VRedHorse	 54,800 bp including 10-base 3' overhang (CGGAAGGCGC), Cluster F1
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According to phagesdb.org (9/2/22) , 106 genes in Draft annotation
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9/2/22 Blastn vs phagesdb
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9/2/22 Ran genemarkS, genemark vs smeg mc2155 and vs TB h37rv..all came as 0kb. Redid online with mc2155, H37RV, GenemarkS, and Leprae. Printed genemarkS output. Saved predicted genes in one Wordfile for all models
Uploaded sequence into DNA Master and ran autoannotation saved as 20220902VRedHorsev1, 104 genes predicted


Made map
[image: ]
Made 6 frame, with and without color…printed one without color

9/12/22 Ran tRNA Scan SE….no tRNAs found
[image: ]
Ran Aragorn, no tRNA, tmRNA found

[image: ]

Gene Number:1
Pham47106
BlastP on Phagesdb using longest orf, ATG start at 109, matched many phage proteins 100% 1:1 start, identified as terminase small subunit

[image: ][image: ]
and on NCBI Blast P
[image: ]
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Start Codon and source: 109, ATG, changed from original Glimmer call (193, GTG)
Stop Codon: 564, TGA
F/R: F
Coding Potential (y/n): y
Starterator (SS, NA, NI): Most annotated start is this (109),
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
Terminase Small subunit Mycobacterium phage SaalYP_009007468.1, 1:1, Score 318, Evalue, 2E-109
Gap with previous gene: fill this in after finish with wrap-around gene?
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix Kibler6 , Spacing Matrix Karlin Medium , Z Score 2.83,  Final Score -3.796
[image: ]
HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred
If you use HHpred within the Toolkit for your research, please cite:
A Completely Reimplemented MPI Bioinformatics Toolkit with a New HHpred Server at its Core. 
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Proposed Function: terminase, small subunit
Function Evidence: Blastp, HHPRed
Transmembrane Domain/Evidence No… Transmembrane Hidden Markov Model
https://services.healthtech.dtu.dk/service.php?TMHMM-2.0
 

 [image: ]

Gene Number:2
9/14/22 BlastP NCBI and PHAGESdb HHpred, TMHMM translation of longest orf start at 572
[image: ]
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[bookmark: 386711]>Wachhund_2, terminase large subunit, 545
          Length = 545

 Score = 1129 bits (2920), Expect = 0.0
 Identities = 544/545 (99%), Positives = 545/545 (100%)

Query: 1   MAVLQVPPVDLTFPTLGPQVCDFIEDRMVFGPGSLSGQAARLDDEKRALVYRLYELYPRG 60
           MAVLQVPPVDLTFPTLGPQVCDFIEDRMVFGPGSLSGQAARLDDEKRALVYRLYELYPRG
Sbjct: 1   MAVLQVPPVDLTFPTLGPQVCDFIEDRMVFGPGSLSGQAARLDDEKRALVYRLYELYPRG 60

Query: 61  HRLAGRRRFERAGVELRKGVAKTEFAAWICGVELHPEAPVRCDGFDAAGNPVGRPVRSPV 120
           HRLAGRRRFERAGVELRKGVAKTEFAAWICGVELHPEAPVRCDGFDAAGNPVGRPVRSPV
Sbjct: 61  HRLAGRRRFERAGVELRKGVAKTEFAAWICGVELHPEAPVRCDGFDAAGNPVGRPVRSPV 120

Query: 121 IPMMAVTEEQVSELAFGVLKYILENGPDADLFDISKERIVRLSPSGGEDGFAVAVANAPG 180
           IPMMAVTEEQVSELAFGVLKYILENGPDADLFDISKERIVRLSPSGGEDGFAVAV+NAPG
Sbjct: 121 IPMMAVTEEQVSELAFGVLKYILENGPDADLFDISKERIVRLSPSGGEDGFAVAVSNAPG 180

Query: 181 SRDGARTTFQHFDEPHRLFMPRHRDAHETMLQNMPKRPMEDPWTLYTSTAGQPGQGSIEE 240
           SRDGARTTFQHFDEPHRLFMPRHRDAHETMLQNMPKRPMEDPWTLYTSTAGQPGQGSIEE
Sbjct: 181 SRDGARTTFQHFDEPHRLFMPRHRDAHETMLQNMPKRPMEDPWTLYTSTAGQPGQGSIEE 240

Query: 241 DVLAEAESIARGERQDPSLFFFRRWAGDEHDDLSTVEKRVAAVADATGPIGEWGPGQFER 300
           DVLAEAESIARGERQDPSLFFFRRWAGDEHDDLSTVEKRVAAVADATGPIGEWGPGQFER
Sbjct: 241 DVLAEAESIARGERQDPSLFFFRRWAGDEHDDLSTVEKRVAAVADATGPIGEWGPGQFER 300

Query: 301 IAKDYDRTGIDRAYWERVYLNRWRKSGSQAFDMTRLVQCDETVPDGAFVTAGFDGSRWRD 360
           IAKDYDRTGIDRAYWERVYLNRWRKSGSQAFDMTRLVQCDETVPDGAFVTAGFDGSRWRD
Sbjct: 301 IAKDYDRTGIDRAYWERVYLNRWRKSGSQAFDMTRLVQCDETVPDGAFVTAGFDGSRWRD 360

Query: 361 ATAVVVTEIATGRQMLLGCWERPEDVEEWEVPEHEVTALVVDMMSRFEVWRMYCDPWGWD 420
           ATAVVVTEIATGRQMLLGCWERPEDVEEWEVPEHEVTALVVDMMSRFEVWRMYCDPWGWD
Sbjct: 361 ATAVVVTEIATGRQMLLGCWERPEDVEEWEVPEHEVTALVVDMMSRFEVWRMYCDPWGWD 420

Query: 421 STIAAWAGRFPDRVVEWAVGGGGSLRRVAAATQGYADALATGDAVLAANVWRPKFVEHMG 480
           STIAAWAGRFPDRVVEWAVGGGGSLRRVAAATQGYADALATGDAVLAANVWRPKFVEHMG
Sbjct: 421 STIAAWAGRFPDRVVEWAVGGGGSLRRVAAATQGYADALATGDAVLAANVWRPKFVEHMG 480

Query: 481 HAGRRELKLVDDTGQPLWVMQKQDGRLADKFDAAMAGMLSWEACVDARRDGAHPRPKVFA 540
           HAGRRELKLVDDTGQPLWVMQKQDGRLADKFDAAMAGMLSWEACVDARRDGAHPRPKVFA
Sbjct: 481 HAGRRELKLVDDTGQPLWVMQKQDGRLADKFDAAMAGMLSWEACVDARRDGAHPRPKVFA 540

Query: 541 PRRIY 545
           PRRIY
Sbjct: 541 PRRIY 545
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Start Codon and source: 572, ATG, not called by Glimmer or Genemark. Changed from original call @653
Stop Codon: 2209, TAG
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham45601, does not have most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
>Wachhund_2, terminase large subunit, 545
          Length = 545
 Score = 1129 bits (2920), Expect = 0.0
 Identities = 544/545 (99%), Positives = 545/545 (100%)
Gap: 7 from end of gene1
Longest Orf? (Y/N/NA)	Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: terminase, large subunit
Function Evidence: BlastP, HHPred, location in genome
Transmembrane Domain/Evidence, No https://services.healthtech.dtu.dk/service.php?TMHMM-2.0
[image: ]


Gene Number:3
9/14/22 BlastP NCBI and PHAGESdb HHpred PDB_mmCIF70_12_Aug, TMHMM translation of longest orf start at 2240
RBS from Frames screen on DNA Master, starterator on phagesdb.org
[image: ]
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Start Codon and source: 2240, TTG, not called by glimmer or Genemark
Stop Codon: 3610, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI):Pham45600, changed to most called start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: 30 from previous gene
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: portal protein
Function Evidence: BlastP, HHPred
Transmembrane Domain/Evidence, NO
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Gene Number: 4
9/14/22 BlastP NCBI and PHAGESdb HHpred PDB_mmCIF70_12_Aug, TMHMM translation of longest orf start at 3597, Starterator on phagesdb, RBS on DNA Master Frames
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 3597, ATG, Called by Glimmer and Genmark
Stop Codon: 4532, TGA
F/R: F
Coding Potential (y/n): y
Starterator (SS, NA, NI): Pham 622, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]

Gap: overlap, -14 from end of previous gene
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: capsid maturation protease
Function Evidence: BlastP
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 5
9/14/22 BlastP NCBI and PHAGESdb HHpred PDB_mmCIF70_12_Aug, TMHMM translation of longest orf start at 4437, Starterator on phagesdb, RBS on DNA Master Frames
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Start Codon and source: 4437, ATG, called by glimmer and genemark
Stop Codon: 5030, TAA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 649, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: 85 from previous gene
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: scaffolding protein
Function Evidence: BlastP and HHPRED
Transmembrane Domain/Evidence: NO
[image: ]

Gene Number: 6
9/14/22 BlastP NCBI and PHAGESdb HHpred PDB_mmCIF70_12_Aug, TMHMM translation of longest orf start at 5049, Starterator on phagesdb, RBS on DNA Master Frames
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Start Codon and source: 5049, ATG, called by Glimmer and GeneMark
Stop Codon: 5870 TAG
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 604, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap:  19 from previous gene
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: major capsid protein
Function Evidence: BlastP and HHPRED
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 7
9/14/22 BlastP NCBI and PHAGESdb HHpred PDB_mmCIF70_12_Aug, TMHMM translation of longest orf start at 5879, Starterator on phagesdb, RBS on DNA Master Frames
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Start Codon and source: 5879, ATG, called by Glimmer and GeneMark
Stop Codon: 6448, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 659, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: 9 from previous gene
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: head-to-tail adaptor
Function Evidence: BlastP, HHPRED
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 8
9/14/22 BlastP NCBI and PHAGESdb HHpred PDB_mmCIF70_12_Aug, TMHMM translation of called orf start at 6445, Starterator on phagesdb, RBS on DNA Master Frames
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Start Codon and source: 6445, ATG, called by Glimmer and Genemark
Stop Codon: 6774, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham44314, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher

[image: ]
Gap: overlap 4 bases with previous gene
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: head-to-tail stopper
Function Evidence: BlastP,  HHPRED
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 9
9/14/22 BlastP NCBI and PHAGESdb HHpred PDB_mmCIF70_12_Aug, TMHMM translation of called orf, longest  start at 6781, Starterator on phagesdb, RBS on DNA Master Frames
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Start Codon and source: 6781, GTG, Called by glimmer, not GeneMark (6811, TTG)
Stop Codon: 7107, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 38415, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ]
Gap: 6 from previous gene
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein (HK97gp10-like)
Function Evidence: NCBI blast gave “HK97 gp10-like superfamily” domain, but SEA PHAGES functional assignments list said no function for this protein has been determined
Transmembrane Domain/Evidence: NO
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Gene Number: 10
9/14/22 BlastP NCBI and PHAGESdb HHpred PDB_mmCIF70_12_Aug, TMHMM translation of orf, longest  start at 7097, Starterator on phagesdb, RBS on DNA Master Frames
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Start Codon and source: 7097, ATG called by Genemark, but not Glimmer, (7130, GTG)
Stop Codon: 7501, TAA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 47096, changed to most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
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Gap: -11bp overlap with previous gene
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: tail terminator
Function Evidence: BlastP and HHPred
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 11
9/14/22 BlastP NCBI and PHAGESdb HHpred PDB_mmCIF70_12_Aug, TMHMM translation of called orf, longest  start at 7611, Starterator on phagesdb, RBS on DNA Master Frames
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Start Codon and source: 7611, ATG, called by GeneMark and GLimmer
Stop Codon: 8420, TAG
F/R: F
Coding Potential (y/n): y
Starterator (SS, NA, NI): pham 47061, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: 109 gap from preceding gene
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: major tail protein
Function Evidence: BlastP and HHPRED
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 12
9/14/22 BlastP NCBI and PHAGESdb HHpred PDB_mmCIF70_12_Aug, TMHMM translation of called orf, longest  start at 8534, Starterator on phagesdb, RBS on DNA Master Frames
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Start Codon and source: 8534, ATG, called by Glimmer and GeneMark
Stop Codon: 9085, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 60, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
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Gap: 113 from previous gene
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: tail assembly chaperone
Function Evidence: BlastP
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 13
9/14/22 BlastP NCBI and PHAGESdb HHpred PDB_mmCIF70_12_Aug, TMHMM translation of called fused orfwith gp12, frameshifted +1 at 90031 to 90033 (skipped 90032, Starterator on phagesdb, RBS on DNA Master Frames
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 8534, ATG,  same as gp12 (frameshift)
Stop Codon: 9470, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): N/A (same as gene 12)
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher

[image: ][image: ]
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Gap: 113 bp gap from gene 11 (same start as gene 12)
Longest Orf? (Y/N/NA) N/A…frameshifted from gene 12
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score, (same as gene12, frameshift)
Proposed Function: tail assembly chaperone
Function Evidence: BlastP, upstream of tape measure protein gene
Transmembrane Domain/Evidence: NO
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Gene Number: 14
9/14/22 BlastP NCBI and PHAGESdb HHpred PDB_mmCIF70_12_Aug, TMHMM translation of orf, longest  start at 9467, Starterator on phagesdb, RBS on DNA Master Frames
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[image: ]
Start Codon and source: 9,467, GTG, Not called by glimmer or genemark (9488)
Stop Codon: 13,177, TAA
F/R: F
Coding Potential (y/n): y
Starterator (SS, NA, NI): more phages use the autoannotated called start, but we chose longer orf as it had identical aa’s encoded by other phages (e.g. RitaG)
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4 bp overlap with previous gene
Longest Orf? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: tape measure protein
Function Evidence: longest gene in genome, domains in NCBI blast BlastP, BlastP
Transmembrane Domain/Evidence: No
[image: ]


