRSGURGYREKAGKNERVIAR. 1YCRFESKESMAMIAKRLELF THNOGORGA
ShIE 121 WGRSVRGVRFKAGKHEAVINHARGQIYCGRFESKESMAMAKRKRIELFTHNOGORGA 179

& Download v GenPent Graphics
hypothetical protein SEA_LATRETIUM_14 [Mycobacterium phage Latretium]
SequencelD: QXO12814.1 Lengsh: 188 Numberof Matches: 1

Range 1: 10to 188 Gerpaps Grsonizs

o e T
365 is(947) 10128 Camposiional mairs s, 178/175(58%) 176/173(58%) 0/179(0%)

T D DRRVE SNGLEATHORVLRRF AR

seiee 10

query &1
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Starts: 6 ORF Start : 9328 Cdn1 Cdn2 Cdn3 Length 5D Scoring Matix KiblerE
Selected: 1 ORFStop :9885  SEnd 615 487 530 117
ORFlength:558  FEnd|582 496 645 423  SpacingWeight Matik [Karn Medum v

StajRaw SD |Genomic |Spacer Final Sequence of the Region |Start|Start [ORF
Score Z Value |Distance|Score Upstream of the Start [Codon|Position |Length
-2.97¢ 2.48€ 12 -3.812 GTGACGGGGAGGTGAGTGICTG ATG 934¢€ 540
-4.299 1.847 7 -5.822 GGAGCCGACGCTCCAGCAGAGA TTIG 94€3 423
-5.508 1.2€4 14 -€.855 CCAGCAGAGATTGTTTGCGAAG GIG 9475 411
-2.903 2.521 18 -5.204 GCACGGAGAGATCCCGCCCGGT  ATG $€07 279
-1.907 3.002 8 -3.125 CTCTGGGTGGGGCAGGAGCGGA  GIG $721 1€5
-2.73€ |2.€02 12 -3.572 | GGGCAGGAGCGGAGTGCGIGGC (GIG 9730 15€
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TMHMM result
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Distribution of the top 101 Blast Hits on 100 subject sequences
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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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Sequences producing significant alignment

Rialto_Draft_16, function unknoun, 1210
Kenuha_1a, tape measure protein, 1211
Mantra_14, tape measure protein, 1210
Gigiouloui_14, tape measure protein, 1216
Kimberlium 15, tapemeasure, 1161
Juiceass_15, tape measure protein, 1168
Zerg_14, tape measure protein, 1161
DotProduct_14, tape measure protein, 1162
J0b42_16, tape measure protein, 1162
Spikelee_15, tape measure protein, 1176
Hoonbean_15, tape measure protein, 1161
UncleRicky_15, tape measure protein, 1170
Pollyuog_15, tape measure protein, 1163
Lorde_15, tapemeasure protein, 1163
Enby_15, tapemeasure protein, 1163
Draga_15, tapemeasure protein, 1170
RedBird_14, tape measure protein, 1161
Dorothy_14, tape measure protein, 1165
Eradicator_14, tape measure protein, 1162
Dirtilcgirt 15, tape measure protein, 1170
Rockne_14, tape measure protein, 1163
PHC_14, function unknoun, 1170

L1i3_14, function unknoun, 1170
Maravista Draft_1a, function unknown, 1163
Zizzle_14 tape measure protein, 1163
Koella 14, tape measure protein, 1170
Clifton_14, tape measure protein, 1163
Phatniss_15, tape measure protein, 1163
Quico_15, tapemeasure, 1162
Girafales_15, tapemeasure, 1162

Ruby_14, Tape measure protein, 1168
MisterCuddles 14, tape measure protein, 1161
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PF20155.2

6VBLCF

NP_215105.1

NP_214685.1

NP_215631.1

TWKK_H

NP_218011.1
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i TMP_3 ; Tape measure protein

Tape Measure Protein, gps7; phage tail,
tail tip, tape measure protein, VIRAL
PROTEIN; 3.7A {Staphylococcus virus
80alph

Mce family protein Mce2C
[Mycobacterium tuberculosis H37Rv]

Mce family protein Mce1C
[Mycobacterium tuberculosis H37Rv]

hypothetical protein Rv1115
[Mycobacterium tuberculosis H37Rv]

1L411 protein; nuclear pore complex,
inner ring, Nup205, Nupg3, Nup188,
Nup155, NDC1, Aladin, STRUCTURAL
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>KenuhsS_14, tape measure protein, 1211
Length = 1211

Score = 2374 bits (6153), Expect = 0.0
Identities = 1201/1211 (99%), Positives = 1206/1211 (99%), Gaps = 1/1211 (0%)

1 MPIVVNIISRLDERARAVAAKNIERENEAAGARGGSAAGRAIGENVTKEAAAAGRNAGEQ 60
MPIYV+TISRLDERARAVAAKNTEREN AAGARGGSAAGRAIGENVTKEAAAAGRNAGEQ
1 MPIVVDIISRLDERAAAVAAKNIEREMARAGARGGSAAGRAIGENVTKEAAAAGRNAGEQ 60

61 LSREVDRATKAAGSRIVDGFAANGVSAGRGFGSSFSSSLASSLPVAGRFSSALSGYEGAA 120
LSREVDRATKAAGSRIVDGF AANGVSAGRGFGSSF SSL SSLPVAGRFSSALSGYEGAA
61  LSREVDRATKAAGSRIVDGFAANGVSAGRGFGSSFGSSLVSSLPVAGRFSSALSGYEGAA 120

121 SKAGALAGRALGTAFTAAATGIIGAAGVALFKGFDRYKSLDATSHRLAAMGNSAEQUKTI 150
SKAGALAGRALGTAFTAAATGIIGAAGVAL FKGFDRYKSLDATSHRLAAMGNSAEQUKTI
: 121 SKAGALAGRALGTAFTAAATGIIGAAGVALFKGFDRYKSLDATSHRLAAMGNSAEQUKTI 150

: 181 MSDINEVVVGTPIALDEAAKAATQFLAGGVKQGRPLOAALTATADAAGASGQKFGDLAVI 240
HMSDINEVVVGTPIALDEAAKAATQF LAGGVKQGRPLQAAL TATADAAGASGQKFGDLAVI
181 MSDINEVWVGTPIALDEAAKAATQFLAGGVKQGRPLQAAL TATADAAGASGOKFGDLAVI 240

241 FNQUFNKGKLQAEEMLOLNERGINVQAALQKEF GLTSAEIQKNSQDGTISFGILVOATEG 300
FNQUFNKGKLQAEEHL QLNERGINVOAAL QKEFGL TSAEIQKHSQDGTISFGHLVQATEG
: 241 FNQUFNKGKLQAEEMLQLNERGINVQAALQKEF GLTSAE TOKHSQDGTISFGHLVQATEG 360

: 301 QFGGHSKKLADTVDGALSNHNAAVGRVGANFISALFGOPLDTTEGPGALAKS INNVTDKL 360
QFGGHSKKLADTVDGAL SNHNAAVGRVGANFISAL FGDPLDTTEGPGALAKSTNNVTDKL.
361 QFGGHSKKLADTVDGALSNHNAAVGRVGANFISALFGDPLOTTEGPGALAKSTNNVTDKL 360
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>Hantra_14,

‘tape measure protein, 1210

Length = 1210

Score = 2372 bits (5146), Expect

o

Identities = 1199/1210 (99%), Positives = 1203/1210 (99%)

: 121

D121

: 181

: 181

: 281

: 281

+ 301

: 301

: 361

361

MPIYVNIISRLDERARAVAAKNTEREEAAGARGGSAAGRATGENVTKEAAAAGRIAGEQ 60
MPIYV+TISRLDERARAVAAKNTEREN AAGARGGSAAGRAIGENVTKEAAAAGRNAGEQ
MPIYVDITSRLDERARAVAAKNTERENARAGARGGSAAGRATGENVTKEAAAAGRIAGEQ 60

LSREVDRATKAAGSRIVDGF ARNGYSAGRGFGSSFSSSLASSLPVAGRFSSALSGYEGAA 120
LSREVDRATKAAGSRIVDGF AANGYSAGRGFGSSFSSSL SSLPVAGRFSSALSGYEGAA
LSREVDRATKAAGSRIVDGF AANGYSAGRGFGSSF SSSLVSSLPVAGRFSSALSGYEGAA 120

SKAGALAGRALGTAFTAAATGIIGAAGVAL FKGFDRYKSLDATSHRLAAMGNSAEQUKTI 189
SKAGALAGRALGTAFTAAATGIIGAAGVAL FKGFDRYKSLDATSHRLAAMGNSAEQUKTI
SKAGALAGRALGTAFTAAATGITGAAGVAL FKGFDRYKSLDATSHRLAAMGNSAEQUKTI 189

HMSDINEVVVGTPIALDEAAKAATQFLAGGVKQGRPLOAAL TATADAAGASGOKFGDLAVI 240
HMSDINEVVVGTPIALDEAAKAATQF LAGGVKQGRPLQAAL TATADAAGASGQKFGDLAVI
MSDINEVVVGTPIALDEAAKAATQF LAGGVKQGRPLOAAL TATADAAGASGOKFGDLAVI 240

FNQUFNKGKLQAEEHLQLNERGINVQAALQKEF GLTSAE TQKHSQDGTISFGHLVQATEG 360
FNQUFNKGKLQAEEHL QLNERGINVOAAL QKEFGLTSAEIQKHS +DGTISFGHLVQATEG
FNQUFNKGKLQAEEMLQLNERGTNVQAAL QKEF GLTSAE TQKHSKDGTISFGHLVQATEG 360

QFGGHSKKLADTVDGALSNHNAAVGRVGANFISALFGDPLOTTEGPGALAKSTNNVTDKL 360
QFGGHSKKLADTVDGAL SNHNAAVGRVGANFISAL FGDPLDTTEGPGALAKSTNNVTDKL.
QFGGHSKKLADTVDGAL SNHNAAVGRVGANFISALFGDPLDTTEGPGALAKSTNNVTDKL 360

"NDLNANTVAHKDDIKRVFEDAVDTAQDLKNTIRKVVDVL SOMGLGVETVAAAF TANKSVG 420
NDLNANTVAHKDDIKRVFEDAVDTAQDLNTIRKVVDVL SDMGLGVE TVAAAF TAKSVG
"NDLNANTVAHKDDIKRVFEDAVDTAQDLKNTIRKVVDVL SDMGLGVE TVAAAF TANKSVG 420
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‘tape measure protein [Mycobacterium phage GigiOuiOuil
‘Sequence D: UXED2990.1 Length: 1210 Number of Matches: 1

Range 1: 10 1210 Gerpaps Grsonizs

o g T T o =
2378 bis(6163) 0.0 Compositonsl matrix adjuse. 1153/1210(59%) 120¢/1210(39%) 0/1210(0%)

QuEry 1 WPIVVNIISRLDERAAVAAKNIERENEAGARGGSARGRAIGENVTKEARAAGRNAGEQ 60
PIVV-11SRLDERAAAVANKNIERENEAMGAR GS+AGRAIGENY +EAMAAGRNAGEQ
Skt 1 NPIWDLISRLDCRAAAVAAKNIERENEAAGARAGSSAGRALGENVGREAMGRIAGEG 50

Y REVDRAT: AGSRIVDGF s GSAGRGHGSSF SSLASSLIVAGRY SoALSGYEGMA
Shict 61 LEREVDRATRGAGSRIVDGFSSHGVEAGRGHGSSFGoSLASSLAGRF SALSGYEGM 120

QUETY 121 SKAGALAGRALGTAFTAAATGLIGAAGYALFKGF ORVKS LOATSHRLAAMGISAEQUX
SXAGALAGRALGTAF T AATGLIGAAGVALFKGf ORVKSLOAT SHRLAMMGNSAEQUK
Skt 121 SKAGALAGRALGIAF TVAATGLIGAAGVAL FKGFORVKSLOATSHRLAMVGISAEQUKTL 180

ey 11 pomiene
Shict 161 NEDINEVWGTPALDEARKARTGF LAGGHKGGRP LORALTALADMAGASGORFGOLAVE 246

Query 241 FNOVFIGKLOAEEHLOLNERGINVGAALOKEFGLTSAELOUSQOGT 100
EAQVENGELOAEENL OLNERGINOAAL OCEF L TSAE
SEICt 241 FNQUAWGKLGAEEMLOLNERGIINQAALOKEFGLTSAEIQUISKDGTISF GILVGALEG 308

Query 361 QFGGHSKKLADTVDGALSIARVGRVGANF ISALFGDPLOTTEGPGALAKSIINTOKL 360
GFCGHSKKLADTVDGAL SNeNARVGRVGANF LSALFGDPLDT TEGPGALAKS TNTOKL.
Shict 301 QROGHSKKLADTVDOAL SNINARVGRVGANF EALFGOPLOTTEGPOALAKSTMVTOKL 360

Query 361 HOLIAMIVAHKOLKRVF EDAVDTAGDLUNTIRCWOVLSONGLGVE TVARAF IAWKSVG 420
NOLNANIVAKDOKRVFEDAVDTAQDLMNT LRKVWOVL SOHGIGVE TVAAAF LAMKSVS
Sbict 361 NOLNAMIVARKDOIKRVFEDAVDTAQDLINT IRKWWOVLSINGIGVETVAAAF LAMKSVG 420

QuEry 421 VLSTVGNLVISLAGANILKRHPGLAAGAGAILALVPVINQWIEALKDSRENOPYYSG 480
VLS VLT SLAGANIILXRMPGLAAGAAGAALVPY LNGUNEATKDSRFNDPYYSGS.
Shict 421 VLSTVONLVISLAGANNILARHPGLAAGAAGATLALVAV INUNEALXDSRFDPVYSGH 480

Query 451 GGQLTPAIERQAIONPEELRRROIALR TYLAPKLGPDE LLHLODPTAQRAGGFTA® 540
GOQL TPAGHERQIONPEELRRROANLRTYLAPKLGPDE LLHNLLODPTAORAGGF 132
ShICt 481 GOOLTPAGUERQMONPEELRRRQAMIRTVLAPKL GPDETLINLLODPTRUQRAGGFTAP 540

Query SI1 GUPGRPDIPDAOSTRVGGNGPHGRRPGAADAGOGPLIDL FPGAIGSADGSSSAPKL 600
VPGPS TR OGNGPHGRRPGAAADHGP OGP LADL FPOAIGSADGSSSAPKL.
SBICE 541 LUPGRPDTPONS TRIGUNGPHGRRPGAMDAGPOGPLADL FPMGSADGSSSAPKL 508

Query €81 POAPVLPVDTTLPPGIPGNPQDRAVFSAESS VLDARKLAEKRARMOLEQSTEATEEDS 660

SKICE 601 PORPYLAYDITLPPGIPCHPOOMVFSAESSYL DARIKLAEKRARAQL EGSTENTEEOR 560

Query 651 LKARNDULEAERDLOAEMRISDARANYEXL TKQTONIAKDLGQIGAOLDGOFGLSKGL 720
LARNDVLEAEROL AAEHRASDARANOYEKL TKQTOGHAKDL SOI AQLDQOFGLEKGL
Sbict 661  LKARIDVIEAEROLQAAEHRNSDARANGYEKL TKQTOGHAKDLGQIGAQLDQOFGISKGL 728
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tail length tape measure protein [Mycobacterium phage Kimberfium]
Sequence D:YP_ 0091981191 Length: 1161 Numberof Matches: 1
‘See 1 more iefs) v See al identical Proteins(|PG)

Range 1: 1o 1161 Gerpaps Grsonizs

£ Ergen T T o
2208 bis(5721) 015 Camposiional mas st 1104/2214033%) S138/52145%) 57/ i216(4%)

T v e v B
SbIct 1 MENOLLALDEAAMAAKNERENAAGARGCEMGRALGEYIKEAAAGRAGE]. 68

Qe S SRR GSSESSSLASSLIIGRE SISO O 120
Sbict 61 LEREVDRATKANGSR VDG ANNGVSAGRGFGSoFSoSLVASL WAGRFSSALSGVEGM 120

QuEry 121 SKAGALAGRALGTAFTAATGLIGANGYALFKGFORVKS LOATSHRLAMMGISAEQVKT 180
SXAGALAGRALGTAF AAATGLIGAAGVALKGf ORVKSLOAT SHRLAMMGISAE QUK
Skt 121 SKAGALAGRALGYAF TAAATCLIGAAGVAL FKGFORVKSLOAT SHRLAMMGHSAEQUK

Query 151 HSDINEVIVGIPIALDEARKANTOFLAGGKOGRPLOMLTATADMGASGORFGDLAVT 248
BSDINEVIVGTP 1AL DEARKAATQ AGGYK QGRPLOM L TALADMGAS QRFGDLAV
ShICt 181 MSDINEWNGTPLALOERAKAATQF LAGGVKQSAPLOIAL TALADMAGASGOAFDLAVL 200

Query 241 FNOVFIKGKLOAEEHLOLNERGINVGAALOKEFGLTSAE IQUISQOGTISFGHLUALEG 300
FNQVENKGKLGAEEMLOLNERGIANQAALOKEFGLTSAE IQUISGOGTLS GHLVGALEG
SEICt 241 FNQUAGKLGAEEMLOLNERGIINQAALOKEFGLTSAEIQISQOGTISF GILVGALEG 308

Query 361 QFGGHSKKLADTVDGALSIARVGRVGANF ISALFGDPLOTTEGPGALAKSIINTOKL 360
GFCGHSKKLADTVDGAL SNANARVGRVGAN LSALFGDPLDT TEGPGALAKS TNTOKL.
ShICt 301 QROGHSKKLADTVDGAL AMNARVGRVGANF SALFGOPLOTTEGPOALAKSIMVTOKL 360

Query 361 HOLIAMIVAHKCOLKRVF EDAVDTAGDLUNTRKWOVL SOMGLGVE TVARAF IAWKSVG 420
NOLIAMIVAHKDOIKRVFEDAVDTAQDLANT LRKVVOVL SHGIGVE TVAAAF LAKKSVS
Sbict 361 NOLNAMIVARKDOIKRVFEDAVDTAQDLINT IRKWWOVLSINGIGVETVAAAF LAMKSVG 420

Shict 421 VLSTVONLVISLAGANNILARHPGLAAGAAGATLALVAV INUNEALXDSRFDPVYSGH 480

Query 451 GGQLTPAIERQAIONPEELRRROINLR TYLAPKLGPDE LLHNLLODPTAQRAGGFTA® 540
QL TPAGUERQLAONPEELRRRQAWIR TYLAPKLGPDE TLHNLLODPTAMGRAGGF 136
ShICt 481 GOOLTPAGUERQMONPEELRRRQAMIRTVLAPKL GPDETLINLLODPTRUQRAGGFTAP 540

Query SI1 GUPGRPDIPDAOSTRVGGNGPHGRRPGAADAGOGPLIDL FPGAIGSADGSSSAPKL 600
VPGPS TR OGNGPHGRRPGAAADHGP OGP LADL FPOAIGSADGSSSAPKL.
SBICE 541 LUPGRPDTPONS TRIGUNGPHGRRPGAMDAGPOGPLADL FPMGSADGSSSAPKL 508

Query €81 POAPVLPVDTTLPPGIPGNPQDRAVFSAESS VLDARKLAEKRARMOLEQSTEATEEDS 660
POAPYLPYDTTLPPG PGHPOOAAVESA S5 VL DAL AEKRARAAQL EGSTEATEEOR
SKICE 601 PORPYLAYDITLPPGIPCHPOOMVFSAESSYL DARIKLAEKRARAQL EGSTENTEEOR 560

Query 651 LKARNDVIEAERDLOAENBISDARANOVEKL TKOTOQHAKDLGQIGAOLDQOFGISKSL 726
LARNDVLEAEROL AAEHRASDARANGYEKL TKQTOGHAKDL GOI CAQLDQOFGLEKGL
ShICt 661 LKARDVIEAERDLQUAEHRNSDARANGYEKL TKQTOQHAKDLGOIGAQLDOFGISKGL 726

Query 721 AGLAENITKFVANLAMPLLGOLORISAVIC TOGGHSLHGYLGAQSVFGPOYONIOYDRS. 750
ACTAENTTKFVANCAMAPLLGOL QAT SAVI T0GSHsLHGYL GAGGVF GPOYQWMVDRG.
Shict 721 AGTAENLTAFVANLAARPLLGQLGALSAYNGTQGGHOLMGYLGAGGVFGPOVQANGYORS 780

Query 761 SYQSAGATGUSHTPIGAYPGOMALLANVPAGRYSQTGIADL TKGIGDCSSAVEDLNILD 842
SYQSAGATOVSHTPTGAYPGDAALLANVPAGRYSQTGIADLTKGIGOCS SAVEDLVNILD
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Stats : 93 OFF Start : 9873 Cdn' Cdn2 Cdni3 Lengh oo ooy Kb
Selected: 1 ORFStop :13517 5End[588 412 412 51 o R
ORF Length: 3645  3'End 650 539 744 3582 Spacing Weight Matrix |Karlin Medium

StajRaw SD |Genomic |Spacer [Final |Sequence of the Region |start|start  |orF
$ z Value |Distance|Score |Upstream of the Start [Codon|Position |Length
1 2.264 10 -4.130 | ACGACGGTGACCGGGGAGCGTA |ATG |9885 3633
2 2.015 1€ -5.747 | TCTTGATGAGCGTGCTGCTGCG |GTG 9936 3582
3 1.457 10 -5.720 |GGCGAAGAACATTGAGCGTGAG |ATG |996€3 3555
4 2.138 |3 -4.471 | TGGGCGTAATGCTGGTGAGCAG |TTG | 100€S 3453
5 1.646 13 -5.7€3 | GAAGGCCGCGGGTTCTCGCATT |GTG 10113 3405
€ 1.343 10 -€.038  GGATGGGTTCGCGGCGAATGET |GIG 10137 3381
7 0.644 10 -7.485 | CAGTTCGTCTCTTGCGTCGTCG |TTG 10151 3327
8 0.417 11 -8.018 | GTCTCTTGCGTCGTCGTTGCCT |GTG 10187 3321
s 1.7s3 10 -5.150  TGCGGCGTCGAAGGCTGECGCE |TTG 10260 3258

1.0€5 E -€.€93 | TGGCGCGTTGGCTGGCCGCGCE |TTG 10275 3243
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TMHMM result
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Sequences producing significant alignments:

Rialto_Draft_17, function unknoun, 569
Ogopogo_18, minor tail protein, 569
Hantra_15, minor tail protein, 569
VRedHorse_15, minor tail protein, 569
Whouxphf_15, minor tail protein, 569
Estavel 15, minor tail protein, 569
Eish_15, minor tail protein, 569
Gigibuioui_15, minor tail protein, 569
Geralt_15, function unknown, 569
TootsizPop_16, minor tail protein, 569
Piper2020_16, minor tail protein, 569
Misha28_16, minor tail protein, 569
Datlorst_17, minor tail protein, 569
ChickenDinner_Draft_16, function unknoun, 569
Awesomesauce_16, minor tail protein, 569
Sassafras_1s, minor tail protein, 569
Redsird_15, function unknown, 569
Paccao_15, function unknown, 569
JoeyIr_15, minor tail protein, 569
Inventum_15, minor tail subunit, 569
Dorothy_15, minor tail protein, 569
DaddyRickover_Draft_15, function unknoun, 563
BodEinwohner17_15, minor tail protein, 569
BlueCrab_Draft_1s, function unknown, 569
Martik_Draft_16, function unknoun, 569
Ritag_15, minor tail protein, 569
Mahavrat_15, minor tail protein, 569
Alexphander_17, minor tail protein, 569
Kersh_15, minor tail protein, 569

Zerg_15, minor tail protein, 569
simranzl_16, minor tail protein, 569
Plumbus_16, minor tail protein, 569
Dante_15, minor tail protein, 569
Veteran_15, minor tail protein, 569
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>0gopogo_18, minor tail protein, 569

Score

1157 bits (3072), Expect

Length = 569

0.0

Identities = 566/569 (99%), Positives = 569/569 (100%)

Query:

Sbjct:

1

1

;61

61

: 121

D121

: 181

: 181

: 281

: 281

+ 301

01

: 361

: 361

: a21

1 a21

: as1

:as1

: sa1

: sa1

HAKKHYPATDVTPHGAYHLAKGEKPHIILDAYDKSTTFHIIGELAVPERVTAPEIVHLTS 60
HIAKKHYPATDVTPHGAYHLAKGEKPHIILDAYDKSTTFHIIGGLAVPERVTAPEIVHLTS.
AKKHYPATDVTPHGAYHLAKGEKPHIILDAYDKSTTFHIIGGLAVPERVTAPEIVHLTS 60

LKGLVPPWKHIDOKGAT EDG THIDAL YDPTEVEVGVECRGRSPKHTRRVYRDLIASTDA 126
LKGLVPPUKHIDOKGAT EDGI THIDAL YDPTEVEVGVECRGRSPKHTRRVYRDLIASTDA.
LKGLVPPUKHIDOKGAT EDGITHIDAL YDPTEVEVGVECRGRSPKHTRRVYRDLIASTDA 126

KQESTLNFLTHDIGHAWAPVRHF QGAPQAPL EIGKRORESLRLRADSGFWRTYDYTASFQ 150
KQESTLNFLTHDIGHAWAPVRHF QGAPQAPL ELGKRORESL RLRADSGFWRTYDYTASFQ
KQESTLNFLTHDIGHAWAPVRHFQGAPQAPL ETGKRORESL RLRADSGFWRTYDYTASFQ 180

FDYESHTDTFNYDTTSSQDLGADWPLYYEGDGGGYIYANGDQARNRDDPDDPLTTETREV 240
FDYESHTDTFNYDTTSSQDLGADWPLYYEGDGGGYIYANGDQARNRDDPDDPLTTETREV.
FDYESHTDTFNYDTTSSQDLGADWPLYYEGDGGGYIYANGDQARNRDDPDDPLTTETREY 240

'VCGPYKDFGTDTDNQUVSHVL GGF QEHSVPDSGANDLIARHGRDSNGDHDGNGVRIRVQG 300
'VCGPYKDFGTDTDNQUVSHVL GGF QEHSVPDSGANDLKARHGRDSNGDHDGNG+RHRVQG
'VCGPYKDFGTDTDNQUVSHVL GGF QEHSVPDSGANDLIARHGRDSNGDHDGNGIRMRVQG 300

NWIKUSRFNNFSQTVIFQRPLLVAPL IGEKF TLVAGYEGNPRIFKVLRNGLPTLSHKETG 360
NAIKUSRFNINF SQTVIFQRPLLVAPL IGEKF TLVAGYEGNPR+FKVLRIGLPTLSHKETG
NWIKUSRFNNF SQTVIFQRPLLVAPL IGEKF TLVAGYEGNPRIFKVLRIGLPTLSHKETG 360

TGSELGPDYRGIGF GHQAGGAL TTQATPAPVRKVSAGDNANVTQSGFVPHVNVGDQPHYL 420
TGSELGPDYRGIGF GHQAGGAL TTQATPAPVRK+SAGDNANVTQSGFVPHVNVGDQPHY
TGSELGPDYRGIGF GHQAGGAL TTQATPAPVRKTSAGDNANVTQSGFVPHVNVGDQPHYLY 420

DATLFGPGTFRLYDGPGSDEYVEFGPLLPNQIVFLRTDPRSQTTLVQDLTSVPPSPQELN 450
DATLFGPGTFRLYDGPGSDEYVEFGPLLPNQIVFLRTDPRSQTTLVGDLTSVPPSPQELN
DATLFGPGTFRLYDGPGSDEYVEFGPLLPNQIVFLRTDPRSQTTLVODLTSVPPSPQELN 450

IFQQAVKTLLTFFSERNAFTDQIGSHFGIVPPOGNFYKYLSGRFSENAAIPAKSPGEPAQ 540
IFQQAVKTLLTFFSERNAF TDQIGSHFGIVPPOGNFYKYL SGRFSENAATPAKSPGEPAQ
IFQQAVKTLLTFFSERNAFTDQIGSHFGIVPPOGNFYKYLSGRFSENAATPAKSPGEPAQ 540

QFFVKTETVGGNADSKVILSGTPLRRYPI 569
QFFVKTETVGGNADSKVILSGTPLRRYPI!
QFFVKTETVGGNADSKVILSGTPLRRYPI 569
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>Mantra_15, minor tail protein, 569

Length = 569

Score = 1187 bits (3072), Expect = 0.0
Identities = 568/569 (99%), Positives = 568/569 (95%)
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HAKKHYPATDVTPHGAYHLAKGEKPHIILDAYDKSTTFHIIGELAVPERVTAPEIVHLTS 60
HIAKKHYPATDVTPHGAYHLAKGEKPHIILDAYDKSTTFHIIGGLAVPERVTAPEIVHLTS.
AKKHYPATDVTPHGAYHLAKGEKPHIILDAYDKSTTFHIIGGLAVPERVTAPEIVHLTS 60

LKGLVPPWKHIDOKGAT EDG THIDAL YDPTEVEVGVECRGRSPKHTRRVYRDLIASTDA 126
LKGLVPPUKHIDOKGAT EDGI THIDAL YDPTEVEVGVECRGRSPKHTRRVYRDLIASTDA.
LKGLVPPUKHIDOKGAT EDGITHIDAL YDPTEVEVGVECRGRSPKHTRRVYRDLIASTDA 126

KQESTLNFLTHDIGHAWAPVRHF QGAPQAPL EIGKRORESLRLRADSGFWRTYDYTASFQ 150
KQESTLNFLTHDIGHAWAPVRHF QGAPQAPL ELGKRORESL RLRADSGFWRTYDYTASFQ
KQESTLNFLTHDIGHAWAPVRHFQGAPQAPL ETGKRORESL RLRADSGFWRTYDYTASFQ 180

FDYESHTDTFNYDTTSSQDLGADWPLYYEGDGGGYIYANGDQARNRDDPDDPLTTETREV 240
FDYESHTDTFNYDTTSSQDLGADWPLYYEGDGGGYIYANGDQARNRDDPDDPLTTETREV.
FDYESHTDTFNYDTTSSQDLGADWPLYYEGDGGGYIYANGDQARNRDDPDDPLTTETREY 240

'VCGPYKDFGTDTDNQUVSHVL GGF QEHSVPDSGANDLIARHGRDSNGDHDGNGVRIRVQG 300
'VCGPYKDFGTDTDNQUVSHVL GGF QEHSVPDSGANDLKARHGRDSNGDHOGNGVRIRVQG
'VCGPYKDFGTDTDNQVVSHVL GGF QEHSVPDSGANDLIARHGRDSNGDHDGNGVRIRVQG 300

NWIKUSRFNNFSQTVIFQRPLLVAPL IGEKF TLVAGYEGNPRIFKVLRIGLPTLSHKETG 360
NWIKUSRFNINF SQTVIFQRPLLVAPL IGEKF TLVAGYEGNPRIFKVLRNGLPTLSHKETG
NWIKUSRFNNF SQTVIFQRPLLVAPL IGEKF TLVAGYEGNPRIFKVLRIGLPTLSHKETG 360

TGSELGPDYRGIGF GHQAGGAL TTQATPAPVRKVSAGDNANVTQSGFVPHVNVGDQPHYL 420
TGSELGPDYRGIGF GHQAGGAL TTQATPAPVRKVSAGDNANVTQSGFVPHVNVGDQPHY
TGSELGPDYRGIGF GHOAGGAL TTQATPAPVRKVSAGDNANVTQSGFVPHVNVGDQPIYLY 420

DATLFGPGTFRLYDGPGSDEYVEFGPLLPNQIVFLRTDPRSQTTLVQDLTSVPPSPQELN 450
DATLFGPGTFRLYDGPGSDEYVEFGPLLPNQIVFLRTDPRSQTTLY DLTSVPPSPQELN
DATLFGPGTFRLYDGPGSDEYVEFGPLLPNQIVFLRTDPRSQTTLVHDLTSVPPSPQELN 450

IFQQAVKTLLTFFSERNAFTDQIGSHFGIVPPOGNFYKYLSGRFSENAAIPAKSPGEPAQ 540
IFQQAVKTLLTFFSERNAF TDQIGSHFGIVPPOGNFYKYL SGRFSENAATPAKSPGEPAQ
IFQQAVKTLLTFFSERNAFTDQIGSHFGIVPPOGNFYKYLSGRFSENAATPAKSPGEPAQ 540

QFFVKTETVGGNADSKVILSGTPLRRYPI 569
QFFVKTETVGGNADSKVILSGTPLRRYPI!
QFFVKTETVGGNADSKVILSGTPLRRYPI 569
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Starts : 44 ORF Start : 13518 Cdn1 Cdn2 Cdn3  Length
Selected: 1 ORFStop :15227 5End[600 440 680 75 o B
ORF Length: 1710  3'End 589 446 782 1635 Spacing Weight Matrix |Karlin Medium

5D Scoring Matrix Kiblers

StajRaw SD |Genomic |Spacer [Final |Sequence of the Region |start|start  |orF
$ |score |z value |Distance|Score [Upstream of the start |codon[position [Length
1 j-4.047 |1.365 |3 -4.821 |GTACGTCATGCCGGGAGGGTAA |[ATG |13518 1710
2 -3.240 2.35% 13 -4.286 | CCTTGCCAAGGGTGAGAAACCC |ATG 13553 1€35
3 -4.154 (1.517 10 -4.845 | TGCCAAGGGTGAGARACCCATG |ATG |13596 1e32
4 -5.487 (1.274 14 -€.834 | CGACAAGTCGATCACTTICCAC |ATG 13635 1533
s -5.487 |1.274 17 -7.487  CAAGTCGATCACTTTCCACATG ATG 13638 1550
€ -4.815 |1.5%¢ |3 -5.554  CGAGCGGGTCACAGCACCCGAG |ATG 13680 1548
7 -4.815 |1.5%¢ 12 -5.€55  GCGGGTCACAGCACCCGAGATG |GTG 13683 1545
8 |-3.4%¢ [2.235 13 -4.541 | CCCGATAGAGGTCGAGGTCGGG GTG 13806 1422
s -8.343 |-0.105 |11 -5.100  CCTGAACTTCCTCACCCACGAC ATG 13514 1314

10 |-1.748 [3.07% 18

043 CCARGGAGCGCCGCARGCACCG TIG 13368 1260
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TMHMM result
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# WEBSEQUENCE Number of predicted TiHs: ©

# WEBSEQUENCE Exp number of Ads in ThHs: 0.62807

# WEBSEQUENCE Exp number, first 60 AAs: 0.61126
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>Starcevich_raTt_1, Tunction unknown, 116
Length = 110

Score = 228 bits (581), Expect = 4e-60
Tdentities = 109/116 (99%), Positives = 109/110 (99%)

Query: 1  MPFANTTVRNRRRAQVRQRDGDAPCALRITADCQALGGVIDYDARPPHPRSFEVDHIVSS 60
MPFANTTVRNRRRAQVRQRDGDAPCALRITADCQALGGVIDYDARPPHPRSFEVDHIVSS.
Sbjct: 1 MPFANTTVRNRRRAQVRQRDGDAPCALRITADCQALGGVIDYDARPPHPRSFEVDHIVSS 60

Query: 61 VEAARLGWSQEDADGLDNCQAVCRQCNRAKSSGDRVVPAVRETYVNPRFA 110
VEAARLGWSQEDADGLDNCQAVCRQCNRAKSSGDRVVP VRETYVNPRFA
Sbjct: 61 VEAARLGWSQEDADGLDNCQAVCRQCNRAKSSGDRVVPEVRETYVNPRFA 110

>TootsiePop_1, HNH endonuclease, 110
Length = 110

Score = 227 bits (578), Expect = 8e-60
Tdentities = 108/110 (98%), Positives

109/110 (99%)

Query: 1  MPFANTTVRNRRRAQVRQRDGDAPCALRITADCQALGGVIDYDARPPHPRSFEVDHIVSS 60
MPFANTTVRNRRRAQVRQRDGDAPCALRITADCQALGGVIDYDARPPHPRSFEVDHIVSS.
Sbjct: 1 MPFANTTVRNRRRAQVRQRDGDAPCALRITADCQALGGVIDYDARPPHPRSFEVDHIVSS 60

Query: 61 VEAARLGWSQEDADGLDNCQAVCRQCNRAKSSGDRVVPAVRETYVNPRFA 110
VEAARLGWSQEDADGLDNCQAVCRQCNRAKSSGDR VPAVRE+YVNPRFA
Sbjct: 61 VEAARLGWSQEDADGLDNCQAVCRQCNRAKSSGDRAVPAVRESYVNPRFA 110

>Piper2020_1, HNH endonuclease, 110
Length = 110

Score = 227 bits (578), Expect = 8e-60
Tdentities = 108/110 (98%), Positives = 109/110 (99%)

Query: 1  MPFANTTVRNRRRAQVRQRDGDAPCALRITADCQALGGVIDYDARPPHPRSFEVDHIVSS 60
MPFANTTVRNRRRAQVRQRDGDAPCALRITADCQALGGVIDYDARPPHPRSFEVDHIVSS.
Sbjct: 1 MPFANTTVRNRRRAQVRQRDGDAPCALRITADCQALGGVIDYDARPPHPRSFEVDHIVSS 60

Query: 61 VEAARLGWSQEDADGLDNCQAVCRQCNRAKSSGDRVVPAVRETYVNPRFA 110
VEAARLGWSQEDADGLDNCQAVCRQCNRAKSSGDR VPAVRE+YVNPRFA
Chirt. F1  VEAAR! CWCOENARCT PNCOAVAROCNR AK S SENRAVPAVRECYUNPREA 110
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Distribution of the top 100 Blast Hits on 100 subject sequences
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Query 1 MSKFERETAAMQSALQSGDPNRIARTARALTERKSKVDTSFRETVCDKFWQPHGAVGGDL 60
MSKFERETARUQSALQSGDPIRIARTARAL TERKSKVDTSFRFTVCDKFQPHGAVGEDL
Sbjct 1 MSKFERETAANQSALQSGDPHRIARTARALTERKSKVDTSFRFTVCDKFQPHGAVGGDL 68
Query 61  TEASGADPRNDVETGRIVLKGNSPLIPLFMDCKKTHVGVIVETAGLRYAFYTKIKTYEVR 120
TEASGADPRIDVETGRIVLKGIISPLIPLFHDCKKTHVGVIVETAGLRYAFYTKITYEYR
Sbjct 61  IEASGADPRNDVETGRIVLKGNSPLIPLFMOCKKTHVGVIVETAGLRYAFVTKIKTYEVR 120
Query 121 DSAWTGTAELRGIRDILNYYVIHPSHMLPTQAQPFSHAIFVHALQTWENMVAECALRLY 180
DSANTGTAELRGIRDILIYYVINPSHLPIOAQPF SHAIFVHALQTWENMVAECALRLQ
Sbjct 121 DSANTGTAELRGIRDLLNYYVIMPSUWLPTQAQPFSHATFVMALQTVVENMVAECALRLO 180
Query 181 SGHLEFINNGLSLNPDIRAFGTVLOALSRDGLSVOAFTRULRTPVYVSRTNPLLDTSPH 240
SGULEF THNGLS LNPDIRAWFGTVL QAL SRDGLSVQAFTRHL RTPVYVSRTHPLLDTSPH
Sbjct 181 SGULEFTNNGLSLNPDIRAWFGTVLOALSRDGLSVQAFTRALRTPVYVSRTNPLLDTSPH 240
Query 241 VARTVRMETVQAVIKDVIQSYGVDTRHDLILPGDPOPDRUANLDQPTYVESTVRSQITG 300
'VARTVRIETVQAVIKDVTQSYGVDTRIDLKLPGDPQPDRHANILDQPTYVF STVDRSQITG
Sbjct 241 VARTVRMETVQAVIKDVTQSYGVDTRWDLWLPGOPQPDRANLDQPTYVESTVDRSQITG 360
Query 301 PTKTVLDSVLRTTIDLGGSLGDIFKPVIKQVPGHDGVFYAPALGVDFEQPYAYFVAPERG 360
PTKTVLDSVLRTTIDL GGSLGDIFKPVIKQUPGHDGVFYAPAL GVDFEQPYAYFVAPEPG
Sbjct 381 PTKTVLDSVLRTTIDLGGSLGDIFKPVIKQVPGHDGVFYAPALGVDFEQPYAYFUAPERG 360
Query 361 EDTGIDACTITDHTPEGWQHTIGGRSPKHLIDLMNATFAWLIDSLMIVVGETGIPSDLLS 420
EDTGIDACTITOHTPEGHOHT TGGRSPKNLNDLMNATFAWL TDSLMIVVGFTGIPSDLLS
Sbjct 361 EDTGIDACTITDHTPEGHQATIGERSPKHLNDLHNATFAHLIDSLHIVVGFTGIPSDLLS 420
Query 421 GFLANSFLAFQLIQHYDRRDEVGPYHPATERF YPTASAPYNIETVFAFINALFDSQGKTT 450
G LIISFLAFQL IQHYDRRDEVGPYHPATERF YPTASAPYNIETVFAF INALFDSOGKTT
Sbict 421 GFLNSFLAFQLIQHYDRRDEVGPYHPAIERFYPTASAPYNIETVFAFINALFDSQSKTT 450
Query 481 ATVOFRNGAQYALGRDVFRGGLHSLVFNSRTRMVTDYIENVMHRVIQDERKVLLOUGDGR 540
ATVQFRIIGAQYALGRDVFRGGLISLVEMSRTRIVTDY IENVHIIRVTQDERKVLLOMGDGR
Sbict 451 ATVQFANNGAQYALGRDVFRGGLUSLVFSRTRINTDYIENVMURVTQDERKVLLQVGDGR 540
Query 541 KSEAPLAKMORFITGIFETLSVLTLSPOG 569
KSEAPLAKHORFITGTFETLSVLTLSPQG
Sbjct 541 KSEAPLAKHQRFITGIFETLSVLTLSPOS 569
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Query 61  TEASGADPRNDVETGRIVLKGNSPLIPLFMDCKKTHVGVIVETAGLRYAFYTKIKTYEVR 120
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Sbjct 121 DSANTGTAELRGIRDLLNYYVIMPSUNLPTQAQPFSHAVFVUALQTVVENMVAECALRLO 180

Query 181 SGHLEFINNGLSLNPDIRAFGTVLOALSRDGLSVOAFTRULRTPVYVSRTNPLLDTSPH 240
SGULEF THNGLS LNPDIRAWFGTVL QAL SRDGLSVQAFTRHL RTPVYVSRTHPLLDTSPH
Sbjct 181 SGULEFTNNGLSLNPDIRAWFGTVLOALSRDGLSVQAFTRALRTPVYVSRTNPLLDTSPH 240

Query 241 VARTVRMETVQAVIKDVIQSYGVDTRHDLILPGDPOPDRUANLDQPTYVESTVRSQITG 300
'VARTVRIUETVQAVIKDVTQSYGVDTRIDLKLPGDPQPDRHANLDQPTYVF STVDRSQITG
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Query 421 GFLINISFLAFQLIOHYDRRDEVGRYHPATERF YPTASAPYNIETVFAF TNALFDSOGKTT
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Sbict 421 GFLNNSFLAFQLIQHYDRRDEVGPYHPALERFYPTASAPYNIETVFAF INALFDSOGKTT

Query 481 ATVOFRNGAQYALGRDVFRGGLHSLVFNSRTRMVTDYIENVHHRVIQDERKVLLOUGDGR
ATVQFRIIGAQYALGRDVFRGGLISLVEMSRTRIVTDY IENVHIIRVTQDERKVLLOMGDGR
Sbict 451 ATVQFANNGAQYALGRDVFRGGLHSLVFMSRTRINTDYIENVHRVTQDERKVLLOMGDGR
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Sequences producing significant alignments:
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Query 1 MERALHSHPLNPAGTHYLFEGIVEIPVDPTAGAATLOLRPOGGIGVGVPAIEKGEPGYPA 60
MERALIISIPLNPAGTHYLFEGIVETPVDPTAGAATLQLRPOGGLGVGVPATEKGEPGVPA
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Sbjct 121 VDPSPUAGQVPVVNSTADGFVLAAQRVGDRYVPASISNTASGANSTLAQUSTPAGPFDI 180
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hypothetical protein SEA_VREDHORSE_17 [Mycobacterium phage VRedHorse]
Sequence ID: WAA20320.1 Lengih: 281 Number of Matches: 1

Range 1: 1 to 281 GenPey

S Expect Method Tdentides Boitves Gaps
554 bits(1426) 0.0 Compositional matrix adjust. 278/281(99%) 280/281(99%) 0/281(0%)

Query 1 MERALHSHPLNPAGTHYLFEGIVEIPVDPTAGAATLOLRPOGGIGVGVPAIEKGEPGYPA 60
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Sbict 1 MERALUSWPLNPAGTHYLFEGIVEIPVDPTAGAAILQLRPQGGIGVGVPAIEKGDPGVPA 62

Query 61  TEDTTVNLTELDPDDPTPAEASFTEITPPSTSTPGUYRLNLALHAGAKGADGEAVIDPTD 120
TEDTTVNLTELDP+DPTPAEASFTELTPPSTSTPGYYRLNLALHAGAKGADGEAVIDPTD
Sbjct 61  TRDTTVNLTELDPNDPTPAEASFTEITPPSTSTPGVYRLNLALHAGAKGADGEAVIOPTD 120

Query 121 VDPSPVAGQUPVVNSTADGFVLAAQRVGDRYVPASTSHTASGNANSTLAQUSIPAQPFDH 180
VDPSPVAGQVPVVNSTADGFVL AAQRVGDRYVPAS TSNTASGANSTL AQVSTPAGPFDH.
Sbjct 121 VDPSPUAGQVPVVNSTADGFVLAAQRVGDRYVPASISNTASGANSTLAQUSTPAGPFDI 180

Query 181 RPRVOGYTVVTGEGADVRVDLVARLNGETGGNVIGRCPGVAQSERLILVAGPRAGSSDGF 240
RPRVQGYTVVTGEGADVRVDLVARLNGETGGNVIGRCPGVAQSERLTLVAGPAAGSSDGF
Sbict 151 RPRVQGYTVVTGEGADVRVDLVARLNGETGGNVIGRCPGVAQSERLILVAGPAAGSSDGF 240

Query 241 DRVTAGTPATIVFRCERQAGSVIVITSASTSHESVEVLPLS 251
DRVTAGTPATIVFRCERQAGSVTVTTSASTSHESVEV PLS
Sbjct 241 DRVTAGTPATIYFRCERQAGSVTYTTSASTSMFSVEVWPLS 281
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Sequences producing significant alignments:

Rialto_Draft_20, function unknown, 845
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GVVSHIGYGLSGITEFYVNIHKVDLTSGDT LVHHSPNIVGLLGSTAAPGEF ISYELDDP.

VPVVASEAYAYELVPVGGTHYVRGRVADL PNHPTSQIVSLAATRNNTSPDSPPSSTVKAS
VPVVASEAYAYELVPVGGTHYVRGRVADL PNHPTSQLVSLAATRNNTSPDSPPSSIVKAS
VPVVASEAYAYELVPVGGTHYVRGRVADL PNHPTSQIVSLAATRINTSPDSPPSS TVKAS

VTRSGDVPWVS TAVDTGSGGDHHDPHIKIYLGTAATVFPVENAVIY IDPVAVGGGGGGAQG
VTRSGDVPWVSTAVDTGSGGDHHDPHIKTYLGTAATVFPVPNAVNYIDPVAVGGGGGGAQG
VTRSGDVPWVSTAVDTGSGGDHHDPHKIYL GTAATVFPVPNWVNY IDPVAVGGGGGGAQG
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i_18, minor tail protein, 845
Length = 845

714 bits (4438), Expect = 0.0
s = 545/845 (100%), Positives = 845/345 (100%)

HTSSFDPLPENAHAVPSEPGIHPEQSALQWORPF TVOQLLETGEQF IEQFLANVVRAVAG
HTSSFOPLPENAHAVPSEPGIHPEQSALQWORPF TVOQLLETGEQF IEQFLANVVRAVAG
HTSSFOPLPENAHAVPSEPGIHPEQSALOWORPF TVQQLLETGEQF TEQFLANVVRAVAG

VFIPGEASFDQLRDHALNIPILGDIIEATTGLVGGSIEEL TQFFTNIRNFFQSINFNDPS
VFIPGEASFDQLADHALNIPILGDIIEATTGLVGGGIEEL TQFFTNIRNFFQSINFNDPS
VFIPGEASFDQLADHALNIPILGDIIEATTGLVGGSIEEL TQFFTNIRNFFQSINFNDPS

FNPIQRAVQLVNIIIAPLRNLLPSLLTILPIGGISNQTPNILPAPKFPEGSVGSNADNVY.
FNPIQAAVQLVNIITAPLRNLLPSLLTILPIGGISNQTPNILPAPKFPEGSVGSNADNVY.
FNPIQAAVQLVNIITAPLRNLLPSLLTILPIGGISNQTPNILPAPKFPEGSVGSNADNVY

DPSHSRSGDGTGAGKVIADGTLKALRSGONAGDF FAVSEGQTITARVFVSHEGYVGTGAP.
DPSHSRSGDGTGAGKVIADGTLKALRSGONAGDF FAVSEGQTITARVFVSHEGYVGTGAP.
DPSHSRSGDGTGAGKVIADGTLKALRSGONAGDF FAVSEGQTITARVFVSHEGYVGTGAP.

TRLQUVPYIDGVAQAPVDLNAYAPQDQDLAKPGKEL SGEVRVPAGVTGVQTRFVWTEDAT
IRLQUVPYIDGVAQAPVDLNAYAPQDQDLAKPGKEL SGEVRVPAGVTGVQTRFVVTEDAT
TRLQUVPYIDGVAQAPVDLNAYAPQDQDLAKPGKEL SGEYRVPAGVTGVQTRFVVTEDAT

AGTFULDDAEVKQTGVIQQSHVEGLPEILOTLLARVQLTIDTVVSAIRGGVQTVENTLED
AGTFULDDAEVKQTGVIQQSHVEGLPEILOTLLARVQLTIDTVVSAIRGGVQTVENTLED
AGTFULDDAEVKQTGVIQQSHVEGLPEILOTLLARVQLTIDTVVSATRGGVQTVENTLED

LFDALRNISPESTAGHLGPENLRETIENTVNSIVGGLVGLPGIGAGIADLFVLQETASR
LFDALRNISPESTAGHLGPENLRETIENTVNSIVGGLVGLPGIGAGIADL FNVLQEIASR
LFDALRNISPESTAGHLGPENLRETIENTVNSIVGGLVGLPGIGAGTADL FIVLQEIASR

ASLGLFSWDILGIRTNKPVDSGLLPSERSNFPLSNVTTHLEATQGNSLIGVDLIEESHPL
ASLGLFSWDILGIRTNKPVDSGLLPSERSNFPLSNVTTHLEATQGNSL GVDLIEESHPL
ASLGLFSWDILGIRTNKPVDSGLLPSERSNFPLSNVTTHLEATQGNSL IGVDLIEESHPL

GVVSHIGYGLSGITEFYVNIHKVDLTSGDWT LVHHSPNIVGLLGGTAAPGEF ISYELDDP.
GVVSHIGYGLSGITEFYVNIHKVDLTSGDWT LVHHSPNIVGLLGSTAAPGEF ISYELDDP.
GVVSHIGYGLSGITEFYVNIHKVDLTSGDT LVHHSPNIVGLLGSTAAPGEF ISYELDDP.

VPVVASEAYAYELVPVGGTHYVRGRVADL PNHPTSQIVSLAATRNNTSPDSPPSSTVKAS
VPVVASEAYAYELVPVGGTHYVRGRVADL PNHPTSQLVSLAATRNNTSPDSPPSSIVKAS
VPVVASEAYAYELVPVGGTHYVRGRVADL PNHPTSQIVSLAATRINTSPDSPPSS TVKAS
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‘minor tail protein [Mycobacterium phage Buzzlyseyear]
Sequence ID: YP_009125013.1 Length: 845 Number of Matches: 1
See 8 moretitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 845 GenPept Graphics

S Expect Wethod Tdenciies Paitves Gaps
1667 bits(4318) 0.0 Compositional matrix adjust. 844/845(99%) 845/845(100%) 0/845(

Query 1 MISSFDPLPENAHAVPSEPGIHPEQSALQHORPFTVOQLLEIGEQFTEQFLAMRAVAG 60
MTSSFDPLPENAHAVPSEPGIHPEQSALOHORPFTVOQL LEIGEQF IEQFLAMWRAVAG
Sbjct 1 MISSFDPLPEWAHAVPSEPGIHPEQSALQMQRPFTVOQLLEIGEQFTEQFLAMVRAVAG 68

Query 61  VFIPGEASFDQLADWALNIPILGDITZAITGLVGGGIEELTQFFTNIRNFFOSINFIDPS 120
VFIPGEASFDQLRDUALNIPILGDI TEATTGLVGGGIEEL TOFFTNIRNFFOSINFIDPS
Sbict 61 VFIPGEASFDOQLADWALNIPILGDIIZAITGLVGGGIEELTQFFTNIRNFFOSINFIDPS 120

Query 121 FIPIQAAVQLVNIIIAPLRILLPSLLTILPIGGISHQTPNILPAPKFPEGSVGSNADVY 150
FNPTQAAVQLVNITTAPLRNLLPSL LTTLPTGGISNQTPNIL PAPKFPEGSVGSNADIY
Sbict 121 FNPIQAAVQLVNITIAPLRLLPSLLTILPIGGISHQTPNILPAPKFPEGSVGSHADVY 150

Query 181 DPSHSRSGDGTGAGKVIADGTLKALRSGQNAGDFFAVSEGQTITARVEVSHEGYVGTGAP 240
DPSHSRSGDGTGAGKVIADGTL KALRSGQNAGDF FAVSEGQT ITARVFVSHEGYVGTGAP
Sbjct 181 DPSHSRSGDGTGAGKVIADGTLKALRSGUNAGDFFAVSEGQTITARVFVSHEGYVGTGAP 240

Query 241 IRLOVVPYIDGUAQAPVDLIAYAPQDODLAHPGKELSGEYRVPAGVTGVTRFVVTEDAT ~ 300
TRLOWPYIDGVAQAPVDLNAYAPQDODL AHPGKEL SGEYRVPAGVTGVQTREWTEDAT
Sbjct 241 IRLQWPYIDGUAQAPVDLIAYAPQDQDLANPGKELSGEYRVPAGVTGVQTRFWTEDAT 300

Query 361 AGTFHHDDAEVKQTGVIQQSKVEGLPEILQTLLARVOLTIDTWSAIRGGVOTVENTLED 360
AGTFIDDAEVKOTGVIQQSWVEGLPEILOTL LARVOLTIDTVVSATRGGVOTVENTLED
Sbict 301 AGTFHNDDAEVKQTGVIQQSWVEGLPEILQTLLARVQLTIDTWSAIRGGVQTVENTLED 360

Query 361 LFDALANISPESIAGHLGPENLRETIENIVNSIVGGLVGLPGIGAGIADLFNVLOEIASR 420
LFDALRNISPESIAGHLGPENL RETIENTVIIS IVGGLVGLPGIGAGIADL FRVLQETASR
Sbjct 361 LFDALANISPESIAGMLGPENLRETIENIVNSIVGGLVGLPGIGAGIADLFNVLQEIASR 420

Query 421 ASLGLFSDILGIRTNKPVDSGLLPSERSNFPLSNVTTHLEATOGNSLIGUDLIEESIPL 450
ASLGLFSHDILGIRTIKPVDSGLLPSERSHFPLSIVTTHLEATOGNSLIGVDL IEESHPL
Sbict 421 ASLGLFSWDILGIRTNKPVDSGLLPSERSNFPLSKVTTHLEATQRNSLIGUDLIEESIPL 450

Query 481 GWSHIGYGLSGITEFYVNIWKVDLTSGDNTLVHHSPNIVGLLGGTAAPGEFISYELDDP 540
GVVSHIGYGLSGITEF YVIIWKVDL TSGOKTLVHHSPNIVGLLGGTAAPGEF ISYELDDP
Sbjct 481 GWSHIGYGLSGITEFYVNINKVDLTSGDTLVHHSPNIVGLLGGTAAPGEFTSYELDDP 520

Query 541 VPVVASEAYAYELVPVGGTHYVRGRVADLPIHPTSQIVSLAATRINTSPDSPPSSIVKAS 600
VPVVASEAYAYELVPVGGTHYVRGRVADL PIHPTSQIVSLARTRINTSPDSPPSSIVKAS
Sbict 541 VPVVASEAYAYELVPVGGTHYVRGRVADLPIHPTSQIVSLAATRUNTSPDSPPSSIVKAS 600

Query 601 VTRSGDVPLVSIAVDTGSGGDHHDPHKIYLGTAATVEPVPIAIVIYIDPVAVGGGGGGAQS 660
VTRSGDVPWVSTAVDTGSGADHHDPIKIYLGTAATVFPYPIIVIY IDPVAVGGGGGGAQS
Sbict 661 VIRSGDVPWVSIAVDTGSGGDHHDPHKIYLGTAATVFPVPNVNY IDPVAVGGGGGGAQS 660
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‘minor tail protein [Mycobacterium phage Zerg]
Sequence ID: YP_009963515.1 Length 845 Number of Matches: 1
See 1 moretitle(s) v See allIdentical Proteins(IPG)

Range 1: 1 to 845 GenPept Graphics

S Expect Wethod Tdenciies Faitves Gaps
1660 bits(4298) 0.0 Compositional matrix adjust. 840/845(99%) 842/845(39%) 0/845(0%)

Query 1 HTSSFDPLPEWAHAVPSEPGIHPEQSALQUORPFTVOOL LETGEQFIEQFLAKWRAVAG 60
T SFDPLP+IAHAVPSEPGIHPEQSA Qi RPFTVOQLLEIGEQFIEQFLAMWRAVAG
Sbjct 1 MIDSFDPLPKNAHAVPSEPGIHPEQSAQQHLRPFTVOQLLEIGEQFTEQFLAMVRAVAG 68

Query 61  VFIPGEASFDQLRDNALNIPILGDITEATTGLVGGGIEELTOFFTNIRNEFQSINIDPS 120
VFIPGEASFDQLRDUALNIPILGDI TEATTGLVGGGIEEL TOFFTNIRNFFOSINFIDPS
Sbict 61 VFIPGEASFDOQLADWALNIPILGDIIZAITGLVGGGIEELTQFFTNIRNFFOSINFIDPS 120

Query 121 FUPIQAAVOLVNIIIAPLRNLLPSLLTILPIGGISNQTPNILPAPKFPEGSVGSNADIVY 180
FNPTQAAVQLVNITTAPLRNLLPSL LTTLPTGGISNQTPNIL PAPKFPEGSVGSNADIY
Sbict 121 FNPIQAAVQLVNITIAPLRLLPSLLTILPIGGISHQTPNILPAPKFPEGSVGSHADVY 150

Query 181 DPSHSRSGDGTGAGKVIADGTLKALRSGONAGDFFAVSEGQTITARVEVSHEGYVGTGAP 240
DPSHSRSGDGTGAGKVIADGTL KALRSGQNAGDF FAVSEGQT ITARVFVSHEGYVGTGAP
Sbjct 181 DPSHSRSGDGTGAGKVIADGTLKALRSGUNAGDFFAVSEGQTITARVFVSHEGYVGTGAP 240

Query 241  IRLOVVPYIDGVAQAPVDLNAYAPQDODLAPGKELSGEYRVPAGVTGVOTREWTEDAT ~ 300
TRLOWPYIDGVAQAPVDLNAYAPQDODL AHPGKEL SGEYRVPAGVTGVQTREWTEDAT
Sbjct 241 IRLQWPYIDGUAQAPVDLIAYAPQDQDLANPGKELSGEYRVPAGVTGVQTRFWTEDAT 300

Query 301 AGTFHMDDAEVKQTGVIQQSWVEGLPEILOTLLARVOLTIDTVVSATRGGVQTVENTLED 360
AGTFHHDDAEVKOTGVIQOSWVEGLPEILOTL LARVOLTIDTVVSATRGGVOTVENTLED
Sbict 301 AGTFHNDDAEVKQTGVIQQSWVEGLPEILQTLLARVQLTIDTWSAIRGGVQTVENTLED 360

Query 361 LFDALRNISPESIAGULGPENLRETIENIVISIVGGLVGLPGIGAGIADLFNVLQEIASR 420
LFDALRNISPESIAGHLGPENL RETIENTVIS IVGGLVGLPGIGAGIADL FVLOETASR
Sbjct 361 LFDALANISPESIAGMLGPENLRETIENIVNSIVGGLVGLPGIGAGIADLFNVLQEIASR 420

Query 421 ASLGLFSHDILGIRTIKPVDSGLLPSERSNFPLSNVTTULEATOGNSLIGVDLIEESHPL 430
ASLGLFSHDILGIRTIKPVDSGLLPSERSHFPLSIVTTHLEATOGNSLIGVDL IEESHPL
Sbict 421 ASLGLFSWDILGIRTNKPVDSGLLPSERSNFPLSIVTTHLEATQGNSLIGVDLIEESHPL

Query 481 GUVSHIGYGLSGITEFYVNINKVDLTSGDWTLVHHSPNIVGLLGGTAAPGEF ISYELDDP
GVVSHIGYGLSGITEF YVIIWKVDL TSGOKTLVHHSPNIVGLLGGTAAPGEF ISYELDDP
Sbjct 481 GWSHIGYGLSGITEFYVNIWKVDLTSGDTLVHHSPNIVGLLGGTAAPGEF TSYELDDP

R ]

Query 541 VPVVASEAYAYELVPVGGTHYVRGRVADLPIHPTSQIVSLAATRINTSPDSPPSSIVKAS
VPVVASEAYAVELVPVGGTHYVRGRVADL PIHPTSQIVSL AATRINTSPDSPPSS IVKAS
Sbict 541 VPVVASEAYAYELVPVGGTHYVRGRVADLPIHPTSQIVSLAATRUNTSPDSPPSSIVKAS 600

Query 601 VTRSGDVPHVSIAVDTGSGGDHHDPHKIYLGTAATVEPVPIVIYIDPVAVGGGGGGAQS 660
VTRSGDVPWVSTAVDTGSGADHHDPIKIYLGTAATVFPYPIIVIY IDPVAVGGGGGGAQS
Sbjct 601 VIRSGDVPMVSIAVDTGSGGDHHDPHKIYLGTAATVFPVPIANNYIDPVAVGGGGGGAQS 660
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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
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>Mantra_19, minor tail protein, 628
Lengeh = 628
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1205 bits (3351), Expect = 0.8
eencities

27/628 (99%), positives = 628/628 (160%)

T IKGYF\YAKEKDASGDF VOLNPDPVLPP YR TNGLKSHTTVEF WKTVONAGHL SOPSO
T IKGYFYAKEKDASGDF VOLNPDPVLPPYRTNGLKSNTTYEF WKTVONAGHL SOPSO
T IKGYFYAKEKDASGDF VOLNPDPVLPPYRTNGLKSNTTYEF WKTVONAGHLSOPSO

ATAGOLLSPEDQUVDL IVEQSRAE TGOPGVHLOL TGPRGNYAKRYGTTVGS
ATAGOLLSPEDQUVOL IVEQSRAE TGOPGVHLQL TGPRGNYAKRYGTTVGS
ATAGOLLSPEDQUVDL IVEQSRAE TGQPGVHLQL TGPRGNYAKRYGTTVGS

TVRPLTLOOHE RHGSS TNF TAZAFFQAVDKGLLSLODTLEQYVRGIPNGTALTHGHILS
TVRPLTLDOHE RHGSS TRMF TAZAFFQAVDKGL LS LODTLEQYVRGIPNGTALTHGHILS
TVRPLTLDOHE RHGSS TKAF TAZAFFQAVDKGL LS LODTLEQYVPGIPNGTALTHGHILS

LEIVOPAHRPIKQIFKEDLIOPLGLTETSWPP LGPYPPPAS LADTFNPHF LORAGALATH
LEIVOPAHRPIKOIFKEDLIOPL L TETSWPP LGPVPPPAS LADTFNPHF LORAGALATH
LEIVOPAHRPIKQIFKEDLIOPL GLTETSWPPLGPVPPPAS LADTFNPHF LORAGALATH

QNP PEPYOVGFORVSGAGAGUGSAT VN KASEGATVF AVAKORAGSAPSATYGS
OQUMPPPEPYOVGFOAVSGAGAGUGSAT UNF KASEGATVF AVVAKORAGSAPSATYGS
OQUMEPPEPYOVGFOAVSGAGAGUGSATVNF KASEGATVF AVVAKORAGSAPSATYGS

AGGVLLGSVSHOGDPANGGLATFRNENAGS GVARGHKATGR GHVSAYATS FHDVVSVG
AGGVLLGSVSHOGDPANGLATFRNENAGS GVARGHKATGR GHVSAYATS FADVVSVG
AGGVLLGSVSHOGDPANGGLATFRNENAGS GVARGHKATGR GHVSAYATS DSV

TEAHGNG TAHSQSVTVPSGVTLOAF SAGAGGVSSHKETLLGARLRAEQSGTAPPLCVAT
TEAHGNG TAHSQSVTVPSGVTLOAF SAGAGGVSSHKETLLGARLRAEQSGLAPPLCVAT
TEAHGNG TAHSQSVTVPSGVTLOAF SAGAGGVSSHKET LLGARLRAEQSGTAPPLCVNT

RTGIVSATS SQPKWAGHAVNLQIGS 625
RTGIVSATSSOPUKWAGHAYNLQIGS
RTGIVSATS SQPKUAGHAVNLQIGS 625
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>Leozinho_20, minor tail protein, 628
Lengeh = 628

295 bits (2351), Expect = 0.0

Tdentitios = 627/628 (99%), Positives = 628/628 (106%)

query:
sge:
query:
sge:
query:
sge:
query:
sge:
query:
sge:
query:
sge:
query:
sge:
query:
sge:
query:
sge:
query:
sge:
query:

sbict:

%

%

H

H

T IKGYF\YAKEKDASGDF VOLNPDPVLPP YR TNGLKSHTTVEF WKTVONAGHL SOPSO
T IKGYFYAKEKDASGDF VOLNPDPVLPPYRTNGLKSNTTYEF WKTVONAGHL SOPSO
T IKGYFYAKEKDASGDF VOLNPDPVLPPYRTNGLKSNTTYEF WKTVONAGHLSOPSO

ATAGOLLSPEDQUVDL IVEQSRAE TGOPGVHLOL TGPRGNYAKRYGTTVGS
ATAGOLLSPEDQUVOL IVEQSRAE TGOPGVHLQL TGPRGNYAKRYGTTVGS
ATAGOLLSPEDQUVDL IVEQSRAE TGQPGVHLQL TGPRGNYAKRYGTTVGS

LOOHERAGS S TIHF TAZAFFQAVDKGL ISLOOTLEQVVPGIPNG TALTHGHHLS
LOOHF RAGS S TIHF TAZAFFQAVDKGL ISLOOTL EQVVPGIPNGTALTHGHHLS
LOOHFRAGS S TIHF TAZAFFQAVDKGL ISLOOTLEQVVPGIPNGTALTHGHHLS

LEIVOPAHRPIKQIFKEDLIOPLGLTETSWPP LGPYPPPAS LADTFNPHF LORAGALATH
LEIVOPAHRPIKOIFKEDLIOPL L TETSWPP LGPVPPPAS LADTFNPHF LORAGALATH
LEIVOPAHRPIKQIFKEDLIOPL GLTETSWPPLGPVPPPAS LADTFNPHF LORAGALATH

QNP PEPYOVGFORVSGAGAGUGSAT VN KASEGATVF AVAKORAGSAPSATYGS
OQUMPPPEPYOVGFOAVSGAGAGUGSAT UNF KASEGATVF AVVAKORAGSAPSATYGS
OQUMEPPEPYOVGFOAVSGAGAGUGSATVNF KASEGATVF AVVAKORAGSAPSATYGS

AGGVLLGSVSHOGDPANGGLATFRNENAGS GVARGHKATGR GHVSAYATS FHDVVSVG
AGGVLLGSVSHOGDPANGLATFRNENAGS GVARGHKATGR GHVSAYATS FADVVSVG
AGGVLLGSVSHOGDPANGGLATFRNENAGS GVARGHKATGR GHVSAYATS DSV

TEAHGNG TAHSQSVTVPSGVTLOAF SAGAGGVSSHKETLLGARLRAEQSGTAPPLCVAT
TEAHGNG TAHSQSVTVPSGVTLOAF SAGAGGVSSHKETLLGARLRAEQSGLAPPLCVAT
TEAHGNG TAHSQSVTVPSGVTLOAF SAGAGGVSSHKET LLGARLRAEQSGTAPPLCVNT

TTRTGIVSATSSQPNKHAGHAVNLOIGG 625
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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, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs", Nucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of Jan 27, 2023
431,238 sequences; 83,469,659 total letters

Query= Rialto_2
(84 letters)

Distribution of 87 Blast Hits on the Query Sequence
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minor tail protein with lysin activity [Mycobacterium phage Sisil
‘Sequence ID: YP_008051145 1 Length: 628 Number of Matches: 1

See 1 moretitle(s) v See all identical Proteins(IPG)

et ahod Tdarsives = =
1273 65(3294) 0.0 Compositionsl matrix adjust. £25/625(39%) £28/528(100%) 0/628(0%)

QuEry 1 TIKGYEVVAKEKDASGDFVQLNPDPVLPPYRTIIGLKSTTYEF VKTUDNAGHLSDPSD 60
TGV VY= KEKDASGOF VQLNPDPYLPPYRTISLKSNTTYEF YVKTVDIIAGHL SDPSD
SbJCt 1 MTIKGVRVYSKEKDASGDFVQLNPOPVLPPYRTIIGLKSNTTYEF YVKTUDNAGHLSDPSD 60

Query 51 TYEFTTPAMTAGDLLSPEDQAMDLIVEQSRAETGOPGUMLOITGRRGHYAKAYGTTVS 122
TYEF TTPAATAGDLLSPEDQAMVDL IVE +SRAETGQPGUHLQITGPRGNYAKAYGTTVGG
Sbjct 1 TYEFTTRAMTAGOLLSPEDQAMDLIVEESRAETGQPGUMLOITGRRGIYAKAYGTTUGS 122

Query 121 TVRPLTLODHFRNSSSTKETATAZ FQAVDKSLISLODTLEQVPGIPUTAITHGHILS 158
TVRPLTLDDHERNGSSTKHE TAT AR FQAVDKGL TSLODTLEQVVPGTPNGTATTHGHILS
SJCt 121 TVAPLTLODMFRNGSSTKFTATAZFQAVDKSLISLODTLEQWRGTPUGTATTHGHILS 158

Query 181 MRSGIAEVTAGTUALITLEPTUPHTGAKDFLSSHKGPSNFYPSTOVLYTISNFALIGNY 242
RSGIAEYTAGINALWVTLEPTHPHTGAKDFLSsHKGPSNE YPGTDYLYTHSNEALIGHY
SjCt 181 MRSGIAEVTAGTNALWTLEPTUPNTGAKDFLSTHKGPSNFYRGTOVLYTISNFALIGN 242

Query 281 LETVDPAHRPIKQIFKEDIIDPLGLTETSPPIGPUPPPASTADTFIPNFLDAAGALATI 308
LETVDPAHRPIKQTFKEDTIDPL GLTETS\PP IGPVPPPASTADTFIIPNELDARGALATI
Sbjct 261 LETVDPAHRPIKGIFKEDIIDPLGLTETSIPPIGPURPPASTADTFIPNFLOAAGALATN 308

QuEry 381 TNDYTKEAEALRDNANGLSPESYDAMLSTENKHPTGIDPYANGE VIPSEYYGVGIESES 352
INDYTKF AEALRDNANGLSPESVYDAML STFWKHP TGHDPYANGF YIPSEVYYGYGIESFG

SICt 301 TNDYTKFAEALRDNANGLSPESYDAML STFUKHPTGIDPYANGFVIPSEVVEVGIESFG 352

Query 381 THFGHPGLFSGGNSSTIFFERDSGATFTLENSITSIPPAAGYTRIMVRVAEYLYPGTIT 422
T GHPGLFSGGHSS T FFERDSGATE TLAENSHTSHPPAAGYTRIMVRVAEYLYPGTIT
SICt 381 THFGHPGLFSGGNSSTIFFERDSGATFTLENSITSIPPAAGYTRIMVRVAEYLYPGTIT 422
QuETy 421 NDQINPVPPEPUDVGTDAVSGAGAGVGSATUNFKASEATVFAVVADRAGSAPSATYGS 252
QNP VPPERUDVGD A SGACAGUGSATUNEKASEG AT VE AVVALDRAGS APSATYGS
SICt 421 NDQMPVPPEPVDVGRDAVSGACAGVGSATUNFKASEGATVFAVVADRAGS APSATYGS 258
QUErY 481 AGGVLLGSVSHDGDPANGGLALFRHENAGSGVARQUKATGPGIVSAYALSFNDVVSVGTP 548
AGGULLGSUSHDGDP ANGS L ATFRHENAGSGVARQUKATGPGIVSAYAT SFIDVVSVGTP
SbjCt 281 AGGVLLGSVSHDGOPANGSLATFRNENAGSGVARQUKATGPGIVSAYATSFIDWSVGTP | 542
QuETy 521 TEAHGNGTAMSOSVTVPSGUTLOAFSAGAGGVSSHIIETIIGARLRAEQSGTARPLCVIT 628
TEAHGNGT A4S0V TVPS U TLOAF SAGAGGVSSHKTE T IGARL SAEGSGTAPPLCVNT
SICt 541 TEAHGNGTAMSQSVTVPSGUTLOAFSAGAGGVSSHIIETIIGARLRAEGSGIAPPLVIT 628
Query o1 TTRTGTUSATSSQPUKNAGHAVNLOIGS 528
TTRTGTVSATSSOPUKAGHAVNLOTGS
Shict 681 TTATGTVSATSSOPNKWAGMAVNLOIGG 628
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minor tail protein with lysin activity [Mycobacterium phage Phatniss]
‘Sequence : YP_009202537.1 Length: 628 Numiber of Matches: 1

See 1 moretitle(s) v See all identical Proteins(IPG)

0,628 GenPent Grastics

et ahod Tdarsiies P Gaps
1264 5i65(3270) 0.0 Compositional matrix adjust. £21/625(39%) £26/528(33%) 0/528(0%)

QuEry 1 TIKGYEVVAKEKDASGDFVQLPDPVLPPYRTIIGLKSNTTYEF VKTUDNAGHLSDPSD 60
TIKGYFVYAKEKDASGOF VQLNPDPYLPPYRTISLKSNTTYEF YVKTUDIIAGHL SOPSD
SbCt 1 MTIKGYRVYAKEKDASGDFVQLNPDPVLPPYRTIIGLKSNTTYEFYVKTUDNAGHLSDPSD 60

Query 51 TYEFTTPAMTAGDLLSPEDQAMDLIVEQSRAETGOPGUMLOITGRRGHYAKAYGTTVS 122
TYEFTTPANTAGDLLSPEDQANDL TVEQSRAETGQPGUMLOT TGP RGNYAKAYGTTVGS
Sbjct 1 TYEFTTRAMTAGOLLSPEDQAMDLIVEQSRAETGQPGUMLOITGRRGIVAKAYGTTVS 122

Query 121 TVRPLTLODHFRNSSSTKETATAZ FQAVDKSLISLODTLEQVPGIPUTAITHGHILS 158
TVRPLTLDDHERNGSSTKHE TAT AR FQAVDKGL TSLODTLEQVVPGTPNGTATTHGHILS
SJCt 121 TVAPLTLODMFRNGSSTKFTATAZFQAVDKSLISLODTLEQWRGTPUGTATTHGHILS 158

Query 181 MRSGIAEVTAGTUALITLEPTUPHTGAKDFLSSHKGPSNFYPSTOVLYTISNFALIGNY 242
RSGIAEYTAGINALWVTLEPTHPHTGAKDFLSsHKGPSNE YPGTDYLYTHSNEALIGHY
SjCt 181 MRSGIAEVTAGTNALWTLEPTUPNTGAKDFLSTHKGPSNFYRGTOVLYTISNFALIGN 242

Query 281 LETVDPAHRPIKQIFKEDIIDPLGLTETSPPIGPUPPPASTADTFIPNFLDAAGALATI 308
LETVDPAHRPIKQTFKEDTIDPL GLTETS\PP IGPVPPPASTADTFIIPNELDARGALATI
Sbjct 261 LETVDPAHRPIKGIFKEDIIDPLGLTETSIPPIGPURPPASTADTFIPNFLOAAGALATN 308

QuEry 381 TNDYTKEAEALRDNANGLSPESYDAMLSTENKHPTGIDPYANGE VIPSEYYGVGIESES 352
INDYTKF AEALRDNANGLSPESVYDAML STFWKHP TGHDPYANGF YIPSEVYYGYGIESFG

SICt 301 TNDYTKFAEALRDNANGLSPESYDAML STFUKHPTGIDPYANGFVIPSEVVEVGIESFG 352

Query 381 THFGHPGLFSGGNSSTIFFERDSGATFTLENSITSIPPAAGYTRIMVRVAEYLYPGTIT 422
T GHPGLFSGGHSS T FFERDSGATE TLAENSHTSHPPAAGYTRIMVRVAEYLYPGTIT
SICt 381 THFGHPGLFSGGNSSTIFFERDSGATFTLENSITSIPPAAGYTRIMVRVAEYLYPGTIT 422
QuETy 421 NDQINPVPPEPUDVGTDAVSGAGAGVGSATUNFKASEATVFAVVADRAGSAPSATYGS 252
QNP VPPERUDVGD A SGACAGUGSATUNEKASEG AT VE AVVALDRAGS APSATYGS
SICt 421 NDQMPVPPEPVDVGRDAVSGACAGVGSATUNFKASEGATVFAVVADRAGS APSATYGS 258
QUErY 481 AGGVLLGSVSHDGDPANGGLALFRHENAGSGVARQUKATGPGIVSAYALSFNDVVSVGTP 548
AGGULLGSUSHDGDP ANGS L ATFRHENAGSGVARQUKATGPGIVSAYAT SFIDVVSVGTP
SbjCt 281 AGGVLLGSVSHDGOPANGSLATFRNENAGSGVARQUKATGPGIVSAYATSFIDWSVGTP | 542
QuETy 521 TEAHGNGTAMSOSVTVPSGUTLOAFSAGAGGVSSHITETIIGARLRAEQSGIARPLVIT 628
TEAHGNGTAHSQSVTVPSGVTLOAFSAGAGRVSS Kk T1+GARLRAEQSGIAPPLCVNT
SICt 541 TEAMGNGTAMSQSVTVPSGUTLOAFSAGAGGVSSSKLTTILGARLRAEGSGIAPPLVIT 628
Query o1 TTRTGTUSATSSQPUKHAGHAVNLOIGS 528
TTRTGTVSATS GPI(AGHAWNLOTGE
Sbjct 601 TTRTGTVSATSAQPNRWAGMAVNLQIGG 628
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Starts : 54 ORF Start : 20440 Cdn1 Cdn2 Cdn3 Length
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5D Scoring Matix [Kibler®
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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 Mar 18, 2023
436,690 sequences; 54,482,522 total letters

Query= Rialto_22
(388 Letters)

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 alignments:

Rialto_Draft_22, function unknoun, 388
Starcevich Draft_24, function unknown, 388
Flathead 21, minor tail protein, 388
VRedHorse_26, function unknown, 388
Rockne_20, minor tail protein, 388

PIIC_20, function unknown, 388

Maravista Draft_20, function unknown, 388
Lorde_21, minor tail protein, 388

L135_20, function unknoun, 385
Hegadechuinu_21, minor tail protein, 388
Enby_21, minor tail protein, 385
Draga_21, function unknoun, 385
willsterrel 21, minor tail protein, 388
IrishsherpFalk 21, minor tail protein, 388
Littles a1, function unknown, 388
Strokeseat_20, minor tail protein, 388
Hlubikazi 26, minor tail protein, 388
Rita_20, Function unknoun, 388

Redsird 20, function unknown, 420
Buzzlyseyear_22, minor tail protein, 388
EleanorGeorge. 20, function unknown, 385
Blexus_20, minor tail protein, 388
Phatniss_21, function unknown, 386
Bobi_22, function unknoun, 386
Alexphander_22, minor tail protein, 388
KristaRAM_21, minor tail protein, 388
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>Flathead_21, minor tail protein, 388

Score

Length = 388

768 bits (1983), Expect = 0.0

Identities = 386/387 (99%), Positives = 387/387 (100%)
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Query:
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Sbict:
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HSVAVGHHAESHVSFGVTT TPEVGFRYGGPKQEFGVTL TPELGHAAVAHNRASFGLSVPY
HSVAVGHHAESHVSFGVTT TPEVGFRYGGPKQEFGVTL TPELGH+AVAHNRASFGLSVPY
HSVAVGHNAESHVSFGVTT TPEVGFRYGGPKQEFGVTL TPETGHSAVAHNRASFGLSVPY.

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

TPSLGREAAPKFARSFGIELDPQVGHGTALGFTKGFGTEL SPQVGHSGAERYYREFELHL.
TPSLGFEAAPKFARSFGIELDPQVGHGTALGFTKGFGTEL SPQVGHSGAERYYREFELHL.
TPSLGFEAAPKFARSFGTELDPQVGHGTALGFTKGFGTEL SPQVGHSGAERYYREFELHL.

TPETGHDAVGNDGVDPVAFDAVTHSQQATSTFSFIHTATAGASVLSLVVQGSDTIASVT
TPETGHDAVGNDGVDPVAFDAVTHSQQATSTFSFIHTATAGASVLVSLVVQGSDTIASVT
TPETGHDAVGNDGVDPVAFDAVTHSQQATSTFSFIHTATAGASVLVSLVVQGSDTIASVT

YDGSANTLIGSQALNNNAGEGSQHLYVIHGVAGGSKQTVNKPTGF GHVGAVAASYLNAT
YDGSANTLIGSQALNNNAGEGSQHLYVIHGVAGGSKQVTVNKPTGFGHVGAVAASYLNAT
YDGSANTLIGSQALNNNAGEGSQHLYVIHGVAGGSKQVTVNKPTGF GHVGAVAASYLNAT

TTGTVQKSYGNSGSASLSASAPGDGGRVVVS FANGNRTF TPSGGTNRFSGSGLFPTLTI
TTGTVOKSYGNSGSASLSASAPGDGGRVVVS FANGNRTF TPSGGTNRFSGSGLFPTLTI
TTGTVOKSYGNSGSASLSASAPGDGGRVVVS FANGNRTFTPSGGTNRFSGSGLFPTLTT

SDATTATNFTATSSSGTUAAIAVPLNP 387
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Sequences producing significant alignments:

Tootsieroll_ 2, terminase small subunit, 84
Starcevich_Draft_2, function unknown, 84
Stap_Draft_1, function unknown, 84
Spikelee_2, function unknown, 84
RockyHorror_2, function unknown, 84
Rialto_Draft_2, function unknown, 84
Ramsey_2, function unknown, 84

OwlsT2W_2, terminase small subunit, 84
Madiba_2, function unknown, 84
Leozinho_2, terminase small subunit, 84
JalFarm2e_2, function unknown, 84
DirtMcgirt_2, terminase small subunit, 84
Dallorst_2, terminase small subunit, 84
BuzzLyseyear_2, terminase small subunit, 84
Boomer_2, function unknown, 84

Bobi_2, function unknown, 84
Alexphander_2, terminase small subunit, 84
Velveteen_2, terminase small subunit, 84
UncleRicky_2, terminase small subunit, 84
Sarma624_2, terminase small subunit, 84
Lorde_2, terminase small subunit, 84
Kingsley_2, terminase small subunit, 84
Enby_2, terminase small subunit, 84
Drago_2, terminase small subunit, 84
Cocol2_2, terminase small subunit, 84
Cerasum_2, terminase small subunit, 84
BigPhil_2, terminase small subunit, 84
Beakin_2, function unknown, 84

Zapner_3, function unknown, 84
Jabbawokkie_3, function unknown, 84
Ogopogo 3, function unknown, 84
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>VRedHorse_20, function unknown, 388

Score
Identitie:

i1

1

61

61

121

121

: 181

: 181

281

281

+ 301

: 301

361

361

Length = 388

767 bits (1981), Expect = 0.0
< - 385/387 (99%), Positives = 387/387 (100%)

HSVAVGHHAESHVSFGVTT TPEVGFRYGGPKQEFGVTL TPELGHAAVAHNRASFGLSVPY
HSVAVGHHAESHVSFGVTT TPEVGFRYGGPKQEFGVTL TPELGH+AVAHNRASFGLSVPY
HSVAVGHNAESHVSFGVTT TPEVGFRYGGPKQEFGVTL TPETGHSAVAHNRASFGLSVPY.

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

TPSLGREAAPKFARSFGIELDPQVGHGTALGFTKGFGTEL SPQVGHSGAERYYREFELHL.
TPSLGFEAAPKFARSFGIELDPQVGHGTALGFTKGFG+EL SPQVGHSGAERYYREFELHL.
TPSLGFEAAPKFARSFGTELDPQVGHGTALGFTKGFGLEL SPQUGHSGAERYYREFELHL.