Gene Number: 15
9/14/22 BlastP NCBI and PHAGESdb HHpred PDB_mmCIF70_12_Aug, TMHMM translation of called orf, longest orf start at 13,178, Starterator on phagesdb, RBS on DNA Master Frames
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Start Codon and source: 13,178, ATG Called by Glimmer and GeneMark
Stop Codon: 14,887, TAG
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: ]
Gap: 0, starts next base after last orf
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: minor tail protein
Function Evidence: BlastP, HHPRED
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 16
9/14/22 BlastP NCBI and PHAGESdb HHpred PDB_mmCIF70_12_Aug, TMHMM translation of called orf, longest orf start at 14,970, Starterator on phagesdb, RBS on DNA Master Frames
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Start Codon and source: 14,970, TTG, Called by Glimmer and Genemark
Stop Codon: 16,679, TAA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): 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: ]
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Gap: 82 bp gap from end of gene 15
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: minor tail protein
Function Evidence: BlastP and HHPRED
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 17
9/14/22 BlastP NCBI and PHAGESdb HHpred PDB_mmCIF70_12_Aug, TMHMM translation of longest orf start at 16,737, Starterator on phagesdb, RBS on DNA Master Frames
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Start Codon and source:  16,722, ATG, Not called by Glimmer or GeneMark (16737 ATG)
Stop Codon: 17567, 
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 45626. Changed from most annotated (autoannotated) to lengthen orf
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ]
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Gap: 42 bp gap from end of gene 16
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no phage matches on HHPRED
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 18
9/14/22 BlastP NCBI and PHAGESdb HHpred PDB_mmCIF70_12_Aug, TMHMM translation of called orf start at 17,564, Starterator on phagesdb, RBS on DNA Master Frames
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Start Codon and source: 17,564 ATG, Called by Glimmer and Genemark
Stop Codon: 20,101, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 47051, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ]
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Gap: -4 bp overlap with end of gene 17
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: minor tail protein
Function Evidence:BlastP, HHPred hyaluronate lyase
[image: ]
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 19
9/14/22 BlastP NCBI and PHAGESdb HHpred PDB_mmCIF70_12_Aug, TMHMM translation of called and longest  orf start at 20098, Starterator on phagesdb, RBS on DNA Master Frames
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Start Codon and source: 20,098, ATG, Called by GeneMark and Glimmer
Stop Codon: 21,984, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 293, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 4 bp overlap from end of gene 18
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: BlastP, HHPred
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 20
9/14/22 BlastP NCBI and PHAGESdb HHpred PDB_mmCIF70_12_Aug, TMHMM translation of called orf start at 221,981, Starterator on phagesdb, RBS on DNA Master Frames
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Start Codon and source: 21,981, ATG, Called by Glimmer and Genemark
Stop Codon: 23,147, TAA
Coding Potential (y/n): almost all without making large overlap
Starterator (SS, NA, NI): pham 398, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 4 bp overlap with end of gene 19
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no phage tail evidence on HHPRED
Transmembrane Domain/Evidence: NO
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Gene Number: 21
9/16/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane predition, HHPRED
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Start Codon and source: 23165, ATG, called by glimmer and genemark
Stop Codon: 23,506, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 44309most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
Gap:  17 bp gap from end of gene 20
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no phage matches in HHPRED
Transmembrane Domain/Evidence: NO
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Gene Number: 22
9/19/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane predition, HHPRED
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Start Codon and source: 23,528, TTG, Called by Genemark and Glimmer
Stop Codon: 23,283, TAG
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 364, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ]
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(Inventum has one extra predicted aa)
Gap: 22 bp gap from gene 21
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: No phage matches in HHPRED, not significant number of matches with function  in Blastp
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 23
9/21/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane predition, HHPRED

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

Start Codon and source: 23,797, ATG, called by GeneMark and Glimmer
Stop Codon: 24,435, TGA
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: ]
[image: ][image: ]
Gap: 13 bp from gene 22
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: minor tail protein
Function Evidence: HHPRED with phage tail and collagen-like in BlastP
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 24
9/21/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane predition, HHPRED
[image: ]
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[image: ]

Start Codon and source: 24,432, GTG, Called by Glimmer and Genemark
Stop Codon: 25,286, TAA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): ph47,123, 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: ]
Gap: -4 bp overlap with gene 23
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: N/A
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 25
9/21/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane predition, HHPRED

[image: ]
[image: ]
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[image: ]
[image: ]
Start Codon and source: 25488, GTG, called by glimmer and genemark
Stop Codon: 25291, TAG
F/R: R
Coding Potential (y/n):Y
Starterator (SS, NA, NI): pham 27,391, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ]
[image: ][image: ]
Gap: 6 bp gap from end of upstream gene 24 to end of gene 25; 150 bp gap from start of 25 from downstream forward gene 26, 
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: helix-turn-helix DNA binding domain 
Function Evidence: HHPRED and Blast
Transmembrane Domain/Evidence: NO
[image: ]


Delete Original Call Reverse Genes 26 and 27. Renumber
Gene Number: 26 (original gene 28)
9/21/22 Using longer gene product, Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane predition, HHPRED
[image: ]
[image: ]
[image: ]
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[image: ]
[image: ]
[image: ]
Start Codon and source:  Changed to 25,637, ATG,Called by Genemark, Glimmer called 25811
Stop Codon: 25,933, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): orpham, 23866, no data, should be pham30 based on Seagreen gene 27
, or “no significant Blast alignments” if 10E-4 or higher
Blast Best Hit, Query:Subject Starts, Score, Evalue [image: ][image: ][image: ]
Gap:  150 bp gap from upstream reverse gene 25
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no good functional matches on Blast or HHPRED
Transmembrane Domain/Evidence: possible N terminal signal sequence
[image: ]


Gene Number: 27 (original call gene 29)
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 25,940, ATG called by Glimmer, not by Genemark
Stop Codon: 26,086, TGA
F/R: F
Coding Potential (y/n):Y, weak
Starterator (SS, NA, NI):pham 102, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ]
[image: ][image: ][image: ]
Gap: 6 bp gap from gene 26
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: no matches with known function on BlastP
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 28 (original call 30)
9/22/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane predition, HHPRED
[image: ]
[image: ]


[image: ] 


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

[image: ]
Start Codon and source: 26,083, GTG, Called by Glimmer and Genemark
Stop Codon: 26,235, TAA 
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham47153, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ] [image: ][image: ]


[image: ]
[image: ]
Gap: 4 bp overlap w/gene 27
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: transmembrane protein
Function Evidence:THHM
Transmembrane Domain/Evidence:  Yes
[image: ]


Gene Number: 29 (original31) changed start to 26,270
9/22/22 Run longer protein BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane predition, HHPRED
[image: ]

[image: ]
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[image: ]
[image: ]
[image: ]
Start Codon and source: changed to 26,270, GTG, 26309 was called by Glimmer and Genemark
Stop Codon: 26542, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI):pham45705, was most annotated star, but changed to upstream 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ][image: ]
[image: ][image: ]
[image: ]

Gap: 33bp gap from gene 28
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: No convincing functional matches in HHPRED or BLASTP
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 30 (original called 32)
9/22/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition, HHPRED
Genemark map suggests a frameshift from gene 29
[image: ]
[image: ]
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[image: ]
[image: ]
Start Codon and source: 26,539, GTG, Called by Glimmer and Genemark
Stop Codon: 27690, TGA
F/R: F
Coding Potential (y/n): captures most, next upstream start greatly overlaps gene 29
Starterator (SS, NA, NI): pham 47,116, VRH does not have 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 w/gene 29
Longest Orf? (Y/N/NA), N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: lysin A
Function Evidence: BlastP and HHPRED
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 31 (original 33)27,690
9/22/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction, HHPRED
Start Codon and source: 27,690, ATG, Called by Genemark and Glimmer
[image: ]
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[image: ]
[image: ]
[image: ]
Stop Codon: 28, 691, TAA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 47,032, 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: 1 bp overlap with gene 30
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: lysin B
Function Evidence: BlastP, HHPRED functions
Transmembrane Domain/Evidence: NO
[image: ]


Delete Reverse Frame Gene original call 34 (29339-28680) based on genemark graphs
Gene Number: 32 (original gene 35)
9/22/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction, HHPRED
[image: ]

[image: ]
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[image: ]
Start Codon and source: 28,705, ATG, Called by GeneMark
Stop Codon: 28,938, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 47,084, 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: 13 bp gap from gene 31
Longest Orf? (Y/N/NA): N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: holin
Function Evidence: conserved domain, BlastP matches
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 33 (original gene36)
9/22/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction, HHPRED
[image: ][image: ]
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[image: ]
Start Codon and source: 28,935, ATG, called by Genemark
Stop Codon:29,309, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 47,042, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Gap: 4 bp overlap with gene 32
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: transmembrane protein
Function Evidence: TMHMMM below
Transmembrane Domain/Evidence: Yes, 1 TMH
[image: ]
10/6/22 rerun onSOSUI, https://harrier.nagahama-i-bio.ac.jp/sosui/mobile/
[image: ]
[image: ]


Gene Number: 34 (original 37) change start to 29306 from original 29333
9/22/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction, HHPRED
[image: ]

[image: ]
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[image: ]
[image: ]
Start Codon and source: 29,306, GTG, Longer than gene called by Glimmer and GenemarkS, not called by DNAMasterGenemark
Stop Codon: 29566, TAG
F/R: F
Coding Potential (y/n): y
Starterator (SS, NA, NI): pham 333, changed FROM 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 with gene 33
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: helix-turn-helix DNA binding domain
Function Evidence: HHPRED top match function, 95.88%
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 35 (original gene 38)
9/23/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition, HHPRED
[image: ]
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[image: ]
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[image: ]
[image: ]
Start Codon and source: 29553, ATG, Called by Glimmer and Genemark
Stop Codon: 30,374, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 70, 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: -14bp overlap with gene 34
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: DnaQ-like (DNA polymerase III subunit)
Function Evidence: HHPRED, BlastP
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 36 (original 39) changed start to longest orf, 30,390
9/23/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition, HHPRED
[image: ]
[image: ]
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[image: ]
Start Codon and source: changed to 30,390, GTG, longer than 30,447 (GeneMarkS) or 30,459 (Glimmer)
Stop Codon: 30,680, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 48,786
[image: ]
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ]
Gap: 15 bp gap from gene 35
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: No functional blasts on HHPRED or BlastP
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 37 (original 40) changed start to 30,670 (one extra codon)
9/23/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition, HHPRED
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 30,670, changed from 30,673called by glimmer and genemark
Stop Codon: 30,765, TAA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 320, changed FROM most annotated (added one codon)
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ]
[image: ]
Gap: -11 bp overlap with gene 36
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: membrane protein
Function Evidence: see below
Transmembrane Domain/Evidence: YES
[image: ]
10/06/22 rerun on SOSUI, https://harrier.nagahama-i-bio.ac.jp/sosui/mobile/
[image: ]
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Gene Number: 38 (original 41)
9/23/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition, HHPRED
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 31,139, ATG, Called by Genemark
Stop Codon: 30,870, TGA
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 5800, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ]
Also some non-phage matches (probably prophage?) in other bacteria
[image: ]
Gap: 94 bp gap from end of gene 37 to end of gene 38; -8 bp overlap start of gene 38 to end of gene 39
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no matched functions on HHPRED or BLASTP
Transmembrane Domain/Evidence: NO
[image: ]


Delete original called forward gene 42, 31,237-31,539 (pham 4946), replace with new reverse gene 39, below. Note that in Starterator’s draft annotation, this gene was present
Gene Number: 39 (not called autoannotate, called by genemarkS)
9/23/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition, HHPRED
[image: ]
Confused because this wasn’t in my autoanotate
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 31,323, ATG, called by genemarks
Stop Codon: 31,132, TAA
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham1052,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 with end of gene 39 with start of gene 38, 1 bp overlap start of 39 with end of 40
Longest Orf? (Y/N/NA) NO
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: No >95%HHPRED, BlastP function found
Transmembrane Domain/Evidence:NO
[image: ]


Gene Number: 40 (original 43, 44 on phagesdb autoannotate) Changed start to 31,496, phagesdb draft had this longer start called apparently
9/23/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition, HHPRED
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 31,496, ATG, not called by glimmer or genemark (31,475 called)
Stop Codon: 31,323, TAG
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI):pham 638, VRH 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ]
[image: ]
Gap: 
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible functional matches on BlastP or HHPRED
Transmembrane Domain/Evidence: NO
[image: ]


On Phagesdb (against phages and M. smegmatis) and NCBI BlastN genes 40/41 intergenic, also tRNA scan,

[image: ]
[image: ]

[image: ]
[image: ]
Blastx of right hand orf translatied of above
[image: ]

Suggests others called gene 42 start where would overlap gene 41 and no coding potential (VRH has stop codons in that frame)
[image: ]
http://lowelab.ucsc.edu/cgi-bin/tRNAscan-SE2.cgi


Gene Number: 41 (original 44) changed start to 31,950
9/23/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition, HHPRED
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 31,950 not called by glimmer or genmark (31,980 was)
Stop Codon: 32,159, TGA
F/R: F
Coding Potential (y/n): y
Starterator (SS, NA, NI): pham 14173, we changed start.
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[bookmark: _GoBack]Gap:  453 bp from start of reverse gene 40. Possible appP? 27 bp identity with M. smegmatis starting at base 31,746  matching smeg 2213190
[image: ]
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function:  helix-turn-helix DNA binding domain
Function Evidence: HHPRED
[image: ]
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 42 (original 45) changed start to 32, 159
9/26/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition, HHPRED
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 32,159, ATG (not called by glimmer or GenemarkS) (they called 32381)
Stop Codon: 33,286, TAA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham48,584 report could not be found
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ][image: ]
[image: ][image: ]
[image: ]
Gap:  1 bp overlap w/gene 41
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: tyrosine integrase
Function Evidence: BlastP and HHPRED
Transmembrane Domain/Evidence: NO
[image: ]


Blastp small 3rd frame orf between genes 42 and 43 on phagesdb and ncbi…it has no matches and no coding potential, so do not call it
Gene Number: 43 (original 46)
9/26/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred
[image: ]
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[image: ]
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[image: ]
Start Codon and source: 33408, ATG, called by glimmer and GenemarkS
Stop Codon: 33,719, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 1782, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
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[image: ]
Gap:  122 bp from gene 42 
Longest Orf? (Y/N/NA): Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: toxin in toxin/antitoxin system, RelE-like
Function Evidence: Blast like Fruitloop gp41 (official functionlist example), HHPRED
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 44 (original gene 47, 48 in phagesdbdraft)
9/26/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred
[image: ]
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[image: ]
Start Codon and source: 33,716, ATG, called by glimmer and GenemarkS
Stop Codon: 33964, TAA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 1731, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
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[image: ]
Gap:  -4 bp overlap with gene 43
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: antitoxin in toxin/antitoxin system, RelB-like
Function Evidence:BLASTP matches with Fruitloop gp42, HHPRED
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 45
9/26/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred
[image: ]
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Start Codon and source: 34,427, ATG, called by Glimmer and GenemarkS
Stop Codon: 33,975, TGA
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 337, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
[image: ]
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Gap: 10 bp gap from end of reverse gene 45 to end of forward gene 44, 
Longest Orf? (Y/N/NA)N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: membrane protein
Function Evidence: see below
Transmembrane Domain/Evidence: YES
[image: ]
10/06/22 rerun on SOSUI, https://harrier.nagahama-i-bio.ac.jp/sosui/mobile/
[image: ]
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Next region is less obvious, with conflicting forward and reverse genes. Blast the not-called frame one gene, then blastp the called reverse -2 frame gene. 
[image: ]
[image: ]

Looking between two called reverse genes, there is a small orf in -1 frame. Start 34622, GTG, BlastP on phagesdb and NCBI. Lacking coding potential on GenemarkS graph, and genemark ran against several Mycobacteria, so don’t call it.

Sequence: >gpsecondreversetiny
MSRSSSNMGCTYRNHQHRSPLATGCVDANGSLPRSTHEAHKWEYHDZ
[image: ]
[image: ]
[image: ]



VRedHorse	 54,800 bp including 10-base 3' overhang (CGGAAGGCGC), Cluster F1[image: ]
According to phagesdb.org (9/2/22) , 106 genes in Draft annotation



Gene Number: 46 (original49, phagesdbdraft51). Change start to 35,361, TTG
9/26/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred
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Start Codon and source: changed to 35,361, TTG, Glimmer called other, GenemarkS did not call
Stop Codon: 34693, TAG
F/R: R
Coding Potential (y/n):Y
Starterator (SS, NA, NI): pham 48853, 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: ]
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Gap: end of gene 46 is 265 bp gap from start of reverse gene 45
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: immunity repressor
Function Evidence: Blast, Lambda cI match with HHPRED
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 47 (original 50, phagesdb 52)change start to 35429
9/27/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred
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[image: ]
Start Codon and source: 35,429, ATG, changed from glimmer and genemarks, called by genemark on DNA MASter
Stop Codon: 35,662, TAA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 799, changed to most annotated
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: 67 bp gap between start of reverse gene 46 and forward gene 47
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Cro (control of repressor’s operator)
Function Evidence: Blast, 
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 48 (51 autoannotate, phagesdb53)
9/27/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred
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[image: ]
Start Codon and source: 35,719, ATG, Called by genemark and glimmer
Stop Codon: 36,030, TAG
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 363, 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: ]
Gap:  56 bp gap from end of gene 47
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: N/A
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 49 (original 52, phagesdb 54)
9/27/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred
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[image: ]
[image: ]
[image: ]
[image: ]
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Start Codon and source: 36,119, ATG called by Glimmer and genemark
Stop Codon: 36,382 TGA
F/R: Y
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham45844, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap:  88 bp gap from end of gene 48
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: excise 
Function Evidence: HHPRED hits excisionase, phage also has integrase, immunity repressor, and Cro
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 50 (original 53, phagesdb 55)
9/27/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred
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Start Codon and source: 36,379, ATG
Stop Codon: 36,528, TGA
F/R: F
Coding Potential (y/n):Y
Starterator (SS, NA, NI): pham 49,178, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4bp overlap with gene 49
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: none prokaryotic
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 51 (original 54, phagesdb 56) change start to 36,525
9/27/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred
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[image: ]
Start Codon and source: 36,525, GTG
Stop Codon: 36,758, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 48655, changed to most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4 bp overlap with gene 50
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: none
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 52 (original 55, phagesdb 57)
9/27/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred
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Start Codon and source: 36,755, GTG (called by Glimmer and GenemarkS, not DNA MASTER genemark)
Stop Codon: 37,381, TAG
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 45725, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap:  -4bp overlap with gene 51
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: none
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 53 (original 56, phagesdb58)
9/27/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred
[image: ]
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Start Codon and source: 37,460,  ATG, called by genemark and glimmer
Stop Codon: 37,741 TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 317, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: 78 bp gap from gene 52
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: none
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 54 (original 57, phagesdb59)
9/27/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred
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Start Codon and source: 37,738, ATG, called by glimmer and genemark
Stop Codon: 37,890, TGA
F/R: F
Coding Potential (y/n): y
Starterator (SS, NA, NI): pham 9807, most annotated
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: -4bp overlap with gene 53
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: membrane protein
Function Evidence: see below
Transmembrane Domain/Evidence: yes
[image: ]
10/06/22 rerun on sosui, https://harrier.nagahama-i-bio.ac.jp/sosui/mobile/
[image: ]
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Region with coding potential between genes 54 an 55. Blastp, but no good hits
[image: ]


Gene Number: 55 (original 58, phagesdb 60)
9/27/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred
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Start Codon and source: 37,887, GTG, called by glimmer and genemarkS
Stop Codon: 38,279, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 48671, 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: ]
Gap: -4bp overlap with gene 54
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: membrane protein
Function Evidence: see below
Transmembrane Domain/Evidence: YES
[image: ]
10/06/22, rerun on SOSUI, https://harrier.nagahama-i-bio.ac.jp/sosui/mobile/
[image: ]
[image: ]


Gene Number: 56 (original 59, phagesdb 61)
9/28/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred
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Start Codon and source: 38,279.ATG, called by Glimmer and Genemark, …but there are two?? Earlier?? 
Stop Codon: 38,773, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham40845, most annotated start, but there are two close-by upstream starts
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: 0 bp gap from gene 55
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: WhiB family transcription factor
Function Evidence: HHPRED
Transmembrane Domain/Evidence:  NO
[image: ]


Gene Number: 57 (original 60, phagesdb 62) changed start to 38,770, 
9/28/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 38,770, GTG, changed from both glimmer and genemark (Original Glimmer call @bp 38845 has strength 3.85; GeneMark calls start at 38761)
Stop Codon: 39,255, TGA
F/R: F
Coding Potential (y/n): misses some at very 5’end
Starterator (SS, NA, NI): pham399, changed to most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4bp overlap with gene 56
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: helix-turn-helix DNA binding domain 
Function Evidence: HHPRED
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 58 (original 61, phages draft 63)
9/28/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred
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Start Codon and source: 39252, ATG, called by Glimmer and Genemark
Stop Codon: 39533, TGA
F/R:F
Coding Potential (y/n):Y
Starterator (SS, NA, NI): pham 48916, most annotated
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4bp overlap from gene 57
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: WhiB family transctiption factor
Function Evidence: HHPRED, blastp
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 59 (original 62, phagesdb draft 64)
9/28/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred
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Start Codon and source: 39530, ATG, called by Glimmer and GenemarkS
Stop Codon: 39895, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 48631, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4bp overlap with gene 58
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: helix-turn-helix DNA binding domain
Function Evidence: Blast and HHPRED
Transmembrane Domain/Evidence: NO
[image: ]


There are 2 small orfs after gene 59, one of which was called by glimmer, but not by Genemark. By Blast, most annotated phages on phagesdb call the glimmer call. HHPRED was run with both. With no evidence to favor either call, leave as autoannotated by glimmer prediction in DNA Master. “Others calling it” does not constitute good evidence, but Glimmer did predict this gene.
Gene Number: 60 (original 63, phagesdb draft 65)
9/28/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred
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Start Codon and source: 39895, ATG, called by glimmer, not Genemark or Genemarks
Stop Codon: 40050, TGA
F/R: F
Coding Potential (y/n): barely on GenemarkS graph
Starterator (SS, NA, NI): pham 379, most annotated
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4bp overlap with gene 59
Longest Orf? (Y/N/NA) N, GTG immediately upstream
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no convincing evidence of function
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 61 (original 64, phagesdb draft66)
9/30/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred
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Klebsiella pneumonia match. E-15
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Start Codon and source: 40050, ATG, called by glimmer and genemark
Stop Codon: 40,280, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 328, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: 
Longest Orf? (Y/N/NA)
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible HHPRED or BLastP functions
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 62 (original 65, phagesdb draft 67)
9/30/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred, [image: ]
Ran blast with longer GTG start, few phages called it, reran with most annotated ATG. GTG has better RBS score
[image: ]
Choose second start, ATG, blast, etc.
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Start Codon and source: 40227, ATG, called by glimmer and genemark
Stop Codon: 40522, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 48808, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4bp overlap
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible functions in HHPRED or BlastP
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 63 (original 66, phagesdb draft 68)
10/03/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
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Start Codon and source: 40,519, ATG, Called by Glimmer and Genemark
Stop Codon: 41,400, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 45693, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap:  -4bp overlap with gene 62
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: AAA-ATPase
Function Evidence: HHPRED 
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 64 (original 67, phagesdb 69) changed start to 41,397, ATG
10/03/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
Gene not called by Genemark, shorter gene (41,556 called by glimmer)
Longest orf start 41,397 used to blast, etc. 

[image: ]
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[image: ]
Start Codon and source: 41,397, ATG, changed from glimmer call 41,556. Gene not called by Genemark
Stop Codon: 41,759, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 7829, changed FROM most annotated start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4 bp overlap with gene 63
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: HNH endonuclease
Function Evidence: Histidines w/in30 aa span, HHPRED, BLASTP
>gp64long
MSRRNTGFPPEVKELIWTRAQGRCERCGEYASDATAHHRRPRGLGGSRRVDTNVASNGLWACGACHRWAESYRAQAFAEGWLVRQTQSPIEIPVLYRGQWVLLDDDGNTYRIPNPVEATQZ
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 65 (original 68, phagesdb70)
Called hypothetical protein, but HHPRED has match to contractile tail injection system. Note, this phage is not known to be contractile-tailed
10/03/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
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[image: ]
Start Codon and source: 41,756, ATG, called by glimmer and genemark
Stop Codon: 42025, TGA
F/R: F
Coding Potential (y/n):Y
Starterator (SS, NA, NI): pham 49157, most annotated
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4bp overlap with gene 64
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: 
Function Evidence: HHPRED matches to contractile tail injection system protein
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 66 (original 69, phagesdb 71) changed start one codon to 42,022
10/03/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred using extra codon
[image: ]
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[image: ]
Start Codon and source: 42,022, GTG, changed from 42,025 that was called by Glimmer and Genemark
Stop Codon: 42,171, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 744, changed to most annotated
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4bp overlap with gene 65
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no convincing function hits on Blast or HHPRED
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 67 (original 70, phages draft 72)
10/03/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,

Matches Cornucopia protein end to end but other phages have an insertion
[image: ]
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Start Codon and source: 42,168, ATG, called by Glimmer and Genemark
Stop Codon: 43,469, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 45984, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
[image: ]
Gap: -4bp overlap with gene 66
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: DNA methyltransferase
Function Evidence: BLASTp and HHPRED
[image: ]NO



INSERT GENE 68, gene called by Glimmer S…REDRAW MAP , now MAP4
Gene Number: 68 (phagesdb gene 73)not called by Genemark 
10/03/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
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[image: ]

Start Codon and source: 43,466, ATG, called by GenemarkS
Stop Codon: 43,627
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 50151, report not found
[image: ]
[image: ]
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4 bp with gene 67
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible function matches on HHPRED or BLastP
Transmembrane Domain/Evidence: NO
[image: ]


INSERT gene 69 (not called by glimmer or genemark), renumber, make map

Gene Number: 69 (original 68, phagesdb 74)
10/03/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
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[image: ]
[image: ]
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[image: ]
Start Codon and source: 43,608, ATG, not called by Genemark or Glimmer or GlimmerS
Stop Codon: 43,784, TGA
F/R: F
Coding Potential (y/n): weak
Starterator (SS, NA, NI): pham2376, most annotated start (shared w/Ramsey gp74)
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -20 bp overlap from gene 68
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible Blast or HHPRED hits
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 70 (original 71, phagesdb 74) changed start to 43,781, TTG,  longer by one codon, 
10/03/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 43,781, TTG, added one codon from Genemark and Glimmers
Stop Codon: 43,906, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 1945, changed FROM most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap:  -4bp overlap with gene 
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible functional matches on BlastP or HHPRED
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 71 (original gene 72, phagesdb draft 75) CHANGED START to 43,903, GTG
10/03/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 43,903, GTG
Stop Codon: 44121, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 1878, changed to most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap:  -4 bp overlap with gene 70
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible functional matches on HHPRED or Blastp
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 72 (original 73, phagesdb draft 76)
10/03/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 44118, GTG, called by Glimmer and genemark
Stop Codon: 45023, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 50180, page not found
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap:  -4 bp overlap with gene 71
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: RepA-like replication initiator 
(also considered DNA binding protein)
Function Evidence: HHPRED match
Run JPred4 to see if Helix-turn-helix is appropriate…http://www.compbio.dundee.ac.uk/jpred4/index.html
[image: ]
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 73 (original 74, phagesdb draft 77)
10/03/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 45020, ATG, called by Glimmer and Genemark
Stop Codon: 45,382, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 1423, 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 with gene 72
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: replisome organizer
Function Evidence: HHPRED 98.91%, and next to RepA-like replication initiator
[image: ]
Transmembrane Domain/Evidence: no
[image: ]


Gene Number: 74 (original 75, phagesdb draft 78)
10/04/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 45,375, GTG, called by Glimmer, not by Genemark
Stop Codon: 45599, TGA
F/R: F
Coding Potential (y/n): y, weak
Starterator (SS, NA, NI): pham 1656, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -8 bp overlap with gene 73
Longest Orf? (Y/N/NA) N (two extra codons upstream a TTG exists)
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible function matches on HHPRED or BLASTP
Transmembrane Domain/Evidence: NO
[image: ]