TPETGHDAVGNDGVDPVAFDAVTHSQQATSTFSFIHTATAGASVLSLVVQGSDTIASVT
TPETGHDAVGNDGVDPVAFDAVTHSQQATSTFSFIHTATAGASVLVSLVVQGSDTIASVT
TPETGHDAVGNDGVDPVAFDAVTHSQQATSTFSFIHTATAGASVLVSLVVQGSDTIASVT

YDGSANTLIGSQALNNNAGEGSQHLYVIHGVAGGSKQTVNKPTGF GHVGAVAASYLNAT
YDGSANTLIGSQALNNNAGEGSQHLYVIHGVAGGSKQVTVNKPTGFGHVGAVAASYLNAT
YDGSANTLIGSQALNNNAGEGSQHLYVIHGVAGGSKQVTVNKPTGF GHVGAVAASYLNAT

TTGTVQKSYGNSGSASLSASAPGDGGRVVVS FANGNRTF TPSGGTNRFSGSGLFPTLTI
TTGTVOKSYGNSGSASLSASAPGDGGRVVVS FANGNRTF TPSGGTNRFSGSGLFPTLTI
TTGTVOKSYGNSGSASLSASAPGDGGRVVVS FANGNRTFTPSGGTNRFSGSGLFPTLTT

SDATTATNFTATSSSGTUAAIAVPLNP 387
SDATTATNFTATSSSGTHAAAVPLP
SDATTATNFTATSSSGTHAAMAVPLNP 387
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minor tail protein [Mycobacterium phage Drago]
Sequence ID: YP_009016099.1 Lengt: 388 Number of Matches: 1
See 9 moretitle(s) v See all Identical Proteins(IPG)

S Expect Method Taentides Boitves Gas
768 bits(1982) 0.0 Compositional matrix adjust. 385/387(99%) 387/387(100%) 0/387(0%)

Query 1 MSVAVGMHAESHVSFGVTITPEVGFRYGGPKQEFGUTLTPEIGHARVAHIRASFGLSVPY 60
HSVAVGIHIAESHVSFGVTT TPEVGFRYGGPKQEFGUTLTPEIGH+ AVAHIIRASFGLSVPY.
Sbjct 1 MSVAVGWMAESHVSFGVTITPEVGFRYGGPKQEFGVTLTPEIGHSAVAHNRASFGLEVPY 68

Query 61 SLGMGAASHSKASFGLVFAPYIAVRGPAAFEPVEPSEDLYPSVSLFPTPRAQSPGFGLSF 120
SLGIGARSHSKASFGLVFAPY IAURGPAAFEPVFPSEDL YPSVSLFPTPRAQSPGFGLSF
Sbict 61  SLGHGAASHSKASFGLVFAPYIANRGPAAFEPVFPSEDLYPSVSLFPTPRAQSPGFGLSF 120

Query 121 TPSLGFEAAPKFARSFGIELDPQUGHGTALGFTKGFGIELSPOUGHSGAERYYREFELUL 180
TPSLGFEARPKFARSFGIELDPQVGGTALGF TKGFG+ELSPQVGNSGAERYYREFELHL
Sbjct 121 TPSLGFEAAPKFARSFGIELDPQVGHGTALGFTKGFGLELSPOVGHSGAERYYREFELHL 180

Query 181 TPEIGHDAVGNDGVDPVAFDAVTMSQOATSTFSFNHTATAGASVLVSLWOGSDTIASVT 240
‘TPETGUDAVGNDGVDPVAFDAVTHSQOAT STFSFRHTATAGASVLVSLV/QGSDT IASVT
Sbjct 151 TPEIGHDAVGNDGVDPVAFDAVTHSQUATSTFSFRHTATAGASVLVSLWOGSOTIASVT 240

Query 241 YDGSANTLIGSQALMINAGEGSQHLYVIHGVAGGSKQUTVNKPTGFGHVGAVAASYLNAT ~ 300
'YDGSANTLTGSQAL INAGEGSQHL YVIHGVAGGSKQVTVRKPTGFGHVGAVAASYLNAT
Sbjct 241 VDGSAMTLIGSQALNNNAGEGSQHLYVIHGVAGGSKQVTVNKPTGFGIVGAVAASYLNAT 360

Query 301 TTGTVQKSYGNSGSASLSASAPGDGGRVVVSFANIGURTFTPSGGTNRFSGSGLEPTLTT 360
TTGTVOKSYGNSGSASL SASAPGDGGRVVSFANGNRTF TPSGGTNRF SGSGLFPILTT
Sbjct 381 TTGTVOKSYGNSGSASLSASAPGDGGRVVVSFANMGNRTFTPSGGTHRFSGSGLFPTLTI 360

Query 361 SDATTATNFTATSSSGTWARMAVPLNP 37
SDATTATNFTATSSSGTHAAMAVPLNP.
Sbjct 361 SDATTATHFTATSSSGTUAAMAVPLNP 387
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‘minor tail protein [Mycobacterium phage LittleE]
Sequence ID: YP_009636952.1 Length: 388 Number of Matches: 1
See 1 moretitle(s) v See allIdentical Proteins(IPG)

Range 1: 1 to 387 GenPept Graphics

S Expect Method Taentides Boitves Gans
766 bits(1976) 0.0 Compositional matrix adjust. 385/387(99%) 386/387(99%) 0/387(0%)

Query 1 MSVAVGMHAESHVSFGVTITPEVGFRYGGPKQEFGUTLTPEIGHARVAHIRASFGLSVPY 60
HSVAVGIHIAESHVSFGVTT TPEVGFRYGGPKQEFGUTLTPEIGH+ AVAHIIRASFGLSVPY.
Sbjct 1 MSVAVGWMAESHVSFGVTITPEVGFRYGGPKQEFGVTLTPEIGHSAVAHNRASFGLEVPY 68

Query 61  SLGMGAASHSKASFGLVFAPYIAVRGPAAFEPVEPSEDLYPSVSLFPTPRAQSPGFGLSF 120
SLGH ARSHSKASFGLVFAPYIAURGPAAFEPVFPSEDLYPSVSLFPTPRAQSPGFGLSF
Sbict 61  SLGHAAASHSKASFGLVFAPYIANRGPAAFEPVFPSEDLYPSVSLFPTPRAQSPGFGLSF 120

Query 121 TPSLGFEAAPKFARSFGIELDPQUGHGTALGFTKGFGIELSPOUGHSGAERYYREFELIL 180
TPSLGFEARPKFARSF GIELDPQVGHGTALGF TKGFGIEL SPQVGHSGAERYYREFELHL
Sbjct 121 TPSLGFEAAPKFARSFGIELDPQVGHGTALGFTKGFGTELSPOVGHSGAERYYREFELHL 180

Query 181 TPEIGHDAVGNDGVDPVAFDAVTMSQOATSTFSFNHTATAGASVLVSLWOGSDTIASVT 240
‘TPETGUDAVGNDGVDPVAFDAVTHSQOAT STFSFRHTATAGASVLVSLV/QGSDT IASVT
Sbjct 151 TPEIGHDAVGNDGVDPVAFDAVTHSQUATSTFSFRHTATAGASVLVSLWOGSOTIASVT 240

Query 241 YDGSANTLIGSQALMINAGEGSQHLYVIHGVAGGSKQUTVNKPTGFGHVGAVAASYLNAT ~ 300
'YDGSANTLTGSQAL INAGEGSQHL YVIHGVAGGSKQVTVRKPTGFGHVGAVAASYLNAT
Sbjct 241 VDGSAMTLIGSQALNNNAGEGSQHLYVIHGVAGGSKQVTVNKPTGFGIVGAVAASYLNAT 360

Query 301 TTGTVQKSYGNSGSASLSASAPGDGGRVVVSFANIGURTFTPSGGTNRFSGSGLEPTLTT 360
TTGTVOKSYGNSGSASL SASAPGDGGRVVSFANGNRTF TPSGGTNRF SGSGLFPILTT
Sbjct 381 TTGTVOKSYGNSGSASLSASAPGDGGRVVVSFANMGNRTFTPSGGTHRFSGSGLFPTLTI 360

Query 361 SDATTATNFTATSSSGTWARMAVPLNP 37
SDATTATNFTATSSSGTHAAMAVPLNP.
Sbjct 361 SDATTATHFTATSSSGTUAAMAVPLNP 387
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TMHMM result

# WEBSEQUENCE Length: 389
# WEBSEQUENCE Number of predicted TiHs: ©

# WEBSEQUENCE Exp number of Ads in ThHs: 0.43439

# WEBSEQUENCE Exp number, first 60 AAs: 0.13930

# WEBSEQUENCE Total prob of N-in: 0.02075
WEBSEQUENCE  THHI2.0 outside 1 38
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Distribution of the top 100 Blast Hits on 100 subject sequences
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Description

head protein [Mycobacterium phage Omega]

hypotheical protein SEA TOOTSIEROLL 22 [Wycobacterium phage Tootsieroll]

inor tail protein [Mycobacterium phage LOCARD]
hypotheical protein VC9_gp021 [Mycobacterium phage Inventum]

'head protein [Mycobacterium phage Quico]
hypotheical protein PBI DUKE13 39 [Mycobacerium phage Duke13]
‘9021 [Mycobacterium phage Paccdd]

hypotheical protein SEA VREDHORSE 21 [Mycobacterium phage VRedHorse]

head protein [Mycobacterium phage Poenanyz]

"head protein [Mycobacterium phage PopTart]

hypothetical protein FGGS7 gp022 [Mycobacterium phage RockyHorror]
'head protein [Mycobacterium phage BodEinwohnert7]

‘9021 [Mycobacterium phage Fruitioop]

hypothetical protein FDG57_0p021 [Mycobacterium phage Mutaformat3]
head protein [Mycobacterium phage Saall

hypotheical protein SEA BEAKIN 22 [Mycobacterium phage Beakin]

hypothetical protein PBI CHES 22 [Mycobacterium phage Cheg]

‘Scientiic Name.
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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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Sequences producing significant alignments:

XFactor_21, minor tail protein, 113
Whatsaplecost_21, function unknown, 113
Wee_22, function unknown, 113
SuparGrey_22, function unknown, 113
StAnnes 21, function unknown, 113
Sandalphon 22, minor tail protein, 113
Ruby_21, function unknoun, 113
Rialto_Draft_23, function unknown, 113
Redgird_21, Function unknown, 113
Quickiath_22, function unknown, 113
Plumbus_27, function unknown, 113
Phalconet_21, function unknown, 113
Omega_41, function unknoun, 113
Hoonbzam_22, function unknown, 113
Mistercuddles_21, function unknown, 113
Minnie 22, function unknown, 113
Maravista Draft_21, function unknown, 113
Kimberlium 23, Function unknown, 113
Karhdo_Draft_21, function unknoun, 113
J0b42_24, function unknown, 113
Hamulus_21, function unknown, 113
Girr_21, function unknown, 113
Galactic_21, function unknown, 113
Firehous251_22, minor tail protein, 113
Filuzino_21, function unknown, 113
Fancypants_21, function unknoun, 113
Emma_21, minor tail protein, 113
Doug_22, function unknoun, 113
Donkeykong_21, function unknown, 113

Score
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>XFactor_21, minor tail protein, 113
Lengeh = 113

Score = 228 bits (581), Expect = de-60
Tdentities = 113/113 (100%), Positives = 113/113 (100%)

Query: 1 NGIPNATHKAASDATAGLGDNISVHTGAAGTTGANEATGSGYAREQTSHTSGSTGTITGD 60
GIPIATHKAASDATAGL DI SVHTGAAGTTGANEATGGYAREQTSHTSGS TGTTGD.
Sojct: 1 MGIPATHKAASDATAGLGDWISVHTGAAGTTGANEATGGGYAREQTSHTSGSTGTIMIGD 62

Query: 61 EVELSVAAGTYVEGGINSASSSGTFVGSEAFDDGOVEVSGTGASISVIPRIVA 113
EVELSVAAGTYVEGGIHSASSSGTFVGSEAFDOGOVEVSGTGASISVTPRIVA
Sbjct: 61 EVETSVAAGTYVEGGTHSASSSGTFVGSEAFDDGOVEVSGTGASTSVTPRIVA 113

SHhatsapiecost 21, function unknown, 113
Length = 113

Score = 228 bits (581), Expect = de-60
Tdentities = 113/113 (100%), Positives = 113/113 (100%)

Query: 1 NGIPNATHKAASDATAGLGDNISVHTGAAGTTGANEATGSGYAREQTSHTSGSTGTITGD 60
GIPIATHKAASDATAGL DI SVHTGAAGTTGANEATGGYAREQTSHTSGS TGTTGD.
Sojct: 1 MGIPATHKAASDATAGLGDWISVHTGAAGTTGANEATGGGYAREQTSHTSGSTGTIMIGD 62

Query: 61 EVELSVAAGTYVEGGINSASSSGTFVGSEAFDDGOVEVSGTGASISVIPRIVA 113
EVELSVAAGTYVEGGIHSASSSGTFVGSEAFDOGOVEVSGTGASISVTPRIVA
Sbjct: 61 EVETSVAAGTYVEGGTHSASSSGTFVGSEAFDDGOVEVSGTGASTSVTPRIVA 113

Stee_22, function unknown, 113
Lengtn = 113

Score = 228 bits (581), Expect = de-60
Tdentities = 113/113 (100%), Positives = 113/113 (100%)

Query: 1 NGIPNATHKAASDATAGLGDNISVHTGAAGTTGANEATGSGYAREQTSHTSGSTGTITGD 60
GIPIATHKAASDATAGL DI SVHTGAAGTTGANEATGGYAREQTSHTSGS TGTTGD.
Sojct: 1 MGIPATHKAASDATAGLGDWISVHTGAAGTTGANEATGGGYAREQTSHTSGSTGTIMIGD 62

Query: 61 EVELSVAAGTYVEGGINSASSSGTFVGSEAFDDGOVEVSGTGASISVIPRIVA 113
EVELSVAAGTYVEGGIHSASSSGTFVGSEAFDOGOVEVSGTGASISVTPRIVA
Sbjct: 61 EVETSVAAGTYVEGGTHSASSSGTFVGSEAFDDGOVEVSGTGASTSVTPRIVA 113
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head protein [Mycobacterium phage Omega]
‘Sequence D:NP_B18342.1 Length: 113 Number o Matches: 1
‘See 32 more tlefs) v See alIdentical Proteins((PG)

Range 1: 140 113 Gereept Grapns

o Spet T T e
214 is(546) 3470 Compostiona mars adiuss 19/153(100%) 153/ 113(100%) 0/112(0%)

QUETY 1 HGIPNATHOMASDAIAGLGDAISVHTGAAGT TGANEATGGGYAREQTSWTSGSTGTNIGO 60
PN KASDAIAGLGDUE SVHTGAAGY TGANEAT GGGYAREQY STSGS TGTNT D
Shict 1 MOLPMATIKAASDALAGLGOMIS\HTGAAGTTGANEAT GAGVAREQTSHTSGSTGTNTGD 60

AT EGOIUSASSSGTFVGSEAF ODGIVEVSGTGASOVITVA
Shict 61 EVELSVAMGIWEGGIMASSSGTFVGSEAF DOGDVEVSGTGAS TSVTARIVA 113

& Download v GenPept Gray
hypothetical protein SEA_TOOTSIEROLL_22 [Mycobacterium phage Tootsieroll]
‘Sequence D: UAWOS0B7.1 Length: 113 Number of Matches: 1

Range 1: 140 113 Gereept Grapns

o B e T s
21 bis(545) 1069 Compostiona mars adjus, £12/153(55%) 133/113(100%) 153(0%)

QUETY 1 HGIPNATHOMASDAIAGLGDAISVHTGAAGT TGANEATGGGYAREQTSWTSGSTGTNTGO 60
PN KASDAIAGLGDUE SVHTGAAGY TGANEAT GGGYAREQY STSGS TGTNT D
Shict 1 MOLPMATIKAASDALAGLGOMIS\HTGAAGTTGANEAT GAGVAREQTSHTSGSTGTNTGD 60

AT EGOIUSASSSGTFVGSEAF ODGIVEVSGTGAS o THATVA
Shict 61 EVELSVAGIWEGGIMASSSTFVGSEAFDOGDVEVSGTGAS IS AIVA 113

& Download v GenPept Graphics

‘minor tail protein [Mycobacterium phage LOCARD]
Sequence D WDW19996.1 Langth 113 Numberof Matches: 1

Range 1: 140 113 Gereept Grapns

o B e T s
21 bis(54€) 10:69 Compostional mars adius, 112/153(55%) 113/113(100%) 0153(0%)

QUETY 1 HGIPNATHOMASDAIAGLGDAISVHTGAAGT TGANEATGGGYAREQTSWTSGSTGTNIGO 60
PN KASDAIAGLGDUE SVHTGAAGY TGANEAT GGGYAREQY STSGS TGTNT D
Shict 1 MOLPMATIKAASDALAGLGOMIS\HTGAAGTTGANEAT GAGVAREQTSHTSGSTGTNTGD 60

AT EGUIUSASSSGTFVGSEAF ODGIVEVSGTGAS VIR
Shict 61 EVELSVAGIWEGUIMASSSGTFVGSEAF DOGDVEVSGTGAS TOVTPAWA 113
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3 |-iaee 327 10 —2.15c |CATAACTCGARAGGARACAATC |ATG  |23510 342
s 253 2ses s -3.153 |CGGICICGGTGACTGGATCAGT |GIG 23575 273
s |-s.a7e 2208 s -3.252 |GGGCACCAACACCGGTGACGAG |GTG 23693 159
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TMHMM result

# WEBSEQUENCE Length: 114
# WEBSEQUENCE Number of predicted TiHs: ©

# WEBSEQUENCE Exp number of Ads in THHs: 0.63227
# WEBSEQUENCE Exp number, first 60 AAs: 0.62072
# WEBSEQUENCE Total prob of N-in: 0.28945
WEBSEQUENCE  THHI2.0 outside 1 o1a
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Distribution of the top 52 Blast Hits on 52 subject sequences
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‘minor tai protein [Mycobacterium phage Omega] Mycobacterium phage Omegz 7373 100% 2e54 100.00% 84 NP 8183431

‘minor tai protein (Mycobacterium phage Inventun] Mycobacterium phage Inventum 272 100% Gese S88I% 85 YP 0091253031
‘minor tai protein (Mycabacterium phage Boomer] ‘Mycobacterium phage Boomer 272 100% Tess S88I% 84 YP 0020142391
‘minor tai protein (\ycobacterium phage Seagreen] Mycobacterium phage Seagreen A2 72 100% 8eSe 9881% 84 YP 009195701
‘minor tai protein (Mycobacterium phage Pacc40] Mycobacterium phage Pacc40 272 100% 8eS4 9881% 84 YP 002041601
hupothetical protein SEA AUBS 22 [Mycobacleriom phage Aubs] Mycobacterium phage Aubs 272 100% Ses 9881% 84 LxEOasat

‘minor tai protein (ycabacterium phage PogTar] Mycobacterium phage PopTart AT 100% 2053 98BI% 84 YP 0092143621
‘minor tai protein (Wycobacterium phage Spartacus] Mycobacterium phage Spartacus AT 100% 2053 STEX% 85 YP 006078431
‘minor tai protein (Mycobacterium phage Moz;] Mycobacterium phage Moz, AT 100% 3653 9TE% 84 YP 0096371631
‘minor tai protein (Mycobacterium phage SISI Mycobacterium phage SIS! A1 ATI 100% 3e53 STEX% 84 Y 00s05114st
minor tai protein (Mycobacterium phage Quics] ‘Mycobacterium phage Quico 0 170 100% 3eS3 9TE2% 84 YP 0091345471
‘minor tai protein (Mycobacterium phage Saal Mycobacterium phage Saal 0 170 100% 4e53 TE2% 84 YP 0090074891
‘minor tai protein (Mycobacterium phage Donkeykong] Mycobacterium phage Donkeykong 163 169 100% 8eS3 9TE2% 84 YP 0099560511
‘minor tai protein (Mycobacterium phage Whousghf] ‘Mycobacterium phage Whowpht 163 169 100% 983 9643% 84 YP 0099633071
minor tai protein (Wycobacterium phage Phatriss] Mycobacterium phage Phatniss. 163 189 100% 1eS2 9643% 85 YP 0092025401
‘minor tai protein (Mycobacterium phage Lizma] Mycobacterium phage Liama 163 169 100% 1eS2 9643% 84 YP 0092085711
hypothetical protein PBI CHES 23 (Mycobacterium phage Ches] Mycobacterium phage Ches 167 167 100% Ses2 9524% 84 NP BIT3812

hupothetical protein SEA LATRETIUM 23 [Mycobacterum phage Latrtium] Mycobaclerium phage Lafretum 167 167 100% Ges2 9524% 84 QX031

‘minor tail protein [Mycobacterium phage Eish] Mycobacterium phage Eish 167 167 100% 9e52 9524% 84 YP 0099563641
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Jinghui Zhang, Zheng Zhang, Webb Hiller, and David J. Lipman (1997),
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Sequences producing significant alignment

XFactor_22, function unknown, 8
Willsterrel 23, function unknown, 84
Wee_23, function unknown, 84
Wanda_43, function unknoun, 84
Wachhund_22, function unknoun, 84
VRedHorsz_22, function unknown, 84
UncleRicky_25, function unknown, 84
Tueety_23, function unknoun, 8¢
Taj_22, function unknoun, 84
Sthnnes_22, function unknown, 84
564_22, function unknoun, 84
Sandalphon_23, function unknoun, 84
Rockne_22, function unknoun, 8¢
Rita_22, Function unknown, 84
Rialto_Draft_2¢, function unknown, 84
Ramsey_23, function unknoun, 8¢
Quickiath 23, function unknown, 84
Plumbus_23, function unknoun, 84
Piper2026_24, Function unknown, 84
Ovechkin 22, function unknoun, 84
Cmega_22, function unknoun, 84
OldBen_22, function unknown, 84
Nitzel 23, function unknoun, 8¢
Nimbo_22, function unknown, 84
Mutaforna13_22, function unknown, 84
Pova_23, function unknown, 8¢
Hoonbean_23, function unknoun, 84
Hinnie 23, function unknown, 84
MinionDave_23, function unknown, 84
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Aligned | Target
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>XFactor_22, function unknoun, 84
Lengeh = 84

Score = 171 bits (433), Expect = Se-43
Tdentities = 84/84 (100%), Positives = 84/84 (100%)

Query: 1 HNIKTOHQIVAFGNDGLFDRDGTL IVQAARVVGGHEVTAEGRPPATVLORSSATTENT 60
FNTKTDHQIVAFGNDGL FDRDGTL TVOAARVVGGHEVTAEGRPPATVLDRSSATTEHT
Sbjct: 1  HNIKTDHQIVAFGIDHIGLFDRDGTL IVQAARVVGGHEVTASGRPPATVLDRSSATTENL 60

Query: 61 NTALAVLPGDGYSCLVPRGLRAQP 34
NTALAVLPGDGYSCLVPRGLRAQ?
Sbjct: 61 NTALAVLPGDGYSCLVPRGLRAGP 84

SHillSterrel 23, function unknown, 84
Lengeh = 84

Score = 171 bits (433), Expect = Se-43
Tdentities = 84/84 (100%), Positives = 84/84 (100%)

Query: 1 HNIKTOHQIVAFGNDGLFDRDGTL IVQAARVVGGHEVTAEGRPPATVLORSSATTENT 60
FNTKTDHQIVAFGNDGL FDRDGTL TVOAARVVGGHEVTAEGRPPATVLDRSSATTEHT

Sbjct: 1  HNIKTDHQIVAFGIDHIGLFDRDGTL IVQAARVVGGHEVTASGRPPATVLDRSSATTENL 60

Query: 61 NTALAVLPGDGYSCLVPRGLRAQP 34
NTALAVLPGDGYSCLVPRGLRAQ?

Sbjct: 61 NTALAVLPGDGYSCLVPRGLRAGP 54

SHee_23, function unknown, 84
Length = 84

Score = 171 bits (433), Expect = Se-43
Tdentities = 84/84 (100%), Positives = 84/84 (100%)

Query: 1 HNIKTOHQIVAFGNDGLFDRDGTL IVQAARVVGGHEVTAEGRPPATVLORSSATTENT 60
FNTKTDHQIVAFGNDGL FDRDGTL TVOAARVVGGHEVTAEGRPPATVLDRSSATTEHT
Sbjct: 1  HNIKTDHQIVAFGIDHIGLFDRDGTL IVQAARVVGGHEVTASGRPPATVLDRSSATTENL 60

Query: 61 NTALAVLPGDGYSCLVPRGLRAQP 34
NTALAVLPGDGYSCLVPRGLRAQ?
Sbict: 61 NTALAVLPGDGYSCLVPRGLRAGP 84
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minor tail protein [Mycobacterium phage Inventum]
Sequence D:Y2_009125303.1 Langth: 85 Nurmber of Matches: 1
‘See 8 more iles) v See all dentical Proteins(

(1BG)

Range 1: 2t0 85 Gerreot G

oncs

o ot el Tatis P
57 bis(e36) cursé Composiional mave adist, 83/84(39%) S4/6acio0ts) 0/6e(0%)

query 1
ALK TOHOIVA MG FORDGTL TVOARVVGHEVIAE GRPo

Shict 2 NIKTONQIVAFGNOMNGL FOROGTLIVGARWGGHEVTAE GRPPATVLDRSSATTEMS 61

Query 61 NTALAVLPGDGYSCLPRGLAAGS 84
[ALAVLPGDGVSCLVPRGLRADY
Shict 62 NTALAVLPODGVSCLVPRGLRAGH 85
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IALAVLPGDGYSCLYPRGLAAGS 84
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Shict 1 MNIKTOHGIVAFGAOIGL FORDG!

Query 61 NTALAVLPGDGYSCLPRGLAAGS 84
NTALAVLPGOGYSCLVPRGLRAGD
Shict 61 NTALAVLPODGVSCLVPRGLRAGP 84
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TMHMM result
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Score £

Sequences producing significant alignments: (bits) Valve
Rialto_Draft_25, function unknoun, 212 215 e-118
Willstarrel 24, minor tail protein, 212 213 e-11s
inatsapiecost 23, function unknown, 212 EEgett]
56423, function unknoun, 212 EEgett]
Scottish_24, function unknoun, 212 EEgett]
Sassafras_23, minor tail protein, 212 EEgett]
Ruby_23, Function unknown, 212 EEgett]
Rita_23, function unknown, 212 EEgett]
Radiance Draft_23, function unknown, 212 EEgett]
Priappiness_23, function unknoun, 212 EEgett]
Paccas_23, function unknown, 212 EEgett]
OldBen_23, minor tail protein, 212 EEgett]
Hova_23, function unknown, 212 EEgett]
MisterCugdles_23, function unknown, 212 EEgett]
Haravista Draft 23, function unknoun, 212 EEgett]
KristaRa 24, minor tail protein, 212 EEgett]
Kinghidas_24, function unknown, 212 EEgett]
Karndo_Draft_23, function unknown, 212 EEgett]
JoeyIr_23, function unknown, 212 EEgett]
IrishSherpFalk_24, function unknown, 212 EEgett]
Tnventun_23, function unknoun, 212 EEgett]
Girr_23, function unknown, 212 EEgett]
Geralt 23, function unknoun, 212 EEgett]
Galactic_23, minor tail protein, 212 EEgett]
Filuzino 23, function unknoun, 212 EEgett]
Empress_24, function unknown, 212 EEgett]
Dante_23, function unknown, 212 EEgett]
Dacnerys 23, function unknoun, 212 EEgett]

BlueCrab Draft_23, function unknown, 212 3 e-1s
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SHillSterrel 24, minor tail protein, 212
Length = 212

Score = 413 bits (1061), Expect = e-115
Tdentities = 211/212 (99%), Positives = 211/212 (99%)

Query: 1 MAYSKOSHENVPSTHTPLSADRLITEDGTEGAHEGLODKADL AHDHVLADVTDVTSTGA 60
HAYSKQSHENVPSTNTPL SADRLNHEDG EGAHEGLDDKADLAHDHVL ADVTDVTSTGA
Sbjct: 1 MAYSKQSHENVPSTNTPLSADRLNHIEDGIEGAHEGLODKADLAHDHVLADVTDVTSTGA 60

Query: 61 ATAGMADNDAALEALQPELDNKIHETVOYYATNELDVOUDASDVVSGTLSTHRIPVGSSG 120
ATAGAADIDAAL EAL QPELDNKTHE IVDYYATNELDVOVDASDWSGTL STRIPVGSSG
Sbjct: 61 ATAGARDIDAALEALQPELDNKTHEIVDYYATNELDVQVDASDWSGTLSINRIPVGSSG 128

Query: 121 STVCVGNDSRLSDQRTPLONSVTLAKIQDGAITHAKINTGAATAKSKLASDVQTSLDKAD 150
‘STVCVGNDSRLSDQRTPLDNSVTLAKIQDGAT THAKTNTGAALAKSKLASOVQTSL K4D
Sbjct: 121 STVCVGNDSRLSDQRTPLDNSVTLAKIQDGAT THAKTHTGAATAKSKLASDVQTSLGKAD 188

Query: 181 SSVQKSGSASGMAIGTTLPGTGTAGVLYVWP 212
SSVOKSGSASGHAGTTLPGTGTAGVLYVWVP
181 SSVOKSGSASGMMGTTLPGTGTAGVLYWWP 212

Sbjct

SHhatsapiecost_23, function unknown, 212
Length = 212

Score = 413 bits (1061), Expect = e-115
Tdentities = 211/212 (99%), Positives = 211/212 (99%)

Query: 1 MAYSKOSHENVPSTHTPLSADRLITEDGTEGAHEGLODKADL AHDHVLADVTDVTSTGA 60
HAYSKQSHENVPSTNTPL SADRLNHEDG EGAHEGLDDKADLAHDHVL ADVTDVTSTGA
Sbjct: 1 MAYSKQSHENVPSTNTPLSADRLNHIEDGIEGAHEGLODKADLAHDHVLADVTDVTSTGA 60

Query: 61 ATAGMADNDAALEALQPELDNKIHETVOYYATNELDVOUDASDVVSGTLSTHRIPVGSSG 120
ATAGAADIDAAL EAL QPELDNKTHE IVDYYATNELDVOVDASDWSGTL STRIPVGSSG
: 61 ATAGAADIDAALEALQPELDNKIHEIVOYYATNELDVQUDASDVVSGTLSTIRIPVGSSG 120

+ 121 STVCVGNDSRLSDQRTPLONSVTLAKIQDGAT THAKINTGAATAKSKLASDVQTSLDKAD 150
‘STVCVGNDSRLSDQRTPLDNSVTLAKIQDGAT THAKTNTGAALAKSKLASOVQTSL K4D
+ 121 STVCVGNDSRLSDQRTPLONSVTLAKTQDGATTNAKTNTGAATAKSKLASDVQTSLGKAD 150

Query: 181 SSVQKSGSASGMAIGTTLPGTGTAGVLYVWP 212
SSVOKSGSASGHAGTTLPGTGTAGVLYVWVP
Sojct: 181 SSVOKSGSASGHWGTTLPGTGTAGVLYWVP 212
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‘minor tail protein [Mycobacterium phage Pacc40]
Sequence ID: YP_002241607.1 Length: 212 Number of Matches: 1

See 23 more title(s)  See all dentical Proteins(IPG)

Range 1: 1 to 212 GenPept Graphics

B Expect Wethod Tderiites Posicves Gans
421 bits(1081) 4e-148 Compositional matrix adjust. 211/212(39%) 211/212(99%) 0/212(0%)

Query 1 MAYSKQSHENVPSTNTPLSADRLIHIEDGIEGAHEGLODKADLAHDHVLADVTDVTSTGA 60
"MAYSKQSHENVPSTNTPLSADRLNHTEDGIEGAHEGLDDKADLAHDHVLADVTDVTSTGA
Sbjct 1 MAYSKQSWENVPSTNTPLSADRLNHTEDGIEGAHEGLODKADLAHDHVLADVTDVISTGA 68

Query 61  ATAGAADNDAALEALQPELDNKIHEIVDYYATNELDVQVDASDWSGTLSINRIPVGSSG 120
ATAGAADIIDAALEALQPELDIKIHE IVDYYATNELDVQVDASDWSGTLSINRIPVGSSG
Sbjct 61  ATAGAADNDAALEALQPELDNKIHETVDYYATNELDVQVDASDWSGTLSINRIPVGSSG 120

Query 121 STVCVGNDSRLSDQRTPLONSVTLAKIQDGALTHAKINTGAATAKSKLASDVQTSLOKAD 180
STVCVGHDSRL SDQRTPLONSVTLAKIQDGAI THAKTNTGAATAKSKLASDVTSL KAD
Sbjct 121 STVCVGNDSRLSDGRTPLDNSVTLAKIQDGAT TNAKINTGAATAKSKLASDVQTSLGKAD 180

Query 181 SSVOKSGSASGHMNGTTLPGTGTAGVLYVWP 212
SSVOKSGSASGHIGTTLPGTGTAGVLYVWP
Sbjct 181 SSVQKSGSASGHWGTTLPGTGTAGVLYVWP 212

& Dovnload v GenPept Graphics

minor tail protein [Mycobacterium phage SiSi]

Sequence ID: YP_008051149.1 Length: 212 Number of Matches: 1
See 11 more title(s) v See all Identical Proteins(IPG).

Range 1: 1 to 212 GenPept Graphics

B Expecc_Wethod Tderites Posicves s
419 bits(1078) 1e-147 Compositional matrix adjust. 210/212(38%) 211/212(99%) 0/212(0%)

Query 1 MAYSKQSHENVPSTNTPLSADRLIHIEDGIEGAHEGLODKADLAHDHVLADVTDVTSTGA 60
"HAYSKQSHENVPSTNTPLSADRLNHTEDGIEGAHEGLDDKADL AHDHVLADVTDVTSTGA
Sbjct 1 MAYSKQSWENVPSTNTPLSADRLNHTEDGIEGAHEGLODKADLAHDHVLADVTDVISTGA 68

Query 61  ATAGAADNDAALEALQPELDNKIHEIVDYVATNELDVOVDASDWSGTLSINRIPVGSSG 120
ATAGAADIIDAALEALQPELDIKIHEIVDYYATNELDVQVDASDWSGTLSINRIPVGSSG
Sbjct 61  ATAGAADNDAALEALQPELDNKIHETVDYYATNELDVQVDASDWSGTLSINRIPVGSSG 120

Query 121 STVCVGNDSRLSDQRTPLONSVTLAKIQDGALTHAKINTGAATAKSKLASDVQTSLOKAD 180
STVCVGHDSRL SDQRTPLONSVTLAKIQDGAI THAKTNTGAATAKSKLASDVTSL KAD
Sbjct 121 STVCVGNDSRLSDGRTPLDNSVTLAKIQDGAT TNAKINTGAATAKSKLASDVQTSLGKAD 180

Query 181 SSVOKSGSASGHMNGTTLPGTGTAGVLYVWP 212
SSVOKSGSASGUIGTTLPG+GTAGVLYVWVP
Sbjct 181 SSVQKSGSASGMWMGTTLPGSGTAGVLYWWP 212
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terminase small subunit [Mycobacterium phage Boomer]
Sequence ID: YP_002014218.1 Length: 84 Number of Matches: 1
» See 13 more title(s)

Range 1: 1 to 84 Genpept Graphics

Score Expect Method Identities Positives Gaps
166 bits(419) 2e-51 Compositional matrix adjust. 84/84(100%) 84/84(100%) 0/84(0%)

Query 1  MAEYSTLNEAMAAGDELAEAEIRYRLLAEAFEEEPKLRSQLNPAIEKAKAEIVRLRALTQ 60
MAEYSTLNEAMAAGDELAEAEIRYRLLAEAFEEEPKLRSQLNPATEKAKAEIVRLRALTQ
sbjct 1 MAEYSTLNEAMAAGDELAEAEIRYRLLAEAFEEEPKLRSQLNPAIEKAKAEIVRLRALTQ 60

Query 61 GSESAPTESGKVVAFDADRFRKSG 84
GSESAPTESGKVVAFDADRFRKSG
sbjct 61 GSESAPTESGKVVAFDADRFRKSG 84

[BIDownload v GenPept Graphics

terminase small subunit [Mycobacterium phage Velveteen]
Sequence ID: YP_008409539.1 Length: 84 Number of Matches: 1
» See 10 more title(s)

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
MAEYSTLNEAMAAGDELAEAEIRYRLLAEAFEEEPKLRSQLNPATEKAKAEIVRLRALTQ
sbjct 1 MAEYSTLNEAMAAGDELAEAEIRYRLLAEAFEEEPKLRSQLNPAIEKAKAEIVRLRALTQ 60

Query 61 GSESAPTESGKVVAFDADRFRKSG 84
GSESAP ESGKVVAFDADRFRKSG
sbjct 61 GSESAPKESGKVVAFDADRFRKSG 84
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Starts: 25 ORF Start : 24052 Cén1 Cdn2 Cdn3 Lenghh
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5D Scoring Matix [Kibler®

I
[scafraw sp_[cenomic [spacer [rinal [Sequence of che Region

[Scarc[scare  [ome
3 [score |z value [pisvance|score [Upstream of che Scarc |Codon|Posivion [Lengen
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TMHMM result
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Description

‘minor tai protein (\ycobacterium phage Blesus]
‘minor tai protein (Mycobacterium phage Rajelicial

‘minor tai protein (Mycobacterium phage Snazzy]

hypothetical protein SEA ARCANINE 36 [Wycobacterium phage Arcanine]
‘minor tai protein (Wycobacterium phage Ovechid]

‘minor tai protein (Mycobacterium phage EleanorGeorge]

‘minor tai protein (Mycobacterium phage Hiubikazi]

hupothetical protein PBI_ STROKESEAT 24 [Mycobacterium phage Stokeseaf]
‘minor tai protein (\ycobacterium phage Emma]

‘minor tai protein [Mycobacterium phage Moonbeam]

‘minor tai protein (Mycobacterium phage Frchouse51]

‘minor tai protein (Mycobacterium phage Mutzfomat3)

‘minor tai protein (Mycobacterium phage Moz;]

‘minor tai protein [Mycobacterium phage Spartacus]

‘minor tai protein Mycobacterium phage Omegzl

‘hypothetical protein ISH53 9p02S [Mycobacterium phage MileniumForcs]
‘minor tai protein (Mycobacterium phage Fathead]

‘minor tai protein (Mycobacterium phage PogTar]

‘minor il protein [Mycobacterium phage Fruitioop]
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Score  E

Sequences producing significant alignments: (bits) Valve
Rialto_Draft_26, function unknown, 313 9 0.0

Radiance Draft_24, function unknown, 313 &2 80

Blexus_23, function unknown, 315 a2 e17s
Slagathor_36, function unknown, 36 57 163
Rajelicis 34, minor tail protein, 306 367 e182
Snazzy_34, function unknoun, 305 565 e-161
Arcanine 36, function unknoun, 329 512 e-1s8
Ovechkin 24, function unknoun, 316 261 e-129
EleanorGeorge_24, function unknown, 328 a5 e-125
LunaBlu_Draft 25, function unknown, 322 prrtt]
Wnouxph?_24, Function unknoun, 321 212 e115
Hamulus 24, function unknown, 321 212 e115
Strokeseat_24, function unknoun, 327 207 e113
Handlovu_23, function unknoun, 327 207 e113
Ema_24, minor tail protein, 327 EECptty
XFactor_24, function unknown, 326 3% e-108
Wachhund_24, minor tail protein, 326 3% e-108
Seagreen 25, function unknoun, 326 3% e-108
KristaRll_25, minor tail protein, 326 3% e-108
Juicesss 26, function unknoun, 326 3% e-108
Hegedechuinu_25, function unknown, 326 3% e-108
Fruitloop_24, Function unknown, 326 3% e-108
Tuesty_25, function unknown, 326 38 e-108
Firehouse51.25, function unknown, 326 388 e-108
Spartacus_25, function unknown, 326 388 e-108
Mozy_25, Function unknown, 326 388 e-108
Wee 25, function unknown, 326 388 107
Taj_2¢, function unknoun, 326 388 107
Cmega_24, function unknoun, 326 388 107
DeadP_24, function unknown, 326 388 107
BodEinwoner17_24, function unknown, 326 37 e107
Hoonbean_25, function unknoun, 327 385 107
564_24, function unknown, 326 3 e-106
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>Slagathor_36, function unknoun, 306
Tengen = 306

Score = 579 bits (1492), Expect = e-165
Tdentities = 278/305 (91%), Positives = 283/305 (92%), Gaps = 12/385 (3%)

Query: 9 FUDPSAFKVMIGSAFVNPELYTIGTSYDKVIPSFTPFTISSEDPGYEDL IDEPVPEGAS 65
FU A KV Gr =P+ P FTPFTISSEDPGYEDLIDEPVPEGAS
Sbjct: 14 FUGDARAKVYVGAMRTIPPY- -PDFTPFTISSEDPGYEDLIDERVPEGAS 61

Query: 69 GCUVTLVGGGAGGRAGYRGTSSHRPGGPGGGGGSKIPRUMTPRELIGDTYSVSTGIGELG 125
GV TLVGGGAGGRAGYRGTSSNRPGGPGGGGGSKIPRVNIPRELIIGDTYSVSTGIGGLG
Sbjct: 62 GCHVTLVGGGAGGRAGYRGTSSNRPGGPGGGGGSKIPRVNIPRELIGDTYSVSTGIGALG 121

Query: 129 GEALASGSGHGPAPVSATASYFRSGOVILTAGFGGYGGANAGGTGNLGSTLOGVPGAALT 185
GEAL SGSGHGPAPVSATASYFRSGOVIILTAGFGGYGGANAGSTGNLGSTLOGVPGAALT
Sojct: 122 GEALVSGSGHGPAPVSATASYFRSGOVNLTAGFGGYGGANAGSTGNLGSTLQGVPGAALT 151

Query: 189 PGTDGGRGATSATTIADPGVDIIPNIGAGAGGGGGGCTTSGGSPTNGAKGGDSTHGTGGVGG 248
PGTDGGRGATSATTIADPGVDIIPIIGAGAGGGGGGCTTSGRSPTHGAKGEDS THTGGVGE
Sbjct: 182 PGTDGGRGATSATTIADPGUDIIPNGAGAGGGGGGCTTSGGSPTNGAKGGDSTHGTGAVGG 241

Query: 249 STSGTOGGNAVDQEPGNPGAGGGGGRINQGGNGGIVGGGGGERACASTAYPGEDGADGYY 308
‘SISGTQGGHAVDOEPGPGAGGGGGRNNOGGNGGNYGAGEGAGAGGS TAYPGEDGEDGYY.
Sbjct: 242 SISGTQGGHAVDOEPGIPGAGGGGGRNNOGGNGGNYGAGEGAGAGESTAYPGEDGEDGYY 301

Query: 309 LIEME 313
LIEE
Sbjct: 362 LIEWE 306
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>Snazzy_34, function unknown, 305
Lengtn = 305

Score = 565 bits (1456), Expect = e-161
Tdentities = 272/305 (89%), Positives = 280/305 (91%), Gaps = 13/385 (4%)

Query: 9 FUDPSAFKWMIGSAFVNPELYTIGTSYDKVIPSFTPFTISSEDPGYEDL IDEPVPEGAS 65
FU A Ker Gr =P s P FTPF-ISSEDPGY D+ DEPVPEGAS
Sbjct: 14 FUGDARAKIVVGAMRTIPPY- PDFTPFSISSEDPGYTOIYDEPVPEGAS 61

Query: 69 GCUVTLVGGGAGGRAGYRGTSSHRPGGPGGGGGSKIPRUMTPRELIGDTYSVSTGIGELG 125
GV TLVGGGAGGRAGYRGTSSNRPGGPGGGGGSKIPRVNIPRELIIGDTYSVSTGIGGLG
Sbjct: 62 GCHVTLVGGGAGGRAGYRGTSSNRPGGPGGGGGSKIPRVNIPRELIGDTYSVSTGIGALG 121

Query: 129 GEALASGSGHGPAPVSATASYFRSGOVILTAGFGGYGGANAGGTGNLGSTLOGVPGAALT 185
GEAL SGSGHGPAPVSATASYFRSGOVIILTAGFGGYGGANAGSTGNLGSTLOGVPGAALT
Sojct: 122 GEALVSGSGHGPAPVSATASYFRSGOVNLTAGFGGYGGANAGSTGNLGSTLQGVPGAALT 151

Query: 189 PGTDGGRGATSATTIADPGVDIIPNIGAGAGGGGGGCTTSGGSPTNGAKGGDSTHGTGGVGG 248
PGTDGGRGATSATTIADPGVDIIPIIGAGA GGGGGCTTSGGSPTNGAKGEDSTHGTGGVGE
Sbjct: 182 PGTDGGRGATSATTTADPGUDIIPNGAGA-GGGGGCTTSGASPTNGAKGGDSTHGTGEVGE 248

Query: 249 STSGTOGGNAVDQEPGNPGAGGGGGRINQGGNGGIVGGGGGERACASTAYPGEDGADGYY 308
‘SISGTQGGHAVDOEPGPGAGGGGGRNNOGGNGGNYGAGEGAGAGGS TAYPGEDGEDGYY.
Sbjct: 241 SISGTQGGHAVDOEPGIPGAGGGGGRNNOGGNGGNYGGGEGCGAGGSTAYPGEDGEDGYY 308

Query: 309 LIEME 313
LIEE
Sojct: 301 LIEWE 305
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minor tail protein [Mycobacterium phage Blexus]
Sequence ID: YP_009954711.1 Length: 315 Number of Matches: 1
See 1 moretitle(s) v See allIdentical Proteins(IPG)

Range 1: 1 to 307 GenPept Graphics

S Expect_ Wethod Tdenctes Fositves Gas
370 bits(851) 5e-125 Compositional matrix adjust. 291/312(33%) 300/312(96%) 5/312(1%)

Query 1 HKVWIGTAFVDPSAFKVWMIGSAFVIIPELYTWNGTSYDKVHPSFTPFTISSEDPGYEDLID 60
KVINGTAFVDP+AFKVUNGSAFVIIPELYTUNGTS -DKVIPSF PF = + + L D
Sbjct 1 MKVINGTAFVDPTAFKVMIGSAFVNPELYTHNGTSFDKVWPSFEPFVLENVN-----LTD 55

Query 61  EPVPEGASGCMVTLVGGGAGGRAGYRGTSSIIRPGGPGGGGSKIPRVNIPRELGDTYSY 120
EPVP+GASGCIVTLVGGGAGGRAGYRGTSSIRPGGPGGGGGSKIPRVI-PRELIGDTYSY
Sbjct 55 EPVPQGASGCHVTLVGGGAGGRAGYRGTSSIRPGGPGGGGSKIPRVAVPRELHGDTYSY 115

Query 121 STGIGGLGGEALASGSGHGPAPVSATASYFRSGDVIILTAGFGGYGGANAGGTGILGSILO 182
STGIGGLGGEAL SGSGHGPAPVSATASYFRSGOVILTAGFGGYGGANIAGGTGILGSILY
Sbict 115 STGIGGLGGEALVSGSGHGPAPVSATASYFRSGOVNLTAGFGGYGGANAGETGILGSILY 175

Query 181 GUPGAALIPGTDGGRGATSATTIADPGVDNPNGAGAGGGGGGCTTSGGSPTNGAKGGDST 240
GVPGAALTPGTDGGRGATSATT IADPGVDNPNGAGAGGGGGGCTTSGGSPTNGAKGGDST
Sbjct 176 GVPGAALIPGTDGGRGATSATTIADPGVDNPNGAGAGGGGGGCTTSGGSPTNGAKGEDST 235

Query 241 HGTGGVGGSTSGTQGGNAVDQEPGHIPGAGGAGGRNNQGGNGGNYGGGEEEGAGESTAYPG 300
HGTGGYGGS 1SGTOGGNAVOQEPGIIPGAGGGGGRNII-GGNGG+YGGGGEEAGESTAYPG
Sbjct 235 HGTGGUGGSISGTOGGNAVDQEPGNPGAGGGGGRNNRGGGGDYGGGGGEGAGRSTAYPG 295

Query 301 GDGGDGYLIEM 312
GDGGDGY_ LTE
Sbjct 296 GDGGDGYTLIEW 367
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>Tootsieroll 2, terminase small subunit, 84
Length = 84

Score = 161 bits (407), Expect = 6e-40
Identities = 84/84 (100%), Positives = 84/84 (100%)

Query: 1 MAEYSTLNEAMAAGDELAEAEIRYRLLAEAFEEEPKLRSQLNPAIEKAKAEIVRLRALTQ 60
MAEYSTLNEAMAAGDELAEAEIRYRLLAEAFEEEPKLRSQLNPATEKAKAETVRLRALTQ
Sbjct: 1 MAEYSTLNEAMAAGDELAEAEIRYRLLAEAFEEEPKLRSQLNPAIEKAKAEIVRLRALTQ 60

Query: 61 GSESAPTESGKVVAFDADRFRKSG 84
GSESAPTESGKVVAFDADRFRKSG
Sbjct: 61 GSESAPTESGKVVAFDADRFRKSG 84

>Starcevich_Draft_2, function unknown, 84
Length = 84

Score = 161 bits (407), Expect = 6e-40
Tdentities = 84/84 (100%), Positives = 84/84 (100%)

Query: 1 MAEYSTLNEAMAAGDELAEAEIRYRLLAEAFEEEPKLRSQLNPAIEKAKAEIVRLRALTQ 60
MAEYSTLNEAMAAGDELAEAEIRYRLLAEAFEEEPKLRSQLNPATEKAKAETVRLRALTQ
Sbjct: 1 MAEYSTLNEAMAAGDELAEAEIRYRLLAEAFEEEPKLRSQLNPAIEKAKAEIVRLRALTQ 60

Query: 61 GSESAPTESGKVVAFDADRFRKSG 84
GSESAPTESGKVVAFDADRFRKSG
Sbjct: 61 GSESAPTESGKVVAFDADRFRKSG 84

>Stap_Draft_1, function unknown, 84
Length = 84

Score = 161 bits (407), Expect = 6e-40
Tdentities = 84/84 (100%), Positives = 84/84 (100%)

Query: 1 MAEYSTLNEAMAAGDELAEAEIRYRLLAEAFEEEPKLRSQLNPAIEKAKAEIVRLRALTQ 60
MAEYSTLNEAMAAGDELAEAEIRYRLLAEAFEEEPKLRSQLNPATEKAKAETVRLRALTQ
Sbjct: 1 MAEYSTLNEAMAAGDELAEAEIRYRLLAEAFEEEPKLRSQLNPAIEKAKAEIVRLRALTQ 60

Query: 61 GSESAPTESGKVVAFDADRFRKSG 84
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‘minor tail protein [Mycobacterium phage Rajelicial
Sequence ID: YP_009980360.1 Length: 306 Number of Matches: 1
See 1 moretitle(s) v See all Identical Proteins(IPG)

3 to 306 GenPept Graphics

S Expect_Wethod Tdenctes Fositves s
314 bits(804) 7e-103 Compositional matrix adjust. 270/306(88%) 278/306(90%) 12/306(3%)

Query 8 AFVDPSAFKVMNGSAFVNPELYTWIIGTSYDKVKPSETPFTISSEDPGYEDLIDEPVPEGA 67
BV <A kv Go + P+ P FTPF-ISSEDPGY D+ DEPVPEGH
PDFTPFSISSEDPGYTDIVDEPVPEGA 60

Sbjct 13 VFVGDAAAKIVVGAMRTWPPV--

Query 68 SGCWVTLVGGGAGGRAGYRGTSSHIRPGGPGGGGGSKIPRVIPRELMGOTYSVSTGIGEL 127
SGCINTLVGGG GGRAGYRGTSSIRPGGPGGGGGSKIPRVIIPRE LVGDTYSVSTGIGGL
Sbjct 61  SGCAVTLVGGGGGGRAGYRGTSSNRPGGPGGGGGSKIPRVWIPRELHGOTYSVSTGIGEL 120

Query 125 GGEALASGSGHGPAPVSATASYFRSGDVNLTAGFGGYGGANAGGTGNLGSILOGVPGAAL 187
GGEAL 5G GHGPAPVSATASYFRSGDVNLTAGFGGYGGANAGGTGNLGSILOGYPGA L
Sbict 121 GGEALVSGGGHGPAPVSATASYFRSGDVNLTAGFGGYGGANAGETGLGSILOGYPGAVL 180

Query 188 IPGTDGGRGATSATTIADPGVDNPHGAGAGGGGGGCTTSGGSPTHGAKGGDSTHGTGGYG 247
TPGTDGGRGATSATTIADPGVDNPIIGAGAGGGGGGCTTSGGSPTIGAKGGDS THETGGYG
Sbjct 181 IPGTDGGRGATSATTLADPGVDNPNGAGAGGGGGGCTTSGGSPTNGAKGEDSTHGTGGVG 240

Query 248 GSISGTQGGNAVDQEPGHPGAGGGGGRINQGGNGGNYGGGEGEGAGESTAYPGEDGADGY 307
‘GSISGTOGGNAVDQEPGNPGAGGGGGRINOGGINGGIY GGGGGGGAGRS TAYPGGDGEDGY
Sbjct 241 GSISGTOGGNAVDQEPGNPGAGGGGGRINQGGNGGNYGGGGGGEAGSTAYPGADGEDGY 360

Query 308 VLIEWE 313
VLIEE
Sbjct 361 VLIEWE 386
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TMHMM result

# WEBSEQUENCE Length: 314
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Description

"HTH DNA binding protein [Mycobaclerium phage Pacc40]

"HTH DNA binding protein [Mycobaclerium phage SG4]

HTH DNA binding protein [Mycobacterium phage Dante]

"HTH DNA binding protein [Mycobaclerium phage Minervz]

HTH DNA binding profein [Mycobaclerium phage Mahauraf]

"HTH DNA binding profein [Mycobacterium phage Doug]

"HTH DNA binding protein [Mycobaclerium phage Sandalphon]
helctum-helx DNA binding domain proten [Wycobacterium phage Phalconef]
helctum-helx DNA binding domain proten (Mycobacterum phage Ched]
"HTH DNA binding protein [Mycobaclerium phage Hamulus]
helctum-helx DNA binding prlein [Mycobacteriom phage Toolsierol]
'DNA binding protein (Mycabacterium phage Laretum]

"HTH DNA bincing profein [Mycobacterium phage Draga]

"HTH DNA binding protein [Mycobacterium phage Moolod]

‘hypothetical protein [Acinetobacter baumanni]

helxtum-helx DNA binding prolein [Mycobacteriom phage Superphikiman]
"HTH DNA binding protein [Mycobaclerium phage Job42]

hypothetical protein Wycolsibacterium mageriense]

hypothetical protein MTY414 59460 [Mycolicbacterium mageritense]
HTH DNA binding prfein [Mycobacteriom phage Kostya]

'HTH DNA binding protein [Mycobacterium phage NeitzaMV]
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BLASTP 2.2.26 [Sep-21-2011]

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

Jinghui Zhang, Zheng Zhang, Webb Hiller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
prograns”, Nucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of Mar 25, 2023
436,669 sequences; 84,482,389 total letters

Query= Rialto_27
(65 Tetters)

Distribution of 100 Blast
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Score £

Sequences producing significant alignment (bits) Valve

Zizzle 25, DNA binding protein, 65 129 23
Zerg_25, helix-turn-helix DIA binding domain protein, 65 18 23
Yorick 25, function unknown, 65 18 23
VRedHorse. 25, helix-turn-helix DIIA binding domein protein, 65 18 23
Veteran_25, helix-turn-helix DA binding domain protein, 65 18 23
Unclericky_28, function unknoun, 65 18 23
Tootsiepop_26, function unknoun, 65 18 23
TDanisky_25, function unknoun, 65 18 23
SuagPigglett 25, nelix-turn-helix DUA-binding domain protein, 65 120 2e-30
Strokeseat_25, helix-turn-helix DNA binding domain protein, 65 18 23
Spoonbill 25, helix-turn-helix DliA-binding domain protein, 65 18 23
Spikeles 26, function unknoun, 65 18 23
Sparkdenlily 25, HTH DNA binding protein, 65 18 23
5isi_25, function unknown, 65 18 23
Snilan_2s, function unknoun, 65 18 23
Scottizn 26, helix-turn-nelix DiA-binding domain protein, 65 18 23
Sabob_26, helix-turn-helix DA binding domain protein, 65 18 23
Saal 75, function unknown, 65 18 23
Royals2615_25, function unknoun, 65 18 23
RockyHorror_26, function unknown, 65 18 23
Rockne_5, Function unknoun, 65 18 23
Rit36_25, HTH DilA-binding domain protein, 65 18 23
Rialto_Draft_27, function unknoun, 65 18 23
Ramsey_26, function unknown, 65 18 23
Radiance Draft 25, function unknown, 65 18 23
Quico_26, function unknoun, 65 18 23
Quickiiath 26, function unknown, 65 18 23
Priscilla2s, HTH DA binding protein, 65 18 23
Polkala_26, helix-turn-helix DIA-binding domain protein, 65 18 23
Plumbus_26, helix-turn-helix DIA binding domain protein, 65 18 23
Piper2020_27, helix-turn-helix DIA binding domain protein, 65 18 23
Pnilus_Draft 25, function unknoun, 65 18 23
Phatniss_26, HTH DNA-binding protein, 65 129 2e-30
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HTH DNA binding protein [Mycobacterium phage Pacc40]
‘Sequence D: YP_ 0022416001 Length 65 Number of Matches: 1
‘See 91 more tlefs) v See all Identical Proteins((PG)

Range 1: 140 65 Garcent Graprcs

o T Ton o
57 bis(332) 1038 Compesisonal i adust._G5/65(100%) £3/63(100%) 0/é5(0%)

Query 1 MITIDRAIANKQIRATIAELDAELARLVVEAMTVHSI THDIGRAL KISKQRVYOLRMA 60

Shict 1 NTLIDRMIANRQKRAATAELDAELAALVYEANTVIGLTWIOIGRALKISKQRWQLRAR 60

ey o1 oo s
sbice &1 Goma 65

& Download v GenPept Graphics

HTH DNA binding protein [Mycobacterium phage S64]

‘Sequence D: YP_009013227.1 Length 65 Number of Matches: 1
‘See 9 more ie(s) v See al identical Proteins(PG)

Range 1: 140 65 Garcent Graprcs

o ot el )
5T bis(330) 3638 Compostional mave adist, _64/6538%) E/e5ci00%) 0/65(0%)

QUETY 1 M LIDRAIANRQKRAT LAELDAELAALVYEANTVHGI THDIGRALKISKQRVYOLRAA 62
T EDRMLANRQURAAT LAELDAELAALVVEANTVHGI o DIGRAL K-SKQRWOLRAR
Sbict 1 NTIIDRMIANROKRAATIAELDAE LAALVYEANTVIGITWIDIGRALK L SKORWOLRAA 60

ey o1 oo s
sbice &1 Goma 65

& Download v GenPept Graphics
HTH DNA binding protein [Mycobacterium phage Dante]
‘Sequence D: YP_009212667.1 Length 65 Number of Matches: 1

‘See 1 more i) v See all dentical Proteins(

p)

Range 1: 140 65 Garcent Graprcs

o e e T e G
130 6is(328) 5e-38 Compositonal matrix g 64/65(98%) 54/65(s8%) 0/63(0%)

Query 1 MITIDRAIANKQHRAT IAELDAELARLVYEATVHGITHOIGRAL KISKQRVYOLRMA 60
T IORMIANRQURAAT AELOAELAALVYEANTVHGI TuDIGRALKISKQRWOLRAR
Shict 1 NTIIDRMIANROKRAATTAELDAE LAALVYEANTVIGITWIDIGRALKISKQRWOLRAR 60

ey o1 oo s
sbice &1 Goma 65
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>Zizzle 25, DNA binding protein, 65
Length = 65

Score = 129 bits (325), Expect = 2-3
Tdentities = 65/65 (100%), Positives = 65/65 (100%)

Query: 1 HTTIDRALANAQKRAATIAELDAELAALVYEAMTVHGITHHDIGRALKISKORVYQLRAA 68
T IDRHIANRQKRAATIAELDAELAALVYEAMTVHGITHHDIGRALKISKQRVYQLRAA
Sbjct: 1 HTTIDRNTANRQKRAATIAELDAELAALVYEANTVHGITHDIGRALKTSKQRVYQLRAA 60

Query: 61 GOPIR 65
PR
Sbjct: 61 GOPIR 65

>Zerg_25, helix-turn-helix DIA binding domain protein, 65
Length = 65

Score = 129 bits (325), Expect = 2-3
Tdentities = 65/65 (100%), Positives = 65/65 (100%)

Query: 1 HTTIDRALANAQKRAATIAELDAELAALVYEAMTVHGITHHDIGRALKISKORVYQLRAA 68
T IDRHIANRQKRAATIAELDAELAALVYEAMTVHGITHHDIGRALKISKQRVYQLRAA
Sbjct: 1 HTTIDRNTANRQKRAATIAELDAELAALVYEANTVHGITHDIGRALKTSKQRVYQLRAA 60

Query: 61 GOPIR 65
PR
Sbjct: 61 GOPIR 65

SYorick_25, function unknown, 65
Length = 65

Score = 129 bits (325), Expect = 2-3
Tdentities = 65/65 (100%), Positives = 65/65 (100%)

Query: 1 HTTIDRALANAQKRAATIAELDAELAALVYEAMTVHGITHHDIGRALKISKORVYQLRAA 68
T IDRHIANRQKRAATIAELDAELAALVYEAMTVHGITHHDIGRALKISKQRVYQLRAA
Sbjct: 1 HTTIDRNTANRQKRAATIAELDAELAALVYEANTVHGITHDIGRALKTSKQRVYQLRAA 60

Query: 61 GOPIR 65
PR
Sbict: 61 GDPAR 65
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TMHMM result
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ALTSCNUL, STEpNen r., Inomas L. Macden, Alejanaro A. scnarrer,

Jinghui Zhang, Zheng Zhang, Webb Hiller, and David J. Lipman (1997),
“Gapped BLAST and PSI-BLAST: a new generation of protein database search
prograns”, Nucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of Mar 25, 2023
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Score £

Sequences producing significant alignments: (bits) Valve
Veteran_26, function unknown, 98 218 4e-s6
Rialto_Draft_28, function unknoun, 98 212 se-58
Poenanya_26, function unknoun, 96 212 se-58
Phasin_27, function unknoun, 98 212 se-58
Hantra_26, function unknoun, 98 212 se-58
Karndo_Draft_26, function unknoun, 98 212 se-58
Gumbie 26, function unknown, 98 212 se-58
GigiOui0ui 26, function unknoun, 95 212 se-58
DotProguct_26, function unknoun, 98 212 se-58
Doompnist 26, function unknown, 98 212 se-58
Dirthicgirt_27, function unknoun, 98 212 se-58
Boomer_27, function unknoun, 98 212 4e-38
Sassafras_26, function unknown, 98 215 2e-53
Sandalphon_27, function unknoun, 98 215 253
Ruby_26, function unknown, 98 215 253
Piper2020_28, Function unknown, 98 215 253
OldBen_26, function unknown, 98 215 253
HisterCuddles_26, function unknoun, 98 215 253
Job£2_29, Function unknown, 98 215 253
Tnventun 26, function unknoun, 95 215 253
Girr_26, function unknown, 98 215 253
Dante_26, function unknown, 98 215 2e-53
Simranz1.27, function unknoun, 98 211 sess
Empress_27, function unknown, 98 211 se-ss
TDanisky_26, function unknoun, 98 218 se-ss
Spoonbill 26, Function unknown, 98 218 se-ss
Sparkden1ily 26, function unknoun, 98 218 se-ss
Saal 26, function unknown, 98 218 se-ss
Radiance Draft_27, function unknown, 98 218 se-ss
Priscilla 26, Function unknown, 98 218 se-ss
Philus_Draft. 26, function unknown, 98 218 Be-55
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>Veteran_26, function unknoun, 95
Lengeh = 98

Score = 214 bits (546), Expect = 4e-56
Tdentities = 98/35 (100%), Positives = 95/98 (100%)

Query: 1 HLRNTIATITAALTLALLTPAVADAAPKHCDIHGTGHGHIYKHACATGSGGAGADHQMK 60
PILRITIATITAALTLALLTPAVADAAPKHCDIHGTGHGHIYKHACATGSGGAGADHQMK
Sbjct: 1 MLRNTIATITAALTLALLTPAVADAAPKHCONHGTGHGNIVKHACATGSGGAGADKQIVK 60

Query: 61 NADGTPKTVHKDGKPHKLYKCKRHCGGGRYAKTTTOR 95
NADGTPKTVHKDGKPHKLYKCKRHCGGGRYAKTTTDPK
Sbjct: 61 NADGTPKTVPKDGKPHKLYKCKRHCGGGRYAKTTTOPH 98
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>Poenanya_26, function unknown, 98
Length = 98

Score = 214 bits (546), Expect = 4e-56
Tdentities = 98/35 (100%), Positives = 95/98 (100%)

Query: 1 MLRNTIATITAALTLALLTPAVADAAPKHCONHGTGHGNIYKHACATGSGGAGADKQIVK 60
PILRITIATITAALTLALLTPAVADAAPKHCDIHGTGHGHIYKHACATGSGGAGADHQMK

Sbjct: 1 MLRNTIATITAALTLALLTPAVADAAPKHCONHGTGHGNIVKHACATGSGGAGADKQIVK 60

Query: 61 NADGTPKTVPKDGKPHKLYKCKRHCGGGRYAKTTTOPI 98
NADGTPKTVHKDGKPHKLYKCKRHCGGGRYAKTTTDPK
Sbjct: 61 NADGTPKTVMKDGKPHKLYKCKRHCGGGRYAKTTTOPM 98
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hypothetical protein BOOMER_27 [Mycobacterium phage Boomer]
Sequence ID: YP_002014243.1 Length:98 Number of Matches: 1

See 11 more title(s)  See all dentical Proteins(IPG)

Range 1: 1 to 98 GenPeol Graphics

S Expecs Method Taares Posiives Gans
199 bits(507) 2e-64 Compositional matrix adjust. 98/98(100%) 98/98(100%) 0/98(0%)

Query 1 HLRNTIATITAALTLALLTPAVADAAPKHCDNHGTGHGMIYKHACATGSGGAGADNO'VK 60
ILRNTIATITAALTLALL TPAVADAAPKHCDIIHGTGHGHI YKHACATGSGGAGADHQHVK
Sbjct 1 HLRNTIATITAALTLALLTPAVADAAPKHCDNHGTGHGHIYKHACATGSGGAGADMGIVK 60

Query 61 NADGTPKTVAKDGKPHKLYKCKRACGGGRYAKTTTDPH 98
NADGTPKTVHKDGKPHKLYKCKRHCGGGRYAKTTTDPL
Sbict 61 NADGTPKTVMKDGKPHKLYKCKRHCGGGRYAKTTTORH 95
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terminase small subunit [Mycobacterium phage Boomer]
Sequence ID: YP_002014218.1 Length: 84 Number of Matches: 1
» See 13 more title(s)

Range 1: 1 to 84 GenPept Graphics

Score Expect Method Identities Positives Gaps
166 bits(419) 2e-51 Compositional matrix adjust. 84/84(100%) 84/84(100%) 0/84(0%)

Query 1  MAEYSTLNEAMAAGDELAEAEIRYRLLAEAFEEEPKLRSQLNPAIEKAKAEIVRLRALTQ 60
MAEYSTLNEAMAAGDELAEAEIRYRLLAEAFEEEPKLRSQLNPATEKAKAEIVRLRALTQ
Sbjct 1 MAEYSTLNEAMAAGDELAEAEIRYRLLAEAFEEEPKLRSQLNPAIEKAKAEIVRLRALTQ 60

Query 61 GSESAPTESGKVVAFDADRFRKSG 84
GSESAPTESGKVVAFDADRFRKSG
sbjct 61 GSESAPTESGKVVAFDADRFRKSG 84
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hypothetical protein M609_gp029 [Mycobacterium phage Job42]
Sequence ID: YP_008126619.1 Length: 98 Number of Matches: 1
See 11 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 98 GenPeol Graphics

S Expect Wethod Tamnites  posives Gaps
198 bits(504) 7e-64 Compositional matrix adjust. _97/98(39%) 97/98(8%) 0/38(0%)

Query 1 HLRNTIATITAALTLALLTPAVADAAPKHCDNHGTGHGMIYKHACATGSGGAGADNO'VK 60
FILRNTIATITAALTLALLTPAVADA PKHCDIHGTGHGIYKHACATGSGGAGADHQHVK
Sbjct 1 HLRNTIATITAALTLALLTPAVADAQPKHCDNHGTGHGHTYKHACATGSGGAGADWGHVK 60

Query 61 NADGTPKTVAKDGKPHKLYKCKRACGGGRYAKTTTDPH 98
NADGTPKTVHKDGKPHKLYKCKRHCGGGRYAKTTTDPL
Sbict 61 NADGTPKTVMKDGKPHKLYKCKRHCGGGRYAKTTTORH 95
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TMHMM result

# WEBSEQUENCE Length: 99

# WEBSEQUENCE Number of predicted TiHs: @
# WEBSEQUENCE Exp number of Ads in THHs: 4.25709
# WEBSEQUENCE Exp number, first 60 Ads: 4.25705
# WEBSEQUENCE Total prob of N-in: 2.51555
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Reference:
Altschul, Stephen F., Tomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, Webb Hiller, and David J. Lipman (1997),
“Gapped BLAST and PSI-BLAST: a new generation of protein database search
prograns”, Nucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of Mar 25, 2023
436,669 sequences; 84,482,389 total letters

Query= Rislto_29
(29 Tetters)

Distribution of 100 Blast Hits on the Query Sequence

[Mouse-over 1o show define and scores. Click to show alignments
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Score £

Sequences producing significant alignments: (bits) Valve
Veteran_27, function unknown, 49 1 1e-21
Rialto_Draft 29, function unknoun, 49 108 1e21
Poenanya_27, function unknoun, 49 108 1e21
Phasin_28, function unknown, 49 108 1e21
Hantra_27, function unknown, 43 108 1e21
Karndo_Draft_27, function unknoun, 49 108 1e21
Gumbie 27, function unknown, 43 108 1e21
GigiOuioui 27, function unknoun, 49 108 1e21
DotProduct_27, function unknoun, 49 108 1e21
Dirthicgirt_28, function unknoun, 49 108 1e21
Boomer_28, function unknoun, 49 108 1e21
Priappiness_27, function unknoun, 49 108 2021
Nimbo_27, Function unknown, 49 18 2021
Scottisn 28, function unknoun, 49 oo e21
Joeydr_27, function unknown, 49 Do e
Dacnerys_27, function unknoun, 49 Do e
BlueCrab_Draft_38, function unknown, 49 To e
Doompnist_27, Function unknown, 43 T8 se21
Donkeykong_27, function unknoun, 49 T8 se1
S0u122_31, function unknown, 49 7 1e
Rita_27, function unknown, 43 7 1e
Renaud1_27, function unknoun, 49 7 1e
Ogopogo_27, function unknown, 49 7 1e
LunaB1u_Draft_28, function unknown, 43 7 1e
Chuckly_27, function unknoun, 49 7 1e
Hadiba_35, function unknown, 43 5 202
SuperGrey 27, function unknown, 43 D5 e
Sabbb_28, Function unknown, 49 D5 e

Estavel 25, function unknown, 43 55 ae-20
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hypothetical protein BOOMER_28 [Mycobacterium phage Boomer]
Sequence ID: YP_002014244.1 Length: 49 Number of Matches: 1
See 11 more title(s) v See all Identical Proteins(IPG).

Range 1: 1 to 49 GenPepl Graphics

S Epecs Wethod Terciies Posiives Gans
100 bits(248) 3e-26 Compositional matrix adjust. _49/49(100%) 45/45(100%) 0/49(0%)

Query 1 MNRIHISSRGPAGWNATILFTAGTVLTVADDQGRKHLIDTSRVIVRRLS 49
FNRTHISSRGPAGIIATILFTAGTVL TVADDQGRKHL TDT SRVIVRRLS
Sbjct 1  HNRIHISSRGPAGWUATILFTAGTVLTVADDQGRKHLIDTSAVIVRRLS 49

& Download v GenPept Graphics

hypothetical protein ISH69_gp27 [Mycobacterium phage Nimbo]
‘Sequence ID: YP_009960306.1 Length: 49 Number of Matches: 1
See 2 moretitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 49 GenPepl Graphics

Seore Expect Watod Tdenctes  posiives s
55.4 bits(246) 5e-26 Compositionsl matrix adjust. _48/49(98%) 43/45(100%) 0/43(0%)

Query 1 MNRIHISSRGPAGWNATILFTAGTVLTVADDQGRKHLIDTSRVIVRRLS 49
NRIHISSRGPAGWIAT +LFTAGTVLTVADDQGRKHL IDTSRVTVRRLS
Sbjct 1  HNRIHISSRGPAGWUATVLFTAGTVLTVADDQGRKHLIDTSAVIVRRLS 49
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>Poenanya_27, function unknown, 43
Length = 49

Score = 100 bits (249), Expect = le-21
Tdentities = 49/29 (100%), Positives = 49/49 (100%)

Query: 1 MNRIHISSRGPAGHIATILFTAGTVLTVADDQGRKHLIDTSRVIVRRLS 49

PIRIHISSRGPAGHIATILFTAGTVLTVADDQGRKHLIDTSRVTVRRLS
Sbjct: 1 MNRTHISSRGPAGHNATILFTAGTVLTVADDQGRKHLIDTSRVIVRALS 49

Phasin_28, function unknoun, 49

Length = 29
Score = 100 bits (249), Expect = le-21
Tdentities = 49/29 (100%), Positives = 49/49 (100%)

Query: 1 MNRIHISSRGPAGHIATILFTAGTVLTVADDQGRKHLIDTSRVIVRRLS 49
PIRIHISSRGPAGHIATILFTAGTVLTVADDQGRKHLIDTSRVTVRRLS
Sbjct: 1 MNRTHISSRGPAGHNATILFTAGTVLTVADDQGRKHLIDTSRVIVRALS 49

Shantra_27, function unknoun, 49
Length = 29

Score = 100 bits (249), Expect = le-21
Tdentities = 49/29 (100%), Positives = 49/49 (100%)

Query: 1 MNRIHISSRGPAGHIATILFTAGTVLTVADDQGRKHLIDTSRVIVRRLS 49
PIRIHISSRGPAGHIATILFTAGTVLTVADDQGRKHLIDTSRVTVRRLS
Sbjct: 1 MNRTHISSRGPAGHNATILFTAGTVLTVADDQGRKHLIDTSRVIVRALS 49
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7 |-3.225 |2.366 13 -4.271 |GGCGAAGGCGGAGATTIGTICGE |TTG  |€08 93

8 -4.870 |1.872 |3 -5.6€45 | TCCGACTGAGTCCGGCAAGGTT |GTG €62 35
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TMHMM result

# WEBSEQUENCE Length: 50
# WEBSEQUENCE Number of predicted TiHs: ©

# WEBSEQUENCE Exp number of Ads in ThHs: 9.13716

# WEBSEQUENCE Exp number, first 60 AAs: 9.13716
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Distribution of the top 38 Blast Hits on 38 subject sequences





image286.png
R R N N N NN NN NN NN

Max | Toal Quey B Per

oo =R p—
shete oot 09 oot e S Mmoo szt 70 70 % w o
O —. Moo meoues 5 0 0% 5w oot
9028 [Mycobacterium phage Brujita] Mycobacterium phage Brujita 616 616 95% 44 YP 0022420111
‘hypothefical protein BJD69 go24 [Mycobacterium phage Xeno] Mycobacterium phage Xeno 612 612 84% 56 YP 0093023381
S v mepm 3 93 o Jevpme——"
‘hypothefical protein SEA TECHAGE 25 [Mycobacterium phage Techage] Mycobacterium phage Techage 593 593 84% 56 QDH48593.1
O - %2 52 w0 tems soe 5 w omsuoset
bchetessen e STEVERAY 35 Mot v Sosn)  Mrscmspsesny, %2 502 % 5e09 7207 %2 ssmyars
O Motmeunome s ©9 0 0% 4e0s 5004 45 10ttt
‘hypothetical protein KNUT3 gp23 [Mycobacterium phage Xula] Mycobacterium phage Xula 524 524 64% 3e07 8621% 58 YP 0101041631
bt roen REOmRD 2 st s e Mmoo 55 516 i ie0 o0 45 wisiowos
S —— Moseunmsoun 5 w0 0% 07 oD 4 0 et
‘hypothetical protein PBI_CHES 30 [Mycobacterium phage Ches] Mycobacterium phage Ches 508 508 88% 6e07 70.00% 46 NP 8173681
bishetes senn oucEeAcEl 2 o o) MmOt 12 12 T 0e07 s231% % Gsotion
‘hypothetical protein PBI BIGNUZ 25 [Mycobacterium phage Bighuz] Mycobacterium phage Bighuz 508 508 88% 9e07 6250% 57 YP 0090122741
et senn CSTAED 25t s et Mosempmscel 4 4 o 105 S1svs 6 0wt
D bohetistsalen B HAZ0 25 scobacterum hoge cobactonm phage tazo 04 s0s 1% 1005 s0oE% 58 AOTotmstt





image287.png
BLASTP 2.2.26 [Sep-21-2011]

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

Jinghui Zhang, Zheng Zhang, Webb Hiller, and David J. Lipman (1997),
“Gapped BLAST and PSI-BLAST: a new generation of protein database search
prograns”, Nucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of Mar 25, 2023
436,669 sequences; 84,482,389 total letters

Query= Rislto_30
(45 Tetters)

Distribution of 100 Blast Hits on the Query Sequence

[Mouse-over 1o show define and scores. Click to show alignments
Color Key for Alignnent. Scores





image288.png
Score £

Sequences producing significant alignments: (bits) Valve
Rialto_Draft_30, function unknoun, 45 o2 3e19
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>Simranz1 29, function unknown, 45
Length = &5
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Query: 1 HTKRVAGALGTGLLGGVALTALLSHGFVIGTLPFVEKTIDORPD 44
FTKRVAGAIGTGLLGGVALT L+Sil F To++ VEK-IDDRPD
Sbjct: 1 MTKRVAGATGTGLLGGVALTGLISAFATGSVALVEKLIDORPD 44

5HC_25, function unknoun, 56
Lengeh = 56

Score = 70.9 bits (172), Expect = le-12
Tdentities = 32/40 (30%), Positives = 36/40 (30%)

Query: 5 VAGATGTGLLGGVALTALLSKGFVTGTLPFVEKIIDDRPD 44
V_ A+G GLLGG+ L+ALLSHGFVTGTLPF~EKIIODRPD

Sbjct: 16 VGVALGAGLLGGIVLSALLSHGFVTGTLPFLEKIIDDRPD 55

>Babsiella 25, function unknoun, 56
Lengen = 56

Score = 70.9 bits (172), Expect = le-12
Tdentities = 32/40 (30%), Positives = 36/40 (30%)

Query: 5 VAGATGTGLLGGVALTALLSKGFVTGTLPFVEKIIDDRPD 44
V_ A+G GLLGG+ L+ALLSHGFVTGTLPF~EKIIODRPD

Sbjct: 16 VGVALGAGLLGGIVLSALLSHGFVTGTLPFLEKIIDDRPD 55
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& Download v GenPept Graphics
hypothetical protein BJD69_gp24 [Mycobacterium phage Xena]
Sequence ID: YP_009302338.1 Length: 56 Numoer of Matches: 1

See 1 moretitle(s) v See all Identical Proteins(IPG)

Range 1: 19 to 56 GenPept Graphics
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transposase [Mycobacterium phage Cabrinians]
Sequence ID: YP_009189764.1 Length: 445 Number of Matches: 1

See 10 more title(s) v See all dentical Proteins(IPG)

Range 1: 4 to 445 GenPept Graphics

Seore Expect Method Tdentides Boitves Gans
505 bits(2340) 0.0 Compositional matrix adjust. 437/442(99%) 438/442(99%) 0/442(0%)

Query 7 SPGHRQDAPSFTAGRIGVRHRRIAFTHFNLLSKLDLVRTAYKVRAYPDAEQRALLRRTFG 66
SPGIRQDAPSFTAGRIGURHRRIAF THENLLSKLDLVRTAYKVRAYPDAEQAALLRRTFG
Sbict 4  SPGNRQDAPSFTAGRNGVRHRRIAFTHFNLLSKLDLVRTAYKVRAYPDAEQAALLRRTFG 63

Query 67  CYRLVMNKTLTERQORYTTEQKSTSYKETDARLSEWKKTEDLAFLSEVSSVPLOOTLRHQ 126
CVRLVIINKTL ERQURYTTEQKSTSVKETDAALSERKKTEDLAFL SEVSSVPLOQTLRHQ
Sbjct 64  CVRLVHNKTLAERQURYTTEQKSTSYKETDAALSEWKKTEDLAFLSEVSSVPLOQTLRHQ 123

Query 127 HSAFAAFFKGLAKYPREKSRHGROSAHFTRSAFRIKDGALULAKTATPLRIVITHPGVDL 186
HSAFAAFFKGLAKYPRFXSRHGROS AHF TRSAFRTKDGALL AKTATPLRIVTUPGUDL.
Sbjct 126 HSAFAARFKGLAKYPRFKSRHGRQSAHFTRSAFRIKDGALWLAKTATPLRIVWTHPGVDL 183

Query 187 AALDPTHVIVSREPDGRWFVTFAVDQPDPKPLPVTGESVGVDLGIKDFATLSTGEKTANP 246
‘AALDPTHVIVSREPDGRUFVTFAVDQPDP+PLP TGESVGUDLGIKDFATLSTGEKTANP
Sbjct 184 AALDPTMVIVSREPDGRUFVTFAVDQPOPQPLPATGESVGVDLGIKDFATLSTGEKTANP 243

Query 247 RHVARHERGLRRQORRLSRIKKGSKNRARQRVKVARKHARVRDARRDFLHKTSTELVRRE 306
RHUIARHERGLRROQRRL SRIKKGSKIIRARORVKVARKHARVRDARRDF LHKTSTELVRRE.
Sbjct 244 RHIARHERGLRROGRRLSRAKKGSKNRARQRVKVARKHARVRDARRDF LHKTSTELVRRF 303

Query 307 DTIAVEDLAPKNHVGIIRSLAKSTSECGHGEFRSHLEYKAKKAGRHVAVINRWYPSSKTCS | 366
DTIAVEDLAPKIPVGNRSLAKSISECGHGEFASHLEVKAKKAGR VAVINRWYPSSKTCS
Sbjct 364 DTTAVEDLAPKNIVGHRSLAKSISECGHGEFRSHLEVKAKKAGRRVAVINRIVPSSKTCS 363

Query 367 ACGHLLTTLSLGTRHITCPDCGTRHORDINARKNILVAAGLAETQNACGGDVRPHGASHR | 426
ACGHLL TLSLGTRHITCPDCGTRHORDINAAKNI LVAAGLAETONACGGDVRPHGASHR
Sbict 364 ACGHLLATLSLGTRHTCPDCGTRHDRDINAAKNILVAAGLAETQUACGGDVRPHGASHR 423

Query 427 QSPVKQEPSQATARIPVLOGGE 448
‘QSPVKOEPSOATARIPVLOGGE
Sbjct 42¢ QSPUKQEPSQATARIPVLQGGE 445
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Database: Actinobacteriophage Proteins as of Jan 27, 2023
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RNA-guided endonuclease TnpB family protein [Nocardia farcinical
‘Sequence ID: WP_267468779.1 Length: 444 Number of Matches: 1

Range 1: 3 to 444 GenPept Gray

phics

Seore Expect Method Tdentides Boitves Gans
892 bits(2306) 0.0 Compositional matrix adjust. 420/442(97%) 436/442(98%) 0/442(0%)

Query 7 SPGHRQDAPSFTAGRIGVRHRRIAFTHFNLLSKLDLVRTAYKVRAYPDAEQRALLRRTFG 66
SPGIRQDAPSFTAGRIGURHRRIAFT NLLSK-DLVRTAYKVRAYPDAEQAALLRRTFG
Sbjct 3 SPGNRQDAPSFTAGRIGVRARRIAFTOSNLLSKIDLVRTAYKVRAYPDAEQAALLRRTFG 62

Query 67 CYRLVMNKTLTERQORYTTEQKSTSYKETDARLSEWKKTEDLAFLSEVSSVPLOOTLRHQ 126
CVRLVIINKTL ERQURYTTEQKSTSVKETDAALSERKKTE+LAFL SEVSSVPLOQTLRHQ
Sbict 63 CVRLVMINKTLAERQURYTTEQKSTSYKETDAALSEWKKTEELAFLSEVSSVPLOQTLRHQ 122

Query 127 HSAFAAFFKGLAKYPREKSRHGROSAHFTRSAFRTKDGALULAKTATPLRIVWTHPGYDL 186
HSAFARFFKGLA=YPRFXSRHGROSAHF TRSAFRIKDGA LKL AKT +TPLRIVWTUPGYDL.
Sbjct 123 HSAFAARFKGLARYPRFKSRHGRQSAHFTRSAFRIKDGALWLAKTSTPLRIVWTHPGVDL 182

Query 187 AALDPTHVIVSREPDGRWFVTFAVDQPDPKPLPVTGESVGVDLGIKDFATLSTGEKTANP 246
‘AALDPTHVIVSREPDGRUFVTFAVDQPDP+PLP TGESVGUDLGIKDFATLSTGEKTANP
Sbjct 183 AALDPTMVIVSREPDGRUFVTFAVDQPOPQPLPTTGESVGVDLGIKDFATLSTGEKTANP 262

Query 247 RHVARHERGLRRQORRLSRIKKGSKNRARORVKVARKHARVRDARRDFLHKTSTELVRRE 306
RHIARHERGLRRGQRRL SRHKKGSKIIRARQRVKVARKHARVRDARRDF LHKT ST+ LV+RE
Sbict 243 RHIARHERGLRROGRRLSRUKKGSKNRARQRVKVARKHARVRDARRDF LHKTSTOLVORF 302

Query 307 DTIAVEDLAPKNHVGIIRSLAKSTSECGHGEFRSHLEYKAKKAGRHVAVINRWYPSSKTCS | 366
DTIAVEDLAPKIPVGNRSLAKSISECGHGEFASHLEVKAKKAGR VAVINRWYPSSKTCS
Sbjct 383 DTTAVEDLAPKNIVGHRSLAKSISECGHGEFRSHLEVKAKKAGRRVAVINRIVPSSKTCS 362

Query 367 ACGHLLTTLSLGTRHITCPDCGTRHORDINARKNILVAAGLAETQNACGGDVRPHGASHR | 426
ACGHLL TLSLGTRHITCPDCGTRHORDINAAKNI LVAAGLAETONACGGDVRPHGASHR
Sbict 363 ACGHLLATLSLGTRHTCPDCGTRHDRDINAAKNILVAAGLAETQUACGEDVRPHGASHR 422

Query 427 QSPVKQEPSQATARIPVLOGGE 448
‘QSPVKQEPSQATARIPVLOGGE
Sbjct 423 QSPVKQEPSQATARIPVLOGGE 444
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TMHMM result
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Distribution of the top 109 Blast Hits on 98 subject sequences
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Description

hypothetical protein 15H64_gp030 [Mycobacterium phage MinionDave]
hypothetical protein 15H98_gp029 [Mycobacterium phage Whouxphf]
hypothetical protein N858_gp024 [Mycobacterium phage Velveteen]
hyp

oth

rotein FDI13_gp030 [Mycobacterium phage Spartacus]

hypothetical protein 15H90_gp030 [Mycobacterium phage Spikelee]
hypothetical protein 15H13_gp029 [Mycobacterium phage ArcusAngelus]
hypothetical protein 15H33_gp031 [Mycobacterium phage Emma]
hypothetical protein HWC44_gp028 [Mycobacterium phage ThetaBob]

hypothetical protein FDG57_gp029 [Mycobacterium phage Mutaformat3]

Scientific Name

Mycobacterium phage Boomer

Mycobacterium phage MinionDave
"Mycobacterium phage Whouxphf
Mycobacterium phage Velveteen
Mycobacterium phage Spartacus
Mycobacterium phage Rita
Mycobacterium phage RitaG
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Score
(bits) Value

Sequences producing significant alignment

LunaBly_Draft_36, function unknown, 79 159 2e-39
simranzl_31, function unknown, 73 15 2e-3
Ruby_29, function unknoun, 73 135 2035
Rialto_Draft_32, function unknoun, 73 125 2e-35
MisterCuddles_29, function unknown, 73 125 2e-35
Minnie_36, function unknown, 73 125 2e-35
0b42_32, function unknoun, 73 125 2e-35
Girr_29, function unknoun, 73 125 2e-35
Galactic_29, function unknown, 73 125 2e-35
Boomer_30, function unknown, 73 125 2e-35
Alexphander_31, function unknoun, 73 135 2035
Minionbave 38, function unknown, 73 122 se-3s
Whouxphf_28, function unknown, 73 122 7e-35
Whatsapicost_29, function unknown, 73 122 7e-35
willsterrel 30, function unknoun, 73 122 se-3s
Velveteen 24, function unknown, 73 122 se-3s
SuperGrey_29, function unknown, 73 122 9e-3s
Spartacus_38, function unknown, 73 122 se-3s
Sarma62¢ 24, function unknown, 73 122 se-3s
IrishsherpFalk 30, function unknown, 73 122 9e-3s
Gandalph_29, function unknown, 73 122 9e-3s
Cerasum_24, function unknown, 73 122 se-3s
Buzzlyseyear_31, function unknoun, 73 122 9e-3s
Bubbles123_33, function unknown, 73 122 se-3s
Bigphil 24 function unknown, 73 122 ce-3s
Rita_29, function unknoun, 73 13 2e-34
RitaG_29, function unknoun, 73 122 3e-34
Ramsey_30, function unknown, 73 130 1e-33
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Aligned | Target

Hit ¢ Name ¢ Probability ¢ E-value ¢ Score ¢ ss ¢ cols " Length

PF11101.11 ; DUF2884 ; Protein of unknown 69.68 25 272 44 52 227
function (DUF2884)

PF16000.8 ; CARMIL_C ; CARMIL C-terminus 58.73 34 2776 35 33 293

SCOP_d3gila_ 9220 () automated matches 4854 66 2453 34 53 277

{Streptococcus pyogenes [TaxId:
13141} | CLASS: Alpha and beta
proteins (a/b), FOLD: Che
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>LunaBlu_Draft_30, function unknown, 79
Length = 79

Score = 159 bits (403), Expect = 2e-39
Identities = 79/79 (160%), Positives

79/79 (100%)

Query: 1 MKGPPDHDRLGIILLKLLGPLADRIADRIADRITENLPDLSDLDDQIVAKLPDLTNLPEQ 60
MKGPPDMDRLGITLLKLLGPLADRIADRIADRITENLPDLSDLDDQIVAKLPDLTNLPEQ
Sbjct: 1 MKGPPDMDRLGIILLKLLGPLADRIADRIADRITENLPDLSDLDDQIVAKLPDLTNLPEQ 60

Query: 61 VINIIGRLPRFPFLLGGKP 79
VINIIGRLPRFPFLLGGKP
Sbjct: 61 VINIIGRLPRFPFLLGGKP 79
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>SimranZ1_31, function unknown, 73
Length = 73

Score = 145 bits (367), Expect = 2e-35
Identities - 73/73 (100%), Positives = 73/73 (100%

Query: 7 MDRLGIILLKLLGPLADRIADRIADRITENLPDLSDLDDQIVAKLPDLTNLPEQVINIIG 66
MDRLGIILLKLLGPLADRIADRIADRITENLPDLSDLDDQIVAKLPDLTNLPEQVINIIG
Sbjct: 1 MDRLGIILLKLLGPLADRIADRIADRITENLPDLSDLDDQIVAKLPDLTNLPEQVINIIG 60

Query: 67 RLPRFPFLLGGKP 79
RLPRFPFLLGGKP
Sbjct: 61 RLPRFPFLLGGKP 73
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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
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>Ruby_29, function unknoun, 73
Length = 73

Score = 145 bits (367), Expect = 2e-35
Identities - 73/73 (100%), Positives = 73/73 (100%

Query: 7 MDRLGIILLKLLGPLADRIADRIADRITENLPDLSDLDDQIVAKLPDLTNLPEQVINIIG 66
MDRLGIILLKLLGPLADRIADRIADRITENLPDLSDLDDQIVAKLPDLTNLPEQVINIIG
Sbjct: 1 MDRLGIILLKLLGPLADRIADRIADRITENLPDLSDLDDQIVAKLPDLTNLPEQVINIIG 60

Query: 67 RLPRFPFLLGGKP 79
RLPRFPFLLGGKP
Sbjct: 61 RLPRFPFLLGGKP 73
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hypothetical protein CL77_gp029 [Mycobacterium phage GUmbie]
Sequence ID: YP_009018905.1 Length: 83 Number of Matches: 1
See 2 moreftitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 77 GenPept Graphics

Score Expect Method Identities Positives Gaps
100 bits(249) 2e-25 Compositional matrix adjust.  68/77(88%) 69/77(89%) 1/77(1%)

Query 1  MKGPPDMDRLGIILLKLLGPLADRIADRIADRITENLPDLSDLDDQIVAKLPDLTNLPEQ 6@
MKG PDMDRLGIILLKLLGPLADRIADRIADRITENLPDLSDLDDQIVAKLPDL+NLPEQ
Sbjct 1 MKGNPDMDRLGIILLKLLGPLADRIADRIADRITENLPDLSDLDDQIVAKLPDLSNLPEQ 6@

Query 61 VINII-GRLPRFPFLLG 76
VINIGL PLG
Sbjct 61 VINIIDGALRSIPVLGG 77
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hypothetical protein BOOMER_30 [Mycobacterium phage Boomer]
Sequence ID: YP_002014246.1 Length: 73 Number of Matches: 1
See 11 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 73 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
137 bits(346) 2e-40 Compositional matrix adjust. 73/73(100%) 73/73(100%) 0/73(0%)

Query 7  MDRLGIILLKLLGPLADRIADRIADRITENLPDLSDLDDQIVAKLPDLTNLPEQUINIIG 66
MDRLGIILLKLLGPLADRIADRIADRITENLPDLSDLDDQIVAKLPDLTNLPEQVINIIG
Sbjct 1  MDRLGIILLKLLGPLADRIADRIADRITENLPDLSDLDDQIVAKLPDLTNLPEQVINIIG 6@

Query 67 RLPRFPFLLGGKP 79
RLPRFPFLLGGKP
Sbjct 61 RLPRFPFLLGGKP 73




image316.png
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MHMM result
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Distribution of the top 2 Blast Hits on 2 subject sequences
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Scientific Name.