INSERT GENE 75. Fills gap, has  matches in other phages. Weak coding potential on GenemarkS
Make new map  (Map6)
Gene Number: 75 (not called on original, or genemarkS, or phagesdb draft)
10/04/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 45596, ATG, not called by glimmer or genemark
Stop Codon: 45,682, TGA
F/R: F
Coding Potential (y/n): y, very weak
Starterator (SS, NA, NI): pham 4763 (as per Emma79 match, matches most annotated start)
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4bp overlap with gene 74
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible function matches on HHPRED or blastP
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 76 (original 76, phages draft79) CHANGE START To 45679
10/04/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 45,679, ATG, GenemarkS
Stop Codon: 45882, TGA
F/R: F
Coding Potential (y/n):Y
Starterator (SS, NA, NI): pham 1042, changed to most annotated start, as in Zizzle 79
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4bp overlap with gene 75
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein (hints at DNA binding protein, transcriptional regulation from HHPRED)
Function Evidence: (hints at DNA binding protein, transcriptional regulation from HHPRED)
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 77 (original 77, phagesdbdraft 80)
10/04/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 45,879, ATG, called by Glimmer and GenemarkS, not DNAmasterGenemark
Stop Codon: 46,079, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 44436, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap:  -4bp overlap with gene 76
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible functional matches on HHPRED or BlastP
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 78 (original 78, phagesdb draft 81)
10/05/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 46063, ATG, called by Glimmer and Genemark
Stop Codon: 46371, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 41416, most annotated
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
Gap:  -17 bp overlap with gene 77
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: No credible function hits on BlastP or HHPRED
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 79 (original 79, phagesdb draft 82)
10/05/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 46,368, GTG, called by Glimmer and Genemark
Stop Codon: 46,637, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 50,181, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap:  -4 bp overlap with gene 78
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible functional hits on BlastP or HHPRED
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 80 (original call 80, phagesdb gene 83)
10/05/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane precdition https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 46,634, ATG, Called by glimmer and genemark
Stop Codon:46849 TGA
F/R: F
Coding Potential (y/n):Y
Starterator (SS, NA, NI):pham 755, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap:  -4 bp overlap with gene 79
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible functional matches on HHPRED or Blastp
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 81 (original 81, phagesdbdraft 84) CHANGED START to 46,932, ATG
10/05/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 46,932, not called by Glimmer  or genemarkS they called downstream starts
Stop Codon: 47303, TAA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 48,697, changed to most annotated start
, or “no significant Blast Blast Best Hit, Query:Subject Starts, Score, Evalue alignments” if 10E-4 or higher
[image: ]
Gap: 81 bp gap from gene 80
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: mycobacteriophage mobile element 1 (MPME1)
Function Evidence: alignment with Avrafan gp57 (MPME1)
[image: ]
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 82 (original call 82, phagesdb draft 85)
10/05/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]

Start Codon and source: 47,290, ATG, called by Glimmer and Genemark
Stop Codon: 47,529, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 5257, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -14 bp overlap with gene 81
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible function matches on HHPRED or BLASTP
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 83 (original83, phagesdb draft 86)
10/05/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 47,526, ATG, Called by genemark and glimmer
Stop Codon: 47,693, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 6961, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4 bp overlap with gene 82
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: membrane protein
Function Evidence: see below
Transmembrane Domain/Evidence: YES
[image: ]
10/06/22 rerun on SOSUI, https://harrier.nagahama-i-bio.ac.jp/sosui/mobile/
[image: ]
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ADDED FORWARD GENE 84, deleted original Reverse gene 84, deleted phagesdb draft 87)
Gene Number: 84 (not called on autoannotations)
10/05/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 47,690, ATG, not called by glimmer or genemark
Stop Codon: 47,833, TGA
F/R: F
Coding Potential (y/n):no
Starterator (SS, NA, NI): pham 1645, most annotated (like Zerg)
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4bp overlap with gene 83
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible functional evidence on hhpred or blastp
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 85 (original 85, phagesdb draft 87) CHANGED START to 47830
10/05/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]

[image: ]
Start Codon and source: 47830, GTG, Called  by GenemarkS, 47929called by glimmer, DNA master genemark did not call 
Stop Codon: 48114, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 50174, most annotated start, like Avani90
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap:  -4 bp overlap with gene 84
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible HHPREd or BLASTP functional match
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 86 (original 86, phagesdb draft 88)
10/05/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source:  48107, ATG, called by glimmer and genemark
Stop Codon: 48463, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 50,239, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap:  -8bp overlap with gene 85
Longest Orf? (Y/N/NA)  Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible functional matches by blastP or HHPRED 
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 87 (original 87, phagesdb draft 89)
10/06/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 48,460, ATG, called by Glimmer and Genemark
Stop Codon: 48,723, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 3190, most annotated
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4 bp overlap with gene 86
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible HHPRED or BLASTp functional matches
Transmembrane Domain/Evidence: NO (graph hints at yes)
[image: ]


Gene Number:88 (original 88, phagesdb draft 90)
10/06/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 48,720, GTG, called by Glimmer and Genemark
Stop Codon: 48,899, TAG
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 45,652, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4 bp overlap with gene 87
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protien
Function Evidence: no credible functional match on HHPRED or BlastP
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 89 (original 89, phagesdb draft 91)
10/06/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 48,904, ATG, Called by Glimmer and DNA MASter Genemark, not by GenemarkS
Stop Codon: 49,041, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 50,149, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap:  3 bp gap from gene 88
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible function match from BlastP or HHPRED
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 90 (original cll 90, phagesdb draft 
10/06/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]Start Codon and source: 49,091, ATG, called by Glimmer and Genemark
Stop Codon: 49,493, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 3671, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -1 bp overlap with gene 89
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible functional match on HHPRED or BLASTP
Transmembrane Domain/Evidence: NO
[image: ]


Search gap after gene 90, add  small genes, 91 and 92, in second and first frame, respectively. 
Gene Number: 91 (not called in autoannotation, GenemarkS, or phagesdb draft
10/06/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 49,490, ATG, not called. Has matches on phagesdb
Stop Codon: 49,612, TGA
F/R: F
Coding Potential (y/n): N (wafer of a peak on GenemarkS)
Starterator (SS, NA, NI): pham 932, most annotated, as in Flathead 92
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4bp overlap with gene 90
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible function matches on HHPRED or BLASTP
Transmembrane Domain/Evidence: NO
[image: ]


INSERTED 92
Gene Number: 92 (not called)
10/06/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
Start Codon and source: 49,609, ATG, not called by autoannotation gene progams, but present in other phages
Stop Codon: 49,755, TAG
F/R: F
Coding Potential (y/n):none
Starterator (SS, NA, NI): pham 7041, most annotated, like Estave1 100
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap:  -4 bp overlap with gene 91
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible functional matches on HHPRED or BlastP
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 93 (original 91, phagesdb draft 93)
10/06/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
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Start Codon and source: 49,768 GTG, called by Glimmer and GenmarkS, Genemark on DNA master called 49825
Stop Codon: 50,412, TGA
F/R: F
Coding Potential (y/n): Y, later start also captures it
Starterator (SS, NA, NI): pham 606, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: 12 bp gap from gene 92
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score, later start has better score
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible matches on HHPRED or BlastP
Transmembrane Domain/Evidence: NO
[image: ]


Search gap between 93 and 94…no credible orfs by blastp
Gene Number: 94 (original 92, phagesdb draft 
10/06/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
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Start Codon and source: 50,521, ATG, called by Glimmer and Genemark
Stop Codon: 50,745, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 50,210, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: 108 bp gap from end of gene 93
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: helix-turn-helix DNA binding domain, MerR-like;  (not called, but also membrane protein?)
Function Evidence: HHPRED
Transmembrane Domain/Evidence: YES…HHPRED and TMHMM; strange…
[image: ]
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Gene Number: 95 (original 93, phagesdb draft 95)
10/06/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]

Start Codon and source: 50742, ATG, called by Glimmer and GememarkS, not DNAMasterGenemark
Stop Codon: 50,906, TAG
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 371, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4bp overlap with gene 94
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible blast matches
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 96
10/06/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
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Start Codon and source: 50,912, GTG, Called by Glimmer but neither GeneMark
Stop Codon: 51,070, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 339, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: 5 bp gap from end of gene 96
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible functional HHPRED or BLASTP hits
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 97 (original 95, phagesdb draft 97)
10/06/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
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Start Codon and source: 51,067, ATG, called by Glimmer and GenemarkS, not by DNA Master Genemark
Stop Codon: 51,258, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 1130, 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 with gene 96
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function:
Function Evidence:
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 98 (original 96, phagesdb draft 98)
10/06/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
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Start Codon and source: 51,255, ATG,  Called by Glimmer and genemark
Stop Codon: 51,656, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 50064, not the most annotated start, about 80 other phages have the most annotated start but don’t call it
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4 bp overlap with gene 97
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible BlastP or HHPRED functional matches
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 99 (original 97, phagesdb draft 99)
10/06/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
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Start Codon and source: 51,653, GTG, called by Glimmer and Genemark
Stop Codon: 51,895, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 40,771, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4bp overlap with gene 98
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible functionmatches on HHPRED or BlastP
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 100 (original 98, phagesdb draft 100)
10/06/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
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Start Codon and source: 51,888, ATG, called by Glimmer and Genemark
Stop Codon: 52049, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 47,211, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap:  -8bp overlap with gene 99
Longest Orf? (Y/N/NA) N/A (Y, only start)
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein
Function Evidence: no credible function matches on HHPRED or BLastP
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 101 (original 99, phagesdbdraft 101)
10/06/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
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Start Codon and source: 52,066, ATG,called by glimmer and genemark
Stop Codon: 53,502, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 50,140, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: 16 bp gap from gene 100
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: n-acetylglucosaminyltransferase
Function Evidence: HHPRED
[image: ]
Transmembrane Domain/Evidence: NO
[image: ]


Gene Number: 102 (original 100, phagesdb draft 102)
10/06/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
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There is a lipase function in phagesdb but their example is LittleE gp99. I aligned two sequences with VRedHorse gp102 and LittleE gp99, no match
[image: ]
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Start Codon and source: 53,505, ATG, called by Glimmer and Genemark
Stop Codon: 53,711, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 285, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: 2 bp gap from gene 101
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: hypothetical protein (check evidence for lipase, LipC-like)
Function Evidence: unclear if lack of homology with LitteE99 should override HHPRED> VRedHorse gp102 and LittleE99 are in same pham.
Transmembrane Domain/Evidence: NO
[image: ]


Delete phagesdb draft Reverse Frame Gene 103, renumber
Gene Number: 103 (phagesdb draft 104)
10/06/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
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Start Codon and source: 53,708, ATG, called by Glimmer and Genemark
Stop Codon: 54,331, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): pham 50,017,  most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4 bp overlap with gene 102
Longest Orf? (Y/N/NA) N
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: glycosyltransferase
Function Evidence: BLASTP and HHPRED
Transmembrane Domain/Evidence: NO
[image: ]


DELETE 2 REVERSE FRAME GENES (phagesdb draft 105, 106), ADD FORWARD GENE
Gene Number: 104 (not called in autoannotations)
10/06/22 Run BlastP at phagesdb and NCBI, Starterator, RBS on Frames, Transmembrane prediction https://services.healthtech.dtu.dk/service.php?TMHMM-2.0, HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred,
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Start Codon and source: 54,331, ATG, not auto-annotated
Stop Codon: 54,657, TGA
F/R: F
Coding Potential (y/n): hardly
Starterator (SS, NA, NI): pham 50,113, most annotated start, like Hades 102
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -4 bp overlap with gene 103
Longest Orf? (Y/N/NA) Y (only, N/A)
RBS: N/A, Scoring Matirix , Spacing Matrix, Z Score, Final Score, [image: ]

Proposed Function: HNH endonuclease
Function Evidence: HHPRED, BLASTP, like SiSi gene in official functionlist
[image: ]
Transmembrane Domain/Evidence: NO
[image: ] 
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R PNTOPL TGOS AGGF TOTAKPF IERGSL QAVETRONAGAATONSPEEDOCVTVILS
Sbict 22 RSVPHTQPLIGIDHSAGGFTDIHKPF IERGOLQAVF IRDURGAATDHSPFEDDCVIVIGES 81

Query 62 PEAQDGKLADDLEIRRKVNGKYEYNTDPNEGHAHIGCNPEDGAEREPDVTSODLINLOS 121
PEAQDGKLRDDLFIRRKVNGKY EYNTDPNE UM IGCNPEDGOAE RE POVTSODLIVLOS
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Query 242 MRPDPAGTIALVPGYEYVAMGGPGHARQYSDGS 274
RPDPAGTIALVPGYF)

Sbict 262 RPDPAGTIALVPGYFYVAMGGPGHAAGYSDGS 294
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Sbjct 1 NSVKKPEWGAAAREQATEFOSPFADRVLRFDOGSTHT TPPLPNLRHLDODAL EAVEAYL 62
Query L ecTETYDREPDLYIPEQTVIDRDSNENVLPAETRPGAVKSPPYEKDSKRVSPPREVRIVO 120
EETETYOREPOLVIPEQTVKORDGENVL PAE TRRGAVKCPPYEKDGKRVSPPREVRIVG
Sbjct 1 EEIETVOREPDLVIPEQTVIDRDGNEMVLPAETRPGAVKGPPYFKDGKRVSPPREVRIVG 120
QUEry 121 VVLGHDSYEVLRSKQINGRPAGAROVWRAHTEQGF TIAERAESDSKSOGSSWVLETVPET 150
VLD YEVL RSO TNGRPAGARDIAR AMTEQSF TIAERAESDSKSDGSSWVLETVPET
SbiCt 121 VVLGHDSYEVLRSKQINGRPAGARDVWRANTEGGF TIAERAESOSKSOGSSWLETVPET 150
Query 11 pst 183
05
sbjct 131 DsE 183

EIDownload - GenPept Graghics

tail assembly chaperone [Mycobacterium phage Velveteen]
Sequence 10: YP_0084095511 Lengin: 183 Niumber of Watches: 1
»See 21 more ftle(s)

Range 1: 1 to 183 Genpept Grahics
336 bits(862) 3e-116 Compositional matrix adjust. 182/183(33%) 183/183(100%) 0/183(

QUEry 1 NSVKKPENNGAANREQITEFDSPEADRVLRFDDSTITIPPHPNL NIz o zay] 62
HSVKKPE G AAAREQA TEFOSPF ADRVLRFDOG+TIT TPPLPIL RHLDODAL EAVEAYL
Sbict 1 NSVKKPENNGAAAREQATEFDSPFADRVLRFDDGTTNTIPPHPNLRALDODALEAVEAYL 62
Query L ecTETYDREPDLYIPEQTVIDRDGNENVLPAETRPGAVKGPPYFKDSKRVSPPREVRIVO 120
EETETYDREPDLVIPEQTVKORDGNENVL PAETRPGAVKSPPVEKDGKRVSPPREVRIVG
Sbjct L EEIETVOREPDLYIPEQTVIOROGNEMVLPAETRPCAVKGPPYFKDSKRVSPPREVRIVG 120
QUEry 121 VVLGYDSYEVLRSKQINGRPAGARDVWRAHTEQGF TIAERAESDSKSOGSSWVLETVPET 150
VDS YEVL RS G TCRPACARDIAR AMTEGSFTTAERAE SOSKSDGSSWVLETVPET
SbiCt 121 VVLGHDSYEVLRSKQINGRPAGARDVWRANTEGGF TIAERAESOSKSOGSSWLETVPET 150
Query 11 pst 183
o5t
sbjct 131 BSE 183




image113.png
1

2

Hit

2KDD_B

3WW3_A

Name Probability E-value Score

Borealin; protein dimer, Cell cycle, Cell 48.4 82 228
division, Centromere, Chromosomal protein,
Cytoplasm, Mitosis, Nucleus, Phosph

L-ribose isomerase; cupin-type beta-barrel, 45.75 15 32.57
isomerase; 1.9A {Cellulomonas parahominis}

ss

5.4

14

Aligned
cols

40

60

Target
Length

76

256




image114.png
2% Choose ORF start
Stats 15 ORF St 653
Selcted: 1 ORF Stop - 9085

ORF Lenghh: 52

Can1 Ceh2 Can3 Length

5End (00

TEnd 670 440 758 546

500 500 6

5D Scoring Matix

Kitler? <

Spacing Weight Matix [Broad

“H

[Raw sb [Genomic [spacer [Final [sequence of che megion [starc[stars [omr
3 [score |z value [pisvance|score [Upscream of che Scarc |Codon|Posivion [Lengen
[ |-1e32 [s0es |1 2632 |CCCITITIGAAGGARGCCCCIG [ATG [esas sz
2 |13 [soes 17 -3.133 |TIGAAGGARGCCCCIGATGICT (GIG (8540 sae
3 |-s.23¢ 140 s —c.202 |GCGCTTCGATGACGGCAGCACC |ATG  lecaz 444
s |-s.oes 1as2 —c.06s |CCCCCCGCACCCGAACCTICSE (ATG leerz  ala
s |-s.ses poa7 |7 -5.207 |CCIGTACATCCCIGAGCAGACT (GTG levee  3le
c |-s.23¢ 140 s c.262 |GARGGACCGCGACGGCAACGAG |ATG @752 294
7 |-2.775 |2.e0s |13 3.04c |GTATTICAAGGACGGTARGCST |GIG  leeel 225
o |-c.ese oms |7 —7.678 |cocTeTerCRCoacoaceTaAs (GTG (e7s 207
s |-a.2s0 2374 |14 -3.347 |TGAGGTGCGGATCGIICAGGIC |GTG lees7 189
10 |-3.250 [2.374 |17 -4.551 |GGTGCGGATCGTTCAGETCGTG |TTG (8900|186




image115.png
TMHMM result

# VRHgp12 Length: 184

# VRHgp12 Number of predicted THHs:
# VRHgp12 Exp number of Ads in THH:
# VRHgp12 Exp number, First 60 AAs:
# VRHgp12 Total prob of N-in:
VRHgp12 THHIMA2.0 outside

15868

0
0
0
o.
1 18s

‘ppmtogif: computing colormap... ppmtogif: 5 colors found
TMHMM posterior probabilties for VRHgp12

12
1
08
g o
g
04
02
0
20 40 60 80 100 120 140 160 180
transmembrane inside outside





image116.png
Distribution of 100 Blast Hits on the Query Sequence

[House-over t show defins and scores Cick 1 show shgnments

Color Key for Aligmment. Scores

1 ————
M B e zme e





image117.png
Seauences producing stgnificent aligments: (63t2) value.

BRREREREERERE

BEEERBERRERRREREER

|




image118.png
sStrokeseat_13, tail assembly chaperone, 311

Length = 311

Score = 629 bits (1621), Expect = e-186

Tdentities = 311/311 (106%), Positives
Query:

Shict:

311/311 (160%)

1 MSVKKPENNGAAAREQATE FDSPFADRVL RFDDGSTHTIPPHPNLRHLDDDALEAYEAYL 60
MSVKKPENNGAAREQATE FDSPF ADRVL RFDDGSTHTTPPHPNLRHLDDDAL EAVEAYL
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EETETYDREPDLYIPEQTVKDRDGHEHVL PAETRPGAVKGPPYF KDGKRVSPPREVRIVQ
61 EETETYDREPDLYIPEQTVKDRDGNENVL PAETRPGAVKGPPYFKDGKRVSPPREVRIVQ 120

+ 121 WLGHDSYEVLRSKQINGRPAGARDVRAKTEQGF TTAERAESDSKVHEAQUFHRLYPRQ 180

'\WVLGNDSYEVLRSKQINGRPAGARDVHRAKTEQGF TTAE RAESDSKVHE AQHFHRLYPRQ
121 VVLGNDSYEVLRSKQINGRPAGARDVWRAKTEQGF TTAE RAESDSKVHE AQUFHRLYPRQ 180

181 TASDLRRFFGLSVADWHQGRLSSLELLDL FGVRFVDNAE ERVRE LYVDF APVNGAVARAV 240
TASDLRRFF GLSVADWHQGRLSSL ELLDL FGVRF VDNAE ERVRE LYVDF APVINGAVARAV
181 TASDLRRFFGLSVADHHQGRLSSLELLDL FGVRFVDNAE ERVRELYVDF APVNGAVARAV 240

: 241 RGGRUSESELIAAE TYNELARFRASFHASRSRKAAYEPFAFEDPVDRLEKARASVEAHEL 300

RGGRISESE LLAAE TYNELARFRASFHASRSRKAAYEPF AFEDPVDRLEKARASVEAHEL.

: 241 RGGRUSESELTAAETYNELARFRASFHASRSRKAAYEPFAFEDPVDRLEKARASVEAHEL 300

: 301 QREVEADLFGH 311

QREVEADLFGH

: 301 QREVEADLFGH 311




image7.png
<> tRNAscan-SE

hing for tRNA genes in genormic

RNA search in progress

(Total length of sequence(s) = 54300 bp)

Please Wat.

Search Completed

tRNAscan-SE v. 2.0
Please cite:

« Lowe, TM. and Chan, PP (2016) tRNAscan-SE Online: Search and Contextual Analysis of Transfer RNA Genes. Nucl. Acids Res. 44: W54-57.
« Chan, PP, Lin, B.. and Lowe, TM. tRNAscan-SE 2.0. (in Preparation)

RNA secondary structures rendered by NAVIEW (c) 1988 Robert E. Bruccoleri

Results
No tRNAS found




image119.png
RID 17142YZM013 (Expires on 09-17 04:01 am)
Query ID Icl|Query_32360
Description VRHgp13
Molecule type amino acid
Query Length 312

Other reports: bSearch Summary [Taxonomy, reports] [Distance tree of results] [Multiple alignment] [MSA viewer]

) Graphic Summary

B show Conserved Domains

Database Name nr
Description All non-redundant GenBank ¢
Program BLASTP 2.13.0+ b Citation

Analyze your query with SmartBLAST

No putative conserved domains have been detected

Distrbution of the top 100 Blast it on 100 subject sequences &
Mouse over to see the ttl, lickto show alignments

lor key for alignment scores
m<a0 W40-50  W50-80  MsS0-200  W>=200

I

60 120 180 240 30¢

g





image120.png
‘Sequences producing significant alignments:
Select Al None Selected0

I Agnments )
BT sioe Some ot e |t | 2055500

O oot fUveobactenum phsgs Pacoto) 550 550 99% 00 10000% v cozzersses

(0] il ssemy chaperone (Uyeobactrium shage Phatais] 558 558 99% 00 9968%

O tail ssemy chapsrone Iiobacistium phage Velvsieer] 557 557 99% 00 9938%

O 121 sssembly chaperone Iuycobactervr phags Dorony] 556 555 99% 00 9988%

(0] il ssemty chaperons (Uycobscterum praps Sassstes] 555 555 99% 00 00.68%

(0] il ssemty chaperons (Mycobscerum phage Extuet] 554 554 99% 00  90.04%

O tsil ssembly chaperone IMycobacieium shags Hubitaz] 554 554 09% 00 9988%

O 12 asembly chaperone (Mycobacterum phsge Spoontil 554 554 09% 00  9871%

O tsil ssemy chaperone Iiysobacistium shags Mishs28] 553 553 99% 00 9871%

O il ssemoly chaperons (Uyssbactrium phags Pinei] 553 553 99% 00 983%%

O 121 sssembly crapsrone Iycobacterum phsgs Buzzlseyear) 553 553 99% 00 O775% yve osizsoes

O tail ssemy chaperone Iisobacietium shags Sandslphor] 553 553 99% 00 98.39% e osse2os2i

01 il sty chaperons (Uyesbacteium phage Kesh) 552 SE2 99% 00 9775%

O tsil ssembly chaperons Iiysobacietum shags JalFam20] 552 552 99% 00 9807% Usassrzt

O 12 ssermbly chaperone (Wyeobacterum phage Cocot2] 551 551 99% 00 9B7I% yve oosesseros

(0] it ssemty chaperons (Mycobscterium phage NemsnBuisies] 551 551 99% 00 98.07% Axcasars

(0] it ssemoty chaperons (ycobactrium phage Wshaut] 551 551 99% 00 98.07% yve oosessorrs

O 1o sssembly chapsrone Iiyesbacterum phags OuisT2W) 550 550 99% 00 9807% ve ansscosor





image121.png
gp13 [Mycobacterium phage Pacc40]
Sequence 0: YP_002241506 1 Lengin: 311 Humber of Matches: 1
»See 14 more ftle(s)

Range 1: 1 to 311 Genpept Grahics
Score Expect Hethod Tdentities Positives Gaps
559 bits(1441) 0.0 Compositional matrix adjust. 311/311(100%) 311/311(100%) 0/311(0

Query 1 NSVKKPENNGAAAREQATEFDSPEADRVLRFDDGSTHTIPPHPNLRNIGAz 25y 2oy |
SVKPENGAAAREQA TEFOSPE ADRVLRFDDGSTHT TPPHPNL RHLDDDAL EAVEAYL
SICt 1 NSVKKPEGAAAREQATEFOSPF ADRVLRFDDGSTHT TPPLPLRHLODDAL EAVEAYL

Query Bl eTETYDREPDLYIPEQTVIDRDGNENVLPAETRPGAVKGPPYEKDSKRVSPPREVRTVO
EETETYOREPOLVIPEQTVKORDGENVL PAE TRRGAVKCPPYEKDGKRVSPPREVRIVG
Sbjct L EEIETVOREPDLYIPEQTVKDRDGNEMVLPAETRPGAVKGPPYFKDGKRVSPPREVRIVG

QUEry 121 VVLGHDSYEVLRSKQINGRPAGARDVHRANTEQGF TIAERAESOSKVHEAQUFHRLYPRQ
VLD YEVL RSO TNGRPAGARDIAR AMTEQSF TIAERAESDSKNE AQUFHRLYPRQ
SbICt 121 VVLGHDSYEVLRSKQINGRPAGARDVHRANTEQGF TIAERAE SOSKYNEAQHFHRLYPRQ

Query 181 TASDLRRFEGLSVADUAOGRL SSLELLDLFGVRFUDNAEERVRELYVDEAPVIGAVARAY
TASDLRRFFCLSVADI-OGRL S5LEL LDLFGVRFUDNAEERVRE LYVDF APVIGAVARAY
Sbjct 131 TASDLRRFFGLSVADUMQGRLSSLELLOLFGVRFUDNAEERVRELYVDR APVIGAVARAY

Query 221 RGSRUSESELTARETYNETar frasfhasr srias YEPFAFEDPYDRLEKARASVERHEL
REGRUSESEL IAAE TYNE LARFRASFHASRSRKARYEP AFEDPVDRLEKARASVEAREL

§EsEsEEEss

SDICt 221 RGGRUSESELTARETYNELARFRASFHASRSRKAAYEPFAFEDPVDR L EKARASVEAHEL
Query 01 gREvERDLESH 311

SReveaDLrci
Sbict 1 QREVEMDLFGH 311

jDownload +_GenPept Graphics

tail assembly chaperone [Mycobacterium phage Phatniss]
Sequence 10: YP_000202520 1 Lengin: 311 Humber of Matches: 1
»See 11 more tte(s)

Range 1: 1 to 311 Genpept Grahics
558 bits(1438) 0.0 Compositional matrix adjust. 310/311(39%) 311/311(100%) 0/311(0%

QUEry 1 NSVKKPENNGAAAREQATEFDSPEADRVLREDDSSTITIPPHPNL RN GGz o5y 2oy |
HSVKKPE G AAAREQA TEFOSPF ADRVLRFDOG+TIT TPPLPIL RHLDODAL EAVEAYL
SICt 1 NSVKKPENNGAAAREQATEFOSPFADRVLRFDDGTTHTIPPHPNLRALDDDAL EAVEAYL

Query L ecTETYDREPDLYIPEQTVKDRDGNENVLPAETRPGAVKGPPYFKDGKRVSPPREVRTVO
EETETYDREPDLVIPEQTVKORDGNENVL PAETRPGAVKSPPVEKDGKRVSPPREVRIVG
Sbjct L EEIETVOREPDLYIPEQTVKORDGNENVLPAETRPCAVKGPPYFKDGKRVSPPREVRIVG

QUEry 121 VVLGHDSYEVLRSKQINGRPAGARDVHRANTEQGF TIAERAESOSKVHEAQUEHRLYPRQ
VD YEVL R G TCRPACARDIAIRAMTEGSF T TAERAE SOSKINE AGUFIRLYPRO
SbICt 121 VVLGHDSYEVLRSKQINGRPAGARDVHRANTEQGF TIAERAE SOSKYNEAQHFHRLYPRQ

Query 11 TASDLRRFFGLSVADHAQGRLSSLELLDLFGVRFUDNAEERVRELYVDF APVIGAVARAY
TASDLRREEGLSVADIHOGRL SSLEL LDLFGVRFUDNAEERVRELVVDE APVIGAVARAY
Sbjct 131 TASOLRRFFGLSVADU-GGRLSSLELLDLFGVRFUDNAEERVRE LIVDF APVIGAVARAY

Query 21 RGSRUSESELTARETYNELar frasfhasr srlazYEPFAFEDPYDRLEKARASVERHEL
ROGRUSESELIAAE TYNE ARFRASFHASRSRKARVEP AF EDPVDRLEKARASVEAREL

§EBEEEEES S

SDICt 221 RGGRUSESELTARETYNELARFRASFHASRSRKAAYEPFAFEDPVDR L EKARASVEAHEL
Query 301 QREVERDLFSH 311

QREVEADLEGH
Sbict 381 QREVEADLFGH 311
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TMHMM result

# VRHgp13 Length: 312

# VRHgp13 Number of predicted THHs: ©
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Distribution of 100 Blast Hits on the Query Sequence

[Mouse-sver t show: defins and scores, Cick 1 shovw shgnments

Color Key for Aligmment. Scores

Y ————
20 E] 7o oo





image125.png
snitas 24, tape mmssure protein, 1338
Lengtn = 125

Score = 2425 bits (eas6), Bpect = 0.0
Toantitios = 1228/1258 (35%), positives = 12311238 (5%, s = 2/1238 (&%)