Mycobacterium phage Boomer
Mycobacterium sp 12454930

Max  Total Query E Per  Acc
Score Score Cover value Ident | Len

M7 M7 100% 6e-33 100.00% 57
470 470 94%  5e-05 5455% 59

Accession

YP_002014247.1
WP_082984846.1
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BLASTP 2.2.26 [Sep-21-2011]

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

Jinghui Zhang, Zheng Zhang, Webb Hiller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: 2 new generation of protein database search
prograns”, Nucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of Mar 25, 2023
436,669 sequences; 84,482,389 total letters

Query= Rislto_33
(57 Tetters)

Distribution of 33 Blast Hits on the Quer
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Sequences producing significant alignments:

Willsterrel 31, function unknown, 57
Wnouxpht_36, function unknoun, 57
unatsapiecost_30, function unknoun, 57
Velveteen 25, function unknoun, 57
SuperGrey 30, function unknown, 57
Spikelee 31, function unknoun, 57
Spartacus_31, function unknown, 57
simranz1 32, function unknoun, 57
Sarma624725, function unknoun, 57
Ruby_30, Function unknown, 57
RitaG_30, function unknown, 57
Rita_30, function unknown, 57
Rialto_Draft_33, function unknoun, 57
Ramsey_31, function unknown, 57
Plumbus_31, function unknoun, 57
MisterCuddles_30, function unknoun, 57
Minnie 31, function unknown, 57
HinionDave 31, function unknoun, 57
LunaBlu_Draft 31, function unknown, 57
Job42_33, funceion unknown, 57
TrishSherpFalk 31, function unknown, 57
Hades_30, function unknown, 57
Girr_38, function unknown, 57
Gandalpn_38, function unknoun, 57
Galactic 36, function unknoun, 57
Cerasun_25, function unknoun, 57
Buzzlyseyear_32, function unknoun, 57
Bubbles123_31, function unknoun, 57
Boomer_31, Function unknown, 57
BigPhil 25, function unknown, 57
Alexphander_32, function unknown, 57
Hadlien_28, Function unknown, 68

Aubs 31, function unknown, 66
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3 DUF4099 ; Protein of unknown
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SuillSterrel 31, function unknown, 57
Length = 57

Score = 120 bits (300), Expect = 1e-27
Tdentities = 57/57 (100%), Positive:

57/57 (100%)

Query: 1 HKVTYRGHETELELRVGFTVHNQDGSSYIQUHVTPTSITGGGPDGDGGEPLPTERAA 57
FKVTYRGHETELELRVGF TVHNQDGSSYIQUHVTPTS I TGGGPDGDGGEPLPTERAA

Sbjct: 1 HKVTYRGHEIELELRVGFTVHIQDGSSYIQVHVTPTSTTGEGPDGDGGEPLPTERAA 57

SHhouxph?_30, Function unknown, 57
Length = 57

Score = 120 bits (300), Expect = 1e-27
Tdentities = 57/57 (100%), Positives = 57/57 (100%)

Query: 1 HKVTYRGHETELELRVGFTVHNQDGSSYIQUHVTPTSITGGGPDGDGGEPLPTERAA 57
FKVTYRGHETELELRVGF TVHNQDGSSYIQUHVTPTS I TGGGPDGDGGEPLPTERAA

Sbjct: 1 HKVTYRGHEIELELRVGFTVHIQDGSSYIQVHVTPTSTTGEGPDGDGGEPLPTERAA 57

SHhatsapiecost 38, function unknown, 57
Length = 57

Score = 120 bits (300), Expect = 1e-27

Tdentities = 57/57 (100%), Positives = 57/57 (100%)

Query: 1 HKVTYRGHETELELRVGFTVHNQDGSSYIQUHVTPTSITGGGPDGDGGEPLPTERAA 57
FKVTYRGHETELELRVGF TVHNQDGSSYIQUHVTPTS I TGGGPDGDGGEPLPTERAA
1 PKVTYRGUELELELRVGFTVHNQDGSSYIQVHVTPTSTGGGPDGDGGEPLPTERAA 57
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hypothetical protein BOOMER_31 [Mycobacterium phage Boomer]
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HKVTYRGHETELELRVGF TVHNQDGSSYIQUHVTPTSTTGGGPDGDGGEPLPIERAA | 57
KVTYRGHETEL ELRVGF TVANQDGSSYIQUHVTPTS I TGGGPDGDGGEPLPTERAA

Sbjct 1 HKVTYRGMELELELRVGFTVHIIQDGSSYIQVHVTPTSITGGGPDGDGGEPLPTERAR 57
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TMHMM result
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Distribution of the top 100 Blast Hits on 100 subject sequences.
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endolysin [Mycobacterium phage RitaG]
Sequence ID: YP_009961850.1 Lengt 424 Number of Matches: 1
See 1 moretitle(s) v See allIdentical Proteins(IPG)

Range 1: 1 to 424 GenPept Graphics

S Expect Method Taantides Boitves Gaps
868 bits(2242) 0.0 Compositional matrix adjust. 418/424(99%) 419/424(98%) 0/424(0%)

Query 1 MSFTUFRPEGPLRTREQUAREVHAVSLARGLDELATVIALHTISTEVGTGTGDDRUACP 60
HSFTUFRPEGPLRTREQ+AREVAVSL ARGLDELATVIAL T ISTEVGTGTGDDRKUMCP
Sbjct 1 MSFTWFRPEGPLRTREQIAREVHAVSLARGLDELATVIALMTISTEVGTGTGDDRKUCP 68

Query 61  ANDRVPATKNYPHDSRSDDNRSSGYFQOOPGPNGEPHUGTPENMMTLPOAMNTFLERLSD 120
AIIDRVPATKIIYPHOSRSDDNRS SGYFOUQPGPIIGEPUIIGTPENHTLPOAANTFLERL SO
Sbjct 61  ANDRVPATKNYPHOSRSDDIRSSGYFOQQPGPIGEPHIGTPENHHTLPQAANTFLERLSD 120

Query 121 DYRRAANNPRLAGEFAQRVQQSAYPDRYADKKDEANSVLRRALNETTPEEPVTENRPAYN 180
DYRRAANIPRLAGEF AQRVQQSAYPDRYADKIDEALSVL RRALNE TTPEEPVTENRPAVN
Sbjct 121 DVRRAANNIPRLAGEFAQRVQUSAYPDRYADKIDEAKSVLRRALNETTPEEPVTENRPAYN 180

Query 181 EFPIMSANNSARSGKPTHELIHTQEGGGGDARRENL AKHFQUANGYSYHYTISQASDGGY 240
EFPTUSANNSARSGKP THE LTHTOEGGGGDAAAENL A QUANGVS YHYTI SQASDGGY.
Sbjct 181 EFPTUSANNSARSGKPTHFLIHTQEGGGGDAAAENLAKHFQANGVSYYTISOASOGGY 240

Query 241 TVVDCVDTDRAKSVGNANSISINLCFAGSRASHTRDQHNKQSNATOVAAYLAVOGAKKY 300
‘TVVDCVDTDRAASVGNANSTS INL CFAGSRASH ROQHMKQSNATDVAAYLAVQ AKKY.
Sbict 241 TWDCUDTDRAANSVGNANSISINLCFAGSRASHMROQHMKQSNAIDVAAYLAVQDAKKY 300

Query 301 GETPLVVPPPYTHGRPGISDHRUVTDVFKIGTHTDVGAWFPHDYFTERVIHAAAGGKTEP 360
GF_PLVVPPPY IiGRPGISDHRUNTOVFKKGTHTDVGAHFPHDYF TERVIHHAAGGKTEP
Sbjct 381 GFEPLVVPPPYVNGRPGISOHRUVTOVFKIGTHTDVGAUFPUDYFTERVIHUAAGEKTEP 360

Query 361 EPPKVKHFPDOWTORELAVETLROORGYTLNGHPOLGGRTVVDVLGAIGAKLGVEGCYDV 420
EPPKVKHFPDDWTORELAVE_LROQRGYTLIGKPQLGGRTVVDVLGAIGAKLGVEGCYDV
Sbjct 361 EPPKVKHFPDDUTORELAVEILROORGYTLNGHPOLGGRTVDVLGAIGAKLGVEGCYDY 420

Query 421 KDKs 422
KDKS
Sbjct 421 KDKS 424
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terminase [Mycolicibacterium fortuitum]
Sequence ID: WP_171504840.1 Length: 509 Number of Matches: 1
See 1 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 491 GenPept Graphics

Score Expect Method Identities Positives Gaps
806 bits(2083) 0.0  Compositional matrix adjust. 382/493(77%) 440/493(89%) 4/493(0%)

Query 1 MPTGSGSRVNPAPLVDIARQCFVPDDISHTRYYELIAPELPGMGVEFDRWQEDIWYAALG 60
MP  SG+R NPAPLVDIAR C +PDDI+ TRY+ELIAPELPGMGV D+WQEDIWYAALG
Sbjct 1 MPVASGNRANPAPLVDIARHCVIPDDIAFTRYHELIAPELPGMGVTLDQWQEDIWYAALG 60

Query 61  LREDG--TLACDVMGVTLSIARQAGKTWGIMVGLIAICLSRPGTLVVWSSHHDRTSSETL 118
+R+D  TLACDVMGVTLSIARQAGKTWGIM GLIAICL+RPGTLV+WSSHHDRTSSETL
Sbjct 61  VRDDEERTLACDVMGVTLSIARQAGKTWGIMAGLIAICLARPGTLVIWSSHHDRTSSETL 120

Query 119 TKIAGIVEKPAIRPKMRPMHPVVQSDDNRGVHFANGSRILFGARAQGFGRGFSEVDIQVY 178
TKIAGIVEKPAIRPKMR HPVVQ+DDNRGVHFANGSRILFGAR+ GFGRGF+EVDIQVY
Sbjct 121 TKIAGIVEKPAIRPKMRAQHPVVQADDNRGVHFANGSRILFGARSAGFGRGFAEVDIQVY 180

Query 179 DECQNLKESALTDMLAAMNVSEIGLAFFMGTPPRPQEVALGVHDAFKRRRDRALEQKKRR 238
DECQNLKESALTDMLAAMNVS+IGLAFFMGTPPRPQ+VALGVH+AFKRRRD+AL  K+R
Sbjct 181 DECQNLKESALTDMLAAMNVSDIGLAFFMGTPPRPQDVALGVHEAFKRRRDKALAPMKKR 240

Query 239 PFKGVYVEFAPESPDDVVADIDAPGFWDRLAEANPSFGHRVGKSAIERLVENMSPEDVRR 298
PFKG+YVEF+PESP+ VV+DIDAPGFWD+L+EANPS+ RVG SAIERLVENMSPEDV R
Sbjct 241 PFKGIYVEFSPESPEGVVSDIDAPGFWDKLSEANPSYRFRVGNSAIERLVENMSPEDVLR 300

Query 299 EVFGIWDKTNEVSSVVPGDQWRSLCCDVDDLGDVSAFGVSATRSGWFWIVACWSGVDDGV 358
EVFGIWDKTNE +VVP + W +L D+D L DV++FG++ATRSGW+WI ACW +
l Sbjct 301 EVFGIWDKTNETLAVVPKEHWNTLAADLDVLPDVASFGINATRSGWYWITACWC-EGESA 359
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endolysin [Mycobacterium phage Gandalph]
Sequence ID: YP_009957543.1 Lengt 424 Number of Matches: 1
See 1 moretitle(s) v See all Identical Proteins(IPG)

Seore Expect Wethod Toarntes Botves s
866 bits(2238) 0.0 Compositional matrix adjust. 417/424(98%) 419/424(98%) 0/424(0°

Query 1 MSFTUFRPEGPLRTREQUAREVHAVSLARGLDELATVIALHTISTEVGTGTGDDRUACP 60
HSFTUFRPEGPLRTREQ+AREVAVSL ARGLDELATVIAL T ISTEVGTGTGDDRKUCP
Sbjct 1 MSFTUFRPEGPLRTREQIAREVHAVSLARGLDELATVIALMTISTEVGTGTGDDRKUMCP 68

Query 61  ANDRVPATKNYPHDSRSDDNRSSGYFQOOPGPNGEPHUGTPENMMTLPOAMNTFLERLSD 120
AIIDRVPATKIIYPHOSRSDDNRS SGYFOUQPGPIIGEPUIIGTPENHTLPOAANTFLERL SO
Sbjct 61  ANDRVPATKNYPHOSRSDDIRSSGYFOQQPGPIGEPHIGTPENHHTLPQAANTFLERLSD 120

Query 121 DYRRAANNPRLAGEFAQRVQQSAYPDRYADKKDEANSVLRRALNETTPEEPVTENRPAYN 180
DYRRAANIPRLAGEF AQRVQQSAYPDRYADKIDEALSVL RRALNE TTPEEPVTENRPAVN
Sbjct 121 DVRRAANNIPRLAGEFAQRVQUSAYPDRYADKIDEAKSVLRRALNETTPEEPVTENRPAYN 180

Query 181 EFPIMSANNSARSGKPTHELIHTQEGGGGDARRENL AKHFQUANGYSYHYTISQASDGGY 240
EFPTUSANNSARSGKP THE LTHTOEGGGGDAAAENL A QUANGVS YHYTI SQASDGGY.
Sbjct 181 EFPTUSANNSARSGKPTHFLIHTQEGGGGDAAAENLAKHFQANGVSYYTISOASOGGY 240

Query 241 TVVDCVDTDRAAKSVGNANSISINLCFAGSRASHTRDQHNKQSNATOVAAYLAVGAKKY 300
‘TVVDCVDTDRAANSVGNANSTS INL CFAGSRASH ROQHHKQSNATDVAAYLAVQ AKKY.
Sbict 241 TWDCUDTDRAANSVGNANSISINLCFAGSRASHMROQHMKQSNAIDVAAYLAVQDAKKY 300

Query 301 GETPLVVPPPYTHGRPGISDHRUVTDVFKIGTHTDVGAWFPHDYFTERVIHAAAGGKTEP 360
GF_PLVVPPPY IiGRPGISDHRUNTOVFKKGTHTDVGAHFPHDYF TERVIHHAAGGKTEP
Sbjct 381 GFEPLVVPPPYVNGRPGISOHRUVTOVFKIGTHTDVGAUFPUDYFTERVIHUAAGEKTEP 360

Query 361 EPPKVKHFPDOWTORELAVETLROORGYTLNGHPOLGGRTVVDVLGAIGAKLGVEGCYDV ~ 420
EPPKVKHFPDDWTDRELAVETLROQRGYTLIGHPQLGGRTVWDVL GAIGAKLG-EGCYDV.
Sbjct 361 EPPKVKHFPDDUTORELAVETLROORGYTLNGHPOLGGRTVVDVLGAIGAKLGIEGCYDY 420

Query 421 KDKs 422
KKs
Sbict 421 KKs 424
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SFTUFRPEGPL RTREQUAREVHAVSLARGLDELATVIALHTISTEVGTGTGDDRKIICP 60

ANORVPATICIYPHOSRSDDIRSSGYF QQOPGPIIGEPGTPENITLPQAANTFLERLSD 128
ANORVPATIIYPHOSRSDDIRSSGYF QQQPGPGEPLIGTPENITLPQAANTFLERLSD
ANORVPATIIIYPHOSRSDDIRSSGYF QQUPGPIIGEPGTPENIHTLPQAANTFLERLSD 128

DYRRABMIPRLAGEFAQRVQQSAYPDRVADKIDEAHSVLRRALIETTPEEPVTENRPAY 180
DYRRABNIPRLAGEF AQRVQQSAYPDR YADKIDEAHSVLRRALNE TTPEEPVTENRPAYN
DYRRASMIPRLAGEFAQRVQQSAYPORYADKIDEAHSVLRRALNETTPEEPVTENRPAYI 188

EFPLUSANINSARSGKPTHFLTHTQEGGGGDAAAENL AKHFQANGVSYHYTISQASDGGV 240
EFPLUSANINSARSGKPTHFLTHTQEGGGEDARAENLAKHEQN NGVSYHYTISQASDGGY
EFPLUSANINSARSGKPTHFLTHTQEGGGGDAMAENL AKNFQNGGVSYHYTISQASDGG 240

TVVDCVDTORAAISVGHANSTSTNL CFAGSRASKTRDQHFKQSNATDVARYL AVOGAKKY 308
TVVDCVDTDRAAHSVGHANSTSINLCFAGSRA+4=RDQUHKQSNATOVAAYLAVQ AKKY
TVVDCVDTORAAISVGHANSTSTNL CFAGSRAAKSRDQHKQSNATDVARYL AVODAKKY 308

GFTPLVVPPPYTIIGRPGSDHRUVTOVFKWGTHTOVGAKFPHDYFTERVIFHAAGGKTEP 360
GFTPLVVPPPY NGRPGISDHRUVTDVFKWGTHTOVG WFPHDYFTERVIHHAAGGKTEP.
GFTPLVYPPPYVIIGRPGI SDHRUVTOVFKWGTHTOVGDKFPHDYFTERVIFHARGGKTEP 360

EPPKVKHFPODHTDRELAVETL RQQRGYTLNGHPQLGERTVVDVLGATGAKL GVEGCYDV 420
EPPKVK_FPODWTDRELAVETLAQQRGY L+GHPQLGGRTVWDVLGAIG KLGVEGCYDV
EPPKVKRFPODHTDRELAVETL RQQRGYALDGHPQLGERTVVDVLGATGEKL GVEGCYDV 420
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EFPLUSANINS +RSGKPTHFLTHTQEGGGEDARAENL AKHF QNANGYSYHYTISQASDGGY
EFPLUSANINSSRSGKPTHFLTHTQEGGGGDAAAENL AKNFQNANGVSYHYTISQASDGG 240

TVVDCVDTORAAISVGUANSTSTNL CFAGSRASTRDQHFKQSNATDVARYL AVOGAKKY 308
TVVDCVDTDRAAHSVGHANSTSINLCFAGSRA+4=RDQUHKQSNATOVAAYLAV +KKY
TVVDCVDTORAAISVGHANSTSTNL CFAGSRAAKSRDQHKQSNATDVARYL AVODSKKY 308
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TMHMM result
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endolysin [Mycobacterium phage DotProduct]
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Query 1 HRIDGOYVGLGPGDSSDEIRKIKAFMRKKFASYAGDLADTPLYDEQHTAAVAEHQARYNA 60
HRIDGQYVGLGPGDSSDEIRKTKAFMRKKFASYAGDL ADTPLYDEQMTAAVAEHQARYNA
Sbjct 1 HRIDGQYVGLGPGDSSDEIRKIKAFMRKKFASYAGDLADTPLYDEQHTAAVAEMQARYNA 60

Query 61  AGQLASGLYIPGIVGAETKYVHGYLPRPVVDTRPVLITVCGTGVPHHIGPDADTARAVED 126
AGQLASGLYIPGIVGAETKYVHGYLPRPVVDTRPVL ITVCGTGVPHHIGPDADTARAVED
Sbjct 61  AGQLASGLYIPGIVGAETKYVHMGYLPRPVVDTRPVLITVCGTGVPHHIGPDADTARAVED 126

Query 121 KYLWQPIGYPAAPFPMGKSIAAATTETHNQANRHRERTETHGAALAGYSQGAVVVSELWM 180
KYLWQPTGYPAAPFPHGKSTAAAT TE THNQANRWRERTE THGAALAGYSQGAVVVSEL LM
Sbjct 121 KYLWQPIGYPAAPFPHGKSIAAATTETHNQANRHRERTETHGAALAGYSQGAVVVSELWM 180

Query 181 NHIAPETGSLHWMKPHIEKAVTWGNPNRELGHVHADHGGSPHAPSNTOGVSSNGHRETPP 240
NHIAPE TGSLHHHKPHTEKAVTHGNPNRE L GHVHADHGGSPHAPSNTOGVSSNGHRE TPP
Sbjct 181 HHIAPETGSLHAMKPHIEKAVTWGNPNRELGHVHADHGGSPHAPSNTQGVSSHGHRETPP 240

Query 241 WHRDYAHQGDLYACTEPGDTQEVRNATHQIVRDLDLFTGPDSLLAQVIELVQAPLPETIA 360
bRDYAHQGDL YACTEPGDTQEVRNATHQTVRDLDLFTGPDSLLAQVIELVQAPLPETTA
Sbjct 241 WHRDYAHQGDLYACTEPGDTQEVRNATHQTVRDLDLFTGPDSLLAQVIELVQAPLPETIA 360

Query 3681 ITKALLDAGMFFAKRTGPHVDYNVOPAIDYLRT 333
ITKALLDAGHFFAKRTGPHVDYNVQPATDYLRT
Sbjct 361 ITKALLDAGMFFAKRTGPHVDYNVQPAIDYLRT 333
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Query 1 HRIDGOYVGLGPGDSSDEIRKIKAFMRKKFASYAGDLADTPLYDEQHTAAVAEHQARYNA 60
HRIDGQYVGLGPGDSSDERKTKAFHR+KFASYAGDLADTPLYDEQHTAAVAEHQARYN
Sbjct 1 HRIDGQYVGLGPGDSSDEIRKIKAFMRRKFASYAGDLADTPLYDEQHTAAVAEMQARYNT 60

Query 61  AGQLASGLYIPGIVGAETKYVHGYLPRPVVDTRPVLITVCGTGVPHHIGPDADTARAVED 126
AGQUASGLYIPGT+ AETKYVHGYLPRPVVDTRPVLITVCGTGVPHHIGPDADTARAVED
Sbjct 61  AGQLASGLYIPGITNAETKYVHMGYLPRPVVDTRPVLITVCGTGVPHHIGPDADTARAVED 126

Query 121 KYLWQPIGYPAAPFPMGKSIAAATTETHNQANRHRERTETHGAALAGYSQGAVVVSELWM 180
KYLWQPTGYPAAPFPHGKSTAAAT TE THNQANRWRERTE THGAALAGYSQGAVVSEL LM
Sbjct 121 KYLWQPIGYPAAPFPHGKSIAAATTETHNQANRHRERTETHGAALAGYSQGAVVVSELWM 180

Query 181 NHIAPETGSLHAMKPHIEKAVTWGNPNRELGHVHADHGGSPHAPSNTQGVSSNGHRETPP 240
NHIAPETGSLHHHKPHTEKAVTHGNPNREL GHVHADHGGSPHAPSNTQGVSSNGHRETPP
Sbjct 181 HHIAPETGSLHAMKPHIEKAVTWGNPNRELGHVHADHGGSPHAPSNTQGVSSHGHRETPP 240

Query 241 WHRDYAHQGDLYACTEPGDTQEVRNATHQIVRDLDLFTGPDSLLAQVIELVQAPLPETIA 360
ARDYAHQGDL YACTEPGDTQEVRNATHQTVRDLDLFTGPDSLLAQV+ELVQAPLPE TA
Sbjct 241 WHRDYAHQGDLYACTEPGDTQEVRNATHQIVRDLDLFTGPDSLLAQWELVQAPLPEATA 360

Query 3681 ITKALLDAGMFFAKRTGPHVDYNVOPAIDYLRT 333
ITKALLDAGHFFAKRTGPHVDYNVQPATDYLRT
Sbjct 381 ITKALLDAGMFFAKRTGPHVDYNVQPAIDYLRT 333
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Score £

Sequences producing significant alignments: (bits) Valve
Zerg 32, holin, 77 147 1e35
XFactor_32, function unknown, 77 187 1e3
Wnouxpht_33, function unknoun, 77 187 1e3
Veteran 32, nolin, 77 187 1e3
Unclericky_35, holin, 77 187 1e3
TDanisky_37, function unknoun, 77 187 1e3
Stap_Draft_32, function unknoun, 77 187 1e3
StAnnes_31, holin, 77 187 1e3
Spoonbill 32, holin, 77 187 1e3
Spartacus 34, holin, 77 187 1e3
Sparkden1ily 32, nolin, 77 187 1e3
Soul22_37, holin, 80 187 1e3
sisi 3, holin, 77 187 1e3
Simranz1 35, holin, 77 187 1e3
Seagreen 33, holin, 77 187 1e3
Seabastian_32, holin, 77 187 1e3
Scottish_33, function unknoun, 77 187 1e3
Sassafras_33, nolin, 77 187 1e3
Sabob_33, holin, 77 187 1e3
522132, holin, 77 187 1e3
Ruby34, holin, 8¢ 187 1e3
Royals2015_32, holin, 77 187 1e3
RockyForror_33, holin, 77 187 1e3
Rockne_32, holin, 77 187 1e3
Rita6 33, holin, 77 187 1e3
Rialto_braft_36, function unknown, 77 187 1e3
RedBira_32, Function unknoun, 77 187 1e3
Radiance_Draft_33, function unknown, 77 187 1e3
Quico_33, nolin, 77 187 1e3
Quickiiath_33, nolin, 77 187 1e3
Pollywog_32, holin, 77 187 1e3
Polkels 33, holin, 77 187 1e3
PHC_32, function unknoun, 77 187 1e3
Plumbus_34, function unknoun, 77 187 1e3
Pnilus Draft 32, function unknown, 77 187 1e3
pnatnizs_33, holin, 77 187 1e3
Phasin_33, holin, 77 187 1e3
Prappiness_32, holin, 77 187 1e3
Paccde_32, holin, 77 187 1e3
Ovechiin_33, holin, 77 187 1e3
Olympiasaint_32, holin, 77 187 1e3

OldBen_32, holin, 77 147 1e-35
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>Ramsey_3,

terminase, 495

Length = 435

Score = 1002 bits (2591), Expect = 0.0

Identities = 495/435 (100%), Positives

121

D121

: 181

181

281

: 281

01

01

: 361

: 361

a21

a21

: as1

:as1

95/495 (100%)

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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>Zerg 32, holin, 77
Length = 77

Score = 147 bits (370), Expect = le-35
Tdentities = 77/77 (100%), Positives = 77/77 (100%)

Query: 1 HLTRSFUIDAAERAARTFAQTATATLGAGAVDLLATOKVSVLSVSGGAAVVSLLNSTGAE 60
PLTRSFHIDAAERAARTFAQTATATLGAGAVDL LATOMVSVL SVSGGAAVVSLLISTGAE

Sbjct: 1 HLTRSFHIDAAERAARTFAQTATATLGAGAVDLLATDIVSVL SVSGGAVVSLLUSTGAE 60

Query: 61 RRGNPGTASATRAVTAA 77
RRGUPGTASATRAVTAA

Sbjct: 61 RRGNPGTASATRAVTAA 77

SXFactor_32, function unknoun, 77
Lengeh = 77

Score = 147 bits (370), Expect = le-35
Tdentities = 77/77 (100%), Positives

77/77 (100%)

Query: 1 HLTRSFUIDAAERAARTFAQTATATLGAGAVDLLATOKVSVLSVSGGAAVVSLLNSTGAE 60
PLTRSFHIDAAERAARTFAQTATATLGAGAVDL LATOMVSVL SVSGGAAVVSLLISTGAE
1 MLTRSFHIDAAERAARTFAQTATATLGAGAVDL LATOKVSVLSVSGGARVVSLLNSTGAE 60

sojc

Query: 61 RRGNPGTASATRAVTAA 77
RRGUPGTASATRAVTAA
Sbjct: 61 RRGNPGTASATRAVTAA 77

SHhouxph?_33, function unknown, 77
Lengtn = 77

Score = 147 bits (370), Expect = le-35
Tdentities = 77/77 (100%), Positives = 77/77 (100%)

Query: 1 HLTRSFUIDAAERAARTFAQTATATLGAGAVDLLATOKVSVLSVSGGAAVVSLLNSTGAE 60
PLTRSFHIDAAERAARTFAQTATATLGAGAVDL LATOMVSVL SVSGGAAVVSLLISTGAE

Sbjct: 1 HLTRSFHIDAAERAARTFAQTATATLGAGAVDLLATDIVSVL SVSGGAVVSLLUSTGAE 60

Query: 61 RRGNPGTASATRAVTAA 77
RRGUPGTASATRAVTAA

Sbjct: 61 RRGNPGTASATRAVTAA 77
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holin [Mycobacterium phage Hamulus]
Sequence ID: YP_008409007.1 Length: 80 Number of Matches: 1
See 8 moretitle(s) v See all Identical Proteins(IPG)

Range 1: 4 to 80 GenPeol Graphics

S Epecs Wethod Taerciies Posiives Gops
145 bits(366)_2e-43 Compositional matrix adjust. _77/77(100%) 77/77(100%) 0/77(0%)

Query 1 MLTRSFMIDAAERAARTFAQTATATLGAGAVDLLATDUVSVLSVSGGAAVVSLLNSTGAE 60
LTRSFWIDAAERAARTFAQTATATLGAGAVDL LATOHVSVL SVSGGAAWSL LNSTGAE
Sbjct 4  HLTRSFWIDAAERAARTFAQTAIATLGAGAVDLLATDHVSVLSVSGGAAVVSLLHSIGAE 63

Query 61 RRGNPGTASATRAVIAA 77
RRGNPGTASATRAVTAA
Sbjct 64 RRGNPGTASATRAVTAA 50

& Download v GenPept Graphics
holin [Mycobacterium phage Cheg]

Sequence ID: NP_817372.1 Length: 77 Number of Matches: 1
See 86 more title(s) v See all dentical Proteins(IPG)

Range 1: 1 to 77 GenPepl Graphics

S Epecs Wethod Tderciies Posiives Gaps
145 bits(365) 2e-43 Compositional matrix adjust. _77/77(100%) 77/77(100%) 0/77(0%)

Query 1 MLTRSFMIDAAERAARTFAQTATATLGAGAVDLLATDUVSVLSVSGGAAVVSLLNSTGAE 60
UTRSFWIDAAERAARTFAQTATATLGAGAVDL LATOHVSVL SVSGGAAWSL LNSTGAE
Sbjct 1  HLTRSFWIDAAERAARTFAQTAIATLGAGAVDLLATDMVSVLSVSGGAAVVSLLISIGAE 60

Query 61 RRGNPGTASATRAVIAA 77
RRGNPGTASATRAVTAA
Sbjct 61 RRGNPGTASATRAVTAA 77
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TMHMM result
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Distribution of the top 100 Blast Hits on 100 subject sequences





image360.png
NN N NN NN NN <]

Desciption

‘minor tai protein (Mycobacterium phage DotProduct]
‘minor tai protein (Mycobacterium phage WIVsmal]

‘minor tai protein \ycobacterium phage Estave1]

‘minor tai protein [Mycobacterium phage Saal

‘minor tai protein (Mycobacterium phage Polliog]

‘minor tai protein (\ycobacterium phage Blesus]

‘minor tai protein (Mycobacterium phage Spartacus]

‘minor tai protein (\ycobacterium phage Seagreen]

‘minor tai protein (Mycabacterium phage Cabrinians]

‘hypothetical protein SEA GIGIOUIOU! 33 (Wycobacterium phage GigiOwOw]
minor tai protein [Wycobacterium phage Plumbus]

‘minor tai protein (Mycobacterium phage Kingsley]

‘minor tai protein (Mycobacterium phage Pacc40]

‘minor tai protein (Mycabacterium phage hizel]

‘minor tai protein Mycobacterium phage SG4]

‘minor tai protein (\Mycobacterium phage Quics]

‘Scienifc Name.

‘Mycobacterium phage DotProduct
Mycobacterium phage VVemall
‘Mycobacterium phage Estavet
Mycobacterum phage Saal
‘Mycobacterum phage Pollyiog
‘Mycobacterum phage Blexws
Mycobacterium phage Spartacus
‘Mycobacterium phage Seagreen
‘Mycobacterium phage Cabrinians
‘Mycobacterium phage GigiOuOU
‘Mycobacterium phage Plumbus
‘Mycobacterium phage Kingsley.
‘Mycobacterum phage Pacod)
‘Mycobacterium phage Nizel
Mycobacterum phage SG4
‘Mycobacterium phage Quico

Max | Total

Query

Score Score Cover

23
22
22
20
20

Y EEEEBEBEEERRER

100%
100%
100%
100%
100%
100%
100%
100%
100%

100%
100%
100%
100%
100%
100%

value

=
=
oo
s
s
.
.
.
.
o,
.
o,
.
-
s
s
s
s

Accession

¥P 0096383941
¥P 0050590501
¥ 0091242221
¥P 0090075001
¥P 009615451
¥P 0090547201
¥e 00073551
¥e oos1g0717.1
¥P 0091297551
UxEos0s.1

¥ 0101138151
¥P o0gesssstn
¥ 00241171
¥P 0090604001
¥ 0090132361
¥P o0g1gsss





image361.png
Reference:
Altschul, Stephen F., Tomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, Webb Hiller, and David J. Lipman (1997),
“Gapped BLAST and PSI-BLAST: a new generation of protein database search
prograns”, Nucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of Mar 25, 2023
436,669 sequences; 84,482,389 total letters

Query= Rislto 37
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Distribution of 100 Blast Hits on the Query Sequence
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Score  E

Sequences producing significant alignments: (bits) Valve

Rialto_Draft_37, function unknoun, 124 285 2e-65
Hantra_33, function unknown, 12¢ 285 263
Krakatau_34, function unknoun, 124 285 263
DotProduct_33, function unknoun, 124 285 263
DillTecn1s 33, function unknoun, 124 285 2e-63
Estavel 31, function unknown, 124 288 se-e3
Unclericky_36, function unknoun, 124 288 se-e3
Toanisky_33, function unknoun, 124 288 se-e3
Spoonbill 33, Function unknown, 124 288 se-e3
Sparkden1ily 33, function unknoun, 124 288 se-e3
Saal 33, function unknown, 124 288 se-e3
Rockne_33, function unknoun, 124 288 se-e3
Rita6_34, function unknown, 12¢ 288 se-e3
Radiance Draft_34, function unknown, 124 288 se-e3
Quickiiath_34, Function unknown, 124 288 se-e3
PIIC_33, function unknoun, 124 288 se-e3
Pnilus_Draft_33, function unknown, 124 288 se-e3
Phatnizs_34, function unknoun, 124 288 se-e3
Olympiasaint_33, function unknown, 124 288 se-e3
Ogopogo_33, Function unknown, 124 288 se-e3
Hattes 33, function unknown, 12 288 se-e3
L1ij_33, function unknown, 124 288 se-e3
Kimberliun_35, function unknown, 124 288 se-e3
James_33, Function unknown, 124 288 se-e3
Hades 34, function unknown, 12¢ 288 se-e3

Gorge_33, function unknown, 124 282 6e-65
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>Spikeles 3, terminase, 495

Length = 495

Score = 1002 bits (2591), Expect = 0.0
Identities = 495/495 (100%), Positives = 495/495 (100%)

i1

1

61

121

121

: 181

: 181

281

281

+ 301

: 301

361

361

: a21

a21

481

: as1

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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>Mantra_33, function unknown, 124

Score

Lengtn = 12

246 bits (627), Expect = 2e-65

Tdentities = 124/124 (100%), Positives = 12¢/124 (100%)

Query:
sojet:
Query:
sojet:
Query:

sojet:

1 MMESVREANDAAYQPEDGIDLIGLLTIGLPSTIAALGTGIVGLTVRGQRKGRERARQL
PMESVREANDARYQPEDGIDL IGLLTIGLPSTIAAIGTGIVGVLTVRGQRKGRERARQT
1 MMESVREANDAAYQPEDGIDL IGLLTIGLPSTIAATGTGIVGVLTVRGORKGRERARQL

61 DAKTDETHEQTVITHDTHIRDDLDEIRDLVRDGFKQVQRDISGLREELRTERLERTEGDK
DAKTDETHEQTVTHDTIARDDLDE IRDLVRDGFKQUQROTSGLREELRTERL ERTEGDK.
61 DAKTDETHEQTVNTHDTN!RODLDETRDLVRDGFKQUQRDISGLREELRTERLERIEGDK

121 RROR 124
RROR
121 RROR 124

sKrakatau_34, function unknown, 124

Score

Length = 12

246 bits (627), Expect

265

Tdentities = 124/124 (100%), Positives = 12¢/124 (100%)

Query:
sojet:
Query:
sojet:
Query:

sojet:

1 MMESVREANDAAYQPEDGIDLIGLLTIGLPSTIAALGTGIVGLTVRGQRKGRERARQL
PMESVREANDARYQPEDGIDL IGLLTIGLPSTIAAIGTGIVGVLTVRGQRKGRERARQT
1 MMESVREANDAAYQPEDGIDL IGLLTIGLPSTIAATGTGIVGVLTVRGORKGRERARQL

61 DAKTDETHEQTVITHDTHIRDDLDEIRDLVRDGFKQVQRDISGLREELRTERLERTEGDK
DAKTDETHEQTVTHDTIARDDLDE IRDLVRDGFKQUQROTSGLREELRTERL ERTEGDK.
61 DAKTDETHEQTVNTHDTN!RODLDETRDLVRDGFKQUQRDISGLREELRTERLERIEGDK

121 RROR 124
RROR
121 RROR 124

120

120

120
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minor tail protein [Mycobacterium phage DotProduct]
Sequence ID: YP_009638394.1 Length: 124 Number of Matches: 1
See 7moretitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 124 GenPept Graphics

S Expect Wethod Tdnciies Positves Gaps
243 bits(621) 6e-81 Compositional matrix adjust. 124/124(100%) 124/124(100%) 0/124(0%)

Query 1 MMWESVREAMDAAYOPEDGIDLIGLLITGLPSTIAAIGTGIVGVLTVRGORKGRERARQL 60
M{ESVREAPDAAYQPEDGIDLIGLLTIGLPSTIARIGTGIVGVL TVRGQRKGRERARQL
Sbjct 1 MMIESVREAMDAAYQPEDGIDLIGLLIIGLPSTIAAIGTGIVGVLTVRGORKGRERARQL 60

Query 61  DAKTDEIHEQTVNTHDTWRDDLDEIRDLVRDGFKQVORDISGLREELRTERLERIEGDK 120
DAKTDEIHEQTVITHDTIRDDLDE IRDLVRDGF KQVQRDLSGLREEL RTERLERTEGDK
Sbjct 61  DAKTDEIHEQTVNTHOTMYRDDLDEIRDLVRDGFKQUQRDISGLREELRTERLERIEGDK 120

Query 121 RROR 124
RRDR
Sbjct 121 RROR 124

& Download v~ GenPept Graphics

minor tail protein [Mycobacterium phage WIVsmall]
Sequence ID: YP_008059950.1 Length: 124 Number of Matches: 1
See 1 moretitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 124 GenPept Graphics

S Expect Wethod Tdenciies Positves Gaps
242 bits(617) 26-80 Compositional matrix adjust. 123/124(99%) 124/124(100%) 0/124(0%)

Query 1 MMWESVREAMDAAYOPEDGIDLIGLLIIGLPSTIAAIGTGIVGVLTVRGORKGRERARQL 60
M{ESVREAYDAAYQPEDGIDL IGLLTIGLPSTIARIGTGIVGVL TVRGQRKGRERAR +T
Sbjct 1 MMIESVREAMDAAYQPEDGIDLIGLLIIGLPSTIAAIGTGIVGVLTVRGORKGRERARKI 68

Query 61  DAKTDEIHEQTVNTHDTWRDDLDEIRDLVRDGFKQVORDISGLREELRTERLERIEGDK 120
DAKTDEIHEQTVITHDTIRDDLDE IRDLVRDGF KQVQRDLSGLREEL RTERLERTEGDK
Sbjct 61  DAKTDEIHEQTVNTHOTMYRDDLDEIRDLVRDGFKQUQRDISGLREELRTERLERIEGDK 120

Query 121 RROR 124
RRDR
Sbjct 121 RROR 124
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Query 1 HKHREREHRIISLLADLAGLEPRTCPACDHVGARSKQERAEIKSSLESAKRGDVRETDILR 60
FKHREREHRISL L ADLAGL EPRTCPACDHVGARSKQERAE TKSSL ESAKRGDVRETD+LR
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DNA polymerase exonuclease subunit [Mycobacterium phage CaptainTrips]
Sequence ID: YP_009202316.1 Length: 273 Number of Matches: 1
See 7moretitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 273 GenPept Graphics

= Expect Method Taentides Faitves s
564 bits(1454) 0.0 Compositional matrix adjust. 273/273(100%) 273/273(100%) 0/273(0%)

Query 1 MSLTSDLRQURISEGVRNKILILDVERLPGITEQVIWIDRGDLKNRYVOYETVTRIPRTTI 60
HSLTSDLROVRTSEGVRNKTL1LDVERLPGITEQVHDRGDL KNRYVQYETVTRAPRTTT
Sbjct 1 MSLTSDLRQVRISEGVRNKILILDVERLPGITEQYWDRGDLKNRYVQYETVTRWPRTTI 62

Query 61 VCAKHYHDAEVIQLAEHDSGGRKRFLRRVHILLSQADIVVGHYIDEADVPHLKGDLHIEA 120
'VCAKHYHDAEVTQL AEWDSGGRKRF L RRVHIIL L SQADTVVGHY IDEADVPHLKGDLHIEA
Sbict 61  VCAKWYHDAEVIQLAEWDSGGRKRFLRRVHNLLSQADIVVGHYIDEADVPHLKGDLHIEA 120

Query 121 GLPPLPPFKTVDTLKVLRREFKSGAPFKGLDAFCQIVGLSAKTDRYDRFANERAVTEKSA 180
‘GLPPLPPEKTVDTLVLRREFKSGAPEKGLDAFCQIVGL SAKTORYDRFAMERAVTEKSA.
Sbjct 121 GLPPLPPFKTVDTLKVLRREFKSGAPFKGLDAFCOIVGLSAKTORYDRFANERAVTEKSA 180

Query 181 VDRERLIAYCVGDVIATQGLYDFLRPHIKNHPALFVDGEDKL TVCNRCGSETVLIPRRYY 240
'VDRERLTAYCVGDVIATQGL YDF LRPHIKIPAL FUDGEDKL TVCNRCGSETVL IPRRYV.
Sbjct 181 VDRERLIAYCVGDVIATOGLYDFLRPHIKNHPALFVDGEDKLTVCNRCGSETVLIPRRYV 240

Query 241 AUVLTYTHRRCTSCGAHSRLSTEPERMSVVRGY 273
AIVLTYTHRRCTSCGAHSRLSIEPERUSVVRGY
Sbjct 241 ANVLTYTMRRCTSCGAHSRLSIEPERMSVVRGY 273
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DnaQ-like exonuclease [Mycobacterium phage Shauna]
Sequence ID: YP_009608214.1 Length: 273 Number of Matches: 1

See 16 more title(s) v See all dentical Proteins(IPG)

S Expect Method Taentides Baitves Gans
563 bits(1452) 0.0 Compositional matrix adjust. 272/273(99%) 272/273(99%) 0/273(0%)

Query 1 MSLTSDLRQURISEGVRNKILILDVERLPGITEQVWWIDRGDLKNRYVOYETVTRIPRTTI 60
HSLTSDLRQVRTSEGVRNKTL1LDVERLPGITEQVHDRGDL KNRYVQYETVTRAPRTTT
Sbjct 1 MSLTSDLRQVRISEGVRNKILILDVERLPGITEQYWDRGDLKNRYVQYETVTRWPRTTI 62

Query 61 VCAKHYHDAEVIQLAEHDSGGRKRFLRRVHILLSQADIVVGHYIDEADVPHLKGDLHIEA 120
'VCAKHYHDAEVTQL AEWDSGGRKRF L RRVHIIL L SQADTVVGHY IDEADVPHLKGDLHIEA
Sbict 61  VCAKWYHDAEVIQLAEWDSGGRKRFLRRVHNLLSQADIVVGHYIDEADVPHLKGDLHIEA 120

Query 121 GLPPLPPFKTVDTLKVLRREFKSGAPFKGLDAFCQIVGLSAKTDRYDRFANERAVTEKSA 180
‘GLPPLPPEKTVDTLVLRREFKSGAPEKGLDAFCQIVGL SAKTORYDRFAMERAVTEKSA.
Sbjct 121 GLPPLPPFKTVDTLKVLRREFKSGAPFKGLDAFCOIVGLSAKTORYDRFANERAVTEKSA 180

Query 181 VDRERLIAYCVGDVIATQGLYDFLRPHIKNHPALFVDGEDKL TVCNRCGSETVLIPRRYY 240
VDRERLTAYC GDVIATQGLYDFLRPHIKNHPAL FUDGEDKL TVCNRCGSETVLIPRRYV.
Sbjct 181 VDRERLIAYCAGDVIATOGLYDFLRPHIKNHPALFVDGEDKLTVCNRCGSETVLIPRRYV 240

Query 241 AUVLTYTHRRCTSCGAHSRLSTEPERMSVVRGY 273
AIVLTYTHRRCTSCGAHSRLSIEPERUSVVRGY
Sbjct 241 AINLTYTMRRCTSCGAHSRLSIEPERMSVVRGY 273
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TMHMM result

# WEBSEQUENCE Length: 274
# WEBSEQUENCE Number of predicted TiHs: ©

# WEBSEQUENCE Exp number of Ads in THHs: 0.61007

# WEBSEQUENCE Exp number, first 60 AAs: 0.00015

# WEBSEQUENCE Total prob of N-in: 2.03492
WEBSEQUENCE  THHI2.0 outside 1 27
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Distribution of the top 19 Blast Hits on 19 subject sequences
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Desciption

‘hypothetcal protein FDI16 gp033 (Mycobacterium phage Shaunat]
hypohetical protein SEA RABINOVISH 43 Mycobaclerium phage Ratinoist]
hypothetical proten 15H2_gp03% Mycobacterium phage Donkeykong]
‘hypothetical protein AVT13 G033 [Mycobaclerium phage Eipaiar]
hypothetical proten 1541 gp038 Mycobacterium phage Galactic]
hypothetical proten ISH42_ 0p037 Mycobaclerium phage Gandalph]
hypothetical proten 15H22_ gp03% Mycobacterium phage Chuckly]
hypothetical proten 1SH43_ gp037 [Mycobacterium phage Hutikaz]
‘hypotheticalprotein 1SH94 0p036 Mycobacterium phage SwaoPlgglel]
hupothetical protein ISH45_0p037 [Mycobaclerium phage Hegedechvinu]
hypothetical protein CL94 0po37 [Mycobacterium phage SG4]

hypothetical protein HWBS5 gp036 [Mycobacterium phage Renaud1s]
hypothetical protein FLORINDA 36 [Uyeobacteriom phage Florinds]
hypothetical protein CLES 0p037 [Mycobacterium phage Drage]

hypothetical proten ISH31 0036 [Mycobacterium phage Eish]
hypotheticalprotein ISHO 0p037 [Mycobacterium phaoe Whouxoht]
hypothetical protein SEA RITA 37 [Mycobaclerium phage Rita]
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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 Mar 25, 2023
436,689 sequences; 84,482,389 total letters

Query= Rialto_40
(37 Ietters)

Distribution of 56 Blast Hits on the Query Sequence

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

Color Key for Alignnent Scores

o 40-50
L L ——————

0





image392.png
Score  E

Sequences producing significant alignments: (bits) Value
Tootsieroll 37, function unknoun, 37 87 1e-17
Shauna1_33, function unknown, 37 87 1e-17
Rialto_Draft_40, function unknown, 37 87 1e-17
Ms6_Draft_38, function unknown, 37 87 1e-17
Juiceass_38, function unknown, 37 87 1e-17
Emma_38, function unknoun, 37 87 1e-17
Yassified Draft_49, function unknown, 62 86 2e-17
Rabinovish_a8, Function unknown, 37 86 3e-17
ChickenDinner_Draft_38, function unknoun, 37 86 3e-17
Donkeykong_36, function unknoun, 37 T 1e-16
Bipolar_33, function unknown, 37 T2 2e-18
StAnnes 35, function unknown, 31 T0 1e12
Pinkcreek_a1, function unknown, 31 To0 1e-12
Koguma_46, function unknown, 31 To0 1e-12
JalFarm20_39, function unknown, 31 To0 1e-12
Galactic_38, function unknown, 31 To0 1e-12
EasyJones_51, function unknown, 31 o0 1e-12
SuperGrey_37, function unknown, 31 Teo ge-12
Poenanya_36, function unknown, 31 Teo ge-12
Piper2026_38, function unknown, 31 oo ge-12
KristaRaH 37, function unknown, 31 oo ge-12
Gandalph_37, function unknown, 31 Teo ge-12
Doomphist_36, function unknown, 31 Teo ge-12
Chuckly_35, function unknown, 31 Teo ge-12
AwesomeSauce_37, function unknoun, 31 oo 4e-12
Strokeseat_37, function unknown, 30 T67 1e-11
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BLASTP 2.2.26 [Sep-21-2011]

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 Jan 27, 2023
431,238 sequences; 83,469,659 total letters

Query= Rialto 4
(473 Letters)

Distribution of 100 Blast Hits on the Query Sequence

Mouse-over to show defiine and scores. Click to show alignments
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>Tootsieroll 37, function unknown, 37
Length = 37

Score = 87.4 bits (215), Expect = 1e-17
Identities = 37/37 (100%), Positives = 37/37 (100%)

Query: 1 HCGGCDVNIRVCTFLDHGVTVGFLWDAIKAWVRRDVC 37
HICGGCDVNIRVCTFLDHGVTVGFLIDATKAKVRRDVC
Sbjct: 1 NCGGCDVNIRVCTFLDHGVTVGFLWDATKAWVRRDVC 37

>Shaunal_33, function unknown, 37
Length = 37

Score = 87.4 bits (215), Expect = 1e-17
Tdentities = 37/37 (100%), Positives

37/37 (100%)

Query: 1 HCGGCDVNIRVCTFLDHGVTVGFLWDAIKAWVRRDVC 37
HICGGCDVNIRVCTFLDHGVTVGFLIDATKAKVRRDVC
Sbjct: 1 NCGGCDVNIRVCTFLDHGVTVGFLWDATKAWVRRDVC 37
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hypothetical protein AVT13_gp033 [Mycobacterium phage Bipolar]
‘Sequence ID: YP_009200660.1 Length: 37 Number of Matches: 1
See 1 moretitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 37 GenPepl Graphics

S Epec Wethod e pommve Gane
73.9 bits(180) 3e-16 Compositional matrix adjust. _36/37(97%) 36/37(97%) 0/37(0%)

Query 1 HCGGCDVNIRVCTFLDHGVTVGELWDATKAWVRRDVC 37
HICGG_DVIIRVCTFLDHGVTVGF LIDATKAWVRROVC
Sbjct 1 HCGGFDVNIRVCTFLOHGVTVGFLWDATKAKVRROVC 37

& Download v GenPept Graphics
hypothetical protein I5H41_gp038 [Mycobacterium phage Galactic]

Sequence ID: YP_009957441.1 Length: 31 Number of Matches: 1
See 6 moretitle(s) v See allIdentical Proteins(IPG)

Range 1: 1 to 31 GenPepl Graphics

S Expect Wethod Tdencnes  posiives Gans
63.9 bits(154) 3e-12 Compositional matrix adjust. _30/31(97%) 31/31(100%) 0/31(0%)

Query 7 VNIRVCTFLDHGVTVGFLWDATKAWVRRDVC 37
NIRVCTF LDHGVTVGFLUDATKANVRRDVC
Sbjct 1 HNIRVCTFLDHGVTVGFLUDATKAMVRROVC 31
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TMHMM result

# WEBSEQUENCE Length: 38
# WEBSEQUENCE Number of predicted TiHs: ©

# WEBSEQUENCE Exp number of Ads in THHs: 0.86286
# WEBSEQUENCE Exp number, first 60 AAs: 0.86286

# WEBSEQUENCE Total prob of N-in

.60151

WEBSEQUENCE  THHI2.0 inside 13
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TMHMM posterior probabilities for WEBSEQUENCE
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Distribution of the top 89 Blast Hits on 89 subject sequences
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Description

hypothetical protein AU088_gp036 [Mycobacterium phage Cabrinians]
hypothetical protein HWB85_gp037 [Mycobacterium phage Renaud18]
hypothetical protein M182_gp051 [Mycobacterium phage Astraea]
hypothetical protein 15H28_gp037 [Mycobacterium phage Donkeykong]
hypothetical protein PBI_SAAL_36 [Mycobacterium phage Saal]

hypothetical protein 15H77_gp39 [Mycobacterium phage Pi
hypothetical protein SEA_JALFARM20_40 [Mycobacterium phage JalFarm20)
hypothetical protein FDI13_gp039 [Mycobacterium phage Spartacus]

ibers protein [Mycobacterium phage L OCARD]
hypothetical protein 15H92_gp036 [Mycobacterium phage StAnnes]
hypothetical protein AVV73_gp037 [Mycobacterium phage CaptainTrips]

£12020]

hypothetical protein 15103_gp042 [Mycobacterium phage Soul2?]
hypothetical protein 15H27_gp036 [Mycobacterium phage DillTech15]
hypothetical protein 15H48_gp038 [Mycobacterium phage Hiubikazi

'9p35 [Mycobacterium phage Fruitioop]

hypothetical protein PBI_STROKESEAT_38 [Mycobacterium phage Strokeseat]
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of Mar 25, 2023
436,689 sequences; 84,482,389 total letters

Query= Rialto_41
(73 Tetters)

Distribution of 100 Blast Hits on the Query Sequence

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

Color Key for Alignnent Scores
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Score  E
Sequences producing significant alignments: (bits) Value

2e-36
2e-36
2e-36
2e-36
2e-36
2e-36
2e-36
2e-36
2e-36
2e-36
2e-36

Zizzle 36, function unknown, 73 149
SuagPigglett_37, function unknown, 73 149
SuperGrey_38, function unknown, 73 149
Shilan_36, function unknown, 73 149
Sandalphon_37, function unknoun, 73 149
Ronan_43, function unknown, 73 149
Rabinovish_47, function unknown, 73 149
Priscilla_36, function unknown, 73 149
Pippy_30, function unknoun, 73 149
Pinkcreek_48, function unknown, 73 149
Phox_47, function unknown, 73 149
Phanphagia_33, function unknoun, 73 149 2e-36
Ogopogo_36, function unknown, 73 149 2e-36
NormanBulbielr_37, function unknown, 73 149 2e-36
Nivrat_36, function unknown, 73 149 2e-36
Mova_37, function unknoun, 73 149 2e-36
MilanaBonita 30, function unknown, 73 149 2e-36
Lukilu_43, function unknown, 73 149 2e-36
LRRHood_45, function unknown, 73 149 2e-36
Lorde 39, exonuclease, 73 149 2e-36
LilMoolah_36, function unknown, 73 149 2e-36
KristaRAN_38, function unknown, 73 149 2e-36
Koguma_45, function unknown, 73 149 2e-36
Koella_38, function unknown, 73 149 2e-36
Kenuha5_33, function unknown, 73 149 2e-36
Juliets Draft_44, function unknown, 73 149 2e-36
JuicedS6 39, function unknown, 73 149 2e-36
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Sequences producing significant aligament:

Starcevich Draft_4, function unknown, 473
Spikeles_a, function unknown, 473
Rialto_Draft_4, function unknoun, 473
Madiba_4, 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
Daiorst_a, portal protein, 473
Seagreen_a, portal protein, 473
Oksu_Draft_a, function unknown, 473
UncleRicky_4, portal protein, 473
Tootsieroll 2, 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_é, portal protein, 473
Coco12_4, portal protein, 473
Buzzlyseyear_4, portal protein, 473
Velveteen_a, function unknown, 473
Sarma624_3, portal protein, 473
0ulsT2W 3, portal protein, 473
Leozinho_a, portal protein, 473
Kingsley 4, portal protein, 473
Cerasum_a, 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
Auesomesauce 3, portal protein, 473
Hova_4, portal protein, 473
Squirty_a, portal protein, 473
Beakin 4, portal protein, 474
Bobi_4, portal protein, 473
Plumbus_a, portal protein, 473
Kimberlium 4, portal protein, 473
Juicease_a, portal protein, 473
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>Zizzle 36, function unknown, 73
Length - 73

Score = 149 bits (377), Expect = 2e-36
Identities - 72/73 (98%), Positives - 73/73 (100%)

Query: 1 VMSADPVRGAIQASLDAMGDGWQUAHYVVVVGLERIDGDRMDLGATTVITPIGQAGYVTD 60
+NISADPVRGATQASLDANGDGHQVAHYVVVVGL ERIDGDRMDLGATTVITPIGQAGYVTD
Sbjct: 1 MMSADPVRGAIQASLDAMGDGHQUAHYVVVVGLERIDGDRMDLGATTVITPIGQAGYVTD 60

Query: 61 GLVNRVWDESSGE 73
GLVNRYNDESSGE
Sbjct: 61 GLVNRYWDESSGE 73

>SwagPigglett_37, function unknown, 73
Length = 73

Score = 149 bits (377), Expect = 2e-36
Identities - 72/73 (98%), Positives - 73/73 (100%)

Query

1 VMSADPVRGAIQASLDAMGDGHQUAHYVVVVGLERIDGDRMDLGATTVITPIGQAGYVTD 60
+NISADPVRGATQASLDANGDGHQVAHYVVVVGL ERIDGDRMDLGATTVITPIGQAGYVTD
Sbjct: 1 MMSADPVRGAIQASLDAMGDGHQUAHYVVVVGLERIDGDRMDLGATTVITPIGQAGYVTD 60

Query: 61 GLVNRVWDESSGE 73
GLVNRYNDESSGE
Sbjct: 61 GLVNRYWDESSGE 73
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hypothetical protein AU088_gp036 [Mycobacterium phage Cabrinians]
Sequence ID: YP_009189758.1 Length: 73 Number of Matches: 1

See 35 more title(s) v See all dentical Proteins(IPG)

Range 1: 1 to 73 GenPepl Graphics

S Epect Wethod Taerciies Posiives Gaps
147 bits(370)_4e-44 Compositional matrix adjust. _73/73(100%) 73/73(100%) 0/73(0%)

Query 1 MHSADPVRGATQASLDAMGDGHQUAHYVVVVGLERTDGDRNDLGATTVITPIGOAGYVID 60
HI{SADPVRGATOASLDANGDGHQUAHY\VVVGL ERTDGDRHDL GATTVITPIGOAGYVTD
Sbjct 1  HMSADPVRGAIQASLDANGDGHQVAHYVVVVGLERIDGORHDLGATTVITPIGQAGWTD 60

Query 61 GLVNRVIDESSGE 73
GLVIRYWDESSGE
Sbjct 61 GLVNRVWDESSGE 73

& Download v GenPept Graphics
hypothetical protein HWB85_gp037 [Mycobacterium phage Renaud18]

Sequence I0: YP_009841062.1 Length: 73 Number of Matches: 1
See 1 moretitle(s) v See allIdentical Proteins(IPG)

Range 1: 1 to 73 GenPepl Graphics

B Expect Hiathod Tianies positves Gaps
144 bits(364) 3e-43 Compositional matrix adjust. _71/73(97%) 73/73(100%) 0/73(0%)

Query 1 MHSADPVRGATQASLDAMGDGHQUAHYVVVVGLERTDGORNDLGATTVITPIGOAGYVID 60
FISADPVRGATQASLDANGDGHOVAHYVVVVGL ERIDG-RDLGATTVITP+GOAGYVTD
Sbjct 1  HMSADPVRGAIQASLDAMGDGWQVAHYVVVVGLERIDGERHDLGATTVITPLGQAGWTD 60

Query 61 GLVNRVIDESSGE 73
GLVIRYWDESSGE
Sbjct 61 GLVNRVWDESSGE 73
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MHMM result
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ution of the top 100 Blast Hits on 100 subject sequences
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‘hypothetical protein FLORINDA 38 [Uyeobacteriom phage Florinds]
‘hypothetical proten 15103 gp043 (Mycobacterium phage Soul22]

hypothetical proten 15H54_gp31 [Mycobacterium phage Koella]

hypothetical protein PBI CHES 39 (Mycobacterium phage Ches]

hypothetical protein CLT7 gp037 (Mycobacterium phage GUmbie]

hypothetical protein PBI BOBI 39 [Mycobacterium phage Bobi]

hypothetical protein FDIT3 gp040 [Mycobacterium phage Spartacus]
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hupohetical protein FDGS? gp037 (Mycabacterium phage Mutaformat3)
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hypothetical protein SEA KIMBERLIUM 39 [Mycobaclerium phage Kimberiu]
hypothetical protein SEA KINGMIDAS. 39 [Mycobacterium phage Kinghidas]
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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 25, 2023
436,689 sequences; 54,482,389 total letters

Query= Rialto_42
(30 Ietters)

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
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Score

Sequences producing significant alignments: (bits) Value
Zizzle_37, function unknown, 30 82 se-10
Vassified Draft_a7, function unknown, 36 o2 se-10
XFactor_37, function unknown, 30 o2 se-10
Whatsaplecost_39, function unknown, 30 T2 se-le
Wachhund_37, Function unknown, 30 o2 se-10
Tootsieroll 39, function unknown, 30 o2 se-10
SwagPigglett 3, function unknoun, 30 T2 se-le
SuperGrey_39, function unknoun, 30 T2 se-le
Strokeseat_39, function unknown, 30 o2 se-10
StAnnes_37, function unknown, 30 o2 se-10
Shilan_37, function unknown, 30 o2 se-10
Shaunal_35, function unknown, 30 o2 se-10
564_39, function unknown, 30 o2 se-10
Sandalphon_38, function unknoun, 30 T2 se-le
Saal_37, function unknoun, 30 o2 se-10
Royals2015_37, function unknown, 30 o2 se-10
Ronan_42, Function unknoun, 30 o2 se-10
Rialto_Draft_42, function unknown, 30 o2 se-10
Renaudis_38, function unknown, 36 o2 se-10
Rabinovish_26, function unknoun, 30 o2 se-10
Quico_38, Function unknoun, 30 o2 se-10
Priscilla 37, function unknown, 30 o2 se-10
Poenanya_38, function unknown, 30 T2 se-le
Pippy_31, function unknoun, 36 o2 se-10
Pinkcreek_39, function unknown, 30 o2 se-10
Phox_46, function unknown, 30 T2 se-10
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9p36 [Mycobacterium phage Fruitioop]
Sequence ID: YP_002241721.1 Length:30 Number of Matches: 1
See 78 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 30 GenPeol Graphics

Seore Epecs  Tenties Foitves s
101 bits(232) 3e25  30/30(100%) 30/30(100%) 0/30(0%)

Query 1 NSDPQLELURSVWLAWAGNIVALLVWLA 38
HSDPOLELRSVLAWAGHIVALLVYVLA
Sbjct 1 HSDPQLELWRSVLAVVAGHTVALLVWVLA 30

Graphics
hypothetical protein FLORINDA_38 [Mycobacterium phage Florinda]
‘Sequence ID: YP_009206756.1 Length: 31 Number of Matches: 1

See 5 morefitle(s) v See all Identical Proteins(IPG)

Range 1:2 to 31 GenPept Graphics

Seore Bpec:  Mdenttes Fositves Gaps
101 bits(232) 4e25  30/30(100%) 30/30(100%) 0/30(0%)

Query 1 NSDPQLELURSVWLAWAGNIVALLVWLA 38
HSDPOLELRSVLAWAGHIVALLVYVLA
Sbjct 2 HSDPQLELWRSVNLAVVAGHTVALLVWVLA 31
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>zizzle 37, function unknown, 36
Length = 30

Score = 62.0 bits (143), Expect = Se-10
Identities = 36/30 (100%), Positives = 30/30 (100%)

Query: 1 NSDPQLELWRSVHLAVVAGNIVALLVYVLA 30
HSDPQLELHRSVHLAVVAGHIVALLVYVLA
Sbjct: 1 NSDPQLELWRSVNLAVVAGHIVALLVYVLA 36

>Yassified Draft_47, function unknown, 30
Length = 30

Score = 62.0 bits (143), Expect = Se-10
Identities = 36/30 (100%), Positives = 30/30 (100%)

Query: 1 NSDPQLELWRSVHLAVVAGNIVALLVYVLA 30
HSDPQLELHRSVHLAVVAGHIVALLVYVLA
Sbjct: 1 NSDPQLELWRSVNLAVVAGHIVALLVYVLA 36

>XFactor_37, function unknown, 36
Length = 30

Score = 62.0 bits (143), Expect = Se-10
Identities = 36/30 (100%), Positives = 30/30 (100%)

Query: 1 NSDPQLELWRSVHLAVVAGNIVALLVYVLA 30
HSDPQLELHRSVHLAVVAGHIVALLVYVLA
Sbjct: 1 NSDPQLELWRSVNLAVVAGHIVALLVYVLA 36
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TMHMM result
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bution of the top 100 Blast Hits on 100 subject sequences
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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 Mar 25, 2023
436,689 sequences; 54,482,389 total letters

Query= Rialto_43
(188 Letters)

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
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Score  E

Sequences producing significant alignments: (bits) Value
Fruitloop_37, function unknown, 190 362 e-100
Petruchio 75, immunity repressor, 228 357 6e-99
Maroc7_77, immunity repressor, 228 357 6e-99
Crispicousl 78, immunity repressor, 228 357 6e-99
Arcanine 79, immunity repressor, 228 357 6e-99
Abrogate 720, immunity repressor, 228 357 6e-99
Turj99_71, function unknown, 225 356 2e-98
Trouble 75, immunity repressor, 228 356 2e-98
Thor_79, immunity repressor, 228 356 2e-98
Switzer_74, immunity repressor, 228 356 2e-98
SkiPole 84, repressor, 228 356 2e-98
Sarfire 79, repressor, 228 356 2e-98
Phrostyliug_77, repressor, 228 356 2e-98
PacerPaul 30, immunity repressor, 228 356 2e-98
Norz_71, Immunity repressor, 228 356 2e-98
Manatee 73, immunity repressor, 228 356 2e-98
Hagnito_74, immunity repressor, 228 356 2e-98
HanshotFirst_73, immunity repressor, 228 356 2e-98
Bircsak_76, immunity repressor, 228 356 2e-98
Badagartude_49, function unknoun, 174 3% 2e-98
Alvin_73, immunity repressor, 189 356 2e-98
Gyzlar_68, immunity repressor, 228 355 2e-98
Rialto Draft_43, function unknoun, 170 355 4e-os
Kenuhas_35, helix-turn-helix DNA-binding domain protein, 176 355 4e-%
Juice456_41, function unknown, 170 355 4e-98
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>Fruitloop_37, function unknown, 190
Length - 190

Score = 362 bits (929), Expect - e-100
Tdentities = 172/177 (97%), Positives = 176/177 (99%)

Query: 12 TLIQGGPMKTTREQLPRLSLEVIEALKATGETESDIARMYGVTPQAVSHHVHTYGGKLTD 71
++IQGGPM+ TTREQLPRLSLEVIEALKA GETE+DIARMYGVTPQAVSHHVHTYGGKLTD
Sbjct: 14 SVIQGGPMRTTREQLPRLSLEVIEALKAAGETEADIARMYGVTPQAVSWHVHTYGGKLTD 73

Query: 72 RQVIRREYPFKVPEPLSQCAPHKRLRDHGEYIATRGKGMKDYKLKRLRSFYRULRENNWV 131
RQVIRREYPFKVPEPLSQCAPHKRLRDHGEYTATRGKGMKDYKLKRLRSFYRHLRENNKV.
Sbjct: 74 RQVIRREYPFKVPEPLSQCAPHKRLRDHGEYIATRGKGMKDYKLKRLRSFYRMLRENNKV 133

Query: 132 VEFDPNIPPIPGVSKRGGWAYRERQESDEDLLIRVNEYTTLSEIGRHRIWRFPSVEP 188
VEFDPNIPPIPGVSKRGGHAYRERQESDEDLLIRVNEYTTLSEIGRHRIWRFPSVEP
Sbjct: 134 VEFDPNIPPIPGVSKRGGWAYRERQESDEDLLIRVNEYTTLSEIGRHRINRFPSVEP 190
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>Petruchio_75, immunity repressor, 228
Length - 228

Score = 357 bits (917), Expect - 6e-99
Identities - 17@/177 (96%), Positives = 175/177 (98%)

Query: 12 TLIQGGPMKTTREQLPRLSLEVIEALKATGETESDIARMYGVTPQAVSHHVHTYGGKLTD 71
++IQGGPM+ TTREQLPRLSLEVIEALKATGETE+DIARMYGVTPQAVSHHVHTYGGKLT
52 SVIQGGPMRTTREQLPRLSLEVIEALKATGETEADIARMYGVTPQAVSWHVHTYGGKLTA 111

72 RQVIRREYPFKVPEPLSQCAPHKRLRDHGEYIATRGKGMKDYKLKRLRSFYRMLRENNKV 131
RQVIRREYPFKVPEPLSQCAPHKRLRDHGEYIATRGKGHK+ YKLKRLRSFYRULRENNKYV.
112 RQVIRREYPFKVPEPLSQCAPHKRLRDHGEYIATRGKGMKEYKLKRLRSFYRMLRENNKY 171

132 VEFDPNIPPIPGVSKRGGWAYRERQESDEDLLIRVNEYTTLSEIGRHRINRFPSVEP 188
VEFDPNIPPIPGVSKRGGWAYRERQESDEDLLIRVNEYTTLSEIGRH IWRFPSVEP
172 VEFDPNIPPIPGVSKRGGWAYRERQESDEDLLIRVNEYTTLSEIGRHHINRFPSVEP 228
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transcriptional repressor [Mycobacterium phage Crispicous1]
Sequence ID: YP_009977839.1 Length: 228 Number of Matches: 1
See 4 more title(s) v See all Identical Proteins(IPG)

Range 1: 52 to 228 GenPept Graphics

Score Expect Method Identities Positives Gaps
356 bits(914) 8e-123 Compositional matrix adjust. 170/177(96%) 175/177(98%) 0/177(0%)

Query 12  TLIQGGPMKTTREQLPRLSLEVIEALKATGETESDIARMYGVTPQAVSWHVHTYGGKLTD 71
++IQGGPM+TTREQLPRLSLEVIEALKATGETE+DIARMYGVTPQAVSWHVHTYGGKLT
Sbjct 52 SVIQGGPMRTTREQLPRLSLEVIEALKATGETEADTARMYGVTPQAVSWHVHTYGGKLTA 111

Query 72 RQVIRREYPFKVPEPLSQCAPHKRLRDHGEYTATRGKGMKDYKLKRLRSFYRMLRENNWY 131
RQVIRREYPFKVPEPLSQCAPHKRLRDHGEYTATRGKGMK+YKLKRLRSFYRMLRENNWV
Sbjct 112 RQVIRREYPFKVPEPLSQCAPHKRLRDHGEYIATRGKGMKEYKLKRLRSFYRMLRENNWV 171

Query 132 VEFDPNIPPIPGVSKRGGWAYRERQESDEDLLIRVNEYTTLSEIGRHRIWRFPSVEP 188
VEFDPNIPPIPGVSKRGGWAYRERQESDEDLLIRVNEYTTLSEIGRH IWRFPSVEP
Sbjct 172 VEFDPNIPPIPGVSKRGGWAYRERQESDEDLLIRVNEYTTLSEIGRHHIWRFPSVEP 228
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transcriptional repressor [Mycobacterium phage Abrogate]
Sequence ID: YP_009209461.1 Length: 228 Number of Matches: 1
See 1 more title(s) v See all Identical Proteins(IPG)

Range 1: 52 to 228 GenPept Graphics

Score Expect Method Identities Positives Gaps
356 bits(913) 9e-123 Compositional matrix adjust. 170/177(96%) 175/177(98%) 0/177(0%)

Query 12  TLIQGGPMKTTREQLPRLSLEVIEALKATGETESDIARMYGVTPQAVSWHVHTYGGKLTD 71
++IQGGPM+TTREQLPRLSLEVIEALKATGETE+DIARMYGVTPQAVSWHVHTYGGKLT
Sbjct 52 SVIQGGPMRTTREQLPRLSLEVIEALKATGETEADTARMYGVTPQAVSWHVHTYGGKLTA 111

Query 72 RQVIRREYPFKVPEPLSQCAPHKRLRDHGEYTATRGKGMKDYKLKRLRSFYRMLRENNWY 131
RQVIRREYPFKVPEPLSQCAPHKRLRDHGEYTATRGKGMK+YKLKRLRSFYRMLRENNWV
Sbjct 112 RQVIRREYPFKVPEPLSQCAPHKRLRDHGEYIATRGKGMKEYKLKRLRSFYRMLRENNWV 171

Query 132 VEFDPNIPPIPGVSKRGGWAYRERQESDEDLLIRVNEYTTLSEIGRHRIWRFPSVEP 188
VEFDPNIPPIPGVSKRGGWAYRERQESDEDLLIRVNEYTTLSEIGRH IWRFPSVEP
Sbjct 172 VEFDPNIPPIPGVSKRGGWAYRERQESDEDLLIRVNEYTTLSEIGRHHIWRFPSVEP 228
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TMHMM result

# WEBSEQUENCE Length: 189

# WEBSEQUENCE Number of predicted TMHs: ©

# WEBSEQUENCE Exp number of AAs in TMHs: ©.00:

# WEBSEQUENCE Exp number, first 60 AAs: 0.00067
# WEBSEQUENCE Total prob of N-in: 0.12232
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Distribution of the top 18 Blast Hits on 18 subject sequences
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‘hypothetical protein P755 gp115 [Mycobacterium phage Quink]

hypothetical protein SEA COOKIES 144 [Mycobacterium phage Cookies]
hypothetical protein SEA MPHALCON 143 [Mycobaclerium phage MPhalcon]
hypothetical protein PBI MURPHY 143 (Wycobacterium phage Murphy]
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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 Mar 25, 2023
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Score

Sequences producing significant alignments: (bits) Value
Rialto_Draft_44, function unknown, 81 162 2e-40
Kenuhas_36, Function unknown, 81 162 2e-40
Emma_42, function unknoun, 81 162 2e-40
Billknuckles_82, function unknoun, 81 159 2e-39
Bobi_43, function unknoun, 81 158 4e-3
Graduation_91, function unknown, 81 157 ee-3
Cueylyss_73, function unknown, 51 157 6e-39
PattyP_83, function unknown, 78 108 4e-24
Ejimix 234, function unknown, 82 o5 3e-20
Dallas 241, function unknown, 82 T 3e-20
Zelink 236, function unknown, 82 T 420
Halley 245, function unknown, 52 D6 4e-20
Youngblood_146, function unknoun, 87 D5 se-20
xked_147, Function unknoun, §7 D5 se-20
Willez_146, function unknown, §5 D5 se-20
Ukulele_139, function unknown, 50 D5 se-20
Tomaszeiski_136, function unknoun, 87 D5 se-20
Terminus_145, function unknown, 85 D5 se-20
Simpliphy_143, function unknown, 30 D5 se-20
Sassay_137, function unknoun, 85 D5 se-20
PhatBacter_146, function unknoun, §7 D5 se-20
Phaja_147, function unknoun, 30 D5 se-20
OrionPax_148, function unknown, 80 D5 se-20
Nala_144, function unknoun, 85 D5 se-20
Hurphy_143, function unknown, 82 o5 se-20
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select all 100 sequences selected GenPept  Graphics  Distance tree of results ~ Multiple alignment MSA Viewer
B=gTn eI Sooe Seore ot vatae |t Lon| Acassin
portal protein [Mycobacterium phage Job42] Mycobacterium phage Jobd2 951 951 100% 00 100.00% 473 YP_0081265941
portal protein [Mycobacterium phage RockyHorror] Mycobacterium phage RockyHorror 950 950 100% 00  9979% 473 YP_0096360681
‘portal protein [Mycobacterium phage Seagreen] Mycobacterium phage Seagreen 949 949 100% 00  9979% 473 YP_009199687.1
gp4 [Mycobacterium phage Ramsey] Mycobacterium phage Ramsey. 948 948 100% 00 99.79% 473 YP_002241791.1
hypothetical protein N858_gp004 [Mycobacterium phage Velveteen] Mycobacterium phage Velveteen 948 948 100% 00  99.58% 473 YP_0084095411
Mycobacterium phage Boomer 948 948 100% 00  99.58% 473 YP_0020142201
Mycobacterium phage Misha28 947 947 100% 00  99.58% 473 YP_0099599771
Mycobacterium phage Mova 945 945 100% 00  99.37% 473 YP_00990177.1
Mycobacterium phage Saquirty 944 944 100% 00  99.15% 473 YP_009124556.1
Mycobacterium phage Beakin 942 942 100% 00 99.37% 474 UVK629911
Mycobacterium phage WiVsmall 941 941 100% 00  98.94% 473 YP_0080599811
Mycobacterium phage Bobi 926 926 100% 00 97.67% 473 YP_0084089611
Mycobacterium phage Kimbe: 924 924 100% 00 97.25% 473 YP_0091981081
Mycobacterium phage Frankie 895 895 100% 00 9577% 531 YP_0099573041
portal protein [Mycobacterium phage Comucopia] Mycobacterium phage Comucopia 890 890 100% 00 9493% 473 YP_0099557141
portal protein [Mycobacterium phage Quico] Mycobacterium phage Quico 888 888 100% 00 9471% 473 YP_0091945281
portal protein [Mycobacterium phage Mozy] Mycobacterium phage Mozy, 884 884 100% 00 9429% 473 YP_0096371441
‘phage portal protein [Gordonia sp.] Gordoni 609 609 94% 00 6882% 477 MCB12936351
‘plasmid parttioning protein ParA [Rhodococcus aetherivorans| Rhodococeus aetherivorans 593 593 98% 00 6277% 478 KDE142411
‘phage portal protein [Rhodococcus aetherivorans] Rhodococeus aetherivorans 590 590 98% 00 6255% 512 WP_1968133231
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hypothetical protein I5H33_gp042 [Mycobacterium phage Emmal
‘Sequence ID: YP_009956601.1 Length: 81 Number of Matches: 1
See 3 moretitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 81 GenPeol Graphics

S Epect Wethod Tderciies Posiives Gops
165 bits(418) 3e-51 Compositional matrix adjust. _81/81(100%) 81/81(100%) 0/81(0%)

Query 1 MRTHATAVSRTLNSSGLYTSTVGHDTYGVFVHRHVDGAQITVNGRTPAETENLIDRVREA 60
RTNATAVSRTLNSSGLYTSTVGHDTYGVFVHRHVDGAQI TVIGRTPAETENL IDRVREA
Sbjct 1 WRTNATAVSRTLNSSGLYTSTVGHDTYGVFVHRHVDGAQITVIGRTPAETENLIDRVREA 60

Query 61 LAGRGYSVRRSAQRPILIIKK &1
LAGRGYSVRRSAQRPTLITKK
Sbjct 61 LAGRGYSVRRSAQRPILIIKK &1

& Download v GenPept Graphics
hypothetical protein CM11_gp82 [Mycobacterium phage BillKnuckles]

Sequence I0: YP_009018300.1 Length: 81 Number of Matches: 1
See 1 moretitle(s) v See allIdentical Proteins(IPG)

Range 1: 1 to 81 GenPeol Graphics

S Expect Hiathod Tienites  pasitves Gaps
162 bits(411) 3e-50_Compositional matrix adjust. _79/81(98%) 81/81(100%) 0/81(0%)

Query 1 MRTHATAVSRTLNSSGLYTSTVGHDTYGVFVHRHVDGAQITVNGRTPAETENLIDRVREA 60
RTNATAVSRTLNSSGLYTS ~VGHDTYGVFVHRHVDGAQI TVIGRTPAETENL IDRVREA
Sbjct 1 WRTNATAVSRTLNSSGLYTSSVGHDTYGVFVHRHVDGAQITVIGRTPAETENLIDRVREA 60

Query 61 LAGRGYSVRRSAQRPILIIKK &1
LAGRGYSVRRSAQRPILIL+K
Sbjct 61 LAGRGYSVRRSAQRPILIIEK &1
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>KenuhaS_36, function unknown, 81
Length = 51

Score = 162 bits (411), Expect = 2¢-40
Identities = 81/81 (100%), Positives

s1/81 (100%)

Query: 1 HRTNATAVSRTLNSSGLYTSTVGHDTYGVFVHRHVDGAQITVNGRTPAETENLIDRVREA 60
HRTNATAVSRTLNSSGLYTSTVGHDTYGVFVHRHVDGAQITVNGRTPAE TENL IDRVREA
Sbjct: 1 NRTNATAVSRTLNSSGLYTSTVGHDTYGVFVHRHVDGAQITVNGRTPAETENLIDRVREA 60

Query: 61 LAGRGYSVRRSAQRPILIIKK 81
LAGRGYSVRRSAQRPTLIIKK
Sbjct: 61 LAGRGYSVRRSAQRPILIIKK 81

>Emma_42, function unknoun, 81
Length = 51

Score = 162 bits (411), Expect = 2¢-40
Identities = 81/81 (100%), Positives = 81/81 (100%)

Query: 1 HRTNATAVSRTLNSSGLYTSTVGHDTYGVFVHRHVDGAQITVNGRTPAETENLIDRVREA 60
HRTNATAVSRTLNSSGLYTSTVGHDTYGVFVHRHVDGAQITVNGRTPAE TENL IDRVREA
Sbjct: 1 NRTNATAVSRTLNSSGLYTSTVGHDTYGVFVHRHVDGAQITVNGRTPAETENLIDRVREA 60

Query: 61 LAGRGYSVRRSAQRPILIIKK 81
LAGRGYSVRRSAQRPTLIIKK
Sbjct: 61 LAGRGYSVRRSAQRPILIIKK 81




image435.png
Starts 1 5 ORF Start : 33811 CanT Edn2 Cdn3 Length  op ooningMatix  [Kiblerb
Selected: 1 ORFStop :3363 5End 700 700 §00 30
ORFLengh: 276 3End|727 818 545 3 Spacing Weight Matix [Kalin Medium
\ I I [T
scaffaw sb[Genomic [Spacer [Final [Sequence of che Region [starc[stars [omr
3 [score |z value [pisvance|score [Upscream of che Scarc |Codon|Posivion [Lengen
[ -sse2 1720 |1e c.350 |GCTTGIGGCGCACTTGOGCTAR [GTG (33011 [276
> |-i7se 307 12 —2.584 |CGAACCTGAAGGAGATGAAGAA |GTG (33761 246
3 |-s.es7 2o 1e -5.204 |COICGGCIGGGATACCTACGST (GTG (33687 lez
s |-s.0s2 |1aes  1e —c.088 |AACCGAGAATCIGATCGACCSG |GTG 33613 |78
s |-s.oes 1ser 1a .41l |GATCGACCGGGTGCGCGAGECE |TTG (33601 66





image436.png
TMHMM result

# WEBSEQUENCE Length: 82
# WEBSEQUENCE Number of predicted TiHs: ©

# WEBSEQUENCE Exp number of Ads in ThHs: 0.14944
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Distribution of the top 11 Blast Hits on 11 subject sequences
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Description

hypotheical protein PBI PATTYP_ 89 [Mycobacterium phage PatyF]

hypotheical protein GRADUATION 92 [Wycobacterium phage Graduation]
hypotheical protein [Acinetobacter baumannil

hypothetical protein SEA ASRIEL 141 [Mycobacterium phage Asriel]

hypothetical protein PBI DUMBO_146 [Mycobacterium phage Dumbal

hypotheical protein SEA YOUNGBLOOD 147 [Wycobacterium phage Youngblood]
hypotheical protein PBI CONTAGION 139 [Mycobacterium phage Contagion]
hypotheical protein PBI MURPHY 144 [Mycobacterium phage Murphy]
hypothetical protein P755 gp114 [Mycobacterium phage Quink]

hypotheical protein SEA SUPERPHIKIMAN 241 [Mycobacterium phage Superphiki

hypotheical protein PBI MANDA 145 [Mycobacterium phage Manda]
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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 Mar 25, 2023
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Sequences producing significant alignments:

Rialto_Draft_as, function unknoun, 62
Pattyp_89, function unknown, 62
Kenuha_37, function unknown, 62
Emma_43, function unknoun, 62
Bobi_a4, function unknoun, 62
Billknuckles 83, function unknoun, 62
Graduation_92, function unknown, 62
Cueylyss_74, function unknown, 62
DmpstrDiver_241, function unknoun, 63
Traaw_141, function unknown, 63
Flypotenuse_139, function unknoun, 63
Barbarian_123, function unknown, 63
Asriel 141, function unknown, 63
Youngblood_147, function unknoun, 70
xked_148, Function unknoun, 63
Willaz_141, function unknown, 63
Ukulelz_148, function unknown, 63
Tomaszewski_137, function unknoun, 63
Terminus_145, function unknown, 63
Simpliphy 144, function unknown, 63
Sassay_138, function unknown, 63
Rakim_145, function unknown, 63
PhatBacter_147, function unknoun, 63
Phaja_143, function unknoun, 63
OrionPax_141, function unknoun, 63
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hypothetical protein PBI_PATTYP_89 [Mycobacterium phage PattyP]
‘Sequence ID: YP_008050854.1 Length: 62 Number of Matches: 1
See 9 morefitle(s) v See all Identical Proteins(IPG)

to 62 GenPept Graphics

Seore Epect Wethod Tdereiies Posiives Gaps
133 bits(334)_Se-35 Compositional matrix adjust. _62/62(100%) _62/62(100%) 0/62(0%)

Query 1 HVIKHFRKPNSPVKHYTVDEQUTLCGQNARMGARHSISEAGTDARLURTCAKCDSNLKEM 60
FVTKIERKPNSPVKHYTVDEQVTL CGONARHGARUSNS EAGTDARLURTCAKCDSNLKEM
Sbjct 1 MVIKNFRKPNSPVKHYTVDEQUTLCGONARMGARISHSEAGTDARLIRTCAKCDSNLKEM 60

Query 61 KK 62
KK
sbict 61 KK 62

& Download v GenPept Graphics
hypothetical protein GRADUATION_92 [Mycobacterium phage Graduation]

Sequence I0: YP_008858630.1 Length: 62 Number of Matches: 1
See 2 moretitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 62 GenPenl Graphics

Seore Expect Wethod Tmnites  pomves  Gape
131 bits(329) 2e-38 Compositional matrix adjust. _61/62(98%) 61/62(98%) 0/62(0%)

Query 1 HVIKHFRKPNSPVKHYTVDEQUTLCGQNARMGARHSHSEAGTDARLURTCAKCDSNLKEM 60
1 TKINFRKPNSPVKHYTVDEQVTL CGONARMGARUSNS EAGTDARLURTCAKCDSNLKEM
Sbjct 1 HAIKNFRKPNSPVKHYTVDEQUTLCGOUARMGARISHSEAGTDARLIRTCAKCDSNLKEM 60

Query 61 KK 62
KK
sbict 61 KK 62
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>Spikelee 4, function unknown, 473
Length = 473

Score

30 bits (2404), Expect

0.0

Identities = 473/473 (100%), Positives = 473/473 (100%)
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‘TRDQQATNSVNFDRLVVSRFGAFPQKVITGHTASPSETLAASAKRVIAFEDEDVDAKALP.

AADTGQYNDILDEHTQHVAHRAQI SPAQUTGKIVNISAEAL AAAEANQQRKLQAKRDSFG
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>Kenuhas_37, function unknown, 62
Length = 62

Score = 134 bits (338), Expect = 6e-32
Identities = 62/62 (100%), Positives = 62/62 (106%)

Query: 1 HVIKNFRKPNSPVKHYTVDEQVTLCGQNARMGARMSNSEAGTDARLIRTCAKCDSHLKEN 60
FIVIKNFRKPNSPVKHYTVDEQUTL CGQNARMGARHISHSE AGTDARLIRTCAKCDSNLKEH
Sbjct: 1 HVIKNFRKPNSPVKHYTVDEQUTLCGONARMGARMSNSEAGTDARLIRTCAKCDSHLKEN 60

Query: 61 KK 62
KK
Sbjct: 61 KK 62

>Emma_43, function unknoun, 62
Length = 62

Score = 134 bits (338), Expect = 6e-32
Identities = 62/62 (100%), Positives = 62/62 (106%)

Query: 1 HVIKNFRKPNSPVKHYTVDEQVTLCGQNARMGARMSNSEAGTDARLIRTCAKCDSHLKEN 60
FIVIKNFRKPNSPVKHYTVDEQUTL CGQNARMGARHISHSE AGTDARLIRTCAKCDSNLKEH
Sbjct: 1 HVIKNFRKPNSPVKHYTVDEQUTLCGONARMGARMSNSEAGTDARLIRTCAKCDSHLKEN 60
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Mycobacterium phage EleanorGeorge complete sequence, 59482 bp in...
Mycobacterium phage DRBy19 complete sequence, 58368 bp including.
Mycobacterium phage Donkeykong complete sequence, 59478 bp inclu.
Hycobacteriun phage DLane

Mycobacterium phage Cornucopia complete sequence, 55422 bp inclu...
Mycobacterium phage Cocol2 complete sequence, 57693 bp including...
Mycobacterium phage Clifton complete sequence, 55727 bp includin.
Mycobacterium phage Cerasum complete sequence, 53636 bp includin.
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Hycobacteriun phage Ardmore complete genome
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Gordonia phage WheatThin complete sequence, 49897 bp including 1.
Gordonia phage Twinkle complete sequence, 54241 bp including 11-.
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Gordonia phage Thimann complete sequence, 48046 bp including 11
Gordonia phage Sh1im41e complete sequence, 53182 bp including 11
Mycobacterium phage Settecandela complete sequence 145208 bp, ci.
Gordonia phage Sekhmet complete sequence, 47735 bp including 11-.
Gordonia phage Sammang complete sequence, 47548 bp including 11.
Gordonia phage Pimento complete sequence, 49994 bp including 16-
Mycobacterium phage Phrappuccino complete sequence, 136361 bp, c...
Gordonia phage Phistory complete sequence, 53085 bp including 10.
Mycobacterium phage Phalconet complete sequence, 57648 bp includ.
Gordonia phage Phabuloso complete sequence, 55093 bp including 1.
Gordonia phage Periwinkle complete sequence, 55657 bp including .
Gordonia phage Parada complete sequence, 49909 bp including 10-b...
Gordonia phage Oregano complete sequence, 47575 bp including 11
Gordonia phage ODay complete sequence, 58747 bp including 10-bas.
Gordonia phage NancyRae complete sequence, 49775 bp including 10.
Gordonia phage Nadeem complete sequence, 49897 bp including 10-b.
Gordonia phage Mulch complete sequence, 49999 bp including 10-ba...
Gordonia phage Moosehead complete sequence, 42671 bp including 1.
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ADTIGNKARGGTAVATFQUMADVGSGGSLLVGLIAQYLSFARAFGISGGHLLLAALC
WTFAPETRPRPSAEHTPARPLGPEAGGEVP”

2213142..2213214
/locus_tag="MSHEG_R510375'
/01d_locus_tag="HSHEG_2138"
2213142..2213214
/locus_tag="MSHEG_RS10375'
/01d_locus_tag="HSMEG_2138"
/product="tRNA-Ala"
/inference="COORDINATES: profile:tRliAscan-5€:2.0.7"
/note="Derived by automated computational analysis using
gene prediction method: tRAscan-SE.
Janticodon=(pos:2213175. .2213177, 3a:Ala, seq:ggc)
complement (2213515. . 2214726)

e T me1maan





image452.png
ution of the top 100 Blast Hits on 100 subject sequences

R A

1 . 150 210 250 :





image39.png
>Madiba_4, portal protein, 473

Score

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

Sbict:

Length = 473

30 bits (2404), Expect = 0.0
Identities = 473/473 (100%), Positives = 473/473 (100%)

1

1

61

61

121

121

181

181

281

281

01

01

361

361

a21

a21

HILDDRETRDVIAANQIHLSERSHLDRIGDYAKGIRGVPEVPESAEQETKDLARLSVKNY
HILDDRE TRDVIAANQIHL SERSHLDRIGDYAKGIRGVPEVPESAEQETKDLARL SVKNY
HILDDRETRDVIAANQIHL SERSHLDRIGDYAKGIRGVPEVPESAEQETKDLARL SVKNY.

LGLVVDSFAQULSVTGYRSADAQDNDPAHRTHQANRMDARQS SVYVPALTYGASYHTVTA.
LGLVVDSFAQNLSVTGYRSADAQDNDPAHRTHQANRMDARQS SVYVPALTYGASYHTVTA.
LGLVVDSFAQNL SVTGYRSADAQDNDPAHRTHQANRMDARQS SVYVPALTYGASYHTVTA.

(GPNGPVLSPRSPKQILTAYVDPVADENPQYALEHI/TQUDAKL RRRGRLYDDEFAYDLDL.
(GPNGPVL SPRSPKQILTAYVDPVADEHPQYALEHI/TQUDAKL RRRGRLYDDEFAYDLDL.
(GPNGPVL SPRSPKQILTAYVDPVADENPQYALEHM/TQDAKL RRRGRLYDDEFAYDLDL.

GEVSESDPTLRSASHPISVVVDGDPVPHGATYGGERVCPVVRFVNGRDADGATVGEVAPL.
GEVSESDPTLRSASHPISVVVDGDPVPHGATYGGERVCPVVRFVNGRDADGATVGEVAPL.
GEVSESDPTLRSASHPISVVVDGDPVPHGATYGGERVCPVVRFVNGRDADGATVGEVAPL.

TRDQQATNSVNFDRLVVSRFGAFPQKVITGHTASPSETLAASAKRVAFEDEDVDAKALP.
‘TRDQQATNSVNFDRLVVSRFGAFPQKVI TGHTASPSETLAASAKRVAFEDEDVDAKALP.
‘TRDQQATNSVNFDRLVVSRFGAFPQKVITGHTASPSETLAASAKRVIAFEDEDVDAKALP.

AADTGQYNDILDEHTQHVAHRAQI SPAQUTGKIVNISAEAL AAAEANQQRKLQAKRDSFG
AADTGQYNDILDEHTQHVANRAQL SPAQUTGKIVNISAEAL AAAEANQQRKLQAKRDSFG
AADTGQYNDILDEHTQHVANRAQT SPAQUTGKIVNISAEAL AAEANQQRKLQAKRDS FG

ESHEQVLRLAAEIDGDE ETAADSGAEVVHRDTEARAFGAVVDGTTKLVAAGVQLROVVHL
ESHEQVLRLAAEIDGDE ETAADSGAEVVHRDTEARAF GAVVDGT TKLVAAGVQLROVVHL
ESHEQVLRLAAETDGDE ETAADSGAEVVHRDTEARAF GAVVDGTTKLVAAGVQLROVVHL

VPGLSQQQIKATKDSTQQSTVVDLVSSTRQGAATAQRDPQUGDIAGRTVAQSD 473
VPGLSQQQIKATKDSIQQSTVVDLVSSIRQGAATAQRDPQVGDIAGRTVAQSD
VPGLSQQQIKATKDSTQQSTVVDLVSSTRQGAATAQRDPQVGDIAGRTVAQSD 473

120

120

150

150

240

240

300

300

360

360

a20

a20




image453.png
N N N NN N N N <]

v
inerase (Mycobacterium phage Frutioop]

integrase Mycobacterium phage DLane]

ineqrase [Mycobacterium phage Mozy]

integrase (Mycobacterium phaoe Fiuzina]

tursine infearase Mycobacterium phage Phanphagiz]
tursine infegrase [Mycobacterium phage Phalconef]
inegrase Mycobacterium phage Velveteen]
inegrase (Mycobacterium phage Hiubikazi]

inegrase (Mycobacterium phage Melissauren3s]
inearase (Mycobacterium phage XFaclor]

inegrase (Mycobacterium phage SG4)

inegrase (Mycobacterium phaoe Ms6]

ineqrase (Mycobacterium phage CaptainTris]
inegrase [Mycobacterium phage EleanorGeorge]
tyrosine infegrase [Mycobacterium phage Beakin]

‘Scientfic Name.