D e e trpisemseresuiroveriad
ShIcti 1 TSGR RO ERE BGIRAAGRAISENTIES

Qi 51 NGO SRRSO S USAGRTGSSFSSLISSLPGRFSSAL 120
e SRR AR S5 USSR GSSF S ASSLPUAGRISSAL
ShIct: 51 CRUAGED. SRR ARV S5 YSRGS SSLASSL AGRFSSAL 120

BEEEELBEEEEEEEEEREEEE
% é
§ §

é
E
|

721 IR GATABIT AL APLLG T ANETER LG 760

tERREREERERRERERRER RRRER!

iéi
|




image126.png
Query ID Icl|Query_73598
Description gp14
Molecule type amino acid
Query Length 1237

Database Name nr
Description All non-redundant GenBank CDS translations+PDB-+SwissProt+PIR+PRF exclud
Program BLASTP 2.13.0+ b Citation

Other reports: bSearch Summary [Taxonomy, reports] [Distance tree of results] [Multiple alignment] [MSA viewer]

) Graphic Summary

B show Conserved Domains

Analyze your query with SmartBLAST

Putative conserved domains have been detected, click on the image below for detailed results.
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‘Sequences producing significant alignments:
Select Al None Selected0
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jDownload + GenPept Graphics

tape measure protein [Mycobacterium phage RitaG]
Sequence (D: YP_009951842.1 Length: 1238  Number of Matches: 1
»See 1 more ftle(s)

Range 1: 1 to 1238 GenPept Graghics
1931 bits(5002) 0.0 Compositional matrix adjust. 1227/1238(39%) 1230/1238(39%) 2/1

Query 1 MIGGECLMPIYVDIISRLDERAMAVAKNIErencaagarggsasgralsehVIKEARAR
TG CLMPIYVDT 1 RL DERAAAVAAKNTERENE AAGARGESAAGRATGENVTKEAAAA

SbiCt 1 MIGGECLHPTYVDTISRLDERAAAVAAKNTERENEAAGARGESAAGRATGEIVTKEARA

QUery 61 GRNAGEQLSREVDRATKAAGSRIVDGESSHGVSagrgfess ess1assIPVAGRESSAL
GRNAGEQLSREVDRATKAAGSR TVDGF SSHGVS ARG GS PG5S ASSLPVAGRESSAL
SICt Bl GRNAGEQLSREVDRATKAAGSRIVDGFSSHGVSAGRGRGSSFGSSLASSLPVAGRFSSAL

Query 121 SoYEgsaskagalagralgtaftasatsiigaag alFKGEORYKSLDATSHRLSANGNS
SGYEGAASKAGALAGRALGTAF TAAATGIIGAAGVALFKGFDRYKSLDATSHRLSANGHS
SDICt 121 SCVEGAASKAGALAGRALGTAFTAAATCTIGAAGVALFKGFDRYISLDATSHRLSAHGNS.

QUEry 181 AEQVKTIMSDINEVVVGTPIALDEAAKAATOFLAGGVKQGRPLOS:]taiadaagassak
AEQUTINSDINEVVVCTPTALDEAAKAXTGFLAGOVKQGRPLOSAL TATADAAGASGOK
Sbict 181 AEQVKTIMSDINEVWWGTPIALDEAAKAATQFLAGGVKGSRPLOARL TAADAAGASGOK

Query 21 FGDLAVIFNQVENKGKLOAEEHLOLNERGINVOAALOKEFGL TSAEIQKHSQOGTISEGH
ECDLAVIENQUENKGKL GAEENL OLNERGTIU2AL OKEFGL TSAE TOUISQOETISFGH
Sbjct 241 FGDLAVIFNQVFNKGKLGAEEMLOLNERGINVQAALQREFGLTSAE IQKHSQOGTISFGH

Query 301 LVQATEGQFGGHSKKLADTUDGAL SIINAAVGRVGANFISALFEOPLOTTEGRGALAKST
LUQATEGOFGGSKKLADTUDGAL SINARVGRVGANF TS AL FGOPLDTTEGPGALAKST
Sbict 301 LVQATEGQRGGHSKKLADTVDGAL SINAAVGRVGANFTSALFEOPLOTTEGPGALAKST

QUery 361 NVTDKLNDLNAHIVAHKDDIKDAFEGAVE TAQDLHDALSSWVEMLDRIGISVGDWTAE
OV TOKL DL NAMTVAHKDDTKDAF EGAVET AGDLUDAL SSVVEMLDRIGTSVGDWTAF
Sbict 361 NVIDKLNDLNAWIVAHKDDIKDAFECAVETAQOLHDALSSWVENLDRIGISVDWTAF

Query 421 MAMKATAGESigslstysttlaGLPATADKSAKGISAALSRVAVPAMLAFLVAQNGPE
HAHKATAGUTAL TOSL STUSTTLAGL PATADKSAKGTS AALSRVAVPAHLAFLVAQNGPE
SbIct 421 MAMKATAGVTALTOSLSTVSTTLAGLPATADKSAKGISAAL SRVAVPAMLAFLVAQNGPE

Query 481 TEQATQNATPGAENWSNTPDOLGRRAREMADRNIQGSTGVDPApSpLpqlegepepet
TEGAIO-ATPAENNASITPOOL G AREWDRNIOGSTOUDPGPSPLPOL SGSPSPET
Sbjct 281 TEATGOATPCAENMHSNTPOOLGRSAREIMDRIIOGSTCOPGPSPLPOLSacPGPGT

Query 541 ptVEEipipgLADTNSNGPASPEGNLPGQVPLOVSVEArerr gggegazadagpdgpla
PTUSGIPIPGL TNSNGPASPEGNL PGIUPLOVSVEDRRGRRGSCSARADAGPOPLA
Shict 541  PTVGGIPIPGLVGTNSNGPASPFGNLPGOVPLOVSVEDRRGRRGGGGGAAADAGRDGRLA
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/TMHMM2.0.model" parsed successfully.

TMHMM result
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Distribution of 100 Blast Hits on the Query Sequence
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RID 17476673016 (Expires on 09-17 04:58 am)
Query ID Icl|Query_74152
ion gp1s
Molecule type amino acid
Query Length 570
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minor tail protein [Mycobacterium phage Mantra]
Sequence 0: YP_000950370.1 Lengih: 569 Niumber of Watches: 1
»See 1 more ftle(s)

Range 1: 1 to 569 Genpept Grahics
Score Expect Hethod Tdentities  Positives Gaps
1170 bits(3027) 0.0 Compositional matrix adjust. 566/563(33%) 567/563(35%) 0/583(0

QUErY 1 HAKKYPATOVTPHGHYHLAKGEKPIIMLDAVDKS TTFHINGSL AVPERVTAPENVHLTS
AKKGYPATDVTPHGHYHLAKGEKPHMLDAYDKS I TFHNGOL AVPERVTAPEMVHLTS
SICt 1 MAKKYPATOUTPLGHYHLAKGEKPIILDAVOKS TTF MG, AVPERVTAPEMNLLTS

Query BL  LKGLVPPUKHIDOKGATEDSTTNIDAL YDPTEVEVGVECRGRSPRINTRRVYRDL TASTOA
LG VPPLH DG A TEDG I TITDAL YO TEVEVGVECRGRSPHITRRVRDL TAS 104
Sbjct EL  LKGLVPPUKHIDQKGATEDGTTNIDAL VP TEVEVGVECRGRSPITRRVVRDLTASTOA

QUEry 121 KQESTLNELTHONGHHMAPVRAFQGAPQAPLEIGKRORESLRLRADSGFURTYDYTASEQ
KQESTUNFLTHONGHMAPVRFGSAPQAP LETGKRORESLRLRADSGFWRTYDYTASFQ
Sbjct 121 KQESTLNFLTHOMGHHMAPVRAFQGAPQAP LEIGKRQRESLRLRADSGFURTYDYTASFQ

Query 181 FDYESHTOTEIDTTSSODLGADPLYYEGDSESYTYANGDQARURDDPODPL TTETREY
EOVESHTDT DT TSS0DL CADHPLYYECDGSGYTYANCOQARRDDPDOPLTTETREY
Sbict 131 FOVESHTOTFINDTTSSQDLGADMPLYYEGOGGSYIVANGOQARMRODPODPLTTETREY

Query 221 VCSPYKDFGTDTDIQUSHIL GGRQEHSVPOSGAIDLUARNGROSNGOUDGNSVRINRVGS
VCGPYKDFGTDTONQUVSHVL GG QEHSVPDSGANDLHARNGRDSNGDHDGHGYRHRVGS
Sbict 21 VCGPYKDFGTDTDIQUSHILGGRQEHSVPOSGAIDLUARNGROSNGOUDGNGVRNRVGS

Query 301 NMIKLSRENNESQTVNEQRPLLVAPL IGEKFTLVAGVEGNPRIFKVL RNGLPTL SHKETS
KL SRENFSOTVMEORPL LVAPLTGEKF TLVASVEGNPRIFIVL RIGL PELSHKETC
Sbict 301 NIKLSRFMNFSQTVNFQRPLLVAPLIGEKFTLVAGYEGNPRIFKVLRNGLPILSHKETS

Query 31 TGSELGRDVRGIGFGHQAGSAL TTOATPAPVRKVSAGONANVTOSG VPHNVGDQII
Sbict 361 TGSELGRDVRGIGFGHQAGSALTTOATPAPVRKVSAGONANVTQSGFVPHNVGOGPINY

Query £21 DATVEGPTERLYDGPGSDEVVEFGPLLPNOTVELRTOPRSQTTLVGDLTSVPPSPOELN
DATAFCPCTERLYDGPCSOE WVEFGPLLPIGTVFL RTOPRSQTTLY DLTSVPPSFOELN
Sbict £21 DATLFGRGTFRLYDGPGSDEVVERGPLLPIGIVFLRTOPRSQTTLVMDLTSVPPSPOELN

Query 281 TFQOAKTLLTFFSERNAFTOQIGSHFGIVPPOSIFYKYL SGRESENAATPAKSPGEPA)
IFQQAVKTLLTFFSERNAF TOQIGSHEGIVPPOGNE YK YL SGRF SENAAZPAKSPGEPAQ
Sbict 281 TFQQAKTLLTFFSERNAFTOQIGSHFGIVPPOSNFYKYLSGRFSENAATPAKSPGEPA)

Query 541 QEEVKTEIVSGUADSKVILSGTPLARYPN 559
GFFUTETVCRIADSVELSCTPLRRYPH
Sbict 541 QFFVKTETVGGNADSKVILSGTPLRRYPN 559
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minor tail protein [Mycobacterium phage Saal]
Sequence 0: YP_0090074831 Lengih: 569 fiumber of Watches: 1
»See 13 more ftle(s)

£0569 Genept Graghics

Score Expect Hethod Tdentities  Positives Gaps
1165 bits(3025) 0.0 Compositional matrix adjust. 565/563(38%) 568/563(35%) 0/583(0%)

QUEry 1 HSKFERETAMMOSALQSGDPNRIARTARALAERKSKVDTSFRE TVCDKFHQPHGSVGGEL
SKFERETAANGSALOSGOPNRIARTARAL AERKSKVDTSFRE TVCDKFHOPMGSVGGSL
Sbict 1 NSKFERETAAMGSALQSGDPNRIARTARALAERKSKVDTSFRF TVCDKFHQPHGSVGGOL

Query Bl IEASGADPRNDVETGRIVLKGNSPLIPLEIDCKKTMVGVIVETASLRYAFVTRINTYEYR
TEASGADPRIDVE TGRIVLKGNSPLIPLFHDCKKTMVOVIVE TAGLRYAEVTKIGTYEYR

Sbict 1 TEASGADPRNDVETGRIVLKGNSPLIPLFIDCKKTMVGVIVETAGLRYARVTHINTYEYR

Query 121 DSAMTGTAELRGIRDILIYYVIWPSHHLPIQAQPFSHAVFVMALQTVWENIAECALRL
DSANTGTAELRGIRDLLIYYVIWPSHHLPIGAGPFSHAVEVHALOTVVENVAECALRLQ
SbICt 121 DSAMTGTAELRGIRDILIYYVIWPSHMLPIGAGPFSHAVFVMALGTWENNAECALRL

Query 181 SGHLEFINNGLSLNPDIRAUFGTVLOALSROGLSVOAF TRALRTPVYVSRTNPLLDTSPM
SGLEF TG SNPDRAFCTVL AL SROGL SUQAFTRNL RTPUVVSRTIPLLDTSP
Sbjct 181 SGHLEFINNGLSLNPDIRAFGTVLOALSROGLSVQAF TRMLRTPVYVSRTNPLLDTSPM

Query 21 VARTVRHETVQAVIKDVTQSYGUDTRADLHLPGDPQPORHANLDGPTYVESTADRSQTTG
VARTVRHETVQAVIKDVTGSYGVDTRADLWLPGDPQPDRHANLDGPTYVEST DRSQITG
Sbict 241 VARTVRHETVQAVIKDVTGSYGUDTRADLHLPGDPQPORHANLDGPTYVFSTVORSQITG

Query 301 PTKTVLDSVLRTTIDLGGSLGOTFKPVIKOVPGIDGVE VAPAL GYDFEQPYAVEVAPERS
PTITVLDSVLRTTIOL CESL O TFKPVIKOVPGDVFVAPALGYDFEGPVAVFAPERG
Sbict 301 PTKTVLOSVLRTTIDLGGSLGOTFKPVIKQUPGHDGVFVAPALGYDFEGPYAVFVAPERG

Query 31 EDTGIDACTITONTPEGHQHTIGSRSPKULIDLANATF AHLIDSLITVWGFTGIPSOLLS
EOTCIDACTITHTPEGHOHTIGRSPRULIOLINATF AL TOSLITVVGFTGIPSDLLS
Sbict 31 EDTGIDACTITONTPEGHGHTIGGRSPKULIDLANATF AHLIDSHIVWGFTGIPSOLLS

QUery 421 GELMNSFLAFQLIQHYDRRDEVGPYHPATEREYPTASAPYNIE TVEAF INALEDSQGKTT
GE LS LAF QL Q-VDRRDEVGPVAPALERFYPTASAPYNIE TVEAF INALFDSQAKTT
Sbict 421 GFLMNSFLAFQLIGAYDRRDEVGPYHPAIERFYPTASAPYNIETVFAF INALFDSQAKTT