Mycobacterium phage Fruiop
‘Mycobacterium phage DLane
Mycobacterium phage Mozy
Mycobacterium phage Filuzino
Mycobacterium phage Phanphagia
Mycobacterium phage Phalconet
Mycobacterium phage Velveteen
Mycobacterium phage Hiubikazi
Mycobacterium phage Melissaurens
Mycobacterium phage XFactor
Mycobacterium phage SG4
Mycobacterium phage Ms§
Mycobacterium phage CaptainTros
Mycobacterium phage EleanorGeorge
‘Mycobacterium phage Beakin

Max | Total

S
o
e
e w
-
o
-
o
o
o
g
o
s
s
s
i

value

=
=
oo
-
.
.
.
s
s
s
s
.
.
.
s
s
o

Accession

¥ 0022817251
¥P o0%3se5e1
¥P oo%a71911
¥P 0090570301
Qloes7261

UxEos9 1

¥P 00sa0gs741
¥P 00581751
¥P 005131
¥ oox0e7321
¥ 000132421
aap03Tran

¥ oox023211
¥P o0sssa91

UVKE3030.1





image454.png
Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of Apr @8, 2023
436,845 sequences; 84,513,904 total letters

Query= Rialto_46
(372 letters)

Distribution of 100 Blast Hits on the Query Sequence

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

Color Key for Alignnent Scores

<d0

lelit,

50 100 150 200 250 300 350





image455.png
Score  E

Sequences producing significant alignments: (bits) Value
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integrase [Mycobacterium phage Fruitloop]
Sequence ID: YP_002241725.1 Length: 372 Number of Matches: 1
See 3 moretitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 372 GenPey

S Expect Method Taentides Faitves s
763 bits(1970) 0.0 Compositional matrix adjust. 372/372(100%) 372/372(100%) 0/372(0%)

Query 1 MASVRERVRKDGTTAYLVSYRFGGRGSAQGALTFDIRKAADAFARAVDAHGARRALEVHG 60
MASVRERVRKDGTTAYLVSYRF GGRGSAQGAL TFDNRKAADAF AASVDAHGAARALEHHG
Sbjct 1 MASVRERVRKDGTTAYLVSYRFGGRGSAQGALTFDNRKAADAFAAAVDAHGAARALENHG 60

Query 61  INPTPRGTKSELTVAEMIRHHIDHLTGVEQVTIDKYEQVLANDIKPNLGDIPLSKLSEED 120
NP TPRGTKSELTVAEHIRFHIDHL TGVEQYT IDKYEQYLANDIKPHLGDIPLSKLSEED
Sbjct 61  INPTPRGTKSELTVAEWTRAHIDHLTGVEQYTIOKYEQYLANDIKPHLGDIPLSKLSEED 120

Query 121 TARWVKVMETTGGRDGNGHAPKTLRNKYGFLSGALIAAVPRYLSTNPASGRRLPRGUAED 180
TARIVKVNETTGGRDGNGHAPKTLRIKYGFLSGALNAAVPRYL STNPASGRALPRGNAED
Sbjct 121 IARMVKVMETTGGROGNGHAPKTLRNKYGFLSGALNAAVPRYLSTNPASGRRLPRGHASD 180

Query 181 DDEIRMLTHAEFDRLRDAVIPHIKLAVOFMVSTGLRIGEVSALQPKHVDLETSTIRVROA 240
DDE IRHLTHAEFDRLRDAVTPHUKLMVQFIVSTGLRHGEVSAL QPKHVDLETSTIRVRGA
Sbjct 151 DDEIRMLTHAEFDRLRDAVTPHUKLHVQFVSTGLRUGEVSALQPKHVOLETSTIRVROA 240

Query 241 WKYSSAGYVLGPPKTKRSRRTVDVPARLLERLDLSNEFVFVITDGGPVRYPGELRRVUIP 300
‘HKYSSAGYVLGPPKTKRSRRTVOVPARLL ERLDL SHEFVFVIITOGGPVRYPGFLRRVIIND
Sbjct 241 WKYSSAGYVLGPPKTKRSRRTVDVPARLLERLDLSHEFVFVIITOGGRVRYPGFLRRVIIP 300

Query 301 AVEKAGLVPRPTPHDLRHTYASHOLTGGTPVTIVSROLGHESTQITVDTYTDVDRTSSRY 360
‘AVEKAGLVPRPTPHDLRHTYASHQLTGGTPVT IVSAQLGHES IQITVDTYTOVDRTSSRY.
Sbjct 381 AVEKAGLVPRPTPHDLRHTYASHQLTGGTPVTIVSRQLGHESIQITVDTYTDVDRTSSRY 360

Query 361 AAEFMDGLLGDF 372
AAEFIDGLLGDF
Sbjct 361 AAEFMDGLLGDF 372
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integrase [Mycobacterium phage DLane]
Sequence ID: YP_009636454.1 Length: 372 Number of Matches: 1
See 1 moretitle(s) v See allIdentical Proteins(IPG)

o372 GenPept Graphics

S Expect Method Taentides Boitves Gas
762 bits(1967) 0.0 Compositional matrix adjust. 371/372(99%) 372/372(100%) 0/372(0%)

Query 1 MASVRERVRKDGTTAYLVSYRFGGRGSAQGALTFDIRKAADAFARAVDAHGARRALEVHG 60
MASVRERVRKDGTTAYLVSYRF GGRGSAQGAL TFDNRKAADAF AASVDAHGAARALEHHG
Sbjct 1 MASVRERVRKDGTTAYLVSYRFGGRGSAQGALTFONRKAADAFAAAVDAHGAARALENHG 60

Query 61  INPTPRGTKSELTVAEMIRHHIDHLTGVEQVTIDKYEQVLANDIKPNLGDIPLSKLSEED 120
NP TPRGTKSELTVAEHIRFHIDHL TGVEQYT IDKYEQYLANDIKPHLGDIPLSKLSEED
Sbjct 61  INPTPRGTKSELTVAEWTRAHIDHLTGVEQYTIOKYEQYLANDIKPHLGDIPLSKLSEED 120

Query 121 TARWVKVMETTGGRDGNGHAPKTLRNKYGFLSGALIAAVPRYLSTNPASGRRLPRGUAED 180
TARIVKVNETTGGRDGNGHAPKTLRIKYGFLSGALNAAVPRYL STNPA+GRRLPRGNAED
Sbjct 121 IARWVKVMETTGGROGNGHAPKTLRNKYGFLSGALNAAVPRYLSTNPAAGRRLPRGHASD 180

Query 181 DDEIRMLTHAEFDRLRDAVIPHIKLAVOFMVSTGLRIGEVSALQPKHVDLETSTIRVROA 240
DDE IRHLTHAEFDRLRDAVTPHUKLMVQFIVSTGLRHGEVSAL QPKHVDLETSTIRVRGA
Sbjct 151 DDEIRMLTHAEFDRLRDAVTPHUKLHVQFVSTGLRUGEVSALQPKHVOLETSTIRVROA 240

Query 241 WKYSSAGYVLGPPKTKRSRRTVDVPARLLERLDLSNEFVFVITDGGPVRYPGELRRVUIP 300
‘HKYSSAGYVLGPPKTKRSRRTVOVPARLL ERLDL SHEFVFVIITOGGPVRYPGFLRRVIIND
Sbjct 241 WKYSSAGYVLGPPKTKRSRRTVDVPARLLERLDLSHEFVFVIITOGGRVRYPGFLRRVIIP 300

Query 301 AVEKAGLVPRPTPHDLRHTYASHOLTGGTPVTIVSROLGHESTQITVDTYTDVRTSSRY 360
AVEKAGLVPRPTPHDLRHTYASHQLTGGTPVTIVSAQLGHES IQITVDTYTOVDRTSSRY.
Sbjct 381 AVEKAGLVPRPTPHDLRHTYASHQLTGGTPVTIVSRQLGHESIQITVDTYTDVDRTSSRY 360

Query 361 AAEFMDGLLGDF 372
AAEFIDGLLGDF
Sbjct 361 AAEFMDGLLGDF 372
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>Wachhund_44, integrase, 372
Length = 372

Score = 756 bits (1953), Expect - 0.0
Identities - 372/372 (108%), Positives - 372/372 (106%)

Query: 1 MASVRERVRKDGTTAYLVSYRFGGRGSAQGALTFDNRKAADAFAAAVDAHGAARALENHG 60
MASVRERVRKDGTTAYLVSYRFGGRGSAQGAL TFDNRKAADAF AAAVDAHGAARAL ENHG
Sbjct: 1  MASVRERVRKDGTTAYLVSYRFGGRGSAQGAL TFDNRKAADAFAAAVDAHGAARALEMHG 60

Query: 61 INPTPRGTKSELTVAEWIRHHIDHLTGVEQYTIDKYEQYLANDIKPNLGDIPLSKLSEED 120
INPTPRGTKSEL TVAEWIRHHIDHLTGVEQYTIDKYEQYLANDIKPNLGDIPLSKLSEED
Sbjct: 61 INPTPRGTKSELTVAEWIRHHIDHLTGVEQYTIDKYEQYLANDIKPNLGDIPLSKLSEED 120

Query: 121 IARWVKVMETTGGRDGNGHAPKTLRNKYGFLSGALNAAVPRYLSTNPASGRRLPRGNAED 180
TARWVKVMETTGGRDGNGHAPKTLRNKYGF LSGALNAAVPRYLSTNPASGRRLPRGNAED
Sbjct: 121 TARWVKVMETTGGRDGNGHAPKTLRNKYGFLSGALNAAVPRYLSTNPASGRRLPRGNAED 180

181 DDEIRMLTHAEFDRLRDAVTPHNKLMVQFMVS TGLRHGEVSALQPKHVDLETSTIRVRQA 240
DDEIRMLTHAEFDRLRDAVTPHWKLMVQFMVS TGLRWGEVSALQPKHVDLETSTIRVRQA
181 DDEIRMLTHAEFDRLRDAVTPHHKLMVQFMVSTGLRWGEVSALQPKHVDLETSTIRVRQA 240

241 WKYSSAGYVLGPPKTKRSRRTVDVPARLLERLDLSNEFVFVNTDGGPVRYPGFLRRVUNP 300
WKYSSAGYVLGPPKTKRSRRTVDVPARLLERLDLSNEFVFVNTDGGPVRYPGFLRRVAIP.
241 WKYSSAGYVLGPPKTKRSRRTVDVPARLLERLDLSNEFVFVNTDGGPVRYPGFLRRVWNP 300

301 AVEKAGLVPRPTPHDLRHTYASHQLTGGTPVTIVSRQLGHESIQITVDTYTDVDRTSSRV 360
AVEKAGLVPRPTPHDLRHTYASWQLTGGTPVTIVSRQLGHESIQI TVDTYTDVDRTSSRV.
301 AVEKAGLVPRPTPHDLRHTYASHQLTGGTPVTIVSRQLGHESIQITVDTYTDVDRTSSRV 360

361 AAEFMDGLLGDF 372
AAEFMDGLLGDF
361 AAEFMDGLLGDF 372
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>Mozy_51, integrase, 372
Length - 372

Score = 755 bits (1950), Expect = 0.0
Identities = 371/372 (99%), Positives = 372/372 (100%)

Query: 1 MASVRERVRKDGTTAYLVSYRFGGRGSAQGALTFDNRKAADAFAAAVDAHGAARALENHG 60
MASVRERVRKDGTTAYLVSYRFGGRGSAQGAL TFDNRKAADAF AAAVDAHGAARAL ENHG
Sbjct: 1  MASVRERVRKDGTTAYLVSYRFGGRGSAQGAL TFDNRKAADAFAAAVDAHGAARALEMHG 60

Query: 61 INPTPRGTKSELTVAEWIRHHIDHLTGVEQYTIDKYEQYLANDIKPNLGDIPLSKLSEED 120
INPTPRGTKSEL TVAEWIRHHIDHLTGVEQYTIDKYEQYLANDIKPNLGDIPLSKLSEED
Sbjct: 61 INPTPRGTKSELTVAEWIRHHIDHLTGVEQYTIDKYEQYLANDIKPNLGDIPLSKLSEED 120

Query: 121 IARWVKVMETTGGRDGNGHAPKTLRNKYGFLSGALNAAVPRYLSTNPASGRRLPRGNAED 180
TARWVKVMETTGGRDGNGHAPKTLRNKYGF LSGALNAAVPRYLSTNPASGRRLPRGNAED
Sbjct: 121 TARWVKVMETTGGRDGNGHAPKTLRNKYGFLSGALNAAVPRYLSTNPASGRRLPRGNAED 180

Query: 181 DDEIRHLTHAEFDRLRDAVTPHAKLHVQFMVSTGLRWGEVSALQPKHVDLETSTIRVRQA 240
DDEIRMLTHAEFDRLRDAVTPHWKLMVQFMVS TGLRWGEVSALQP+HVDLETSTIRVRQA
Sbjct: 181 DDEIRMLTHAEFDRLRDAVTPHNKLMVQFMVSTGLRNGEVSALQPRHVDLETSTIRVRQA 240

Query: 241 WKYSSAGYVLGPPKTKRSRRTVDVPARLLERLDLSNEFVFVNTDGGPVRYPGFLRRVHINP 300
WKYSSAGYVLGPPKTKRSRRTVDVPARLLERLDLSNEFVFVNTDGGPVRYPGFLRRVAIP.
Sbjct: 241 WKYSSAGYVLGPPKTKRSRRTVDVPARLLERLDLSNEFVFVNTDGGPVRYPGFLRRVWNP 300

Query: 301 AVEKAGLVPRPTPHDLRHTYASWQLTGGTPVTIVSRQLGHESIQITVDTYTDVDRTSSRV 360
AVEKAGLVPRPTPHDLRHTYASWQLTGGTPVTIVSRQLGHESIQI TVDTYTDVDRTSSRV.
Sbjct: 301 AVEKAGLVPRPTPHDLRHTYASWQLTGGTPVTIVSRQLGHESIQITVDTYTDVDRTSSRV 360

Query: 361 AAEFMDGLLGDF 372
AAEFMDGLLGDF
Sbjct: 361 AAEFMDGLLGDF 372
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MHMM result
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Distribution of the top 100 Blast Hits on 100 subject sequences
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Description
-

hypothetical protein FDG57_gp046 [Mycobacterium phage Mutaforma13]
hypothetical protein 15H67_gp042 [Mycobacterium phage Moonbeam]
hypothetical protein VC45_gp039 [Mycobacterium phage Cerasum]
gp37 [Mycobacterium phage Ardmore]

hypothetical protein I5H39_gp045 [Mycobacterium phage Flathead]
immunity repressor [Mycobacterium phage Ogopogo]

hypothetical protein I5SH92_gp043 [Mycobacterium phage StAnnes]

hypothetical protein I5H48_gp042 Mycobacterium phage Hiubikaz

hypothetical protein AVT13_gp040 [Mycobacterium phage Bipolar]
hypothetical protein I5H21_gp041 [Mycobacterium phage Byougenkin]
hypothetical protein PBI_BOBI_47 [Mycobacterium phage Bobi]

hypothetical protein XFACTOR_42 [Mycobacterium phage XFactor]
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Score  E

Sequences producing significant alignments: (bits) Value

Melissauren88_43, function unknown, 162 332 3e-91
DLane_42, function unknown, 162 329 le-90
Mutaformal3_46, function unknown, 161 327 9e-90
MilleniumForce 43, function unknown, 161 327 9e-90
Moonbeam_42, function unknown, 161 323 8e-89
Whatsapiecost_42, function unknown, 168 322 2e-88
Spartacus_44, function unknown, 162 321 4e-88
Frankie_48, function unknown, 162 321 4e-88
Cerasum_39, function unknown, 161 321 5e-88
Flathead 45, function unknown, 167 320 8e-88
Ardmore 37, similar to Ms6 pin protein, 175 319 le-87
Minnie 36, function unknown, 161 317 5e-87
Ogopogo_45, immunity repressor, 168 317 7e-87
Fruitloop_43, function unknown, 163 317 9e-87
Rialto_Draft_47, function unknown, 151 315 3e-86
StAnnes_43, function unknown, 151 308 de-84
Ms6_Draft_37, function unknown, 151 307 6e-84
Kimberlium 45, function unknown, 161 307 6e-84
SuperGrey_45, function unknown, 150 385 3e-83
Phalconet_42, function unknown, 150 385 4e-83
Soul22_47, function unknown, 150 304 6e-83
KristaRAN_44, function unknown, 150 304 6e-83
Byougenkin_41, function unknown, 150 304 6e-83
XFactor_42, function unknown, 150 303 le-82
Strokeseat_42, function unknoun, 150 303 le-82
Mandlovu_41, function unknowun, 150 303 le-82
Hlubikazi_42, function unknown, 150 303 le-82
Filuzino_42, function unknown, 150 303 le-82
Bobi_47, function unknown, 150 303 1e-82
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>Melissauren88_43, function unknown, 162
Length - 162

Score = 332 bits (850), Expect = 3e-91
Tdentities - 159/162 (98%), Positives - 168/162 (98%)

Query: 1 LPAPHQKAHTSMNNNTNAAVSPGKVMAAALGVLVLVALVSARGDKDDDTTTQAATTSTTT 60
+PAPHQKAHTSMNNNTNAAVS GKVMAAALGVLVLVALVSARGDKDDD TTQAATTSTTT
Sbjct: 1 MPAPHQKAHTSMNNNTNAAVSLGKVMAAALGVLVLVALVSARGDKDDDATTQAATTSTTT 60

Query: 61 TARVNPYRTIPGDGYHNMGGADGYDHGTYTATIPPDSPGCTHAIVSVSEYRGGETLREGE 120
TARVNPYRTIPGDGYHNMGGADGYDWGTYTAT IPPDSPGC THAIVSVSEYRGGETLREGE
Sbjct: 61 TARVNPYRTIPGDGYHNMGGADGYDWGTYTATIPPDSPGCTHAIVSVSEYRGGETLREGE 120

Query: 121 ASSGTVRANIQPDGVASWTGTINGDHRIMFRTSGCGANTMTE 162
ASSGTVRANIQPDGVASHTGTINGDHRIMFRTSGCGANTHTE

Sbjct: 121 ASSGTVRANIQPDGVASWTGTINGDHRIMFRTSGCGAWTHTE 162

>DLane_42, function unknown, 162
Length - 162

Score = 329 bits (844), Expect - le-99
Identities - 158/162 (97%), Positives - 159/162 (98%)

Query: 1 LPAPHQKAHTSMNNNTNAAVSPGKVMAAALGVLVLVALVSARGDKDDDTTTQAATTSTTT 60
+PAPHQKAHTSMNNNTNAAVS GKVMAAALGVLVLVALVSARGDKDDD TTQAATTSTTT
MPAPHQKAHTSMNNNTNAAVSLGKVMAAAL GVLVLVALVSARGDKDDDATTQAATTSTTT 60

TARVNPYRTIPGDGYHNNGGADGYDWGTYTATIPPDSPGC THATVSVSEYRGGETLREGE 120
TARVNPYRTIPGDGYHNMGGADGYDWGTYTATIPPDSP CTWAIVSVSEYRGGETLREGE
TARVNPYRTIPGDGYHNNGGADGYDWGTYTATIPPDSPSCTHATVSVSEYRGGETLREGE 120

Query: 121 ASSGTVRANIQPDGVASWTGTINGDHRIMFRTSGCGANTMTE 162
ASSGTVRANIQPDGVASHTGTINGDHRIMFRTSGCGANTHTE
Sbjct: 121 ASSGTVRANIQPDGVASWTGTINGDHRIMFRTSGCGAWTHTE 162
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Pin [Mycobacterium phage Ms6]
Sequence ID: AAW51183.1 Length: 162 Number of Matches: 1

Range 1: 1 to 162 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
322 bits(826) Ge-111 Compositional matrix adjust. 158/162(98%) 159/162(98%) 0/162(0%)

Query 1 LPAPHOKAHTSMNNNTNAAVSPGKVMAAALGVLVLVALVSARGDKDDDTTTOAATTSTTT 60
+PAPHQKAHTSHNNNTNAAVS GKVMAAALGVLVLVALVSARGDKDDD TTQAATTSTTT
Sbjct 1 MPAPHQKAHTSHNNNTNAAVSLGKVMAAALGVLVLVALVSARGDKDDDATTQAATTSTTT 68

Query 61  TARVNPYRTIPGDGYHNIGGADGYDHGTYTATIPPDSPGCTHAIVSVSEYRGGETLREGE 126
TARVNPYRTIPGDGYHNHGGADGYDHGTYTAT IPPDSPGCTHAIVSVSEYRGGE TL REGE
Sbjct 61  TARVNPYRTIPGDGYHNNGGADGYDHGTYTATIPPDSPGCTHAIVSVSEVRGGETLREGE 120

Query 121 ASSGTVRANIQPDGVASHTGTINGDHRIMFRTSGCGAWTMTE 162
ASSGTVRANIQPDGVASHTGT INGDHRIHFRTSGCG WTMTE
Sbjct 121 ASSGTVRANIQPDGVASHTGTINGDHRIMFRTSGCGTWTHTE 162
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hypothetical protein FDG57_gp046 [Mycobacterium phage Mutaforma13]
Sequence ID: YP_009591353.1 Length: 161 Number of Matches: 1
See 3 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 161 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
318 bits(814) 4e-109 Compositional matrix adjust. 157/162(97%) 159/162(98%) 1/162(0%)

Query 1 LPAPHOKAHTSMNNNTNAAVSPGKVMAAALGVLVLVALVSARGDKDDDTTTOAATTSTTT 60
+PAPHQKAHTSMNNNTNA VSPGKVMAAALGVL LVALVSARGDKDDDTTTQAATT TTT
Sbjct 1 MPAPHQKAHTSHNNNTNA-VSPGKVHAAALGVLALVALVSARGDKDDDTTTQAATTPTTT 50

Query 61  TARVNPYRTIPGDGYHNIGGADGYDHGTYTATIPPDSPGCTHAIVSVSEYRGGETLREGE 126
TARVNPYRTIPGDGYHNHGGADGYDHGTYTAT IPPDSPGCTHATVSVSEYRGGE TL REGE
Sbjct 66  TARVNPYRTIPGDGYHNNGGADGYDHGTYTATIPPDSPGCTHAIVSVSEVRGGETLREGE 119

Query 121 ASSGTVRANIQPDGVASHTGTINGDHRIMFRTSGCGAWTMTE 162
ASSGTVRANIQPDGV+SHTGT INGDHRIHFRTSGCGANTHTE
Sbjct 128 ASSGTVRANIQPDGVSSHTGTINGDHRIMFRTSGCGAWTHTE 161
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MHMM result

# WEBSEQUENCE

Length: 162

# WEBSEQUENCE Number of predicted TMHs: 1
# WEBSEQUENCE Exp number of AAs in TMHs: 19.70997
# WEBSEQUENCE Exp number, first 60 AAs: 19.65839
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Description

hypothetical protein FLORINDA 53 [Mycobacterium phage Floringal

hypothetical protein 15H20 gp33 [Mycobacterium phage ByChance]
‘hypothetical protein 15H46_gp043 [Mycobacterium phage Hegedechwiny]
hypothetical protein I5H65 gp047 [Mycobacterium phage Minnie]
hypothetical protein CL78 gp052 [Mycobacterium phage Avani]
hypothetical protein 15H90_gp050 [Mycobacterium phage Spikelee]

hypothetical protein HAMULUS 45 [Mycobacterium phage Hamulus|

hypothetical protein AVV07_gp044 [Mycobacterium phage Dante]

hypothetical protein 15H17_gp043 [Mycobacterium phage BodEinwohner17;
hypothetical protein N850 gp056 [Mycobacterium phage Jabbawokide]
hypothetical protein 15H52 gp045 [Mycobacterium phage Kersh]
hypothetical protein 15H91 gp044 (Mycobacterium phage Spoonbill
hypothetical protein CMOS_gp048 [Mycobacterium phage DeadP]
hypothetical protein I5H59 gp41 [Mycobacterium phage Mahavraf]
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Score  E

Sequences producing significant alignments: (bits) Value

Rialto_Draft_48, function unknown, 42 93 2e-19
Florinda_53, function unknown, 41 89 Se-18
Strokeseat_43, function unknoun, 40 87 le-17
Hegedechwinu_43, function unknown, 48 87 le-17
Gorge_47, function unknown, 48 87 le-17
ByChance_33, function unknown, 48 87 le-17
Minnie 47, function unknown, 41 86 4e-17
Yorick 42, function unknown, 48 80 2e-15
Spikelee 50, function unknown, 42 80 2e-15
Harley_47, function unknown, 48 80 2e-15
Hamulus_45, function unknown, 48 80 2e-15
Girafales_53, function unknown, 48 80 2e-15
Gandalph_24, function unknown, 48 80 2e-15
Dirthcgirt_43, function unknown, 48 80 2e-15
Chuckly_44, function unknown, 48 80 2e-15
Avani_52, function unknown, 48 80 2e-15
Scottish 45, function unknown, 48 79 3e-15
Oksu_Draft_47, function unknown, 48 79 3e-15
Kingllidas_46, function unknown, 48 79 3e-15
Empress_d5, function unknown, 48 79 3e-15
Dante_44, function unknown, 48 79 3e-15
TDanisky_47, function unknown, 48 78 6e-15
Sparkdehlily 47, function unknown, 48 78 6e-15
OlympiaSaint_44, function unknown, 48 78 6e-15
Mozy_53, function unknown, 48 78 6e-15
Maravista Draft_47, function unknown, 48 78 6e-15
Estavel_45, function unknown, 48 78  6e-15
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hypothetical protein FLORINDA_53 [Mycobacterium phage Florinda]
Sequence ID: YP_009206771.1 Length: 41 Number of Matches: 1
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 41 GenPept Graphics

Score Expect Method Tdentities Pasitives Gaps
83.6 bits(205) 7e-20 Compositional matrix adjust.  39/41(95%) 40/41(97%) 0/41(0%)

Query 2 LLAGTRPSRSKSAPAECRORHQTHAAPTEHNNTGHPSQPDA 42
+LAGT PSRSKSAPAECRDRHQTHAAPTENNNTGHPSQPDA
Sbjct 1 MLAGTHPSRSKSAPAECRDRHQTHAAPTEMNNTGHPSQPDA 41

& Downloadv  GenPept Graphics
hypothetical protein I5H20_gp33 [Mycobacterium phage ByChance]
Sequence ID: YP_009955245.1 Length: 48 Number of Matches: 1

See 3 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 7 to 48 GenP

Score Expect Method Tdentities Pasitives Gaps
82.0 bits(201) 3e-19 Compositional matrix adjust. 39/42(93%) 40/42(95%) 0/42(0%)

Query 1 HLLAGTRPSRSKSAPAECRDRHQTHAAPTEHNNTGHPSQPDA 42
MLLA T PSRSKSAPAECRDRHQTHAAPTEMNNTGHPS+PDA
Sbjct 7  HLLADTHPSRSKSAPAECRDRHQTHAAPTEMNNTGHPSRPDA 48
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>Strokeseat_43, function unknoun, 40
Length - 49

Score = 87.8 bits (214), Expect = le-17
Identities - 38/40 (95%), Positives - 39/48 (97%

Query: 3 LAGTRPSRSKSAPAECRDRHQTWAAPTEMNNTGHPSQPDA 42
+AGT PSRSKSAPAECRDRHQTWAAPTENNNTGHPSQPDA
Sbjct: 1 MAGTHPSRSKSAPAECRDRHQTWAAPTEMNNTGHPSQPDA 40

>Hegedechwinu_43, function unknown, 49
Length - 49

Score = 87.8 bits (214), Expect = le-17
Identities - 38/40 (95%), Positives - 39/48 (97%

Query: 3 LAGTRPSRSKSAPAECRDRHQTWAAPTEMNNTGHPSQPDA 42
+AGT PSRSKSAPAECRDRHQTWAAPTENNNTGHPSQPDA
Sbjct: 1 MAGTHPSRSKSAPAECRDRHQTWAAPTEMNNTGHPSQPDA 40
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Starts : 4 ORF Start : 36364 Cdn1 Cdn2 Cdn3 Length 5D Scoring Matix W
Selected: 1 ORF Stop : 36140 5End|0.0 1000 1000 3 =
ORFlength:225  3End|765 647 765 102 SpacingWeight Maliix |Karin Medium

Il [

StajRaw SD |Genomic |Spacer Final Sequence of the Region |Start|Start [ORF

i3 Score Z Value |Distance|Score Upstream of the Start [Codon|Position |Length
-5.180 1.422 12 -€.015 AGGCGCGCCCGGCGCAACGTCC  ATG 362¢€8 129
-5.820 1.113 12 -€.€5¢€ CGCGCCCGGCGCARCGTCCATG TTIG 3€2¢€5 12¢
-€.055 1.000 11 -€.812 GCCCGGCGCAACGTCCATGTTG TIG 36262 123
-4.505 1.748 17 -€.505 AARCATGGGCTGCACCTACCGAA ATG 3€178 35
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TMHMM result
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# WEBSEQUENCE Number of predicted TMHs: @
# WEBSEQUENCE Exp number of AAs in TMHs: @
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Distribution of the top 100 Blast Hits on 100 subject sequences
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Descrption Scientiic Name L | WD S| O | Tee R e
Y 2 Score Score Cover value | Ident  Lon

ranscriptional repressor [Wycobacterium phage Velveteen Mycobacterium phage Velveteen 353 353 4% 1e-122 10000% 177 YP 008409576 1
ranscriptional repressor (Wycobacterium phage Doug] ‘Mycobacterium phage Doug 325 325 9T 6e-1tt 8925% 18 YP 0009561841
ranscriptional repressor [Mycobacerium phage Mutaformat3] Mycobacterum phage Mutaformat3 324 324 94% 6e-11t 9322% 176 YP 0095913541
‘ranscriptional repressor [Wycobacterium phage Kimberlur Mycobacterium phage Kimberi 324 24 o7 1e-110 8925% 200 YP 0091981501
immunity repressor (Mycobacterium phage Byougenin] Mycobacterium phage Byougenkin 324 324 97% 1e-110 8925% 202 YP 009955349 1
ranscriptional repressor [Wycobacterium phage Fancypants] Mycobacterum phage Fancypants 280 280 97% 493 79.14% 201 YP 0099569241
ranscriptional repressor (Wycobacterium phage Corie] Mycobacterium phage Cornie: 278 278 94% 1e92 8146% 177 YP 0098562231
‘ranseriptional repressor [Wycobacterium phage Piper2020] "Mycobacterium phage Pier2020 277 277 e2% 392 8000% 177 YP 0099611411
ranscriptional repressor [Mycobacerium phage Wachhund] Mycobacterium phage Wachhund 27 277 9T 5e92 7914% 201 YP 0099632311
ranscriptional repressor [Wycobacterium phage Misha26] Mycobacterium phage Misha28 27 277 2% 6e92 8000% 195 YP 0099500151

immunity repressor (Mycobacterium phage Sabbb] ‘Mycobacterium phage Sabbb 278 278 9T% 1e91 7861% 250 UVKeD041

ressor [Mycobacterium phage Cheg] Mycobacterium phage Cheg 275 275 oa% et 8146% 177 NP 8173862
helctum-helx ranscriptional reguiator (Mycobacteroides abscessus Mycobacteroides abscessus 153 153 52% Gedd 7273% 128 WP 0122064561

immunity repressor [Mycobacterium phage prophiGD27-1] Mycobacterium phage prophiGD27-1 153 153 52%  6e-44 7273% 130 QSM042121

immunity repressor (Mycobacterium phage prophiGD17-2] Mycobacterium phage prophiGDT 153 153 52% 9edd 7273% 146 QSM024251
helctum-helx ranscriptional reguiator (Mycobacteroides Myconacteroides 151 151 52% 3e43 7172% 130 WP 0796550521
hel-tur-helix transeriptional requlator [Mycobacteroides] Myconacteroides 149 149 52% 2e42 T172% 128 WP 0742701141

hypothetical protein A3000 08635

cobacteroides abscessus]

cobacteroides abscessus 142 142 49% 540 73.12% 111 AMU48344.1
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of Apr @8, 2023
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Sequences producing significant alignments:

Rialto_Draft_49, function unknown, 188
Velveteen 39, immunity repressor, 177
Sarma624_41, immunity repressor, 177
Kingsley 4@, immunity repressor, 177
Cocol2_42, immunity repressor, 177
Cerasum_40, immunity repressor, 177
BigPhil 40, immunity repressor, 177
Whatsapiecost 43, immunity repressor, 200
Soul22_49, immunity repressor, 200
QuickMath_d5, function unknown, 200
Mutaformal3_47, function unknown, 176
MilleniumForce 44, immunity repressor, 200
Kimberliun 46, HTH DNA binding protein, 200
Doug_45, immunity repressor, 186
Byougenkin_42, immunity repressor, 262
Bubbles123_42, immunity repressor, 200
Fancypants_45, immunity repressor, 261
TootsiePop_42, immunity repressor, 195
Sabbb_50, immunity repressor, 250
Piper2026_44, immunity repressor, 177
Misha28_42, immunity repressor, 195
Maravista_Draft_48, function unknown, 203
Mahavrat_42, immunity repressor, 177
Cornie 37, immunity repressor, 177
ChickenDinner_Draft_44, function unknown, 181
Auesomesauce_44, immunity repressor, 195
Wachhund 47. immunity repressor. 201
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>Velveteen 39, immunity repressor, 177
Length = 177

Score = 354 bits (309), Expect = 5¢-98
Identities = 177/177 (100%), Positives = 177/177 (100%)

12 HPKKTQTGPAQADHERL GKTVRARREYLKLSQAEVQEAGGPSDVVQSRIENNDASKPRPR 71
HPKKTQTGPAQADHERLGKTVRARREYL KLSQAEVQEAGGPSDVVQSRIENNDASKPRPR
Sbjct: 1 HPKKTQTGPAQADNERLGKIVRARREYLKLSQAEVQEAGGPSDVVQSRIENNDASKPRPR 60

: 72 GSTLRNLDAPLQUEPGSTIETLSGGDPVPIGTNTSVKKISDADLVAEITRRLQEARHVIIE 131
GSTLRIILDAPLQUEPGSTIETLSGEDPVPIGTNTSVKKISDADLVAET TRRLQEARHVIE.
61 GSTLRILDAPLQUEPGSTIETLSGGDPVPIGTNTSVKKISDADLVAETTRRLQEARHVIIE 120

132 VASQQNAPRETHQDQEEALGARPGEPPQPROPRASE TGPATHAHVARSVRARQRRKD 185
VASQQNAPRETHQDQEEAL GARPGEPPOPROPRASE TGPATHAHVARSVRARQRRKD
+ 121 VASQUNAPRETHQDQEEALGARPGEPPQPRQPRASETGPATHAHVARSVRARQRRKD 177

>Sarmag24_a1, immunity repressor, 177
Length = 177

Score = 354 bits (309), Expect = 5¢-98
Identities = 177/177 (100%), Positives = 177/177 (100%)

Query: 12 HPKKTQTGPAQADNERLGKIVRARREYLKLSQAEVQEAGGPSDVVQSRIENNDASKPRPR 71
HPKKTQTGPAQADHERLGKTVRARREYL KLSQAEVQEAGGPSDVVQSRIENNDASKPRPR
1 HPKKTQTGPAQADHERLGKTVRARREYLKLSOAEVOEAGGPSDVVQSRIENNDASKPRPR 60

72 GSTLRULDAPLQUEPGSTIETLSGGDPVPIGTNTSVKKISDADLVAETTRRLQEARHVITE 131
GSTLRIILDAPLQUEPGSTIETLSGEDPVPIGTNTSVKKISDADLVAET TRRLQEARHVIE.
: 61 GSTLRNLDAPLQUEPGSTIETLSGGDPVPIGTNTSVKKISDADLVAEITRRLQEARHVIIE 120

+ 132 VASQQNAPRETHQDQEEALGARPGEPPQPROPRASETGPATHAHVARSVRARQRRKD 188
VASQQNAPRETHQDQEEAL GARPGEPPOPROPRASE TGPATHAHVARSVRARQRRKD
121 VASQQNAPRETHQDOEEAL GARPGEPPQPROPRASE TGPATHARVARSVRARQRRKD 177
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transcriptional repressor [Mycobacterium phage Doug]
Sequence ID: YP_009956184.1 Lengt 186 Number of Matches: 1
See 1 moretitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 186 GenPept Graphics

S Expect Wethod Tdenctes Positves s
325 bits(832) 6e-111 Compositional matrix adjust. 166/186(89%) 170/186(91%) 3/186(1%)

Query & FPDDMRNPK---KTQTGPAQADHERLGKIVRARREYLKL SQAEVOEAGGPSDVVOSRIEN 62
P +RM  KIQ GPAQADNERLGKTVRARREYLKL SQAEVOEAGGPSDVQSRIEN
Sbjct 1 MPNIFRMIGAMPKTONGPAQADMERLGKIVRARREYLKLSQAEVQEAGGPSDWOSRIEN 68

Query 63 NDASKPRPRGSTLRULDAPLOWEPGSTIETLSGEDPVPIGTNTSVKKISDADLVAEITRR | 122
NDASKPRPRGSTLRHLDAPLOHEPGSTI TLSGGDPVPIGTITSVK-ISDADLVAEITRR
Sbjct 61  NDASKPRPRGSTLRHLDAPLOEPGSTIATLSGGDPVPIGTITSVKQISDADLVAEITRR 120

Query 123 LQEARHVMEVASQQNAPRETHQDOEEALGARPGEPPOPROPRASE TGPATHAKVARSVRA 182
LQEAR-VNE A PRETHQDOEE LGARPGEPPQPRQPRASETGPATHAHVARSURA
Sbjct 121 LQEARNVMETAQTTRTPRETHODQEEDLGARPGEPPQPROPRASETGPATHAHVARSVRA 180

Query 183 RORRKD 138
RORRKD
Sbjct 151 RORRKD 186

& Download v GenPept Graphics
transcriptional repressor [Mycobacterium phage Mutaforma13]

Sequence ID: YP_009591354.1 Length: 176 Number of Matches: 1
See 1 moretitle(s) v See allIdentical Proteins(IPG)

Range 1: 1 to 176 GenPept Graphics

S ExpectWethod Tdencies Fositves s
324 bits(830) e-111 Compositional matrix adjust. 165/177(33%) 167/177(94%) 1/177(0%)

Query 12 MPKKTQTGPAQRDHERLGKIVRARREYLKLSQREVOEAGGPSDVVQSRIENNDASKPRER 71
HPK TQ GPAQADIERLGKTVRARREY LKL SOAEVOEAGGRSDVVOSRIENNDASKPRPR
Sbict 1 MPK-TQUGPAQADHERLGKIVRARREYLKLSQAEVOEAGGPSOVVQSRIENNDASKPRPR 59

Query 72 GSTLRHLDAPLQHEPGSTIETLSGGDPVPIGTNTSVKKISDADLVAETRRLOEARHVHE 131
GSTLRILDAPLQWEPGSTI TLSGGDPVPIGTNTSVK+TSDADLVAEITRRLOEAR VHE
Sbjct 60  GSTLRULDAPLQNEPGSTIATLSGGDPVPIGTNTSVKQISDADLVAEITRRLQEARNVIE 115

Query 132 VASOQNAPRETHQDOEEALGARPGEPPQPROPRASETGPATHAKVARSVRARQRRKD 155
4 " PRETHODOEE LGARPGEPPOPROPRASETGPATHAHVARSVRARQRRKD
Sbjct 120 TAQTTRTPRETHQDQEEDLGARPGEPPQPROPRASETGPATHAHVARSVRARQRRKD 176
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Starts : 8 ORF Start : 36945 Cdn1 Cdn2 Cdn3 Length o Scoring Makike KiblerE
Selected: 1 ORFStop :36283 5End 545 545 455 33 .

ORFLength: 657  FEnd 429 571 595 126  SpacingWeight Matix [Karin Medum _
[ I [ [T [

StajRaw SD |Genomic |Spacer [Final |Sequence of the Region |start|start  |omF
Score [z value |pistance|Score |Upstream of the Start |Codon|Position [Length
-€.0s5 1.000 |8 -7.277 |GETCGTTAGCCCAACGTCAGTT |GTG | 3€855 s€7

2 -3.178 2.383 13 -4.224 | ACATTTTCCGGATGATTGGCGC |ATG | 3€822 534

3 -3.07% |2.43¢ 12 -3.915 | GGAAGCCGGAGGACCATCCGAT |GTG | 3€€53 405

4 -3.07% |2.43¢ 15 -4.6€81 | AGCCGGAGGACCATCCGATGTG |GTG | 3€€50 402

5 -4.755 1.€25 15 -€.361 | GCCCCGCGGTTCAACGCTICGA |ATG | 3€€27 339

€ -2.071 |2.%23 |3 -2.845 |AACGCTCAGCGGAGGAGACCCA |GTG  |3€56l 273

7 -4.48% |1.751 15 -€.101 |GCCGATCGGAACCAACACGTCG |GTG |3€537 2435

8 -1.418 |3.238 1€ -3.214  ATTACAGGAGGCACGTCATGTC |ATG  3€4€8 180
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TMHMM result

# WEBSEQUENCE Length: 188
# WEBSEQUENCE Number of predicted THHS:
# WEBSEQUENCE Exp number of AAs in THH:
# WEBSEQUENCE Exp number, First 60 Ads:
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Distribution of the top 100 Blast Hits on 100 subject sequences
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HPTGSKFSRTKSGADRPLRTPPHVPIGAL RAVADVTLDEL AVGIGQIWEEEGRADAKPPS.
HPTGSKFSRTKSGADRPLRTPPHVPIGALRAVADVTLDEL AVGIGQIWEEEGRADAKPPS 60

RGTLSATESGRRGASPELLAATEKFFHLAPGTITTAYRPRPRARFAA 107
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HPTGSKFSRTKSGADRPLRTPPHVPIGALRAVADVTLDELAVGIGQIWEEEGRADAKPPS 60
HPTGSKFSRTKSGADRPLRTPPHVPIGAL RAVADVTLDEL AVGIGQIWEEEGRADAKPPS.
HPTGSKFSRTKSGADRPLRTPPHVPIGALRAVADVTLDEL AVGIGQIWEEEGRADAKPPS 60

RGTLSATESGRRGASPELLAATEKFFHLAPGTITTAYRPRPRARFAA 107
RGTLSATESGRRGASPELLAATEKFFHLAPGTITTAYRPRPRARFAA
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HTH DNA binding protein [Mycobacterium phage Mutaforma13]
Sequence ID: YP_009591355.1 Length: 107 Number of Matches: 1
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Query 1 MPTGSKFSRTKSGADRPLRTPPHVPIGALRAVADVTLDELAVGIGQIEEEGRADAKPPS 60
MPTGSKFSRTKS ADRPLRTPPHVPIGALRAVADVTL+ELAVGIGOIWEEEGRADAKPPS
Sbjct 1 MPTGSKFSRTKSVADRPLRTPPHVPIGALRAVADVTLEELAVGIGQIHEEEGRSDAKPPS 62

Query 61  RGTLSATESGRRGASPELLAATEKFFHLAPGTITTAYRPRPRARFAA 107
RGTLSATESGRRGASPELLAATEKFFHL PGTITTAYRPRPRARFAA
Sbjct 61  RGTLSATESGRRGASPELLAAIEKFFHLOPGTITTAYRPRPRARFAA 167

& Dovnload v GenPept Graphics
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Query 1 MPTGSKFSRTKSGADRPLRTPPHVPIGALRAVADVTLDELAVGIGQIEEEGRADAKPPS 60
MPTGSKFSRTKS +DRPLRTPPHVPIGALRAVADVTL+ELAVGIGOIWEEEGRADAKPPS
Sbict 1 MPTGSKFSRTKSVSDRPLRTPPHVPIGALRAVADVTLEELAVGIGQINEEEGRSDAKPPS 62

Query 61  RGTLSATESGRRGASPELLAATEKFFHLAPGTITTAYRPRPRARFAA 107
RGTLSATESGRRGASPELLAATEKFFHL PGTITTAYRPRPRARFAA
Sbjct 61  RGTLSATESGRRGASPELLAAIEKFFHLOPGTITTAYRPRPRARFAA 167
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'DNA damage inducible protein D-like protein [Mycobacterium phage Velveteen] ‘Mycobacterium phage Vel.. 595 595 100% 0.0 100.00% 288

antirepressor [Mycobacterium phage Ches] ‘Mycobacterium phage Che8 553 553 100% 00 9201% 283

'ANT-domain containing protein [Mycobacterium phage Saroj] ‘Mycobacterium phage Saroj 548 548 100% 00 9132% 288 UCR74422
antirepressor KIIAC domain-containing protein [Mycobacterium phage Plumbus] ‘Mycobacterium phage Plu... 531 531 100% 00 8319% 283 YP 010113830.1
antirepressor KIAC domain-containing protein [Mycobacterium phage Phatniss] ‘Mycobacterium phage Ph... 530 530 100% 00 87.85% 283 YP 009202562.1
antirepressor KIAC domain-containing protein [Mycobacterium phage MilleniumForce] ‘Mycobacterium phage Mill.. 529 529 100% 00 8319% 283 YP 0099597121
antirepressor KilAC domain-containing protein [Mycobacterium phage Spartacus] ‘Mycobacterium phage Sp... 523 523 100% 00 8611% 283 YP 009607867.1
antirepressor KIAC domain-containing protein [Mycobacterium phage Doug] ‘Mycobacterium phage Doug 523 523 100% 00 87.50% 288 YP 009956186.1
antirepressor KIIAC domain-containing protein [Mycobacterium phage ThulaThula] Mycobacterium phage Th. 522 522 100% 00 8621% 290 YP 009965081.1
antirepressor KIAC domain-containing protein [Mycobacterium phage Kersh] Mycobacterium phage Ke... 520 520 100% 00 8542% 283 YP 009958590.1
antirepressor [Mycobacterium phage Cornie] ‘Mycobacterium phage Co... 518 518 100% 00 8537% 294 YP 009856225.1
antirepressor KIAC domain-containing protein [Mycobacterium phage Mutaforma13] ‘Mycobacterium phage Mu... 518 518 100% 00 8611% 283 YP 009591356.1
antirepressor KIAC domain-containing protein [Mycobacterium phage Bubbles123] ‘Mycobacterium phage Bu... 517 517 100% 00 8576% 283 YP 009955056.1
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Sequences producing significant alignments: (bits) Valve
Velveteen 41, DNA damage inducible protein D-like protein, 288 S8l 168
Sarmas24_23, antirepressor, 288 581 e-1e8
Rialto_Draft_51, function unknoun, 288 581 e-1e8
Kingsley 42, antirepressor, 288 581 e-1e8
Cocol2_43, antirepressor, 288 581 e-1e8
Cerasun_42, DA amage inducible protein D-like protein, 288 581 e-1e8
BigPhil 42, function unknown, 288 581 e-168
Cnes_a3, antirepressor, 288 54 153
Plunbus 47, antirepressor, 288 518 e-127
HilleniunForce 46, antirepressor, 288 515 e-1e7
Yorick_45, antirepressor, 258 515 e-128
Pnatnizs_as, antirepressor, 288 515 e-128
Eragicator_39, antirepressor, 288 512 e-1es
Doug_47, antirepressor, 288 512 e-1ss
WillSterrel &7, antirepressor, 288 51 e-1es
Spartacus &7, antirepressor, 285 51 e-1es
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TnulaThula_38, antirepressor, 290 511 e-1es
Kersh_45, antirepressor, 285 508 e-1e2
Hutaforna13 &, antirepressor, 288 57 e-1e3
Bubbles123 44, antirepressor, 288 505 e-1e3
Hahaurat 42, antirepressor, 294 Ser 183
Cornie_33, antirepressor, 294 See 183
Wnatsapiecost_45, antirepressor, 288 S e122
Wachhund_49, antirepressor, 288 S e122
Soul22 51, antirepressor, 288 S 122
Quickiath 47, antirepressor, 288 So1 122
Maravista Draft_50, function unknoun, 258 So1 122
Kimberliun 48, antirepressor, 288 So1 122
JalFarm20 56, antirepressor, 288 Soe  e-141
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DNA damage inducible protein D-Jike protein [Vycobacterium phage Velveteen]
Sequence D:YP_00B409STB.1 Lengrh: 268 Number of Matohes:1
‘See 8 more iefs) v See al identical Proteins(|PG)

Range 1: 10 268 Gereept Grapns

o g s T
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Query 1 HSELDHIGISPOTGRIPCHOGGEDRHSARMLNEQHSYS SHOKFEPTIERAKTAMRSES | 60
ELDHTGARSP DTGR I PCPOGGEDRSARMLHEQMGNS HKF EPLLERAK TAASEG
SKICE 1 HSELOHTOAMSPFOTGRPCPOUGEORMEARMLHEQHGYS SHOKFEPLLERAKTAMSEG 60

Query 61 FNVRTLETONVKKTGGRPETOVETRFAAYLIAMNGOPSKPEVARAQTYFAVKTRQAEVY 120

Shict 61 FVRTLFTQIVKKTGRRPETDVVIAFARYLLAMIGOPSKPEVAAAQTVFAVKTROAEVG 120

LT ToEGLLANTEH ADTARK VAVEAEKANLAMALERDAP L VAAEARTGSDADT
Shict 121 POVPOLTTPEGLLANTEN ADTARKLVAVEAEKKHLAAAL ERGHP VAKAEAHTGSONDY 180

Query 151 HAQEFAREVOMGUKQVATKQADVLRFLGHIGLF IRGERSDTGHATADAGRRGLAFTHE 240
R AREVOAMGUKANALK QADVLRF L GHIGLF RGERSDT HATADRQRRGLAFTHK
ShICE 181 HAQEFAREVOANGIKQUALKQADVLRF LGHIGLF IRGERSDTGHATADAQRRGLAFTHK 240

Query 241 NIARNGYAVAVGKL TPAGGDVAMKRLTKYVADHSTLVLPRELRGGOPA 285
AVABNGYAVAVGKL TP AGQDVARKRTKYWADKGTLVLPRELRGGDPA
Shict 21 ANARNGYAVAVGKLTPAGQOVANKRITK WADHGTLVLPRELRGGOPA 285

& Download v GenPept Graphics

antirepressor [Mycobacterium phage Cheg]
‘Sequence D:NP_B17367.2 Length:288  Number o Matches: 1
‘See 1 more tie(s) v See al identical Proteins(G)
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Son g s Tom o
557 bis(1426) 0.6 Composional matre s, 365/288(525) 276/288(35%) Q/388(0%)

Query 1 HSELOHIGNSPROTGRIPCHOGGEDRHSARHLNEQHSYS SHOKFEPTIERAKTAMASES | 60
VSEL Ta SPFD GRIPCPOGGEDRMSARMLHEQNS SHKF EPLLERAK TAMASEG
ShICt 1 HSELOVTCOQSPFONGRIPCPOUEORMEARMLHEQHGYS SWOKFEPLLERAKTAMSEG 60

Query 61 FNVRTLETONVKKTGGRPETOVE TR AAYLIAMNGOPSKPEVARAQTYFAVKTRQAEV) 120
FIVRTLETQIVAKTGGRPE TOVEVTRF AAYL LAMMGOPEKPEVARAQTVE AVKTRGAEVD
Shict 61 FVRTLFTQIVKKTGGRPETOVAVIRFAAYL AMIGPSKPEVAAAQTVF AVKTRQAEVG 120

LT ToEGLLANT M ADTARKLVAVEEKANLAMALERDAPLVAKAEAITGSDeDs
Shict 121 PALPOLTTPEGLLANTEN ADTARKLVAVESEXKNLAAAL EROHP VAKAEAHTGSOSDY 180

Query 151 HAQEFAREVOMGUKQVATKQADVLRELGHIGLF IRGERSDTGHATADAGRRGLAFTHK 240
HRQEFAREVOAG. KO + 1KQADVLRFLOHIGLF IRGERSDIGHATAOR +HGLAFTHK
ShIcE 181 HAQEFAREVOANGTKQLELKGADVL R LGHIGL FIRGERSDTGHATADALKRGLAFTH 240

Query 241 WIARNGYAVAVGKL TPAGGDVAMKRITKYVADHSTLVLPRELRGGOPA 285
SUABNGYAVAVGKLTP GQDVARKRITYY -1 LPRELRGGDPA
Sbict 241 OVARNGVAVAVGKLTPSGUDYANKRLTKVWEANGSLELPRELRGGDPA 285
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>Sarma624_43, antirepressor, 288
Length = 288

Score = 581 bits (1498), Expect = e-166
Tdentities = 285/285 (100%), Positives = 288/288 (100%)

SELDHTGANSPROTGRIPCPQGGEDRISARNLIEQUGYSSHQKFEPTIERAKTAAASEG 62
SELDHTGANSPROTGRIPCPQGGEDRISARILEQUGY SSHQKFEP TTERAKTARASEG.
SELDHTGANSPROTGRIPCPOGGEDRISARNLEQUGY SSHQKFEPTTERAKTARASEG 62

FIRTLFTQTVKKTGGRPETDVHVTRFARYL IAMNGOPSKPEVAAAQTYFAVKTROAEVQ 126
FIRTLFTQTVKKTGGRPETDYHVTRFAAYLTAMNGQPSKPEVARAQTYFAVKTRQAEVQ
: 61 FIVRTLFTQTVKKTGGRPETDYHVTRFAAYLIAMIGQPSKPEVARAQTYFAVKTRQAEVG 120

121 PSVPDITTPEGLLANTENFADTARKLVAVEAEKKILARATERDAPLVAKAEAHTGSDADT 150
PSVPDITTPEGLLAMTENFADTARKLVAVEAEKKILAAATERDAPLVAKAEAHTGSDADT
+ 121 PSVPDITTPEGLLAMTENF ADTARKLVAVEAEKKHLAAATERDAPLVAKAEAHTGSDADI 150

181 HRQEFAREVQAHGVKQIVATKQADVLRFLGHIGLFIRGERSDTGHATADAQRRGLAFTHK 240
"HRQEFAREVQAGYKQIVATKQADVLRFLGHTGLF IRGERSDTGHATADAQRRGLAFTHK.
+ 161 HRQEFAREVQANGUKQ\VATKQADVLRFLGHIGL FIRGERSDTGHATADAGRRGLAFTHK 242

Query: 241 NUARNGYAYAVGKL TPAGQDYAUKRITKYVADHGTLVLPRELRGGDPA 255
IVARNGYAYAVGKLTPAGQDYALKRITKYVADHGTLVLPRELRGGDPA
Sbjct: 241 NVARVGYAYAVGKLTPAGUDYAVKRITKYVADAGTLVLPRELRGGDPA 288
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>Kingsley 42, antirepressor, 288
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QUETy 1 HSSDPSCKGSQSRYNKGCRCDHCKAVNREKARKRRERNREKLQGSYTGFTHGIGGYONAG 60
HSSDPSCKGSQSRYNKGCRCDHCKAVNREKARKRRERNREKL QGSYTGF THGIGGYDNNG

SbCt 1 MSSDPSCKGSQSRYNKGCRCDNCKAVNREKARKARERIREKLOSSVTGFTHGIGYDNNG 60
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120

QUETY 121 AAEYVAKHEALQUERSRTFAHHHADTWTGPELEILSRETLSLADMQHLGRTLAACRENR 150
AAEYYAKHEALGNERSRTF AHHLRDTHTGPELE L SRETL SLADAAQHLGRTLAACRENR
SICt 121 AAEYYAKHEALQUERSATFAHAADTUTGPELETLSRETLSLADAQULGRTLAACRENR 152
Query 181 RKLEVDPRKKGYL 193
RKLAVDPRKKGYL
Sbjct 181 RKLRVOPRKKGYL 193
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SbICt 1 MCKAVNREKARKRRERNREKLGSSYTGFTHGIGGYDINGCRCEVCKARAGKIRACYRAGL 0

QUETY 82 KTRPRDEVPHGTANGYNAWACRCDPCRTAAYAARSKYVDAREYYAKHEALQUERSRTEAH 141
KTRPRDEVPHGT ANGYNAWACRCDPCRTAAYAARSKYVDAAEYYAKHEALQUERSR. FAH
SbICt 61 KTRPRDEVPHGTANGYNAWACRCDPCRTAAYAARSKYVDAREYYAKHEALQUERSRAFAH 120

Query 122 HHRDTUTGPELETLSRETLSLADAAQULGRTLAACRENRRKLRVDPRKKSYL 153
HHRDTITGPELETLSRETLSL ADAAQUL GRTL AACRENRRKL SVDPRKKS YL
SbjCt 121 HHRDTUTGPELEILSRETLSLADAAQULGRTLAACRENRRKLRVDPRKKSYL 172
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Query: 1 NSSDPSCKGSQSRYNKGCRCDVCKAVIREKARKRRERIREKLQGS YTGF THGIGGYDING 60
SSDPSCKGSQSRYIIKGCRCDNCKAVNREKARKRRERIIREKL QGSYTGF THGIGGYDIWG
Sojct: 1 MSSDPSCKGSQSRYIKGCRCDNCKAVNREKARKRRERIREKLQGSYTGFTHGIGGYDINIG 62

Query: 51 CRCEVCKAAAQKIRAKYRAGLKTRPRDEVPHGTANGYIMIACRCDPCRTARYARSKYVD 120
CRCEVCKARAQKIRAKYRAGLKTRPRDEVPHGTANGYNIHHIACRCDPCRTARYARRSKYVD.
Sbjct: 61 CRCEVCKAAAQKIRAKYRAGLKTRPRDEVPHGTANGYIIFHACRCDPCRTAAYAARSKVD 128

Query: 121 AAEVVAKHEALQNERSRTFAHHROTWIGPELETLSRETLSLADAQHLGRTLAACRENR 150
AAEYYAKHEALQUERSRTFAHHHRDTTGPEL ETLSRETL SLADAAQHLGRTLARCRENR.
Sbjct: 121 AAEVYAKHEALQUERSRTFAHHHRDTHTGPEL ETLSRETL SLADAAGHLGRTLAACRENR 188

Query: 181 RKLRVDPRKKGYL 193
RKLRVDPRKKGYL
Sbjct: 181 RKLAVDPRKKGYL 193
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Length = 153

Score = 413 bits (1062), Expect = e-115
Tdentities = 193/193 (100%), Positives = 193/193 (100%)

Query: 1 NSSDPSCKGSQSRYNKGCRCDVCKAVIREKARKRRERIREKLQGS YTGF THGIGGYDING 60
SSDPSCKGSQSRYIIKGCRCDNCKAVNREKARKRRERIIREKL QGSYTGF THGIGGYDIWG
Sojct: 1 MSSDPSCKGSQSRYIKGCRCDNCKAVNREKARKRRERIREKLQGSYTGFTHGIGGYDINIG 62

Query: 51 CRCEVCKAAAQKIRAKYRAGLKTRPRDEVPHGTANGYIMIACRCDPCRTARYARSKYVD 120
CRCEVCKARAQKIRAKYRAGLKTRPRDEVPHGTANGYNIHHIACRCDPCRTARYARRSKYVD.
Sbjct: 61 CRCEVCKAAAQKIRAKYRAGLKTRPRDEVPHGTANGYIIFHACRCDPCRTAAYAARSKVD 128

Query: 121 AAEVVAKHEALQNERSRTFAHHROTWIGPELETLSRETLSLADAQHLGRTLAACRENR 150
AAEYYAKHEALQUERSRTFAHHHRDTTGPEL ETLSRETL SLADAAQHLGRTLARCRENR.
Sbjct: 121 AAEVYAKHEALQUERSRTFAHHHRDTHTGPEL ETLSRETL SLADAAGHLGRTLAACRENR 188

Query: 181 RKLRVDPRKKGYL 193
RKLRVDPRKKGYL
Sbjct: 181 RKLAVDPRKKGYL 193
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Distribution of the top 100 Blast Hits on 100 subject sequences
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Yorick 47, function unknown, 99 25 2056
willsterrel 49, function unknown, 99 215 238
Velveteen &3, function unknoun, 98 215 238
Spartacus 5o, function unknown, 99 215 238
Sarma624 25, function unknoun, 99 215 238
Rialto_Draft_53, function unknoun, 99 215 238
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Sequence ID: YP_008400580.1 Length-99. Numoer of Matches: 1

See 14 more title(s) v See all dentical Proteins(IPG)

Range 1: 1 to 99 GenPepl Graphics

S Epes Wethod Taerciies Posiives Gaps
205 bits(522) 1e-66 Compositional matrix adjust. _99/99(100%) 99/99(100%) 0/99(0%)

Query 1 HKFTGDYLYRVRVISYPKGSFECIDEAADYWIPTPGHRPPGURPVGIVTQINGTOEFVIP 60
FKFTGDYLYRVRVISYPKGSFECIDEARDYWIPTPGURPPGURPVGNYTQIHGTDEFVIP
Sbjct 1  FKFTGDYLYRVRVISYPKGSFECIDEAADYKIPTPGWRPPGHRPVGNYTQINGTDEFWP 60

Query 61  VTIKVYGSHSTAKKRADLLESYGATAWERSSRIVIPES 99
VTIKVYGSHSTAKKRADL LESYGATAVVERSSRIVIPES
Sbjct 61 VINKVYGSHSTAKKRADLLESYGATAWERSSRIVWPES 99

& Download v GenPept Graphics
hypothetical protein ISH29_gp49 [Mycobacterium phage Doug]

Sequence I0: YP_009956188.1 Length: 99 Number of Matches: 1
See 1 moretitle(s) v See allIdentical Proteins(IPG)

Range 1: 1 to 98 GenPeol Graphics

S Epecs Wethod Taerciies Posves Gaps
204 bits(516) 6e-66 Compositional matrix adjust. _98/98(100%) 98/98(100%) 0/98(0%)

Query 1 HKFTGDYLYRVRVISYPKGSFECIDEAADYWIPTPGHRPPGURPVGIVTQINGTOEFVIP 60
KFTGDYLYRVRVISYPKGSFECIDEARDYNIPTPGURPPGURPVGNYTQIHGTDEFVIE
Sbjct 1  HKFTGDYLYRVRVISYPKGSFECIDEAADYKIPTPGWRPPGHRPVGNYTQINGTDEFWP 60

Query 61 VTIKVYGSHSTAKKRADLLESYGATAWERSSRIVIPE 98
VTIKVYGSHSTAKKRADL LESYGATAVVERSSRIVIPE
Sbjct 61 VTNKVYGSHSTAKKRADLLESYGATAWERSSRIVWPE 98
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>Yorick_47, function unknown, 93
Lengen = o8

Score = 216 bits (549), Expect = 2e-56
Tdentities = 99/39 (100%), Positives = 99/99 (100%)

Query: 1 HKFTGDYLYRVRVISYPKGSFECIDEAADVHIPTPGIRPPGHRPVGNYTQIIGTDEFWIP 62
PKFTGDYLYRVRVISYPKGSFECIDEAADYHIPTPGIRPPGHRPVGNYTQIIGTDEF VP
Sbjct: 1 PKFTGDYLYRVRVISYPKGSFECIDEAADYIPTPGHRPPGURPVGINTQINGTDEFVP 60

Query: 61 VTNKVYGSHSTAKKRADLLESYGATAWERSSRIVPES 99
VTHKVYGSHSTAKKRADL LESYGATAVVERSSRIVWPES
Sbjct: 61 VINKVYGSHSTAKKRADLLESYGATAVVERSSRIVHPES 99

SHillSterrel 49, function unknoun, 99
Lengeh = 98

Score = 216 bits (549), Expect = 2e-56
Tdentities = 99/39 (100%), Positives = 99/99 (100%)

Query: 1 HKFTGDYLYRVRVISYPKGSFECIDEAADVHIPTPGIRPPGHRPVGNYTQIIGTDEFWIP 62
PKFTGDYLYRVRVISYPKGSFECIDEAADYHIPTPGIRPPGHRPVGNYTQIIGTDEF VP
Sbjct: 1 PKFTGDYLYRVRVISYPKGSFECIDEAADYIPTPGHRPPGURPVGINTQINGTDEFVP 60

Query: 61 VTNKVYGSHSTAKKRADLLESYGATAWERSSRIVPES 99
VTHKVYGSHSTAKKRADL LESYGATAVVERSSRIVWPES
Sbjct: 61 VINKVYGSHSTAKKRADLLESYGATAVVERSSRIVHPES 99
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TMHMM result

# WEBSEQUENCE Length: 99
# WEBSEQUENCE Number of predicted THHs: ©
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Distribution of the top 73 Blast Hits on 73 subject sequences
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Reference:
Altschul, Stephen F., Tomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, Webb Hiller, and David J. Lipman (1997),
“Gapped BLAST and PSI-BLAST: a new generation of protein database search
prograns”, Nucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of Apr 20, 2023
439,220 sequences; 84,957,059 total letters

Query= Rislto 5
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Distribution of 100 Blast Hits on the Query Sequence

[Mouse-over 1o show define and scores. Click to show alignments

Color Key for Alignnent. Scores





image47.png
Hitlist

Show

25

-

Hit

PF04233.17

PF06152.14

PF05528.14

6VHE_A

Entries

Name

; Phage_Mu_F ; Phage Mu protein F like
protein

; Phage_min_cap2 ; Phage minor capsid
protein 2

; AccSb_avian_CoV ; Accessory protein
Sb, avian coronavirus

Excelsatoxin A; ICK peptide, inhibitor
cystine knot, plant toxin, TOXIN; NMR
{N/A}

Probability

97.61

97.35

40.48

39.79

Evalue

0.00041

0.0019

14

35

Search:

>

Score ©

50.93

59.92

27.42

20.89

P

ss

5.9

7.9

0.7

Aligned

cols

43

95

15

12

Target

Length

107

365

82

36




image533.png
Sequences producing significant alignments:

Rialto_Draft_5¢, function unknown, 74
willsterrel 3, function unknown, 78
unatsapiecost_47, function unknoun, 70
Wachhund_s1, Function unknoun, 70
Velveteen 44, function unknoun, 70
Spartacus_51, function unknown, 70
Sarma624 25, function unknoun, 70
Kingsley 85, function unknoun, 70
Juicesss 51, function unknoun, 70
Jalfarm28_58, function unknown, 71
IrishSherpFalk_58, function unknown, 7
EleanorGeorge 47, function unknown, 78
Coco12_47, function unknoun, 76
Cerasun_45, function unknown, 70
BigPhil 45, function unknown, 70
Quickiath_50, function unknown, 71
Plumbus_50, function unknoun, 71
Nitzel 33, function unknown, 71
Haravista Draft 53, function unknown, 71
Kimberliun_51, Function unknown, 71
Tohubesi 43, function unknoun, 71
Cnes_51, function unknown, 71
Kenuhas_47, function unknoun, 70
Doug_50, function unknown, 71

Juniperd Draft_43, function unknown, 71
Demsculpinboyz_57, function unknown, 71
toonbean_44, function unknoun, 96
Emna_25, Function unknown, 96

Cornie 41, function unknown, 71
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& Download v GenPept Graphics

hypothetical protein SEA_JALFARM20_58 [Mycobacterium phage JalFarm20]
Sequence ID: UEMA6016.1  Lengih: 71 Number of Matches: 1

Range 1: 1 to 70 GenPepl Graphics

S Expect Wethod Tmnites  posves  Gape
140 bits(353) _1e-41 Compositional matrix adjust. _65/70(39%) 69/70(8%) 0/70(0%)

Query 1 HSFSFYSKPORLIKKSHGGVTIGLGIYDGTDLAYLNVAGYRNDADVLLTAGELTOLIDOL 60
SFSFYSKPORLIKKSHGGVTIGLGIYDGTDLAYLNVAGYRDADVLLTAGELTOL IDQL
Sbjct 1 HSFSFYSKPQRLIKKSHGGVTIGLGNYDGTDLAYLRVAGYRNDADVLLTAGELTDLIDQL 60

Query 61 TIIRNAWRLT 78
TIIRIAMR T
Sbjct 61 TIIRNAMRET 70

& Download v~ GenPe;

Graphics

hypothetical protein N358_gp044 [Mycobacterium phage Velveteen]
‘Sequence ID: YP_008409581.1 Length: 70 Number of Matches: 1
See 13 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 70 GenPepl Graphics

= Expect Wethod Tmnites  pesves  Gape
140 bits(352) _1e-41 Compositional matrix adjust. _65/70(39%) 69/70(8%) 0/70(0%)

Query 1 HSFSFYSKPORLIKKSHGGVTIGLGIYDGTDLAYLNVAGYRNDADVLLTAGELTOLIDOL 60
SFSFYSKPORLIKKSHGGVTIGLGIYDGTDLAYLNVAGYRDADVLLTA ELTOLIDQL
Sbjct 1 HSFSFYSKPQRLIKKSHGGVTIGLGNYDGTDLAYLRVAGYRNDADVLLTADELTDLIDQL 60

Query 61 TIIRNAMRLT 78
TIIRIAMRLT
Sbjct 61 TIIRNAMRLT 70
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SHillSterrel 50, function unknoun, 70
Lengeh = 70

Score = 138 bits (348), Expect = 4e-33
Tdentities = 69/78 (38%), Positives = 69/78 (98%)

Query: 1 HSFSFYSKPQRLIKKSHGGVTIGLGNYDGTDLAYLIVAGYRIDADVLLTAGELTDLIOQL 68
SFSFYSKPQRLIKKSHGGVTIGLGHYDGTDLAYLIVAGYRIDADVLLTA ELTDLIDQL
Sbjct: 1 HSFSFYSKPORLIKKSHGGVTIGLGIDGTDLAYLIVAGYRIDADVLLTADELTDLIDOL 60

Query: 61 TIIRWARLT 70
TIIRNARLT

Sojct: 61 TIIRWARLT 70

SHhatsapiecost 47, function unknown, 78
Lengeh = 70

Score = 138 bits (348), Expect = 4e-33
Tdentities = 69/78 (38%), Positives = 69/78 (98%)

Query: 1 HSFSFYSKPQRLIKKSHGGVTIGLGNYDGTDLAYLIVAGYRIDADVLLTAGELTDLIOQL 68
SFSFYSKPQRLIKKSHGGVTIGLGHYDGTDLAYLIVAGYRIDADVLLTA ELTDLIDQL

Sbjct: 1 HSFSFYSKPORLIKKSHGGVTIGLGIDGTDLAYLIVAGYRIDADVLLTADELTDLIDOL 60

Query: 61 TIIRWARLT 70
TIIRNARLT
Soict: 61 TIIRNARLT 70
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TMHMM result

# WEBSEQUENCE Length: 70

# WEBSEQUENCE Number of predicted TiHs: ©

# WEBSEQUENCE Exp number of Ads in THHs: 0.5449

# WEBSEQUENCE Exp number, first 60 AAs: 0.85364
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Distribution of the top 90 Blast Hits on 90 subject sequences
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‘excisionase [Mycobacterium phage Brocalys] ‘Mycobacterium . 179 179 100% 1e-56 100.00% 89 YP 009303886.1
e — e e s
e — R
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e s e e
‘excisionase [Mycobacterium phage Ovechkin] ‘Mycobacterium . 159 159 98% 1e48 9091% 86 YP 0092112111
excisionase [Mycobacterium phage Mozy] ‘Mycobacterium . 159 159 100% 2e-48 88.76% 104 YP 009537200.1
e, s e
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e ———— s e
e e e
‘excise obacterium phage Phalconef] ‘Mycobacterium . 154 154 100% 1e-46 87.64% 86 UXE03937.1
excisionase [Mycobacterium phage Kenuha5] ‘Mycobacterium . 154 154 100% 2e-46 8652% 117 YP 0099584941
excisionase [Mycobacterium phage BobaPhett] ‘Mycobacterium . 154 154 100% 3e46 8652% 119 YP 0099543421
excisionase [Mycobacterium phage Ardmore] ‘Mycobacterium . 153 153 100% 3e46 87.64% 86 YP 0034951821
excisionase [Mycobacterium phage SG4] ‘Mycobacterium . 153 153 100% 3e46 8652% 87 YP 0090132491
——— e e
‘excise [Mycobacterium phage Rita] ‘Mycobacterium . 152 152 100% Se-46 8539% 86 UVG346741





image541.png
Reference:
Altschul, Stephen F., Tomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, Webb Hiller, and David J. Lipman (1997),
“Gapped BLAST and PSI-BLAST: a new generation of protein database search
prograns”, Nucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of Apr 20, 2023
439,220 sequences; 84,957,059 total letters

Query= Rislto 55
(89 Tetters)

Distribution of 100 Blast Hits on the Query Sequence

[Mouse-over 1o show define and scores. Click to show alignments

Color Key for Alignnent. Scores
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Score £
Sequences producing significant alignments: (bits) Valve

Rialto_Draft_55, function unknoun, 89 182 3e-ss
Pippy 50, function unknown, 89 12 3ess
Lastledi 46, excise, 89 12 3ess
Clifton 37, function unknown, 89 12 3ess
Brocalys_47, function unknoun, 89 12 3ess
Alexpanger_ss, excise, 88 168 3ea2
M6 _Draft_43, function unknown, 88 168 e-e2
willsterrel 51, excise, 86 Fa
Velveteen 45, function unknown, 86 162 32
Spartacus_52, DI binding domain protein, 86 162 32
Sarme624_48, excise, 86 162 32
tiova_se, excise, 86 162 32
Minnie 55, excise, 86 162 32
Kingsley 47, excise, 85 162 32
IrishSherpFalk 51, excise, 86 162 32
Cornucopia_s3, excise, 86 162 32
Cocol2_49, excise, 86 162 32
Cerasun_26, Xis, 86 162 32
BigPhil 46, function unknown, 86 F
Ovechkin 47, function unknoun, 86 1 7e-e0
DLane_as, function unknown, 86 1 720
tozy 68, function unknown, 104 18 se3n
MutaFornal3_s3, function unknown, 6 17 se3
Moonbean 46, excise, 86 17 se3
MilleniunForce 50, helix-turn-helix DIlA-binding domain protein, 8 157 8e-39
Hegedechuinu_50, excise, 85 17 se3
Ema_50, function unknown, 86 17 se3
Beakin 52, excise, 86 17 se3
Bobi_57, Function unknown, 86 15 203
Batiatus 48, function unknoun, 87 15 203
Phalconet 49, excise, 8 15 2e-38
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50u1sT24_S, capsid maturation protease, 241
Length = 241

Score = 490 bits (1262), Expect = e-138
Identities = 241/241 (100%), Positives = 241/241 (100%)

Query: 1 HPSPTDADALQQVLSDLATLNTSQLVQLWRSYSDIAEFEQIVSAALPELVAPQLSAASIV 60
HPSPTDADALQQVLSDLATLNTSQLVQLKRSYSDIAEFEQIVSAALPELVAPQLSAASIV
Sbjct: 1 HPSPTDADALQQVLSDLATLNTSQLVQLHRSYSDIAEFEQIVSAALPELVAPQLSAASIV 60

Query: 61 TAQWYTETAPQLPYKASPVTEPIPEGRIQKTVSWAFHAPGEASPLDRLAGSTQRIVFDAS 120
TAQWYTETAPQLPYKASPVTEPTPEGRIQKTVSHAFHAPGEASPLDRLAGS TORHVFDAS.
Sbjct: 61 TAQWYTETAPQLPYKASPVTEPIPEGRIQKTVSHAFHAPGEASPLDRLAGSTORIVFDAS 126

Query: 121 RETVLANLENEIADAGAPFPARTRUARYASATACPFCRILATRGAVYUSRESAGASTKYH 180
RETVLANLENETADAGAPFPARTRIARYASATACPFCRILATRGAVYHSRESAGASTKYH
Sbjct: 121 RETVLANLENEIADAGAPFPARTRUARYASATACPFCRILATRGAVYUSRESAGASTKYH 180

Query: 181 DHCRCIAVPVRPGQSYEPPPYVDKHEDDYQNAVTAAREDGETKGAHGAIDTKAVLRRITS 240
DHCRCTAVPVRPGQSYEPPPYVDKIIEDDY QNAVTAAREDGE TKGAHGAIDTKAVLRRMTS.
Sbjct: 181 DHCRCIAVPVRPGQSYEPPPYVDKHEDDYQNAVTAAREDGE TKGAHGAIDTKAVLRRITS 240

Query: 241 A 241
A
Sbjct: 241 A 241
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& Download v GenPept Graphics

excisionase [Mycobacterium phage Brocalys]
Sequence ID: YP_009303886.1 Length: 89 Numoer of Matches: 1
See 7moretitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 89 GenPeol Graphics

S Epect Wethod Terciies Posiives Gaps
179 bits(455) 1e-56 Compositional matrix adjust. _35/85(100%) 83/85(100%) 0/85(0%)

Query 1 HIEAYPVEQUADKYLPH'KDRVRHMKRRLASGEIPGKKLSRSVHVITDAHIEQHLSGGS? 60
HILEAYPVEQUADKYLPHIKDRVRIIKRRLASGE IPGKKLSRSVIVMTDAHTEQWLSGGSP
Sbjct 1 WIEAYPVEQUADKYLPHNKDRVRUMKRRLASGEIPGKKLSRSVNHTDAHIEQLSGGSP 60

Query 61 VSQQDPVEPAZPVSLVDGLSARSRRRLAS 59
VSQQDPVEPASPUSLVDGLSARSRRRLAS
Sbjct 61 VSQQDPVEPAEPVSLVDGLSARSRRRLAS 59

& Download v GenPept Graphics

excisionase [Mycobacterium phage Alexphander]
Sequence ID: YP_009954430.1 Length- 88 Numoer of Matches: 1
See 1 moretitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 88 GenPeol Graphics

S Expect Wethod e pomves  Gape
166 bits(421) 1e-51 Compositional matrix adjust. _83/85(53%) 86/89(96%) 1/83(1%)

Query 1 HIEAYPVEQUADKYLPH'KDRVRIMKRRLASGEIPGKKLSRSVHVITDAHIEQHLSGGS? 60
FILEAYP=EQUADKYLPHIKDRVRIIKRRL _GEIPGK-+LSRSVIVMTDAHTEQWLSGGS?
Sbjct 1  HIEAYPIEQUADKYLPHNKDRVRWMKRRLKKGEIPGKQLSRSVNHTDAHIEQHLSGGSP 60

Query 61 VSQQDPVEPAZPVSLVDGLSARSRRRLAS 59
VSQQ+PVEP EPUSLVDGLSARSRRRLAS
Sbict 61 VSQQEPVEP-EPVSLVDGLSARSRRRLAS 58
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>Pippy_5, function unknown, 89
Lengeh = 59

Score = 182 bits (461), Expect = 3e-45
Tdentities = 89/89 (100%), Positives

59/83 (100%)

Query: 1 HIEAYPVEQUADKYLPHIKDRVRHKRRLASGETPGKKLSRSVHVITDAHIEQULSGGSP 60
FLEAYPVEQUADKYLPHIKDRVRHKRRLASGE IPGKKL SRSVHVNTDAHTEQLSGGSP
1 PIEAYPVEQUADKYLPHIKDRVRIMKRRLASGE IPGKKLSRSVHVITDAHIEQULSGGSP 62

sojc

Query: 61 VSQUDPVEPAEPVSLVDGLSARSRRRLAS 59
VSQUDPVEPAEPVSLVDGLSARSRRRLAS
Sbjct: 61 USQUDPVEPAEPVSLVDGLSARSRRRLAS 89

Slastiedi a5, excise, 89
Lengeh = 89

Score = 182 bits (461), Expect = 3e-45
Tdentities = 89/89 (100%), Positives = 53/89 (100%)

Query: 1 HIEAYPVEQUADKYLPHIKDRVRHKRRLASGETPGKKLSRSVHVITDAHIEQULSGGSP 60
FLEAYPVEQUADKYLPHIKDRVRHKRRLASGE IPGKKL SRSVHVNTDAHTEQLSGGSP
+ 1 HIEAYPVEQUADKYLPHIKDRVRHKRRLASGE IPGKKL SRSVHVITDAHIEQULSGGSP 62

sojc

Query: 61 VSQUDPVEPAEPVSLVDGLSARSRRRLAS 59
VSQUDPVEPAEPVSLVDGLSARSRRRLAS

Sbjct: 61 USQUDPVEPAEPVSLVDGLSARSRRRLAS 89
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TMHMM result
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Description

‘9953 [Mycobaceriom phage Ramses]

‘9p43 [Mycobaclerium phage Ardmore]

‘hupolhetical protein CLTS 0p60 [Mycobacterium phaog Avani]

‘hypothetical proten I5H31 gp0S3 Mycobaclerium phage Eish]
‘hypothetical protein FGGS? 99052 [Mycobacterium phage RockyHormor]
ypothetical protein PBI CHES. 54 (Wycobacterium phage Ches]

hypothetical protein PBI BOBI 54 [Mycobacterium phage Bobi]

hypothetical protein SEA AUBS 50 [Mycobacterium phage Aubs]
hupothetical protein SEA ERADICATOR 44 [Myeobacterium phage Eradicalor]
‘hypothetical protein PEI WEE. 54 [Mycobacterium phage Wee]
‘hypothetcal protein AVV07 gp0S2 [Mycobacterium phage Dae]
hypothetical protein SEA JAMES 55 Mycobaclerium phage James]
hypothetical protein PBI SQUIRTY 55 [Mycobacterium phage Squity]
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‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
prograns”, Nucleic Acids Res. 25:3389-3402.
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Score  E

Sequences producing significant alignments: (bits) Valve
Phanphagia_49, function unknoun, 63 128 6e2s
Olympiasaint_53, function unknoun, 63 122 se2s
Hinnie_S6, function unknown, 63 122 se2s
JalFarme_63, Function unknown, 63 122 se2s
Flathead 51, function unknoun, 63 122 se2s
Donkeykong_36, function unknoun, 63 122 se2s
Cornie_ss, Function unknown, 63 122 se2s
Bipolar_sl, function unknown, 63 122 se2s
Avani_63, function unknoun, 63 122 se2s
Alexphander_S6, function unknown, 63 122 se2s
UncleRicky 51, function unknoun, 63 13 1e2
Tootsieroll 54, function unknown, 63 13 1e3
Spikeles 58, function unknoun, 63 13 1e3
Sabob_57, function unknown, 63 13 1e3
Ruby_29, function unknown, 63 13 1e3
RedBird_48, function unknown, 63 13 1e3
Ramsey_53, function unknown, 63 13 1e3
Phatnizs_50, function unknoun, 63 13 1e3
OulsT2H 52, function unknown, 63 13 1e3
Nivrat_38, function unknown, 63 13 1e3
HisterCuddles 51, function unknoun, 63 13 1e3
L1ij_48, function unknown, 63 13 1e3
Lilfigola_50, Function unknown, 63 13 1e3
Leozinno_52, function unknoun, 63 13 1e3
Kersh_54, function unknown, 63 13 1e3
Girr 51, function unknown, 63 123 1e-28
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>leozinho_S, capsid maturation protease, 241
Length = 241

Score = 490 bits (1262), Expect = e-138
Identities = 241/241 (100%), Positives = 241/241 (100%)

Query: 1 HPSPTDADALQQVLSDLATLNTSQLVQLWRSYSDIAEFEQIVSAALPELVAPQLSAASIV 60
HPSPTDADALQQVLSDLATLNTSQLVQLKRSYSDIAEFEQIVSAALPELVAPQLSAASIV
Sbjct: 1 HPSPTDADALQQVLSDLATLNTSQLVQLHRSYSDIAEFEQIVSAALPELVAPQLSAASIV 60

Query: 61 TAQWYTETAPQLPYKASPVTEPIPEGRIQKTVSWAFHAPGEASPLDRLAGSTQRIVFDAS 120
TAQWYTETAPQLPYKASPVTEPTPEGRIQKTVSHAFHAPGEASPLDRLAGS TORHVFDAS.
Sbjct: 61 TAQWYTETAPQLPYKASPVTEPIPEGRIQKTVSHAFHAPGEASPLDRLAGSTORIVFDAS 126

Query: 121 RETVLANLENEIADAGAPFPARTRUARYASATACPFCRILATRGAVYUSRESAGASTKYH 180
RETVLANLENETADAGAPFPARTRIARYASATACPFCRILATRGAVYHSRESAGASTKYH
Sbjct: 121 RETVLANLENEIADAGAPFPARTRUARYASATACPFCRILATRGAVYUSRESAGASTKYH 180

Query: 181 DHCRCIAVPVRPGQSYEPPPYVDKHEDDYQNAVTAAREDGETKGAHGAIDTKAVLRRITS 240
DHCRCTAVPVRPGQSYEPPPYVDKIIEDDY QNAVTAAREDGE TKGAHGAIDTKAVLRRMTS.
Sbjct: 181 DHCRCIAVPVRPGQSYEPPPYVDKHEDDYQNAVTAAREDGE TKGAHGAIDTKAVLRRITS 240

Query: 241 A 241
A
Shjct: 241 A 241
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& Download v~ GenPept Graphics
hypothetical protein CL78_gp060 [Mycobacterium phage Avani]
‘Sequence ID: YP_009013155.1 Length: 63 Number of Matches: 1

See 12 more title(s) v See all Identical Proteins(IPG).

Range 1: 1 to 63 GenPeol Graphics

Seore Expect Wethod Tmnites  posves  Gape
124 bits(312) _1e-35 Compositional matrix adjust. _62/63(98%) 62/63(98%) _0/63(0%)

Query 1 HSTSAPKHRSVCQLSGEVTRPSGLWKALAELDAKQUREARELEALREENARLRCRLOELG 60

HSTSAPKHRSVCQLSGEVTRPSGLIKALAE DAKQUREAAELEALREENARLRCRLOELG
Sbict 1 HSTSAPKHRSVCQLSGEVTRPSGLUKALAEFDAKQUREAAELEALREENARLRCRLOELG 62
Query 61 ETA 63

sbict 61 ETA 63

& Download v GenPept Graphics

9p53 [Mycobacterium phage Ramsey]

Sequence ID: YP_002241840.1 Length: 63 Number of Matches: 1
See 17 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 63 GenPeol Graphics

S Expect Wethod e pomves  Gape
123 bits(309) 4e-35_Compositional matrix adjust. _61/63(97%) 62/63(98%) 0/63(0%)

Query 1 HSTSAPKHRSVCQLSGEVTRPSGLWKALAELDAKQUREARELEALREENARLRCRLOELG 60
HSTSAPKHRSVCQLSGEVTRPSGLIKALAE DA-QUREAAELEALREENARLRCRLOELG
Sbict 1 HSTSAPKHRSVCQLSGEVTRPSGLUKALAEFDARQUREAAELEALREEIARLRCRLOELG 62

Query 61 ETA 63
ETA
sbict 61 ETA 63
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>Phanphagia_49, function unknown, 63
Lengeh = 63

Score = 124 bits (312), Expect = 6e-29
Tdentities = 62/63 (38%), Positives = 62/63 (98%)

Query: 1 HSTSAPKHRSVCQLSGEVTRPSGLUKALAELDAKQUREAAELEALREENARLRCRLQELG 62
HSTSAPKHRSVCQLSGEVTRPSGLUKALAE DAKQUREAAELEALREENARLRCRLOELG

Sojct: 1 MSTSAPKHRSVCQLSGEVTRPSGLUKALAEFDAKQHREAAEL EALREENARLRCRLQELG 62
Query: 61 ETA 63

B
Sbjct: 61 £TA 63

>0lympiasaint 53, function unknown, 63
Length = 63

Score = 124 bits (312), Expect = 6e-29
Tdentities = 62/63 (38%), Positives = 62/63 (98%)

Query: 1 HSTSAPKHRSVCQLSGEVTRPSGLUKALAELDAKQUREAAELEALREENARLRCRLQELG 62
HSTSAPKHRSVCQLSGEVTRPSGLUKALAE DAKQUREAAELEALREENARLRCRLOELG

Sojct: 1 MSTSAPKHRSVCQLSGEVTRPSGLUKALAEFDAKQHREAAEL EALREENARLRCRLQELG 62
Query: 61 ETA 63

B
Sbjct: 61 £TA 63
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TMHMM result

# WEBSEQUENCE Length: 64
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Distribution of the top 24 Blast Hits on 24 subject sequences
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Descrption

hupothetical protein PEI OVECHKIN 49 [Mycobacterum phage Ovechkin]
‘hypothetical protein CLGS 9p051 (Mycobacterium phage Drage]
~hypothetical protein PBI ESTAVE! 53 (Mycobacterium phage Estave1]
hupohetical protein FDGS? gp056 (Mycabacterium phage Mutaformat3)
hypothetical proten ISH31_qp05+ [Mycobacterium phage Eish]
~hypothetical protein GIRAFALES 62 [Wycobacterium phage Girafaes]
hypothetical protein HWB50 gp052 [Mycobacterium phage TChen]

9pS0 [Mycobacteriom phage Fruitioop]

‘hypothetical protein 15H32_ gp0S1 [Myeobacterium phage EleanorGeorge]
hypothetical protein FDI16 gp051 (Wycobacterium phage Shaunat
hupothetical protein ISH15_0p0S6 [Mycobaclerium phage BcbaPhet]
‘hypothetical protein AVT13 gp052 [Mycobaclerium phage Eipaiar]
‘hypothetical protein [Acinetobacter baumanni]

‘9pT2 Mycobaceriom phage Omegal
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Reference:
Altschul, Stephen F., Tomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, Webb Hiller, and David J. Lipman (1997),
“Gapped BLAST and PSI-BLAST: a new generation of protein database search
prograns”, Nucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of Apr 20, 2023
439,220 sequences; 84,957,059 total letters

Query= Rislto 57
(59 Tetters)

Distribution of 100 Blast Hits on the Query Sequence

[Mouse-over 1o show define and scores. Click to show alignments

Color Key for Alignnent. Scores
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Sequences producing significant alignments:

Ovechkin 49, function unknoun, 58
KristaRall 55, function unknown, 58
Hegedechuinu 52, function unknown, 58
Beakin_s4, function unknoun, 58
Zapner 65, function unknoun, 58
Willsterrel 53, function unknown, 58
Wachhund_sé, function unknoun, 58
Velveteen 47, function unknown, S8
SuperGrey 56, function unknown, 58
Spikeles 59, function unknoun, 58
Spartacus_54, function unknown, 58
50u122_56, function unknoun, 58
Sarma624 50, function unknoun, S8
Saal_s5, Function unknown, 58
Olympiasaint_54, function unknown, 58
Minnie_57, function unknown, 58
Hattes 56, function unknown, 58
Kings1ey_49, function unknoun, S8
James_s6, function unknown, 58
Jalfarm26_64, function unknown, 58
Jabbawokide_66, function unknown, S8
TrishSherpFalk 53, function unknown, 58
Hades_53, function unknown, 58

Gorge 57, function unknoun, 58
Fruitloop_50, function unknown, 58
Flathead 52, function unknoun, 58
Eradicator_45, function unknoun, 58
DRBy19_56, function unknoun, 58
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hypothetical protein CL68_gp051 [Mycobacterium phage Drago]
‘Sequence 0: YP_009016120.1 Lengh: 57 Number of Matches: 1

See 7 moretitle(s) v See all dentical Proteins(IPG)

Range 1: 3 to 57 GerPept Graghios

Sare Bpec Wethod Toerdies  Posives  Gaps
104 bits(259) 1-27 Compositional matrix adjust. _47/55(85%) 52/55(34%) _0/55(0%)

QuETY £ LLUTLVAVVVAAQUPQULLALAPRSLIDRLYDSRPTAACFLUGYSHPEGROUSNA 55
LLiisL+A+e= QURQULLALAPRSLIDRLYDSRPT ACFLUGYSHPEGP WSNE
Sbjct 3 LLMVLTAIVISLOUPQULLALAPRSLIDRLYDSRPTHACFLUGYSHPFGRSUSNA 57

& Download v~ GenPept Graphics

hypothetical protein PBI_ESTAVE1_53 [Mycobacterium phage Estavel]
‘Sequence 0: YP_0091242441 Lengt: 57 Number of Matches: 1
See 1 moretitle(s) v See allidentical Proteins(IPG)

Range 1: 3 to 57 GerPept Graghios

Saore e Wethod Toeries  posives  Gaps
103 bits(256) 327 Compositional matrix adjust. _47/35(85%) _51/55(92%) _0/55(0%)

QuETy £ LLUTLVAVVVAAQUPQULLALAPRSLIDRLYDSRPTAACFLUGYSHPEGROUSNR 55
LLiisL+A+=2 QUPQULLALAPRSLIDRLYDSRPT ACFLIGYSHPEGP 1S &
Sbjct 3 LLMVLTAIVIALQUPQULLALAPRSLIDRLYDSRPTHACFLUGYSHPFGRSUSOR 57

& Download v~ GenPept Graphics

hypothetical protein FDG57_gp056 [Mycobacterium phage Mutaforma13]
‘Sequence 0: YP_009591363.1 Lengh: 57 Number of Matches: 1
See 1 moretitle(s) v See all dentical Proteins(IPG)

Range 1: 3 to 56 GerPent Graghios

Saore e Wethod Toaniies  Posiives  Gabs
100 bits(250) 3-26 Compositional matrix adjust. _46/54(85%) 50/54(52%) _0/54(0%)

QuEry £ LLUTLVAVVVAAQUPQULLALAPRSLIDRLYDSRPTAACFLUGYSHPEGRDUSH 57
LLiisL+A+2 QURQULLALAPRSLIDRLYDSRPT ACFLUGYSHPEGP 5.
SbjCt 3 LLMVLTAIVIALQUPQULLALAPRSLIDRLVDSRPTHACFLUGYSHPFGRSISK 55
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head maturation protease [Mycobacterium phage Boomer]
Sequence ID: YP_002014221.1 Length: 241 Number of Matches: 1
See 4 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 241 GenPept Graphics
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>Ovechkin 49, function unknown, 58
Lengeh = st

Score = 117 bits (294), Expect = 7e-27
Tdentities = 54/56 (36%), Positives = 54/56 (96%)

Query: 1 HSGLLILVAVVVAAQUPQVLLALAPRSLUDRLYDSRPTAACFLIGYSHPFGPDHS 56
HSGLLTLVAVVVAAQUPQVLLALAPRSLUDRLYDSRPT ACFLUGYSHPFGP 1S
Sbjct: 1 MSGLLULLVAVWAAQUPOVLLALAPRSLIDRLYDSRPTHACFLIGYSHPFGPSISS 56

SKristaRAN_SS, function unknown, 58
Lengen = 58

Score = 117 bits (294), Expect = 7e-27
Tdentities = 54/56 (36%), Positives = 54/56 (96%)

Query: 1 HSGLLILVAVVVAAQUPQVLLALAPRSLUDRLYDSRPTAACFLIGYSHPFGPDHS 56
HSGLLTLVAVVVAAQUPQVLLALAPRSLUDRLYDSRPT ACFLUGYSHPFGP 1S
Sbjct: 1 MSGLLULLVAVWAAQUPOVLLALAPRSLIDRLYDSRPTHACFLIGYSHPFGPSISS 56

stegedechuiny_52, function unknown, 58
Lengeh = 58

Score = 117 bits (294), Expect = 7e-27
Tdentities = 54/56 (36%), Positives = 54/56 (96%)

Query: 1 HSGLLILVAVVVAAQUPQVLLALAPRSLUDRLYDSRPTAACFLIGYSHPFGPDHS 56
HSGLLTLVAVVVAAQUPQVLLALAPRSLUDRLYDSRPT ACFLUGYSHPFGP 1S

Sbjct: 1 MSGLLULLVAVWAAQUPOVLLALAPRSLIDRLYDSRPTHACFLIGYSHPFGPSISS 56
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TMHMM result

# WEBSEQUENCE Length: 59
# WEBSEQUENCE Number of predicted ThHs: 1

# WEBSEQUENCE Exp number of Ads in THHs: 21.20746
# WEBSEQUENCE Exp number, first 60 AAs: 21.20746
# WEBSEQUENCE Total prob of N-i 0.37224
# WEBSEQUENCE POSSTBLE N-tern signal sequence

WEBSEQUENCE  THHW2.0 outside 13
WEBSEQUENCE  THHW2.0 Thelix 4 2%
WEBSEQUENCE  THHW2.0 inside 27 s
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Distribution of the top 100 Blast Hits on 100 subject sequences

|





image568.png
[N N<E<N<N<N<N<N<N<]

Max | Total Query E Per  Acc

B=EUT Rt Score Score Cover vaiwe | ldent  Len  Accession
ypothetical protein I5H61 gp057 [Mycobacterium ohage Mattes| Mycobacterium phage Maties 276 276 99% 293 10000% 134 YP 0099595231
hypothetical protein SEA ERADICATOR 45 [Mycobacterium phage Eradicator] Mycobacterium ohage Eradicator 271 271 9% 1e9l 9776% 134 QYWO14111
hypothetical protein I5H18_gp051 [Mycobacterium phage Bubbles123] Mycobacterium phage Bubbles123 267 267 9% 3e83 9773% 242 YP 0099550631
hypothetical protein PBI SAAL 56 [Mycobacterium phage Saall Mycobacterium phage Saal 264 264 97% 6e87 9597% 265 YP 0090075231
hypothetical protein 15102 gp063 [Mycobacterium phage Demsculpinboyz] Mycobacterium phage Demsculpinboyz 223 223 97%  de-71 90.91% 245 YP 0099637611
hypothetical protein I5HS5 gps1 [Mycobacterium phage Krakatau] Mycobacterium phage Krakatau 223 223 9% de71 8636% 227 YP 0099589071
‘hypothetical protein AVV73 gp050 Mycobacterium phage CaptainTrips] Mycobacterium phage CaptainTrips 205 205 97% de64 8409% 237 YP 0092023301
hypothetical protein PBI OVECHKIN 50 [Mycobacterium phage Ovechkin] Mycobacterium phage Ovech 202 202 97% 3e63 8333% 206 YP 0092112141

Mycobacterium phage Hegedechwinu 202 202 97%  4e63 8561% 228 QHBAT3411

hypothetical protein SEA SABBB 58 [Mycobacterium phage Sabbb) Mycobacterium phage Sabbb 199 199 97%  1e6t 8636% 247 UVK605021
ypothetical protein HWC44 gp057 [Mycobacterium phage ThetaBob] Mycobacterium phage ThetaBob 160 160 97% 2ed5 7348% 243 YP 0098438761
ypothetical protein 15196 _gp49 [Mycobacterium phage Veteran] Mycobacterium phage Veteran 151 151 57% Ted5 97.44% 80 YP 0099631391
ypothetical protein 1571 gp050 [Mycobacerium phage Nivra(] Mycobacterium phage Nivrat 154 154 55%  2e44 100.00% 194 YP 0099605231
ypothetical protein CL6E 9p052 [Mycobacterium phage Dragel Mycobacterium phage Drago 154 154 55%  3e44 100.00% 194 YP 0090161301
ypothetical protein 15H16_gp057 [Mycobacerium phage BobaPhet] Mycobacterium phage BobaPhett 152 152 55%  2e43 100.00% 217 YP 0099548451
ypothetical protein 1533 9p053 [Mycobacerium phage Emmal Mycobacterium phage Emma 151 151 55% 3ed3 9867% 194 YP 0099566121
hypothetical protein HAMULUS 54 [Mycobacterium phage Hamulus] Mycobacterium phage Hamulus 149 149 55% 2e42 97.33% 194 YP 0084001181
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Database: Actinobacteriophage Proteins as of Apr 29, 2023
441,089 sequences; 85,346,712 total letters

Query= Rislto 58
(135 letters)

Distribution of 100 Blast Hits on the Query Sequence
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score B

Sequences producing significant alignments: (bits) Valve
Olympiasaint 55, function unknoun, 134 278 173
Mattes 57, function unknown, 13 28 1e73
James 57, function unknown, 134 28 1e73
ByChance 45, function unknoun, 134 28 1e73
BlueCrab_Draft_58, function unknown, 134 28 1e73
Eragicator_4s, function unknoun, 134 272 se7a
Saal 56, function unknown, 265 265 se72
Gorge_58, function unknoun, 265 265 e72
Bubbles123_s1, function unknoun, 242 265 e72
Demsculpinboyz_63, function unknown, 245 288 3e-68
Rialto_Draft_53, function unknoun, 116 232 3e81
Sabob_58, function unknown, 247 227 se-so
Haravista Draft_ss, function unknown, 225 227 se-s0
Hiniondave 52, Function unknown, 237 223 258
CaptainTrips_50, function unknoun, 237 223 2e38
Krakatau_51, function unknoun, 227 222 238

S0, function unknoun, 206 215 57
Hegedechwiny_53, function unknoun, 228 217 7es7
ShroomBoi_Drat_56, function unknoun, 205 213 2e-s3
TnetaBon_57, function unknoun, 248 Isz seso
Zerg 53, function unknown, 153 168 se-20
TDanisky_61, function unknoun, 153 168 se-2o
Sparkdenlily 61, function unknoun, 153 168 se-2o
RockyHorror_54, function unknown, 153 168 se-2o
Doug_56, function unknown, 153 168 se-20
XFactor 51, function unknown, 153 18 2e3
Datiorst_55, function unknown, 153 18 2e3
Pollywog_54, function unknoun, 276 17 se3
Phasin_52, function unknown, 29 15 203
Bipolar_s3, function unknown, 170 15 3e3
Veteran_49, function unknown, 82 152 se-38
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image572.png
hypothetical protein SEA_ERADICATOR_46 [Mycobacterium phage Eradica
Sequence ID: QYW01411.1 Length: 134 Number of Matches: 1

Range 1: 1 to 134 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
271 bits(693) 1e-91 Compositional matrix adjust. 131/134(98%) 132/134(98%) 0/134(0%)

Query 1 MNLVERLNARFNNVIHDGLALVGAVVDPHLAKLERQAMSNALGRDFGLDYADGLAAEAE 60
PLVERLNARFNNVIHDGLALVGAVVDPHLA+L ERQAMSNALGRDFGLDYAD L AAEAE
Sbjct 1 MNLVERLNARFNNVIHDGLALVGAVVDPHLARLERQAMSNALGROFGLDYADSLVAAEAE 68

Query 61  EEVHEPGFVSVRGNAGGGGGDMSHIQVIDDAYHCFEHKHTRGLCRDMHQAANKLHASAGH 126
EEVHEPGFVSVRGNAGGGGGDHSHMQVIDDAYHCFEHKHTRGLCROMHOAAKK LHASAGH
Sbjct 61  EEVHEPGFVSVRGNAGGGGGDISHMQUIDDAYHCFEHKHTRGLCROMHQAAWKLHASAGH 120

Query 121 RVSADPSPVSEGSQ 134
RVSADPSPVSEGSQ
Sbjct 121 RVSADPSPVSEGSQ 134

& Downloadv  GenPept Graphics

hypothetical protein I5H18_gp051 [Mycobacterium phage Bubbles123]
Sequence ID: YP_009955063.1 Length: 242 Number of Matches: 1
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 132 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
267 bits(682) 3e-88 Compositional matrix adjust. 120/132(98%) 120/132(97%) 0/132(0%)

Query 1 MNLVERLNARFNNVIHDGLALVGAVVDPHLAKLERQAMSNALGRDFGLDYADGLAAEAE 60
PLVERLNARFNNVIHDGLALVGAVVDPHLAKL ERQAMSNAL GRDFGLDYADGLARAEAE
Sbjct 1 MNLVERLNARFNNVIHDGLALVGAVVDPHLAKLERQAMSNALGROFGLDYADGLAAAEAE 68

Query 61  EEVHEPGFVSVRGNAGGGGGDMSHIQVIDDAYHCFEHKHTRGLCRDMHQAANKLHASAGH 126
EEVHEPGFVSVRGNAGGGGG S MQVIDDAYHCFEHKHTRGLCROMHOAAHKLHASAGH
Sbjct 61  EEVHEPGFVSVRGNAGGGGGGHSPMQUIDDAYHCFEHKHTRGLCROMHQAAWKLHASAGH 120

Query 121 RVSADPSPVSEG 132
RVSADPSPVS G
Sbjct 121 RVSADPSPVSVG 132
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capsid maturation protease [Mycobacterium phage JalFarm20]
Sequence ID: UEMA5963.1 Length: 241 Number of Matches: 1

Range 1: 1 to 241 GenPept Graphics

Score Expect  Method Identities Positives Gaps
492 bits(1267) 1e-175 Compositional matrix adjust. 240/241(99%) 240/241(99%) 0/241(0%)

Query 1  MPSPTDADALQQVLSDLATLNTSQLVQLWRSYSDIAEFEQIVSAALPELVAPQLSAASHY 60
MPSPTDADALQQVLSDLATLNTSQLVQLWRSYSDTAEFEQTVSAALPELVAPQL SAASHY
Sbjct 1 MPSPTDADALQQVLSDLATLNTSQLVQLWRSYSDIAEFEQIVSAALPELVAPQLSAASHV 6@

Query 61  TAQHYTETAPQLPYKASPVTEPTPEGRIQKTVSHAFHAPGEASPLORLAGSTORMVEDAS 126
TAQWYTETAPQLPYKASPVTEPTPEGRIQKTVSHAFHAPGEASPLDRLAGSTQRHVFDAS
Sbjct 61  TAQYTETAPQLPYKASPVTEPIPEGRIQKTVSHAFHAPGEASPLDRLAGSTQRIVFDAS 126

Query 121 RETVLANLENEIADAGAPFPARTRNARYASATACPFCRHLATRGAVYHSRESAGASTKYH 186
RETVLANLENEIA AGAPFPARTRWARYASATACPFCRHLATRGAVYHSRESAGASTKYH
Sbjct 121 RETVLANLENEIAAAGAPFPARTRWARYASATACPFCRMLATRGAVYHSRESAGASTKYH 180

Query 181 DHCRCIAVPVRPGQSYEPPPYVDKNEDDYQNAVTAAREDGETKGAHGAIDTKAVLRRMTS 246
DHCRCTAVPVRPGQSYEPPPYVDKHEDDYQNAVTAAREDGE TKGAHGATDTKAVLRRATS
Sbjct 181 DHCRCIAVPVRPGQSYEPPPYVDKWEDDYQNAVTAAREDGETKGAHGAIDTKAVLRRHTS 240

Query 201 A 241
A
sbjct 241 A 241
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>0lympiasaint S5, function unknown, 134
Lengeh = 134

Score = 279 bits (714), Expect = 1e-75
Tdentities = 134/134 (100%), Positives

136/134 (100%)

Query: 1 MNLVERLIARFNNVIHDGLALVGAVVDPHLAKLERQANSNALGRDFGLOYADGLAAREAE

NLVERLNARFNITHDGL ALVGAVVDPHLAKL ERQANSNALGRDFGLDVADGLAMEAE
Sbjct: 1 MNLVERLNARFNINIHDGLALVGAVVDPHLAKL ERQAMSNALGRDFGLDVADGLARAEAE
Query: 61 EEVHEPGFVSVRGNAGGGGGDHSH!QVIDDAYHCFEHKITRGLCRDMHQAMHKLHASAGH

EEVHEPGFVSVRGNAGGGGGDHSHHQVIDDAVHICFERKITRGLCROHHQAAUKL HASAGH
+ 61 EEVHEPGFVSVRGNAGGGGGDHSH!QUIDDAYHCFERKITRGLCRDHHOAMHKL HASAGH

121 RVSADPSPVSEGSQ 134
RVSADPSPVSEGSQ
121 RVSADPSPVSEGSQ 134

Shattes_57, function unknoun, 134

Lengt = 134
Score = 279 bits (714), Expect = 1e-75
Tdentities = 134/134 (100%), Positives = 13¢/134 (100%)

INLVERLIARFNIVTHDGL ALVGAVVDPHLAKL ERQANSNALGRDFGLOVADGLAMEAE
NLVERLNARFNITHDGL ALVGAVVDPHLAKL ERQANSNALGRDFGLDVADGLAMEAE
NLVERLNARFNIITHDGLALVGAVVDPHLAKL ERQAMSNALGRDFGLOVADGLAMEAE

EEVHEPGFVSVRGNAGGGGGDHSHHQVIDDAVUCFEHKITRGLCROHHQAAHKLHASAGH
EEVHEPGFVSVRGNAGGGGGDHSHHQVIDDAVHICFERKITRGLCROHHQAAUKL HASAGH

+ 61 EEVHEPGFVSVRGNAGGGGGDHSH!QUIDDAYHCFERKITRGLCRDHHOAMHKL HASAGH

121 RVSADPSPVSEGSQ 134
RVSADPSPVSEGSQ
+ 121 RVSADPSPVSEGSQ 134

120

120

120

120
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Starts 15 OFF Start - 40034 Cdn1 Cdn2 Cdn3 Length
Sekcted: 1 ORFSwp 40438 S5'End[833 167 333 18
ORFLength: 405 3'End|882 457 6§30 387 Spacing Weight Matix [Karn Medum

5D Scoring Matix [Kibler®

[scaffaw sb [Genomic [Spacer [Final [Sequence of che Region [starc[stars [omr
3 [score |z value [pisvance|score [Upscream of che Scarc |Codon|Posivion [Lengen
[ -s.027 1575 |10 3721 |TCOGCCCGGATIGEAGTAARCCE [GTG (20033 [a0s
2 |-s.e3¢ [1.se8 |7 c.355 |ACCGGTGAATCTTGITGAGCST |TIG 40052 387
3 |s.as0 22e2 |1 -3.157 |TTTGAATGCCAGGITIAACAAC (GIG (40073 366
s |-seis 1sse 10 -5.505 |CGIGATICATGACGGGCICGCC |TIG (40094 345
s |-s.77s ras 12 -5.610 |GATICATGACGGGCICGCCITG (GTG (40057 342
e |-s.as7 17re |7 -5.570 |CGGGCICGCCITGRTGRSTGST (GIG (40106 333
7 |-s.as7 1776 |10 -5.1s1 |GCICGCCITGGIGGGIGOIGIG (GIG (40105 330
o |-s.as3 1255 |10 —c.135 |GGCCARGCTTGAGCGICAGGCC |ATG (40135 294
s |-s.255 1847 |1 5.05¢ |GCGICAGGCCATGAGCARTGCE |TIG (40157 262
10 -s.1e3 (1513 10 -4.858 |TGCGTTGGGTCGGGATITCOGC |TTG  |40175  |264
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TMHMM result

# WEBSEQUENCE Lengtn: 135

# WEBSEQUENCE Numoer of predicted THs:
# WEBSEQUENCE Exp number of AAs in TiHis: 0.46454
# WEBSEQUENCE Exp number, first 60 Ads: 0.46454
# WEBSEQUENCE Total prob of N-in: 0.26708
WEBSEQUENCE  THHIF2.0 1 13

TMHMM posterior probabilties for WEBSEQUENCE
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Distribution of the top 100 Blast Hits on 100 subject sequences
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<N NN NCR< NN N<N<N<N<N<]

Description

hypothetical protein HAMULUS 54 [Mycobacterium phage Hamulus|
hypothetical protein PBI ESTAVE1 56 [Mycobacterium phage Estavet]
hypothetical protein SEA BYCHANCE 46 [Mycobacterium phage ByChance]
hypothetical protein 15H61 gp058 [Mycobacterium phage Mattes]

hypothetical protein 1574 gpOS6 [Mycobacterium phage OlympiaSaini]
hypothetical protein 15H96_gp51 [Mycobacterium phage Veteran]

hypothetical protein I5HO7_gpOS [Mycobacterium phage Wachhund]
‘hypothetical protein 15H62_gp51 [Mycobacterium phage Melissaurenss]
hypothetical protein SEA FLATHEAD 53 [Mycobacterium phage Flathead]
hypothetical protein SEA HEGEDECHWINU_53 [Mycobacterium phage Hegede.
hypothetical protein I5H33 gp053 [Mycobacterium phage Emma)

hypothetical protein PBI STANNES 52 [Mycobacterium phage StAnnes]
hypothetical protein 15102 gp063 [Mycobacterium phage Demsculpinboyz]
hypothetical protein 15H76 gp052 [Mycobacterium phage Phasin]

hypothetical protein PBI TWEETY 53 [Mycobacterium phage Tueety]

hypothetical protein 15H37_gp051 [Mycobacterium phage Filuzino

‘Scientiic Name

Mycobacterium phage Hamulus
Mycobacterium phage Estave1

Mycobacterium phage Mattes

Mycobacterium phage OlympiaSaint
Mycobacterium phage Veteran
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Score  E

Sequences producing significant alignments: (bits) Valve
Rialto_Draft_59, function unknown, 173 38 4e-%6
BlueCrab_Draft_59, function unknown, 173 382 3esa
ByChance 46, function unknoun, 177 2% 1es0
Hattes S8, function unknown, 173 28 2073
James 38, function unknown, 173 28 275
Olympiasaint_s6, function unknown, 184 275 1e72
Veteran_s1, Function unknown, 173 272 se7a
Eraicator_47, function unknoun, 173 272 se7a
HMs6_Draft_38, function unknown, 226 231 se-s1
Hamilus_53, function unknown, 194 228 se-s0
Hoonbean_49, function unknoun, 194 227 1es9
Emna_53, function unknown, 134 227 159
Estavel 56, function unknown, 223 225 3e39
StAnnes 52, function unknown, 249 205 59
Phasin_52, function unknoun, 2¢9 215 238
Pelissaurenss_s1, function unknoun, 227 215 3e38
Hegedechuiny_53, function unknoun, 228 211 se-ss
JalFarm20_63, Function unknown, 161 17 1ea
Flathead 53, function unknoun, 161 157 1ee7
Seagreen 53, NKF protein, 197 181 sess
Demsculpinboyz_63, function unknown, 245 12 7e-es
Wachhund_s5, function unknoun, 201 168 se-e2
Byougenkin_51, function unknoun, 197 165 2e-e1
Girafales 63, function unknown, 227 165 se-e1
Nitzel 56, function unknown, 234 16t 7e-e1
Zizzle 58, function unknown, 194 163 220
SuagPigglett 59, function unknoun, 194 163 22
Nivrat_se, function unknown, 194 163 22

Liltoolah 52, function unknown, 194 163 2e-48
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hypothetical protein SEA_BYCHANCE_46 [Mycobacterium phage ByChance]
Sequence ID: AXC37227.1 Length: 177 Number of Matches: 1

Range 1: 1 to 177 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
216 bits(551) 2e-68 Compositional matrix adjust. 153/177(86%) 158/177(89%) 4/177(2%)

Query 1 MITNHENATRHRLDLPSLILTLVGLVFGAISYWLISSEHVNVLVIVPSVWAWIGVTHLY 60
MITNHENATRHRLDLPSLILTLVGLVFGATSYHL ISSEHVNVLVIVPSVVAWIGVTHLY
Sbjct 1 MITNHENATRHRLDLPSLILTLVGLVFGAISYLISSEHVNVLVIVPSWAVWIGVTHLV 68

Query 61  KLGDTGPGAGHVPPPPPAPGPSKCTCPTVECELLAEDICDEAEEAELLDEFHELGEFLDS 126
KLGDTGPGAGMVPPPPPAPGP SKCTCPTVECE L LAEDICDEAEEAEL LDEFHELGEFLDS
Sbjct 61  KLGDTGPGAGMVPPPPPAPGPSKCTCPTVECELLAEDICDEAEEAELLDEFHELGEFLDS 120

Query 121 ATAEELAAMRQQREVSEDDLTMRIADLHGNSVPSIVDS----RIARALLETYHITPK 173
ATAEELAANR+QREV4E DLTM TA +5 D TAAL:  VHITPK
Sbjct 121 ATAEELAAMRRQREVTESDLTMSIAKARYRWLNSKTDESSSHHIAKALTGAYHITPK 177
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hypothetical protein I5H74_gp056 [Mycobacterium phage OlympiaSaint]
Sequence ID: YP_009960843.1 Length: 184 Number of Matches: 1
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 184 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
191 bits(485) 2e-58 Compositional matrix adjust. 143/184(78%) 155/184(84%) 11/184(5%)

Query 1 MITNHENATRHRLDLPSLILTLVGLVFGAISYWLISSEHVNVLVIVPSVWAWIGVTHLY 60
MITNHENATRHRLDLPSLILTLVGLVFGATSYHL ISSEHVNVLVIVPSVVAWIGVTHLY
Sbjct 1 MITNHENATRHRLDLPSLILTLVGLVFGAISYLISSEHVNVLVIVPSWAVWIGVTHLV 68

Query 61  KLGDTGPGAGHVPPPPPAPGPSKCTCPTVECELLAEDICDEAEEAELLDEFMELGEFLDS 126
KLGDTGPGAGHMVPPPPPAPGP SKCTCPTVECE L LAEDICDEAEEAEL LDEFMELGEFLD+
Sbjct 61  KLGDTGPGAGMVPPPPPAPGPSKCTCPTVECELLAEDICDEAEEAELLDEFHELGEFLDT 120

Query 121 ATAEELAANRQQREVSEDDLTMRIADLH- -SRIARALLETYH 169
ATAEELAA$RQ EVS DLT I + sl 4
Sbjct 121 ATAEELAATRQHTEVSRADLTAHIRAIFLDGEEGEIGPLVLDLVDGIATQVIDSLVSAFR 180

Query 170 ITPK 173
TPs
sbjct 181 ITPR 184
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»ByChance_46, function unknown, 177
Length = 177

Score = 295 bits (759), Expect = le-88
Tdentities = 153/177 (86%), Positives = 158/177 (89%), Gaps = 4/177 (2%)

ITIHENATRHRLDLPSLILTLVGLVFGATSYHLISSEHVIVLVIVPSWAWIGVTHLY 62
ITIHENATRHRLDLPSLILTLVGLVFGAISYHL ISSERVIVLVIVPSWAWIGVTHLY
MITIHENATRHRLDLPSLILTLVGLVFGATSYHLISSERVIVLVIVPSWAWIGVTHLY 62

KLGDTGPGAGIVPPPPPAPGPSKCTCPTVECEL LAEDICDEAEEAEL LOEFHELGEFLDS 120
KLGDTGPGAG!VPPPPPAPGPSKCTCPTVECEL LAEDICOEAEEAEL LOEFHELGEFLDS
KLGDTGPGAGIVPPPPPAPGPSKCTCPTVECEL LAEDICDEAEEAEL LOEFELGEFLDS 120

+ 121 ATAEELANURQQREVSEDDLTHRIADLHGHSVPSTVDS - ---RIARALLETYHITPK 173
ATAEELAAPR-QREVSE DLTM IA  +5 D IAsAl+ YHITPK
+ 121 ATAELANURRQREVTESDLTHS IAKARYRILNSKTDESSSHIAKAL IGAYHITPK 177

>Hattes 58, function unknown, 173
Lengtn = 173

Score = 279 bits (714), Expect = 2e-75
Tdentities = 143/173 (82%), Positives = 149/173 (6%)

Query: 1 MITHHERATRHRLDLPSLILTLVGLVFGATSYMLISSERVINLVIVPSVVAWIGVTHLY 68
ITIHENATRHRLDLPSLILTLVGLVFGAISYHL ISSERVIVLVIVPSWAWIGVTHLY
Sbict: 1 MITHHENATRHRLDLPSLILTLVGLVFGATSYMLISSERVINLVIVPSVVAWIGVTHLY 68

Query: 61 KLGDTGPGAGHVPPPPPAPGPSKCTCPTVECEL LAEDICDEASEAEL LDEFHELGEFLDS 120
KLGDTGPGAG!VPPPPPAPGPSKCTCPTVECEL LAEDICOEAEEAEL LOEFHELGEFLDS
51 KLGDTGPGAGIVPPPPPAPGPSKCTCPTVECEL LAEDICDEAEEAEL LDEFHELGEFLDS 120

+ 121 ATAEELANRQQREVSEDDLTHRIADLHGHSVPSTVDSRIARALLETVHITPK 173
ATASELAARQQ  + - + AnLLETYHITPK
+ 121 ATAEELAMRQQHATAAELERHLRYFTTAPGASGVIIPGAQSLLETYHITPK 173
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TMHMM result

# WEBSEQUENCE Length: 174
% WEBSEQUENCE Nlumber of predicted TH:

# WEBSEQUENCE Exp number Of AAs in ThHs: 43.50805
# WEBSEQUENCE Exp number, First 60 Ads: 42.32525

# UEBSEQUENCE Total prob’of f-in: 050302
# UEBSEQUENCE POSSIBLE N-term signal sequence
VEBSEQUENCE  THH.0 Snice 1 12
VEBSEQUENCE  THHHZ.0 Thelix 13 3
VEBSEQUENCE  THHHZ.0 outsige 36 39
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your query is MEMBRANE protein

Noregion  transmembrane seq type
11335 LDLPSLILTLVGLVFGAISYWLI Primary.
23061 HUNVLVIVPSVVAVVIGVTHLVK Primary.
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Distribution of the top 84 Blast Hits on 84 subject sequences
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[N N<E<N<N<N<N<N<N<]

Description

‘9p52 [Mycobacterium phage Fruitioop]

hypothetical protein PBI HADES 56 [Mycobacterium phage Hades]

hypothetical protein 15H33_gp0S6 [Mycobacterium phage Emma]

047 [Mycobacterium phage Ardmore

‘hypothetical protein I5H75 0SS [Mycobacterium phage OwIsT2W]

hypothetical protein 15H45 gp0S7 [Mycobacterium phage Harley]

hypothetical protein SEA_GIGIOUIOUI 51 [Mycobacterium phage GigiOuiOuil
hypothetical protein XFACTOR 53 [Mycobacterium phage XFactor]

hypothetical protein SEA CORNUCOPIA 57 [Mycobacterium phage Comucopial
hypothetical protein SEA PHANPHAGIA 53 [Mycobacterium phage Phanphagial
hypothetical protein PBI SQUIRTY 58 [Mycobacterium phage Sauirty]
hypothetical protein FDI13 gp0S7 [Mycobacterium phage Spartacus]
hypothetical protein 15H17_gp0S [Mycobacterium phage BodEinwohner17;
hypothetical protein VC69 gp050 [Mycobacterium phage Inventum]

hypothetical protein PBI OVECHKIN 54 [Mycobacterium phage Ovechiin]
hypothetical protein HWDO06 gp04 [Mycobacterium phage Core]

hypothetical protein Henu3 gp29 [Mycobacterium phage Henu3 PeY-2017]

‘Scientiic Name

Mycobacterium phage Fruitioop
Mycobacterium phage Hades.
Mycobacterium phage Emma
Mycobacterium phage Ardmore
Mycobacterium phage OwisT2W
Mycobacterium phage Harley,
Mycobacterium phage GigiOuiOui
Mycobacterium phage XFactor
Mycobacterium phage Phanphagia

Mycobacterium phage Squirty

Mycobacterium pha

e BodEinwohner17.
Mycobadterium phage Inventum
Mycobadterium phage Ovechiin

Mycobacterium phage Cornie

Mycobacterium phage Henu3 PeY-2017
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of Apr 29, 2023
441,089 sequences; 85,345,712 total letters

Query= Rialto_60
(93 Tetters)

Distribution of 100 Blast Hits on the Query Sequence

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

Color Key for Alignnent Scores

<d0

50
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Score  E

Sequences producing significant alignments: (bits) Value

SuperGrey_59, function unknown, 93 206 le-53
Rialto_Draft_60, function unknown, 93 206 le-53
Fruitloop_52, function unknown, 93 206 le-53
DLane_50, function unknoun, 93 206 le-53
Bipolar_54, function unknown, 93 206 le-53
Hades_56, function unknown, 93 204 7e-53
Whatsapiecost 56, function unknown, 93 200 3e-52
Wachhund_57, Function unknown, 93 200 3e-52
Veteran_52, function unknown, 93 200 3e-52
TDanisky_63, function unknown, 93 200 3e-52
Stap_Draft_54, function unknown, 93 200 3e-52
Spikelee 62, function unknown, 93 200 3e-52
Sparkdehlily 63, function unknown, 93 200 3e-52
Shaunal_54, function unknown, 93 200 3e-52
5G4_52, function unknown, 93 200 3e-52
Renaudl8_60, function unknown, 93 200 3e-52
OldBen_52, function unknown, 93 200 3e-52
Ms6_Draft_50, function unknown, 93 200 3e-52
Moonbeam_53, function unknown, 93 200 3e-52
MinionDave_54, function unknown, 93 200 3e-52
MilleniumForce_59, function unknown, 93 200 3e-52
MilanaBonita 46, function unknown, 93 200 3e-52
Maravista Draft_6@, function unknown, 93 200 3e-52
JalFarm2@_67, function unknowun, 93 200 3e-52
Hegedechwinu_55, function unknown, 93 200 3e-52
Hamulus_56, function unknown, 93 200 3e-52
Flathead 55, function unknown, 93 202  3e-52
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5WXM_V
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SCOP_d5d1va_
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hypothetical protein PBI_HADES_56 [Mycobacterium phage Hades]
Sequence ID: YP_009125235.1 Length: 93 Number of Matches: 1
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 93 GenPept Graphics

Score Expect Method Tdentities  Positives Gaps
186 bits(473) 3e-59 Compositional matrix adjust. 91/93(98%) 93/93(100%) 0/93(0%)

Query 1 HLTPDSKPANWDHHQTNHSDLPVTTNPPHADLDLLKELEDLAELVLIHTESVSHFRPFLP 60
HLTPDSKPAWWDHHQTNK+DLPVTTNPPHADLDL LKEL EDLAELVL THTESVSWFRPFLP
Sbjct 1 HLTPDSKPAWNDHHQTNHWADLPVTTNPPMADLDLLKELEDLAELVLIHTESVSWFRPFLP 66

Query 61 PHHHENEPTIWEQMNGDAVVGLLRDYLTEGDAA 93
PHHHEN+PTIWEQHNGDAVVGL LRDYL TEGDAA
Sbjct 61 PHHHENQPTIWEQHNGDAVVGLLRDYLTEGDAA 93

& Download v

hypothetical protein I5H33_gp056 [Mycobacterium phage Emma]
Sequence ID: YP_009956615.1 Length: 138 Number of Matches: 1
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 46 to 138 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
187 bits(476) 4e-59 Compositional matrix adjust. 92/93(99%) 92/93(98%) 0/93(0%)

Query 1 MLTPDSKPAWWDHHQTNKSDLPVTTNPPHADLDLLKELEDLAELVLIHTESVSHERPFLP 60
HLTPDSKPAWWDHHQTNKSDL PVT TNPPHADLDL LKELEDLAELVL HTESVSWFRPFLP
Sbjct 46  MLTPDSKPANNDHHQTNHSDLPVTTNPPMADLDLLKELEDLAELVLTHTESVSHFRPFLP 105

Query 61  PHHNENEPTIWEQMNGDAVVGLLRDYLTEGDAA 93
P_HWENEPTIWEQUNGDAVVGL LRDYLTEGDAA
Sbjct 166 PVHWENEPTIWEQUNGDAVVGLLROYLTEGDAA 138
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TMHMM result

# WEBSEQUENCE Length: 226

# WEBSEQUENCE Number of predicted TMHs: ©

# WEBSEQUENCE Exp number of AAs in TMHs: ©.01204

# WEBSEQUENCE Exp number, first 60 AAs: ©.00367

# WEBSEQUENCE Total prob of N-in: ©.08577
WEBSEQUENCE TMHMM2.© outside 1 226

TMHMM posterior probabilities for WEBSEQUENCE
1.2

0.8

0.8

probability

0.4

0.2

o .
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transmembrane inside outside
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>Fruitloop_52, function unknoun, 93
Length - 93

Score = 206 bits (524), Expect = le-53
Tdentities - 93/93 (16@%), Positives - 93/93 (100%)

Query: 1 MLTPDSKPAWWDHHQTNWSDLPVTTNPPMADLDLLKELEDLAELVLIHTESVSWFRPFLP 60
MLTPDSKPAWNDHHQTNKSDLPVTTNPPNADLDLLKEL EDLAELVLIHTESVSHFRPFLP.
Sbjct: 1 MLTPDSKPAWWDHHQTNWSDLPVTTNPPMADLDLLKELEDLAELVLIHTESVSWFRPFLP 60

Query: 61 PHHWENEPTIWEQMNGDAVVGLLRDYLTEGDAA 93
PHHWENEPTIWEQMNGDAVVGL LRDYL TEGDAA
Sbjct: 61 PHHWENEPTIWEQMNGDAVVGLLRDYLTEGDAA 93

>DLane_56, function unknown, 93
Length - 93

Score = 206 bits (524), Expect = le-53
Tdentities - 93/93 (16@%), Positives - 93/93 (100%)

Query: 1 MLTPDSKPAWWDHHQTNWSDLPVTTNPPMADLDLLKELEDLAELVLIHTESVSWFRPFLP 60
MLTPDSKPAWNDHHQTNKSDLPVTTNPPNADLDLLKEL EDLAELVLIHTESVSHFRPFLP.
Sbjct: 1 MLTPDSKPAWWDHHQTNWSDLPVTTNPPMADLDLLKELEDLAELVLIHTESVSWFRPFLP 60

Query: 61 PHHWENEPTIWEQMNGDAVVGLLRDYLTEGDAA 93
PHHWENEPTIWEQMNGDAVVGL LRDYL TEGDAA
Sbjct: 61 PHHWENEPTIWEQMNGDAVVGLLRDYLTEGDAA 93
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Selected: 1 ORFStop - 41315 5'End 536 6§36 760 84 &

ORFLengh: 44 3End|67 348 833 198 SacingWeight Matix [Karin Medim

[scaffaw sb [Genomic [Spacer [Final [Sequence of che Region [starc[stars [omr
3 [score |z value [pisvance|score [Upstream of che Scarc |Codon|Posivion [Lengen
1 i22ee 2s2s |1 3.025 | AACCARAGAAAGGACGCTICCG |ATG (41033 202
2 |-c.ess (o.sss w1 —7.es2 |coCCoTCACCACCAACCCCCCS (ATG (allle 198
3 |-s.30 1326 1e —7.17¢ |CCCCATGGCIGACCICEACCIC |TIG |al136 180
s |-s.225 [23ee |7 ~3.738 |ACTGGAGGACCIGGCGGAGCIG |GTG |allee 150
s |-s.22s |2.3¢¢ |10 -3.520 |GGAGGACCIGGCGGAGCIGETG |TTG  |4lles 147
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7 |-s.3ss 2308 s ~3.5¢7 |CGAACCCACGATCIGGGAGCAG |ATG (41253 |63
s |-sa.532 [1.735 18 -6.833 |GAACGECGACGCCGTTGICGSG |TIG  |41277 |39
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TMHMM result

# WEBSEQUENCE Lengtn: 94
# WEBSEQUENCE Numoer of predicted TiHs:
# WEBSEQUENCE Exp number of Ads in THH:

0
0.00019

# WEBSEQUENCE Exp number, first 60 Ads: 0.68019
# WEBSEQUENCE Total prob of N-in: 0.15106
WEBSEQUENCE  THHIF2.0 outside 1 9

TMHMM posterior probabilties for WEBSEQUENCE
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Distribution of the top 1 Blast Hits on 1 subject sequences
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o s . Max | Total Query E Per  Acc
LD clenifc Name Score Score Cover value ~Ident Len ~ Accession

hypothetical protein HWDO06_gp050 [Mycobacterium phage Cornie] Mycobacterium phage Cornie 944 944 100% Ge24 100.00% 50 YP 0098562361
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of Apr 29, 2023
441,089 sequences; 85,345,712 total letters

Query= Rialto_61
(51 Tetters)

Distribution of 10 Blast Hits on the Query Sequence

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

Color Key for Alignnent Scores

50
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Score  E

Sequences producing significant alignments: (bits) Value
VRedHorse_55, function unknown, 50 95 5e-20
Royals2015_58, function unknoun, 50 95 5e-20
Rialto_Draft_61, function unknown, 50 95 5e-20
Cornie 50, function unknown, 50 95 5e-20
BlueCrab_Draft_62, function unknown, 50 95 5e-20
Beakin_57, function unknown, 5@ 95 S5e-20
Trooper_26, tape measure protein, 843 29 3.3
TarsusIV_26, tape measure protein, 842 29 3.3
Thimann_Draft_28, function unknown, 118 28 9.5
Suerte_25, function unknown, 118 28 9.5
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£.23.25.1 (F:) automated matches
{Nostoc sp. [TaxId: 103690} | CLASS:
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Hypothetical membrane protein;
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& Downloadv  GenPept Graphics

hypothetical protein HWD06_gp050 [Mycobacterium phage Cornie]
Sequence ID: YP_009856236.1 Length: 50 Number of Matches: 1
See 5 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 50 GenP

Score Expect Method Identities Positives Gaps
94.4 bits(233) 6e-24 Compositional matrix adjust. 50/50(100%) 50/50(100%) 0/50(0%)

Query 1 HSNTYVFIVSWILGAASATSVFGIRDRSSGTSALALVGIVVAFVLLAVAE 56
MSNTYVFIVSWILGAASATSVFGIRDRSSGTSALALVGIVVAFVLLAVAE
Sbjct 1 HSNTYVFIVSWILGAASATSVFGIRDRSSGTSALALVGIVVAFVLLAVAE 50
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>VRedHorse 55, function unknown, 50
Length - 50

Score = 95.1 bits (235), Expect = 5e-20
Tdentities - 50/50 (100%), Positives - 50/50 (100%

Query: 1 MSNTYVFIVSWILGAASATSVFGIRDRSSGTSALALVGIVVAFVLLAVAE 50
MSNTYVF IVSHILGAASATSVFGIRDRSSGTSALALVGIVVAFVLLAVAE
Sbjct: 1 MSNTYVFIVSWILGAASATSVFGIRDRSSGTSALALVGIVVAFVLLAVAE 50

>Royals2615_58, function unknown, 50
Length - 50

Score = 95.1 bits (235), Expect = 5e-20
Tdentities - 50/50 (100%), Positives - 50/50 (100%

Query: 1 MSNTYVFIVSWILGAASATSVFGIRDRSSGTSALALVGIVVAFVLLAVAE 50
MSNTYVF IVSHILGAASATSVFGIRDRSSGTSALALVGIVVAFVLLAVAE
Sbjct: 1 MSNTYVFIVSWILGAASATSVFGIRDRSSGTSALALVGIVVAFVLLAVAE 50
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BLASTP 2.2.26 [Sep-21-2011]

Referenc:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3462.

Database: Actinobacteriophage Proteins as of Jan 27, 2023
431,238 sequences; 83,469,659 total letters

Query= Rialto_6
(178 letters)

Distribution of 100 Blast Hits on the Query Sequence

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

Color Key for Alignnent Scores
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Starts : 4 ORF Start : 41288 Cdn1 Cdn2 Cdn3 Lengh o) ScoingMatin  [Kbe

Selected: 1 ORFStop : 41464 5'End[47.2 583 806 108 -
ORFlengh:177  3End|733 333 733 45 Spacing Weight Matix [Karlin Medium

[ [ 1

StafRaw SD [Genomic [Spacer [Final |Sequence of the Region |Start|Start  |oRF

2 Score |2 Value |Distance|Score [Upstream of the Start Codon |Position |Length

1 -3.13¢ [2.905 |12 -3.572 | ACCICACCGAGGGAGACGCAGC |ATG 41312 |153

2 ~eo11 1021 10 -6.70€ | AGGGACCAGTGCGCTGECCCIC |GTG (41420 |45

s |-7.020 0.53a |10 -7.715 | CATTGTCGTIGCGTICGITICIG |TTG (41447 |18

4 -5.577 |1.230 7 .100 | CGTTGCGTTCGTTCTGTTGGCG GTG (41453 12
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TMHMM result

# WEBSEQUENCE Length: 51
# WEBSEQUENCE Number of predicted TMHs: 2

# WEBSEQUENCE Exp number of AAs in THHs: 39.22536
# WEBSEQUENCE Exp number, first 60 AAs: 39.22536

# WEBSEQUENCE Total prob of N-in: 0.55847

# WEBSEQUENCE POSSIBLE N-term signal sequence
WEBSEQUENCE THHI2.0 inside 1 4
WEBSEQUENCE THHI2 .0 Thhelix 5 24
WEBSEQUENCE THHI2 .0 outside 35 28
WEBSEQUENCE THHI2 .0 Thhelix 29 48
WEBSEQUENCE THHI2.0 inside 49 51

TMHMM posterior probabilities for WEBSEQUENCE
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your query is MEMBRANE protein

No. region transmembrane seq type
1 325 NTYVFIVSWILGAASATSVFGIR Primary
2 29-48 SGTSALALVGIWAFVLLAY  Primary
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Distribution of the top 100 Blast Hits on 100 subject sequences
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Description

hypothetical protein I5H8S gp058 [Mycobacterium phage Royals2015)
hypothetical protein 15H18 gp053 [Mycobacterium phage Bubbles123]
hypothetical protein PBI TWEETY 56 [Mycobacterium phage Tueety]
hypothetical protein 15H27 gp053 [Mycobacterium phage DillTech 15]
hypothetical protein SEA LATRETIUM 58 [Mycobacterium phage Latretium]
hypothetical protein SimranZ1_ 56 [Mycobacterium phage SimranZ1]
hypothetical protein FGG28 gp065 [Mycobacterium phage Mozy]
hypothetical protein 15H90_gp063 [Mycobacterium phage Sy

ee]

hypothetical protein FGGS7_gp057 [Mycobacterium phage RockyHorror]
hypothetical protein FGG23_0p056 [Mycobacterium phage Ibhubesi
hypothetical protein CL94 gp053 [Mycobacterium phage SG4

'DUF732 domain containing protein [Mycobacterium phage Saroj]

hypothetical protein SEA_ KIMBERLIUM 58 [Mycobacterium phage Kimberlium]
hypothetical protein 15H98 gp053 [Mycobacterium phage Whouxphil

WhiB [Mycobacterium phage Boomer]

hypothetical protein SEA POLLYWOG 57 [Mycobacterium phage Polywog]
hypothetical protein M040_gp54 [Mycobacterium phage SiSi]

hypothetical protein SEA OGOPOGO 62 [Mycobacterium phage Ogopogs]

‘Scientific Name

Mycobacterium phage Royals2015
Mycobacterium phage Bubbles123
Mycobacterium phage Tueety.
Mycobacterium phage DillTech15
Mycobacterium phage Latretium
Mycobacterium phage SimranZ1
Mycobacterium phage Mozy.
Mycobacterium phage Spikelee
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Score  E

Sequences producing significant alignments: (bits) Value

Rialto_Draft_62, function unknown, 130 278 4e-75
VRedHorse_56, function unknown, 138 272 2073
Royals2015_59, function unknoun, 130 272 2073
Beakin_58, function unknown, 130 272 2073
Bubbles123_53, function unknown, 130 265 2e-71
BlueCrab_Draft_63, function unknown, 138 263 le-70
Juniperl Draft_56, function unknown, 115 226 le-59
Wee_59, function unknown, 115 225 2e-59
Tueety_56, function unknown, 115 225 2e-59
Taj_60, function unknown, 115 225 2e-59
KristaRAM_59, function unknown, 115 225 2e-59
DeadP_62, function unknown, 115 225 2e-59
DillTechl5_53, function unknown, 115 225 3e-59
Latretium_58, function unknown, 115 224 5e-59
SimranZ1_56, function unknown, 115 223 9e-59
Mozy_65, function unknoun, 115 221 3e-58
Zerg_56, function unknown, 111 221 5e-58
RockyHorror_57, function unknown, 111 221 5e-58
Kenuha5_54, function unknown, 111 221 5e-58
Spikelee 63, function unknown, 115 221 6e-58
LunaBlu_Draft_59, function unknown, 115 220 1e-57
Tbhubesi_56, function unknown, 115 220 1le-57
Galactic_55, function unknown, 115 220 le-57
5G4_53, function unknown, 115 219 le-57
Scottish_54, function unknown, 115 219 le-57
Sassafras_54, function unknown, 115 219 le-57

Rockne 57, function unknown, 115 19  1e-57
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hypothetical protein I5H18_gp053 [Mycobacterium phage Bubbles123]
Sequence ID: YP_009955065.1 Length: 130 Number of Matches: 1
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 130 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
260 bits(665) 2e-87 Compositional matrix adjust. 123/130(95%) 126/130(96%) 0/130(0%)

Query 1 MTAPRPVHCRHDPRNQKPAQKNHRYWTHPLLIAAGI TGPGLTAPKAHADITSDAFIMAL 60
MTAPRPVHCRHDPRNQKP QKNHRYWHTHPLLTAAGIIGPGL AP+A ADITSDAFHAL
Sbjct 1 HTAPRPVHCRHDPRNQKPVQKNHRYWWTHPLLIAAGIIGPGLAAPEAKADITSDAFVHAL 68

Query 61  DSEGITYSSKPAVINAGKAVCDVLDTGYTHYEASVFVSNNSHLNLYDAGYFVGAATASFC 126
DSEGITYSSKPAVINAGKAVCDVLDTGYTHYEASVFV_NNSNLNLYD+GYFVGAATASFC
Sbjct 61  DSEGITYSSKPAVINAGKAVCDVLDTGYTHYEASVFVYNNSNLNLYDSGYFVGAATASFC 120

Query 121 PEHLSGTGHV 130
PEHLSGTGHY
Sbjct 121 PEHLSGTGWV 138

& Downloadv  GenPept Graphics

hypothetical protein PBI_TWEETY_56 [Mycobacterium phage Tweety]
Sequence ID: YP_001469289.1 Length: 115 Number of Matches: 1
See 9 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 115 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
221 bits(564) 3e-72_ Compositional matrix adjust. 105/115(91%) 111/115(96%) 0/115(0%)

Query 16 QKPAQKNHRYWWTHPLLIAAGIIGPGLTAPKAHADITSDAF IHALDSEGITYSSKPAVIN 75
+ ++KNHRYWHTHPLLTAAGTIGPGLTAP+AHADT SDAF +HALDSEGITYSSKPAVIN
Sbjct 1 MRRSEKNWRYWWTHPLLTAAGTIGPGLTAPEAHADINSDAFVMALDSEGITYSSKPAVIN 68

Query 76  AGKAVCDVLDTGYTMYEASVFVSHNSNLNLYDAGYFVGAATASFCPEHLSGTGHV 130
AGKAVCDVLDTGYTHYEASVFV_NNSNLNLYD+GYFVGAATASFCPEHLSGTGHV
Sbjct 61  AGKAVCDVLDTGYTHYEASVFVYNNSNLNLYDSGYFVGAATASFCPEHLSGTGHY 115
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SVRedHorse_56, function unknoun, 130
Length - 130

Score = 272 bits (696), Expect = 2e-73
Tdentities - 127/130 (97%), Positives - 129/130 (99%)

Query: 1 MTAPRPVWCRHDPRNQKPAQKNWRYWNTMPLLIAAGIIGPGLTAPKAHADITSDAF INAL
MTAPRPVHCRHDPRNQKPAQKNWRYWNTMPL L TAAGTIGPGL TAPKAHADITSDAF IHAL
Sbjct: 1 MTAPRPVHCRHDPRNQKPAQKNHRYWNTHMPLL TAAGITGPGLTAPKAHADITSDAF IMAL

Query: 61 DSEGITYSSKPAVINAGKAVCDVLDTGYTHYEASVFVSHNSNLNLYDAGYFVGAATASFC
DSEGITYSSKPAVINAGKAVCDVLDTGYTMYEASVFV NNSNL+LYD+GYFVGAATASFC
Sbjct: 61 DSEGITYSSKPAVINAGKAVCDVLDTGYTMYEASVFVYNNSHLDLYDSGYFVGAATASFC

Query: 121 PEHLSGTGWV 130
PEHLSGTGHV
Sbjct: 121 PEHLSGTGHV 130

>Royals2615_59, function unknown, 138
Length - 130

Score = 272 bits (696), Expect = 2e-73
Tdentities - 127/130 (97%), Positives - 129/130 (99%)

Query: 1 MTAPRPVWCRHDPRNQKPAQKNWRYWNTMPLLIAAGIIGPGLTAPKAHADITSDAF INAL
MTAPRPVHCRHDPRNQKPAQKNWRYWNTMPL L TAAGTIGPGL TAPKAHADITSDAF IHAL
Sbjct: 1 MTAPRPVHCRHDPRNQKPAQKNHRYWNTHMPLL TAAGITGPGLTAPKAHADITSDAF IMAL

Query: 61 DSEGITYSSKPAVINAGKAVCDVLDTGYTHYEASVFVSHNSNLNLYDAGYFVGAATASFC
DSEGITYSSKPAVINAGKAVCDVLDTGYTMYEASVFV NNSNL+LYD+GYFVGAATASFC
Sbjct: 61 DSEGITYSSKPAVINAGKAVCDVLDTGYTMYEASVFVYNNSHLDLYDSGYFVGAATASFC

Query: 121 PEHLSGTGWV 130
PEHLSGTGHV
Sbjct: 121 PEHLSGTGHV 130

120

120

120

120
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Score  E

Sequences producing significant alignments: (bits) Value

Velveteen_6, scaffolding protein, 178 343 9e-95
UncleRicky_6, scaffolding protein, 178 343 9e-95
Tootsieroll 6, scaffolding protein, 178 343 9e-95
Stap_Draft_5, function unknown, 178 343 9e-95
Simranz1_6, scaffolding protein, 178 343 9e-95
Seagreen_6, scaffolding protein, 178 343 9e-95
Sarma624_6, scaffolding protein, 178 343 9e-95
RockyHorror_6, scaffolding protein, 178 343 9e-95
Rialto_Draft_6, function unknown, 178 343 9e-95
Pollywog_6, scaffolding protein, 178 343 9e-95
Lorde_6, scaffolding protein, 178 343 9e-95
Kingsley 6, scaffolding protein, 178 343 9e-95
JalFarm20_6, scaffolding protein, 178 343 9e-95
Frankie_6, scaffolding protein, 178 343 9e-95
Enby_6, scaffolding protein, 178 343 9e-95
Drago_6, scaffolding protein, 178 343 9e-95
DirtMcgirt_6, scaffolding protein, 178 343 9e-95
Coco12_6, scaffolding protein, 178 343 9e-95
Cerasum_6, scaffolding protein, 178 343 9e-95
Buzzlyseyear_6, scaffolding protein, 178 343 9e-95
Bobi_6, scaffolding protein, 178 343 9e-95
BigPhil 6, scaffolding protein, 178 343 9e-95
Alexphander_6, scaffolding protein, 178 343 9e-95
Squirty_6, scaffolding protein, 178 342 2e-94
Plumbus_6, scaffolding protein, 178 342 2e-94
OwlsT2W_6, scaffolding protein, 178 342 2e-94
Oksu_Draft_6, function unknown, 178 342 2e-94
Leozinho_6, scaffolding protein, 178 342 2e-94
Kimberlium_6, scaffolding protein, 178 342 2e-94
Juiceds6_6, scaffolding protein, 178 342 2e-94
Boomer_6, scaffold protein, 178 342 2e-94
Beakin_6, scaffolding protein, 178 342 2e-94
TootsiePop_6, scaffolding protein, 178 341 de-94
Starcevich Draft_7, function unknown, 178 341 de-94
Piper2020 6, scaffolding protein, 178 341 de-94
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Starts : 9 ORF Start : 41389 Cdn1 Cdn2 Cdn3 Lengh o) Scoing Matix I—K,mg,g
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TMHMM result

# WEBSEQUENCE Length: 131
# WEBSEQUENCE Number of predicted THHs:
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# WEBSEQUENCE Exp number, first 60 AAs:
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Distribution of the top 100 Blast Hits on 100 subject sequences

W

1 30 50 50 120 150




image617.png
CE R N R N NN <N E<N<N<N<]

Max | Total Query —E | Per Acc

Il Scientic Name Score Score Cover value | [dent  Len  Accession
transcriptionl regulator Whis-lie [Mycobacterium phage Estavet Mycobacterium phage Estavet 337 337 9% 9e-117 9878% 164 YP 0091242511
Wi family transcription faclor [Mycobacterium phage VRedHorse] Mycobacterium phage VRedHorse 33 33 99% de-116 9817% 164 WAA203681
franscriptionsal regulator WhiB-lie [Mycobacterium phage Galactic] Mycobacterium phage Galactic 335 335 99% 8e-116 9756% 164 YP 009957459 1
WhiB family ranscription factor (Mycobacterium phage Avanil Mycobacterium phage Avani 334 334 99% 1e-115 9817% 164 YP 0090131601
¢ ranscription factor [Mycobacterium phage Plumbus] Mycobacterium phage Plumbus 334 334 9% 1e-115 9756% 165 YP 0101138421

transcription factor [Mycobacterium phage Leozinho] Mycobacterium phage Leozinho 334 334 99% 2e-115 97.56% 164 UVK588951

hypothetical protein N858_gp052 [Mycobacterium phage Velveteen) Mycobacterium phage Velveteen 334 334 99% 2e-115 9756% 164 YP 008409580 1

WhiB transcriptional factor

cobacterium phage

Mycobacterium phage Si 334 334 99% 2e-115 98.17% 164 YP 0080511811

WhiB family transcription factor [Mycobacterium phage Madien] Mycobacterium phage MadMen 334 334 99% 2e-115 9695% 164 UAW085331
WhiB family transcription factor [Mycobacterium phage Jarcob] Mycobacterium phage Jarcob 334 334 99% 2e-115 98.17% 165 UVK585241

WhiB family transcription factor [Mycobacterium phage Girr] Mycobacterium phage Girt 334 334 99% 2e-115 9756% 164 YP 0099576711
transcriptional regulator WhiB-like [Mycobacterium phage Cerasum] Mycobacterium phage Cerasum 333 333 99% 3e-115 9756% 165 YP 0091250061
hypothetical protein 15103 gp063 [Mycobacterium phage Soul22] Mycobacterium phage Sou22 333 333 99% 3e-115 9756% 164 YP 0099638781
transcriptional regulator Whig-like [Mycobacterium phage Spikelee] Mycobacterium phage Spikelee 333 333 99% 3e-115 9756% 164 YP 0099625171
WhiB family transcription factor [Mycobacterium phage Latretium] Mycobacterium phage Latretium 333 333 9% 3e-115 9756% 164 0X012850.1

transcriptional regulator WhiB-like [Mycobacterium phage Ibhubesi] Mycobacterium phage Ibhubesi 333 333 99% Se-115 96.95% 164 YP 0096366791
‘Wni family transeription factor [Mycobacterium phage Alexphander] Mycobacterium phage Alexphander 333 333 99% 5e-115 9756% 164 AV0245081

WhiB family, transcription factor [Mycobacterium phage EleanorGeorge] 333 333 99% 5e-115 07.56% 164 YP 0099565091
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Sequences producing significant alignments:

Rialto_Draft_63, function unknown, 164
Estavel 60, function unknown, 164

Dallorst_58, WhiB family transcription factor, 164
VRedHorse_57, WhiB family transcription factor, 164
LunaBlu_Draft_6@, function unknown, 167
Galactic_56, WhiB family transcription factor, 164
Plumbus_59, WhiB family transcription factor, 165
Leozinho_56, WhiB family transcription factor, 164
Ruby_53, WhiB family transcription factor, 164
MisterCuddles 55, function unknown, 164

Girr_55, WhiB family transcription factor, 164
Zizzle 61, WhiB family transcription factor, 164
Yorick 56, WhiB family transcription factor, 164
Velveteen_52, function unknown, 164
SuagPigglett 62, WhiB family transcription factor, 164
SiSi_55, WhiB, 164

Shilan_56, WhiB, 164

Sarma624_55, WhiB family transcription factor, 164
Saal_59, WhiB, 164

Pippy 55, WhiB family transcription factor, 164
OlympiaSaint_59, WhiB family transcription factor, 164
Mattes_61, WhiB family transcription factor, 164
Maravista_Draft_62, function unknown, 165
Mantra_53, WhiB family transcription factor, 164
MadMen_55, WhiB family transcription factor, 164
Latretium_59, WhiB family transcription factor, 164
LastJedi_51, WhiB family transcription factor, 164
Kingsley 54, WhiB family transcription factor, 164
Karhdo_Draft_56, function unknown, 164

Jarcob_57, WhiB family transcription factor, 165
Gorge 61, WhiB family transcription factor, 164
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transcriptional regulator WhiB-like [Mycobacterium phage Estave1]
Sequence ID: YP_009124251.1 Length: 164 Number of Matches: 1
See 2 more tile(s) v See all Identical Proteins(IPG)

Range 1: 1to 164 GenPep! Graphics

Soore Epect_ethod Ldanttes Postives Gaps
337 bits(865) 9e-117 Compositional matrix adjust. 162/164(99%) 164/164(100%) 0/164(0%)

Query 1 HANSPFIRLAEVHTSDURSRAICTHKDGOIWFLNESGHYTNDAARRICWTCPVQAPCLKF 60
PANSPF L+ AEVHTSDIRSRATCTHKDGDIUF LNESGHYTNDAARRICHTCPVQAPCLKF
Sbjct 1 HANSPFIQUAEVHTSDWRSRALCTHKDGDIWFLNESGHYTNDAARRICWTCPVQAPCLKF 60

Query 61  ALQHNEAGVNGGFSEKERARIKRGELAPVKPARFTEKECLOCGEVFEPVTRRARFCSRKC 120
ALQHNEAGVWGGF SEKERARTKRGEL APVKPARF TEKECLOCGEVF EPVTRRARFCS +KC
Sbjct 61  ALQHNEAGVNGGFSEKERARIKRGELAPVKPARFTEKECLQUGEVFEPVTRRARFCSOKC 120

Query 121 KKRAANALRSQPSLKICTQCGGEFMGTYAKTCSNECRRAQRWGA 164
KKRAANALRSQPSLKICTQUGGEFHGTYAKTCSNECRRAQRNGA
Sbjct 121 KKRAANALRSQPSLKICTOCGGEFMGTYAKTCSNECRRAQRNGA 164

& Download v GenPept Graphics

WhB family transcription factor [Mycobacterium phage VRedHorse]
Sequence ID: WAA20368.1 Length: 164 Number of Matches: 1

Range 1: 1to 164 GenPep! Graphics

= Epect_Method Tanstes Postives Gaps
336 bits(861) de-116 Compositional matrix adjust. 161/164(98%) 163/164(99%) 0/164(0%)

Query 1 HANSPFIRLAEVHTSDURSRAICTHKDGOIFLNESGHYTNDAARRICWTCPVQRPCLKF 60
HANSPF L+ AEVHTSDIRSRAICTHKDGDIWF LNESGHY NDAARRICHTCPVQAPCLKF
Sbjct 1 HANSPFIQUAEVHTSDWRSRALCTHKDGDIUFLNESGHYVNDAARRICWTCPVOAPCLKF 60

Query 61  ALQHNEAGVNGGFSEKERARIKRGELAPVKPARFTEKECLOCGEVFEPVTRRARFCSRKC 120
ALQHNEAGVWGGF SEKERARTKRGEL APVKPARF TEKECLOCGEVF EPVTRRARFCS +KC
Sbjct 61  ALQHNEAGVNGGFSEKERARIKRGELAPVKPARFTEKECLQUGEVFEPVTRRARFCSQKC 120

Query 121 KKRAANALRSQPSLKICTQCGGEFMGTYAKTCSNECRRAQRWGA 164
KKRAANALRSQPSLKICTQCGGEFHGTYAKTCSNECRRAQRNGA
Sbjct 121 KKRAANALRSQPSLKICTQCGGEFNGTYAKTCSNECRRAQRIGA 164




image622.png
>Dallorst_58, WhiB family transcription factor, 164
Length - 164

Score = 352 bits (902), Expect = 3e-97
Identities - 162/164 (98%), Positives - 164/164 (100%)

Query: 1  MANSPFIRLAEVHTSDWRSRAICTHKDGDIWFLNESGHYTNDAARRICHTCPVQAPCLKF 60
MANSPF I+LAEVHTSDWRSRAICTHKDGDIWF LNESGHYTNDAARRICHTCPVQAPCLKF
Sbjct: 1 MANSPFIQLAEVHTSDWRSRAICTHKDGDIWFLNESGHYTNDAARRICWTCPVQAPCLKF 60

Query: 61 ALQHNEAGVWGGFSEKERARIKRGELAPVKPARFTEKECLQCGEVFEPVTRRARFCSRKC 120
ALQHNEAGVWGGF SEKERARTKRGEL APVKPARF TEKECLQCGEVFEPVTRRARFCS+KC
Sbjct: 61 ALQHNEAGVNGGFSEKERARIKRGELAPVKPARFTEKECLQCGEVFEPVTRRARFCSQKC 120

Query: 121 KKRAANALRSQPSLKICTQCGGEFMGTYAKTCSNECRRAQRHGA 164
KKRAANALRSQPSLKICTQUGGEFMGTYAKTCSNECRRAQRHGA
Sbjct: 121 KKRAANALRSQPSLKICTQCGGEFHGTYAKTCSNECRRAQRWGA 164
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CECE<ECECNCE< NN N<H<N<NN<M<]

head scaffolding protein [Mycobacterium phage Bobi] Mycobacterium phage Bobi 352 352 100% 2e-122 100.00% 178 YP_008408963.1

head scaffolding_protein [Mycobacterium phage Boomer] Mycobacterium phage Boomer 352 352 100% 6e-122 99.44% 178 YP_002014222.1
head scaffolding_protein [Mycobacterium phage Squirty] Mycobacterium phage Squirty: 351 351 100% 7e-122 99.44% 178 YP_009124558.1
head scaffolding_protein [Mycobacterium phage Flathead] Mycobacterium phage Flathead 350 350 100% 3e-121 98.88% 178 YP_009957198.1
head scaffolding protein [Mycobacterium phage Job42] Mycobacterium phage Job42 350 350 100% 3e-121 99.44% 178 YP_008126596.1
head scaffolding_protein [Mycobacterium phage WIVsmall] Mycobacterium phage WIVsmall 348 348 100% 8e-121 98.88% 178 YP_008059979.1
head scaffolding_protein [Mycobacterium phage Mova] Mycobacterium phage Mova 348 348 100% 2e-120 98.88% 178 YP_009960179.1

Mycobacterium phage Quico 345 345 100% 1e-119 97.75% 178 YP_009194530.1

Mycobacterium phage Ramsey. 344 344 100% 4e-119 97.19% 178 YP_002241793.1

head scaffolding_protein [Mycobacterium phage Ramsey]

head scaffolding_protein [Mycobacterium phage Cornucopia] Mycobacterium phage Cornucopia 343 343 100% 2e-118 97.19% 178 YP_009955716.1
head scaffolding protein [Mycobacterium phage Mozy] Mycobacterium phage Mozy. 341 341 100% 7e-118 96.63% 178 YP_009637146.1
hypothetical protein BKG87_22160 [Mycobacteroides chelonae] Mycobacteroides chelonae 164 164 91% 9e-48 54.39% 180 OHUG67401.1

hypothetical protein [Mycobacteroides abscessus] Mycobacteroides abscessus 164 164 97%  1e-47 53.26% 180 WP_062878866.1
DUF4355 domain-containing_protein [Mycobacteroides abscessus] Mycobacteroides abscessus 163 163 91% 1e-47 54.39% 176 WP_041927628.1

hypothetical protein MASS_1591 [Mycobacteroides abscessus subsp. bolletii 50594] Mycobacteroides abscessus sub... 164 164 97%  1e-47 53.26% 188 AGM28193.1

Mycobacteroides abscessus 164 164 97%  2e-47 53.26% 198 WP_197913345.1

h G+C Gram-positive bacteria)] Gordonia sp. (in: high G+C Gra... 155 155 94%  2e-44 54.76% 182 MCB1293639.1
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>LunaBlu_Draft_6@, function unknown, 167
Length - 167

Score = 349 bits (896), Expect = 1e-96
Identities - 160/164 (97%), Positives

162/164 (98%)

Query: 1  MANSPFIRLAEVHTSDWRSRAICTHKDGDIWFLNESGHYTNDAARRICHTCPVQAPCLKF 60
MANSPFIRLAEVHT DWRSRAICTHKDGDIWFLNESGHY NDAARR+CWTCPVQAPCLKF
Sbjct: 4  MANSPFIRLAEVHTDDWRSRAICTHKDGDIWFLNESGHYVNDAARRVCWTCPVQAPCLKF 63

Query: 61 ALQHNEAGVWGGFSEKERARIKRGELAPVKPARFTEKECLQCGEVFEPVTRRARFCSRKC 120
ALQHNEAGVWGGF SEKERARTKRGEL APVKPARF TEKECLQCGEVFEPVTRRARFCS+KC
Sbjct: 64 ALQHNEAGVNGGFSEKERARIKRGELAPVKPARF TEKECLQCGEVFEPVTRRARFCSQKC 123

Query: 121 KKRAANALRSQPSLKICTQCGGEFMGTYAKTCSNECRRAQRHGA 164
KKRAANALRSQPSLKICTQUGGEFMGTYAKTCSNECRRAQRHGA
Sbjct: 124 KKRAANALRSQPSLKICTQCGGEFHGTYAKTCSNECRRAQRWGA 167
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StajRaw SD _|Genomic [spacer |Final [Sequence of the Region [start[starz  [omF
¢ |score [z value [pistance|Score [upstream of the Start |[codon|position |Lengch
1 515 1.8%8 10 -5.505 |CTGAACATTTGAGCGGCACGGG |GTG (41844 504
2 -3.766 2.105 s -4.541 |ATTTGAGCGGCACGGGGTGGGT |GTG 41850 498
3 -3.7¢e  2.105 12 -4.602 | TGAGCGGCACGGGGTGGGTGIG |ATG 41853 435
4 -€.588 |0.545 11 -7.745 |GGCGAACTCCCCGTTCATCCGG | TTG 41877 471
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TMHMM result
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Distribution of the top 53 Blast Hits on 53 subject sequences
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of Apr 29, 2023
441,089 sequences; 85,345,712 total letters

Query= Rialto_64
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Distribution of 100 Blast Hits on the Query Sequence
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Score  E

Sequences producing significant alignments: (bits) Value

VRedHorse_58, helix-turn-helix DNA binding domain protein, 161 332 2e-91
Tootsieroll 59, function unknown, 161 332 2e-91
SuagPigglett 63, function unknown, 161 332 2e-91
Stap_Draft_57, function unknoun, 161 332 2e-91
5iSi_56, function unknown, 161 332 2e-91
Saal_60, function unknown, 161 332 2e-91
Rita_59, function unknown, 161 332 2e-91
Rialto_Draft_64, function unknown, 161 332 2e-91
Priscilla_58, function unknown, 161 332 2e-91
Pollywog_59, function unknown, 161 332 2e-91
PHC_55, function unknown, 161 332 2e-91
Pippy_56, function unknown, 161 332 2e-91
OlympiaSaint_60, function unknown, 161 332 2e-91
NormanBulbieJr_58, function unknown, 161 332 2e-91
Mattes_62, function unknown, 161 332 2e-91
Martik_Draft_59, function unknown, 161 332 2e-91
Mantra_54, function unknown, 161 332 2e-91
MadMen_56, function unknown, 161 332 2e-91
Lizziana_64, function unknown, 161 332 2e-91
LastJedi_52, helix-turn-helix DNA-binding domain protein, 161 332 2e-91
Koella_52, helix-turn-helix DNA-binding domain protein, 161 332 2e-91
James_62, function unknown, 161 332 2e-91
GUmbie_56, function unknown, 161 332 2e-91
Gorge_62, function unknown, 161 332 2e-91
GigiOuiOui_54, function unknown, 161 332 2e-91
Gandalph_61, helix-turn-helix DNA-binding domain protein, 161 332 2e-91
Fancypants_6@, function unknoun, 161 332 2e-91
Eradicator 51, function unknown, 161 332 2e-91




image630.png
Nr

-

-

Hit

2Q00.A

508Z.A

NP_214900.1

PF11242.11

YP_177644.1

PF05344.14

NP_215359.1

Name

Probable transcriptional activator
protein traR; helix-turn-helix, two-helix
coiled coil, TRANSCRIPTIO! ET: LAE;
20A

Transcriptional regulatory protein ResB;
Response regulator Transcriptional
factor, TRANSCRIPTION; 2.1A
{salmonella typh

transcriptional regulator
[Mycobacterium tuberculosis H37Rv]

; DUF2774; Protein of unknown
function (DUF2774)

transcriptional regulator
[Mycobacterium tuberculosis H37Rv]

; DUF746 ; Domain of Unknown
Function (DUF746)

nitrate/nitrite response transcriptional
regulator NarL [Mycobacterium
tuberculosis H37Rv]

-

Probability ~

97.74

97.34

97.34
97.16
97.11
97.1

96.91

E-value

0.00015,

0.001

0.00076

0.0022

0.0094

0.0034

0.0066

-

>

Score

5857

50.71

64.22

42.86

3713

4018

4572

-

ss

56

5.1

5.4

46

5.9

Aligned
cols .

45

a

46

34

55

43

52

Target
Length

236

216

1085

64

63

62

216

-




image631.png
hypothetical protein M040_gp56 [Mycobacterium phage SiSi]
Sequence ID: YP_008051182.1 Length: 161 Number of Matches: 1
See 33 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 161 GenPey

‘Graphics

Sore Eect_Method Laanstes Postives Gaps
325 bits(832) 7e-112 Compositional matrix adjust. 161/161(100%) 161/161(100%) 0/161(

Query 1 ISIDUFAVECAVNGTPHRLNTEERRMLVRRRPKLPEVELARRAHCTVRTIERDRAELPEA 60
1S TDWF AVECAVNGTPIRLNTEERRLVRRRPKLPEVELARRAHCTVRTIERDRAELPEA
Sbjct 1 NSIDUFAVECAVNGTPHRLNTEERRMLVRRRPKLPEVELARRAHCTVRTIERDRAELPEA 60

Query 61  KLOSCPVCGEDAWVTTDGNEAHPDRLFQECPLSETDNESRIAATVIHLSRRIRSGDSLP 126
KLQSCPVCGEDAWVTTDGNIEAHPDRL FQECPL SETDWESRIAATVTHL SRRIRSGDSLP
Sbjct 61  KLQSCPVCGEDAWVTTDGNMEAHPDRLFQECPLSETDNESRIAATVIWLSRRIRSGDSLP 126

Query 121 VHAYLTSLPETERTOLLMAALAGVPDVEDPFANTTELESVA 161
VHAYLTSLPETERTQLLMAALAGVPDVEDPFANTTEL ESVA
Sbjct 121 VMAYLTSLPETERTQLLMAALAGVPDVEDPFANTTELESVA 161

& Download v GenPept Graj

hypothetical protein SEA_YORICK_57 [Mycobacterium phage Yorick]
Sequence ID: UTN93650.1 Length: 161 Number of Matches: 1

Range 1: 1 to 161 GenPey

‘Graphics

Seore Epect Method Tanstes Posiives Gaps
323 bits(827) de-111 Compositional matrix adjust. 160/161(99%) 160/161(99%) 0/161(0%

Query 1 ISIDUFAVECAVNGTPYRLNTEERRMLVRRRPKLPEVELARRAHCTVRTIERDRAELPEA 60
1S IDWF AVECAVNGTPIRLNTEERRHLVRRRPKL PEVEL ARRAHCTVRTTERDRAELPEA
Sbjct 1 NSIDUFAVECAVNGTPYRLNTEERRMLVRRRPKLPEVELARRAHCTVRTIERDRAELPEA 60

Query 61  KLOSCPVCGEDAWVTTDGNEAHPDRLFQECPLSETDNESRIAATVINLSRRIRSGDSLP 126
KLQSCPVCGEDAWVT DGNIEAHPDRLFQECPLSETDWESRIAATVINL SRRIRSGDSLP
Sbjct 61  KLQSCPVCGEDAMVTADGHMEAHPDRLFQECPLSETDNESRIAATVIWLSRRIRSGDSLP 126

Query 121 VHAYLTSLPETERTOLLMAALAGVPDVEDPFANTTELESVA 161
VHAYLTSLPETERTQLLHMAALAGVPDVEDPFANTTEL ESVA
Sbjct 121 VMAYLTSLPETERTOLLMAALAGVPDVEDPFANTTELESVA 161
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>VRedHorse_58, helix-turn-helix DNA binding domain protein, 161
Length - 161

Score = 332 bits (852), Expect = 2e-91
Identities - 161/161 (106%), Positives - 161/161 (106%)

Query: 1  MSIDWFAVECAVNGTPMRLNTEERRMLVRRRPKLPEVELARRAHCTVRTIERDRAELPEA 60
MSIDWFAVECAVNGTPHRLNTEERRMLVRRRPKLPEVELARRAHCTVRTIERDRAELPEA
Sbjct: 1 MSIDWFAVECAVNGTPMRLNTEERRMLVRRRPKLPEVELARRAHCTVRTIERDRAELPEA 60

Query: 61 KLQSCPVCGEDAWVTTDGNMEAHPDRLFQECPLSETDHESRIAATVIWLSRRIRSGDSLP 120
KLQSCPVCGEDAVTTDGNMEAHPDRLFQECPLSE TDWESRIAATVIWLSRRIRSGDSLP
Sbjct: 61 KLQSCPVCGEDAWVTTDGNMEAHPDRLFQECPLSETDWESRIAATVIWLSRRIRSGDSLP 120

Query: 121 VWAYLTSLPETERTQLLMAALAGVPDVEDPFANITELESVA 161
VWAYLTSLPETERTQLLMAALAGVPDVEDPFAWITELESVA

Sbjct: 121 VWAYLTSLPETERTQLLMAALAGVPDVEDPFAWITELESVA 161

>Tootsieroll 59, function unknown, 161
Length = 161

Score = 332 bits (852), Expect = 2e-91
Identities - 161/161 (106%), Positives - 161/161 (106%)

Query: 1  MSIDWFAVECAVNGTPMRLNTEERRMLVRRRPKLPEVELARRAHCTVRTIERDRAELPEA 60
MSIDWFAVECAVNGTPHRLNTEERRMLVRRRPKLPEVELARRAHCTVRTIERDRAELPEA
Sbjct: 1 MSIDWFAVECAVNGTPMRLNTEERRMLVRRRPKLPEVELARRAHCTVRTIERDRAELPEA 60

Query: 61 KLQSCPVCGEDAWVTTDGNMEAHPDRLFQECPLSETDHESRIAATVIWLSRRIRSGDSLP 120
KLQSCPVCGEDAVTTDGNMEAHPDRLFQECPLSE TDWESRIAATVIWLSRRIRSGDSLP

Sbjct: 61 KLQSCPVCGEDAWVTTDGNMEAHPDRLFQECPLSETDWESRIAATVIWLSRRIRSGDSLP 120

Query: 121 VWAYLTSLPETERTQLLMAALAGVPDVEDPFANITELESVA 161
VWAYLTSLPETERTQLLMAALAGVPDVEDPFAWITELESVA
Sbjct: 121 VWAYLTSLPETERTQLLMAALAGVPDVEDPFAWITELESVA 161
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Staits : 18 ORF Start : 42317 Lin Con2 Cand Lendh o SooingMati Kbl
Selected: 1 ORFStop :42029 SEnd[B33 667 833 18 :

ORF Length: 513 FEnd 642 509 637 495 Spacing Weight Matrx |Karlin Medium
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StajRaw SD_|Genomic [Spacer |Final [Sequence of the Region start _ |orF
¢ |score [z Value [pistance|Score [Upstream of the Starc Position [Length
L j-s.zee |1.322 7 -€.905 |ATGCGAAGACCTGCTCGAATGA |GTG (42317 513
2 -4.775 1.e18 |10 -5.465 | ATGAGTGCCGACGGGCGCAGAG |GTG 42335 495
3 |-2.487 [2.722 10 -3.182 |GACGGGCGCAGAGGTGGGGCGC |GTG (42344 486
4 -3.83¢ 2.071 8 -5.058 | CGTGAGCATCGACTGGTTCGCT |GTG 42365 465
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TMHMM result
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Distribution of the top 100 Blast Hits on 100 subject sequences
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Database: Actinobacteriophage Proteins as of Apr 29, 2023
441,089 sequences; 85,345,712 total letters

Query= Rialto_65
(95 Tetters)

Distribution of 100 Blast Hits on the Query Sequence

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

Sequences producing significant alignments: (bits) Value

Rialto_Draft_65, function unknown, 94 192 2e-49
Priscilla_59, WhiB family transcription factor, 94 192 2e-49
NormanBulbier 59, WhiB family transcription factor, 94 192 2e-49
Koella_53, WhiB family transcription factor, 94 192 2e-49
Doug_61, WhiB family transcription factor, 94 192 2e-49
Cabrinians_60, WhiB, 94 192 2e-49
Burwell21 57, WhiB family transcription factor, 94 192 2e-49
Zizzle 63, WhiB family transcription factor, 94 191 4e-49
Shilan_58, WhiB, 94 191 4e-49
Jarcob_59, WhiB family transcription factor, 94 191 4e-49
Fancypants_61, WhiB family transcription factor, 94 191 4e-49
Karhdo_Draft_58, function unknown, 94 191 Se-49
Zerg 59, WhiB family transcription factor, 94 191 7e-49
Dante_60, WhiB, 94 19  9e-49
BobaPhett_63, WhiB family transcription factor, 94 19  9e-49
Alexphander_63, WhiB family transcription factor, 94 19  9e-49
UncleRicky_58, WhiB family transcription factor, 94 19  le-48
5G4_56, function unknown, 94 19 le-48
Phatniss_57, WhiB, 94 19 le-48
Lorde_59, WhiB family transcription factor, 94 19 le-48
L11j_55, function unknown, 94 19 le-48
Enby_60, WhiB family transcription factor, 94 19 le-48
Drago_57, WhiB, 94 19 le-48
Dirtlicgirt_58, WhiB family transcription factor, 94 19 le-48
CaptainTrips_56, WhiB, 94 19 le-48
Tootsieroll 66, WhiB family transcription factor, 94 189 le-48
Scottish 57, WhiB family transcription factor, 94 189 le-48
Rockne_68, WhiB family transcription factor, 94 189 le-48
Rita_60, WhiB family transcription factor, 94 189 le-48

og_60, function unknoun, 94 189  le-48
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WhiB [Mycobacterium phage Cabrinians]
Sequence I 'P_009189782.1 Length: 94 Number of Matches: 1
See 8 more title(s) v See all Identical Proteins(IPG)

Range 1: 1to 94 GenPept Graphics

Seore Expect Mathod Tdentites Positives Gaps
191 bits(486) 3e-61 Compositional matrix adjust. 34/94(100%) 54/94(100%) 0/94(0%)

Query 1 MTLLDLSFHLARAVEDKHANRDLARCAEVDPEVFFPEKGKSAKPAKRICSRCEVRVECLE 60
HTLLDLSFHLAAAVEDKHANRDLARCAEVDPEVF FPEKGKSAKPAKRICSRCEVRVECLE
Sbjct 1 MTLLDLSFHLAAAVEDKHAURDLARCAEVDPEVFFPEKGKSAKPAKRICSRCEVRVECLE 60

Query 61 FALANRENYGVFGGLSERERRPLLKAIDGEDQVA 94
FALANRENYGVFGGLSERERRPL LKATDGEDQUA
Sbjct 61 FALANRENYGVFGGLSERERRPLLKAIDGEDQUA 94

& Download v GenPept Graphics

WhiB [Mycobacterium phage ShiLan]

Sequence I 'P_009608133.1 Length: 94 Number of Matches: 1
See 5 more title(s) v See all Identical Proteins(IPG)

Range 1: 1to 94 GenPept Graphics

= Expect Method Tdmntes  positves Gaps
191 bits(484) 7e-51 Compositional matrix adjust. 93/94(99%) 94/94(100%) 0/34(0%)

Query 1 MTLLDLSFHLARAVEDKHANRDLARCAEVDPEVFFPEKGKSAKPAKRICSRCEVRVECLE 60
HTL#DLSFHLAAAVEDKHAIRDL ARCAEVDPEVF FPEKGKSAKPAKRICSRCEVRVECLE
Sbjct 1 MTLIDLSFHLAAAVEDKHAURDLARCAEVDPEVFFPEKGKSAKPAKRICSRCEVRVECLE 60

Query 61 FALANRENYGVFGGLSERERRPLLKAIDGEDQVA 94
FALANRENYGVFGGLSERERRPL LKATDGEDQUA
Sbjct 61 FALANRENVGVFGGLSERERRPLLKAIDGEDQUA 94
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>Priscilla 59, WhiB family transcription factor, 94
Length - 94

Score = 192 bits (488), Expect = 2e-49
Identities - 94/94 (100%), Positives - 94/94 (100%

Query: 1 MTLLDLSFMLAAAVEDKHAWRDLARCAEVDPEVFFPEKGKSAKPAKRICSRCEVRVECLE 60
MTLLDLSFMLAAAVEDKHANRDLARCAEVDPEVFFPEKGKSAKPAKRICSRCEVRVECLE
Sbjct: 1 MTLLDLSFMLAAAVEDKHAWRDLARCAEVDPEVFFPEKGKSAKPAKRICSRCEVRVECLE 60

Query

61 FALANRENYGVFGGLSERERRPLLKAIDGEDQVA 94
FALANRENYGVFGGLSERERRPLLKAIDGEDQUA
Sbjct: 61 FALANRENYGVFGGLSERERRPLLKAIDGEDQVA 94

sHlormanBulbielr_59, WhiB family transcription factor, 94
Length - 94

Score = 192 bits (488), Expect = 2e-49
Identities - 94/94 (100%), Positives - 94/94 (100%

Query

1 MTLLDLSFMLAAAVEDKHAWRDLARCAEVDPEVFFPEKGKSAKPAKRICSRCEVRVECLE 60
MTLLDLSFMLAAAVEDKHANRDLARCAEVDPEVFFPEKGKSAKPAKRICSRCEVRVECLE
Sbjct: 1 MTLLDLSFMLAAAVEDKHAWRDLARCAEVDPEVFFPEKGKSAKPAKRICSRCEVRVECLE 60

Query: 61 FALANRENYGVFGGLSERERRPLLKAIDGEDQUA 94
FALANRENYGVFGGLSERERRPLLKAIDGEDQUA
Sbjct: 61 FALANRENYGVFGGLSERERRPLLKAIDGEDQVA 94
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Starts : 11 ORF Start : 42787 EE ) Bty W) UCED g Scoring Matix I—K,mg,s
Selected:1  QORFStop :43110 SEnd[667 556 444 27

ORFlength:324  FEnd 663 432 758 285 Spacing Weight Matix [Karlin Medium

[ T 1T [ I [ I I

StajRaw SD _|Genomic [spacer |Final [Sequence of the Region [start[starz  [omF
¢ |score [z value [pistance|Score [upstream of the Start |[codon|position |Lengch
1 -2.5€7 2.683 12 -3.403 |CAGATGTTGAGGACCCGITCGC |GTG (42799 312

2 |-2.302 |2.811 |12 -3.138 |TCACAGAACTGGAGTCCGTTGC |ATG 42826 285

3 -s.el2 1117 13 -€.858 |GACCCTGCICGATCTGICGTIC |ATG 42850 261

4 -s.454 1.250 € -7.199 |GTCGTTCATGCTCGCCGCAGCG |GTG 42865 | 24€

s -3.808 2.084 11 -4.565 |TGACCTGGCACGGTGCGCCGAR |GTG (42510 201

€ -3.475 |2.245 10 -4.170 |GTGCGCCGAAGTGGACCCCGAR |GTG (42922 189

7 -3.€04 2.183 1€ -5.400 |GTGCGAGGTTCGGGTCGRATGC |TTG 43000 111

8 |-4.51€ |1.743 10 -5.210 |GGTCGAATGCTTGGAGTTCGCG |TTG 43012 |99

s -s.472 1281 10 -€.167 |GGCGAACCGCGAGAACTACGGG GTG 43036 |75

10 |-3.254 2.352 |15 -4.85€ |GAACTACGGGGTGTTCGGGGGG TIG |43048 63
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ead scaffolding protein [Mycol lum phage Bol
‘Sequence ID: YP_008408963.1 Length: 178 Number of Matches: 1

See 20 more title(s) v See all dentical Proteins(IPG)

Range 1: 1to 178 GerPe:

Saore Bpec_Watod Tdaniiies Fosiines o
352 bits(304) 2e-122 Compositional matrix adjust. 178/178(100%) 178/178(100%) 0/178(0%)

Query 1 HPEZAEITUEDGATTOPGNDEQUSSFKPITSQDEFDRTIQRTARERSKFSDVODLKSK 62
PEE AEITUEDGATT0PGNGDEQQS PP TTSUDEFDRTIQ0R TARERSKFSDVDDLKSK
SbjCt 1 MPEZAENTUEDGATTGPGNDEQQSSFKPITSDEFDRTIQURIARERSKFSDVODLKSK 62

Query 1 AEELDKIREGEKTELOKITEQLQSUSSRAEKAETDLLUTSVAAEKGVPAASLTGSTKEEL 12
AEE(DTREGEKTEL OKL TEQLQSVSSRAEKAERDL LU TSVAREKGUPAASLTGSTKEEL
Sbjct 1 AEELDKIREGEKTELGKLTEQLOSVSSRAEKAERDLLUTSVAAEKGUPAASLTGSTKEEL 122

Query 121 EASADOLTANRDOQLOQOAPKLKPPAKIILKSSTICTET ADLDPKAAMAEALARIRASS 175
[EASADGLTAURDOOL 0QQAPKLKPPAKIILKSGTTGTET ADLDPKAAAAEAL RRUFAGS
SbjCt 121 EASADQLTANRDGQLGQQAPKLKPPAKILKSSTICTET DLDPKAAMAEALRRIRAS 175

& Download v GenPept Graphics

head scaffolding protein [Mycobacterium phage Boomer]
Sequence 10: YP_002014222.1 Lengt: 178 Number of Matches: 1
See 4 more title(s) v See all Identical Proteins(IPG)

Range 1: 1to 178 GenPept Grapnies

Saore Bpec_Waod Tdamiies Positves =
352 bits(302) 6e-122 Compositional matrix adjust. 177/178(39%) 178/178(100%) 0/178(0%)

Query 1 HPEZAENTUEDGATTOPGNDEQUSSFKPITSQDEFDRTIQRTARERSKESDVODLKSK 60
PSR AEITUEDGATT0PGNGDEQQS SFKP T SQDEFDRTT0QR T ARERSKF SDVEDLKSK
SbjCt 1 MPEZAENTUEDGATTGPGNDEQQSSFKPITSDEFDRTIQRTARERSKFSDVODLKSK 62

Query 1 AEELDKIREGEKTELOKITEQLQSUSSRAEKAERDLLUTSVAAEKGUPAASLIGSTKEEL 122
AEELDKIREGEKTEL KL TEQLQSVSSRAEKAERDL LVTSVAAEKGPA*SLTGSTKEEL
Sbjct 1 AEELDKIREGEKTELGKLTEQLOSVSSRAEKASRDLLUTSVAAEKGUPASSLTGSTKEEL 122

Query 121 EASADOLTANRDOQLOQOAPKLKPPAKIILKSSTICTET ADLDPKAAMAEALARIRASS 175
[EASADGLTAURDOOL 0QQAPKLKPPAKIILKSGTTGTET ADLDPKAAAAEAL RRUFAGS
SbjCt 121 EASADQLTANRDGQLGQQAPKLKPPAKILKSSTICTET DLDPKAAMAEALRRIRAS 175

& Download v GenPept Graphics

head scaffolding protein [Mycobacterium phage Squirty]
Sequence 1D: YP_009124558.1 Length: 178 Number of Matches:
See 8 more title(s) v See all Identical Proteins(IPG)

Range 1: 1to 178 GenPept Grapnies

Sare Bpec_Waod Tdamiies Positves =
351 bits(301) 7a-122 Compositional matrix adjust. 177/178(39%) 178/178(100%) 0/178(0%)

Query 1 HPEZAENTUEDGATTOPGNDEQUSSFKPITSQDEFDRTIQRTARERSKESDVODLKSK 62
HPEEAEITUEDGATT0PGNGDEQQ+ SFKP T SQDEFDRTI0QR T ARERSKF SDVDLKSK
SbjCt 1 MPEZAENTUEDGATTGPGNDEQQISFKPITSDEFDRTIQRTARERSKFSDVODLKSK 62

Query 1 AEELDKIREGEKTELOKLTEQLQSUSSRAEKAETDLLUTSVAAEKGUPAASLIGSTKEEL 122
AEE(DTREGEKTEL OKL TEQL QSUSSRAEKAERDL LUTSVAAEKGUPAASLTGSTKEEL
Sbjct 1 AEELDKIREGEKTELGKLTEQLOSVSSRAEKAERDLLUTSVAAEKGUPAASLTGSTKEEL 122

Query 121 EASADOLTANRDGLOQOAPKLKPPAKIILKSSTTSTET ADLOPKAARAEALRRIRAS 175
v et 3> Aty sl L ey ity
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TMHMM result

# WEBSEQUENCE Length: 95

# WEBSEQUENCE Number of predicted TMHs: @
# WEBSEQUENCE Exp number of AAs in THHs: @

# WEBSEQUENCE Exp number, first 60 AAs: @

# WEBSEQUENCE Total prob of N-in: 0.02793
WEBSEQUENCE THHI2.0 outside 1 95

TMHMM posterior probabilities for WEBSEQUENCE

0.8

0.8

probability

0.4

0.2

10 20 30 40 50 60 7
transmembrane inside

oulside

80

90





image644.png
Distribution of the top 100 Blast Hits on 100 subject sequences

120
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Description
-

protein [Mycobacterium phage Kimberiium]
DNA binding protein [Mycobacterium phage SiSi]

DNA binding protein [Mycobacterium phage Boomer]
DNA binding protein [Mycobacterium phage Inventum]

helix-turn-helix DNA binding domain protein [Mycobacterium phage DaWorst]

helix-turn-helix DNA binding domain protein [Mycobacterium phage Comucopia]

DNA binding protein [Mycobacterium phage Wee]
DNA binding protein [Mycobacterium phage Ibhubesi]
DNA binding protein [Mycobacterium phage Spartacus]

helix-turn-helix DNA binding domain protein [Mycobacterium phage GigiOuiOui

DNA binding protein [Mycobacterium phage Coriel
DNA binding protein [Mycobacterium phage Gir]

DNA binding protein [Mycobacterium phage Cabrinians]

DNA binding protein [Mycobacterium phage Plumbus]

DNA binding protein [Mycobacterium phage MinionDave]

hypothetical protein 15+21_gp058 [Mycobacterium phage Byougenkin]
DNA binding protein [Mycobacterium phage Spikelee]

helix-turn-helix DNA-binding domain protein [Mycobacterium phage ByChance]

Scientific Name
-

Mycobacterium phage Kimberlium
Mycobacterium phage SiSi
Mycobacterium phage Boomer
Mycobacterium phage Inventum
Mycobacterium phage Scottish
Mycobacterium phage DaWorst
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PST-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3402.
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Score
Sequences producing significant alignments: (bits) Value

Rialto_Draft_66, function unknown, 121
QuickMath_62, helix-turn-helix DNA binding domain protein, 121
Kimberlium 63, helix-turn-helix DNA binding protein, 121

Zerg 60, helix-turn-helix DNA binding domain protein, 121
5iSi_58, HTH DNA binding domain protein, 121

Seabastian_65, helix-turn-helix DNA binding domain protein, 121
Rockne_61, helix-turn-helix DNA binding domain protein, 121
Polkald 58, helix-turn-helix DNA-binding domain protein, 121
PHC_57, function unknown, 121

OldBen_57, HTH DNA-binding protein, 121

Oksu_Draft_64, function unknown, 121

OfUltron_65, helix-turn-helix DNA binding domain protein, 121
0Ochi17_63, MerR-like helix-turn-helix DNA binding domain protein...
Mova_61, helix-turn-helix DNA binding domain protein, 121
Modragons_64, helix-turn-helix DNA binding domain protein, 121
Mahavrat_58, helix-turn-helix DNA binding domain protein, 121
MadMen_58, helix-turn-helix DNA binding domain protein, 121
Madiba_58, helix-turn-helix DNA binding protein, 121

Llama_65, HTH DNA binding domain protein, 121

Latretium_62, helix-turn-helix DNA binding domain protein, 121
Karhdo_Draft_59, function unknown, 121

Galactic_59, helix-turn-helix DNA binding domain protein, 121
Fancypants_62, helix-turn-helix DNA binding domain protein, 121
Estavel 63, HTH DNA binding protein, 121

Eish_64, WhiB family transcription factor, 121

Dante_61, function unknown, 121

Boomer_65, function unknown, 121

AlpineSix_Draft_68, function unknown, 121
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DNA binding protein [Mycobacterium phage SiSi]
Sequence ID: YP_008051184.1 Length: 121 Number of Matches: 1
See 18 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 121 GenPept Graphics

Score Expect Method Identities Positives Gaps
248 bits(633) 8e-83 Compositional matrix adjust. 120/121(99%) 120/121(99%) 0/121(0%)

Query 1  MSNGNRLTPEQVQTILLMTREGRSAKHIGEVVGCSARTVVRVRAAGDARLASPDQFVPLS 60
MSNGNRLTPEQVQTILLMTREG SAKHIGEVVGCSARTVVRVRAAGDARLASPDQFVPLS
Sbjct 1 MSNGNRLTPEQVQTILLMTREGCSAKHIGEVVGCSARTVVRVRAAGDARLASPDQFVPLS 60

Query 61  QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGWSKKQAAEFRALVKKFRWLEA 120
QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGWSKKQAAEFRALVKKFRWLEA
Sbjct 61  QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGWSKKQAAEFRALVKKFRWLEA 120

Query 121 S 121
B
Sbjct 121 S 121
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DNA binding protein [Mycobacterium phage Boomer]
Sequence ID: YP_002014281.1 Length: 121 Number of Matches: 1
See 5 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 121 GenPept Graphics

Score Expect Method Identities Positives Gaps
248 bits(632) 1e-82 Compositional matrix adjust. 120/121(99%) 120/121(99%) 0/121(0%)

Query 1  MSNGNRLTPEQVQTILLMTREGRSAKHIGEVVGCSARTVVRVRAAGDARLASPDQFVPLS 60
MSNGNRLTPEQVQTILLMTREG SAKHIGEVVGCSARTVVRVRAAGDARLASPDQFVPLS
Sbjct 1 MSNGNRLTPEQVQTILLMTREGWSAKHIGEVVGCSARTVVRVRAAGDARLASPDQFVPLS 6@

Query 61  QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGWSKKQAAEFRALVKKFRWLEA 120
QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGWSKKQAAEFRALVKKFRWLEA
Sbjct 61  QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGWSKKQAAEFRALVKKFRWLEA 120

Query 121 S 121
B
Sbjct 121 S 121
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>QuickMath_62, helix-turn-helix DNA binding domain protein, 121
Length - 121

Score = 243 bits (620), Expect = le-64
Tdentities - 121/121 (106%), Positives - 121/121 (108%

Query: 1 MSNGNRLTPEQVQTILLMTREGRSAKHIGEVVGCSARTVVRVRAAGDARLASPDQFVPLS
MSNGNRLTPEQUQTILLMTREGRSAKHIGEVVGCSARTVVRVRAAGDARLASPDQFVPLS
Sbjct: 1 MSNGNRLTPEQUQTILLMTREGRSAKHIGEVVGCSARTVVRVRAAGDARLASPDQFVPLS

Query: 61 QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGHSKKQAAEFRALVKKFRWLEA
QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGHSKKQAAEFRALVKKFRWLEA
Sbjct: 61 QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGHSKKQAAEFRALVKKFRNLEA

Query: 121 S 121
B
Sbjct: 121 S 121

>Kimberlium_63, helix-turn-helix DNA binding protein, 121
Length = 121

Score = 243 bits (620), Expect = le-64
Tdentities - 121/121 (106%), Positives - 121/121 (108%

Query: 1 MSNGNRLTPEQVQTILLMTREGRSAKHIGEVVGCSARTVVRVRAAGDARLASPDQFVPLS
MSNGNRLTPEQUQTILLMTREGRSAKHIGEVVGCSARTVVRVRAAGDARLASPDQFVPLS
Sbjct: 1 MSNGNRLTPEQUQTILLMTREGRSAKHIGEVVGCSARTVVRVRAAGDARLASPDQFVPLS

Query: 61 QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGHSKKQAAEFRALVKKFRWLEA
QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGHSKKQAAEFRALVKKFRWLEA
Sbjct: 61 QEQKDFAQYLLDDGAPYNEVARTLGVSRTTVEKYFPGYGHSKKQAAEFRALVKKFRNLEA

Query: 121 S 121
B

Sbict: 121 S 121

120

120

120

120
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Staits : 14 ORF Start : 43107 Cin Con2 Cand Lendh o somingMati Kbl
Selected: 1 ORFStop :43472 SEnd[455 455 209 33 ‘

ORF Length : 366 FEnd 604 468 667 333 Spacing Weight Matris |Karlin Medium
I II [ [ IT I IT

StajRaw SD _|Genomic [spacer |Final [Sequence of the Region [start[starz  [omF
¢ |Score [z value [pistance|Score [upstream of the Start |[codon|position |Lengch
L j-2.187 12 -3.023 |TCGATGGTGAGGATCAGGTGGC |ATG (43107  |3€€
2 -4.164 1512 17 -€.164 |GAACAGGCTCACCCCAGAGCAG |GTG 43140 333
3 -2.812  2.565  1e -4.608 | AGAGCAGGTGCAGACGATTICIG |TTG 43155 318
4 -4.€03 1701 11 -5.360 |GCAGGTGCAGACGATTCTGTIG |ATG 43158 315
s 765 1.e20 13 -5.815 | TTCCGCCAAGCATATTGGGGAR GTG 43157 276
€ |-3.01 |2.035 7 -5.424 |CGCCAAGCATATTGGGGAAGIG |GTG 43200 273
7 -7.021 0.533 10 -7.715 |GGTGGGTTGTTCGGCTCGGACG |GTG 43221 252
8 |-3.697 |2.138 12 -4.532 | TCGGGCAGCTGGIGATGCCCGT | TTG (43254 218
s -3.es0 2.142 10 -4.384 |TTTGGCGTCGCCGGATCAGTIT |GTG (43275 198
10 |-3.€%0 2.142 1€ -5.48€  GTCGCCGGATCAGTTTGTGCCG TTG 43281 192
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>Velveteen_6, scaffolding protein, 178
Length = 178

Score = 343 bits (881), Expect = 9e-95
Identities = 178/178 (100%), Positives = 178/178 (100%)

HPEEAENTVEDGATTQPGGDEQQSSFKPITSQDEFDRIIQQRIARERSKFSDYDDLKSK 60
HPEEAENTVEDGAT TQPGNGDEQQSSFKPITSQDEFDRIIQQRIARERSKFSDYDDLKSK.
HPEEAENTVEDGATTQPGGDEQQSSFKPITSQDEFDRTIQQRIARERSKFSDYDDLKSK 60

AEELDKIREGEKTELQKLTEQLOSVSSRAEKAERDL LVTSVAAEKGVPAASLTGSTKEEL 120
AEELDKIREGEKTELQKL TEQLOSVSSRAEKAERDL LVTSVAAEKGVPAASLTGSTKEEL
AEELDKIREGEKTELQKLTEQLOSVSSRAEKAERDL LVTSVAAEKGVPAASLTGSTKEEL 120

© 121 EASADQLIAWRDQQLQQQAPKLKPPAKNLKSGTTGTETADLOPKAAAAEALRRIIRAGG 178
EASADQLIAWRDQQLQQQAPKLKPPAKNLKSGTTGTETADLDPKAAAAEALRRIIRAGG
121 EASADQL TANRDQQLOQOAPKLKPPAKNLKSGT TGTETADL DPKAAAAEALRRIRAGE 178

>UncleRicky_6, scaffolding protein, 175
Length = 178

Score = 343 bits (881), Expect = 9e-95
Identities = 178/178 (100%), Positives = 178/178 (100%)

1 HPEEAENTVEDGATTQPGNGDEQQSSFKPITSQDEFDRIIQQRIARERSKFSDYDDLKSK 60
HPEEAENTVEDGAT TQPGNGDEQQSSFKPITSQDEFDRIIQQRIARERSKFSDYDDLKSK.
1 HPEEAENTVEDGATTQPGNGDEQQSSFKPITSODEFDRIIQQRIARERSKFSDYDDLKSK 60

: 61 AEELDKIREGEKTELQKLTEQLOSVSSRAEKAERDLLVTSVAAEKGVPAASLTGSTKEEL 120
AEELDKIREGEKTELQKL TEQLOSVSSRAEKAERDL LVTSVAAEKGVPAASLTGSTKEEL
: 61 AEELDKIREGEKTELQKLTEQLOSVSSRAEKAERDLLVTSVAAEKGVPAASLTGSTKEEL 126

121 EASADQLTANRDQQLOQOAPKLKPPAKNLKSGT TGTETADL DPKAARAEALRRIRAGG 178
EASADQLIAWRDQQLQQQAPKLKPPAKNLKSGTTGTETADLDPKAAAAEALRRIIRAGG
121 EASADQL TANRDQQLOQOAPKLKPPAKNLKSGT TGTETADL DPKAAAAEALRRIRAGE 178
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TMHMM result

# WEBSEQUENCE Length: 122
# WEBSEQUENCE Number of predicted TMHs: @

# WEBSEQUENCE Exp number of AAs in THHs: 0.00019

# WEBSEQUENCE Exp number, first 60 AAs: 0.00019

# WEBSEQUENCE Total prob of N-in: 0.18753
WEBSEQUENCE THHI2.0 outside 1122
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Distribution of the top 56 Blast Hits on 56 subject sequences
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Scientific Name.
-

Description
-

hypothetical protein SEA_KIMBERLIUM_64 [Mycobacterium phage Kimberiium| Mycobacterium phage Kimberiium 10 110 98% 2e30 10000% 52 YP_009198168.1
hypothetical protein BOOMER_66 [Mycobacterium phage Boomer] Mycobacterium phage Boomer 109 109 98% 7e30 98.08% 52 YP_002014282.1
hypothetical protein PBI_WEE_65 [Mycobacterium phage Wee] Mycobacterium phage Wee 107 107 96% 6e29 98.04% 51 YP_004123887.1
Mycobacterium phage Hiubikazi 107 107 98% 7e29 9423% 52 YP_009958192.1
hypothetical protein PBI_BUZZLYSEYEAR_67 [Mycobacterium phage BuzzLyseyear] Mycobacterium phage BuzzLyseyear 107 107 98% 7e29 96.15% 52 YP_009125060.1
hypothetical protein 1M040_gp59 [Mycobacterium phage SiSi] Mycobacterium phage SiSi 105 105 96% 1e28 98.04% 51 YP_008051185.1
hypothetical protein PBI_LLAMA_66 [Mycobacterium phage Liama] Mycobacterium phage Liama 105 105 98% 2e28 9423% 52 YP_009209615.1
hypothetical protein 15H15_gp059 [Mycobacterium phage Blexus] Mycobacterium phage Blexus 105 105 98% 3e28 9231% 52 YP_009954746.1
hypothetical protein PBI_MANDLOVU_57 [Mycobacterium phage Mandiovu] Mycobacterium phage Mandiovu 104 104 96% 6Ge28 94.12% 51 QNN99OS81

hypothetical protein PBI_SAAL_63 [Mycobacterium phage Saal] Mycobacterium phage Saal 104 104 96% 6Ge28 96.08% 51 YP_009007530.1
hypothetical protein I5H73_gp058 [Mycobacterium phage OldBen] Mycobacterium phage OldBen 104 104 96% 6Ge28 96.08% 51 YP_009960744.1
hypothetical protein 15H29_gp63 [Mycobacterium phage Doug] Mycobacterium phage Doug 104 104 98% 7e28 9231% 52 YP_009956202.1
hypothetical protein SEA_ZIZZLE_65 [Mycobacterium phage Zizzle] Mycobacterium phage Zizzle 104 104 96% 8e28 96.08% 51 QYC548491

hypothetical protein 15H96_gp58 [Mycobacterium phage Veteran] Mycobacterium phage Veteran 103 103 96% 9e28 96.08% 51 YP 0099631481
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of Apr 29, 2023
441,089 sequences; 85,345,712 total letters

Query= Rialto_67
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Score  E

Sequences producing significant alignments: (bits) Value

QuickMath_63, function unknown, 52 129 3e-30
Kimberliun 64, function unknown, 52 129 3e-30
GigiOuiOui_57, function unknown, 52 129 3e-30
Eish_65, helix-turn-helix DNA binding domain protein, 52 129 3e-30
WillSterrel 62, function unknown, 52 127 1e-29
Taj_65, function unknown, 52 127 1e-29
Spartacus_63, function unknown, 52 127 1e-29
Simranz1_61, function unknown, 52 127 1e-29
Rockne_62, function unknown, 52 127 1e-29
Rialto_Draft_67, function unknown, 51 127 1e-29
Plumbus_63, function unknown, 52 127 1e-29
MinionDave_60, function unknown, 52 127 1e-29
Hegedechwinu_61, function unknown, 52 127 1e-29
Dante_62, function unknown, 52 127 1e-29
CaptainTrips_58, function unknown, 52 127 1e-29
Boomer_66, function unknowun, 52 127 1e-29
Wee_65, function unknown, 51 125 5e-29
VRedHorse_61, function unknown, 51 125 5e-29
5G4_58, function unknown, 51 125 5e-29
PHC_58, function unknown, 51 125 5e-29
Mantra_57, function unknown, 51 125 5e-29
MadMen_59, function unknown, 51 125 5e-29
Leozinho_60, function unknown, 51 125 5e-29
Latretium_63, function unknown, 51 125 5e-29
IrishSherpFalk_62, function unknown, 51 125 5e-29
Gandalph_64, function unknown, 51 125 5e-29
Fancypants_63, function unknoun, 51 125 5e-29
Demsculpinboyz 72, function unknown, 51 125 5Se-29
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hypothetical protein BOOMER_66 [Mycobacterium phage Boomer]
Sequence ID: YP_002014282.1 Length: 52 Number of Matches: 1
See 12 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 52 GenPept Graphics

Score Expect Method Identities Positives Gaps
109 bits(272) 7e-30 Compositional matrix adjust. 51/52(98%) 51/52(98%) 0/52(0%)

Query 1 MMCVCGHNRSRHRYAWDKFRGRWDTGCDATNYHGPAGHERCHCSEYRDKDEN 52
MMCVCGHNRSRHRY WDKFRGRWDTGCDATNYHGPAGHERCHCSEYRDKDEN
Sbjct 1 MMCVCGHNRSRHRYQWDKFRGRWDTGCDATNYHGPAGHERCHCSEYRDKDEN 52

& Download v GenPept Graphics

hypothetical protein PBI_WEE_65 [Mycobacterium phage Wee]
Sequence ID: YP_004123887.1 Length: 51 Number of Matches: 1

See 12 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 51 GenPept Graphics

Score Expect Method Tdenti Positives Gaps
107 bits(266) 6e-29 Compositional matrix adjust. 50/51(98%) 50/51(98%) 0/51(0%)

Query 2 MCVCGHNRSRHRYAWDKFRGRWDTGCDATNYHGPAGHERCHCSEYRDKDEN 52
MCVCGHNRSRHRY WDKFRGRWDTGCDATNYHGPAGHERCHCSEYRDKDEN
Sbjct 1 MCVCGHNRSRHRYQWDKFRGRWDTGCDATNYHGPAGHERCHCSEYRDKDEN 51
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>QuickMath_63, function unknown, 52
Length - 52

Score = 129 bits (323), Expect = 3e-30
Tdentities - 52/52 (10@%), Positives = 52/52 (100%

Query: 1 MMCVCGHNRSRHRYAWDKFRGRWDTGCDATNYHGPAGHERCHCSEYRDKDEN 52
MCVCGHNRSRHRYANDKFRGRWDTGCDATNYHGPAGHERCHCSEYRDKDEN
Sbjct: 1 MMCVOGHNRSRHRYAWDKFRGRWDTGCDATNYHGPAGHERCHCSEYRDKDEN 52

>Kimberlium_64, function unknown, 52
Length = 52

Score = 129 bits (323), Expect = 3e-30
Tdentities - 52/52 (10@%), Positives = 52/52 (100%

Query: 1 MMCVCGHNRSRHRYAWDKFRGRWDTGCDATNYHGPAGHERCHCSEYRDKDEN 52
MCVCGHNRSRHRYANDKFRGRWDTGCDATNYHGPAGHERCHCSEYRDKDEN
Sbjct: 1 MMCVOGHNRSRHRYAWDKFRGRWDTGCDATNYHGPAGHERCHCSEYRDKDEN 52

>GigiOuiOui_57, function unknown, 52
Length = 52

Score = 129 bits (323), Expect = 3e-30
Tdentities - 52/52 (10@%), Positives = 52/52 (100%

Query: 1 MMCVCGHNRSRHRYAWDKFRGRWDTGCDATNYHGPAGHERCHCSEYRDKDEN 52
MCVCGHNRSRHRYANDKFRGRWDTGCDATNYHGPAGHERCHCSEYRDKDEN
Sbjct: 1 MMCVOGHNRSRHRYAWDKFRGRWDTGCDATNYHGPAGHERCHCSEYRDKDEN 52
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Starts: 3 ORF Start : 43427 Canl Cdn2 Cdr3 Lengh  gpgopipgpas  [Go® |

Selected: 1 ORFStop :43627 5End[1000 00 1000 3 -
ORFlength:201  3End|577 538 731 156 SpacingWeight Matix [Katin Medim

[

StajRaw 5D [Genomic |Spacer |Final |Sequence of che Region |Scarc|scarc  |omr

2 Score Z Value |Distance|Score [Upstream of the Start Codon |Position |Length

T _i-4sic [1.7a3 s 5.250 | AGTTCCGCTGGTTGGAGGCITC [GIG 43465 |155

2 -as1e (1743 12 -5.351 | TCCGCTGGTTGGAGGCTTCGIG |ATG 43472 |15€

3 |-4.017 |1.837 |18 -€.420 |GGTTGGAGGCTICGTGATGIGC |GIG 43478 |150
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TMHMM result

# WEBSEQUENCE Length: 53

# WEBSEQUENCE Number of predicted TMHs: @

# WEBSEQUENCE Exp number of AAs in THHs: @

# WEBSEQUENCE Exp number, first 60 AAs: @

# WEBSEQUENCE Total prob of N-in: 0.62199
WEBSEQUENCE THHI2.0 inside 153

TMHMM posterior probabilities for WEBSEQUENCE
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Starts: 7 ORF Start : 4391 Cdn1 Cdn2 Cdn3 Length o Scoring Makiie W

Selected: 1 ORFStop :4345  SEnd 608 365 716 222 =
ORFLength: 555 TEnd 695 495 581 315 Spacing Weight Matiix [Karin Medium

I [T T I ]

StajRaw SD |Genomic |Spacer |Final Sequence of the Region [Start|Start lORF

k3 Score Z Value |Distance|Score Upstream of the Start [Codon|Position |Length

1 -3.€04 2.183 12 -4.440 ATAACGCGGAGGTTATATCACC ATG 44039 537

2 -4.4€3 1.7€8 10 -5.158 CCGCGAGGGCGAGAAGACCGAG TTIG 4€31 315

3 -5.872 1.088 11 -€.€25  ARAGGCAGAACGCGACCTICIC GTG 4700 24€

4 -5.577 1.230 10 -€.272 ACGCGACCTTCTCGTGACGTICA GTG 4709 237

s -4_€€¢ 1.€70 7 -€.189 GTCAGTGGCGGCCGAGARAGGC  GIG 4727 2195

€ -4.751 1.€29 14 -€.098 | GATCGCATGGCGTGATCAGCAA TTG 4811 13s

7 -5.184 1.420 1s -€.78€ |AGCAGCTGAAGCTCTGCGICGG ATG 4928 18
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Distribution of the top 49 Blast Hits on 49 subject sequences
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CECEC NN ECE< < E<E <N <<

Description
-

hypothetical protein I5H27_gp059 [Mycobacterium phage DillTech15)
hypothetical protein PBI_MOVA_63 [Mycobacterium phage Mova

hypothetical protein SEA_MADMEN_60 [Mycobacterium phage MadMen
hypothetical protein I5H52_gp064 [Mycobacterium phage Kersh]

hypothetical protein SEA_ALEXPHANDER_66 [Mycobacterium phage Alexphander]
hypothetical protein AVV73_gp059 [Mycobacterium phage CaptainTrips]
hypothetical protein SEA_RITA_63 [Mycobacterium phage Rita]

hypothetical protein SEA_CORNUCOPIA_64 [Mycobacterium phage Comucopial
hypothetical protein N856_gp056 [Mycobacterium phage Daenerys]

hypothetical protein 15H98_gp059 [Mycobacterium phage Whouxphf]

hypothetical protein PBI_CHES_67 [Mycobacterium phage Che8]

hypothetical protein FGG57_gp063 [Mycobacterium phage RockyHorror]
hypothetical protein 15H48_gp058 [Mycobacterium phage Hiubikazi]

hypothetical protein 15H79_gp062 [Mycobacterium phage Poenanya]

Scientific Name
-

Mycobacterium phage DillTech15
Mycobacterium phage Mova
Mycobacterium phage WIVsmal
Mycobacterium phage OldBen
Mycobacterium phage Paccd0
Mycobacterium phage MadMen
Mycobacterium phage Kersh
Mycobacterium phage Alexphander
Mycobacterium phage Rita
Mycobacterium phage Comucopia
Mycobacterium phage Daenerys
Mycobacterium phage Whouxphf
Mycobacterium phage Che§
Mycobacterium phage RockyHorror
Mycobacterium phage Hiubikazi

Mycobacterium phage Poenanya
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YP_009955977.1
QNN98897.1
YP_008059925.1
YP_009960745.1
YP_002241640.1
UAW08538.1
YP_009958606.1
AVO24513.1
YP_009202339.1
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QBP31542.1
YP_008410625.1
YP_009963344.1
NP_817405.1
YP_009636127.1
YP_009958193.1
YP_009961360.1
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of Apr 29, 2023
441,089 sequences; 85,345,712 total letters
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(77 Tetters)
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Score  E

Sequences producing significant alignments: (bits) Value

Veteran_59, function unknown, 76 186 le-35
Starcevich_Draft_67, function unknown, 76 186 le-35
Soul22_68, function unknown, 76 186 le-35
Rialto_Draft_68, function unknown, 76 186 le-35
Plumbus_64, function unknown, 76 186 le-35
Mantra_58, function unknown, 76 186 le-35
Leozinho_61, function unknown, 76 186 le-35
KristaRAN_65, function unknown, 76 186 le-35
GigiOuiOui_58, function unknoun, 76 186 le-35
Eish_66, function unknown, 76 186 le-35
DillTech15_59, function unknoun, 76 186 le-35
Dallorst_63, function unknown, 76 186 le-35
Aubs_62, function unknown, 76 186 le-35
Mova_63, function unknown, 76 185 3e-35
Madiba_66, function unknown, 76 185 3e-35
Scottish_60, function unknown, 76 144 5e-35
OldBen_59, function unknown, 76 144 5e-35
SuagPigglett 67, function unknown, 77 144 7e-35
Shilan_61, function unknown, 77 144 7e-35
Priscilla_62, function unknown, 77 144 7e-35
Pippy_60, function unknown, 77 144 7e-35
Pacc46_56, function unknown, 77 144 7e-35
NormanBulbier_62, function unknown, 77 144 7e-35
Martik_Draft_63, function unknown, 77 144 7e-35
Maravista Draft_67, function unknown, 77 144 7e-35
LastJedi_56, function unknown, 77 144 7e-35
Koella_56, function unknown, 77 144 7e-35
Clifton 57, function unknown, 77 144 7e-35
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hypothetical protein I5H27_gp059 [Mycobacterium phage DillTech15]
Sequence ID: YP_009955977.1 Length: 76 Number of Matches: 1
See 11 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 76 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
146 bits(368) 7e-44 Compositional matrix adjust. _76/76(100%) 76/76(100%) 0/76(0%)

Query 1  MVVDTRVITARDDAKAAAAALDDTRCALHELLSEGAPLQFLDREALELNLEVVSKALSRV 60
MVVDTRVITARDDAKAAAAAL DDTRCALHEL LSEGAPLQFLDREALELNLEVVSKALSRV
Sbjct 1 MVVDTRVITARDDAKAAAAALDDTRCALHELLSEGAPLQFLDREALELNLEVVSKALSRV 60

Query 61 DAVIGSLDRLADRWTA 76
DAVIGSLDRLADRWTA
Sbjct 61 DAVIGSLDRLADRWTA 76

3 Downloadv ~ GenPept Graphics

hypothetical protein PBI_MOVA_63 [Mycobacterium phage Mova]
Sequence ID: QNN98897.1 Length: 76 Number of Matches: 1
See 1 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 76 GenPe;

Score Expect Method Identities Positives Gaps
144 bits(364) 4e-43 Compositional matrix adjust. _ 75/76(99%) 76/76(100%) _0/76(0%)

Query 1  MVVDTRVITARDDAKAAAAALDDTRCALHELLSEGAPLQFLDREALELNLEVVSKALSRV 60
MVVDTRVITARDDAKAAAAAL DDTRCALHEL LSEGAPLQFLDREALELNL+VVSKALSRV
Sbjct 1 MVVDTRVITARDDAKAAAAALDDTRCALHELLSEGAPLQFLDREALELNLDVVSKALSRV 60

Query 61 DAVIGSLDRLADRWTA 76
DAVIGSLDRLADRWTA
Sbjct 61 DAVIGSLDRLADRWTA 76
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>Veteran_59, function unknown, 76
Length = 76

Score = 146 bits (369), Expect = le-35
Identities - 76/76 (16@%), Positives = 76/76 (100%)

Query: 1 MVVDTRVITARDDAKAAAAALDDTRCALHELLSEGAPLQFLDREALELNLEVVSKALSRV 60
MVVDTRVITARDDAKAAAAALDDTRCALHEL LSEGAPLQF LDREALELNLEVVSKALSRV
Sbjct: 1 HVVDTRVITARDDAKAAAAALDDTRCALHELLSEGAPLQFLDREALELNLEVSKALSRV 60

Query: 61 DAVIGSLDRLADRHTA 76
DAVIGSLDRLADRWTA
Sbjct: 61 DAVIGSLDRLADRWTA 76
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>Soul22_68, function unknoun, 76
Length = 7

Score = 146 bits (369), Expect = le-35
Identities - 76/76 (100%), Positives = 76/76 (100%

Query: 1 MVVDTRVITARDDAKAAAAALDDTRCALHELLSEGAPLQFLDREALELNLEVVSKALSRV 60
MVVDTRVITARDDAKAAAAALDDTRCALHEL LSEGAPLQF LDREALELNLEVVSKALSRV
Sbjct: 1 HVVDTRVITARDDAKAAAAALDDTRCALHELLSEGAPLQFLDREALELNLEVSKALSRV 60

61 DAVIGSLDRLADRWTA 76
DAVIGSLDRLADRWTA
Sbjct: 61 DAVIGSLDRLADRWTA 76

Query
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Starts: 11 ORF Start : 43585 Cdn1 Cdn2 Cdn3 Lengh o) Scoing Matix I—K,mg,g
Selected:1  ORFStop :43857 SEnd(667 333 33 18 -

ORF Length: 273 FEnd 634 465 704 213 Spacing Weight Matrx |Karlin Medium

I [ 1T [ 1T I

StajRaw SD _|Genomic [spacer |Final [Sequence of the Region [start[starz  [omF
B Scozre |Upstream of the Starc [Codon[Position [Length
1 -3.593 |ATCGAGACAAGGACGAARACIG |ATG |43€27 231
2 -5.962 |ACTGATGGTTGTTGATACACGG |GTG |43€45 213
3 -4.131 1.325 3 -5.352 | TCTTGATGACACGCGGIGCGCT | TTG 43708 150
4 -4.131 1.5 17 -€.131 |CACGCGGTGCGCTTTGCATGAG |TTG 43717 141
5 -4.295 1.847 7 -5.822 |GCGGTGCGCTTTGCATGAGTIG | TTG 43720 138
€ |-2.422 10 -3.117 |GTTGTTGTCTGAGGGGGCGCCG |TTG (43738 120
7 -s.e1: 12 -€.454 |CCTGGACCGCGAAGCGCTGGAG TTG 43768 90
8 |-2.791 1€ -4.587 |AGCGCTGGAGTTGAACCTGGAR GTG 43780 |78
5 -2.3%4 7 -4.517 |GCTGGAGTIGAACCTGGAAGIG GIG 43783 |75
10 |-4.247 13 -5.253 | GGTTGATGCGGTTATTGGTTICG TTG 43825 |33
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TMHMM result

# WEBSEQUENCE Length: 77

# WEBSEQUENCE Number of predicted TMHs: @

# WEBSEQUENCE Exp number of AAs in THHs: @

# WEBSEQUENCE Exp number, first 60 AAs: @

# WEBSEQUENCE Total prob of N-ir 0.57397
WEBSEQUENCE  THHIM2.0 inside 1077
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TMHMM result
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Distribution of the top 100 Blast Hits on 100 subject sequences
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< E< BN N<N<N<E<N<N<E<N<N<]

Description
-

single strand annealing protein [Mycobacterium phage Eish]

single strand annealing protein [Mycobacterium phage Kimberlium]
single strand annealing protein [Mycobacterium phage Avani]

single strand annealing protein [Mycobacterium phage RockyHorror]

hypothetical 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 Filuzino]

single strand annealing protein [Mycobacterium phage DLane]

hypothetical protein SEA_AKHILA_55 [Mycobacterium phage Akhila]

single strand annealing protein [Mycobacterium phage Ibhubesi

single strand annealing protein [Mycobacterium phage Mutaforma13]

single strand annealing protein [Mycobacterium phage ArcusAngelus]

single strand annealing protein [Mycobacterium phage Sparkdehiily]

Scientific Name
-

Mycobacterium phage Eish
Mycobacterium phage Kimberiium
Mycobacterium phage Avani
Mycobacterium phage Cornucopia
Mycobacterium phage Spikelee
Mycobacterium phage PopTart
Mycobacterium phage Filuzino
Mycobacterium phage DLane
Mycobacterium phage Akhila
Mycobacterium phage Ibhubesi
Mycobacterium phage Mutaformat3
Mycobacterium phage ArcusAngelus

Mycobacterium phage Sparkdehiily
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YP_009956409.1
YP_009198173.1
YP_009013167.1
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of Apr 29, 2023
441,089 sequences; 85,345,712 total letters

Query= Rialto_69
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Mouse-over to show defline and scores. Click to show alignments
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Score  E

Sequences producing significant alignments: (bits) Value

Rialto_Draft_69, function unknown, 194 403 e-112
Eish_67, function unknown, 194 201 e-112
Dallorst_64, function unknown, 194 201 e-112
QuickMath_68, function unknown, 192 392 e-109
Leozinho_63, function unknown, 192 392 e-109
Kimberlium 69, function unknown, 192 392 e-109
Starcevich_Draft_69, function unknown, 192 3%  e-109
Avani_72, Function unknown, 192 3% e-109
Zerg 64, function unknown, 192 3%  e-108
Veteran_61, function unknown, 192 3%  e-108
Soul22 76, function unknown, 192 3%  e-108
Sabbb_68, function unknown, 192 3%  e-108
Ruby_60, function unknown, 192 3%  e-108
RockyHorror_65, function unknown, 192 3%  e-108
Mova_68, function unknown, 192 3%  e-108
MisterCuddles 62, function unknown, 192 3%  e-108
Mahavrat_61, function unknown, 192 3%  e-108
Madiba_65, ssDNA binding protein, 192 3%  e-108
LunaBlu_Draft_68, function unknown, 192 3%  e-108
Harley 66, function unknown, 192 3%  e-108
Girr_62, function unknown, 192 3%  e-108
GigiOuiOui_60, function unknown, 192 3%  e-108
Galactic_63, function unknown, 192 3%  e-108
Doug_66, function unknown, 192 3%  e-108
Cornucopia_66, function unknown, 192 3%  e-108
Spikelee 71, function unknown, 192 389 e-108
SassyB_58, function unknown, 192 389 e-108
PopTart_58, function unknown, 192 389 e-108

Beakin 65. ssDNA binding protein. 192 30 e-108
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gle strand annealing protein [Mycobacterium phage Kimberlium]
Sequence ID: YP_009198173.1 Length: 192 Number of Match
See 4 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 5 to 192 GenPept Graphics

Score Expect Method Tdentities Pasitives Gaps
380 bits(975) 2e-132 Compositional matrix adjust. 188/188(100%) 188/188(100%) 0/188(0%)

Query 7 DVDRLAKLREPFPANQIGKLPKGGITLDFVGHGYLTARFLOVDPLWTWEPFAVGDNGLPL 66
DVDRLAKLREPFPANQTGKLPKGGIT LDFVGHGYLTARF LDVDPLHTHEPFAVGDNGLPL
Sbjct 5 DVDRLAKLREPFPANQIGKLPKGGITLDFVGHGYLTARFLDVDPLWTWEPFAVGDNGLPL 64

Query 67  LDEQGGLWIRLTICGVTRIGYGDAGGKKGPNAVKEATGDALRNAGHRFGAALDLWCKGDP 126
LDEQGGLWIRLTICGVTRIGYGDAGGKKGPNAVKEATGDAL RNAGHRFGAALDLICKGDP
Sbjct 65  LDEQGGLWIRLTICGVTRIGYGDAGGKKGPNAVKEATGDALRNAGMRFGAALDLWCKGDP 124

Query 127 DAPAPPDPAVAERNALLHELGDACAALTLDEKTVAAQFYGKYKVTARNAKPAQLREFIDD 186
'DAPAPPDPAVAERNAL LHELGDACAAL TLDEK TVAAQFYGKYKVTARNAKPAQLREFIDD
Sbjct 125 DAPAPPDPAVAERNALLHELGDACAALTLDEKTVAAQFYGKYKVTARNAKPAQLREFTOD 184

Query 187 LMENGAPA 194
LMENGAPA
Sbjct 185 LMENGAPA 192

& Downloadv  GenPept Graphics

gle strand annealing protein [Mycobacterium phage Avani]
Sequence ID: YP_009013167.1 Length: 192 Number of Matches: 1
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 5 to 192 GenPept Graphics

Score Expect  Method Tdentities Positives Gaps
379 bits(972) 4e-132 Compositional matrix adjust. 187/188(99%) 188/188(100%) 0/188(0%)

Query 7 DVDRLAKLREPFPANQIGKLPKGGITLDFVGHGYLTARFLOVDPLWTWEPFAVGDNGLPL 66
DVDRLAKLREPFPANQTGKLPKGGIT LDFVGHGYLTARF LDVDPLWTHEPFAVGHNGLPL
Sbjct 5 DVDRLAKLREPFPANQIGKLPKGGITLDFVGHGYLTARFLDVDPLWTWEPFAVGENGLPL 64

Query 67  LDEQGGLWIRLTICGVTRIGYGDAGGKKGPNAVKEATGDALRNAGHRFGAALDLWCKGDP 126
LDEQGGLWIRLTICGVTRIGYGDAGGKKGPNAVKEATGDAL RNAGHRFGAALDLICKGDP
Sbjct 65  LDEQGGLWIRLTICGVTRIGYGDAGGKKGPNAVKEATGDALRNAGMRFGAALDLWCKGDP 124

Query 127 DAPAPPDPAVAERNALLHELGDACAALTLDEKTVAAQFYGKYKVTARNAKPAQLREFIDD 186
'DAPAPPDPAVAERNAL LHELGDACAAL TLDEK TVAAQFYGKYKVTARNAKPAQLREFIDD
Sbjct 125 DAPAPPDPAVAERNALLHELGDACAALTLDEKTVAAQFYGKYKVTARNAKPAQLREFTOD 184

Query 187 LMENGAPA 194
LMENGAPA
Sbjct 185 LMENGAPA 192
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>Eish_67, function unknown, 194
Length - 194

Score = 401 bits (1031), Expect = e-112
Tdentities - 193/194 (99%), Positives - 193/194 (99%)

Query: 1  MSGEAQDVDRLAKLREPFPANQIGKLPKGGITLDFVGHGYLTARFLDVDPLWTHEPFAVG 60
MSGEAQDVDRLAKLREPFPANQIGKLPKGGITLDFVGHGYL TARF LDVDPLWTHEPFAVG
Sbjct: 1 MSGEAQDVDRLAKLREPFPANQIGKLPKGGITLDFVGHGYLTARFLDVDPLUTWEPFAVG 60

Query: 61 DNGLPLLDEQGGLWIRLTICGVTRIGYGDAGGKKGPNAVKEATGDALRNAGMRFGAALDL 120
DNGLPLLDEQGGLWIRLTICGVTRIGYGDAGGKKGPNAVKEATGDAL RNAGMRF GAALDL
Sbjct: 61 DNGLPLLDEQGGLWIRLTICGVTRIGYGDAGGKKGPNAVKEATGDALRNAGHRFGAALDL 120

Query: 121 WCKGDPDAPAPPDPAVAERNALLHELGDACAAL TLDEKTVAAQFYGKYKVTARNAKPAQL 180
WCKGDPDAPAPPDPAVAERNAL LHELGDACAAL TLDEKTVAAQFYGKYKVTARNAKP QL
Sbjct: 121 WCKGDPDAPAPPDPAVAERNALLHELGDACAALTLDEKTVAAQFYGKYKVTARNAKPQQL 180

Query: 181 REFIDDLMENGAPA 194
REFIDDLMENGAPA
Sbjct: 181 REFIDDLMENGAPA 194

>Dallorst_64, function unknown, 194
Length - 194

Score = 401 bits (1031), Expect = e-112
Tdentities - 193/194 (99%), Positives - 193/194 (99%)

Query: 1  MSGEAQDVDRLAKLREPFPANQIGKLPKGGITLDFVGHGYLTARFLDVDPLWTHEPFAVG 60
MSGEAQDVDRLAKLREPFPANQIGKLPKGGITLDFVGHGYL TARF LDVDPLWTHEPFAVG
Sbjct: 1 MSGEAQDVDRLAKLREPFPANQIGKLPKGGITLDFVGHGYLTARFLDVDPLUTWEPFAVG 60

Query: 61 DNGLPLLDEQGGLWIRLTICGVTRIGYGDAGGKKGPNAVKEATGDALRNAGMRFGAALDL 120
DNGLPLLDEQGGLWIRLTICGVTRIGYGDAGGKKGPNAVKEATGDAL RNAGMRF GAALDL
Sbjct: 61 DNGLPLLDEQGGLWIRLTICGVTRIGYGDAGGKKGPNAVKEATGDALRNAGHRFGAALDL 120

Query: 121 WCKGDPDAPAPPDPAVAERNALLHELGDACAAL TLDEKTVAAQFYGKYKVTARNAKPAQL 180
WCKGDPDAPAPPDPAVAERNAL LHELGDACAAL TLDEKTVAAQFYGKYKVTARNAKP QL
Sbjct: 121 WCKGDPDAPAPPDPAVAERNALLHELGDACAALTLDEKTVAAQFYGKYKVTARNAKPQQL 180

Query: 181 REFIDDLMENGAPA 194
REFIDDLMENGAPA
Sbjct: 181 REFIDDLMENGAPA 194
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TMHMM result

# WEBSEQUENCE Length: 195

# WEBSEQUENCE Number of predicted TMHs: @
# WEBSEQUENCE Exp number of AAs in THHs: 0.01107
# WEBSEQUENCE Exp number, first 60 AAs: 0.00238
# WEBSEQUENCE Total prob of N-in: 0.13761
WEBSEQUENCE THHI2.0 outside 1195
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Distribution of the top 100 Blast Hits on 100 subject sequences
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BLASTP 2.2.26 [Sep-21-2011]

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

Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3462.

Database: Actinobacteriophage Proteins as of Jan 27, 2023
431,238 sequences; 83,469,659 total letters

Query= Rialto_7
(302 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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HNH endonuclease [Mycobacterium phage BodEinwohner17]

HNH endonuclease [Mycobacterium phage Whatsapiecost]

HNH endonuclease [Mycobacterium phage DeadP]

HNH endonuclease [Mycobacterium phage Quico]

HNH endonuclease [Mycobacterium phage StAnnes]

HNH endonuclease [Mycobacterium phage Whouxphf]
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of Apr 29, 2023
441,089 sequences; 85,345,712 total letters

Query= Rialto_70
(121 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:

Saal_67, HNH endonuclease, 120
OlympiaSaint_67, HNH endonuclease, 120
OldBen_63, HIH endonuclease, 126

Nimbo_59, HNH endonuclease, 120

Mattes_69, HNH endonuclease, 126

James_69, HNH endonuclease, 120

GUmbie_63, HNH endonuclease domain protein, 120
Gorge_69, HNH endonuclease, 120

Geralt_60, function unknown, 126

Eradicator_58, HNH endonuclease, 120
Empress_64, HIH endonuclease, 126

Che8_70, function unknown, 126

Buzzlyseyear_71, HNH endonuclease, 120
BodEinwohner17_66, HNH endonuclease, 120
Whatsapiecost 65, HNH endonuclease, 120
TChen_67, function unknown, 120

Donkeykong_68, HNH endonuclease, 120

DLane_60, function unknown, 120

Lizziana_71, HH endonuclease, 120
Spartacus_67, HNH endonuclease, 120
Seagreen 64, HNH endonuclease domain protein, 126
DeadP_72, HNH domain protein, 126
Strokeseat_61, HNH endonuclease, 120
Shaunal_63, HIH endonuclease domain protein, 120
SassyB_59, function unknown, 120

Quico_73, HNH endonuclease domain protein, 120
PopTart_59, function unknown, 126
Phanphagia_61, HNH endonuclease, 120
Phalconet_63, HNH endonuclease, 120
Ovechkin_65, function unknown, 120
Melissauren88 63. HNH endonuclease. 120
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HNH endonuclease [Mycobacterium phage BodEinwohner17]
Sequence ID: YP_009954962.1 Length: 120 Number of Matches: 1
See 8 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 120 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
241 bits(616) 3e-80 Compositional matrix adjust. 114/120(95%) 117/120(97%) 0/120(0%)

Query 1  MSRRFTGFPPEVKELIWSRAHGRCERCGEYASDATAHHRRPRGLGGSRRODTNLASNGLW 68
MSRR+TGFPPEVKELTH+RA GRCERC EYASDATAHHRRPRGLGGSRRDDTNLASNGLM
Sbjct 1 MSRRYTGFPPEVKELIWTRAQGRCERCNEYASDATAHHRRPRGLGGSRRODTNLASNGLW 68

Query 61  ACGACHRWAESYRTQAFADGHLVRQSQSPITVPVLYRGNNVLLDDDGLVYRIPNPVEAAQ 120
ACG+CHRAESYRTQAFADGHLVRQSQSPITVPVLYRGNKVLLDDDG VYRIPNPVEAAQ
Sbjct 61  ACGSCHRWAESYRTQAFADGWLVRQSQSPITVPVLYRGNHVLLDDDGFVYRIPNPVEAAQ 120

3 Download v~ GenPept Graphics

HNH endonuclease [Mycobacterium phage Whatsapiecost]
Sequence ID: USH45159.1 Length: 120 Number of Matches: 1

Range 1: 1 to 120 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
241 bits(614) 7e-80 Compositional matrix adjust. 115/120(96%) 117/120(97%) 0/120(0%)

Query 1 MSRRFTGFPPEVKELIWSRAHGRCERCGEYASDATAHHRRPRGLGGSRRODTNLASNGLW 68
MSRR TGFPPEVKELTW+RA GRCERC EYASDATAHHRRPRGLGGSRRDDTNLASNGLM
Sbjct 1 MSRRNTGFPPEVKELIWTRAQGRCERCNEYASDATAHHRRPRGLGGSRRODTNLASNGLW 68

Query 61  ACGACHRWAESYRTQAFADGHLVRQSQSPITVPVLYRGNNVLLDDDGLVYRIPNPVEAAQ 120
ACG+CHRHAESYRTQAFADGHLVRQSQSPITVPVLYRGNKVL LDDDGLVYRIPNPVEAAQ
Sbjct 61  ACGSCHRWAESYRTQAFADGWLVRQSQSPITVPVLYRGNHVLLDDDGLVYRIPNPVEAAQ 120




image688.png
>Saal_67, HNH endonuclease, 120
Length - 120

Score = 250 bits (639), Expect = 7e-67
Tdentities - 114/120 (95%), Positives - 116/120 (96%)

MSRRFTGFPPEVKEL TWSRAHGRCERCGEYASDATAHHRRPRGLGGSRRODTNLASNGLI
MSRRFTGFPPEVKELIW RAHGRCERCGEYASDATAHHRRPRGLGGSRRODTN+ASNGLI
MSRRFTGFPPEVKEL TWERAHGRCERCGEYASDATAHHRRPRGLGGSRRODTNVASNGLI

ACGACHRWAESYRTQAFADGWLVRQSQSPTTVPVLYRGHHVLLDDDGLVYRIPNPVEAAQ
ACGACHRWAESYR QAFADGWLVRQSQSPITVPVLYRGNHVLLDDDG YRIPNPVEAA+
ACGACHRWAESYRAQAFADGWLVRQSQSPTTVPVLYRGHHVLLDDDGNTYRIPNPVEAAK

>0lympiaSaint_67, HNH endonuclease, 120
Length - 120

Score = 250 bits (639), Expect = 7e-67
Identities - 114/120 (95%), Positives

116/120 (96%)

MSRRFTGFPPEVKEL TWSRAHGRCERCGEYASDATAHHRRPRGLGGSRRODTNLASNGLI
MSRRFTGFPPEVKELIW RAHGRCERCGEYASDATAHHRRPRGLGGSRRODTN+ASNGLI
MSRRFTGFPPEVKEL TWERAHGRCERCGEYASDATAHHRRPRGLGGSRRODTNVASNGLI

ACGACHRWAESYRTQAFADGWLVRQSQSPTTVPVLYRGHHVLLDDDGLVYRIPNPVEAAQ
ACGACHRWAESYR QAFADGWLVRQSQSPITVPVLYRGNHVLLDDDG YRIPNPVEAA+
Sbjct: 61 ACGACHRWAESYRAQAFADGHLVRQSQSPITVPVLYRGNWVLLDDDGNTYRIPNPVEAAK
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TMHMM result

# WEBSEQUENCE Length: 121
# WEBSEQUENCE Number of predicted THHs: @

# WEBSEQUENCE Exp number of AAs in THHs: 0.00103

# WEBSEQUENCE Exp number, first 60 AAs: 9e-05

# WEBSEQUENCE Total prob of N-in: 0.07953
WEBSEQUENCE THHI2.0 outside 1121

TMHMM posterior probabilities for WEBSEQUENCE
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'DNA methytranserase [Mycobacterium phage Xula]
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'DNA methylase [Mycobacterium phage Simranz1]

'DNA methylase [Mycobacterium phage StAnnes]

'DNA methytransferase [Mycobacterium phage Mantra]
site-specific DNA-methytransferase [Nocardia farcinical
site-specific DNA-methytransferase [Nocardia farcinical
TRA

site-specific DNA-methytransferase [Mycobacteroides abscessus]
site-specific DNA-methytransferase [unclassified Mycobacterium]
site-specific DNA-methytransferase [Mycobacterium botniense!

DNA methylase [Gordonia phage Vasanti]

site-specific DNA-methytransferase [Mycobacteroides abscessus]
site-specific DNA-methytransferase [Mycobacteroides franiini]
site-specific DNA-methyltransferase [Nocardia cyriacigeorgica]

site-specific DNA-methytransferase [Mycobacteroides abscessus]

specific DNA-methyliransferase [Gemmatimonadota bacterium]
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Mycobacterium phage Rialto
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Score  E

Sequences producing significant alignments: (bits) Value

Velveteen_7, major capsid protein, 302 589 e-168
UncleRicky_7, major capsid protein, 302 589 e-168
Tootsieroll 7, major capsid protein, 302 589 e-168
Stap_Draft_6, function unknown, 302 589 e-168
Simranz1_7, major capsid protein, 302 589 e-168
Seagreen_7, major capsid protein, 302 589 e-168
Sarma624_7, major capsid protein, 302 589 e-168
RockyHorror_7, major capsid protein, 362 589 e-168
Rialto_Draft_7, function unknown, 302 589 e-168
Ramsey_7, capsid protein, 302 589 e-168
Quico_7, capsid protein, 302 589 e-168
Pollywog_7, major capsid protein, 302 589 e-168
Plumbus_7, major capsid protein, 302 589 e-168
Piper2020_7, major capsid protein, 302 589 e-168
OwlsT2W_7, major capsid protein, 302 589 e-168
Oksu_Draft_7, function unknown, 362 589 e-168
Mova_7, major capsid protein, 302 589 e-168
Lorde_7, major capsid protein, 302 589 e-168
Leozinho_7, major capsid protein, 302 589 e-168
Kingsley_7, major capsid protein, 302 589 e-168
Kimberlium_7, major capsid protein, 32 589 e-168
Juiced56_7, major capsid protein, 302 589 e-168
Jobd2_7, major capsid protein, 362 589 e-168
JalFarm20_7, major capsid protein, 362 589 e-168
Hegedechwinu_7, major capsid protein, 302 589 e-168
Girafales_7, major capsid protein, 302 589 e-168
Frankie_7, major capsid protein, 362 589 e-168
Flathead_7, major capsid protein, 302 589 e-168
Enby_7, major capsid protein, 302 589 e-168
Drago_7, mejor capsid protein, 302 589 e-168
DirtNcgirt_7, major capsid protein, 302 589 e-168
Coco12_7, major capsid protein, 302 589 e-168
Cerasum_7, major capsid protein, 302 589 e-168
Buzzlyseyear_7, major capsid protein, 302 589 e-168
Boomer_7, function unknown, 302 589 e-168
Bobi_7, major capsid protein, 302 589 e-168
BigPhil 7, major capsid protein, 302 589 e-168
Beakin_7, major capsid protein, 302 589  e-168
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Score  E

Sequences producing significant alignments: (bits) Value
Rialto_Draft_70, function unknown, 367 64 e.0
Phalconet_64, DNA methylase, 338 588 e-168
SassyB_60, DNA methylase, 382 583 e-166
PopTart_60, DNA methylase, 302 583 e-166
Xula_54, methyltransferase, 363 162 e-130
QueenHazel 55, methyltransferase, 303 162 e-130
DlLane 61, DNA methylase, 318 156  e-128
Simranz1_67, DNA methylase, 323 150 e-126
StAnnes_64, DNA methylase, 318 289 e-126
Juniper Draft_68, function unknown, 317 34 e122
HC_S5, putative DNA methylase, 372 228 e-120
Mantra_63, function unknown, 314 225 e-119
Filuzino_64, DNA methylase, 328 122 e-118
Vasanti_62, DNA methylase, 333 204 e-112
Petra_69, DNA methylase, 352 20 e-112
Walrus_66, DNA methylase, 354 399 e-111
Boilgate 61, methyltransferase, 312 397 e-110
Utz_60, DNA methylase, 352 395 e-110
Frokostdame_67, DNA methylase, 353 386 e-107
UnaThurman_67, function unknoun, 341 381 e-106
PinkCoffee_61, methyltransferase, 317 375 e-104
Kimmyk_60, methyltransferase, 318 375 e-104
Fugax_62, methyltransferase, 318 375 e-104
ClanChouder_Draft_62, function unknown, 318 375 e-104
Barb_61, methyltransferase, 318 375 e-104
RogerDodger_62, methyltransferase, 318 372 e-103
PullunCavea 58, DNA methyltransferase, 318 372 e-103
Danyall 60, DNA methylase, 318 372 e-103
Polkaroo_Draft_59, function unknown, 358 363 e-100
Randold_63, DNA methylase, 443 345  7e-95
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DNA methyltransferase [Mycobacterium phage PopTart]
Sequence ID: YP_009214420.1 Length: 302 Number of Matches: 1
See 2 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 300 GenPept Graphics

Score Expect Method Tdentities Pasitives Gaps
580 bits(1494) 0.0 Compositional matrix adjust. 283/306(92%) 292/306(95%) 6/306(1%)

Query 1 MTPYYQDDQVKLFLGDALQVARGLPDGSADCIVTSPPYYGLRDYGAEGQYGLEESPAAYV 60
MTPYYQDDQVKL FLGDALQVARGLPDGSADCIVTSPPYYGLRDYGAEGQYGLEESPAAYV.
Sbjct 1 MTPYYQDDQVKLFLGDALQVARGLPDGSADCIVTSPPYYGLRDYGAEGQYGLEESPAAYY 68

Query 61  ETHRTLFAELRRVLADDGTLWLNIGDSYATGGADVPPKNLIGIPKRVAFALQDDGHILRN 126
ETHR LFAELRRVLADDGTLHLN+GDSY + KNL+GIPH VAFAL+DDGHILRN
Sbjct 61  ETHRALFAELRRVLADDGTLHLNLGDSYQSD------KNLLGIPNCVAFALRDDGHILRN 114

Query 121 DITWYKPNGMPESVTDRLASKHEYVFMESKQQRYNFDLDAIREPHSTATVARLASGPVST 186
DITH+KPNGHPESVTDRLASKHEYVFMFSKQQRYWFDLDATREPHST TVARLASGPVST
Sbjct 115 DITWHKPHGHPESVTDRLASKHEYVFMFSKQQRYWFDLDATREPHSTVTVARLASGPVST 174

Query 181 ARRTPGEKREAHVYGKASGTNLTATGKGHNSGHTAGKNPGDVLTLPTQPFPGAHFAVYPV 248
ARRTPGEKREAHVYGKASGTNL TATGKGHNSGHTAGKNPGDV TLPTQPF GAHFAV+P
Sbjct 175 ARRTPGEKREAHVYGKASGTNLTATGKGHNSGHTAGKNPGDVHTLPTQPFAGAHFAVFPP 234

Query 241 ALPQRCILAGCKPGGTVLDPFSGSGTTGLAAQKTGRRYIGIDLNSDYLDLSLRTRLADSA 308
ALPQRCTLAGCKPGGTVLDPF+GSGTTGLAAQ+TGRRYIGID+HSDYLDLSLRTRLADSA
Sbjct 235  ALPQRCILAGCKPGGTVLDPFNGSGTTGLAAQRTGRRYIGIDINSDYLDLSLRTRLADSA 204

Query 301 LNFEEP 306
LNFEEP
sbjct 205 LNFEEP 360
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>Phalconet_64, DNA methylase, 338
Length - 338

Score = 588 bits (1517), Expect - e-168
Tdentities - 292/337 (86%), Positives - 299/337 (88%), Gaps - 36/337 (8%)

Query: 1 MTPYYQDDQUKLFLGDALQUARGLPDGSADCIVTSPPYYGLRDYGAEGQYGLEESPAAYV 60
MT YYQDDQVKLFLGDALQVARGLPDG+ADCIVTSPPYYGLRDYGAEGQYGLEESPAAYY.
Sbjct: 1 MTTYYQDDQUKLFLGDALQVARGLPDGAADCIVTSPPYYGLRDYGAEGQYGLEESPAAYV 60

- 91

Query: 61 ETMRTLFAELRRVLADDGTLWLNIGDSYATG---
ETMR LFAELRRVLADDGTLWLNIGDSYA+G
Sbjct: 61 ETMRALFAELRRVLADDGTLWLNIGDSYASGPVGTQNGQCGKRATDGKRTRAEKALSCHR 120

92 -GADVPPKNLIGIPWRVAFALQDDGWILRNDIIWYKPNGHPESVTDRLASKHEYVFNFSK 150
+DVPPKNL+GIPHRVAFALQDDGHILRNDIIH K NGMPESVTDRLASKHEYVFMFSK
121 PASDVPPKNLLGIPWRVAFALQDDGWILRNDITHQKHNGHPESVTDRLASKHEYVFNFSK 180

151 QQRYWFDLDAIREPHSTATVARLASGPVSIARRTPGEKREAHVYGKASGTNLTATGKGHN 210
QQRYWFDLDAIREPHSTATVARLASGPVSTARRTPGEKREAHVYGKASGTNLTATGKGHN
181 QQRYWFDLDAIREPHSTATVARLASGPVSIARRTPGEKREAHVYGKASGTNLTATGKGHN 240

211 SGHTAGKNPGDVLTLPTQPFPGAHFAVYPVALPQRCILAGCKPGGTVLDPFSGSGTTGLA 270
SGHTAGKNPGDV TLPTQPF GAHFAV+P ALPQRCILAGCKPGGTVLDPF+GSGTTGLA
241 SGHTAGKNPGDVWTLPTQPFAGAHFAVFPPALPQRCILAGCKPGGTVLDPFNGSGTTGLA 300

271 AQKTGRRYIGIDLNSDYLDLSLRTRLADSALNFEEPA 307
AQ+TGRRYIGIDLNSDYLDLSLRTRLADSALNFEEPA
361 AQRTGRRYIGIDLNSDYLDLSLRTRLADSALNFEEPA 337

>SassyB_60, DNA methylase, 302
Length - 302

Score = 583 bits (1563), Expect - e-166
Identities - 283/366 (92%), Positives - 292/386 (95%), Gaps - 6/306 (1%)

Query: 1 MTPYYQDDQUKLFLGDALQUARGLPDGSADCIVTSPPYYGLRDYGAEGQYGLEESPAAYV 60
MTPYYQDDQVKLFLGDALQVARGLPDGSADCIVTSPPYYGLRDYGAEGQYGLEESPAAYY.
Sbjct: 1 MTPYYQDDQUKLFLGDALQVARGLPDGSADCIVTSPPYYGLRDYGAEGQYGLEESPAAYV 60

Query: 61 ETMRTLFAELRRVLADDGTLWLNIGDSYATGGADVPPKNLIGIPHRVAFALQDDGHILRN 120
ETMR LFAELRRVLADDGTLWLN+GDSY + KNL+GIPH VAFAL+DDGWILRN
61 ETMRALFAELRRVLADDGTLWLNLGDSYQSD- KNLLGIPWCVAFALRDDGWILRN 114
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TMHMM result
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Distribution of the top 91 Blast Hits on 91 subject sequences
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Description

hypothetical protein QUICO 74 [Mycobacterium phage Quico]

hypothetical protein PBI OVECHKIN 66 [Mycobacterium phage Ovechiin]
hypothetical protein N850 gp079 [Mycobacterium phage Jabbawokide]
hypothetical protein HWEG0_gp068 [Mycobacterium phage TChen
hypothetical protein 15H17_gpO67 [Mycobacterium phage BodEinwohner17]
hypothetical protein CMOS_gpO73 [Mycobacterium phage DeadP]
hypothetical protein 15104_gp080 [Mycobacterium phage Zapner]

hypothetical protein I5H37_gp065 [Mycobacterium phage Filuzino]

9963 [Mycobacterium phage Fruitioop]
hypothetical protein 15H48 gp062 [Mycobacterium phage Hiubikazil
hypothetical protein PBI WEE 72 [Mycobacterium phage Wee]
hypothetical protein I5HS6_gpO70 [Mycobacterium phage KiistaRAM]
hypothetical protein 15H28 gpO63 [Mycobacterium phage Donkeykong]
hypothetical protein SEA OGOPOGO 75

cobacterium phage Ogonogo]
hypothetical protein KNUT3 gps5 [Mycobacterium phage Xula]
hypothetical protein SEA PHALCONET 65 [Mycobacterium phage Phalcone]

hypothetical protein N856_gpo66

cobacterium phage Daenerys]
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hypothetical protein BOOMER_7 [Mycobacterium phage Boomer]
‘major capsid protein [Mycobacterium phage Madiba]

‘major capsid protein [Mycobacterium phage Spikelee]

‘major capsid protein [Mycobacterium phage DaWorst]

‘major capsid subunit gpd [Mycobacterium phage TM4]
phage major capsid protein [Mycobacteroides abscessus]

‘maior capsid protein [Mycobacterium phage Larva]

Mycobacterium phage Boomer
Mycobacterium phage Madiba
Mycobacterium phage Misha28
Mycobacterium phage Spikelee
Mycobacterium phage DaWorst
Mycobacterium phage Comucopia
Mycobacterium phage Mozy
Mycobacterium phage Squirty.
Mycobacterium phage WiVsmall
Mycobacterium phage Boilgate
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Score  E

Sequences producing significant alignments: (bits) Value

Rialto_Draft_71, function unknown, 78 162 2e-40
Whatsapiecost_66, function unknown, 68 125 3e-29
Shaunal_64, function unknown, 61 125 3e-29
Seagreen_65, function unknown, 61 125 3e-29
Scottish 65, function unknown, 61 125 3e-29
Quico_74, function unknown, 61 125 3e-29
Phanphagia_62, function unknown, 61 125 3e-29
Ovechkin_66, function unknown, 6@ 125 3e-29
OldBen_64, function unknown, 61 125 3e-29
Nimbo_60, function unknown, 61 125 3e-29
Ms6_Draft_63, function unknown, 61 125 3e-29
MilanaBonita 56, function unknown, 60 125 3e-29
KingMidas_66, function unknown, 61 125 3e-29
Girafales_74, function unknown, 61 125 3e-29
Geralt_61, function unknown, 60 125 3e-29
Empress_65, function unknown, 61 125 3e-29
DotProduct_61, function unknown, 61 125 3e-29
TChen_68, Function unknown, 61 124 1e-28
Quickiath_70, function unknown, 61 124 1e-28
Melissauren88_64, function unknown, 61 124 1e-28
Kimberliun 71, function unknown, 61 124 1e-28
Jabbauokkie 81, function unknown, 61 124 1e-28
Firehouse51_69, function unknown, 61 124 1e-28
BodEinwohner17_67, function unknown, 60 124 1e-28
Soul22_75, function unknown, 56 118 5e-27
SassvB 61. function unknown. 56 118  5e-27
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hypothetical protein QUICO_74 [Mycobacterium phage Quico]
Sequence ID: YP_009194598.1 Length: 61 Number of Matches: 1
See 10 more title(s) v See all Identical Proteins(IPG)

Range 1: 2 to 61 GenPept Graphics

Score Expect Method Tdentities _ Positives Gaps.
123 bits(309) 7e-35 Compositional matrix adjust. _59/60(98%) 60/60(100%) 0/60(0%)

Query 19 LAGPHITVVCAECSRTKGCPITAEFPTTEQAQAFIRRHHAFADHRAHIPEEAASDRLSW 78
+AGPMITVVCAECSRTKGCPITAEFPTTEQAQAFIRRHHAFADHRAHIPEEAASDRLSVV.
Sbjct 2 MAGPHITVVCAECSRTKGCPITAEFPTTEQAQAFIRRHHAFADHRAHIPEEAASDRLSW 61

& Downloadv  GenPept Graphics
hypothetical protein PBI_OVECHKIN_66 [Mycobacterium phage Ovechkin]
Sequence ID: YP_009211230.1 Length: 60 Number of Matches: 1

See 5 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 60 GenPept Graphics

Score Expect Method Tdentities _ Positives Gaps.
123 bits(308) 8e-35 Compositional matrix adjust. 59/60(98%) 60/60(100%) 0/60(0%)

Query 19 LAGPHITVVCAECSRTKGCPITAEFPTTEQAQAFIRRHHAFADHRAHIPEEAASDRLSW 78
+AGPMITVVCAECSRTKGCPITAEFPTTEQAQAFIRRHHAFADHRAHIPEEAASDRLSVV.
Sbjct 1 MAGPHITVVCAECSRTKGCPITAEFPTTEQAQAFIRRHHAFADHRAHIPEEAASDRLSW 60




image707.png
>Whatsapiecost 66, function unknoun, 60
Length - 60

Score = 125 bits (314), Expect = 3e-29
Tdentities - 59/60 (98%), Positives - 66/60 (100%)

Query: 19 LAGPMITVVCAECSRTKGCPITAEFPTTEQAQAFIRRHHAFADHRAHIPEEAASDRLSW 78
+AGPMITVVCAECSRTKGCPTTAEFPTTEQAQAF IRRHHAF ADHRAHIPEEAASDRLSVV.
Sbjct: 1 MAGPMITVVCAECSRTKGCPITAEFPTTEQAQAFIRRHHAFADHRAHIPEEAASDRLSVV 60

>Shaunal_64, function unknown, 61
Length = 61

Score = 125 bits (314), Expect = 3e-29
Tdentities - 59/60 (98%), Positives - 66/60 (100%)

Query: 19 LAGPMITVVCAECSRTKGCPITAEFPTTEQAQAFIRRHHAFADHRAHIPEEAASDRLSW 78
+AGPMITVVCAECSRTKGCPTTAEFPTTEQAQAF IRRHHAF ADHRAHIPEEAASDRLSVV.
Sbjct: 2 MAGPMITVVCAECSRTKGCPITAEFPTTEQAQAFIRRHHAFADHRAHIPEEAASDRLSW 61

>Seagreen_65, function unknown, 61
Length = 61

Score = 125 bits (314), Expect = 3e-29
Tdentities - 59/60 (98%), Positives - 66/60 (100%)

Query: 19 LAGPMITVVCAECSRTKGCPITAEFPTTEQAQAFIRRHHAFADHRAHIPEEAASDRLSW 78
+AGPMITVVCAECSRTKGCPTTAEFPTTEQAQAF IRRHHAF ADHRAHIPEEAASDRLSVV.
Sbjct: 2 MAGPMITVVCAECSRTKGCPITAEFPTTEQAQAFIRRHHAFADHRAHIPEEAASDRLSW 61
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Staits: 3 ORF Start : 45687 Cdn1 Cdn2 Cdn3 Lengh o) Gemrmisi ,—Kmlelﬁ

Selected:1  QORFStop :45953 S'End(636 409 636 66 :
ORFlength:267  ZEnd[632 526 719 171  SpacingWeight Matix [Karin Medum

I I

StafRaw SD [Genomic [Spacer [Final |Sequence of the Region |Start|Start  |oRF

2 Score Z Value |Distance|Score [Upstream of the Start Codon |Position |Length

1 2.0 |2.523 |12 ~2.50€ | TGAACTTCGAGGAGCCCGCCIG |ATG 45717 |237

2 -4.€23 |1.€51 10 -5.318 |ACACCATCCACTGGCAGGTCCC ATG 45783 171

3 |-e.304 [p.873 12 -7.140 |CGCCAGTGACCGACTGICTGIT |GIG 48948 |6
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TMHMM result

# WEBSEQUENCE Length: 79

# WEBSEQUENCE Number of predicted THHs:
# WEBSEQUENCE Exp number of AAs in THHs
# WEBSEQUENCE Exp number, first 6@ AAs:

# WEBSEQUENCE Total prob of N-in:
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probability
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Distribution of the top 78 Blast Hits on 78 subject sequences
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NN E<E<N<E<N<E<N<N<N<N<]

Description

hypothetical protein PBI WEE 73 [Mycobacterium phage Wee]
hypothetical protein SEA AKHILA 58

cobacterium phage Akhilz]
hypothetical protein FDI16_gp065 [Mycobacterium phage Shaunat
‘964 [Mycobacterium phage Fruitioop]

hypothetical protein SEA KINGSLEY 68 [Mycobacterium phage Kingsley]
hypothetical protein 15H48 gp063 [Mycobacterium phage Hiubikazil
hypothetical protein VC69_gp065 [Mycobacterium phage Inventum]
9058 My cobacterium phage Ardmore]

hypothetical protein HAMULUS 66 [Mycobacterium phage Hamulus|
‘hypothetical protein 15H42 gpO72 [Mycobacterium phage Gandalph]
hypothetical protein FLORINDA 78 [Mycobacterium phage Florindal
hypothetical protein KNUT3 gp56 [Mycobacterium phage Xul]

hypothetical protein SEA OGOPOGO_76 [Mycobacterium phage 000nogg]

hypothetical protein SEA PHALCONET 67 [Mycobacterium phage Phalconet]

‘Scientific Name

Mycobacterium phage Wee
Mycobacterium phage Akhila
'Mycobacterium phage Seagreen
Mycobacterium phage Shaunai
Mycobacterium phage Fruitioon
Mycobacterium phage Kingsley,
"Mycobacterium phage Hiubikazi
Mycobacterium phage Inventum
Mycobacterium phage Ardmore
Mycobacterium phage Hamulus
Mycobacterium phage Gandalph
'Mycobacterium phage Whatsapiecost
Mycobacterium phage Florinda
Mycobacterium phage Xula
Mycobacterium phage Ogopoge

Mycobacterium phage Phalconet

Max | Total | Query
Score Score | Cover
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Accession

YP 004123895 1
QUEZ244.1
YP_009100749.1
YP_009608247.1
YP_002241749.1
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YP 0091253451
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YP 0090575841
UsHas160.1
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YP 0101041961
Avss0715.1
UXE02955 1
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of Apr 29, 2023
441,089 sequences; 85,345,712 total letters

Query= Rialto_72
(52 Tetters)

Distribution of 100 Blast Hits on the Query Sequence

Mouse-over to show defline and scores. Click to show alignments
Color Key for Alignnent Scores

<d0

50
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Sequences producing significant alignments:

Wee_73, function unknown, 51
Taj_73, function unknown, 51
StAnnes_67, function unknown, 51
Scottish_66, function unknown, 51
RitaG_68, function unknown, 51
Rialto_Draft_72, function unknown, 51
Quico_75, function unknown, 51
PHappiness_68, function unknown, 51
Ovechkin_67, function unknown, 51
Nimbo_61, function unknown, 51
Ms6_Draft_64, function unknown, 51
Melissauren88_65, function unknown, 51
KingMidas_67, function unknown, 51
JoeyJr_68, function unknown, 51
Hegedechwinu_69, function unknown, 51
Geralt_62, function unknown, 51
Filuzino_66, function unknown, 51
Empress_66, function unknown, 51
DotProduct_62, function unknown, 51
DlLane_63, function unknown, 51
Daenerys_67, function unknown, 51
DaddyRickover_Draft_69, function unknown, 51
Akhila 58, function unknown, 51
Shaunal_65, function unknown, 51
Seagreen_66, function unknown, 51

SiSi 67, function unknown, 51

Score

E

(bits) Value

=

=

le-26
le-26
le-26
le-26
le-26
le-26
le-26
le-26
le-26
le-26
le-26
le-26
le-26
le-26
le-26
le-26
le-26
le-26
le-26
le-26
le-26
le-26
3e-26
6e-26
le-25
1e-25




image714.png
-

Aligned |,  Target

Hit 7 Name N E-value  Score  SS  cols " Length
PF14753.9 ; FAM221 ; Protein FAM221A/B 49.14 28 2525 15 27 195
2K5C_A uncharacterized protein PFO385; pf0385,  42.15 31 2344 08 10 9%
Structural Genomics, PSI-2, Protein
Structure Initiative, Northeast Structural
G
PF16293.8 ; 2f-C2H2_9; C2H2 type zinc-finger (1 36.42 8 2014 09 12 60

copy)

-




image715.png
hypothetical protein SEA_AKHILA_58 [Mycobacterium phage Akhila]
Sequence ID: QUE26244.1 Length: 51 Number of Matches: 1

Range 1: 1 to 51 GenPept Graphics

Score Expect Method Tdentities _ Positives Gaps.
107 bits(268) 3e-20 Compositional matrix adjust. _50/51(98%) 51/51(100%) 0/51(0%)

Query 1 MTDCLLCDHPRSSHAPQCRVRHGVNRDDHNTYTICLCPGFEGAEEENDHLA 51
MTDCLLCDHPRSSHAP+CRVRMGVNRDDHNTYTICLCPGFEGAEEENDHLA
Sbjct 1 HTDCLLCDHPRSSHAPRCRVRMGVNRDDMNTYTICLCPGFEGAEEENDHLA 51

& Downloadv  GenPept Graphics

hypothetical protein SEAGREEN_66 [Mycobacterium phage Seagreen]
Sequence ID: YP_009199749.1 Length: 51 Number of Matches:
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 51 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
107 bits(267) 4e-29 Compositional matrix adjust. _50/51(98%) S0/51(98%) 0/51(0%)

Query 1 MTDCLLCDHPRSSHAPQCRVRHGVNRDDHNTYTICLCPGFEGAEEENDHLA 51
MTDCLLCDHPRSSHA QCRVRMGVNRDDHNTYTICLCPGFEGAEEENDHLA
Sbjct 1 HTDCLLCDHPRSSHASQCRVRMGVNRDDMNTYTICLCPGFEGAEEENDHLA 51

& Downloadv  GenPept Graphics

hypothetical protein FDI16_gp065 [Mycobacterium phage Shauna1]

Sequence ID: YP_009608247.1 Length: 51 Number of Matches:
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 51 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
106 bits(265) 8e-29 Compositional matrix adjust. 50/51(98%) S0/51(98%) 0/51(0%)

Query 1 MTDCLLCDHPRSSHAPQCRVRHGVNRDDHNTYTICLCPGFEGAEEENDHLA 51
MTDCLLCDHPRSSHAP CRVRMGVNRDDHNTYTICLCPGFEGAEEENDHLA
Sbjct 1 HTDCLLCDHPRSSHAPPCRVRMGVNRDDMNTYTICLCPGFEGAEEENDHLA 51
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>Wee_73, function unknown, 51
Length = 51

Score = 117 bits (292), Expect = le-26
Tdentities - 51/51 (1@%), Positives = 51/51 (100%

Query: 1 MTDCLLCDHPRSSHAPQCRVRMGVNRDDMNTYTICLCPGFEGAEEENDHLA 51
MTDCLLCDHPRSSHAPQCRVRHGVNRDDHNTYTICLCPGFEGAEEENDHLA.
Sbjct: 1 MTDCLLCDHPRSSHAPQCRVRMGVNRDDMNTYTICLCPGFEGAEEENDHLA 51

>Taj_73, function unknown, 51
Length = 51

Score = 117 bits (292), Expect = le-26
Tdentities - 51/51 (1@%), Positives = 51/51 (100%

Query: 1 MTDCLLCDHPRSSHAPQCRVRMGVNRDDMNTYTICLCPGFEGAEEENDHLA 51
MTDCLLCDHPRSSHAPQCRVRHGVNRDDHNTYTICLCPGFEGAEEENDHLA.
Sbjct: 1 MTDCLLCDHPRSSHAPQCRVRMGVNRDDMNTYTICLCPGFEGAEEENDHLA 51

>StAnnes_67, function unknown, 51
Length = 51

Score = 117 bits (292), Expect = le-26
Tdentities - 51/51 (1@%), Positives = 51/51 (100%

Query: 1 MTDCLLCDHPRSSHAPQCRVRMGVNRDDMNTYTICLCPGFEGAEEENDHLA 51
MTDCLLCDHPRSSHAPQCRVRHGVNRDDHNTYTICLCPGFEGAEEENDHLA.
Sbjct: 1 MTDCLLCDHPRSSHAPQCRVRMGVNRDDMNTYTICLCPGFEGAEEENDHLA 51
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Starts : 6 ORF Start : 45793 Lo Eedd Wert) UCED g Scoring Matix ,—Kmlelﬁ

Selected: 1 ORFStop : 46086 5'End|543 761 652 138 -
OFF Length : 234 FEnd 577 462 692 156 Spacing Weight Matrix |Karlin Medium ]

I [ I [

StafRaw SD [Genomic [Spacer [Final |Sequence of the Region |Start|Start  |oRF

2 Score |2 Value |Distance|Score [Upstream of the Start Codon |Position |Length

1 J-s.e21 [2.00 |16 -5.€17 |CTGGCAGGTCCCATGATCACCG |TTG (45753 |254

2 -3.574 (2.004 11 -4.731 |CACATCCCAGAAGAGGCCGCCR GTG 45531 15€

3 |-s.3es (1.333  |1s -6.567 |GCCGCCAGTGACCGACTGICTG |TTG 45546 |14l

s -asss 1725 e -5.775 | TGCCCCCCAGTGCCGGEICCGC |ATG (45994 |93

s |-s.ezs |2.167 8 -4.860 | CATGGGTGTCAACCGGGACGAC |ATG |46015 |72

€ -4.435 [1.780 8 -5.€€1 |CATGRACACCTACACGATCTGT TTG  4€03€ 51
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TMHMM result

# WEBSEQUENCE Length: 52
# WEBSEQUENCE Number of predicted THHs: @

# WEBSEQUENCE Exp number of AAs in THHs: 0.00015

# WEBSEQUENCE Exp number, first 60 AAs: 0.00015

# WEBSEQUENCE Total prob of N-in: 0.22475
WEBSEQUENCE THHI2.0 outside 1 52

TMHMM posterior probabilities for WEBSEQUENCE
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Distribution of the top 44 Blast Hits on 44 subject sequences
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NN E<E<N<E<N<E<N<N<N<N<]

Description

hypothetical protein 15H19 gp066 [Mycobacterium phage Burwell21
hypothetical protein I5H59 gp64 [Mycobacterium phage Mahavraf]
hypothetical protein 15H21 gpO68 [Mycobacterium phage Byougenkinl
‘hypothetical protein I5H60_gpO6S5 [Mycobacterium phage Mantra]
hypothetical protein I5H71 gp064 [Mycobacterium phage Nivrat]
hypothetical protein 15100_gp067 [Mycobacterium phage Zerg]
hypothetical protein 15H41 gpOG6 [Mycobacterium phage Galactic]
hypothetical protein PBI MOVA 71 [Mycobacterium phage Mova]
hypothetical protein SEA DAWORST 68 [Mycobacterium phage DaWors]
hypothetical protein XFACTOR 65

/cobacterium phage XFactor]
hypothetical protein 15H98 gpO65 [Mycobacterium phage Whouxphil
hypothetical protein HWDO0G gp065 [Mycobacterium phage Come]
hypothetical protein SEA PIPPY 67 [Mycobacterium phage Pippy]
hypothetical protein PBI TWEETY 67 [Mycobacterium phage Tueety]

hypothetical protein 15H33 gp070 [Mycobacterium phage Emma]

‘Scientific Name

Mycobacterium phage Burwell21
Mycobacterium phage Mahavrat
Mycobacterium phage DotProduct
Mycobacterium phage Byougenkin
Mycobacterium phage Manira
Mycobacterium phage Nivrat
Mycobacterium phage Zerg
Mycobacterium phage Galactic
Mycobacterium phage Mova
Mycobacterium phage DaWorst
Mycobacterium phage XFactor
Mycobacterium phage Whouxpht
Mycobacterium phage Cornie:
Mycobacterium phage Piopy,
Mycobacterium phage Tueety.

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

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

Database: Actinobacteriophage Proteins as of Apr 29, 2023
441,089 sequences; 85,345,712 total letters

Query= Rialto_73
(63 Tetters)

Distribution of 100 Blast Hits on the Query Sequence

Mouse-over to show defline and scores. Click to show alignments
Color Key for Alignnent Scores
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Score  E

Sequences producing significant alignments: (bits) Value

Rialto_Draft_73, function unknown, 62 125 3e-29
Ruby_63, function unknown, 66 112 3e-25
MisterCuddles 65, function unknown, 66 112 3e-25
Girr_65, function unknown, 66 112 3e-25
Alexphander_71, function unknown, 66 112 3e-25
Nivrat_64, function unknown, 66 112 4e-25
LilMoolah_66, function unknown, 66 112 4e-25
Fancypants_71, function unknoun, 76 112 4e-25
XFactor_65, function unknown, 66 110 le-24
Whouxphf_65, function unknown, 76 110 le-24
Eish_70, function unknown, 66 110 le-24
Cornie_65, function unknown, 66 109 3e-24
Zerg_67, function unknown, 66 108 6e-24
ShroomBoi_Draft_74, function unknown, 66 108 6e-24
Mova_71, function unknown, 66 108 6e-24
LunaBlu_Draft_71, function unknown, 66 108 6e-24
Galactic_66, function unknown, 66 108 6e-24
Dallorst_68, function unknown, 66 108 6e-24
Emma_70, function unknown, 76 107 7e-24
Tueety_67, function unknown, 77 107 le-23
Mahavrat_64, function unknown, 54 186 2e-23
Spartacus_71, function unknown, 69 165 4e-23
Pippy_67, function unknown, 66 165  4e-23
Kersh_69, function unknown, 78 104 6e-23
Burwell2] 66, function unknown, 76 104 6e-23
Starcevich_Draft_73, function unknown, 54 104 Be-23
OulsT2W_69, function unknown, 54 104 Be-23
Moonbeam_67, function unknown, 76 103 1e-22
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>Velveteen_7, major capsid protein, 302
Length = 302

Score = 589 bits (1518), Expect = e-168
Tdentities = 302/302 (160%), Positives = 302/302 (100%)

Query: 1  MADISRSEVATLIQEAYANDLLASAKKGSTVLQAFPTVNMGTKTTHLPVLATLPGASWVS 60
MADISRSEVATLIQEAYANDLLASAKKGSTVLQAFPTVNMGTKTTHLPVLATLPGASHVS
Sbjct: 1  MADISRSEVATLIQEAYANDLLASAKKGSTVLQAFPTVNMGTKTTHLPVLATLPGASWVS 60

Query: 61 ESATEPEGVKPTSEATWADRTLVAEEVAVIIPVHENVVDDASTSLLEETAALGGQAIGKK 120
ESATEPEGVKPTSEATWADRTLVAEEVAVIIPVHENVVDDASTSLLEETAALGGQATGKK
Sbjct: 61 ESATEPEGVKPTSEATWADRTLVAEEVAVIIPVHENVVDDASTSLLEETAALGGQAIGKK 120

Query: 121 LDQAVIFGTDKPSSWVSPALLPAAVAANQDYTIVPGDANEDDLIGCINRASKAVAAAGYM 180
LDQAVIFGTDKPSSWVSPAL LPAAVAANQDYTIVPGDANEDDLIGCINRASKAVAAAGYHN
Sbjct: 121 LDQAVIFGTDKPSSWVSPALLPAAVAANQDYTIVPGDANEDDLIGCINRASKAVAAAGYM 180

Query: 181 PDTLLASLGFRFDVANLRDANGNPIFRDESFNGFGTYFNANGAWPVGVAEALVVDSSRVR 240
PDTLLASLGFRFDVANLRDANGNPTFRDESFNGFGTYFNANGAWPVGVAEALVVDSSRVR
Sbjct: 181 PDTLLASLGFRFDVANLRDANGNPIFRDESFNGFGTYFNANGAWPVGVAEALVVDSSRVR 240

Query: 241 IGVRQDITVKFLDQATVGSINLAERDMIALRLKARFAYVLGNGATAVGDNKTPVGAVVPD 300
TGVRQDITVKFLDQATVGSINLAERDMIALRLKARFAYVLGNGATAVGDNKTPVGAVVPD
Sbjct: 241 IGVRQDITVKFLDQATVGSINLAERDMIALRLKARFAYVLGNGATAVGDNKTPVGAVVPD 300

Query: 301 GS 362
Gs
Sbjct: 301 GS 362

>UncleRicky_7, major capsid protein, 362
Length = 302

Score = 589 bits (1518), Expect = e-168
Tdentities = 302/302 (160%), Positives = 302/302 (100%)

Query: 1  MADISRSEVATLIQEAYANDLLASAKKGSTVLQAFPTVNMGTKTTHLPVLATLPGASWVS 60
MADISRSEVATLIQEAYANDLLASAKKGSTVLQAFPTVNMGTKTTHLPVLATLPGASHVS
Sbjct: 1  MADISRSEVATLIQEAYANDLLASAKKGSTVLQAFPTVNMGTKTTHLPVLATLPGASWVS 60
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hypothetical protein I5H19_gp066 [Mycobacterium phage Burwell21]
Sequence ID: YP_009955178.1 Length: 76 Number of Matches: 1
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 19 to 76 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
105 bits(261) 1e-27 Compositional matrix adjust. _51/58(88%) 53/58(91%) 0/58(0%)

Query 5 SPVRVGTSTTTRTTETTTHTGETHSNLTPEQLEATAYIVLAFTGPPSLAYFLVKGLFR 62
+P RVG ST TRT ET+THTGE MSNLTPEQLEAIAYIVLAFTGPPSLAYFLVKGLFR
Sbjct 19 APFRVGASTATRTNETSTHTGEPHSNLTPEQLEATAYIVLAFTGPPSLAYFLVKGLFR 76

& Downloadv  GenPept Graphics

hypothetical protein I5H59_gp64 [Mycobacterium phage Mahavrat]
Sequence ID: YP_009959329.1 Length: 54 Number of Matches: 1
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1to 54 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
103 bits(256) 3e-27 Compositional matrix adjust.  52/54(96%) _53/54(98%) _0/54(0%)

Query ©  VGTSTTTRTTETTTHTGETHSNLTPEQLEATAYIVLAFTGPPSLAYFLVKGLFR 62
+GTSTTTRTTETTTHTGE MSNLTPEQLEATAYIVLAFTGPPSLAYFLVKGLFR
Sbjct 1 MGTSTTTRTTETTTHTGEPHSNLTPEQLEATAYIVLAFTGPPSLAYFLVKGLFR 54




image725.png
>Ruby_63, function unknown, 66
Length - 66

Score = 112 bits (280), Expect = 3e-25
Tdentities - 55/61 (90%), Positives = 56/61 (91%

Query: 2 PDVSPVRVGTSTTTRTTETTTHTGETHSNLTPEQLEATAYIVLAFTGPPSLAYFLVKGLF 61
P +P RVG STTTRTTETTTHTG TMSNLTPEQLEAIAYIVLAFTGPPSLAYFLVKGLF
Sbjct: 6 PPFAPFRVGASTTTRTTETTTHTGRTMSNLTPEQLEATAYIVLAFTGPPSLAYFLVKGLF 65

Query: 62 R 62
R
Sbjct: 66 R 66

SMisterCuddles_65, function unknown, 66
Length - 66

Score = 112 bits (280), Expect = 3e-25
Tdentities - 55/61 (90%), Positives = 56/61 (91%

Query: 2 PDVSPVRVGTSTTTRTTETTTHTGETHSNLTPEQLEATAYIVLAFTGPPSLAYFLVKGLF 61
P +P RVG STTTRTTETTTHTG TMSNLTPEQLEAIAYIVLAFTGPPSLAYFLVKGLF
Sbjct: 6 PPFAPFRVGASTTTRTTETTTHTGRTMSNLTPEQLEATAYIVLAFTGPPSLAYFLVKGLF 65

Query: 62 R 62
R
Sbjct: 66 R 66

>Girr_65, function unknown, 66
Length - 66

Score = 112 bits (280), Expect = 3e-25
Tdentities - 55/61 (90%), Positives = 56/61 (91%

Query: 2 PDVSPVRVGTSTTTRTTETTTHTGETHSNLTPEQLEATAYIVLAFTGPPSLAYFLVKGLF 61
P +P RVG STTTRTTETTTHTG TMSNLTPEQLEAIAYIVLAFTGPPSLAYFLVKGLF
Sbjct: 6 PPFAPFRVGASTTTRTTETTTHTGRTMSNLTPEQLEATAYIVLAFTGPPSLAYFLVKGLF 65

Query: 62 R 62
R

Sbict: 66 R 66
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Starts : 5 ORF Start : 46019 Cén1 Cdn2 Cdn3 Lengh o) ScoingMatin  [Kbk® |

Selected: 1 ORFStop : 46267 5'End[667 333 667 9 -
ORFlengh:249  3End|533 550 783 180  SpacingWeight Matix [Karin Medim

I I I [

stafRaw SD [Genomic [Spacer [Final |Sequence of the Region |Start|Start  |oRF

2 Score |2 Value |Distance|Score [Upstream of the Start Codon |Position |Length

0 3155 |1a ~2.528 | GCAGAAGAGGAGAACGACCATC |TTG (46075 |189

2 1.437 17 -7.150 |GAGAACGACCATCTTGCCTGAC GTG  4€088 180

3 1521 |7 -6.498 | GCCTGACGTGTCGCCGGICCGC |GG (46103 |165

4 3.238 s -2.152 |CACAACCCACACAGGAGRAACG ATG 4€1€0 108

B 1552 13 -5.555 | CCCGTCGCTGGCGTACTICCIC |GTG (46247 |21
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TMHMM result

# WEBSEQUENCE Length: 63
# WEBSEQUENCE Number of predicted TMHs: 1

# WEBSEQUENCE Exp number of AAs in THHs: 21.34453
# WEBSEQUENCE Exp number, first 60 AAs: 21.10962

# WEBSEQUENCE Total prob of N-in: 0.02140
# WEBSEQUENCE POSSIBLE N-term signal sequence
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Distribution of the top 25 Blast Hits on 25 subject sequences
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Description

hypothetical protein FGG38 069 [Mycobacterium phage DotProduct]
9968 [Mycobacterium phage Ramsey]

hypothetical protein SEA MADIBA 70 [Mycobacterium phage Madiba]
hypothetical protein M609_gpO70 Mycobacterium phage Job42]
hypothetical protein VC69_gp063 [Mycobacterium phage Inventum]
hypothetical protein AVV73 gp067 [Mycobacterium phage CaptainTrios]
hypothetical protein I5H71 gp06S [Mycobacterium phage Nivrat]
hypothetical protein KNV67_gpo70 |

‘cobacterium phage Plumbus]

hypothetical protein PBI CHESD_79 [Mycobacterium phage Chedd]

hypothetical protein PBI CHES 73 [Mycobacterium phage Cheg]

hypothetical protein SEA NORMANBULBIEJR_68 [Mycobacterium phage NormanBu
hypothetical protein 15H15_gp068 [Mycobacterium phage Blexus]

hypothetical protein FDGS7 gp073 [Mycobacterium phage Mutaforma13]
hypothetical protein I5H59_gp65 [Mycobacterium phage Mahavraf]

hypothetical protein 15H76_gp064 [Mycobacterium phage Phasin]

hypothetical protein FDI59_gp083 (Mycobacterium phage Yoshil
‘hypothetical protein VC45 gp065 [Mycobacterium phage Cerasum]

Scientific Name

Mycobacterium phage DotProduct

Mycobacterium phage Ramsey,

Mycobacterium phage Madiba
Mycobacterium phage Job42
Mycobacterium phage Inventum
Mycobacterium phage CaptainTrips.
Mycobacterium phage Nivrat
Mycobacterium phage Plumbus
Mycobacterium phage Chedd
Mycobacterium phage Cheg.
Mycobacterium phage NormanBulbieJt
Mycobacterium phage Blexus
Mycobacterium phage Mutaformat3
Mycobacterium phage Mahavrat
Mycobacterium phage Phasin
Mycobacterium phage Yoshi

Mycobacterium phage Cerasum

Max | Total
Score Score
03 103
02 10
02 10
w01 101
w01 101
100 100
100 100
100 100
100 100
100 100
02 10
w01 101
%05 008
%05 008
%04 904
%04 904
990 990

Query.
Cover

0%

0%

0%

0%

0%

0%

0%

0%

0%

9%

0%

0%

9%

0%

043

043
98%

E
value

1e27
3627
6e27
7627
9827
1026
226
226

2026

Te26
9e-26

Per
teent
100.00%
o7.95%
o7.95%
o7.95%
95.92%
95.92%
95.92%
95.92%
95.92%
o7.02%
95.92%
93.88%
95.83%
95.92%
100.00%
o787
9388%

& &5 &8 8 &

§

19

50

51

Accession

YP_009638430.1
Y 002241855.1
WE1S617.1
YP_008126660.1
Y 009125344.1
Ye 0082023471
YP_009960538.1
Ye 0101138531
NP 8180521
NP 8174111
axcaena1

YP 0099547551
YP_009501380.1
YP 009950330.1
YP_009961061.1
YP_009613087.1
YP 009125018 1





image731.png
Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of Apr 29, 2023
441,089 sequences; 85,345,712 total letters

Query= Rialto_74
(50 Tetters)

Distribution of 100 Blast Hits on the Query Sequence

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

Sequences producing significant alignments: (bits) Value

Rialto_Draft_74, function unknown, 49 109 3e-24
Kersh_70, function unknown, 49 109 3e-24
DotProduct_69, function unknown, 49 109 3e-24
Zizzle_73, function unknown, 49 108 6e-24
Whouxphf_66, function unknown, 49 108 6e-24
Wachhund_68, function unknown, 49 108 6e-24
SuagPigglett 74, function unknown, 49 108 6e-24
SuperGrey_71, function unknown, 49 108 6e-24
Spikelee 76, function unknown, 49 108 6e-24
Simranz1_69, function unknown, 49 108 6e-24
Sassafras_66, function unknown, 49 108 6e-24
Renaud18_80, function unknown, 49 108 6e-24
RedBird_66, function unknown, 49 108 6e-24
Ramsey_68, function unknown, 49 108 6e-24
Radiance Draft_68, function unknown, 49 108 6e-24
Priscilla_69, function unknown, 49 108 6e-24
Pollywog_69, function unknown, 49 108 6e-24
Poenanya_68, function unknown, 49 108 6e-24
Pippy_68, function unknown, 49 108 6e-24
OulsT2W_70, function unknown, 49 108 6e-24
OlympiaSaint_70, function unknown, 49 108 6e-24
Modragons_72, function unknown, 49 108 6e-24
MinionDave_68, function unknown, 49 108 6e-24
Mattes_72, function unknoun, 49 108 6e-24
Martik_Draft_71, function unknown, 49 108 6e-24
Maravista_Draft_75, function unknown, 49 108 6e-24
LunaBlu_Draft_72, function unknown, 49 108 6e-24
Llama_73, function unknown, 49 108 6e-24
Lizziana_74, function unknown, 49 108 6e-24
LastJedi_62, function unknown, 49 108 6e-24
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major capsid protein [Mycobacterium phage Madiba]
Sequence ID: UJE15559.1 Length: 302 Number of Matches: 1

Range 1: 1 to 302 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
604 bits(1557) 0.0 Compositional matrix adjust. 301/302(99%) 301/302(99%) 0/302(0%)

Query 1  MADISRSEVATLIQEAVANDLLASAKKGSTVLQAFPTVNMGTKTTHLPVLATLPGASWVS 6@
MADISRSEVATLIQEAYANDLLASAKKGSTVLQAFPTVNMGTKTTHLPVLATLPGASHVS
Sbjct 1 MADISRSEVATLIQEAYANDLLASAKKGSTVLQAFPTVNMGTKTTHLPVLATLPGASWVS 6@

Query 61  ESATEPEGVKPTSEATWADRTLVAEEVAVIIPVHENVVDDASTSLLEEIAALGGQAIGKK 120
ESATEPEGVKPTSEATWADRTLVAEEVAVIIPVHENVVDDASTSL LEETAAL GGQATGKK
Sbjct 61  ESATEPEGVKPTSEATWADRTLVAEEVAVIIPVHENVVDDASTSLLEEIAALGGQAIGKK 120

Query 121 LDQAVIFGTDKPSSKVSPALLPAAVAANQDYTIVPGDANEDDLIGCINRASKAVAAAGYH 180
LDQAVIFGTDKPSSHVSPAL LPAAVAANQDYTIV GDANEDDLIGCINRASKAVAAAGYH
Sbjct 121 LDQAVIFGTDKPSSHVSPALLPAAVAANQDYTIVSGDANEDDLIGCINRASKAVAAAGYH 180

Query 181 PDTLLASLGFRFDVANLRDANGNPIFRDESFNGFGTYFNANGAWPVGVAEALVVDSSRVR 240
PDTLLASLGFRFDVANLRDANGNPIFRDESFNGFGTYFNANGAWPVGVAEALVVDSSRVR
Sbjct 181 PDTLLASLGFRFDVANLRDANGNPIFRDESFNGFGTYFNANGAWPVGVAEALVVDSSRVR 240

Query 241 IGVRQDITVKFLDQATVGSINLAERDMIALRLKARFAYVLGNGATAVGDNKTPVGAVVPD 300
TGVRQDITVKFLDQATVGSINLAERDMIALRLKARFAYVLGNGATAVGDNKTPVGAVVPD
Sbjct 241 IGVRQDITVKFLDQATVGSINLAERDNIALRLKARFAYVLGNGATAVGDNKTPVGAVVPD 300

Query 301 GS 362
s
Sbjct 361 GS 362

& Download v GenPept Graphics

major capsid protein [Mycobacterium phage Misha28]
Sequence ID: YP_009959980.1 Length: 302 Number of Matches: 1
See 2 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 302 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
603 bits(1556) 0.0 Compositional matrix adjust. 300/302(99%) 302/302(100%) 0/302(0%)

Query 1  MADISRSEVATLIQEAYANDLLASAKKGSTVLQAFPTVNMGTKTTHLPVLATLPGASWVS 6@
MADISRSEVATLIQEAYANDLLASAKKGSTVLQAFPTVNMGTKTTHLPVLATLPGASHVS
Sbjct 1 MADISRSEVATLIQEAYANDLLASAKKGSTVLQAFPTVNMGTKTTHLPVLATLPGASWVS 6@

Query 61  ESATEPEGVKPTSEATWADRTLVAEEVAVIIPVHENVVDDASTSLLEEIAALGGQAIGKK 120
ESATEPEGVKPTSEATWADRTLVAEEVAVIIPVHENVVDDASTSL LEETAAL GGQATGKK
Sbjct 61  ESATEPEGVKPTSEATWADRTLVAEEVAVIIPVHENVVDDASTSLLEEIAALGGQAIGKK 120
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hypothetical protein FGG38_gp69 [Mycobacterium phage DotProduct]
Sequence ID: YP_009638430.1 Length: 49 Number of Matches: 1
See 3 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 49 GenPept Graphics

Score Expect Method Tdentities Pasitives Gaps.
103 bits(257) 1e-27 Compositional matrix adjust. 49/49(100%) 49/49(100%) 0/49(0%)

Query 1 MIVTVSGTHPHYIVIGGTEPPKCFNSTVTAVKYLEQILQQGDTINKQVP 49
MIYTVSGTHPHYIVTGGTEPPKCFNSTVTAVKYLEQTLQUGDTINWQP
Sbjct 1 HIVIVSGTWPHYIVTGGTEPPKCFNSTVTAVKYLEQTLQQGDTINWQVP 49

& Download v

gp68 [Mycobacterium phage Ramsey]

Sequence ID: YP_002241855.1 Length: 49 Number of Matches: 1
See 48 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 49 GenPept Graphics

Score Expect Method Tdentities _ Positives Gaps.
102 bits(254) 3e-27 Compositional matrix adjust. _ 48/49(98%) 49/49(100%) 0/49(0%)

Query 1 MIVTVSGTHPHYIVTGGTEPPKCFNSTVTAVKYLEQILQQGDTINKQVP 49
H4YTVSGTHPHYIVTGGTEPPKCENSTVTAVKYLEQTLQUGDTINWQVP
Sbjct 1 HMVTVSGTWPHYIVTGGTEPPKCFNSTVTAVKYLEQTLQQGDTINWQVP 49

& Downloadv  GenPept Graphics

hypothetical protein SEA_MADIBA_70 [Mycobacterium phage Madiba]
Sequence ID: UJE15617.1 Length: 49 Number of Matches: 1
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 49 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
102 bits(253) 6e-27 Compositional matrix adjust. _ 48/49(98%) 48/49(97%) 0/49(0%)

Query 1 MIVTVSGTHPHYIVIGGTEPPKCFNSTVTAVKYLEQILQQGDTINKQVP 49
MIYTVSGTHPHYIVTGG EPPKCFNSTVTAVKYLEQILQQGDTINWQVP
Sbjct 1  MIVIVSGTWPHYIVTGGNEPPKCFNSTVTAVKYLEQILQQGDTINWQVP 49
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>Kersh_78, function unknoun, 49
Length = 49

Score = 109 bits (272), Expect = 3e-24
Tdentities - 49/49 (16@%), Positives - 49/49 (100%)

Query: 1 MIVTVSGTWPHYIVIGGTEPPKCFNSTVTAVKYLEQILQQGDTINWQUP 49
MIVTVSGTHPHYIVTGGTEPPKCFNSTVTAVKYLEQILQQGDTINWQUP
Sbjct: 1 MIVTVSGTWPHYIVTGGTEPPKCFNSTVTAVKYLEQILQQGDTINWQVP 49

>DotProduct_69, function unknown, 49
Length = 49

Score = 109 bits (272), Expect = 3e-24
Tdentities - 49/49 (16@%), Positives - 49/49 (100%)

Query: 1 MIVTVSGTWPHYIVIGGTEPPKCFNSTVTAVKYLEQILQQGDTINWQUP 49
MIVTVSGTHPHYIVTGGTEPPKCFNSTVTAVKYLEQILQQGDTINWQUP
Sbjct: 1 MIVTVSGTWPHYIVTGGTEPPKCFNSTVTAVKYLEQILQQGDTINWQVP 49

>Zizzle 73, function unknown, 49
Length - 49

Score = 108 bits (269), Expect = 6e-24
Identities - 48/49 (97%), Positives - 49/49 (100%)

Query: 1 MIYTVSGTWPHYIVIGGTEPPKCFNSTVTAVKYLEQILQQGDTINWQUP 49
MYTVSGTHPHYIVTGGTEPPKCFNSTVTAVKYLEQILQQGDTINWQUP
Sbjct: 1  MMYTVSGTWPHYIVTGGTEPPKCFNSTVTAVKYLEQILQQGDTINWQUP 49
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TMHMM result

# WEBSEQUENCE Length: 50
# WEBSEQUENCE Number of predicted THHs: ©

# WEBSEQUENCE Exp number of AAs in TMHs: ©.00167
# WEBSEQUENCE Exp number, first 60 AAs: ©.00167
# WEBSEQUENCE Total prob of N-in:
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Distribution of the top 101 Blast Hits on 100 subject sequences
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Description

'DNA methyitransferase [Mycobacterium phage OwisT2W]
'DNA methytranserase [Mycobacterium phage Hades]

'DNA methytransferase [Mycobacterium phage Royals2015]

'DNA methytranserase [Mycobacterium phage Zerg)

hypothetical protein Agio03 26990 [Actinokineospora globicatena]

'DNA (cytosine-5)-methyltransferase 1 [Lentzea aerocolonigenes]

'DNA (cytosine-5-)-methyransferase [Amycolatopsis sp. YIM 101
'DNA methytransferase [Mycobacterium phage Chedd]

'DNA methylase [Mycobacterium phage Rhynn]

'DNA methytranserase [Mycobacterium phage KBG]

'DNA methyitransferase [Mycobacterium phage SG4]

'DNA methytransferase [Mycobacterium phage Spikelee]

'DNA methytransferase [Mycobacterium phage Bubbles123

DNA methyitranserase [Microbacterium phage vB_MoxS-R1]

'DNA methytransferase [Mycobacterium phage Aubs]

'DNA (cytosine-5-)-methyiransferase [Streptomyces ossamyceticus]
'DNA (cytosine-5-)-metny lransferase [Streptomyces mutabils]
DNA cytosine methyjtransferase [Prauserella muralis]

Scientific Name

Mycobacterium phage OwisT2W.
Mycobacterium phage Hades
Mycobacterium phage Zerg
Actinokineospora globicatena
Lentzea aerocolonigenes
Amycolatopsis sp. YIM 10
Mycobacterium phage Chedd
Mycobacterium phage KBG
Mycobacterium phage SG4
Mycobacterium phage Spikelee

Mycobacterium phage Bubbles123

Microbacterium phage vB MoxS-R1

Mycobacterium phage Aubs
‘Streptomyces ossamyceticus
‘Streptomyces mutabilis

Prauserella muralis
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David 1. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of Apr 29, 2023
441,089 sequences; 85,345,712 total letters

Query= Rialto_75
(238 letters)

Distribution of 100 Blast Hits on the Query Sequence

Mouse-over to show defline and scores. Click to show alignments
Color Key for Alignnent Scores
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Sequences producing significant alignments:

OulsT2W_71, function unknown, 237
Hades_69, DNA methylase, 237

Royals2015_75, DNA methylase, 237

Zerg 69, methyltransferase, 237

Che9d_80, DNA methylase, 252

Rhynn_83, DNA methylase, 237

KBG_84, function unknown, 237

5G4_64, DNA-cytosine methyltransferase, 252
Spikelee 77, DNA methylase, 252

Nitzel 65, DNA methylase, 252
Bubbles123_66, DNA methylase, 252

Aubs_70, DNA methyltransferase, 252
Seabastian_75, DNA methylase, 123
OfUltron_75, DNA methylase, 123

0chi17_73, DNA methylase, 123

Llama_74, DNA methylase, 123

Shilan_76, DNA methylase, 389

Rita_76, DNA methylase, 389

Trax_78, DNA methylase, 287

Neville 75, DNA methylase, 287

Baddon_4, DNA methylase, 356

JKSyngboy_4, DNA methylase, 354
CheeseTouch_Draft_86, function unknown, 344
Rabbitrun_78, DNA methylase, 287
Yorick_69, DNA methyltransferase, 408
Phasih_65, DNA methylase, 468

Wachhund_69, DNA methylase, 473

Starcevich Draft 75. function unknown. 367
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Starts : 16 ORF Start : 4915 CnlCd2 Cd Length oy c oM [Kidlerd ~

Selected: 1 ORFStop :5916  5End[567 467 767 90 o B
ORF Length: 1002 2'End 652 465 799 819 Spacing Weight Matrix |Karlin Medium

[ 1 [ 1 [ I [ T [T [T
StajRaw SD |Genomic |Spacer [Final |Sequence of the Region |start|start  |orF
$ |score |z value |Distance|Score [Upstream of the Start |codon[position [Length
1 i-1.4€2 [3.217 11 -2.215 | ARACCATGAAAGGAAGGCCATC |ATG |5008 509
2 |-2.814 2.564 10 -3.508 | GTCCGCGAAGAAGGGATCGACT |GTG (5098 813
3 -2.814 |2.564 13 -3.860 |CGCGAAGAAGGGATCGACTGTG |TTG |S101 8l
4 -s.8s1 1.050 11 -€.708 | GCAGGCGTTCCCGACTGTCAAC |ATG (5125 792
s -4.s10 |1.ss2 12 -5.745 |GACCCTGCCTGGCGCTICGTGE |GTG  |5182 735
€ -4.s€s |1.526 7 -€.488  GTCCGCGACCGAACCTGAGGET | GTG 5212 705
7 |-3.788 |2.0%4 |7 -5.310  TATCATTCCCGTTCACGAGRAC |GTG 5236 €21
8 |-€.255 (0.%01 13 -7.305  CACCGACAAGCCGTCGICGTGE GTG 5413 504
5 -4.553 [1.725 |¢ -€.258 | GGCGGTCGCGECAGCCGGETAC | ATG (5545 372

10 |-3.857 [2.061 1€ -5.€53  CAGCCTGGGATTCCGTITCGAC GTG 5387 330




image743.png
DNA methyltransferase [Mycobacterium phage Zerg]
Sequence ID: YP_009963566.1 Length: 237 Number of Matches: 1
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 237 GenPept Graphics

Score

Expect Method Tdentities Positives Gaps

476 bits(1224) 4e-169 Compositional matrix adjust. 235/237(99%) 235/237(99%) 0/237(0%)

Query
sbjct
Query
sbjct
Query
sbjct
Query
sbjct

1

1

61

61

121

121

181

181

HNVLSLFSGIGGLELGLERAGHTVVGQVEINPYCRQILAKHIPHVPRHDDVRT TVEWHES 6@
MNVLSLFSGTGGLELGLERAGHTVVGQVETNPYCRQILAKHWP VPRHDDVRTTVEMIES
NVLSLFSGIGGLELGLERAGHTVVGQVE INPYCRQLLAKHWPDVPRHDDVRT TVEWHES 6@

EERPRVDLICGGFPCQPFSVAGOQQGINDERHIHPDMARVIRHVGPRYVVLENVAALTRD 126
EERPRVDLICGGFPCQPFSVAGQQQGINDERUMPDMARVIRHVGPRYVVL ENVAALTRD
EERPRVDLICGGFPCQPFSVAGQQQGTNDERHIHPDMARVIRHVGPRYVVLENVAALTRD 120

‘SVAFGHVLGDLHQLGFDAEHS IVTACSVGAPHRRRRVYVVAHARGEGLQGIHKTRRGIHL 180
‘SVAFGWVLGDLHQLGFDAEHS IVTACSVGAPHRRRRVYVVAHARGEGLQGIHKTRR THL
‘SVAFGHVLGDLHQLGFDAEHS IVTACSVGAPHRRRRVYVVAHARGEGLQGIHKTRREIHL 180

QPVATHLRGQHSAEPDVARVAYGIPRGHVRDPTOAFGNAVVPQUAEHTGRUILEATA 237
QPVATHLRGQHSAEPDVARVAYGIPRGHVRDP IQAFGNAVVPQUAEHIGRHILEATA
QPVATHLRGQHSAEPDVARVAYGIPRGHVRDP TQAFGNAVVPQUAEHTGRUTLEATA 237
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hypothetical protein Aglo03_26990 [Actinokineospora globicatena]
Sequence ID: GLW91883.1 Length: 242 Number of Matches: 1

Range 1: 1 to 232 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
327 bits(839) 2e-110 Compositional matrix adjust. 156/232(67%) 186/232(80%) 0/232(0%)

Query 1 MNVLSLFSGIGGLELGLERAGMTVVGQVEINPYCRQILAKHHPHVPRHDDVRTTVEKHES 60
PINVLSLFSGIGGLELGLERAGMTVVGQVEINP+CR +LA+HHP VPRHDDVRTT il S
Sbjct 1 MNVLSLFSGIGGLELGLERAGMTVVGQVEINPFCRAVLARHWPKVPRHDDVRTTPAKNAS 60

Query 61  EERPRVDLICGGFPCQPFSVAGQQQGINDERKHMHPDHARVIRHVGPRYVVLENVAALIRD 126
RPRVDL+CGGFPCQPFS AG+QQGIDERW P V+ V PRYVHENVA L+
Sbjct 61  RPRPRVDLVCGGFPCQPFSSAGRQQGIDDERHGHPHFRDVVDAVRPRYVLIENVARLLSH 120

Query 121 SVAFGWVLGDLHQLGFDAEWSIVTACSVGAPHRRRRVYVVAHARGEGLQGIHKTRRGIHL 186
4 AF 4L DL LGFD EWS+V4ACS+GAPH RRR++ +AH RGYGL:G+H+ RGI +
Sbjct 121 TEAFSATLTDLSNLGFDVEWSVVSACSLGAPHTRRRLFALAHPRGOGLEGLHQPNRGIGY 180

Query 181 QPVATHLRGOWSAEPDVARVAYGIPRGHVRDPTQAFGNAVVPQUAEHIGRHI 232
QPR W EP+VARVAGHP +VRD I A+GNAVVP VAEHIG +T
Sbjct 181 QPTPRPARRSWAPEPNVARVAHGVPIRLVRDATHAYGNAVVPTVAEHIGHLI 232
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>0ulsT24_71, function unknown, 237
Length = 237

Score = 496 bits (1276), Expect - e-148
Tdentities - 237/237 (108%), Positives - 237/237 (106%)

Query: 1 MNVLSLFSGIGGLELGLERAGNTVVGQVEINPYCRQILAKHWPHVPRHDDVRTTVEWNES 60
MNVLSLFSGIGGL ELGLERAGNTVVGQVEINPYCRQILAKHWPHVPRHDDVRTTVEWHES
Sbjct: 1 MNVLSLFSGIGGLELGLERAGHTVVGQVEINPYCRQILAKHWPHVPRHDDVRTTVEWWES 60

Query: 61 EERPRVDLICGGFPCQPFSVAGQQQGINDERWMWPDMARVIRHVGPRYVVLENVAALIRD 120
EERPRVDLICGGFPCQPFSVAGQQQGINDERWMHPDMARVIRHVGPRYVVLENVAALIRD
Sbjct: 61 EERPRVDLICGGFPCQPFSVAGQQQGINDERWMNPDMARVIRHVGPRYVVLENVAALIRD 120

Query: 121 SVAFGHVLGDLHQLGFDAEWSIVTACSVGAPHRRRRVYVVAHARGEGLQGIHKTRRGIHL 180
‘SVAFGHVLGDLHQLGFDAENSIVTACSVGAPHRRRRVYVVAHARGEGLQGIHKTRRGIHL
Sbjct: 121 SVAFGWVLGDLHQLGFDAEWSIVTACSVGAPHRRRRVYVVAHARGEGLQGIHKTRRGIHL 180

Query: 181 QPVATHLRGQWSAEPDVARVAYGIPRGHVRDPIQAFGNAVVPQUAEHIGRHILEATA 237
QPVATHLRGQWSAEPDVARVAYGIPRGHVRDPIQAF GNAVVPQUAEHIGRHILEATA
Sbjct: 181 QPVATHLRGQWSAEPDVARVAYGIPRGMVRDPIQAFGNAVVPQUAEHIGRMILEATA 237

>Hades_69, DNA methylase, 237
Length = 237

Score = 494 bits (1273), Expect - e-148
Identities - 236/237 (99%), Positives = 237/237 (100%)

Query: 1 MNVLSLFSGIGGLELGLERAGNTVVGQVEINPYCRQILAKHWPHVPRHDDVRTTVEWNES 60
MNVLSLFSGIGGL ELGLERAGNTVVGQVEINPYCRQILAKHWPHVPRHDDVRTTVEWHES
Sbjct: 1 MNVLSLFSGIGGLELGLERAGHTVVGQVEINPYCRQILAKHWPHVPRHDDVRTTVEWWES 60

Query: 61 EERPRVDLICGGFPCQPFSVAGQQQGINDERWMWPDMARVIRHVGPRYVVLENVAALIRD 120
EERPRVDLICGGFPCQPFSVAGQQQGINDERWMHPDMARVIRHVGPRYVVLENVAALIRD
Sbjct: 61 EERPRVDLICGGFPCQPFSVAGQQQGINDERWMNPDMARVIRHVGPRYVVLENVAALIRD 120

Query: 121 SVAFGHVLGDLHQLGFDAEWSIVTACSVGAPHRRRRVYVVAHARGEGLQGIHKTRRGIHL 180
‘SVAFGWVLGDLHQLGFDAENSIVTACSVGAPHRRRRVYVVAHARGEGLQGIHKTR+GIHL
Sbjct: 121 SVAFGWVLGDLHQLGFDAEWSIVTACSVGAPHRRRRVYVVAHARGEGLQGIHKTRKGIHL 180

Query: 181 QPVATHLRGQWSAEPDVARVAYGIPRGHVRDPIQAFGNAVVPQUAEHIGRHILEATA 237
QPVATHLRGQWSAEPDVARVAYGIPRGHVRDPIQAF GNAVVPQUAEHIGRHILEATA
Sbjct: 181 QPVATHLRGQWSAEPDVARVAYGIPRGMVRDPIQAFGNAVVPQUAEHIGRMILEATA 237
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Starts: 17 ORF Start : 46251 Cdn1 Cdn2 Cdn3 Lengh o Scoing Matix I—K,mg,s
Selected:1  QORFStop :47123 SEnd(714 571 571 42 -

ORFlength:873  3End|717 468 592 735  SpacingWeight Matix [Karin Medum

I1 [T [ [ 1T LT

StajRaw SD _|Genomic [spacer |Final [Sequence of the Region [start[starz  [omF
¢ |score [z value [pistance|Score [upstream of the Start |[codon|position |Lengch
1 1.781 |12 -5.272 | TGATCTACACGGTTTCGGGGAC |GTG 46287 837
2 -3.158 2.338 17 -5.158 | CCGGTGGAACCGAACCACCGAR |ATG 46325 795
H l1.es1 10 -5.318 |ACACCATCAACTGGCAGGTCCC |ATG 46410 714
4 1558 |10 -5.592 | CATCGGCGGACTCGAACTGGGT TTG 46458 6€€
s 1852 13 -5.252 | ACTGGGTTIGGAACGCGCCGGC |ATG 46473 €51
€ 1.7¢8 |10 -5.158 | AGGCATCAACGACGAGCGATGG |ATG | 46€8€ 438
7 -z.2é1 2.348 14 -4.608 |CGAGCGATGGATGTGGCCAGAC ATG |4€€98 426
] 1.847 15 -5.902 |CATGGCACGAGTCATACGCCAC |GTG 46715 405
B 1.55¢ € -€.647 |AGATTCCGICGCITTCGGATGG GTG |4€788  |33€
10 -5.302 1.3¢3 3 -6.077 |GTCAATTGTCACAGCGTGCTCC |GTG  |4€851  |273
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TMHMM result

# WEBSEQUENCE Length: 238

# WEBSEQUENCE Number of predicted TMHs: @
# WEBSEQUENCE Exp number of AAs in THHs: 0.01111
# WEBSEQUENCE Exp number, first 60 AAs: 0.00408
# WEBSEQUENCE Total prob of N-in: 0.00870
WEBSEQUENCE THHI2.0 outside 1 238

TMHMM posterior probabilities for WEBSEQUENCE

0.8

0.8

probability

0.4

0.2

50 100 150
transmembrane inside

oulside

200
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Distribution of the top 90 Blast Hits on 90 subject sequences

L e

1 ] 18 27 Ed a5




image749.png
NN E<E<N<E<N<E<N<N<N<N<]

Description

hypothetical protein PBI HADES 70 [Mycobacterium phage Hades
hypothetical protein I5H85 gpO76 [Mycobacterium phage Royals2015]
hypothetical protein SEA MADMEN 69 [Mycobacterium phage MadMen]
hypothetical protein FDI15 gp071 [Mycobacterium phage ShiLan]
hypothetical protein 15100_gp070 [Mycobacterium phage Zerg]

hypothetical protein PBI CHES 74

cobacterium phage Cheg]
hypothetical protein 15H18_gpO67 [Mycobacterium phage Bubbles123
‘hypothetical protein 1575 gpO72 [Mycobacterium phage OwIST2W]
‘hypothetical protein 15H43 gpO67 [Mycobacterium phage Girrl
hypothetical protein PBI LLAMA 76 [Mycobacterium phage Liama]
hypothetical protein FGG23 9p069 [Mycobacterium phage Ibhubesi]
9963 [Mycobacterium phage Pacc40]

hypothetical protein 15H36_gp074 [Mycobacterium phage Fancypants]
‘hypothetical protein 15102 gp081 [Mycobacterium phage Demsculpinboyz]
hypothetical protein 15H98 gpOG8 [Mycobacterium phage Whouxphi]
‘hypothetical protein 15H42 gpO71 [Mycobacterium phage Gandalph]

‘Scientiic Name

Mycobacterium phage Hades
Mycobacterium phage Royals2015
Mycobacterium phage MadMen
Mycobacterium phage ShiLan
Mycobacterium phage Zerg
Mycobacterium phage Ches
Mycobacterium phage Bubbles123
Mycobacterium phage OwIsT2W
Mycobacterium phage Girt
Mycobacterium phage Liama
Mycobacterium phage Ibhubesi
Mycobacterium phage Paccdd
Mycobacterium phage Fancypants
Mycobacterium phage Demsculpinboyz
Mycobacterium phage Whouxpht

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

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

Database: Actinobacteriophage Proteins as of Apr 29, 2023
441,089 sequences; 85,345,712 total letters

Query= Rialto_76
(49 Tetters)

Distribution of 100 Blast Hits on the Query Sequence

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

Color Key for Alignnent Scores

<d0 4
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Score  E

Sequences producing significant alignments: (bits) Value

Rialto_Draft_77, function unknown, 48 103 2e-22
MadMen_69, function unknown, 53 98 6e-21
Hades_70, function unknoun, 53 98 6e-21
Royals2015_76, function unknoun, 53 98 Be-21
Zerg_70, function unknown, 53 97 le-20
Shilan_71, function unknown, 5@ 97 le-20
Che8_74, function unknoun, 53 97 le-20
Bubbles123_67, function unknown, 53 97 le-20
OulsT2W_72, function unknown, 53 97 2e-20
Seabastian_77, function unknown, 53 9% 3e-20
OfUltron_77, function unknown, 53 9% 3e-20
Llama_76, function unknoun, 53 9% 3e-20
XFactor_67, function unknown, 242 9% 4e-20
Whouxphf_68, function unknown, 53 9% 4e-20
Phasih_66, function unknown, 53 9% 4e-20
Tbhubesi_69, function unknown, 53 9% 4e-20
Estavel 76, function unknown, 53 9% 4e-20
Demsculpinboyz 81, function unknown, 50 9% 4e-20
Ruby_65, function unknown, 50 95 5e-20
Pacc46_63, function unknown, 53 95 5e-20
Nivrat_66, function unknown, 53 95 5e-20
MisterCuddles 67, function unknown, 58 95 5e-20
LilMoolah_68, function unknown, 53 95 5e-20
Krakatau_65, function unknown, 50 95 5e-20
Girr_67, function unknown, 50 95 5e-20
Fancypants_74, function unknoun, 53 95 5e-20
Burwell21 68, function unknown, 53 95 5e-20
Latretium_69, function unknown, 53 95 6e-20
Hegedechwinu_68, function unknown, 56 94 8e-20
Gandalph_71, function unknown, 56 94 8e-20
Nitzel 66, function unknown, 53 94 le-19
Mova 72, function unknown, 94 94 1e-19
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Hit

PF11572.11

270R G

PF09082.13

-

Name

; DUF3234 ; Protein of unknown
function (DUF3234)

Putative uncharacterized protein
TTHA0547; alpha/beta protein,
STRUCTURAL GENOMICS, UNKNOWN
FUNCTION, NPPSFA, National P

; DUF1922 ; Domain of unknown
function (DUF1922)

-

Probability
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TMHMM result

# WEBSEQUENCE Length: 303

# WEBSEQUENCE Number of predicted TMHs: ©

# WEBSEQUENCE Exp number of AAs in TMHs: ©.0770808000000001
# WEBSEQUENCE Exp number, first 60 AAs: ©.00167

# WEBSEQUENCE Total prob of N-in: ©.03528
WEBSEQUENCE TMHMM2.© outside 1 3e3

TMHMM posterior probabilities for WEBSEQUENCE

1.2

0.8

0.8

probability

0.4

0.2

o L

50 100 150 200 250
transmembrane inside outside

300
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hypothetical protein FDI15_gp071 [Mycobacterium phage ShiLan]
Sequence ID: YP_009608146.1 Length: 50 Number of Matches: 1
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 46 GenPept Graphics

Score Expect Method Tdentities __Positives Gaps
92.0 bits(227) Se-23 Compositional matrix adjust. 44/46(96%) 46/46(100%) 0/46(0%)

Query 1 MITVACADCARTQGRPVTAEFTTTDEAQHFIRRHHALADHRAHIEE 46
MITVACA+CARTQGRPVTAEFTTTDEAQHFIRRHHALADHRAHT +£
Sbjct 1 HITVACAECARTQGRPVTAEFTTTDEAQHFIRRHHALADHRAHIQE 46

& Downloadv  GenPept Graphics

hypothetical protein 15100_gp070 [Mycobacterium phage Zerg]
Sequence ID: YP_009963567.1 Length: 53 Number of Matches: 1
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 46 GenPept Graphics

Score Expect Method Tdentities __Positives Gaps
91.7 bits(226) 7e-23 Compositional matrix adjust. _44/46(96%) 46/46(100%) 0/46(0%)

Query 1 MITVACADCARTQGRPVTAEFTTTDEAQHFIRRHHALADHRAHIEE 46
MITVACADCARTQGRPVTAEFTTTDEA+HFIRRHHALADHRAHT +£
Sbjct 1 HITVACADCARTQGRPVTAEFTTTDEAEHFIRRHHALADHRAHIQE 46
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>MadMen_69, function unknoun, 53
Length - 53

Score = 98.2 bits (243), Expect = 6e-21
Identities - 45/46 (97%), Positives - 46/46 (100%)

Query: 1 MITVACADCARTQGRPVTAEFTTTDEAQHFIRRHHALADHRAHIEE 46
MITVACA+CARTQGRPVTAEFTTTDEAQHF IRRHHALADHRAHIEE
Sbjct: 1 MITVACAECARTQGRPVTAEFTTTDEAQHFIRRHHALADHRAHIEE 46

>Hades_7@, function unknown, 53
Length = 53

Score = 98.2 bits (243), Expect = 6e-21
Tdentities - 44/47 (93%), Positives = 47/47 (100%)

Query: 1 MITVACADCARTQGRPVTAEFTTTDEAQHF IRRHHALADHRAHIEET 47
MITVACA+CARTQGRPVTAEF TTTDEAQHF IRRHHALADHRAH+EE+
Sbjct: 1 MITVACAECARTQGRPVTAEFTTTDEAQHFIRRHHALADHRAHVEES 47

>Royals2615_76, function unknown, 53
Length - 53

Score = 97.8 bits (242), Expect = 8e-21
Tdentities - 45/45 (16@%), Positives - 45/45 (100%)

Query: 1 MITVACADCARTQGRPVTAEFTTTDEAQHFIRRHHALADHRAHIE 45
MITVACADCARTQGRPVTAEFTTTDEAQHF IRRHHALADHRAHIE
Sbjct: 1 MITVACADCARTQGRPVTAEFTTTDEAQHFIRRHHALADHRAHIE 45
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Starts : 4 ORF Start : 46826 Cdn1 Cdn2 Cdn3 Lengh o) Scoing Matix ,—K,me,ﬁ :
Selected:1  QORFStop :47266 S'End(333 333 667 18 =

ORFlength: 441  ZEnd|660 681 539 423  SacingWeight Matix [Karin Medum

[

StajRaw SD _|Genomic [spacer |Final [Sequence of the Region [start[starz  [omF

¢ |Score [z value [pistance|Score [upstream of the Start |[codon|position |Lengch
L j-s.oes |1.476 13 -€.114 |ACCAACTCGGGTICGATGCGGA |ATG (46826 441
2 -4.058 [1.564 1€ -5.854 |CGGAATGGTCAATTGTCACAGC |GTG 46844 423
3 -3.28¢ 2.332 7 -4.777 |TTGCGACGCATCTACGGGGGCA |GTG (46979 288
4 |-2.731 |2.875 |12 -3.627 |GGATGATCCTGGAGGCCACTGC ATG |47120 147
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TMHMM result

# WEBSEQUENCE Length: 49

# WEBSEQUENCE Number of predicted TMHs: @

# WEBSEQUENCE Exp number of AAs in THHs: @

# WEBSEQUENCE Exp number, first 60 AAs: @

# WEBSEQUENCE Total prob of N-in: 0.58694
WEBSEQUENCE THHI2.0 inside 1 49

TMHMM posterior probabilities for WEBSEQUENCE

0.8

0.8

probability

0.4

0.2

5 10 15 20 25 30 35 40
transmembrane inside outside

45
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Distribution of the top 77 Blast Hits on 77 subject sequences
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Description L s —
& dent Lon

hypothetical protein FDI16 gp073 (Mycobacterium phage ShiLan] Mycobacterium phage Shilan 9 119 98%  1e33 10000% 58 YP 0096081481
9p74 [Mycobacterium phage Ramsey] Mycobacterium phage Ramsey, 15 115 98% 5e32 06.55% 58 YP 0022418611
hypothetical protein I5H33 gp073 [Mycobacterium phage Emma) Mycobacterium phage Emma 114 114 98%  2e31 9483% 58 YP 0099566321
‘hypothetical protein FDI13_gp075 [Mycobacterium phage Spartacus] Mycobacterium phage Spartacus M3 113 98%  3e31 9310% 58 YP 0096078951
‘hypothetical protein FGGS7 gp071 [Mycobacterium phage RockyHorror] Mycobacterium phage RockyHorror 1M1 111 04%  1e-30 96.43% 59 YP 0096361361
‘hypothetical protein SEA DAWORST 71 [Mycobacterium phage DaWorst] Mycobacterium phage DaWorst 10 110 94%  5e30 9464% 59 ATNSS5631
‘hypothetical protein I5H85 gp077 [Mycobacterium phage Royals2015] Mycobacterium phage Royals2015 108 108 91% 3e29 9444% 54 YP 0099620081
hypothetical protein PBI CHES 75 [Mycobacterium phage Cheg] Mycobacterium phage Cheg 107 107 91% 7e20 04.44% 54 NP 8174131
Mycobacterium phage Chedd 105 105 91% 2e28 9259% 54 NP 8130551
hypothetical protein I5H60_gp068 (Mycobacterium phage Mantra} Mycobacterium phage Mantra 105 105 91% 3e28 9259% 54 YP 0099504321
9p64 [Mycobacterium phage Paccd0] Mycobacterium phage Pacc40 105 105 91% 3e28 0259% 54 YP 0022416481
hypothetical protein BOOMER 73 [Mycobacterium phage Boomer] Mycobacterium phage Boomer 967 967 98% 1e24 7586% 58 YP 0020142891
hypothetical protein I5H31 gp074 [Mycobacterium phage Eishl Mycobacterium phage Eish 951 951 94% 5e24 7679% 59 YP 0099564161
‘hypothetical protein I5H63 gp071 [Mycobacterium phage MilleniumForce] Mycobacterium phage 044 944 8% 1e23 T414% 58 YP 0099507371
‘hynothetical protein SEA AUBS 72 [Mycobacterium phage Aubs] Mycobacterium phage Aubs 928 928 91% 3e23 7778% 54 UXED45441
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of Apr 29, 2023
441,089 sequences; 85,345,712 total letters

Query= Rialto_78
(59 Tetters)

Distribution of 100 Blast Hits on the Query Sequence

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

Color Key for Alignnent Scores

<d0

50
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Score  E

Sequences producing significant alignments: (bits) Value

Shilan_73, function unknown, 58 135 3e-32
Rialto_Draft_78, function unknown, 58 135 3e-32
VRedHorse_70, function unknown, 58 130 8e-31
Sarma624_69, function unknown, 58 130 8e-31
Ramsey 74, function unknown, 58 130 8e-31
OwlsT2W_73, function unknown, 58 130 8e-31
Oksu_Draft_75, function unknown, 58 130 8e-31
Nitzel 67, function unknown, 58 130 8e-31
Mutaformal3_76, function unknown, 58 130 8e-31
LunaBlu_Draft_76, function unknown, 58 130 8e-31
LilMoolah_69, function unknoun, 58 130 8e-31
Kersh_72, function unknown, 58 130 8e-31
Job42_71, function unknown, 58 130 8e-31
Galactic_7@, function unknown, 58 130 8e-31
Fancypants_75, function unknown, 58 130 8e-31
Cornucopia_72, function unknown, 58 130 8e-31
CaptainTrips_69, function unknown, 58 130 8e-31
BodEinwohner17_76, function unknown, 58 130 8e-31
BlueCrab_Draft_80, function unknown, 58 130 8e-31
Emna_73, function unknown, 58 129 3e-30
Spartacus_75, function unknown, 58 127 9e-30
RockyHorror_71, function unknown, 59 127 1e-29
Mahavrat_67, function unknown, 59 127 1e-29
Daklorst_71, function unknown, 59 125 4e-29
Royals2@15_77, function unknown, 54 122 3e-28
Nivrat_67, function unknown, 54 121 6e-28
Moonbeam 71, function unknown, 54 121 6e-28
Hades 71, function unknown, 54 121  6e-28
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gp74 [Mycobacterium phage Ramsey]
Sequence ID: YP_002241861.1 Length: 58 Number of Matches: 1
See 15 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 58 GenPept Graphics

Score Expect Method Identities Positives
115 bits(287) Se-32 Compositional matrix adjust. _ 56/58(97%) 56/58(96%)

Gaps
0/58(0%)

Query 1 HTCLLCDHPRSTHTPQCRTRLGVDLRDMTRYTQCLCPGFEAGLCEVCGGNGCADCEEY
MTCLLCDHPRSTHTPQCRTRLGVD DHTRYTQCLCPGFEAGLCEVCGGNGCADCEEV
Sbjct 1 HTCLLCDHPRSTHTPQCRTRLGVDADDMTRYTQCLCPGFEAGLCEVCGGNGCADCEEV

£

£

& Download v

hypothetical protein I5H33_gp073 [Mycobacterium phage Emma]
Sequence ID: YP_009956632.1 Length: 58 Number of Matches: 1
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 58 GenPept Graphics

Score Expect Method Identities Positives
114 bits(284) 2e-31 Compositional matrix adjust. _55/58(95%) 55/58(94%)

Gaps
0/58(0%)

Query 1 MTCLLCDHPRSTHTPQCRTRLGVDLRDMTRYTQCLCPGFEAGLCEVCGGNGCADCEEY
MTCLLCDHPRSTHTPQCR RLGVD DHTRYTQCLCPGFEAGLCEVCGGNGCADCEEV
Sbjct 1 HTCLLCDHPRSTHTPQCRVRLGVDADDMTRYTQCLCPGFEAGLCEVCGGNGCADCEEY
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BLASTP 2.2.26 [Sep-21-2011]

Referenc:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3462.

Database: Actinobacteriophage Proteins as of Jan 27, 2023
431,238 sequences; 83,469,659 total letters

Query= Rialto_8
(123 letters)

Distribution of 100 Blast Hits on the Query Sequence

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

Color Key for Alignnent Scores
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>Shilan_73, function unknoun, 58
Length - 58

Score = 135 bits (348), Expect = 3e-32
Identities - 58/58 (1@%), Positives - 58/58 (100%

Query: 1 MTCLLCDHPRSTHTPQCRTRLGVDLRDMTRYTQCLCPGFEAGLCEVCGGNGCADCEEV 58
MTCLLCDHPRSTHTPQCRTRLGVDLRDMTRYTQCLCPGFEAGLCEVCGGNGCADCEEV.
Sbjct: 1 MTCLLCDHPRSTHTPQRTRLGVDLRDHTRYTQCLCPGFEAGLCEVCGGNGCADCEEV 58

SRialto_Draft_78, function unknown, 58
Length = 58

Score = 135 bits (348), Expect = 3e-32
Identities - 58/58 (1@%), Positives - 58/58 (100%

Query: 1 MTCLLCDHPRSTHTPQCRTRLGVDLRDMTRYTQCLCPGFEAGLCEVCGGNGCADCEEV 58
MTCLLCDHPRSTHTPQCRTRLGVDLRDMTRYTQCLCPGFEAGLCEVCGGNGCADCEEV.
Sbjct: 1 MTCLLCDHPRSTHTPQRTRLGVDLRDHTRYTQCLCPGFEAGLCEVCGGNGCADCEEV 58

SVRedHorse_70, function unknoun, 58
Length - 58

Score = 130 bits (328), Expect = 8e-31
Identities - 56/58 (96%), Positives = 56/58 (96%)

Query: 1 MTCLLCDHPRSTHTPQCRTRLGVDLRDMTRYTQCLCPGFEAGLCEVCGGNGCADCEEV 58
MTCLLCDHPRSTHTPQCRTRLGVD  DMTRYTQLCPGFEAGLCEVCGGNGCADCEEV.
Sbjct: 1 MTCLLCDHPRSTHTPQRTRLGVDADDHTRYTQCLCPGFEAGLCEVCGGNGCADCEEV 58
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TMHMM result

# WEBSEQUENCE Length: 59
# WEBSEQUENCE Number of predicted TMHs: @

# WEBSEQUENCE Exp number of AAs in THHs: 0.00059

# WEBSEQUENCE Exp number, first 60 AAs: 0.00059

# WEBSEQUENCE Total prob of N-in: 0.31814
WEBSEQUENCE THHI2.0 outside 159

TMHMM posterior probabilities for WEBSEQUENCE
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Distribution of the top 14 Blast Hits on 14 subject sequences
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<N < E<E<N<N<N<N<N<N<]

Description

hypothetical protein 15H75 gp074 [Mycobacterium phage OwIST2W]

hypothetical protein 15H36_gpO76 [Mycobacterium phage Fancypants]

hypothetical protein PBI CHESD 83 Mycobacterium phage Chedd
hypothetical protein N858_gp066 [Mycobacterium phage Velveteen]

hypothetical protein PBI CHES 76

cobacterium phage Cheg]

hypothetical protein M609_gpO72 [Mycobacterium phage Job42]

hypothetical protein PBI HADES 72 [Mycobacterium phage Hades]

hypothetical protein FDI13 0p076 [Mycobacterium phage Spartacus]

hypothetical protein SEA_SPARKDEHLILY 76 [Mycobacterium phage Sparkdehiiy]
hypothetical protein SEA_SABBE 73 [Mycobacterium phage Sabbb]

‘hypothetical protein SimranZ1 72 [Mycobacterium phage SimranZ1]

hypothetical protein I5H70_gp68 [Mycobacterium phage Nitzel

hypothetical protein FDI15 gp074 [Mycobacterium phage ShiLan]

Mycobacterium phage OwisT2W

Mycobacterium phage Fancypants

Mycobacterium phage Chedd
Mycobacterium phage Velveteen
Mycobacterium phage Cheg.
Mycobacterium phage Job42
Mycobacterium phage Hades
Mycobacterium phage Spartacus
Mycobacterium phage Sparkdehiy.
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of Apr 29, 2023
441,089 sequences; 85,345,712 total letters

Query= Rialto_79
(41 Tetters)

Distribution of 53 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:

Rialto_Draft_79, function unknown, 40
Pollywog_72, function unknown, 40
OwlsT2W_74, function unknown, 41
Fancypants_76, function unknown, 46
Daklorst_72, function unknown, 48
VRedHorse_71, function unknown, 41
Velveteen 66, function unknoun, 48
Starcevich Draft_80, function unknown, 48
Spikelee_78, function unknown, 40
Sarma624_7@, function unknown, 40
RockyHorror_72, function unknown, 40
Ramsey_75, function unknown, 48
Pacc4@_65, function unknown, 48
Nivrat_68, function unknown, 48
Mutaformal3_77, function unknown, 40
Mantra_69, function unknown, 48
Mahavrat_68, function unknown, 40
LunaBlu_Draft_77, function unknown, 48
LilMoolah_70, function unknoun, 40
Kersh_73, function unknown, 49
Galactic_71, function unknown, 41
Emna_74, function unknown, 4@

Doug_72, function unknown, 4@
Cornucopia_73, function unknown, 48
Che9d_83, function unknown, 49
CaptainTrips_70, function unknown, 40
Buzzlyseyear_78, function unknown, 41
BodEinwohner17_77, function unknown, 49
Oksu_Draft_76, function unknown, 48
Royals2@15 78, function unknown, 40
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hypothetical protein PBI_BUZZLYSEYEAR_78 [Mycobacterium phage BuzzLyseyear]
Sequence ID: YP_009125071.1 Length: 41 Number of Matches: 1
See 4 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 2 to 41 GenPept Graphics

Score Expect Method Tdentities Pasitives Gaps
2.0 bits(201) 2e-19 Compositional matrix adjust. _ 39/40(98%) 39/40(97%) 0/40(0%)

Query 1 MRKTVFYQRVSGSIEREYEDGPGGAGNTVTPGLTTGLEWL 40
FRK VFYQRVSGSIEREYEDGPGGAGNTVTPGLTTGLEWL
Sbjct 2 HRKNVFYQRVSGSTEREYEDGPGGAGNTVTPGLTTGLEWL 41

& Downloadv  GenPept Graphics

hypothetical protein PBI_CHE9D_83 [Mycobacterium phage Che9d]
Sequence ID: NP_818056.1 Length: 40 Number of Matches: 1
See 19 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 40 GenPept Graphics

Score Expect Method Tdentities Pasitives Gaps
2.0 bits(201) 3e-19 Compositional matrix adjust. _ 39/40(98%) 39/40(97%) 0/40(0%)

Query 1 MRKTVFYQRVSGSIEREYEDGPGGAGNTVTPGLTTGLEWL 40
FRK VFYQRVSGSIEREYEDGPGGAGNTVTPGLTTGLENL
Sbjct 1 HRKNVFYQRVSGSTEREYEDGPGGAGNTVTPGLTTGLEWL 48
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>Pollywog_72, function unknown, 40
Length - 49

Score = 87.8 bits (214), Expect = le-17
Tdentities - 40/40 (16@%), Positives - 40/49 (100%)

Query: 1 MRKTVFYQRVSGSIEREYEDGPGGAGNTVTPGLTTGLEWL 40
MRKTVFYQRVSGSTEREYEDGPGGAGNTVTPGLTTGLEWL
Sbjct: 1 MRKTVFYQRVSGSIEREVEDGPGGAGNTVTPGLTTGLEWL 40

>0ulsT2W_74, function unknown, 41
Length = 41

Score = 87.8 bits (214), Expect = le-17
Tdentities - 40/40 (16@%), Positives - 40/49 (100%)

Query: 1 MRKTVFYQRVSGSIEREYEDGPGGAGNTVTPGLTTGLEWL 40
MRKTVFYQRVSGSTEREYEDGPGGAGNTVTPGLTTGLEWL
Sbjct: 2 MRKTVFYQRVSGSIEREVEDGPGGAGNTVTPGLTTGLEWL 41

>Fancypants_76, function unknown, 40
Length - 49

Score = 87.8 bits (214), Expect = le-17
Tdentities - 40/40 (16@%), Positives - 40/49 (100%)

Query: 1 MRKTVFYQRVSGSIEREYEDGPGGAGNTVTPGLTTGLEWL 40
MRKTVFYQRVSGSTEREYEDGPGGAGNTVTPGLTTGLEWL
Sbjct: 1 MRKTVFYQRVSGSIEREVEDGPGGAGNTVTPGLTTGLEWL 40
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Score  E

Sequences producing significant alignments: (bits) Value

Velveteen_8, head-to-tail adaptor, 123 245 2e-65
Starcevich_Draft_9, function unknown, 123 245 2e-65
Spikelee 8, head-to-tail adaptor, 123 245 2e-65
Seagreen 8, head-to-tail adaptor, 123 245 2e-65
Sarma624_8, head-to-tail adaptor, 123 245 2e-65
RockyHorror_8, head-to-tail adaptor, 123 245 2e-65
Rialto_Draft_8, function unknown, 123 245 2e-65
Pollywog 8, head-to-tail adaptor, 123 245 2e-65
Piper2026_8, head-to-tail adaptor, 123 245 2e-65
Madiba_8, head-to-tail adaptor, 123 245 2e-65
Kingsley_8, head-to-tail adaptor, 123 245 2e-65
Jobd2_8, head-to-tail adaptor, 123 245 2e-65
Coco12_8, head-to-tail adaptor, 123 245 2e-65
Cerasum_8, head-to-tail adaptor, 123 245 2e-65
BigPhil 8, head-to-tail adaptor, 123 245 2e-65
Alexphander_8, head-to-tail adaptor, 123 245 2e-65
Frankie_8, head-to-tail adaptor, 123 244 de-65
UncleRicky_8, head-to-tail adaptor, 123 244 Ge-65
Tootsieroll 8, head-to-tail adaptor, 123 244 Ge-65
TootsiePop_8, head-to-tail adaptor, 123 244 Ge-65
Stap_Draft_7, function unknown, 123 244 Ge-65
Squirty_8, head-to-tail adaptor, 123 244 Ge-65
SimranZ1_8, head-to-tail adaptor, 123 244 Ge-65
Quico_8, head-to-tail adaptor, 123 244 Ge-65
Plumbus_8, head-to-tail adaptor, 123 244 Ge-65
OwlsT2W_8, head-to-tail adaptor, 123 244 Ge-65
Misha28_8, head-to-tail adaptor, 123 244 Ge-65
Lorde_8, head-to-tail adaptor, 123 244 Ge-65
Leozinho_8, head-to-tail adaptor, 123 244 Ge-65
Kimberlium_8, head-to-tail adaptor, 123 244 Ge-65
Juiceds6_8, head-to-tail adaptor, 123 244 Ge-65
JalFarm20_8, head-to-tail adaptor, 123 244 Ge-65
Hegedechwinu_8, head-to-tail adaptor, 123 244 Ge-65
Girafales_8, head-to-tail adaptor, 123 244 Ge-65
Flathead_8, head-to-tail adaptor, 123 244 Ge-65
Enby_8, head-to-tail adaptor, 123 244 Ge-65
Drago_8, head-to-tail adaptor, 123 244 Ge-65
DirtMcgirt_8, head-to-tail adaptor, 123 244 Ge-65
Dallorst_8, head-to-tail adaptor, 123 244 6e-65
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TMHMM result

# WEBSEQUENCE Length: 41

# WEBSEQUENCE Number of predicted TMHs: @

# WEBSEQUENCE Exp number of AAs in THHs: 0.00542

# WEBSEQUENCE Exp number, first 60 AAs: 0.00542

# WEBSEQUENCE Total prob of N-in: 0.77864
WEBSEQUENCE THHI2.0 inside 14

TMHMM posterior probabilities for WEBSEQUENCE
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Distribution of the top 27 Blast Hits on 27 subject sequences
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KN NN N<N<N<N<N<]

Description

hypothetical protein 15H17_gpO78 [Mycobacterium phage BodEinwohner17;
hypothetical protein 15H36_gpO77 [Mycobacterium phage Fancypants]
hypothetical protein SEA CORNUCOPIA 74 [Mycobacterium phage Comucopial
hypothetical protein PBI CHESD 84 [Mycobacterium phage Chedd

hypothetical protein PBI CHES 77

cobacterium phage Cheg]
‘hypothetical protein SimranZ1 73 [Mycobacterium phage SimranZ1]
hypothetical protein I5H31 gpO76 [Mycobacterium phage Eish]
9966 [Mycobacterium phage Pacc40]

hypothetical protein I5H59 gp68 [Mycobacterium phage Mahavraf]
hypothetical protein SEA SABBB 74 [Mycobacterium phage Sabbb]
hypothetical protein FDI15 gp074 [Mycobacterium phage ShiLan]

hypothetical protein PBI HADES 73 [Mycobacterium phage Hades]

‘Scientiic Name

Mycobacterium phage BodEinwohnert?
Mycobacterium phage Fancypants.
Mycobacterium phage Chedd
Mycobacterium phage Cheg.
Mycobacterium phage SimranZ1
Mycobacterium phage Eish
Mycobacterium phage Pacc40
Mycobacterium phage Mahavrat
Mycobacterium phage Sabbb

Mycobacterium phage ShiLan

Mycobacterium phage Hades

hypothetical protein PBI BUZZLYSEYEAR 79 [lycobacterium phage BuzzLyseyear]Mycobacterium phage Buzzlyseyear

hypothetical protein M609_gp073 [Mycobacterium phage Job42]
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of Apr 29, 2023
441,089 sequences; 85,345,712 total letters

Query= Rialto_80
(73 Tetters)

Distribution of 98 Blast Hits on the Query Sequence

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

Sequences producing significant alignments: (bits) Value

Rialto_Draft_80, function unknown, 72 157 8e-39
OulsT2W_75, function unknown, 72 155 2e-38
Dallorst_73, function unknown, 72 155 2e-38
BodEinwohner17_78, function unknown, 72 155 2e-38
Fancypants_77, function unknoun, 72 155 4e-38
Juniperl Draft_73, function unknown, 112 153 le-37
Che9d_84, function unknown, 72 152 2e-37
VRedHorse_72, function unknown, 72 152 3e-37
Ramsey_76, function unknown, 72 152 3e-37
Cornucopia_74, function unknown, 72 152 3e-37
Che8_77, function unknown, 72 152 3e-37
Simranz1_73, function unknown, 72 152 3e-37
Eish_76, function unknown, 72 152 3e-37
Mahavrat_69, function unknown, 72 151 6e-37
Velveteen_67, function unknown, 72 150 8e-37
Spikelee 79, function unknown, 72 150 8e-37
Sarma624_71, function unknown, 72 150 8e-37
RockyHorror_73, function unknown, 72 150 8e-37
Pacc46_66, function unknown, 72 150 8e-37
Nivrat_69, function unknown, 72 150 8e-37
Mutaformal3_78, function unknown, 72 150 8e-37
Moonbeam_73, function unknown, 72 150 8e-37
Mantra_70, function unknown, 72 150 8e-37
LunaBlu_Draft_78, function unknown, 72 150 8e-37
LilMoolah_71, function unknown, 72 150 8e-37
Kersh_74, function unknown, 72 150 8e-37
Galactic_72, function unknown, 72 150 8e-37
Emma_75, function unknown, 72 150 8e-37
Doug_73, function unknown, 72 150  8e-37
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Aligned , Target

Nr | Hit 7 Name " Probability ~ Ewalue = Score =SS cols 7 Length
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hypothetical protein I5H17_gp078 [Mycobacterium phage BodEinwohner17]
Sequence ID: YP_009954974.1 Length: 72 Number of Matches: 1
See 4 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 72 GenPept Graphics

Score Expect Method Identities Positives Gaps
150 bits(379) 1e-45 Compositional matrix adjust. 71/72(99%) 71/72(98%) 0/72(0%)

Query 1  HTDDSPRIPYDWARVECPTCGSEPDTRCRSKSGRTTDAHHKRVDLAFERVAEIRRWRIHN 68
MTDDSPRIPYDNARVECPTCGSEPDTRCRSKSGRTTD HMKRVDLAFERYAEIRRNRIHN
Sbjct 1  HTDDSPRIPYDWARVECPTCGSEPDTRCRSKSGRTTDVHHKRVDLAFERYAEIRRKRIHN 66

Query 61 AVHKKLFGGDAS 72
AVMKKLFGGDAS
Sbjct 61 AVMKKLFGGDAS 72

& Downloadv  GenPept Graphics

hypothetical protein I5H36_gp077 [Mycobacterium phage Fancypants]
Sequence ID: YP_009956956.1 Length: 72 Number of Matches: 1
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 72 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
150 bits(378) 2e-45 Compositional matrix adjust. 71/72(99%) 71/72(98%) 0/72(0%)

Query 1  HTDDSPRIPYDWARVECPTCGSEPDTRCRSKSGRTTDAHHKRVDLAFERVAEIRRWRIHN 68
MTDDSPRIPYDNARVECPTCGS PDTRCRSKSGRTTDAHHKRVDLAFERYAEIRRNRIHN
Sbjct 1  HTDDSPRIPYDWARVECPTCGSAPDTRCRSKSGRTTDAHHKRVDLAFERYAEIRRKRIHN 66

Query 61 AVHKKLFGGDAS 72
AVMKKLFGGDAS
Sbjct 61 AVMKKLFGGDAS 72
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>0ulsT2W_75, function unknown, 72
Length = 72

Score = 155 bits (393), Expect = 2e-38
Identities = 71/72 (98%), Positives = 71/72 (98%)

Query: 1 MTDDSPRIPYDWARVECPTCGSEPDTRCRSKSGRTTDAHMKRVDLAFERYAEIRRWRIHN 60
MTDDSPRIPYDWARVECPTCGSEPDTRCRSKSGRTTD HMKRVDLAFERYAEIRRNRIHN
Sbjct: 1 MTDDSPRIPYDWARVECPTCGSEPDTRCRSKSGRTTDVHMKRVDLAFERYAEIRRWRIHN 60

Query: 61 AVMKKLFGGDAS 72
AVMKKLFGGDAS
Sbjct: 61 AVMKKLFGGDAS 72
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Query: 1 MTDDSPRIPYDWARVECPTCGSEPDTRCRSKSGRTTDAHMKRVDLAFERYAEIRRWRIHN 60
MTDDSPRIPYDWARVECPTCGSEPDTRCRSKSGRTTD HMKRVDLAFERYAEIRRNRIHN
Sbjct: 1 MTDDSPRIPYDWARVECPTCGSEPDTRCRSKSGRTTDVHMKRVDLAFERYAEIRRWRIHN 60
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Score  E

Sequences producing significant alignments: (bits) Value

Rialto_Draft_81, function unknown, 361 611 e-175
Mahavrat_7@, function unknown, 301 611 e-175
Juniper1 Draft_74, function unknown, 301 Bl e-175
Radiance Draft_73, function unknown, 301 610 e-175
Che8_78, RepA-like replication initiator, 301 610 e-175
BodEinwohner17_79, helix-turn-helix DNA-binding domain protein, 301 618 e-175
RockyHorror_74, function unknown, 301 60 e-174
Doug_74, function unknown, 301 60 e-174
Spartacus_78, function unknown, 301 609 e-174
Phasih_7@, function unknown, 301 608 e-174
BlueCrab_Draft_83, function unknown, 301 608 e-174
Estavel 80, function unknown, 301 607 e-173
VRedHorse_73, RepA-like replication initiator, 301 607 e-173
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Ramsey_77, function unknown, 301 606 e-173
Pollywog_74, function unknown, 361 606 e-173
Mutaformal3_79, function unknown, 301 605 e-173
Pacc40_67, function unknown, 3@1 605 e-173
Royals2015_8@, function unknown, 301 605 e-173
OwlsT2W_76, function unknown, 301 04 e-173
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replication initiation protein [Mycobacterium phage Mahavrat]
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Range 1: 1 to 301 GenPept Graphics

Score Expect Method Tdentities Pasitives Gaps
610 bits(1573) 0.0 Compositional matrix adjust. 301/301(100%) 301/301(100%) 0/301(0%)

Query 1 MRIRSIKPEFWRSDDITKLPISTRLTFIGLWSYVDDNGVGADKLVSTVADLYADEFAREP 60
MRIRSIKPEFWRSDDITKLPISTRLTFIGLWSYVDDNGVGADKLVSTVADL YADEFAREP
Sbjct 1 MRIRSIKPEFKRSDDITKLPISTRLTFIGLWSYVDDNGVGADKLVSIVADLYADEFAREP 68

Query 61  LETLKRVTEDLERLASGGQUTRYKAVHNGSLKDLLYITKKKQHQRVNHPSLGHKYPLPPA 126
LETLKRVTEDLERLASGGQVTRYKAVHNGSLKDLLYITKNKQHQRVIHPSLGHKYPLPPA
Sbjct 61  LETLKRVTEDLERLASGGQVTRYKAVHNGSLKDLLYITKNKQHQRVNHPSLGHKYPLPPA 120

Query 121 DHVNTAVSLLSSSGDPHESLTHEQGNRGTGEGEQGSRGAGDEEVPLPPEPPPGPYDSPPY 186
DHVNTAVSLLSSSGDPHESL THEQGNRGTGEGEQGSRGAGDEEVPLPPEPPPGPYDSPPY.
Sbjct 121 DMVNTAVSLLSSSGDPHESLTHEQGNRGTGEGEQGSRGAGDEEVPLPPEPPPGPYDSPPY 180

Query 181 VVDTEPVSIELVNKPSKPQPSSASKTVVRQELGSNTYPRATVDRLAVQVEKLTREGQPDA 248
VVDTEPVSIELVNKPSKPQPSSASKTVVRQELGSNTYPRATVDRLAVQVEKL TREGQPDA
Sbjct 181 VVDTEPVSTELVNKPSKPQPSSASKTVVRQELGSNTYPRATVDRLAVQVEKLTREGQPDA 240
Query 241 LIREALREWERRPNCNLPEYLPTVLGDVIKSSRSSNLTAGEAKVLGHAGLGNPDORKAIG 308
LIREALREWERRPNCNLPEYLPTVLGDVIKSSRSSNL TAGEAKVL GHAGLGNPDQRKAG
Sbjct 241 LIREALREWERRPNCNLPEYLPTVLGDVIKSSRSSNLTAGEAKVLGHAGLGHPDQRKALG 300
Query 301 Q 301

Q
Sbjct 301 Q 301
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Starts : 8 ORF Start : 47767 Cdn1 Cdn2 Cdn3 Lengh o) Scoing Matix I—K,mg,g
Selected:1  ORFStop :48678 S'End(37.9 483 862 67 -

ORFlength:912  ZEnd|s59 458 648 813 SpacingWeight Matix [Karin Medum

[ I I [T I

Raw 5D _|Genomic [spacer [Final [Sequence of the Region [start[starz  [omr
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-5.321 (1.354 11 -€.078 |GACCCGGCTCACGTTCATCGGC | TTG 47860 818
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
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programs”, Nucleic Acids Res. 25:3389-3402.
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Score  E
Sequences producing significant alignments: (bits) Value

le-64
le-64
le-64
le-64
le-64
le-64
le-64
le-64
6e-64
6e-64
6e-64
6e-64
6e-64

VRedHorse_74, replisome organizer, 120 243
Starcevich_Draft_83, function unknown, 120 243
Rialto_Draft_82, function unknown, 120 243
Pacc40_68, function unknown, 120 243
Oksu_Draft_79, function unknown, 120 243
Mahavrat_71, function unknown, 120 243
Juniperl Draft_75, function unknown, 120 243
Cornucopia_76, function unknown, 120 243
Simranz1_75, function unknown, 120 241
Sabbb_76, function unknown, 120 241
Royals2015_81, function unknoun, 120 241
RockyHorror_75, function unknown, 126 241
Radiance Draft_74, function unknown, 120 241
Pollywog 75, function unknown, 120 241 6e-64
Phasih_71, function unknown, 120 241 6e-64
Nivrat_71, function unknown, 120 241 6e-64
Mutaformal3_8@, function unknown, 120 241 6e-64
Mantra_72, function unknown, 126 241 6e-64
LunaBlu_Draft_8@, function unknown, 120 241 6e-64
LilMoolah_73, function unknown, 120 241 6e-64
Kersh_76, function unknown, 120 241 6e-64
Karhdo_Draft_75, function unknown, 120 241 6e-64
Jobd2_75, function unknown, 120 241 6e-64
Galactic_74, function unknown, 120 241 6e-64
Fancypants_79, function unknoun, 120 241 6e-64
Emma_77, function unknown, 120 241 6e-64
Eish_78, function unknown, 120 241 6e-64
Doug_75, function unknown, 120 241 6e-64
Che8_79, helicase loader, 120 241 6e-64
BodEinwohnerl7 88. function unknown. 120 241 6e-64
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gp68 [Mycobacterium phage Pacc40]
Sequence ID: YP_002241652.1 Length: 120 Number of Matches:
See 5 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 120 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
243 bits(619) 9e-81 Compositional matrix adjust. 120/120(100%) 120/120(100%) 0/120(0%]

Query 1 MSDSYQIAANALAKCAAYDPHFPQPNRATVEAWAEQIELKKFNQADVLAGVTKHYSDHGS 60
MSDSYQTAANAL AKCAAYDPHFPQPNRATVEAHAEQTELWKFNQADVL AGVTKHYSDHGS
Sbjct 1 MSDSYQIAANALAKCAAYDPHFPQPNRATVEAAEQIELWKFNQADVLAGVTKHYSDHGS 68

Query 61  GFRPLPKDLVDAARAIRRDRCERETSAEREAREDARDAELERRLAAAVGRVAEHKSIORA 126
‘GFRPLPKDLVDAARATRRDRCERE TSAEREAREDARDAE LERRLAAAVGRVAEHKSTDRA
Sbjct 61  GFRPLPKDLVDAARAIRRDRCERETSAEREAREDARDAELERRLAAAVGRVAENKSTDRA 120

& Downloadv ~ GenPept Graphics
hypothetical protein I5H33_gp077 [Mycobacterium phage Emma]

Sequence ID: YP_009956636.1 Length: 120 Number of Matches: 1
See 6 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 120 GenPept Graphics

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 MSDSYQIAANALAKCAAYDPHFPQPNRATVEAWAEQIELKKFNQADVLAGVTKHYSDHGS 60
HSDSYQTAANAL AKCAAYDPHFPQPNRATVEAHAEQTELWKFNQADVLAGVTKHYSDHGS
Sbjct 1 MSDSYQIAANALAKCAAYDPHFPQPNRATVEAHAEQTELWKFNQADVLAGVTKHYSDHGS 68

Query 61  GFRPLPKDLVDAARAIRRDRCERETSAEREAREDARDAELERRLAAAVGRVAEHKSIORA 126
‘GFRPLPKDLVDAARATRRDRCERE TSAEREAREDARDAELERRLA_AVGRVAEMKSIDRA
Sbjct 61  GFRPLPKDLVDAARAIRRDRCERETSAEREAREDARDAELERRLARAVGRVAENKSIDRA 120
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SVRedHorse_74, replisome organizer, 120
Length - 120

Score = 243 bits (619), Expect = le-64
Tdentities - 120/120 (106%), Positives - 120/120 (106%)

Query: 1 MSDSYQIAANALAKCAAYDPWFPQPNRATVEANAEQIELWKFNQADVLAGVTKMYSDHGS 60
MSDSYQIAANALAKCAAYDPWF PQPNRATVEANAEQTELWKFNQADVLAGVTKMYSDHGS
Sbjct: 1 MSDSYQIAANALAKCAAYDPWFPQPNRATVEAWAEQIELWKFNQADVLAGVTKHYSDHGS 60

Query: 61 GFRPLPKDLVDAARATRRDRCERETSAEREAREDARDAELERRLAAAVGRVAEMKSIDRA 120
GFRPLPKDLVDAARATRRDRCERETSAEREAREDARDAEL ERRLAAAVGRVAEMKSIDRA
Sbjct: 61 GFRPLPKDLVDAARAIRRDRCERETSAEREAREDARDAELERRLAAAVGRVAEMKSIDRA 120
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>Paccd@_68, function unknown, 126
Length - 120

Score = 243 bits (619), Expect = le-64
Tdentities - 120/120 (106%), Positives - 120/120 (106%)

Query: 1 MSDSYQIAANALAKCAAYDPWFPQPNRATVEANAEQIELWKFNQADVLAGVTKMYSDHGS 60
MSDSYQIAANALAKCAAYDPWF PQPNRATVEANAEQTELWKFNQADVLAGVTKMYSDHGS
Sbjct: 1 MSDSYQIAANALAKCAAYDPWFPQPNRATVEAWAEQIELWKFNQADVLAGVTKHYSDHGS 60

Query: 61 GFRPLPKDLVDAARATRRDRCERETSAEREAREDARDAELERRLAAAVGRVAEMKSIDRA 120
GFRPLPKDLVDAARATRRDRCERETSAEREAREDARDAEL ERRLAAAVGRVAEMKSIDRA
Sbjct: 61 GFRPLPKDLVDAARAIRRDRCERETSAEREAREDARDAELERRLAAAVGRVAEMKSIDRA 120
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Starts: 8 ORF Start : 48654 conl bon2 B3 LN o) SooingMati  [KibleB
Selected : 1 ORFStop :49037 5'End[587 457 761 138 -
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T I I [

StajRaw SD _|Genomic [spacer |Final [Sequence of the Region [start[starz  [omF
¢ |score [z value [pistance|Score [upstream of the Start |[codon|position |Lengch
1 -3.580 2.15a 12 -4.41€ |ACCAGAGAAAGGCAATCGGACA |ATG |48€75 363
2 -5.034 |1.453 7 -€.557 |GTGGAAGTTCAACCAGGCCGAC |GTG 48813 225
3 -s.03¢ 1.453 10 -5.728 |GAAGTTCAACCAGGCCGACGIG |TTG 48816 222
4 |-s.36s [1.331 13 -€.414 |CCAGGCCGACGTGTTGGCCGGG |GTG (48825 213
s -3.s24 2.028 12 -4.760 |CGTGTTGGCCGGGGTGACGAAG |ATG (48834 204
€ |-4.228 |1.882 |12 -5.063 | TCATGGGAGCGGGTTTCGTCCG |TTG 48867 171
7 -€.253 0.504 s -7.028 |TGAGGATGCCCGIGATGCGGAG |TTG (48972 |66
8 |-4.8s3 |1.725 11 -5.310 |GGCGGTTGGCCGGGTCGCTGAG  ATG (45014 24
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TMHMM result

# WEBSEQUENCE Length: 121
# WEBSEQUENCE Number of predicted THHs:
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& Downloadv ~ GenPept Graphics

head-tail adaptor Ad1 [Mycobacterium phage WIVsmall]

Sequence ID: YP_008059977.1 Length: 123 Number of Matches: 1
See 16 more title(s) v See all Identical Proteins(IPG)

Range 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%)

Query 1  MSLADIDDLELVLGRELTPDEATRAGLLLEEASDLVVGYLGWESIPDVIPGAVVRVVAQL 6@
MSLADIDDLELVLGREL TPDEATRAGL LLEEASDLVVGYLGHESIPDVIPGAVVRVVAQL
Sbjct 1 MSLADIDDLELVLGRELTPDEATRAGLLLEEASDLVVGYLGWESIPDVIPGAVVRVVAQL 6@

Query 61  AATALTAPQSPYPEGTTASAGPYSFKWGGDSSNLYLTNALKLRLRPYRISMNSIPLGSDR 120
AATALTAPQSPYPEGTTASAGPYSFKWGGDSSNLYLTNALKLRLRPYRISMNSIPLGSDR
Sbjct 61  AATALTAPQSPYPEGTTASAGPYSFKWGGDSSNLYLTNALKLRLRPYRISMNSIPLGSDR 120

Query 121 YWP 123
YiP
Sbjct 121 VWP 123

& Downloadv ~ GenPept Graphics

head-tail adaptor Ad1 [Mycobacterium phage Frankie]

Sequence ID: YP_009957308.1 Length: 123 Number of Matches: 1
See 1 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 123 GenPept Graphics

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

Query 1  MSLADIDDLELVLGRELTPDEATRAGLLLEEASDLVVGYLGWESIPDVIPGAVVRVVAQL 6@
MSLADIDDLELV+GREL TPDEATRAGL LLEEASDLVVGYLGHESIPDVIPGAVVRVVAQL
Sbjct 1 MSLADIDDLELVIGRELTPDEATRAGLLLEEASDLVVGYLGWESIPDVIPGAVVRVVAQL 6@

Query 61  AATALTAPQSPYPEGTTASAGPYSFKWGGDSSNLYLTNALKLRLRPYRISMNSIPLGSDR 120
AATALTAPQSPYPEGTTASAGPYSFKWGGDSSNLYLTNALKLRLRPYRISMNSIPLGSDR
Sbjct 61  AATALTAPQSPYPEGTTASAGPYSFKWGGDSSNLYLTNALKLRLRPYRISMNSIPLGSDR 120

Query 121 YWP 123
YiP
Sbjct 121 VWP 123
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Description

hypothetical protein FGGS7_gp076 [Mycobacterium phage RockyHorror]
hypothetical protein PBI CHES 80 [Mycobacterium phage Cheg]

hypothetical protein PBI CHESD 87

cobacterium phage Chedd]
069 [Mycobacterium phage Pacc40

hypothetical protein 15H52 gpO77 [Mycobacterium phage Kersh]

9978 [Mycobacterium phage Ramsey]

hypothetical protein 15H36_gp080 [Mycobacterium phage Fancypants]
hypothetical protein I5H31 gpO78 [Mycobacterium phage Eish]
hypothetical protein 15H13 gpO78 [Mycobacterium phage ArcusAngelus]

hypothetical protein FDGS7 gp081 [Mycobacterium phage Mutaforma13]

hypothetical protein M609_gpO76 [Mycobacterium phage Jobd2]

hypothetical protein SEA MADIBA 79 [Mycobacterium phage Madib]
hypothetical protein I5H55 gp70 [Mycobacterium phage Krakatau]

hypothetical protein SEA DAWORST 76 [Mycobacterium phage DaWorst]
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"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of Apr 29, 2023
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Score  E

Sequences producing significant alignments: (bits) Value
Simranz1_76, function unknown, 74 154 9e-38
Royals2015_82, function unknoun, 74 154 9e-38
RockyHorror_76, function unknown, 74 154 9e-38
Radiance Draft_75, function unknown, 74 154 9e-38
Pollywog_76, function unknown, 74 154 9e-38
Nivrat_72, function unknowun, 74 154 9e-38
Mahavrat_72, function unknown, 74 154 9e-38
LilMoolah_74, function unknown, 74 154 9e-38
Juniperl Draft_76, function unknown, 74 154 9e-38
Doug_76, function unknown, 74 154 9e-38
Alexphander_77, function unknown, 74 154 9e-38
BlueCrab_Draft_85, function unknown, 74 152 2e-37
Rialto_Draft_83, function unknown, 76 152 3e-37
TDanisky_86, function unknown, 74 150 8e-37
Sparkdehlily 80, function unknown, 74 150 8e-37
Che8_80, function unknown, 74 150 8e-37
BodEinwohnerl7_81, function unknown, 74 150 8e-37
VRedHorse_75, function unknown, 74 149 2e-36
Pacc40_69, function unknown, 74 149 2e-36
Moonbeam_76, function unknown, 74 149 2e-36
Estavel 82, function unknown, 74 149 2e-36
Cornucopia_77, function unknown, 74 149 2e-36
Phasih_72, function unknowun, 74 148 4e-36
Che9d_87, function unknown, 74 148 4e-36
Stap_Draft_69, function unknown, 74 148 Se-36
Sabbb_77, function unknown, 74 148 S5e-36
Ramsey_79, function unknown, 74 148 S5e-36
Mantra_73, function unknown, 74 148 S5e-36
Kersh_77,  function unknown, 74 148 S5e-36
Karhdo_Draft_76, function unknown, 74 148 S5e-36
Emma_78, function unknown, 74 148 5e-36
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hypothetical protein FGG57_gp076 [Mycobacterium phage RockyHorror]
Sequence ID: YP_009636140.1 Length: 74 Number of Matches: 1
See 10 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 74 GenPept Graphics

Score Expect Method Tdentities Pasitives Gaps.
149 bits(375) 7e-45 Compositional matrix adjust. _74/74(100%) 74/74(100%) 0/74(0%)

Query 1 HPDRYGDPTPEPRVFVRPRVNALLVRCSHCKAGVGSRCVVAGTDVVLRRSSFHDVRVRDA 68
HPDRYGDPTPEPRVFVRPRVNALLVRCSHCKAGVGSRCVVAGTDVVL RRSSFHDVRVRDA
Sbjct 1 HPDRYGDPTPEPRVFVRPRVNALLVRCSHCKAGVGSRCVVAGTDVVLRRSSFHDVRVRDA 66

Query 61 ELAATGALARGRHS 74
ELAATGALARGRIS
Sbjct 61 ELAATGALARGRMS 74

& Downloadv  GenPept Graphics

hypothetical protein PBI_CHES8_80 [Mycobacterium phage Che8]
Sequence ID: NP_817418.1 Length: 74 Number of Matches: 1
See 6 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 74 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
145 bits(367) 9e-44 Compositional matrix adjust.  72/74(97%) 73/74(98%) 0/74(0%)

Query 1 HPDRYGDPTPEPRVFVRPRVNALLVRCSHCKAGVGSRCVVAGTDVVLRRSSFHDVRVRDA 68
HPDRYGDPTPEPRVFVRP+VNAL VRCSHCKAGVGSRCVVAGTDVVLRRSSFHDVRVRDA
Sbjct 1 HPDRYGDPTPEPRVFVRPKVNALTVRCSHCKAGVGSRCVVAGTDVVLRRSSFHDVRVRDA 66

Query 61 ELAATGALARGRIS 74
ELAATGALARGRIS
Sbjct 61 ELAATGALARGRMS 74
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>Simranz1_76, function unknown, 74
Length = 74

Score = 154 bits (388), Expect = 9e-38
Identities - 74/74 (18@%), Positives = 74/74 (100%)

Query: 1 MPDRYGDPTPEPRVFVRPRVNALLVRCSHCKAGVGSRCVVAGTDVVLRRSSFHDVRVRDA 60
MPDRYGDPTPEPRVFVRPRVNALLVRCSHCKAGVGSRCVVAGTDVVLRRSSFHDVRVRDA
Sbjct: 1 MPDRYGDPTPEPRVFVRPRVNALLVRCSHCKAGVGSRCVVAGTDVVLRRSSFHDVRVRDA 60

Query: 61 ELAATGALARGRMS 74
ELAATGALARGRMS.
Sbjct: 61 ELAATGALARGRMS 74

>Royals2015_82, function unknown, 74
Length = 74

Score = 154 bits (388), Expect = 9e-38
Identities - 74/74 (168%), Positives

74/74 (100%)

Query: 1 MPDRYGDPTPEPRVFVRPRVNALLVRCSHCKAGVGSRCVVAGTDVVLRRSSFHDVRVRDA 60
MPDRYGDPTPEPRVFVRPRVNALLVRCSHCKAGVGSRCVVAGTDVVLRRSSFHDVRVRDA
Sbjct: 1 MPDRYGDPTPEPRVFVRPRVNALLVRCSHCKAGVGSRCVVAGTDVVLRRSSFHDVRVRDA 60

Query: 61 ELAATGALARGRMS 74
ELAATGALARGRMS.
Sbjct: 61 ELAATGALARGRMS 74

>RockyHorror_76, function unknown, 74
Length = 74

Score = 154 bits (388), Expect = 9e-38
Identities - 74/74 (18@%), Positives = 74/74 (100%)

Query: 1 MPDRYGDPTPEPRVFVRPRVNALLVRCSHCKAGVGSRCVVAGTDVVLRRSSFHDVRVRDA 60
MPDRYGDPTPEPRVFVRPRVNALLVRCSHCKAGVGSRCVVAGTDVVLRRSSFHDVRVRDA
Sbjct: 1 MPDRYGDPTPEPRVFVRPRVNALLVRCSHCKAGVGSRCVVAGTDVVLRRSSFHDVRVRDA 60

Query: 61 ELAATGALARGRMS 74
ELAATGALARGRMS.
Sbjct: 61 ELAATGALARGRMS 74
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Statts: 17 ORF Start : 43018 Ddn Cdn2 Cdd_Lengh g opng Matix  [Kblers
Selected: 1 DRFStop :4925 SEnd[D0 00 1000 6 -

ORFlength: 237  FEnd 653 587 633 225 Spacing Weight Matix [Karlin Medium

I [T T TIT I [ I1T I I I

StajRaw SD _|Genomic [spacer |Final [Sequence of the Region [start[starz  [omF
¢ |score [z value [pistance|Score [upstream of the Start |[codon|position |Lengch
1 -4.177 1.306 s -4.952 |CGGGICGCIGAGATGAAGTCGA |TTG 45024 231
2 -4.177 [1.506 15 -5.779 |GCTGAGATGAAGICGATTGATC |GTG 45030 22§
3 -2.872 z.eel 10 -3.267 |GGATCCGACACCGGAGCCGCGG |GTG (43069 186
4 -2.572 [2.€81 1€ -4.368 |GACACCGGAGCCGCGGGTGTTT |GTG 45075 180
s -e.3:22 0.8e2 10 -7.022 |GCGGGTGTTTGTGCGTCCGAGE |GTG (49087  |1€8
€ -3.s€2 2.203 11 -4.31% | TGTGCGTCCGAGGGTGAATGCG TTG 45056 159
7 -3.se2 2.203 14 -4.905 |GCGTCCGAGGGTGRATGCGTIG |TTG (43099 156
8 |-3.s€2 |2.203 17 -5.562 | TCCGAGGGTGAATGCGITGTIG |GTG 45102 153
s -3.sel  2.085 14 -5.207 |GTGTICGTGGTGCAAGGCGGGT GTG (49129 126
10 |-3.935 2.023 |13 -4.981 |GGCGGGTGTGGETICTCETIGT GIG |45144 111
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TMHMM result

# WEBSEQUENCE Length: 75

# WEBSEQUENCE Number of predicted THHs:
# WEBSEQUENCE Exp number of AAs in THHs:
# WEBSEQUENCE Exp number, First 6@ AAs:
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Distribution of the top 19 Blast Hits on 19 subject sequences
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>Velveteen_8, head-to-tail adaptor, 123
Length = 123

Score = 245 bits (626), Expect = 2e-65
Tdentities = 123/123 (160%), Positives = 123/123 (100%)

: 1 MSLADIDDLELVLGRELTPDEATRAGLLLEEASDLVVGYLGNESIPDVIPGAVVRVVAQI 6@
NSLADIDDLELVLGRELTPDEATRAGLLLEEASDLVVGYLGWESIPDVIPGAVVRVVAQL
: 1 MSLADIDDLELVLGRELTPDEATRAGLLLEEASDLVVGYLGNESIPDVIPGAVVRVVAQL 6@

: 61 AATALTAPQSPYPEGTTASAGPYSFKWGGDSSNLYLTNALKLRLRPYRISMNSIPLGSDR 120
AATALTAPQSPYPEGTTASAGPYSFKWGGDSSNLYLTNALKLRLRPYRISMNSIPLGSDR
: 61 AATALTAPQSPYPEGTTASAGPYSFKWGGDSSNLYLTNALKLRLRPYRISMNSIPLGSDR 120

121 YMP 123
YHP
121 YMP 123
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BN << NN E<E<N<E<N<N<N<N<]

Description

hypothetical protein SEA FROGHOPPER 57 [Wycobacterium phage Froghopper]
hypothetical protein 15H29 gp77 [Mycobacterium phage Doug]

hypothetical protein FDI13 gp081 [Mycobacterium phage Spartacus]

hypothetical protein PBI TWEETY 77 [Mycobacterium phage Tueety]

hypothetical protein SEA_ALEXPHANDER 78 [Mycobacterium phage Alexphander]
hypothetical protein PBI TURJ99 58 [Mycobacterium phage Turi9s]

hypothetical protein I5H70_gp71 [Mycobacterium phage Niizel

hypothetical protein M040_gp73 [Mycobacterium phage SiSi]

hypothetical protein FGG28 gp083 [Mycobacterium phage Mozy]

hypothetical protein CMOS gpO7 [Mycobacterium phage DeadP]

hypothetical protein SEA POLLYWOG 77 [Mycobacterium phage Pollywog]
hypothetical protein SEA BYCHANCE 71 [Mycobacterium phage B
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hypothetical protein SEA_FROGHOPPER_57 [Mycobacterium phage Froghopper]
Sequence ID: AZF97247.1 Length: 97 Number of Matches: 1

Range 1: 5 to 97 GenPept Graphics
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ARWA+ATTVESL ALLCLPSEVAEQMVNEW (R
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>Froghopper_57, function unknown, 97
Length - 97

Score = 135 bits (339), Expect = 4e-32
Tdentities - 68/85 (86%), Positives = 73/85 (85%)
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Sbjct: 13 CRDAGRPLTAPAINTRRQAVNHQNDEIDPISQLELGVLESGDLELATQUGEVARWAHATT 72

Query: 74 VESLCALLCLPSEVAEQUVNEWFLR 98
VESL ALLCLPSEVAEQMVNEW LR
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Tdentities - 65/66 (98%), Positives - 66/66 (100%)

Query: 33 VSHEHDEIDPISQLELDVLESGDLELATQUGEVARWAYATTVESLCALLCLPSEVAEQNV 92
+SHEHDE IDPISQLELDVLESGDLELATQVGEVARWAYATTVESLCALLCLPSEVAEQMY.
Sbjct: 1 MSHEHDEIDPISQLELDVLESGDLELATQUGEVARWAYATTVESLCALLCLPSEVAEQHV 60

Query: 93 NEWFLR 98
NEWFLR

Shjct: 61 NEWFLR 66
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>Spikelee 8, head-to-tail adaptor, 123
Length = 123

Score = 245 bits (626), Expect = 2e-65
Tdentities = 123/123 (160%), Positives = 123/123 (100%)

: 1 MSLADIDDLELVLGRELTPDEATRAGLLLEEASDLVVGYLGNESIPDVIPGAVVRVVAQL
NSLADIDDLELVLGRELTPDEATRAGLLLEEASDLVVGYLGWESIPDVIPGAVVRVVAQL
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: 61 AATALTAPQSPYPEGTTASAGPYSFKWGGDSSNLYLTNALKLRLRPYRISMNSIPLGSDR
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Sequences producing significant alignments:
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hypothetical protein SEA_ALEXPHANDER_78 [Mycobacterium phage Alexphander]
: 130 Number of Matches: 1

Range 1: 67 to 130 GenPept Graphics

Score Expect Method Tdentities Pasitives Gaps.
136 bits(343) 2e-39 Compositional matrix adjust. 64/64(100%) 64/64(100%) 0/64(0%)

Query 1 MIMFVSSPDDPRVLEAVSCRSCDICKAPKGTPCSNTIRPGKPLPGRVIHEGRLTDRNREP 60
MTHFVSSPDDPRVLEAVSCRSCDICKAPKGTPCSNT IRPGKPLPGRVIHFGRL TDRNREP
Sbjct 67  MTHFVSSPDDPRVLEAVSCRSCDICKAPKGTPCSNTIRPGKPLPGRVIHFGRLTDRNREP 126

Query 61 KGDE 64
KGDE
Sbjct 127 KeDE 130

& Downloadv  GenPept Graphics

hypothetical protein FGG57_gp079 [Mycobacterium phage RockyHorror]
Sequence ID: YP_009636143.1 Length: 107 Number of Matches: 1
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 44 to 107 GenPept Graphics

Score Expect Method Tdentities Pasitives Gaps.
135 bits(339) 4e-39 Compositional matrix adjust. 64/64(100%) 64/64(100%) 0/64(0%)

Query 1 MIMFVSSPDDPRVLEAVSCRSCDICKAPKGTPCSNTIRPGKPLPGRVIHEGRLTDRNREP 60
MTHFVSSPDDPRVLEAVSCRSCDICKAPKGTPCSNT IRPGKPLPGRVIHFGRL TDRNREP
Sbjct 44  MTHFVSSPDDPRVLEAVSCRSCDICKAPKGTPCSNTIRPGKPLPGRVIHFGRLTDRNREP 103

Query 61 KGDE 64
KGDE
Sbjct 164 KeDE 107
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>RockyHorror_79, function unknoun, 107
Length - 107

Score = 148 bits (352), Expect = le-33
Tdentities - 64/64 (100%), Positives - 64/64 (100%

Query: 1  MTMFVSSPDDPRVLEAVSCRSCDICKAPKGTPCSNTIRPGKPLPGRVIHFGRLTDRNREP 60
MTMFVSSPDDPRVLEAVSCRSCDICKAPKGTPCSNTIRPGKPLPGRVIHFGRLTDRNREP.
Sbjct: 44 MTMFVSSPDDPRVLEAVSCRSCDICKAPKGTPCSNTIRPGKPLPGRVIHFGRLTDRNREP 103

Query: 61 KGDE 64
KGDE
Sbjct: 104 KGDE 107

>Doug_78, function unknown, 64
Length - 64

Score = 148 bits (352), Expect = le-33
Tdentities - 64/64 (100%), Positives - 64/64 (100%

Query: 1 HTHFVSSPDDPRVLEAVSCRSCDICKAPKGTPCSNTIRPGKPLPGRVIHFGRLTDRNREP 60
MTMFVSSPDDPRVLEAVSCRSCDICKAPKGTPCSNTIRPGKPLPGRVIHFGRLTDRNREP.
Sbjct: 1 MTHFVSSPDDPRVLEAVSCRSCDICKAPKGTPCSNTIRPGKPLPGRVIHFGRLTDRNREP 60

Query: 61 KGDE 64
KGDE
Sbjct: 61 KGDE 64

>Alexphander_78, function unknown, 130
Length - 130

Score = 148 bits (352), Expect = le-33
Tdentities - 64/64 (100%), Positives - 64/64 (100%

Query: 1  MTMFVSSPDDPRVLEAVSCRSCDICKAPKGTPCSNTIRPGKPLPGRVIHFGRLTDRNREP 60
MTMFVSSPDDPRVLEAVSCRSCDICKAPKGTPCSNTIRPGKPLPGRVIHFGRLTDRNREP.
Sbjct: 67 MTMFVSSPDDPRVLEAVSCRSCDICKAPKGTPCSNTIRPGKPLPGRVIHFGRLTDRNREP 126

Query: 61 KGDE 64
KGDE
Sbjct: 127 KGDE 130
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TMHMM result
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hypothetical protein PBI LLAMA 83 [Mycobacterium phage Liama]
hypothetical protein QUICO 88 [Mycobacterium phage Quico]
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hypothetical protein SEA FLATHEAD 78 [Mycobacterium phage Flathead]
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Zerg_77, function unknown, 52 107 7e-24
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Shilan_82, function unknown, 52 107 7e-24
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Sbjct: 1 MNNPELRAVLTEALSEALKRLWTDPEDAVDQADWDALPGKLADVAYQGLIR 52
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TMHMM result
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Zombie_57, function unknown, 123 73 1e-73
Zerg_78, MPHEL protein, 123 73 1e-73
ZenTime222_54, function unknoun, 123 73 1e-73
Yoshi_101, function unknown, 123 73 1e-73
Whouxphf_78, function unknown, 123 73 1e-73
Wee_89, MPMEI protein, 123 73 1e-73
VRedHorse_82, MPHEI protein, 123 73 1e-73
UncleRicky_82, MPHEL protein, 123 73 1e-73
Typha_50, function unknown, 123 73 1e-73
Tueety_84, function unknown, 123 73 1e-73
TomBrady_56, function unknown, 123 73 1e-73
Taptic_68, function unknown, 123 73 1e-73
Taj_9@, MPNEL protein, 123 73 1e-73
Sueets_58, MPMEL protein, 123 73 1e-73
SuagPigglett 84, function unknown, 123 73 1e-73
Strokeseat_78, function unknown, 123 73 1e-73
Shilan_83, function unknown, 123 73 1e-73
ShaboiShabazz_55, function unknown, 123 73 1e-73
Seabastian_85, MPHEL protein, 123 73 1e-73
SassyB_75, function unknown, 123 73 1e-73
Sabbb_85, MPMEL protein, 123 73 1e-73
Saal_79, MPHEL protein, 123 73 1e-73
Royals2015_88, function unknoun, 123 73 1e-73
Rockne_84, MPMEL protein, 123 73 1e-73
Rita_99, function unknown, 123 73 1e-73
Remy19_56, MPMEL protein, 123 73 1e-73
PR_69, function unknoun, 123 73 1e-73
PopTart_75, function unknown, 123 73 1e-73
Pippy_78, function unknown, 123 73 1e-73
Piper2026_63, MPME 1 protein, 123 73 1e-73
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mobile element MPME [Mycobacterium phage Tweety]
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Query 1 MEPITDTRREMTTHPTTEHGSDVQHLSPEHRDRANRDRFNARWHYDYGGWIRTRPQDEAS 60
MEPTTDTRREHTTHPTTEHGSDVQHL SPEHRDRAKRDRFNARNHYDYGGNIRTRPQDEAS
Sbjct 1 MFPITDTRREMTTHPTTEHGSDVQHLSPEHRDRANRDRFNARKHYDYGGIRTRPQDEAS 68

Query 61  TFALIPTKHYGPFTEDHSCPACLVVHPPEDCPVLSGNTDMLVVFDYDTSPNKAQADTADD 126
TFALIPTKHYGPFTEDHSCPACLVVHPPEDCPVL SGHTDMLVVFDYDTSPNKAQADTADD
Sbjct 61  TFALTPTKHYGPFTEDHSCPACLVVHPPEDCPVLSGNTDHLVVFDYDTSPNKAQADTADD 120

Query 121 DPR 123
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sbjct 121 DPR 123
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Query 1 MEPITDTRREMTTHPTTEHGSDVQHLSPEHRDRANRDRFNARWHYDYGGWIRTRPQDEAS 60
MFPTTDTRREHTTHPTTEHGSDVQHL SPEHRDRAKRDRFNARNHYDYGGWTRTRPQDEAS
Sbjct 1 MFPITDTRREMTTHPTTEHGSDVQHLSPEHRDRANRDRFNARKHYDYGGIRTRPODEAS 68

Query 61  TFALIPTKHYGPFTEDHSCPACLVVHPPEDCPVLSGNTDMLVVFDYDTSPNKAQADTADD 126
TFALIPTKHYGPF EDHSCPACLVVHPPEDCPVLSGHTDMLVVFDYDTSPNKAQADTADD
Sbjct 61  TFALTPTKHYGPFVEDHSCPACLVVHPPEDCPVLSGNTDHLVVFDYDTSPNKAQADTADD 120

Query 121 DPR 123
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Sbjct: 61 TFALIPTKHYGPFTEDHSCPACLVVHPPEDCPVLSGNTDHLVVFDYDTSPNKAQADTADD 120
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MFPITDTRREMTTHPTTEHGSDVQHL SPEHRDRAWRDRFNARKHYDYGGWIRTRPQDEAS
Sbjct: 1 MFPITDTRREMTTMPTTEHGSDVQHLSPEHRDRAWRDRFNARKHYDYGGHIRTRPQDEAS 60

Query: 61 TFALIPTKHYGPFTEDHSCPACLVVHPPEDCPVLSGNTDHLVVFDYDTSPNKAQADTADD 120
TFALIPTKHYGPF TEDHSCPACLVVHPPEDCPVLSGNTDHLVVFDYDTSPNKAQADTADD
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Score  E

Sequences producing significant alignments: (bits) Value

Rialto_Draft_87, function unknown, 61 125 4e-29
Kersh_86, function unknown, 61 125 4e-29
Hades_84, function unknown, 61 125 4e-29
Beakin_77, function unknown, 61 125 4e-29
MinionDave 83, function unknown, 61 123 2e-28
Galactic_85, function unknown, 61 123 2e-28
Che8_90, function unknown, 61 123 2e-28
CaptainTrips_87, function unknown, 61 123 2e-28
Philus_Draft_87, function unknown, 61 121 5e-28
DRBY19_88, function unknown, 61 121 5e-28
Zizzle 88, function unknown, 62 114 6e-26
Squint_7@, function unknown, 62 114 6e-26
Spoonbill_83, function unknown, 62 114 6e-26
Shilan_87, function unknown, 62 114 6e-26
Sassafras_85, function unknown, 62 114 6e-26
RedBird_84, function unknown, 62 114 6e-26
Porcelain_69, function unknown, 62 114 6e-26
Phanphagia 86, function unknown, 62 114 6e-26
OlympiaSaint_87, function unknown, 62 114 6e-26
Ms6_Draft_86, function unknown, 62 114 6e-26
Moonbeam_85, function unknown, 62 114 6e-26
MilleniumForce 86, function unknown, 62 114 6e-26
MiaZeal 70, function unknown, 62 114 6e-26
Mattes_84, function unknown, 62 114 6e-26
LittleE_72, function unknown, 62 114 6e-26
Leperchaun_85, function unknoun, 62 114 6e-26
JoeyIr_87, function unknown, 62 114 6e-26
Jarcob_87, function unknown, 62 114 6e-26
James_88, function unknown, 62 114 6e-26
Inventum_81, function unknown, 62 114 6e-26
Hegedechwinu_85, function unknown, 62 114 6e-26
Empress_85, function unknown, 62 114 6e-26
Eish 90. function unknown. 62 114 6e-26
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hypothetical protein PBI_HADES_84 [Mycobacterium phage Hades]
Sequence ID: YP_009125263.1 Length: 61 Number of Matches: 1
See 4 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 61 GenPept Graphics

Score Expect Method Tdentities Pasitives Gaps.
126 bits(317) 2e-36 Compositional matrix adjust. 61/61(100%) 61/61(100%) 0/61(0%)

Query 1 HTPDNDQUSDLINRMEDAIVKLNFMADEKRVKFPHGTDFDRLRGKAEGVRLALSYLREYV 68
MTPDNDQUSDL INRHEDATVKL NFHADEKRVKFPHGTDFDRLRGKAEGVRLALSYLREYV.
Sbjct 1 HTPDNDQUSDLINRHEDATVKLNFMADEKRVKFPHGTDFDRLRGKAEGVRLALSYLREYV 66

Query 61 R 61
R
Ssbjct 61 R 61

& Downloadv  GenPept Graphics

hypothetical protein PBI_CHE8_90 [Mycobacterium phage Che8]
Sequence ID: NP_817428.1 Length: 61 Number of Matches: 1
See 9 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 61 GenPept Graphics

Score Expect Method Tdentities  Positives Gaps.
124 bits(312) 9e-36 Compositional matrix adjust.  60/61(98%) 61/61(100%) 0/61(0%)

Query 1 HTPDNDQUSDLINRMEDAIVKLNFMADEKRVKFPHGTDFDRLRGKAEGVRLALSYLREYV 68
MTPDNDQVSDL INRHEDATVKL NFHADEKRVKFPHGTDFDRLRGKAEGVRLALS +LREYV.
Sbjct 1 HTPDNDQUSDLINRHEDATVKLNFHADEKRVKFPHGTDFDRLRGKAEGVRLALSHLREYV 66

Query 61 R 61
R
Ssbjct 61 R 61
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>Kersh_86, function unknown, 61
Length = 61

Score = 125 bits (313), Expect = 4e-29
Tdentities - 61/61 (100%), Positives - 61/61 (100%

Query: 1 HTPDNDQUSDLINRMEDAIVKLNFMADEKRVKF PHGTDFDRLRGKAEGVRLALSYLREYV 60
MTPDNDQVSDL INRMEDATVKL NFMADEKRVKF PHGTDFDRLRGKAEGVRLALSYLREYV
Sbjct: 1 MTPDNDQUSDLINRMEDATVKLNFMADEKRVKFPHGTDFDRLRGKAEGVRLALSYLREYV 60

Query: 61 R 61
R
Sbjct: 61 R 61

>Hades_84, function unknown, 61
Length = 61

Score = 125 bits (313), Expect = 4e-29
Identities - 61/61 (160%), Positives

61/61 (100%)

Query: 1 HTPDNDQUSDLINRMEDAIVKLNFMADEKRVKF PHGTDFDRLRGKAEGVRLALSYLREYV 60
MTPDNDQVSDL INRMEDATVKL NFMADEKRVKF PHGTDFDRLRGKAEGVRLALSYLREYV
Sbjct: 1 MTPDNDQUSDLINRMEDATVKLNFMADEKRVKFPHGTDFDRLRGKAEGVRLALSYLREYV 60

Query: 61 R 61
R
Sbjct: 61 R 61

>Beakin_77, function unknown, 61
Length - 61

Score = 125 bits (313), Expect = 4e-29
Tdentities - 61/61 (100%), Positives - 61/61 (100%

Query: 1 HTPDNDQUSDLINRMEDAIVKLNFMADEKRVKF PHGTDFDRLRGKAEGVRLALSYLREYV 60
MTPDNDQVSDL INRMEDATVKL NFMADEKRVKF PHGTDFDRLRGKAEGVRLALSYLREYV
Sbjct: 1 MTPDNDQUSDLINRMEDATVKLNFMADEKRVKFPHGTDFDRLRGKAEGVRLALSYLREYV 60

Query: 61 R 61
R
Sbjct: 61 R 61
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TMHMM result

# WEBSEQUENCE Length: 62

# WEBSEQUENCE Number of predicted TMHs: @

# WEBSEQUENCE Exp number of AAs in THHs: 0.00015

# WEBSEQUENCE Exp number, first 60 AAs: 0.00015

# WEBSEQUENCE Total prob of N-in: 0.42946
WEBSEQUENCE THHI2.0 inside 1 62

TMHMM posterior probabilities for WEBSEQUENCE
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Distribution of the top 80 Blast Hits on 80 subject sequences
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NN NN NCE<N<E<N<N<N<N<N<]

Max  Total Query E Per Acc.

Bl Selenifc Name Score Score Cover vaiwe | ldent  Len  Accession
hypothetical rotein D115 9088 (Mycobacterium phage ShiLan) Mycobacterium phage ShiLan 12 132 9% 2038 100.00% 63 YP 0095081631
hypothetical protein SEA MADMEN 91 [Mycobacterium phage Madien] Mycobacterium phage Maden 125 125 9% 7ed6 9524% 63 UAW0SSER1
hypothetical protein FGG23 9085 (Mycobacterium phage Ibhubes] Mycobacterium phage Ibhubesi 125 125 9% 7e36 9524% 63 YP 0095367071
hypothetical protein SEA ZIZZLE 89 [Mycobacterium phage Zizzle] Mycobacterium phage Zizzle 124 124 98% 2035 9524% 63 QYCSAET21
hypothetical protein 154421 gp084 [Mycobacterium phage Byougenidn] Mycobacterium phage Byougenkin 124 124 9% 2035 9365% 63 YP 0099553011
Mycobacterium phage Seagreen 124 124 98% 2035 9206% 63 YP 001007601
hypothetcal protein 15H76 G082 (Mycobacterium hage Phasin Mycobacterium phage Phasi 123 123 9% 4e35 95.16% 64 YP 0099610791
hypothetcal rotein 15H79_Gp030 (Mycobacterium ohage Poenanyz] Mycobacterium phage Poenanya 123 123 9% 4e35 9206% 63 YP 0099613881
hypothetical rotein 514 G085 (Wycobacteri phage Batistus] Mycobacterium phage Batatus 123 123 9% 5e35 9206% 63 YP 0099546671
hypothetical protein POPTART 79 [Mycobacterium phage PopTari Mycobacterium phage PopTart 123 123 9% Ged5 95.16% 64 YP 0002144301
hypothetical rotein 1SH7S G085 (Wycobacterium phage OWST2W] Mycobacterium phage QusTW 122 122 95% 8e35 9508% 64 YP 0099606791
hypothetical protein SEA CORNUCOPIA 87 [Mycobaclerium phage Comucopia]  Mycobacterium phage Comucopia 122 122 98% fed4 9206% 63 QBP3ISES1
hypothetical rotein CMOS G088 (Wycobacterium phage Dead] Mycobacterium phage Dead? 122 122 9% fe34 9048% 63 YP 0090166781
hypothetcal rotein 15H90_ G086 (Wycobacterium ohage Spikelee] Mycobacterium phage Spikelee 121 121 9% 2e34 9206% 63 YP 0099625301
hypotheical rotein Saroi_75 [Mycobacterium phage Saroi] Wycobacterium phage Saroj 121 121 98% 2034 9048% 63 UCR7A4511
hypothetical protein I5H59 _gp83 [Mycobacterium phage Mahavrat] Mycobacterium phage Mahavrat 421 121 98% 3e34 9048% 64 YP 0099593481
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Score  E
Sequences producing significant alignments: (bits) Value

4e-35
2e-35
2e-35

Spoonbill 84, function unknown, 63
Shilan_88, function unknown, 63
Rialto_Draft_88, function unknown, 63

145

145

145
OlympiaSaint_88, function unknown, 63 145 e-35
Hoonbeam_86, function unknown, 63 145 e-35
Mattes_85, function unknown, 63 145 e-35
Jarcob_88, function unknown, 63 145 e-35
James_89, function unknown, 63 185 e-35
Radiance Draft_83, function unknown, 63 148 1e-33
MadMen_91, function unknown, 63 138 5e-33
Tbhubesi_85, function unknown, 63 138 5e-33
Zizzle 89, function unknown, 63 137 9e-33
Royals2015_92, function unknown, 63 137 le-32
Byougenkin_84, function unknown, 63 137 le-32
Seagreen_86, function unknown, 63 136 2e-32
Phasih_82, function unknown, 64 136 2e-32
Tootsieroll 82, function unknown, 63 135 2e-32
Polkald 91, function unknown, 63 135 2e-32
Poenanya_90, function unknown, 63 135 2e-32
KingMidas_86, function unknown, 63 135 2e-32
Doomphist_98, function unknown, 63 135 2e-32
Batiatus_85, function unknown, 63 135 2e-32
XFactor_79, function unknown, 87 135 3e-32
SassyB_79, function unknown, 64 135 3e-32
PopTart_79, function unknown, 64 135 3e-32
DLane_85, function unknown, 87 135 3e-32
OwlsT2W_85, function unknown, 64 135 4e-32
Cornucopia_87, function unknown, 63 135 4e-32
Taj_94, function unknown, 63 134 6e-32
DeadP_88, function unknown, 63 134 6e-32
Spikelee 86, function unknown, 63 134 9e-32
TDanisky_91, function unknown, 63 133 le-31
Sparkdehlily 90, function unknown, 63 133 le-31
Wee_92, function unknown, 87 133 2e-31
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hypothetical protein FDI15_gp088 [Mycobacterium phage ShiLan]
Sequence ID: YP_009608163.1 Length: 63 Number of Matches: 1
See 9 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 63 GenPept Graphics

Score Expect Method Tdentities Pasitives Gaps.
132 bits(331) 2e-38 Compositional matrix adjust. 63/63(100%) 63/63(100%) 0/63(0%)

Query 1 MIQUHCRECNRVHDQSCTDCAEWKADRHAIASGHTDIHIIPDTTPARRVVDQGHAEHLTK 68
MIQUHCRECNRVKDQSCTDCAEWKADRHATASGHTDIHIIPDTTPARRVVDQGHAEKLTK
Sbjct 1 HIQUHCRECNRVHDQSCTDCAEWKADRHATASGHTDIHITPDTTPARRVVDQGHAEHLTK 66

Query 61 GKP 63
kP
sbjct 61 GKP 63

& Downloadv  GenPept Graphics

hypothetical protein SEA_MADMEN_91 [Mycobacterium phage MadMen]
Sequence ID: UAWO08568.1 Length: 63 Number of Matches: 1

Range 1: 1 to 63 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
125 bits(314) 7e-36_Compositional matrix adjust. _ 60/63(95%) 60/63(95%) 0/63(0%)

Query 1 MIQUHCRECNRVHDQSCTDCAEWKADRHAIASGHTDIHIIPDTTPARRVVDQGHAEHLTK 68
MIQUHCRECNRVKDQSC DCAEWKADRHATASGHTDIHIIPDTTP R VVDQGHAEWLTK
Sbjct 1 HIQUHCRECNRVHDQSCEDCAEWKADRHATASGHTDIHITPDTTPPRPVVDQGHAEHLTK 66

Query 61 GKP 63
kP
sbjct 61 GKP 63
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>Spoonbill 84, function unknown, 63
Length - 63

Score = 145 bits (365), Expect = 4e-35
Tdentities - 63/63 (100%), Positives - 63/63 (100%

Query: 1 MIQUHCRECNRVWDQSCTDCAEWKADRHAIASGHTDIHIIPDTTPARRVVDQGHAENLTK 60
MIQVHCRECNRVWDQSCTDCAEWKADRHATASGHTDIHIIPDTTPARRVVDQGHAEWLTK
Sbjct: 1 MIQUHCRECNRVWDQSCTDCAEWKADRHAIASGHTDIHIIPDTTPARRVVDQGWAEWLTK 60

Query: 61 GKP 63
kP
Sbjct: 61 GKP 63

>Shilan_88, function unknown, 63
Length - 63

Score = 145 bits (365), Expect = 4e-35
Tdentities - 63/63 (100%), Positives - 63/63 (100%

Query: 1 MIQUHCRECNRVWDQSCTDCAEWKADRHAIASGHTDIHIIPDTTPARRVVDQGHAENLTK 60
MIQVHCRECNRVWDQSCTDCAEWKADRHATASGHTDIHIIPDTTPARRVVDQGHAEWLTK
Sbjct: 1 MIQUHCRECNRVWDQSCTDCAEWKADRHAIASGHTDIHIIPDTTPARRVVDQGWAEWLTK 60

Query: 61 GKP 63
kP
Sbjct: 61 GKP 63
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Staits: 3 ORF Start : 50424 Cdn1 Cdn2 Cdn3 Lengh o) Gemrmisi ,—Kmlelﬁ
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StafRaw SD [Genomic [Spacer [Final |Sequence of the Region |Start|Start  |oRE

2 Score Z Value |Distance|Score [Upstream of the Start Codon |Position |Length

1 -2.e24 [2.65¢ |13 ~3.670 | CGTATCIGAGGGAGTACGTGCG |GG (50466 |152

2 -4.853 |1.5€0 10 -5.588 |CGACACCACACCGGCACGGCGT GTG | S0€10 48

3 |-4.893 |1.se0 |13 -5.935 |CACCACACCGGCACGGCGTGIG |GTG |S0613 |45
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TMHMM result
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Distribution of the top 100 Blast Hits on 100 subject sequences
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hypothetical protein SEA TDANISKY 93 [Mycobacterium phage TDanisky]
hypothetical protein 15102_gp034 [Mycobacterium phage Demsculpinboyz]
hypothetical protein SEA FRINGE 56 [Mycobacterium phage Fringe]
hypothetical protein KNU70_gp051 [Mycobacterium phage Obutu]

hypothetical protein SEA VASUNZINGA 9 [Mycobacterium phage VasuNzinga|

hypothetical protein FDIG1_gp010 (Mycobacterium phage Marvin
hypothetical protein Jasper 61 [Mycobacterium phage Jasper]

hypothetical protein SEA LATRETIUM 78 [Mycobacterium phage Latretium]
hypothetical protein CONSTELLA 64 [Mycobacterium phage Constella
hypothetical protein SEA YOUNGBLOOD 44 [Mycobacterium phage Youngblood]
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hypothetical protein GRADUATION 65 [Mycobacterium phage Graduation;
hypothetical protein SEA NICOLE21 53 [Mycobacterium phage Nicole21

‘Scientific Name

Mycobacterium phage Moonbeam

Mycobacterium phage Kersh
"

obacterium ph

e EricMillarg

‘cobacterium phage TDanisky,

EE

cobacterium phage Demsculpinboyz.

1ycobacterium phage Thibault

‘cobacterium phage Fringe

EE

‘cobacterium phage Obutu

1ycobacterium phage Vasunzinga
Mycobacterium phage Marvin
Mycobacterium phage Latretiu
Mycobacterium phage Constela
Mycobacterium phage Youngblood

Mycobacterium phage Nala

Mycobacterium pha

e Graduation

Mycobacterium phage Nicole21

Max | Total | Query
Score Score | Cover
25 25 9%
o e
%5 265 9%
195 195 o7
18 188 09%
185 185 09%
181 181 ok
181 181 ok
e s 0%
mom ek
mom ek
o e
m o e
m o e
o ek
o ek
7T e

1095
1093
5o
2061
8e59
657
7e55
2055
Ses3
2652
2652
o5
Ses2
6es2
ses2
151

5051

Per.

Ident

100.00%

08.52%

92.70%

78.36%

70.42%

66.45%

67.61%

67.76%

66.67%

65.94%

67.39%

65.47%

62.75%

63.95%

6351%

66.67%
66.67%

3 4E8F

135

137

126

129

147

129

147

126

126

126

128

145

145

147

126
190

Accession

YP 0099601531
YP_009958630.1
AxQ52307.1
Qek71500.1
YP 009963792 1
YP 0090180761
azsorsos
Ye ot0103840.1
avBT0848.1
YP_009614128.1
YP 0019045081
oxon8781
AXE51554.1
ATW59592.1
YP 0088583231
YP 0088586031

URP22034.1




image869.png
Reference:
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Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
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Score  E

Sequences producing significant alignments: (bits) Value

Sabbb_88, function unknown, 137 287 7e-78
Rialto_Draft_89, function unknown, 144 287 7e-78
Moonbeam_87, function unknown, 137 287 7e-78
MadKillah_Draft_98, function unknown, 137 283 7e-77
Kersh_88, function unknown, 135 279 2675
EricMillard 72, function unknown, 137 266 le-71
TDanisky_93, function unknown, 126 198 de-51
Demsculpinboyz_94, function unknown, 129 191 de-49
Thibault_65, function unknowun, 147 186 2e-47
RedRaider77_10, function unknown, 129 183 le-46
Fringe_56, function unknown, 129 183 le-46
Soile 53, function unknown, 147 182 2e-46
Rital961_51, function unknown, 147 182 2e-46
Phayeta Draft_52, function unknown, 147 182 2e-46
Obutu_51, function unknowun, 147 182 2e-46
Mortcellus_50, function unknown, 147 182 2e-46
MmasiCarm 51, function unknown, 147 182 2e-46
Longacauda_53, function unknoun, 147 182 2e-46
Legolas_54, function unknown, 147 182 2e-46
Kronus_5@, function unknown, 147 182 2e-46
Kahve 52, function unknown, 147 182 2e-46
HighStump_54, function unknown, 147 182 2e-46
HenryJackson_52, function unknown, 147 182 2e-46
Gervas_51, function unknown, 147 182 2e-46
DaddyDaniels_54, function unknown, 147 182 2e-46
Craff_55, function unknown, 147 182 2e-46
Childish_52, function unknown, 147 182 2e-46
Casbah_50, function unknown, 147 182 2e-46
Vasulizinga 9, function unknown, 126 175 de-44
Lumine_Draft_54, function unknown, 127 174 Se-44
StrongArm_Draft_59, function unknown, 126 174 6e-44
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hypothetical protein I5H52_gp088 [Mycobacterium phage Kersh]
Sequence ID: YP_009958630.1 Length: 135 Number of Matches: 1
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 135 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
277 bits(708) 1e-93 Compositional matrix adjust. 133/135(99%) 134/135(99%) 0/135(0%)

Query 1 MINELRDVLTEALKAHKPTHKRISHPRRQGFLLNLDACIGCEWTEQDGGDHDSHVADVIA 60
MTNELRDVLTEALKAHKPTHKRISHPRRQGF L LNLDACLGCENTEQDGGDHDSHVADVIA
Sbjct 1 MTNELRDVLTEALKAHKPTMKRISHPRRQGFLLNLDACTGCEWTEQDGGDHDSHVADVIA 68

Query 61  SLPGVAVIQLPEPTEAVTHQDCAGSGKPFKPGTLSRDGEVAKCPACGTNRYVRDDGSIEP 126
SLPGVAVIQLPEPTEAVTHQDCAGSGKPFKPGTL SRDGEVAKCPACGTHRYVRDDGSIEP
Sbjct 61  SLPGVAVIQLPEPTEAVTHQDCAGSGKPFKPGTLSRDGEVAKCPACGTNRYVRDODGSTEP 120

Query 121 HQUPVAAVLAEGEDN 135
HQUPVAAV+AEGED
Sbjct 121 HQUPVAAVVAEGEDK 135

& Downloadv  GenPept Graphics

hypothetical protein SEA_ERICMILLARD_72 [Mycobacterium phage EricMil
Sequence ID: AXQ52307.1 Length: 137 Number of Matches: 1

Range 1: 1 to 137 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
265 bits(677) Se-89 Compositional matrix adjust. 127/137(93%) 131/137(95%) 0/137(0%)

Query 1 MINELRDVLTEALKAHKPTHKRISHPRRQGFLLNLDACTGCEWTEQDGGDHDSHVADVIA 60
Mt ELR VLTEA+KAHKPT KRI+HPRRQ FLLNLDAC+GCENTEQDGGDHDSHVADVIA
Sbjct 1 MSGELRAVLTEATKAHKPTTKRINHPRRQEFLLNLDACHGCEWTEQDGGDHDSHVADVIA 68

Query 61  SLPGVAVIQLPEPTEAVTHQDCAGSGKPFKPGTLSRDGEVAKCPACGTNRYVRDDGSIEP 126
SLPGVAVIQLPEPTEAVTHQDCAGSGKPFKP TLSRDGEVAKC ACGTHRYVRDDGSIEP
Sbjct 61  SLPGVAVIQLPEPTEAVTHQDCAGSGKPFKPATLSRDGEVAKCSACGTNRYVRDDGSTEP 120

Query 121 HQUPVAAVLAEGEDNHA 137
HQUPVAAVLAEGEDNHA
Sbjct 121 HQUPVAAVLAEGEDNHA 137
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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 Jan 27, 2023
431,238 sequences; 53,469,659 total letters
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Distribution of 100 Blast Hits on the Query Sequence
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>Sabbb_88, function unknown, 137
Length = 137

Score = 287 bits (734), Expect = 7e-78
Identities - 137/137 (106%), Positives - 137/137 (106%)

Query: 1 MTNELRDVLTEALKAHKPTMKRISHPRRQGFLLNLDACIGCEWTEQDGGDHDSHVADVIA 60
MTNELRDVLTEALKAHKPTMKRISHPRRQGF LLNLDACIGCEWTEQDGGDHDSHVADVIA
Sbjct: 1 MTNELRDVLTEALKAHKPTHKRISHPRRQGFLLNLDACIGCENTEQDGGDHDSHVADVIA 60

Query: 61 SLPGVAVIQLPEPTEAVTHQDCAGSGKPFKPGTLSRDGEVAKCPACGTNRYVRDDGSIEP 120
SLPGVAVIQLPEPTEAVTHQDCAGSGKPFKPGTLSRDGEVAKCPACGTNRYVRDDGSTEP
Sbjct: 61 SLPGVAVIQLPEPTEAVTMQDCAGSGKPFKPGTLSRDGEVAKCPACGTNRYVRDDGSIEP 120

Query: 121 HQUPVAAVLAEGEDNHA 137
HQUPVAAVLAEGEDNHA

Sbjct: 121 HQVPVAAVLAEGEDNHA 137
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>Moonbeam_87, function unknown, 137
Length = 137

Score = 287 bits (734), Expect = 7e-78
Identities - 137/137 (106%), Positives - 137/137 (106%)

Query: 1 MTNELRDVLTEALKAHKPTMKRISHPRRQGFLLNLDACIGCEWTEQDGGDHDSHVADVIA 60
MTNELRDVLTEALKAHKPTMKRISHPRRQGF LLNLDACIGCEWTEQDGGDHDSHVADVIA
Sbjct: 1 MTNELRDVLTEALKAHKPTHKRISHPRRQGFLLNLDACIGCENTEQDGGDHDSHVADVIA 60

Query: 61 SLPGVAVIQLPEPTEAVTHQDCAGSGKPFKPGTLSRDGEVAKCPACGTNRYVRDDGSIEP 120
SLPGVAVIQLPEPTEAVTHQDCAGSGKPFKPGTLSRDGEVAKCPACGTNRYVRDDGSTEP
Sbjct: 61 SLPGVAVIQLPEPTEAVTMQDCAGSGKPFKPGTLSRDGEVAKCPACGTNRYVRDDGSIEP 120

Query: 121 HQUPVAAVLAEGEDNHA 137
HQUPVAAVLAEGEDNHA
Sbjct: 121 HQUPVAAVLAEGEDNHA 137
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Starts : 10 ORF Start : 50531 LonilitoneRCansBLenatNNG Scoing Matix I—K,mg,s
Selected:1  QORFStop :51067 S'End|67.7 677 516 93 -

ORFlength:537  ZEnd|§76 466 703 444  SpacingWeight Matix [Karin Medum
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StajRaw SD _|Genomic [spacer |Final [Sequence of the Region [start[starz  [omF
¢ |Score [z value [pistance|Score [upstream of the Start |[codon|position |Lengch
L j-3.s31 2218 12 -4.367 |AGTCGTGCACGGATTGCGCTGA |ATG  |50831 537

2 -3.3¢3 2.30¢ 12 -4.184 |CACGGCGTGTGGTGGATCAGGG |GTG 50624 444

3 -2.288 2.833 12 -3.094 |TGGTGGATCAGGGGTGGGCGGA |ATG 50633 435

4 -1.462 (3.217 8 -2.6€84 |AATGGCTCACGAAAGGARRACC ATG |50€54 414

s -3.867 2.05¢ 1€ -5.663 |CCTGAAGGCGCACAAGCCGACG |ATG 50711 357

€ |-3.338 |2.282 |10 -4.093 |TCCGCGCCGCCAGGGTTTCCIG | TTG (50750 318

7 -7.853 0.131 13 -2.895 | TGTCATTGCGTCICTTCCTGGT |GTG 50846 222

8 |-s.2%¢ |1.3¢6 7 -€.818 | ACTACCCGAACCCACCGAGGCT GTG (50882 186

B 517 1.8%7 10 -5.512 | CGAACCCACCGAGGCTGIGACG |ATG 50888 180

10 -4.514 |1.744 13 -5.559 | CGGCAGTATCGAGCCCCATCAG |GTG (51020 48
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TMHMM result

# WEBSEQUENCE Length: 138
# WEBSEQUENCE Number of predicted TMHs: @

# WEBSEQUENCE Exp number of AAs in THHs: 0.00112

# WEBSEQUENCE Exp number, first 60 AAs: 0.00053
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hypothetical protein ISH67_gp088 [Mycobacterium phage Moonbeam|
hypothetical protein 15102_gp095 [Mycobacterium phage Demsculpinboyz]
hypothetical protein SEA ERICMILLARD 71 [Mycobacterium phage EricMilard]

hypothetical protein THELONIOUSMONK._ 63 [Mycobacterium phage Theloniousho

hypothetical protein P765_gp5Q [Mycobacterium phage Sar
hypothetical protein SEA POUND 73 [Mycobacterium phage Pound
hypothetical protein FDG54 gp076 [Mycobacterium phage Optimus]
hypothetical protein 15H71 gpO77 [Mycobacterium phage Nivrat]
hypothetical protein ALVIN 60 [Mycobacterium phage Alvin

hypothetical protein PBI CHES 84 [Mycobacterium phage Cheg]

hypothetical protein PBI ALSFRO 66 [Mycobacterium phage Alsiro]
hypothetical protein SEA CHOTABHAI 43 [Mycobacterium phage ChotaBhai

hypothetical protein SEA CRAFF 54 [Mycobacterium phage Craff
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Sequences producing significant alignments: (bits) Value

Sabbb_89, function unknown, 60 124 8e-29
Rialto_Draft_90, function unknown, 60 124 8e-29
Pollywog_87, function unknown, 60 124 8e-29
Moonbeam_88, function unknown, 60 124 8e-29
Demsculpinboyz_95, function unknown, 60 121 6e-28
TheloniousMonk_63, function unknown, 68 116 2e-26
EricMillard 71, function unknown, 60 116 2e-26
Blue_59, function unknown, 60 116 2e-26
Thor_59, function unknown, 60 115 5e-26
SarFire 59, function unknown, 60 115 5e-26
Thibault_64, function unknown, 6@ 114 6e-26
Pound_73, function unknown, 76 110 le-24
Optimus_76, function unknown, 68 110 le-24
Alvin_66, function unknowun, 50 95 5e-20
Simranz1_8, function unknown, 59 94 le-19
Nivrat_77, function unknown, 59 94 le-19
LilMoolah_79, function unknown, 59 94 le-19
Harley_96, function unknown, 59 92 3e-19
Frankie_89, function unknown, 59 92 3e-19
ChotaBhai_d3, function unknown, 159 92 3e-19
Che8_84, function unknown, 59 92 3e-19
Alsfro_66, function unknown, 59 91 9e-19
Craff_54, function unknown, 41 64 le-10
MadKillah Draft_97, function unknown, 44 53 3e-07
DaddyDaniels_53, function unknown, 36 39 e.eed
Nuevollundo_56, function unknown, 73 37 e.en2
Bigswole 58, function unknown, 73 37 e.en2
Phayeta Draft_51, function unknown, 98 37 e.el6

Obutu_50, function unknoun, 98 37 0.016
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hypothetical protein 15102_gp095 [Mycobacterium phage Demsculpinboyz]
Sequence ID: YP_009963793.1 Length: 60 Number of Matches: 1
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 60 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
115 bits(289) 3e-32 Compositional matrix adjust. _ 59/60(98%) 59/60(98%) 0/60(0%)

Query 1  HPEQPIESTEVLASDDVYRAALVALRMHREVGRGRENHREVRDIAVEWLRLAADRLEDVQ 68
MPEQPTESTEVLASDDVYRAALVAL RMHREVGRGRENHREYRDIAVEWLRLAADRLE VQ
Sbjct 1  HPEQPIESTEVLASDDVYRAALVALRMWREVGRGRENWREYRDIAVEHLRLAADRLEAVQ 66

& Downloadv  GenPept Graphics

hypothetical protein SEA_ERICMILLARD_71 [Mycobacterium phage EricMillard]
Sequence ID: AXQ52306.1 Length: 60 Number of Matches: 1

Range 1: 1 to 60 GenPept Graphics

Score Expect Method Identities Positives Gaps
111 bits(277) 2e-30 Compositional matrix adjust. _57/60(95%) _57/60(95%) _0/60(0%)

Query 1  MPEQPIESTEVLASDDVYRAALVALRMHREVGRGRENHREVRDIAVEWLRLAADRLEDVQ 68
MPEQPTESTEVLASD VYRAALVALRMHREVGRGRENHREYRD AVEWLRLAADRLE VQ
Sbjct 1  HPEQPIESTEVLASDGVYRAALVALRMWREVGRGRENHREYRDSAVEHLRLAADRLEAVQ 66
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Sequences producing significant alignments:

Rialto_Draft_9, function unknoun, 169
Hoonbean_8, head-to-tail stopper, 109
Hantra_8, head-to-tail stopper, 109
Gigiouioui s, head-to-tail stopper, 109
Spoonbill 8, head-to-tail stopper, 109
Hova_9, head-to-tail stopper, 109
Pollyuog_9, head-to-tail stopper, 109
Auwesomesauce 9, head-to-tail stopper, 169
Starcevich_Draft_10, function unknown, 169
Spikelee 9, head-to-tail stopper, 109
Quico_9, head-to-tail stopper, 109
Plumbus_9, head-to-tail stopper, 169
0ulsT21 9, head-to-tail stopper, 109
Leozinho_9, head-to-tail stopper, 169
Kimberlium 9, head-to-tail stopper, 109
Juiceass s, head-to-tail stopper, 169
Girafales 9, head-to-tail stopper, 109
Gandalph 8, head-to-tail stopper, 109
Datiorst_3, head-to-tail stopper, 109
Boomer_3, head-to-tail stopper, 169
Hades 8, head-to-tail stopper, 109
Donkeykong_8, head-to-tail stopper, 109
Coco12_9, head-to-tail stopper, 100
Sabbb_8, head-to-tail stopper, 109

Zizzle 8, head-to-tail stopper, 109
SwagPigglett 8, head-to-tail stopper, 109
Shilan_8, head-to-tail stopper, 109
Nivrat_8, head-to-tail stopper, 109
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>Pollywog_87, function unknown, 60
Length - 60

Score = 124 bits (311), Expect = 8e-29
Tdentities - 60/60 (16@%), Positives - 60/60 (100%)

Query: 1 MPEQPIESTEVLASDDVYRAALVALRMNREVGRGRENKREYRDIAVEWLRLAADRLEDVQ 60
MPEQPIESTEVLASDDVYRAALVALRMAREVGRGRENNREYRDIAVEWLRLAADRLEDVQ
Sbjct: 1 MPEQPIESTEVLASDDVYRAALVALRMNREVGRGRENKREYRDIAVEWLRLAADRLEDVQ 60

>Moonbeam_88, function unknown, 60
Length - 60

Score = 124 bits (311), Expect = 8e-29
Tdentities - 60/60 (16@%), Positives - 60/60 (100%)

Query: 1 MPEQPIESTEVLASDDVYRAALVALRMNREVGRGRENKREYRDIAVEWLRLAADRLEDVQ 60
MPEQPIESTEVLASDDVYRAALVALRMAREVGRGRENNREYRDIAVEWLRLAADRLEDVQ
Sbjct: 1 MPEQPIESTEVLASDDVYRAALVALRMNREVGRGRENKREYRDIAVEWLRLAADRLEDVQ 60
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Starts : 9 ORF Start : 50937 Cdn1 Cdn2 Cdn3 Length o Scoring Makike W

Selected: 1 ORFStop :51242 5End 417 750 833 36 =
ORFLength: 306 FEnd 667 472 667 216 SpacingWeight Maliix |Karin Medum

[ I [ I I

StajRaw SD |Genomic |Spacer |Final Sequence of the Region [Start|Start lORF

i3 Score Z Value |Distance|Score Upstream of the Start [Codon|Position |Length

1 -€.073 0.951 S -€.847 TGCGGGACCAACCGCTACGTCC GIG 50891 252

2 -2.300 2.812 8 -3.522 ATCGAGCCCCATCAGGTGCCCG TTG 51027 21€

3 -2.934 2.50€ 14 -4.281 CTGGCCGAGGGGGAAGACARCC ATG 510€0 183

4 -5.228 1.3%9 13 -€.274 ACAACCCATCGAATCGACCGAG GTG 51050 153

s -5.3€5 1.333 8 -€.587 CGAGGTGCTTGCCAGCGATGAC GIG s1108 135

€ -€.417 0.825 12 -7.253 CGCGGCGTTAGTTGCTCTTCGC  ATG 51138 105

7 -€.031 1.011 11 -€.788 | GCGGGAGTACCGCGATATTIGCG GIG 51195 48

8 -2.955 |2.49%¢ 13 -4.001 |TATTGCGGTGGAGIGGCIGCGA TTG 51210 33

s -2.302 |2.811 7 -3.825 | GGCTGCGGATCGACTGGAGGAT GIG 51234 s
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TMHMM result
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Distribution of the top 96 Blast Hits on 96 subject sequences
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Description

hypothetical protein ISH67_gp089 [Mycobacterium phage Moonbeam|
hypothetical protein SEA SPARKDEHLILY 95 [Mycobacterium phage Sparkdehily]
hypothetical protein SEA POLLYWOG 88 [Mycobacterium phage Pollywog]
hypothetical protein 15H52 gp090 [Mycobacterium phage Kershl
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of May 17, 2023
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Score E

Sequences producing significant alignments: (bits) Value

Rialto_Draft_91, function unknown, 159 322 3e-88
Moonbeam_89, function unknown, 159 322 3e-88
TDanisky_96, function unknown, 160 310 le-84
Sparkdehlily 95, function unknown, 160 310 le-84
Pollywog_88, function unknown, 161 263 le-70
Kersh_9@, function unknown, 161 261 5e-70
Fancypants_93, function unknown, 192 227 7e-60
Sabbb_90, function unknown, 144 191 de-49
DirtMonster_Draft_8, function unknown, 282 186 2e-47
Simranz1_81, function unknown, 155 180 le-45
Tyke_9, function unknown, 144 160 8e-40
StephanieG_9, function unknown, 143 160 8e-40
Spud_8, function unknown, 143 160 8e-40
Specks_16, function unknown, 147 160 8e-40
Sebata_9, function unknown, 147 160 8e-40
Sauce_7, function unknown, 143 160 8e-40
Pio_8, function unknoun, 143 160 8e-40
Pier_1, function unknown, 143 160 8e-40
Nuevohundo_9, function unknown, 143 160 8e-40
NoodleTree_7, function unknown, 143 160 8e-40
MolfoMixon_7, function unknown, 143 160 8e-40
Mikro_7, function unknoun, 143 160 8e-40
LinStu_9, function unknown, 147 160 8e-40
Kamryn_7, function unknown, 143 160 8e-40
Interfolia_1@, function unknown, 147 160 8e-40
FrayBell_10, function unknown, 147 160 8e-40
DTDevon 9. function unknown. 144 160  8e-40
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hypothetical protein SEA_SPARKDEHLILY_95 [Mycobacterium phage Sparkdehlily]
Sequence ID: YP_009187251.1 Length: 160 Number of Matches: 1
See 2 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 2 to 160 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
308 bits(788) 4e-105 Compositional matrix adjust. 153/159(96%) 155/159(97%) 0/159(0%)

Query 1 MLUSARKQHWKASPKDRGRGRTAWHPRAHVLGPDNLRVKLEGYRDAEFIASARSLIPELT 60
MLW AR+QHWKAS DRGRGRTAWHP AMVLGPDNLRVKLEGYRDAEFIASARSL+PELT
Sbjct 2 MLWPARRQHWKASHLDRGRGRTANMPAANVLGPDNLRVKLEGYRDAEF TASARSLVPELT 61

Query 61  AEVERLRSYKSLPLDHVHQDYYSPDDVLKIRQPLDAETEQLRAEVVRLRAQETRIRELCA 126
AEVERLRSYKSLPLDMVHQDYYSPDDVLKTRQPLDAE TEQL RAEVVRLRAQETRIRELCA
Sbjct 62  AEVERLRSYKSLPLDMVHQDYYSPDDVLKIRQPLDAEIEQLRAEVVRLRAQETRIRELCA 121

Query 121 ETEDEKWRRKIARAFDGSTFPHHVRADDVLAALDTEGEA 159
ETEDEKKRRKIARAFDGSTFPHIVRADDVLAALDTEGEA
Sbjct 122 ETEDEKWRRKIARAFDGSTFPHIVRADDVLAALDTEGEA 160

& Downloadv  GenPept Graphics

hypothetical protein SEA_POLLYWOG_88 [Mycobacterium phage Pollywog]
Sequence ID: QAY11015.1 Length: 161 Number of Matches: 1

Range

:29t0 161 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
264 bits(675) 6e-88 Compositional matrix adjust. 133/133(100%) 133/133(100%) 0/133(0%)

Query 27  RAMVLGPDNLRVKLEGYRDAEFIASARSLIPELTAEVERLRSYKSLPLDMVHQDYYSPDD 86
RAMVLGPDNLRVKL EGYRDAEF IASARSL IPELTAEVERLRSYKSLPLDHVHQDYYSPDD
Sbjct 20 RAMVLGPDNLRVKLEGYRDAEFIASARSLIPELTAEVERLRSYKSLPLDHVHQDYYSPDD 88

Query 87  VLKIRQPLDAEIEQLRAEVVRLRAQETRIRELCAETEDEKKRRKIARAFDGSTFPHIVRA 146
VLKIRQPLDAETEQLRAEVVRL RAQETRIRELCAETEDEKHRRKTARAFDGSTFPHIVRA
Sbjct 89  VLKIRQPLDAEIEQLRAEVVRLRAQETRIRELCAETEDEKHRRKIARAFDGSTFPHIVRA 148

Query 147 DDVLAALDTEGEA 159
DDVLAALDTEGEA
Sbjct 149 DDVLAALDTEGEA 161
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>Moonbeam_89, function unknoun, 159
Length = 159

Score = 322 bits (824), Expect = 3e-88
Identities - 159/159 (106%), Positives - 159/159 (106%)

Query: 1 MLWSARKQHWKASPKDRGRGRTAWMPRAMVLGPDNLRVKLEGYRDAEFIASARSLIPELT 60
MLWSARKQHWKASPKDRGRGRTAHMPRANVLGPDNLRVKL EGYRDAEF IASARSLIPELT
Sbjct: 1 MLNSARKQHWKASPKDRGRGRTAWNPRAMVLGPDNLRVKLEGYRDAEF ASARSLIPELT 60

Query: 61 AEVERLRSYKSLPLDMVWQDYYSPDDVLKIRQPLDAEIEQLRAEVVRLRAQETRIRELCA 120
AEVERLRSYKSLPLDMVKQDYYSPDDVLKIRQPLDAEIEQLRAEVVRLRAQETRIRELCA
Sbjct: 61 AEVERLRSYKSLPLDMVHQDYYSPDDVLKIRQPLDAEIEQLRAEVVRLRAQETRIRELCA 120

Query: 121 ETEDEKWRRKIARAFDGSTFPHMVRADDVLAALDTEGEA 159
ETEDEKWRRKIARAFDGSTFPHHVRADDVLAALDTEGEA
Sbjct: 121 ETEDEKWRRKIARAFDGSTFPHMVRADDVLAALDTEGEA 159

>TDanisky_96, function unknown, 160
Length = 1

Score = 310 bits (793), Expect - le-84
Tdentities - 153/159 (96%), Positives = 155/159 (97%)

MLWSARKQHWKASPKDRGRGRTAHMPRAMNVLGPDILRVKLEGYRDAEF IASARSLIPELT 60
MLW AR+QHWKAS DRGRGRTAWMP AMVLGPDNLRVKLEGYRDAEFIASARSL+PELT
MLWPARRQHWKASHLDRGRGRTANMPAANVL GPDNLRVKLEGYRDAEFIASARSLVPELT 61

AEVERLRSYKSLPLDMVHQDYYSPDDVLKIRQPLDAEIEQLRAEVVRLRAQETRIRELCA 120
AEVERLRSYKSLPLDMVKQDYYSPDDVLKIRQPLDAEIEQLRAEVVRLRAQETRIRELCA
Sbjct: 62 AEVERLRSYKSLPLDMVHQDYYSPDDVLKIRQPLDAEIEQLRAEVVRLRAQETRIRELCA 121

Query: 121 ETEDEKWRRKIARAFDGSTFPHMVRADDVLAALDTEGEA 159
ETEDEKWRRKIARAFDGSTFPHHVRADDVLAALDTEGEA
Sbjct: 122 ETEDEKWRRKIARAFDGSTFPHMVRADDVLAALDTEGEA 160
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hypothetical protein ISH67_gp0S0 [Mycobacterium phage Moonbeam|
hypothetical protein PBI CHES 95 [Mycobacterium phage Cheg]

hypothetical protein PBI LLAWMA 95 [Mycobacterium phage Liama]

hypothetical protein 15H45 gp092 [Mycobacterium phage Harley]

hypothetical protein SEA SPARKDEHLILY 96 [Mycobacterium phage Sparkdehily]
hypothetical protein I5H70_gp82 [Mycobacterium phage Nitzel]
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Sequences producing significant alignments:

Rialto_Draft_92, function unknown, 76
Pollywog_89, function unknown, 76
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STLscum 67, function unknown, 70
Che8_95, function unknown, 70
Seabastian_96, function unknoun, 70
OfUltron_96, function unknown, 70
0Ochil7_94, function unknown, 70
Modragons_93, function unknown, 70
Llama_95, function unknown, 70

Harley 92, function unknown, 70
AlpineSix_Draft_89, function unknown, 7@
TDanisky_97, function unknown, 70
Sparkdehlily 96, function unknown, 76
Nitzel 82, function unknowun, 70
SassyB_86, function unknown, 7
PopTart_88, function unknown, 70
Oksu_Draft_91, function unknown, 62
Stap_Draft_83, function unknown, 69
Squirty_88, function unknown, 69
5G4_90, function unknown, 69

Radiance Draft_85, function unknown, 69
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>Pollywog_89, function unknowun, 7@
Length - 70

Score = 143 bits (361), Expect = le-34
Identities - 70/70 (16@%), Positives - 70/7 (100%)

Query: 1 MTRPEREKVIARLREALAAELRRQADEPGGGYVDDSYNDEHSLVVDTGVDLTRLAEAAFD 60
MTRPEREKVIARLREALAAELRRQADEPGGGYVDDSYNDEHSLVVDTGVDLTRLAEAAFD
Sbjct: 1 MTRPEREKVIARLREALAAELRRQADEPGGGYVDDSYNDEHSLVVDTGVDLTRLAEAAFD 60

Query: 61 TLVEAWFPPF 70
TLVEAWFPPF
Sbjct: 61 TLVEANFPPF 70
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>STLscum_67, function unknown, 76
Length - 70

Score = 141 bits (356), Expect = 5e-34
Identities - 68/70 (97%), Positives - 76/76 (100%)

Query: 1 MTRPEREKVIARLREALAAELRRQADEPGGGYVDDSYNDEHSLVVDTGVDLTRLAEAAFD 60
MTRPEREKVIA+LREALAAELRRQADEPGGGYVDDSYNDEHSLVVDTGVDL TRLAEAAFD
Sbjct: 1 MTRPEREKVIAQLREALAAELRRQADEPGGGYVDDSYNDEHSLVVDTGVDLTRLAEAAFD 60

Query: 61 TLVEAWFPPF 70
TL+EAWFPPF
Sbjct: 61 TLIEANFPPF 70
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>Hoonbeam_8, head-to-tail stopper, 109
Length = 109

Score = 230 bits (586), Expect = le-60
Identities = 108/109 (39%), Positives = 109/169 (100%)

Query: 1 HTFPTPYTVTHYPHVGDSTDGLGNTVPQFGAGVSVPVIQLAPHVQUGTYSIVETETIDV 60
HTFPTPYTVTHYPHVGDSTDGLGNTVPQF GAGV+VPVIQLAPHVQUVGTYSTVETETIOV
Sbjct: 1 MTFPTPYTVTHYPHVGDSTDGLGNTVPQFGAGVTVPVIQLAPHVQUGTYSIVETETIDV 66

Query: 61 DLYLPPGSPVKVKDRVGYGPDVFDVVAVRDKNGFHGNAPGLVAELRKY 109
DLYLPPGSPVKVKDRVGYGPDVFDVVAVRDKNGFHGNAPGLVAELRKY
Sbjct: 61 DLYLPPGSPVKVKDRVGYGPDVFDVVAVRDKNIGFHGNAPGLVAELRKY 109

shantra_s, head-to-tail stopper, 169
Length = 109

Score = 230 bits (586), Expect = le-60
Identities = 108/109 (39%), Positives = 109/169 (100%)

Query: 1 HTFPTPYTVTHYPHVGDSTDGLGNTVPQFGAGVSVPVIQLAPHVQUGTYSIVETETIDV 60
HTFPTPYTVTHYPHVGDSTDGLGNTVPQF GAGV+VPVIQLAPHVQUVGTYSTVETETIOV
Sbjct: 1 MTFPTPYTVTHYPHVGDSTDGLGNTVPQFGAGVTVPVIQLAPHVQUGTYSIVETETIDV 66

Query: 61 DLYLPPGSPVKVKDRVGYGPDVFDVVAVRDKNGFHGNAPGLVAELRKY 109
DLYLPPGSPVKVKDRVGYGPDVFDVVAVRDKNGFHGNAPGLVAELRKY
Sbjct: 61 DLYLPPGSPVKVKDRVGYGPDVFDVVAVRDKNIGFHGNAPGLVAELRKY 109

>GigiouiOui_8, head-to-tail stopper, 109
Length = 109

Score = 230 bits (586), Expect = le-60
Identities = 108/109 (39%), Positives = 109/169 (100%)

Query: 1 HTFPTPYTVTHYPHVGDSTDGLGNTVPQFGAGVSVPVIQLAPHVQUGTYSIVETETIDV 60
HTFPTPYTVTHYPHVGDSTDGLGNTVPQF GAGV+VPVIQLAPHVQUVGTYSTVETETIOV
Sbjct: 1 MTFPTPYTVTHYPHVGDSTDGLGNTVPQFGAGVTVPVIQLAPHVQUGTYSIVETETIDV 66

Query: 61 DLYLPPGSPVKVKDRVGYGPDVFDVVAVRDKNGFHGNAPGLVAELRKY 109
DLYLPPGSPVKVKDRVGYGPDVFDVVAVRDKNGFHGNAPGLVAELRKY
Sbjct: 61 DLYLPPGSPVKVKDRVGYGPDVFDVVAVRDKNIGFHGNAPGLVAELRKY 109
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hypothetical protein SEA_SPARKDEHLILY 97 [Mycobacterium phage Sparkdeniiy]
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hypothetical protein SEA YORICK 84 [Mycobacterium phage Yorick]
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Score  E

Sequences producing significant alignments: (bits) Value

TDanisky_98, function unknown, 47 94 8e-20
Sparkdehlily 97, function unknown, 47 94 8e-20
Priscilla_88, function unknown, 47 94 8e-20
NormanBulbielr_86, function unknown, 47 94 8e-20
Moonbeam_91, function unknown, 47 94 8e-20
Koella_86, function unknown, 47 94 Be-20
Rialto_Draft_93, function unknown, 52 93 2e-19
MadMen_94, function unknown, 47 93 2e-19
Hegedechwinu_97, function unknown, 47 93 2e-19
Yorick_84, function unknown, 59 88 Be-18
Galactic_89, function unknown, 46 83 2e-16
Seagreen_89, function unknown, 46 83 3e-16
L1ij_86, function unknoun, 46 83 3e-16
Mutaformal3_91, function unknown, 46 82 3e-16
Firehouse51_84, function unknown, 46 82 3e-16
Bipolar_99, function unknown, 46 82 de-16
Pollywog_90, function unknown, 46 81 7e-16
Pacc40_85, function unknown, 46 80 le-15
Blexus 85, function unknown, 46 80 le-15
OwlsT2W_88, function unknown, 46 80 2e-15
LunaBlu_Draft_97, function unknown, 46 80 2e-15
Renaud18_97, function unknown, 46 80 2e-15
Duke13_76, function unknown, 46 80 2e-15
BAKA_78, function unknown, 46 80 2e-15
TChen_86, function unknown, 46 79 3e-15
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hypothetical protein SEA_SPARKDEHLILY_97 [Mycobacterium phage Sparkdehlily]
Sequence ID: YP_009187253.1 Length: 47 Number of Matches: 1
See 7 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 47 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
94.4 bits(233) 6e-24 Compositional matrix adjust. 47/47(100%) 47/47(100%) 0/47(0%)

Query 1  HSGRKIVSPADHIDRAKEEAAAGDYQAAQTHALTATAQLLAESHKPE 47
MSGRKTVSPADHIDRAKEEAAAGDYQAAQTHAL TATAQLLAESHKPE
Sbjct 1 HSGRKIVSPADHIDRAKEEAAAGDYQAAQTHALTATAQLLAESHKPE 47

& Downloadv  GenPept Graphics

hypothetical protein SEA_HEGEDECHWINU_97 [Mycobacterium phage Hegedechwinu]
Sequence ID: QHBA7381.1 Length: 47 Number of Matches: 1
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 47 GenPept Graphics

Score Expect Method Tdentities __Positives Gaps
93.2 bits(230) 1e-23 Compositional matrix adjust. 46/47(98%) 47/47(100%) 0/47(0%)

Query 1  HSGRKIVSPADHIDRAKEEAAAGDYQAAQTHALTATAQLLAESHKPE 47
M4GRKTVSPADHIDRAKEEAAAGDYQAAQTHAL TATAQL LAESHKPE
Sbjct 1  HTGRKIVSPADHIDRAKEEAAAGDYQAAQTHALTATAQLLAESHKPE 47




image911.png
>TDanisky_98, function unknown, 47
Length - 47

Score = 94.4 bits (233), Expect = 8e-20
Identities - 47/47 (16@%), Positives - 47/47 (100%)

Query: 1 MSGRKIVSPADHIDRAKEEAAAGDYQAAQTHALIATAQLLAESHKPE 47
MSGRKIVSPADHIDRAKEEAAAGDYQAAQTHAL TATAQLLAESHKPE
Sbjct: 1 MSGRKIVSPADHIDRAKEEAAAGDYQAAQTHALIATAQLLAESHKPE 47

>Sparkdehlily 97, function unknown, 47
Length = 47

Score = 94.4 bits (233), Expect = 8e-20
Identities - 47/47 (16@%), Positives - 47/47 (100%)

Query: 1 MSGRKIVSPADHIDRAKEEAAAGDYQAAQTHALIATAQLLAESHKPE 47
MSGRKIVSPADHIDRAKEEAAAGDYQAAQTHAL TATAQLLAESHKPE
Sbjct: 1 MSGRKIVSPADHIDRAKEEAAAGDYQAAQTHALIATAQLLAESHKPE 47

>Priscilla 88, function unknoun, 47
Length - 47

Score = 94.4 bits (233), Expect = 8e-20
Identities - 47/47 (16@%), Positives - 47/47 (100%)

Query: 1 MSGRKIVSPADHIDRAKEEAAAGDYQAAQTHALIATAQLLAESHKPE 47
MSGRKIVSPADHIDRAKEEAAAGDYQAAQTHAL TATAQLLAESHKPE
Sbjct: 1 MSGRKIVSPADHIDRAKEEAAAGDYQAAQTHALIATAQLLAESHKPE 47
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Starts : 4 ORF Statt : 51916 Odn1 B2 Cdd Lengh g goping Matix ~ [Kblers

Selected: 1 ORFStop :52074 5'End[600 400 600 15 =
ORFlengh:159  3'End 667 458 667 144  SpacingWeight Mati [Karn Medium

I I [

StajRaw S0 [Genomic |Spacer |Final |Sequence of che Region |Scarc|scarc |omr

2 Score |2 Value |Distance|Score [Upstream of the Start Codon |Position |Length

L |-s.3ae |1.3a1 e 7.053 | CGTTCGACACGCICGTIGAGGC |ATG [s1sle  |1ss

2 -4.1€7 1.811 13 -5.212 |TTGAGGCATGGTTTCCGCCGTT TTG 51531 144

3 e1s |1.8%8 |14 —€.1€1 |CGTTTTGAGCGGCCGCAAGATC |GTG 51945 |12€

s -s.125 1497 13 -€.175 | CCAGGCAGCGCAGACTCACGCG |TIG 52027 |48
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head-tail adaptor [Mycobacterium phage Mantra]
Sequence ID: YP_009959372.1 Length: 109 Number of Matches: 1
See 4 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 109 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
217 bits(553) 6e-71 Compositional matrix adjust. 108/109(99%) 109/109(100%) 0/109(0%)

Query 1 MTFPTPYTVTHYPHVGDSTDGLGNTVPQFGAGVSVPVIQLAPHVOWGTYSIVETETIDV 66
HTFPTPYTVTHYPHVGDSTDGLGNTVPQFGAGY+VPVIQLAPHVQWGTYSIVETETIDV
Sbjct 1 NTFPTPYTVTHYPHVGDSTDGLGNTVPQFGAGVTVPVIQAPHVQWGTYSIVETETIOV 60

Query 61  DLYLPPGSPVKVKDRVGYGPDVFDVVAVRDWNHGFHGHAPGLVAELRKV 169
DLYLPPGSPVKVKDRVGYGPDVFDVVAVRDHNMGFHGHAPGLVAELRKV
Sbjct 61  DLYLPPGSPVKVKDRVGYGPDVFDVVAVRDKHHMGFHGHAPGLVAELRKY 109

& Download v GenPej

head-tail adaptor [Mycobacterium phage Mova]
Sequence ID: YP_009960182.1 Length: 109 Number of Matches: 1
See 1 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 109 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
216 bits(550) 2e-70 Compositional matrix adjust. 107/109(98%) 109/109(100%) 0/109(0%)

Query 1 MTFPTPYTVTHYPHVGDSTDGLGNTVPQFGAGVSVPVIQLAPHVQWGTYSIVETETIOV 66
HTFPTPYTVTHYPHVGD+ +DGLGNTVPQFGAGVSVPVIQLAPHVQWGTYSTVETETIDV
Sbjct 1 NTFPTPYTVTHYPHVGDTSDGLGNTVPQFGAGVSVPVIQLAPHVQWGTYSIVETETIOV 60

Query 61  DLYLPPGSPVKVKDRVGYGPDVFDVVAVRDWNHGFHGHAPGLVAELRKV 169
DLYLPPGSPVKVKDRVGYGPDVFDVVAVRDHNMGFHGHAPGLVAE LRKV
Sbjct 61  DLYLPPGSPVKVKDRVGYGPDVFDVVAVRDKHHMGFHGHAPGLVAELRKY 109
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TMHMM result

# WEBSEQUENCE Length: 48
# WEBSEQUENCE Number of predicted TMHs: @

# WEBSEQUENCE Exp number of AAs in THHs: 0.01251

# WEBSEQUENCE Exp number, first 60 AAs: 0.01251

# WEBSEQUENCE Total prob of N-in: 0.36211
WEBSEQUENCE THHI2.0 outside 1 48

TMHMM posterior probabilities for WEBSEQUENCE
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Distribution of the top 16 Blast Hits on 16 subject sequences
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Description

hypothetical protein I5H67_gp092 [Mycobacterium phage Moonbeam|
hypothetical protein SEA_SPARKDEHLILY 98 [Mycobacterium phage Sparkdehily]
‘membrane protein [Mycobacterium phage MadMen]

hypothetical protein SEA DAWORST 91 [Wycobacterium phage DaWorst]
hypothetical protein SEA YORICK 85 [Mycobacterium phage Yorick]

9995 [Mycobacterium phage Ramsey]

9992 [Mycobacterium phage Omegal

hypothetical protein 15H82 gp089 [Mycobacterium phage Priscill

hypothetical protein FGG27_gp087 [Mycobacterium phage LitieE]

hypothetical protein CLS7 gp073 [Mycobacterium phage Thibaul]

hypothetical protein SEA DMPSTRDIVER. 87 [Mycobacterium phage DmpstrDiver]
hypothetical protein N&57_gp090 [Mycobacterium phage Wanda

hypothetical protein SEA KLEIN 86 [Mycobacterium phage Kiein]

hypothetical protein N860_gp082 [Mycobacterium phage Redno2]
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Mycobacterium phage Ramsey,
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

inghui Zhang, Zheng Zhang, Webb Miller, and David 1. Lipman (1997),
‘Gapped BLAST and PST-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3402.

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

Query= Rialto_94
(64 Tetters)

Distribution of 47 Blast Hits on the Query Sequence

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

Color Key for Alignnent Scores

50
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Score  E

Sequences producing significant alignments: (bits) Value

Rialto_Draft_94, function unknown, 64 133 2e-31
Moonbeam_92, function unknown, 64 133 2e-31
TDanisky_99, function unknown, 64 132 4e-31
Sparkdehlily 98, function unknown, 64 132 4e-31
Hegedechwinu_98, function unknown, 64 127 7e-30
MadMen_95, function unknown, 62 127 1e-29
Phalconet_98, function unknown, 64 123 1le-28
Dallorst_91, function unknown, 64 123 1le-28
Yorick_85, function unknown, 62 118 4e-27
Tootsieroll 85, function unknown, 59 87 2e-17
Scottish_89, function unknown, 59 87 2e-17
Ramsey_95, function unknown, 59 87 2e-17
Radiance Draft_88, function unknown, 59 87 2e-17
Pound_71, function unknown, 59 87 2e-17
Pollywog_92, function unknown, 59 87 2e-17
Polkald 94, function unknown, 59 87 2e-17
Poenanya_93, function unknown, 59 87 2e-17
Plumbus_91, function unknown, 59 87 2e-17
Pippy_85, function unknown, 59 87 2e-17
Latretium 91, function unknown, 59 87 2e-17
Empress_89, function unknown, 59 87 2e-17
EleanorGeorge_92, function unknown, 59 87 2e-17
Duke13_74, function unknown, 59 87 2e-17
Doomphist_93, function unknown, 59 87 2e-17
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hypothetical protein I5H67_gp092 [Mycobacterium phage Moonbeam]
Sequence ID: YP_009960158.1 Length: 64 Number of Matches: 1
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 64 GenPept Graphics

Score Expect Method Tdentities Pasitives Gaps.
128 bits(321) 6e-37 Compositional matrix adjust. 64/64(100%) 64/64(100%) 0/64(0%)

Query 1  MIVIVIFIRTLFPILMIPYGQFAIRPTIEAGFSPHVVGTVFAAPLVGFLAGCIREPLRPE 68
MTVIVIFIRTLFPILHIPYGQFATRPTIEAGFSPHVVGTVFAAPLVGF LAGCIREPLRPE
Sbjct 1 HTVIVIFIRTLFPILMIPYGQFAIRPTIEAGFSPHVVGTVFAAPLVGFLAGCIREPLRPE 66

Query 61 RSQQ 64
RSQQ
Sbjct 61 RSQQ 64

& Downloadv  GenPept Graphics

hypothetical protein SEA_SPARKDEHLILY_98 [Mycobacterium phage Sparkdehlily]
Sequence ID: YP_009187254.1 Length: 64 Number of Matches: 1
See 2 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 64 GenPept Graphics

Score Expect Method Tdentities  Positives Gaps.
127 bits(318) 1e-36 Compositional matrix adjust. 63/64(98%) 64/64(100%) 0/64(0%)

Query 1  MIVIVIFIRTLFPILMIPYGQFAIRPTIEAGFSPHVGTVFAAPLVGFLAGCIREPLRPE 68
MTVIVIFIRTLFPILHIPYGQFATRPTIEAGFSPHVAGTVFAAPLVGF LAGCIREPLRPE
Sbjct 1 HTVIVIFIRTLFPILMIPYGQFAIRPTIEAGFSPHVMGTVFAAPLVGFLAGCIREPLRPE 66

Query 61 RSQQ 64
RSQQ
Sbjct 61 RSQQ 64




image920.png
>TDanisky_99, function unknown, 64
Length - 64

Score = 132 bits (331), Expect = de-31
Tdentities - 63/64 (98%), Positives - 64/64 (100%)

Query: 1 MTVIYIFIRTLFPILMIPYGQFAIRPTIEAGFSPWVVGTVFAAPLVGFLAGCIREPLRPE 60
MTVIVIFIRTLFPILMIPYGQFAIRPTIEAGF SPWV+GTVFAAPLVGFLAGCIREPLRPE
Sbjct: 1 MTVIVIFIRTLFPILMIPYGQFAIRPTIEAGFSPHVMGTVFAAPLVGFLAGCIREPLRPE 60

Query: 61 RSQQ 64
RSQQ
Sbjct: 61 RSQQ 64

>Sparkdehlily_98, function unknown, 64
Length - 64

Score = 132 bits (331), Expect = de-31
Tdentities - 63/64 (98%), Positives - 64/64 (100%)

Query: 1 MTVIYIFIRTLFPILMIPYGQFAIRPTIEAGFSPWVVGTVFAAPLVGFLAGCIREPLRPE 60
MTVIVIFIRTLFPILMIPYGQFAIRPTIEAGF SPWV+GTVFAAPLVGFLAGCIREPLRPE
Sbjct: 1 MTVIVIFIRTLFPILMIPYGQFAIRPTIEAGFSPHVMGTVFAAPLVGFLAGCIREPLRPE 60

Query: 61 RSQQ 64
RSQQ
Sbjct: 61 RSQQ 64

SHegedechwinu_98, function unknown, 64
Length - 64

Score = 127 bits (320), Expect = 7e-30
Tdentities - 62/64 (96%), Positives - 62/64 (96%)

Query: 1 MTVIYIFIRTLFPILMIPYGQFAIRPTIEAGFSPWVVGTVFAAPLVGFLAGCIREPLRPE 60
MTVIVIFIRTLFPIL IPYGQFAIRP IEAGFSPWVVGTVFAAPLVGFLAGCIREPLRPE
Sbjct: 1 MTVIVIFIRTLFPILGIPYGQFAIRPMIEAGFSPHVVGTVFAAPLVGFLAGCIREPLRPE 60

Query: 61 RSQQ 64
RSQQ
Sbjct: 61 RSQQ 64
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TMHMM result

# WEBSEQUENCE Length: 64
# WEBSEQUENCE Number of predicted TMHs: 2

# WEBSEQUENCE Exp number of AAs in THHs: 41.16623
# WEBSEQUENCE Exp number, first 60 AAs: 41.16623

# WEBSEQUENCE Total prob of N-in: 0.96697
# WEBSEQUENCE POSSIBLE N-term signal sequence

WEBSEQUENCE THHI2.0 inside 1 4
WEBSEQUENCE THHI2 .0 Thhelix 5 24
WEBSEQUENCE THHI2 .0 outside 3 33
WEBSEQUENCE THHI2 .0 Thhelix 38 53
WEBSEQUENCE THHI2.0 inside 54 64

TMHMM posterior probabilities for WEBSEQUENCE
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Distribution of the top 51 Blast Hits on 51 subject sequences
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CECE< NN EE< N N<N<N<<N<N<N<]

Description

hypothetical protein I5H67_gp093 [Mycobacterium phage Moonbeam|
hypothetical protein 15H99_gp090 [Mycobacterium phage WillSterrel]

hypothetical protein HAMULUS 91 [Mycobacterium phage Hamulus]

hypothetical protein Simranz1_88 [Mycobacterium phage SimranZ1

‘hypothetical protein I5HS5 gp84 [Mycobacterium phage Krakatau]

hypothetical protein I5H56_gp081 [Mycobacterium phage KiistaRAM]

hypothetical protein I5H74 gp092 [Mycobacterium phage OlympiaSaint]
hypothetical protein SEA HEGEDECHWINU 99 [Mycobacterium phage Hegedech.
hypothetical protein AVVO7_gp0S [Mycobacterium phage Dante]

hypothetical protein PBI LLAWMA 97 [Mycobacterium phage Liama]

hypothetical protein CL78 gp096 [Mycobacterium phage Avani]

hypothetical protein HWBS5 gp09Y

/cobacterium phage Renaud18]
hypothetical protein 15H15_gp086 (Mycobacterium phage Blexus]
hypothetical protein 15H82 gp089 [Mycobacterium phage Priscilla]

hypothetical protein AVV73 gp093 [Mycobacterium phage CaptainTrips]
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

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

Query=
(40 letters)

Distribution of 100 Blast Hits on the Query Sequence

Mouse-over to show defline and scores. Click to show alignments
Color Key for Alignnent Scores
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Sequences producing significant alignments:

Yorick_86, function unknown, 39
Moonbeam_93, function unknown, 39
Madiba_99, function unknown, 39
WillSterrel 98, function unknown, 39
LunaBlu_Draft_99, function unknown, 39
IrishSherpFalk_91, function unknown, 39
XFactor_83, function unknown, 39
TDanisky_160, function unknown, 39
RockyHorror_94, function unknown, 39
Phatniss_88, function unknown, 39
OulsT2W_89, function unknown, 39
Melissauren88_79, function unknown, 39
Mattes_89, function unknown, 39
MadMen_96, function unknown, 39
Hamulus_91, function unknown, 39
GUnbie 89, function unknown, 39
Firehouse51_85, function unknown, 39
Filuzino_92, function unknown, 39
Fancypants_96, function unknown, 39
Byougenkin_88, function unknown, 39
Simranz1_88, function unknown, 46
Martik_Draft_88, function unknown, 39
Krakatau_84, function unknown, 39
Cornucopia_91, function unknown, 39
Spoonbill 88, function unknown, 39
OlympiaSaint_92, function unknown, 39
KristaRAN_91, function unknown, 40
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hypothetical protein I5H99_gp090 [Mycobacterium phage WillSterrel]
Sequence ID: YP_009963483.1 Length: 39 Number of Matches: 1
See 2 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 39 GenPept Graphics

Score Expect Method Identities _ Positives Gaps
82.8 bits(203) 1e-19 Compositional matrix adjust. _38/39(97%) 39/39(100%) 0/39(0%)

Query 1 HTLSVILAAQARFIHESPVCPACFQPRTEHSTDCKGHHK 39
MTLSVILA$QARF THESPVCPACFQPRTEHSTDCKGHHK
Sbjct 1 HTLSVILASQARFIHESPVCPACFQPRTEHSTDCKGHHK 39

& Downloadv  GenPept Graphics

hypothetical protein HAMULUS_91 [Mycobacterium phage Hamulus]
Sequence ID: YP_008409155.1 Length: 39 Number of Matches: 1
See 16 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 39 GenPept Graphics

Score Expect Method Identities Pasitives Gaps
82.4 bits(202) 2e-19 Compositional matrix adjust. 38/39(97%) 38/39(97%) 0/39(0%)

Query 1 MTLSVILAAQARFIHESPVCPACFQPRTEHSTDCKGHHK 39
MTLSVILAAQARFTHESPVCP CFQPRTEHSTDCKGHHK
Sbjct 1 MTLSVILAAQARFIHESPVCPVCFQPRTEHSTDCKGHHK 39
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>Yorick_86, function unknown, 39
Length - 39

Score = 87.8 bits (216), Expect = 8e-18
Tdentities - 39/39 (16@%), Positives - 39/39 (100%)

Query: 1 MTLSVILAAQARFIHESPVCPACFQPRTEHSTDCKGHHK 39
MTLSVILAAQARF THESPVCPACFQPRTEHSTDCKGHHK
Sbjct: 1 MTLSVILAAQARFIHESPVCPACFQPRTEHSTDCKGHHK 39

>Moonbeam_93, function unknown, 39
Length = 39

Score = 87.8 bits (216), Expect = 8e-18
Tdentities - 39/39 (160%), Positives

39/39 (100%)

Query: 1 MTLSVILAAQARFIHESPVCPACFQPRTEHSTDCKGHHK 39
MTLSVILAAQARF THESPVCPACFQPRTEHSTDCKGHHK
Sbjct: 1 MTLSVILAAQARFIHESPVCPACFQPRTEHSTDCKGHHK 39
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TMHMM result

# WEBSEQUENCE Length: 40
# WEBSEQUENCE Number of predicted THHs: @

# WEBSEQUENCE Exp number of AAs in THHs: 0.0002
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TMHMM result
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Distribution of the top 52 Blast Hits on 52 subject sequences
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Description

hypothetical protein AVT13_gp094 [Mycobacterium phage Bipolar

hypothetical protein 15H28_gp099 [Mycobacterium phage Donkeykong]
hypothetical protein N850 gp097 [Mycobacterium phage Jabbawokide]
hypothetical protein CL94 gp093 [Mycobacterium phage SG41
‘hypothetical protein 15HO3 gp093 [Mycobacterium phage SuperGrey]

hypothetical protein SEA RITA 93

cobacterium phage Rita]
hypothetical protein 15H64 gp091 [Mycobacterium phage MinionDave
hypothetical protein 15H42 gp092 [Mycobacterium phage Gandalph]
‘hypothetical protein 1575 gp091 [Mycobacterium phage OwIsT2W]
hypothetical protein RitSun 104 (Mycobacterium phage RitSun)
hypothetical protein FDI13 gp099 [Mycobacterium phage Spartacus]
hypothetical protein 15H13 gp092 [Mycobacterium phage ArcusAngelus]
hypothetical protein 15H21 gp00 [Mycobacterium phage Byougenkinl
hypothetical protein QUICO 101 [Mycobacterium phage Quico]
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of May 17, 2023
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Score  E

Sequences producing significant alignments: (bits) Value

Rialto_Draft_95, function unknown, 89 186 2e-47
Nitzel 86, function unknown, 89 186 2e-47
JalFarm26_162, function unknown, 89 186 2e-47
Eradicator_85, function unknown, 89 186 2e-47
Bipolar_94, function unknown, 89 186 2e-47
Zapner_99, function unknown, 89 184 Se-47
Yoshi_164, function unknown, 89 184 Se-47
Jabbauokkie_99, function unknown, 89 184 Se-47
Donkeykong_99, function unknoun, 89 184 Se-47
Avani_98, function unknown, 89 184 Se-47
5G4_93, function unknown, 89 184 Be-47
Ruby_88, function unknown, 89 184 Be-47
Renaud18_101, function unknown, 89 184 Be-47
Oksu_Draft_95, function unknown, 89 184 Be-47
MisterCuddles 91, function unknown, 89 184 Be-47
L1ij_88, function unknown, 89 184 Be-47
Girr_90, function unknown, 89 184 Be-47
Fancypants_98, function unknoun, 89 184 Be-47
Cornie_89, function unknown, 89 184 Be-47
ShroomBoi_Draft_99, function unknown, 89 183 le-46
SuperGrey_93, function unknown, 89 183 le-46
Rita_93, function unknown, 89 183 le-46
Phasih_89, function unknown, 89 183 le-46
Gandalph_92, function unknown, 89 183 le-46
OwlsT2W_51, function unknown, 89 182 2e-46
MinionDave 91, function unknown, 89 182 2e-46
Spartacus_99, function unknowun, 99 180 le-45
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function (DUF6403)
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hypothetical protein AVT13_gp094 [Mycobacterium phage Bipolar]
Sequence ID: YP_009200721.1 Length: 89 Number of Matches: 1
See 5 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 89 GenPept Graphics

Score Expect Method Tdentities Pasitives Gaps.
182 bits(462) 8e-58 Compositional matrix adjust. 89/89(100%) 89/89(100%) 0/89(0%)

Query 1 HSDARVGAWIAAWDALNAATNTLKKCPIQDPDEYRAFCQLQADIYAHLADVPAEVGAAAA 68
HSDARVGAHIAAKDALNAATNT LKKCP TQDPDEYRAFCQLQADIYAHL ADVPAEVGAAAA
Sbjct 1 HSDARVGAWIAAWDALNAATNTLKKCPIQDPDEYRAFCQLOADIYAHLADVPAEVGAAMA 66

Query 61 EWLEHREKELREQKRREQKEDIFRKAFDK 89
EWLEHREKEL REQKRREQKEDHFRKAFDK
Sbjct 61 EWLEHREKELREQKRREQKEDMFRKAFDK 89

& Downloadv ~ GenPept Graphics
hypothetical protein I5H28_gp099 [Mycobacterium phage Donkeykong]

Sequence ID: YP_009956128.1 Length: 89 Number of Matches: 1
See 1 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 89 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
181 bits(459) 3e-57 Compositional matrix adjust. 88/89(99%) 88/89(98%) 0/89(0%)

Query 1 HSDARVGAWIAAWDALNAATNTLKKCPIQDPDEYRAFCQLQADIYAHLADVPAEVGAAAA 68
MSDARVGAHIAAWDALNAATNTLKKCPTQDPDEYRAFCQLQ DIVAHLADVPAEVGAAAA
Sbjct 1 HSDARVGAWIAAWDALNAATNTLKKCPIQDPDEYRAFCQLOVDIYAHLADVPAEVGAAMA 66

Query 61 EWLEHREKELREQKRREQKEDIFRKAFDK 89
EWLEHREKEL REQKRREQKEDHFRKAFDK
Sbjct 61 EWLEHREKELREQKRREQKEDMFRKAFDK 89
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Slitzel 86, function unknown, 89
Length - 89

Score = 186 bits (472), Expect = 2e-47
Tdentities - 89/89 (16@%), Positives - 89/89 (100%)

Query: 1 MSDARVGAWIAAWDALNAATNTLKKCPIQDPDEYRAFCQLQADIYAHLADVPAEVGAAAA 60
MSDARVGANTAANDALNAATNTLKKCPTQDPDEYRAFCQLQADIYAHLADVPAEVGAAAA
Sbjct: 1 MSDARVGAWIAANDALNAATNTLKKCPIQDPDEYRAFCQLQADIVAHLADVPAEVGAAAA 60

Query: 61 EWLEHREKELREQKRREQKEDMFRKAFDK 89
EWLEHREKELREQKRREQKEDMFRKAFDK
Sbjct: 61 EWLEHREKELREQKRREQKEDMFRKAFDK 89

>JalFarm2e_102, function unknown, 89
Length - 89

Score = 186 bits (472), Expect = 2e-47
Tdentities - 89/89 (16@%), Positives - 89/89 (100%)

Query: 1 MSDARVGAWIAAWDALNAATNTLKKCPIQDPDEYRAFCQLQADIYAHLADVPAEVGAAAA 60
MSDARVGANTAANDALNAATNTLKKCPTQDPDEYRAFCQLQADIYAHLADVPAEVGAAAA
Sbjct: 1 MSDARVGAWIAANDALNAATNTLKKCPIQDPDEYRAFCQLQADIVAHLADVPAEVGAAAA 60

Query: 61 EWLEHREKELREQKRREQKEDMFRKAFDK 89
EWLEHREKELREQKRREQKEDMFRKAFDK
Sbjct: 61 EWLEHREKELREQKRREQKEDMFRKAFDK 89
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TMHMM result
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Distribution of the top 100 Blast Hits on 100 subject sequences
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Distribution of the top 80 Blast Hits on 80 subject sequences
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Description

hypothetical protein 15H55_gps6 [Mycobacterium phage Krakatau

hypothetical protein M184 gp09 [Mycobacterium phage WIVsm

hypothetical protein EDI13_gp100 [Mycobacterium phage Spartacus
hypothetical protein [Mycolicibacterium fortuitum]

hypothetical protel

colicibacterium boenickel
hypothetical protein [Mycobacteroides frankinil
hypothetical protein [Mycobacteroides]

hypothetical protel

colicibacterium brisbanense]
hypothetical protein K768 gp63 [Mycobacterium phage Butters
hypothetical protein AVV74 gp67 [Mycobacterium phage Carcharodon]
helix-tum-helix DNA binding protein [Mycobacterium phage Fulbright]
hypothetical protein CLE1 gp64 [Mycobacterium phage Chartie]
helix-tur-helix DNA binding_protein [Mycobacterium phage Philonius]

Uncharacterised protein [Mycobacteroides abscessus subsp. massiliense]
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PST-BLAST: a new generation of protein database search
programs”, Nucleic 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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Sequences producing significant alignments:

Rialto_Draft_96, function unknown, 228
Zapner_100, function unknown, 228

SuperGrey_94, function unknown, 228

ShroomBoi_Draft_100, function unknown, 228

5G4_94, function unknown, 228

Ruby_89, function unknown, 228

Renaudl18_102, function unknown, 228

Plumbus_93, helix-turn-helix DNA binding domain protein, 228
Phasih_96, function unknown, 228

MisterCuddles 92, function unknown, 228

L1ij_89, function unknown, 228

Leozinho_9@, helix-turn-helix DNA binding protein, 228
Krakatau_86, function unknown, 228

JalFarm26_163, helix-turn-helix DNA binding domain protein, 228
Jabbavokkie_100, function unknown, 228

Girr_91, helix-turn-helix DNA binding domain protein, 228
Gandalph_93, function unknown, 228

Fancypants_99, helix-turn-helix DNA binding domain protein, 228
Eradicator_86, function unknoun, 228

Donkeykong_10@, helix-turn-helix DNA binding protein, 228
Cornie_99, helix-turn-helix DNA-binding domain protein, 228
Bobi_95, function unknown, 228

Bipolar_95, function unknown, 228

Avani_99, function unknoun, 228

Alexphander_94, MerR-like HTH DNA binding protein, 228
Oksu_Draft_96, function unknown, 228

Karhdo_Draft_89, function unknown, 226

Spartacus_10@, function unknoun, 224

Aubs_93, Function unknown, 224

Rubeelu_63, function unknown, 221

Rebel 61, helix-turn-helix DNA binding domain protein, 221
Kevinl 66, function unknown, 221
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hypothetical protein I5H55_gp86 [Mycobacterium phage Krakatau]
Sequence ID: YP_009958942.1 Length: 228 Number of Matches:
See 5 more fitle(s) v See all Identical Proteins(IPG)

Range 1: 1 to 228 GenPept Graphics

Score Expect Method Tdentities Pasitives Gaps
462 bits(1188) 7e-164 Compositional matrix adjust. 227/228(99%) 228/228(100%) 0/228(0

Query 1 MSMDFHLPRADQLKLQEALGGIPTLIEDLAVTITRQARVQKPGLGKLRRRKAEARIPFHI 60
HSHDFHLPRADQLKLQEALGGIPT LIEDLAVT ITRQARVQKPGLGKLRRRKAEARTPFHI
Sbjct 1 MSHDFHLPRADQLKLQEALGGIPTLIEDLAVTITROARVQKPGLGKLRRRKAEARIPFHI 68

Query 61  GAVEAADELHNALIKWVRFTCDARQTPYTESNDDITLARKLRRNVTALALIEGSEESKPE 126
‘GAVEAADEL HNAL TKHVRF TCDARQTPYTESNDDITLARWLRRNVTAL AL TEGSEESHPE
Sbjct 61  GAVEAADELHNALTKWVRFTCDARQTPYTESNDDITLARNLRRNVTALALIEGSEESHPE 120

Query 121 IHHRIEECRKQIDLPPEDDIVIDPERVROANRQILTAGQIEKTAPRLGALGAGLNKRRVQ 186
THHRIEECRKQIDL PPEDDIVIDPERVRQANRQI L TAGQTEKTAPRLGALGAGLNKRRVQ
Sbjct 121 IHHRIEECRKQIDLPPEDDIVIDPERVRQANRQILTAGQTEKIAPRLGALGAGLNKRRVQ 180

Query 181 TLVKSKRLRPCAVDGEVRFYRLGDVLDAHHRQLPRSKKTTSEQUKLAE 228
‘TLVKSKRLRPCAVDGEVRFYRLGDVLDAHHRQLPRSKKTTSEQV+LAE
Sbjct 181 TLVKSKRLRPCAVDGEVRFYRLGDVLDAHHRQLPRSKKTTSEQURLAE 228

& Downloadv ~ GenPept Graphics
hypothetical protein PBI_BOBI_96 [Mycobacterium phage Bobi]

Sequence ID: YP_008409053.1 Length: 228 Number of Matches: 1
See 19 more title(s) v See all Identical Proteins(IPG)

Range 1: 1 to 228 GenPept Graphics

Score Expect Method Tdentities Pasitives Gaps
461 bits(1187) 8e-164 Compositional matrix adjust. 227/228(99%) 228/228(100%) 0/228(0%

Query 1 MSMDFHLPRADQLKLQEALGGIPTLIEDLAVTITRQARVQKPGLGKLRRRKAEARIPFHI 60
HSHDFHLPRADQLKLQEALGGIPT LIEDLAVT ITRQARVQKPGLGKLRRRKAEARTPFHI
Sbjct 1 MSHDFHLPRADQLKLQEALGGIPTLIEDLAVTITROARVQKPGLGKLRRRKAEARIPFHI 68

Query 61  GAVEAADELHNALIKWVRFTCDARQTPYTESNDDITLARKLRRNVTALALIEGSEESKPE 126
‘GAVEAADEL HNAL TKHVRF TCDARQTPYTESNDDITLARWLRRNVTAL AL TEGSEESHPE
Sbjct 61  GAVEAADELHNALTKWVRFTCDARQTPYTESNDDITLARNLRRNVTALALIEGSEESHPE 120

Query 121 IHHRIEECRKQIDLPPEDDIVIDPERVROANRQILTAGQIEKTAPRLGALGAGLNKRRVQ 186
THHRT+ECRKQIDL PPEDDIVIDPERVRQANRQI L TAGOTEKTAPRLGALGAGLNKRRVQ
Sbjct 121 THHRIDECRKQIDLPPEDDIVIDPERVRQANRQILTAGQTEKIAPRLGALGAGLNKRRVQ 180

Query 181 TLVKSKRLRPCAVDGEVRFYRLGDVLDAHHRQLPRSKKTTSEQUKLAE 228
‘TLVKSKRLRPCAVDGEVRFYRLGDVLDAHHRQLPRSKKTTSEQUKLAE
Sbjct 181 TLVKSKRLRPCAVDGEVRFYRLGDVLDAHHRQLPRSKKTTSEQUKLAE 228
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>Zapner_10:
Score
Identitie
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Sbjct: 1
Query: 61
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Query: 121
Sbjct: 121
Query: 181

Sbjct: 181

@, function unknown, 228
Length - 228

454 bits (1168), Expect = e-128
s - 227/228 (99%), Positives - 228/228 (100%,

MSMDFHLPRADQLKLQEALGGIPTLIEDLAVTITRQARVQKPGLGKLRRRKAEARIPFHI 60
MSMDFHLPRADQLKLQEALGGIPTLIEDLAVT ITRQARVQKPGLGKLRRRKAEARIPFHI
MSMDFHLPRADQLKLQEALGGIPTLIEDLAVTITRQARVQKPGLGKLRRRKAEARIPFHI 60

‘GAVEAADELHNALTKWVRF TCDARQTPYTESNDDITLARWLRRNVTALALIEGSEESWPE 120
‘GAVEAADELHNALIKWVRF TCDARQTPYTESNDDITLARKLRRNVTALAL TEGSEESHPE
‘GAVEAADELHNALTKWVRF TCDARQTPYTESNDDITLARWLRRNVTALALTEGSEESWPE 120

THHRIEECRKQIDLPPEDDIVIDPERVRQANRQIL TAGQIEKTAPRLGALGAGLNKRRVQ 180
THHRI+ECRKQIDLPPEDDIVIDPERVRQANRQIL TAGQTEKTAPRLGALGAGLNKRRVQ
THHRIDECRKQIDLPPEDDIVIDPERVRQANRQIL TAGQIEKTAPRLGALGAGLNKRRVQ 180
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putative HtrL_YibB protein [Mycobacterium phage WIVsmall]
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Sbjct 1 HSRVSRVHLNDVLAAECCHPNCYAPALTDIASHVPLCERHIMVVYREANLMLASHRANEQ 60

Query 61  AYELLPSEAEFIPGPCPRCGDSGLLAHLANGFVCKAAGCDYERSIVAFCTERKTLIGYT 120
AYELLPSEAEF IPGPCPRCGDSGLLAHLANGFVVCKAAGCDYERS!VAFCTERKTLIGT
Sbjct 61  AVELLPSEAEFIPGPCPACGDSGLLAHLANGFWCKAAGCDYERSIVAFCTERKTLIGVT 120

Query 121 AATDDVVYYHRLGIRAKIGTSRNLKARIGVIQPEDCHGYEPGDRKLERKRHDQFKHLRVS 180
AATDDVVYYHRL GHIRAKLGT SRNLKARTGVIQPEDCHGYEPGORKL ERKRHDQFKHLRVS
Sbjct 121 AATDDVVYYMRLGURAKIGTSRNLKARIGVIQPEDCHGYEPGDRKLERKRHDQFKHLRVS 180

Query 181 GEWFUIGPDLVRHVNSLRIA 200
GEWFMIGPDLVRHVNSLRIA
Sbjct 181 GEWFUIGPDLVRHVNSLRIA 200
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hypothetical protein PBI_BOBI_97 [Mycobacterium phage Bobi]
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AYELLPSEAEF IPGPCPRCGDSGLLAHLANGFVVCKAAGCDYERS!VAFCTERKTLIGVT
Sbjct 61  AYELLPSEAEFIPGPCPRCGDSGLLAHLANGFVCKAAGCDYERSIVAFCTERKTLIGYT 120
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>Plumbus_94, G-I-Y Y-I-G endonuclease, 200
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Score = 416 bits (1070), Expect - e-116
Identities - 200/200 (108%), Positives - 200/200 (106%)

Query: 1 MSRVSRVHLNDVLAAECCHPNCYAPALTDIASHVPLCERHIMVVYREANLHLASHRANEQ 60
MSRVSRVHLNDVLAAECCHPNCYAPAL TDIASHVPLCERHIMVVYREANLMLASHRAHEQ
Sbjct: 1 MSRVSRVHLNDVLAAECCHPNCYAPALTDIASHVPLCERHIMVVYREANLMLASHRAMEQ 60

Query: 61 AYELLPSEAEFIPGPCPRCGDSGLLAHLANGFVVCKAAGCDYERSHVAFCTERKTLMGVT 120
AYELLPSEAEF IPGPCPRCGDSGLLAHLANGFVVCKAAGCDYERSHVAFCTERKTLMGVT
Sbjct: 61 AYELLPSEAEFIPGPCPRCGDSGLLAHLANGFVVCKAAGCDYERSMVAFCTERKTLMGVT 120

Query: 121 AATDDVVYYMRLGNRAKIGTSRNLKARIGVIQPEDCMGYEPGDRKLERKRHDQFKHLRVS 180
AATDDVVYYMRLGNRAKIGTSRNLKARIGVIQPEDCHGYEPGDRKLERKRHDQFKHLRVS
Sbjct: 121 AATDDVVYYMRLGNRAKIGTSRNLKARIGVIQPEDCHMGYEPGDRKLERKRHDQFKHLRVS 180

Query: 181 GEWFMIGPDLVRHVNSLRIA 200
GEWFMIGPDLVRHVNSLRIA
Sbjct: 181 GEWFMIGPDLVRHVNSLRIA 200

>leozinho_91, G-I-Y Y-I-G endonuclease, 200
Length - 200

Score = 416 bits (1070), Expect - e-116
Identities - 200/200 (108%), Positives - 200/200 (106%)

Query: 1 MSRVSRVHLNDVLAAECCHPNCYAPALTDIASHVPLCERHIMVVYREANLHLASHRANEQ 60
MSRVSRVHLNDVLAAECCHPNCYAPAL TDIASHVPLCERHIMVVYREANLMLASHRAHEQ
Sbjct: 1 MSRVSRVHLNDVLAAECCHPNCYAPALTDIASHVPLCERHIMVVYREANLMLASHRAMEQ 60
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AYELLPSEAEF IPGPCPRCGDSGLLAHLANGFVVCKAAGCDYERSHVAFCTERKTLMGVT
Sbjct: 61 AYELLPSEAEFIPGPCPRCGDSGLLAHLANGFVVCKAAGCDYERSMVAFCTERKTLMGVT 120

Query: 121 AATDDVVYYMRLGNRAKIGTSRNLKARIGVIQPEDCMGYEPGDRKLERKRHDQFKHLRVS 180
AATDDVVYYMRLGNRAKIGTSRNLKARIGVIQPEDCHGYEPGDRKLERKRHDQFKHLRVS
Sbjct: 121 AATDDVVYYMRLGNRAKIGTSRNLKARIGVIQPEDCHMGYEPGDRKLERKRHDQFKHLRVS 180

Query: 181 GEWFMIGPDLVRHVNSLRIA 200
GEWFMIGPDLVRHVNSLRIA
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Sequences producing significant aligament:

Rialto_Draft_99, function unknoun, 55 110 1e-24
Fancypants_101, function unknoun, 55 110 1e-24
Alexphander_96, function unknoun, 55 110 1e-24
Zapner_102, function unknoun, 54 108 4e-24
SuperGrey_96, function unknoun, 54 108 4e-24
Shroonoi_Draft_162, function unknown, 54 108 4e-24
564_96, function unknown, 54 108 4e-24
Renaud1s_104, function unknown, 54 108 4e-24
0ulsT2W 34, function unknown, 54 108 4e-24
Oksu_Draft_98, function unknown, 54 108 4e-24
Nitzel 89, ribbon-helix-helix DNA binding domain protein, 54 108 4e-24
MinionDave_94, function unknoun, 54 108 4e-24
L1i5_91, function unknoun, 54 108 4e-24
Ja1Farm20_105, function unknown, 54 108 4e-24
Jabbauokkie_102, function unknoun, 54 108 4e-24
Donkeykong_102, function unknoun, 54 108 4e-24
Bobi_98, function unknown, 54 108 4e-24
Bipolar_98, function unknown, 54 108 4e-24
Avani_101, function unknown, 54 108 4e-24
Soul22_96, function unknown, 54 106 2e-23
Rita_06, function unknoun, 54 106 2e-23
Plumbus_95, function unknown, 54 106 2e-23
Phasih_82, function unknown, 54 106 2e-23
Leozinho_92, function unknown, 54 106 2e-23
Krakatau 88, function unknown, 54 106 2e-23
Karhdo_Draft_91, function unknoun, 54 106 2e-23
Gandalph 95, function unknown, 54 108 2e-23
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hypothetical protein PBI_BOBI_98 [Mycobacterium phage Bobi]
‘Sequence ID: YP_00BA09055.1 Lengih: 54 Number of Matches: 1
See 17 moretitle(s) v See all dentical Proteins(IPG)

Range 1: 1t0 34 GerPe:

Saore Expec ethod Tdaiies  osves =
110 bits(274) 4e-30 Compositional matrix adjust. _54/54(100%) 54/54(100%) 0/54(0%)

QUETY 1 HPTFATPRSLNDRITDALHNVRLAREDGNPSIVEAREKLLDQLLORVPRSTSQE 54
HPTE ATPRSLNDRITDALHNVRLAREDGHPSIVEAAEKLLDQL LORVPRSTSQE
Sbct 1 HPTFATPRSLNDRITDALANVRLAREDGNPSIVEAAEKLLDGLLORVPRSTSGE 54

& Download v GenPept Graphics
hypothetical protein 15H13_gp095 [Mycobacterium phage ArcusAngelus]
‘Sequence 0: YP_000954574.1 Lengh: 54 Number of Matches: 1

See 1 moretitle(s) v See all identical Proteins(IPG)

Range 1: 1t0 34 GerPe:

Saore e Wethod Toeries  Posiives  Gaps
108 bits(265) 2-25 Compositional matrix adjust. _53/54(38%) 53/54(98%) _0/54(0%)

QUETy 1 HPTEATPRSLNDRITDALHNVRLAREDGNPSIVEAREKLLDQLLORVPRSTSQE 54
HPTE ATPRSLNDRITDALANVRLAREDGNPSIVEAEKLLOQLLDR PRSTSGE
Sbct 1 HPTFATPRSLNDRITDALHNVRLAREDGNPSIVEAREKLLDGLLORFPRSTSGE 54
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>Fancypants_101, function unknown, S5
Length = 55

Score = 110 bits (275), Expect = le-24
Identities = 55/55 (100%), Positives = 55/55 (106%)

1 HPTFATPRSLNDRITDALHNVRLAREDGNPSIVEAAEKLLDQLLDRVPRSTSQEK 55
HPTFATPRSLNDRITDALHNVRLAREDGNPSIVEAAEKLLDQLLDRVPRSTSQEK
1 NPTFATPRSLNDRITDALHNVRLAREDGNPSIVEAAEKLLDQLLDRVPRSTSQEK 55

>Alexphander_96, function unknoun, 55
Length = 55

Score = 110 bits (275), Expect = le-24
Identities = 55/55 (100%), Positives = 55/55 (106%)

1 HPTFATPRSLNDRITDALHNVRLAREDGNPSIVEAAEKLLDQLLDRVPRSTSQEK 55
HPTFATPRSLNDRITDALHNVRLAREDGNPSIVEAAEKLLDQLLDRVPRSTSQEK
1 NPTFATPRSLNDRITDALHNVRLAREDGNPSIVEAAEKLLDQLLDRVPRSTSQEK 55

>Zapner_102, function unknown, 54
Length = 54

Score = 108 bits (270), Expect = 4e-24
Identities = 54/54 (100%), Positives = 54/54 (100%)

Query: 1 HPTFATPRSLNDRITDALHNVRLAREDGNPSIVEAAEKLLDQLLDRVPRSTSQE 54
HPTFATPRSLNDRITDALHNVRLAREDGNPSIVEAAEKLLDQLLDRVPRSTSQE
1 HPTFATPRSLNDRITDALHNVRLAREDGNPSIVEAAEKLLDQLLDRVPRSTSQE 54

sbic
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TMHMM result

# WEBSEQUENCE Length: 56

# WEBSEQUENCE Number of predicted TiHs: ©
# WEBSEQUENCE Exp number of Ads in TiHs: @

# WEBSEQUENCE Exp number, first 60 Ads: ©
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Distribution of the top 22 Blast Hits on 22 subject sequences
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Reference:
Altschul, Stephen F., Tomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, Webb Hiller, and David J. Lipman (1997),
“Gapped BLAST and PSI-BLAST: a new generation of protein database search
prograns”, Nucleic Acids Res. 25:3389-3402.

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

Query= Rizlto_100
(69 Tetters)

Distribution of 66 Blast Hits on the Query Sequence

[Mouse-over 1o show define and scores. Click to show alignments

Color Key for Alignnent. Scores
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Score £

Sequences producing significant alignments: (bits) Valve
Rialto_Draft_100, function unknown, 69 188 133
Velveteen_92, function unknoun, 89 1 4e3
Shauna1 97, function unknoun, 69 1 4e3
Sarma622_97, function unknoun, 69 4033
Sabbb_99, function unknown, 69 4233
Pnatniss 94, function unknoun, 69 4033
Phanpnagia 89, function unknoun, 69 4033
HilleniunForce 96, function unknown, 69 4233
KristaRaM_162, function unknoun, 69 4033
Kingsley 103, function unknown, 69 4233
Coco12_85, function unknown, 69 4233
Cerasun_93, function unknoun, 69 4233
BigPhi1 91, function unknown, 69 4233
Batiatus 94, function unknoun, 69 4033
Alexphanger 97, function unknown, 69 4233
Filuzino 96, function unknoun, 69 1e-32
CaptainTrips 98, function unknoun, 69 1e-32
Chuckly_91, Function unknoun, 69 1e-32
XFactor_§7, function unknown, 69 232
Strokeseat_s4, function unknoun, 69 332
StAmnes_109, function unknoun, 69 3e-32
Phalconet 97, function unknown, 69 3e-32
HMs6_Draft_98, function unknown, 69 3e-32
Handlovu 34, function unknoun, 69 3e-32
Hlubikazi 94, function unknown, 69 3e-32
DLane_96, “function unknown, 69 3e-32
DillTechis_162, function unknown, 69 3e-32
Dante_o4, Function unknown, 69 3e-32
Beakin 88, function unknown, 69 3e-32
Tootsieroll 99, function unknown, 63

2e-32




image91.png
Score  E

Sequences producing significant alignments: (bits) Value
Scottish_9, function unknown, 108 225 2e-59
Sassafras_9, function unknown, 108 225 2e-59
Ritag_9, Function unknown, 108 225 2e-59
Redgird 9, function unknown, 108 225 2e-59
Polkala 9, function unknown, 108 225 2e-59
PHappiness_9, function unknoun, 108 225 2059
Oldsen_9, Function unknoun, 168 225 2e-59
Nimbo_3, function unknown, 168 225 2e-59
Hoonbzam 9, function unknown, 108 225 2e-59
Leperchaun_9, function unknown, 108 225 2e-59
JoeyIr_9, Function unknown, 108 225 2059
Inventum_9, function unknown, 168 225 2e-59
Geralt_9, function unknown, 108 225 2e-59
Empress_9, function unknown, 108 225 2e-59
Dorothy 9, function unknown, 105 225 2059
Doomphist 9, function unknown, 108 225 2059
BodEinuohner17_9, function unknown, 108 225 2e-59
BlueCrab_Draft_9, function unknown, 108 225 2e-59
TootsiePop_10, function unknoun, 108 222 se-s9
Starcevich Draft_11, function unknown, 168 222 se-s9
Squirty_16, function unknown, 108 228 se-s9
Pollyuog_10, function unknown, 108 228 se-s9
Hova_10, function unknown, 108 222 se-s9
Misha28_16, function unknown, 108 222 se-s9
Hegedechuinu_10, function unknoun, 108 222 se-s9
Flathead_10, function unknown, 168 222 se-s9
Doug_9, function unknoun, 108 228 se-s9
Blexus_o, function unknoun, 108 222 se-s9
Donkeykong_9, function unknoun, 108 223 959
Zerg_9, function unknoun, 108 223 1e-s8
Whouxphf_9, function unknown, 108 223 1e-s
Velveteen 16, function unknown, 108 223 1e-s8
SwagPigglett 9, function unknown, 108 223 1e-58
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Name

; DUF1161 ; Protein of unknown
function (DUF1161)

; DUF4136 ; Domain of unknown
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hypothetical protein AVV73_gp098 [Mycobacterium phage CaptainTrips]
‘Sequence 0: YP_009202378.1 Lengt: 69 Number of Matches: 1
See 1 moretitle(s) v See all dentical Proteins(IPG)

Range 1: 110 69 GenPeot

Saore xpect Wathod Taaies  Postes =
137 bits(345) 22-40 Compositional matrix adjust. _£7/65(57%) €3/69(100%) 0/65(0%)

QuEry 1 HPDSDPIDFTAAGEAFAEIFNDGIRAMIADELDARGUKGPSTVVNNWPYSLPDSODAQY 68
HPDSDPIDF TAAGEAF AETFIDG TR A+ T AQELDARGUKGPSTUVNIVVPYSL PDSGDAGY.
SbCt 1 HPDSDPIOFTAAGEAFAEIFNDGIRATTADELDARGUKGPSTVVNNWAYSLPOSODAQY 8

Query 1 MEaTYERDY 89
SEATYEADV
sbjct 1 TEATVEROV 69

& Download v GenPept Graphics

hypothetical protein 15H37_gp096 [Mycobacterium phage Filuzino]
‘Sequence 0: YP_009957085.1 Length: 69 Number of Matches: 1
See 1 moretitle(s) v See all identical Proteins(IPG)

Range 1: 110 69 GenPeot

Sare e Wethod Toeriies  posiives _ Gaps
137 bits(345) 20-40 Compositional matrix adjust. _£7/65(37%) 63/88(38%) 0/53(0%)

QuEry 1 HPDSDPIDFTAAGEAFAEIFNDGIRAMIAQELDARGUKGPSTVVNNPYSLPOSODAQY 68
HMPDSDPIDFT AGEAFAEIFIDGIRA+IAQELDARGUKGPSTUVNIVVPYSLPDSODAGY.
SbCt 1 HPDSDPIOFTVAGEAFAEIFNDGIRATTADELDARGUKGPSTVVNNWAYSLPOSODAQY 8

Query 1 MEaTYERDY 89
MEATYEADV.
Sbict 61 MEATYEADV 69
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>Velveteen 92, function unknown, 69
Lengen = 69

Score = 138 bits (348), Expect = 4e-33
Tdentities = 68/63 (38%), Positives = 69/69 (100%)

Query: 1 HPDSDPIDFTAAGEAFAETFHDGIRAHTAQELDARGVKGPSTWHIIVPYSLPDSDAQY 68
HPDSDPIDF TAAGEAF AETFDGIRA+ TAQELDARGVKGPSTWIIIVVPYSLPDSQDAQY
Sbjct: 1 HPDSDPIDFTAAGEAFAETFIDGIRALLAQELDARGVKGPSTVNINPYSLPDSQDAQY 60

Query: 61 HEATYEADV 69
PEATYEADV
Sbjct: 61 HEATYEADV 69

>Shaunal 97, function unknoun, 69
Lengeh = 69

Score = 138 bits (348), Expect = 4e-33
Tdentities = 68/63 (38%), Positives = 69/69 (100%)

Query: 1 HPDSDPIDFTAAGEAFAETFHDGIRAHTAQELDARGVKGPSTWHIIVPYSLPDSDAQY 68
HPDSDPIDF TAAGEAF AETFDGIRA+ TAQELDARGVKGPSTWIIIVVPYSLPDSQDAQY
Sbjct: 1 HPDSDPIDFTAAGEAFAETFIDGIRALLAQELDARGVKGPSTVNINPYSLPDSQDAQY 60

Query: 61 HEATYEADV 69
PEATYEADV
Shict: 61 MEATVEADV 69
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Statts 5
Selected: 1

OFF Start : 54346

Cdn1 Cdn2 Cdn3  Length

ORF Stop 54561 S'End[§00 450 750 60

ORFLengh: 216 3End 860 400 740 150

5D Scoring Matix

Spacing Weight Matix [Broad
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scaffaw sb [Genomic [Spacer [Final [Sequence of che Region [starc[stars [omr
3 [score |z value [pisvance|score [Upstream of che Scarc |Codon|Posivion [Lengen
T 107 soo2  1e 3.125 |CAGCCAGGAGAAGTAGTACCIC |ATG (54352 210
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TMHMM result

# WEBSEQUENCE Length: 70
# WEBSEQUENCE Number of predicted THHs: ©

# WEBSEQUENCE Exp number of AAs in THHs: 0.0590706660000001
# WEBSEQUENCE Exp number, first 60 Ads: 0.0590700000000001
# WEBSEQUENCE Total prob of N-in: 0.1153%0
WEBSEQUENCE  THHWA2.0 outside 17

TMHMM posterior probabilities for WEBSEQUENCE
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Distribution of the top 62 Blast Hits on 62 subject sequences
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Reference

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

Jinghui Zhang, Zheng Zhang, Webb Hiller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
prograns”, Nucleic Acids Res. 2:

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

Query= Rialto_tol
(65 Tetters)

Distribution of 100 Blast
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Sequences producing significant alignments:

Starcevich_Draft_106, function unknown, 65
Rialto_braFt_101, function unknown, 65
Hoonbean_100, function unknown, 65
SuperGrey 97, function unknown, 65
QuIsT24_95, function unknown, 65
JalFarm28_166, function unknoun, 65
Donkeykong_163, function unknown, 65
Bipolar_99, function unknown, 65
Alexpnander_98, function unknown, 65
XFactor_88, function unknoun, 65
inatsapiecost 91, function unknown, 65
Tootsieroll 81, function unknown, 65
Strokeseat 35, function unknoun, 65
Seagreen 93, function unknoun, &5
Sassy8_g8, function unknown, 65
Sabob_108, function unknown, 65
PopTart_88, function unknown, 65
Pnatniss 95, function unknoun, 65
Phalconet 98, function unknown, 65

156 Draft 99, function unknown, 65
1ilanagonita 99, function unknoun, 65
Helissaurens8_87, function unknown, 65
Handlovu_95, Function unknoun, 65
118592, function unknown, 65
Hlubikazi_95, Function unknown, 65
Hamulus_97, function unknown, 65
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:39.1.9 (&) Hypothetical zinc finger
protein YacG {Escherichia coli [Taxid
5621} | CLASS: Small proteins, FOLD:
Gluco

DNA gyrase inhibitor YacG;
Isomerase, DUF329, ISOMERASE-
ISOMERASE INHIBITOR complex; 3.3A
{Escherichia coli}
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PF11114.11

PFO4883.15

PFOS069.16

PF17395.5

PF20039.2

NP_216525.1

YP_177629.1

4CHG )

NP_217042.1

awsB

Name

; Minor_capsid_2 ; Minor capsid protein

; HK97-gp10_like ; Bacteriophage HK97-
p10, putative tail-component

; Phage tail S ; Phage virion
morphogenesis family

; DUF5403; Family of unknown function
(DUF5403)

; DUF6441 ; Family of unknown function
(DUF6441)

antitoxin VapB15 [Mycobacterium
tuberculosis H37RV]

hypothetical protein R0634A
[Mycobacterium tuberculosis H37Rv]

ANTITOXIN VAPB15; TOXIN-ANTITOXIN
COMPLEX, PIN DOMAIN; HET: MSE; 2.1A
{MYCOBACTERIUM TUBERCULOSIS}

antitoxin VapB17 [Mycobacterium
tuberculosis H37Rv]

Uncharacterized protein; ESX Secretion,
Signal Sequence, Type VIl Secretion,
UNKNOWN FUNCTION; HET: ACT, GOL,
MSE; 2.0
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hypothetical protein AVT13_gp099 [Mycobacterium phage Bipolar]
‘Sequence 0: YP_009200726.1 Lengih: 65 Number of Matches: 1
See 8 moretitle(s) v Seeall Identical Proteins(IPG)

Range 1: 1t0 65 GenPent

Saore e Wethod Toandies  Posiives  Gabs
132 bits(331) 2e-38 Compositional matrix adjust. _£3/65(57%) 64/85(38%) 0/83(0%)

QUETY 1 HPLKHLRVCDTCDRVREAPCGKACRVPNDIOPESHRINLODGAGT IGGEGCADRIGDGLA 60
HPLKHLRVCDTCDRVRE APCGKACRVPNDIDP < SWRINLQDGAGT IGGEGCADRT DGLA

Sbjct 1 HPLKHLRVCDTCDRVRF APCGKACRVPNDIDPDSWRINLQDGAGT IGGEGCADRISDGLA 60

Query 61

sbjct 1 GEvRK &5

&

& Download v GenPept Graphics

gp81 Mycobacterium phage Ardmore]
‘Sequence 0: YP_003495222.1 Lengit: 65 Number of Matches: 1
See 22 moretitle(s) v See all dentical Proteins(IPG)

Range 1: 1t0 65 GenPent

) e Wethod Toeries  Posiives _ Gaps
131bi15(330) 3e-38 Compesitional matrix adjust. _£2/65(35%) 64/5(38%) 0/83(0%)

QUETY 1 HPLKHLRVCDTCDRVRFAPCGKACRVPNDIOPESHRINLQDGAGT GGEGCADRIGDGLA 60
HPLKHLR+COTCDRVR APCGKACRVPNDTOP+SHRTHLDGAGTIGGESCADRT DGLA

Sbjct 1 HPLKHIRICDTCORVRFAPCGKACRVPNDIDPDSWRINLQDGAGT IGGEGCADRISDGLA 60

Query 61

sbjct 1 GEvRK &5

&
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SHoonbean_108, function unknoun, 65
Length = 65

Score = 145 bits (368), Expect = 2e-35
Tdentities = 65/65 (100%), Positives = 65/65 (100%)

Query: 1 HPLKHLRVCDTCORVRFAPCGKACRVPDIDPESHRINL QDGAGT IGGEGCADRIGOGLA 62
PLKHLRVCDTCORVRF APCGKACRVPDIDPESKRINL QDGAGT IGGEGCADRIGDGLA
Sbjct: 1 MPLKHLRVCDTCORVRFAPCGKACRVPNDIDPESKRINLQDGAGTIGSEGCADRIGDGLA 62

Query: 61 GEVPK 65
GEVPK.
Sbjct: 61 GEVPK 65

>SuperGrey_o7, function unknoun, 65
Tengen = 65

Score = 142 bits (359), Expect = 2e-34
Tdentities = 63/65 (36%), Positives = 64/65 (98%)

Query: 1 HPLKHLRVCDTCORVRFAPCGKACRVPDIDPESHRINL QDGAGT IGGEGCADRIGOGLA 62
PLKHLRVCDTCORVRF APCGKACRVPIDIDPSKRINLQDGAGTIGGEGCADRT DGLA
Sbjct: 1 MPLKHLRVCDTCORVRFAPCGKACRVPNDIDPDSKRINLQDGAGTIGGEGCADRISDGLA 60

Query: 61 GEVPK 65
GEVPK.
Sbjct: 61 GEYPK 65
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TMHMM result
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Distribution of the top 100 Blast Hits on 100 subject sequences
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Score  E

Sequences producing significant alignments: (bits) Valve
Starcevich_Draft_107, function unknown, 137 278 7673
Rialto_braFt_102, function unknown, 137 28 7e73
Ovechkin_101, function unknown, 137 28 7e73
Hoonbean_101, function unknown, 137 28 7e73
Latretiun_161, function unknoun, 137 28 7e73
KristaRAM_106, function unknoun, 137 28 7e73
Tohubesi 95, function unknoun, 137 28 7e73
Harley_160, function unknown, 137 28 7e73
Donkeykong 164, function unknown, 137 28 7e73
Yorick_s4, function unknoun, 137 278 se73
114593, function unknown, 137 278 se73
Kersh_161, function unknoun, 137 278 se73
ByChance 89, function unknoun, 137 278 se73
Eragicator_08, function unknoun, 137 263 1072
Seabastian 165, function unknown, 137 263 2072
Oksu_Draft_162, function unknown, 137 263 2072
OFULEron_185, function unknown, 137 263 2072
0chil7_164, function unknown, 137 263 2072
Hodragans_162, function unknown, 137 263 2072
Llama_105, function unknown, 137 263 2072
Byougenkin_95, function unknoun, 137 263 2072
Alpinesix Draft 102, function unknoun, 137 263 2072
Kartik_Draft_97, function unknoun, 137 268 2072
EleanorGeorge_162, function unknown, 137 268 3e72
Machhund_95, Function unknoun, 137 268 2072
Arcusangelus_98, function unknoun, 137 265 se72
Alexphancer_39, function unknown, 137 266 2071
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hypothetical protein PBI_OVECHKIN_101 [Mycobacterium phage Ovechkin]
‘Sequence ID: YP_009211265 1 Lengih: 137 Number of Matches: 1
See 10 more title(s) v See all dentical Proteins(IPG)

Range 1: 1 to 137 GerPe:

Gompniss

Sare et Wetbod Tdames Positves =
275 bits(704) 42-93 Compositional matrix adjust. 137/137(100%) 137/137(100%) 0/137(0%)

QuEry 1 HSSLTDLTDFLNRTLNNLVHPGOENTKPFPILLPGLRTVSVPPELAGQFAEEAGLPHLDT 60
SSLTDLTOF LNRTLHNLVHPGOENTKPFPIL LPGLRTVSVPPELAGQF AEEAGLPHLDT
Sbjct 1 MSSLTDLTOFLNRTLANLVHPGOENTKPFPILLPGLRTVSVPPELAGRFAEEAGLPHLDT 60

Query 51 PKLVAEALAZATTOWVILTREEHEQLRQQADAPTGHRVINIRTIPTGQPULSITIONA 122
PHLUAEALAAATTOWVILTREEHEQL AQQLADAPTGHRVIIIRTTPTGQPVLSITIOA
SbICt 51 PKLVAEALAAATTQWVILTREEHEQLRQQRADAPTGHRVINIRTIPTGOPULSITIONA 122

Query 121 SNOVWRAKALQKAAEQ 137
SNDVVPAKALGKAAEQ
Sbjct 121 SNOVWVPAKALQRAAEQ 137

& Download v GenPept Graphics

9p93 [Mycobacterium phage LIl
‘Sequence 0: YP_655089.1 Lengin: 137 Number o Matches: 1

See 1 moretitle(s) v See all identical Proteins(IPG)

Range 1: 1 to 137 GerPe:

Gompniss

Sare e Wetbod Toenciies Posiines =
275 bits(703) 6e-53 Compositional matrix adjust. 136/137(39%) 137/137(100%) 0/137(0%)

QuEry 1 HSSLTDLTDFLNRTLNNLVHPGDENTKPEPILLPGLRTVSVPPELAGQFAEEAGLPHLDT 60
SSLTDLTOF LNRTLNLVHPGOENTKPFPILLPGLRTVSVPPELAGGF AEEAGLPHLDT
Sbjct 1 MSSLTDLTOFLNRTLNNLVHPGOENTKPFPILLPGLRTVSVPPELAGQFAEEAGLPHLDT 60

QuEry 51 PKLUAEALAZATTQWVILTREEHEQLRQAADAPTGHRVINIRTTPTGQPULSITIONA 122
PELUAEALA2ATTOYVILTREEHEQL A00%DAPTGHRVIIIRTTPTGQPVLSTTIOKA
SbICt 51 PKLVAEALAAATTQWVILTREEHEQLRQQRADAPTGHRVINIRTIPTGOPULSITIONA 122

Query 121 SNOVWWRAKALQKAAEQ 137
SNDVAVPAKALQKAAEQ
Sbjct 121 SNOVIVPAKALQRAMEQ 137