QUery 481 ATVQERNGAQVALGROVERGGLHSLVFHSRTRAVTDYIENVIWKVTQDERKVLLOVGOGR
ATV RNGAGYALGROVERGGLMSLVFHSRRAVTDYIENY 4+V TGDERKVLLOYGDGR
Sbict 481 ATVQFRNGAQYALGROVFRGGLMSLVFHSRTRAVTDYIENVHMRVTGOERKVLLOWGDGR

Query 541 KSEAPLAKMORFITCIFETLSVLTLSPOS 559
KSEAPLAKHGRF I TCTFETLSVLTLSPOS
Sbict 541 KSEAPLAKWRFITGIFETLSVLTLSPGS 559
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minor tail protein [Mycobacterium phage Eradicator]
Sequence ID: QYWWO1383.1 Lengin: 569 Number of Matches: 1

Range 1: 1 to 569 Genpept Grachics

Score Expect Hethod Tdentities  Positives Gaps
1165 bits(3024) 0.0 Compositional matrix adjust. 564/563(38%) 568/563(39%) 0/583(0%)

Query 1 MSKFERETAAMOSALOSGDPNRIARTARALAERKSKVDTSFRETVCDKFHOPMGSVGGEL 60
SKFERET AANGSALQSCDPNRIART ARALAERKSKVDTSFRE TVCDKFHOPMGAVGGSL
Sbict 1 MSKFERETAAMGSALQSGDPNRIARTARALAERKSKVDTSFRFTVCDKFHQPHGAVGGDL 60
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9p17 [Mycobacterium phage Pacc0]
Sequence 0: YP_0022416011 Lengih: 281 Niumber of Watches: 1
»See 7 more ftle(s)

Range 1: 1 to 261 Genpept Grahics

555 bits(1429) 0.0 Compositional matrix adjust. 277/281(39%) 280/281(39%) 0/281(0%)

QUEry 1 HERALMSHPLNPAGTHYLFEGIVEIPVDPTAGAAILQLRPQGGIGVGVPAIEKGDPGVPA
HERALNSP NP AGTiYLFEGIVE TPVDPTACAATLOL RPOGSTGVGVPATEKGOPOVPA
Sbict 1 NERALMSWPLNPAGTHYLFEGIVEIPVDPTAGAALLQLRPOGOIGVGVPATEKGOPOVPA

Query EL  TEOTTVNLTELOPIDPTPAEASFTEITPPSTSTPGYVRLNLALHAGAKGADSEAVDPTD
TEDTTVNLTELDP AOPTPAEASFTELTPPSTSTPGVYRLNLALHAGAKGADGE ~WDPTD

Sbjct EL  TROTTVNLTELOPODPTPAEASFTELTPPSTSTPGIVRLNLALHAGAKGADGESWHOPTD

QUErY 121 VDPSPVAGQVPYVNSTADGEVLAAQRVGORYVPAS ISNTASGNANSTLAQUSIPAQPFDH
VDPSPVAGOUPUVNS TADGF VL AAQRVGORYVPAS TN TASGNANSTLAQUS TPAGPFON
SbIct 121 VOPSPVAGQVPVVNSTADGFVLAAQRVGORYVPAS INNTASGNANSTLAQUS TPAGPFON

Query 181 RPRVOGYTVVTGEGADVRVDLVARLNGETGGNVIGRCPGVAQSERLILVAGPARGSSOGE
RPRVOGY TVVTGECADVAVDLVARLNGE TGO ICRCPGVAGSERLILVAGPAAGSSOGE
Sbict 181 RPRVGSYTWTGEGADVRVDLVARLNGETGAIIGRCPGVAGSERLILVAGPAAGSSOGF

Query 241 DRVTAGTPATIYFRCERQIGSVIYITSASTSHESVEVWPLS 281
DRV AGTPATIYFRCERQAGSVTYTTSASTSHFSVEWPLS.
Sbjct 241 DRVAAGTPATIYFRCERQAGSVTYTTSASTSFSVEVAPLS 281
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jDownload v GenPept Graphics

minor tail protein [Mycobacterium phage Saal]
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121 TPSLGFEAAPKFARSFGTELDPVGIGTALGF TKGFGLEL SPOVGMSGAERYYREFELIL 180
TPSLGFEAAPKFARSFGIELDPQVGHGTALGF TKGFGLEL SPOVGHSGAERYYREFELHL
+ 121 TPSLGFEAAPKFARSFGIELDPQGHGTAL GF TKGFGLEL SPOVGHSGAERYVREFELIL 180

&
7

§

181 TPETGMDAVGNDGVDPVAFDAVTHSQQATSTFSFNHTATAGASVLUSLWVQGSDTIASVT 248
‘TPETGHDAVGNDGVDPVAFDAVTHMSQOATS TFSFHTATAGASVLVSLWQGSDTIASVT
+ 181 TPETG'DAVGNDGVDPVAFDAVTHSQQATSTFSFIHTATAGASVLVSLVVQGSDTTASVT 240

&
7

241 YDGSAMTLTGSOALNNNAGEGSQHL YVTHGVAGGSKQUTVNKPTGFGWVGAVAASYLNAT 300
'YDGSAHTL TGSQAL NNNAGEGSQHLYVTHGVAGGSKQTVNKPTGF GHVGAVAASYLIAT
+ 241 YDGSAMTLIGSQALNNNAGEGSQHL YVTHGVAGGSKQUTVIKPTGFGWVGAVAASYLIAT 360

§3

§

381 TTGTVOKSYGNSGSASL SASAPGDGGRVWVSFANMGHRTF TPSGGTNRFSGSGLFPILTT 360
TTGTVOKSYGUSGSASL SASAPGDGGRVWSFANIGNRTF TPSGGTNRFSGSGLFPTLTT
1 301 TTGTVOKSYQISGSASL SASAPGDGGRVVSFANMGIRTF TPSGGTNRFSGSGLFPILTT 360

&
7

§

361 SDATTATNFTATSSSGTHANAVPLIPY 388
SDATTATNFTATSSSGTVAAMAVPLNEY
: 361 SDATTATNFTATSSSGTHANMAVPLIPY 388

&
7

SPHC_20, function unknown, 383
Length - 388

Score = 771 bits (1996), Expect = 0.6
Identities - 383/388 (166%), Positives - 388/388 (166%)
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EiDowncad ~ GerPed Goplics
hypothetical protein CL68_gp021 [Mycobacterium phage Drago]

SequencelD: YP_009016099 1 Lengtre 338 Number of Matches: 1
> S22 more litle(s)

Range1:1to388 Gapot Gahs

Expect Method Identties
S3bies(789) 0.6 Composticnsl matrix scjust.  368/385(100%)  B9/365(100%6) 0/368(0%)

Query 1 MSVAVGHMAESHVSFGVTITPEVGFRYGGPKOEFGVTLTPEIGHSAVAHNRASFGLSVPY 60
SVAVGHAESHVSF GT ITPEVGFRYGGPKQEF GVT L TPE IGHSAVAHNRASFGLSVPY.
Sbjct 1 MSVAVGHAESHVSFGVTITPEVGFRYGGPKQEFGVTLTPEIGHSAVAHNRASFGLSVPY 60

Query 61  SLGMGAASHSKASFGLVFAPYIAMRGPAAFEPVEPSEDLYPSVSLFPTPRAQSPGFGLSF 120
SLGHGARSHSKASF GLVFAPY TANRGPAAFEPVE PSEDLYPSVSLFP TPRAOSPGFGLSE
Sbjct 61  SLGMGAASHSKASFGLVFAPYIAMRGPAAFEPVFPSEDLYPSVSLFPTPRAQSPGFGLSF 120

Query 121 TPSLGFEAAPKEARSFGIELDPOVGNGTALGFTKGEGLEL SPOVGISGAERYYREFELML 180
TPSLGFEAAPKFARS FGTELDPOVGHGTALG TKGFGL EL SPOVGHSGAERYYREFELML
Sbjct 121 TPSLGFEAAPKFARSFGIELDPOVGGTALGFTKGFGLEL SPOVGISGAERYYREFELML 180

Query 181 TPEIGNDAVGNDGUDPVAFDAVTMSQOATSTESENHTATAGASVLVSLVGGSDTIASVT 240
‘TPETGHDAVGNDGVDPVAFDAVTHSOQATSTFSFNHTATAGASVLVSLVVGGSOT TASVT.
Sbjct 181 TPEIGNDAVGNDGUDPVAFDAVTMSQUATSTFSFNHTATAGASVLVSLVVGGSDTIASVT 240

Query 241 YDGSAMTLIGSQALNANAGEGSQHLYVIHGVAGGSKQVIVNKPTGFGWGAVAASYLIAT 300
YDGSAMTL TGSOALNINAGEGSQHLYVIHGVAGGSKOVTVNKPTGF GIVGAVAASYLNAT
Sbjct 241 YDGSAMTLIGSQALNANAGEGSQHLYVIHGVAGGSKQVIVNKPTGFGWGAVAASYLNAT 300

Query 381 TTGIVOKsygnsgsas] sasapgdggRVVVSEAMMGIRTE TPSGGTNRESGSGLEPILTI 360
TTGTVOKS Y GSGSASL SASAPGDGGRVVVSF ANMGNRTF TPSGGTNRE SGSGLFPILTT
Sbjct 381 TTGTVQKSYGNSGSASLSASAPGDGGRVVVSF ANHGIRTF TPSGGTNRF SGSGLFPILTT 360

Query 361 SDattatnftatsssgtWAMMAVPLNPV 385
SDATTATNFTATSSSGTHARMAVPLNEY
Sbjct 361 SDATTATNFTATSSSGTMAAMAVPLNPV 388

{EiDownload + GenPept Graphics

minor tail protein [Mycobacterium phage Flathead]
SequenceD: YP_QQI0ST2131 Lengtr: 388 Wumberaof Matches: 1
> See 1 mare title(s)

Range1:1t0 383 Gupot Gahis
Score. Expect Method Identties Gaps
b8 00 Compositond mak adust. 367/%5509%) _a/5%8100%) 0/58(0%)

Query 1 VSVAVGHHAESHVSFGVTITPEVGFRYGGPKQEFGVTLTPEIGHSAVAHNRASFGLSVPY 62
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‘Sequence ID: YE_UUYUU/3D8.1 Length: 197 Number of Matches: T
»See 20 more lile(s)

t0151 Genept Graghics

31obits(814) 20109 151/151(100%)  151/151(100%)  0/151(0%)

Query 1 NPPUPKDPSVRARRIKSSTRATLSADHOVVAPDLPOGUAHPLTVRIMNDTUASPAPEY 62
PPVPKDPSRARRNKSSTRATL SADLOVVAPDLPDGYANKPLTVRHANDTHASPHAPE Y
SICt 1 NPPUPKOPSURARRIKSSTRATLSADLOVVAPDLPOGUANLFLTVRIAND T ASPHAPEY

0

Query B TOSDINGLERVAMLYNDFTADIAKARAEAQURLEKADTOVGTIPLARRRLEWSTEATED 120
TDSDTNCLERVANLYIOFIT ADNAKARAE AGUR L EKADTOVGTINPLARRRL EWGTEATED

Sbict 1 TOSDINGLFRVANLYIDFTADIAKARAEAQURLEKADTOVGTIPLARRRLEWGTEATED 120

Query 121 SKAKGSKRRKSEAZPVCPPEPSODPRLILVT 151
‘SKAKGSKRRKSEAAPVCPPEPCODPRLKLYT
Sbict 121 SKAKGSKRRKSEAXPUCPPEPSODPRLKLVT 151

jDownload v GenPept Graphics

ap1 [Mycobacterium phage Pacc40]
Sequence I0: YP_002241585.1 Lengih: 151 Niumber of Watches: 1
»See 43 more ftle(s)

Positives Gaps
317bits(811)  5e-109  150/151(99%)  151/151(100%)  0/151(0%)

Query 1 NPPUPKDPSVRARRIKSSTRATLSADHOVVAPDLPOGUAHPLTVRIMNDTUASPAPEY 62
PPVPKDPSVRARRNKS 4 TRATL SADLOVVAPDLPDGYANKPLTVRMANDTWASPHAPE Y
SICt 1 NPPUPKOPSURARRIKSATRATLSADLOVVAPDLPOGUANLFLTVRIAND T ASPIAPEY

TDSDTNCLERVANLYIOFIT ADNAKARAE AGUR L EKADTOVGTINPLARRRL EWGTEATED
Sbict EL  TOSDINGLFRVANLYNDFHTADNAKARAEAQURLEKADTOYGTPLARRRLEWGTEATED

Query 121 SKAKGSKRRKSEAZPVCPPEPSODPRLILVT 151
‘SKAKGSKRRKSEAAPVCPPEPCODPRLKLYT
Sbict 121 SKAKGS(RRKSEAAPVCPPEPCODPRLKLVT 151

0
Query B TOSDINGLERVAMLYNDFTADIAKARAEAQURLEKADTOVGTIPLARRRLEWSTEATED 120
120

[BDownload - GenPept Graghics

gp1 [Mycobacterium phage Cheg]
Sequence I0: NP_817330.1 Length: 151 Number of Matches: 1
»See 1 more ftl(s)

Range 1: 1o 151 Genpept Graghics
Score Expect 1dentities Positives Gaps
316bis(810)  7e-105  150/151(s5%)  150/151(39%)  0/151(0%)

Query 1 NPPUPKDPSVRARRIKSSTRATLSADHOVVAPDLPOGUAHPLTVRIMNDTUASPIAPEY 62
PPVPKDPSVRARRNKSSTRATL SADLOVVAPDLPDGY WiPLTVRMNDIWASPHAPEY
SIct 1 NPPUPKOPSURARRIKSSTRATLSADLOVVAPDLPOGIVALFLTVRIAND T ASPIAPEY

TDSDTNCLERVANLYIOFIT ADNAKARAE AGUR L EKADTOVGTINPLARRRL EWGTEATED
Sbict EL  TOSDINGLFRVANLYNDFHTADNAKARAEAQURLEKADTOYGTPLARRRLEWGTEATED

Query 121 SKAKGSKRRKSEAZPVCPPEPSODPRLILVT 151
‘SKAKGSKRRKSEAAPVCPPEPCODPRLKLYT
sbjct 121 SKAKGSKRRKSEAAPVCPPEPGDOPRLKLVI 151

0
Query B TOSDINGLERVAMLYNDFTADIAKARAEAQURLEKADTOVGTIPLARRRLEWSTEATED 120
120
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MHMM result

# gp20 Length: 389
# gp20 Number of predicted THHs: @
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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. 25:3389-3402.
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Sequences producing significant alignments:

VRedHorse_Draft_21, function unknown, 113
Sassafras_21, minor tail protein, 113
Phatniss_22, function unknown, 113
Ovechkin_21, function unknown, 113
Latretium_22, function unknown, 113
Tnventum_21, function unknown, 113
Dalorst_23, minor tail protein, 113
Cornucopia_22, function unknown, 113
Chuckly_21, function unknown, 113
Aubs_21, function unknown, 113
ArcusAngelus_21, function unknown, 113
Alexphander_23, minor tail protein, 113
XFactor_21, minor tail protein, 113
Whatsapiecost_21, function unknown, 113
Wee_22, function unknown, 113
SuperGrey_22, function unknown, 113
StAnnes_21, function unknown, 113
Sandalphon_22, minor tail protein, 113
Ruby_21, function unknown, 113
RedBird_Draft_21, function unknown, 113
QuickMath_22, function unknown, 113
Plumbus_22, function unknown, 113
Phalconet_21, function unknown, 113
Omega_41, function unknown, 113
Moonbeam_22, function unknown, 113
MisterCuddles_21, function unknown, 113
Minnie_22, function unknown, 113
Kimberlium_23, function unknown, 113
Job42_24, function unknown, 113
Hamulus_21, function unknown, 113
Girr_21, function unknown, 113
Galactic_21, function unknown, 113
Firehouse51_22, minor tail protein, 113
Filuzino_21, function unknown, 113
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>Phatniss_22, function unknown, 113
Length = 113

Score = 227 bits (579), Expect = 6e-60
Tdentities = 112/113 (99%), Positives = 113/113 (100%)

Query: 1  MGIPNATHKAASDAVAGLGDWISVHTGAAGTTGANEATGGGYAREQTSWTSGSTGTNTGD 60
MGIPNATHKAASDA+AGLGDWISVHTGAAGTTGANEATGGGYAREQTSWTSGSTGTNTGD.
Sbjct: 1 MGIPNATHKAASDAIAGLGDWISVHTGAAGTTGANEATGGGYAREQTSHTSGSTGTNTGD 60

Query: 61 EVEISVAAGTYVEGGIWSASSSGTFVGSEAFDDGDVEVSGSGASISVTPRIVA 113
EVEISVAAGTYVEGGIWSASSSGTFVGSEAFDDGDVEVSGSGASISVTPRIVA
Sbjct: 61 EVEISVAAGTYVEGGIWSASSSGTFVGSEAFDDGDVEVSGSGASISVTPRIVA 113

>Ovechkin_21, function unknown, 113
Length = 113

Score = 227 bits (579), Expect = 6e-60
Tdentities = 112/113 (99%), Positives

113/113 (100%)

Query: 1  MGIPNATHKAASDAVAGLGDWISVHTGAAGTTGANEATGGGYAREQTSWTSGSTGTNTGD 60
MGIPNATHKAASDA+AGLGDWISVHTGAAGTTGANEATGGGYAREQTSWTSGSTGTNTGD.
Sbjct: 1 MGIPNATHKAASDAIAGLGDWISVHTGAAGTTGANEATGGGYAREQTSHTSGSTGTNTGD 60

Query: 61 EVEISVAAGTYVEGGIWSASSSGTFVGSEAFDDGDVEVSGSGASISVTPRIVA 113
EVEISVAAGTYVEGGIWSASSSGTFVGSEAFDDGDVEVSGSGASISVTPRIVA
Sbjct: 61 EVEISVAAGTYVEGGIWSASSSGTFVGSEAFDDGDVEVSGSGASISVTPRIVA 113
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‘Sequences producing significant alignments:
Select Al None Selected0

T} Alignments )
e
) hypothetics! rotein SEA_ BEAKIN 22 (Uycsbacterium phage Beskin] 155 155 2e46 99.12% Lvea0s 1
O ypothsticsl prtein VCE9_gp02 Mysobscirium phage Inventun] 155 155 3646 99.12% Ye 0091253021
O nypothetics! srotein 15417 5021 (Myesbacterium shage BedEimushnert7] 155 155 3e46 98.23% ve ovssseorr 1
01 hypothetical prtein PBI_SAAL 21 (Mysobacterium shage Sasi] 154 154 5e46 97.35% ve_ooso07ase 1
O minos toil eotein (Wysobscteriom phge Poenanys 154 154 Se-46 08.23% Ye oosserzisi
O opt IMycobacteium phage Omegs) 154 154 Ted6 9823% Ne s1gsnt
01 minor i rotein ycobscterium phage Hariey] 154 154 Ted6 98.23% ve ovsssracz 1
) hypsthetic! rotein QUICO._22 Myesbactrium phage Cuico] 154 154 Ted6 97.35% ve oootoesee 1
O nypothetical protein FDGST_gp021 (Myeobacterium phage Mutsformats] 154 154 1e45 98.23% ve oosssiazas
) nypothetical protein PBI_DUKE13 35 [Myeobacterium phage Dukets] 154 154 145 97.35% azsorasti
01 hypothetical prtein KNTZ4_ge21 fMyssbacterium shage Gerst] 154 154 145 97.35% ye oto0spest1
) nypotheticsl protein SEA_TOOTSIEROLL 22 [Uycobacierium shage Tootserol] 154 154 145 97.35% Uawosos7 1
O ypothsticslprtein 15465 gp22 (Myesbadieriom phage Krstatau] 153 153 2645 07.35% Ye_oossssars 1
O nypotheticslprtein 1541595022 (Mycobacterium phage BubblestZ3] 153 153 2645 95.46% ve_00ssss0na 1
) hypothetics! rotein PBI LLAMA 21 (Mycobacterium shage Lisms] 153 153 2¢45 97.35% ve_ovsz0ss70 1
O hypothsticslprtein 51445_gp021 (Mysobscierium phsge Hiubiezi] 153 153 2645 99.12% Ye_cossssize 1
O or21 IMycobacteium phage Pacoso] 153 153 2¢45 9735% ve 0022416051
01 hypothetica prtein 15421_gp021 [Mycsbsctsrium phage Eish] 153 153 2¢45 97.35% ve_ovsseenent
O opz2 Mycobacterim phage Ches) 152 152 3e-45 98.23% ue_si7ac0
O hypothsticslproein FGG22_ 5021 (Myesbadierium phage bhubes] 152 152 3e45 97.35% ve_ooseacedat
O nypsthetical protein 54469 9521 [Mysobacerium phage Nimbo] 152 152 4e45 97.35% ve 009080300 1
01 hypothetical prtein TAL 21 (Uycsbacterium shage Teil 152 152 4e45 98.23% ve 0091001331
O hypotheticsl protein PBI_TWEETY_22 (Mycobacterium phage Tueety] 152 152 4e-45 98.23% Ye 00tsgepse 1
O nypsthetics! protein 5441492021 [Wysobacterium phage Batistus] 152 152 6e45 97.35% ve_00ossee0a 1
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jDownload v GenPept Graphics

hypothetical protein SEA_BEAKIN_22 [Mycobacterium phage Beakin]
Sequence I0: UVKB3000.1 Length: 113 Number of Matches: 1

Range 1: 1o 113 Genpept Graghics

155 bits(392) 2e-46 Compositional matrix adjust. 112/113(39%) 113/113(100%) 0/113(03

Query 1 NGIPNATHKAASDAVAGLGDHISWHigasgt tganeategg AREQtwtsgstgtnted 60
GTPUATHGAASDAVAGL GWI SVHTGAAGTTANEAT GCRYAREQTSHTSCS G THTED

SbICt 1 MGIPNATHKAASDAVAGLGDWISVHTGAAGTTGANEATGGOYAREQTSHTSGSSGTNTCD 60

Query Bl EVEISVAAGTYVEGSIMSASSSGTFUGSEAFDDGOVEVSSSGASISVTPRIVA 113

EVELSVAAGTYVEGGINSASSSCTFVGSEAFDDGOVEVSGSCASTSVIPRIVA
Sbict Bl EVETSVAAGTIVEGSIMSASSSGTFUGSEAFDDGOVEVSSSGASISVTPRIVA 113

jDownload v GenPept Graphics

hypothetical protein VC69_gp021 [Mycobacterium phage Inventum]
Sequence I0: YP_000125302.1 Lengin: 113 Number of Matches: 1
»See 12 more ftle(s)

Range 1: 1o 113 Genpept Graghics
155 bits(391) 3e-46 Compositional matrix adjust. 112/113(39%) 113/113(100%) 0/113(03
Query 1 MSIPUTHORSIVIG OISt geagt taneategaYATeLovtsgstetnted 60

LGOIV GAAGT TCANEAT GERYAREQTSHTSESTETNTED
ShICt 1 MCIPUATIKAASOATACLGDHTSVETCARGTTCANEATGGVAREQTMTSCSTETNTGD 60
Query Bl EVEISVAAGTYVEGSIMSASSSGTFUGSEAFDDGOVEVSSSGASTSVTPRIVA 113

EVETSVAAGTYVEGGINSASSSCTFVGSEAFDDGOVEVSGSCASISVIPRIVA
Sbict L EVETSVAAGTIVEGGTNSASSSGIFUGSEAFDOGOVEVSCSCASTSVTPRIVA 113

BiDownload v GenPept Graphics

hypothetical protein 15H17_gp021 [Mycobacterium phage BodEinwohner17]
Sequence 0: YP_000954917.1 Lengin: 113 Number of Matches: 1
»See 1 more ftle(s)

Range 1: 1 to 113 GenPept Graghics
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2% Choose ORF start
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s |-s.cos 2187 13 ~3.650 |CGGCGACGAGGTIGARAICICC |GIG 23360 147
¢ |-s.228 [1sse s -5.002 |CICCGTGGCGGCAGGCACCTAC (GTG 23378 129
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TMHMM result

# gp21 Length: 114
# gp2l Number of predicted THHs: @

# gp21 Exp number of AAs in THHs: 0.02678
# gp21 Exp number, first 60 AAs: 0.01542
# gp21 Total prob of I 0.28343
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Database: Actinobacteriophage Proteins as of Sep 16, 2022
408,412 sequences; 79,062,384 total letters

Query= gp22
(85 letters)

Distribution of 100 Blast Hits on the Query Sequence
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Sequences producing significant alignments:

XFactor_22, function unknown, 84
WillSterrel 23, function unknown, 84
Wee_23, function unknown, 84
Wanda_43, function unknown, 84
Wachhund_22, function unknown, 84
VRedHorse_Draft_22, function unknown, 84
UncleRicky_25, function unknown, 84
Tweety_23, function unknown, 84
Taj_22, function unknown, 84
StAnnes_22, function unknown, 84
5G4_22, function unknown, 84
Sandalphon_23, function unknown, 84
Rockne_22, function unknown, 84
Rita_22, function unknown, 84
Ramsey_23, function unknown, 84
QuickMath_23, function unknown, 84
Plumbus_23, function unknown, 84
Piper2026_24, function unknown, 84
Ovechkin_22, function unknown, 84
Omega_42, function unknown, 84
OldBen_22, function unknown, 84
Nitzel 23, function unknown, 84
Nimbo_22, function unknown, 84
Mutaforma13_22, function unknown, 84
Mova_23, function unknown, 84
Moonbeam_23, function unknown, 84
Minnie_23, function unknown, 84
MinionDave_23, function unknown, 84
MilleniumForce_23, function unknown, 84
Melissauren88_22, function unknown, 84
Lorde_23, function unknown, 84
L1ij_22, function unknown, 84
KristaRAM 23, function unknown, 84
KingMidas 23, function unknown, 84
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>XFactor_22, function unknown, 84
Length = 84

Score = 171 bits (433), Expect = 5e-43
Tdentities = 84/84 (100%), Positives = 84/84 (100%)

Query: 1 MNIKTDHQIVAFGNDMMGLFDRDGTLIVQAARVVGGWEVTAEGRPPATVLDRSSAITEMI 60
MNIKTDHQIVAFGNDMMGLFDRDGTL IVQAARVVGGWEVTAEGRPPATVLDRSSATTEMI
Sbjct: 1 MNIKTDHQIVAFGNDMMGLFDRDGTLIVQAARVVGGWEVTAEGRPPATVLDRSSAITEMI 60

Query: 61 NTALAVLPGDGYSCLVPRGLRAQP 84
NTALAVLPGDGYSCLVPRGLRAQP
Sbjct: 61 NTALAVLPGDGYSCLVPRGLRAQP 84

>WillSterrel 23, function unknown, 84
Length = 84

Score = 171 bits (433), Expect = 5e-43
Tdentities = 84/84 (100%), Positives = 84/84 (100%)

Query: 1 MNIKTDHQIVAFGNDMMGLFDRDGTLIVQAARVVGGWEVTAEGRPPATVLDRSSAITEMI 60
MNIKTDHQIVAFGNDMMGLFDRDGTL IVQAARVVGGWEVTAEGRPPATVLDRSSATTEMI
Sbjct: 1 MNIKTDHQIVAFGNDMMGLFDRDGTLIVQAARVVGGWEVTAEGRPPATVLDRSSAITEMI 60

Query: 61 NTALAVLPGDGYSCLVPRGLRAQP 84
NTALAVLPGDGYSCLVPRGLRAQP
Sbjct: 61 NTALAVLPGDGYSCLVPRGLRAQP 84
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gp42 [Mycobacterium phage Omega]
Sequence I0: NP_818343.1 Length: 84 Number of Mathes: 1
> See 59 more fe(s)

Range 1: 1 to 84 Genbept Graphics
173 bits(439) 2e-54 Compositional matrix adjust. 84/84(100%) 84/84(100%) 0/84(0%)

Query 1 INTKTOHOIVAFGIONNGLEDRDGTLIVQAARVVGGHEVTAEGRPPATVLORSSATTENT 50
KT TVAF UL FORDCTLTVQAARVVGSHE VT AECRPPATVLDRSSATTENT
Sbjct 1 HNIKTONGIVAFGIONNGLFDROGTLIVGAARVVGGHEVTAEGRPPATVLORSSATTENT 50

Query L NTALAVLPGOSYSCLUPRGLRAQP 52
NTALAVLPGDGYSCLVPRGLRAGR
Sbict 61 NTALAVLPGOGYSCLVPRGLRAQP 84

BDownload - GenPept Graphics
hypothetical protein VC69_gp022 [Mycobacterium phage Invertum]
Sequence 10: YP_009125303 1 Lengt: 85 Humber of Matches: 1
» See 8 more file(s)

Range 1: 2 to 85 GenPept Graphics
172 bits(436) 6e-54 Compositional matrix adjust. 83/84(39%) 84/84(100%) 0/84(0%)

Query 1 HNTKTOHQIVAFGIONNGLFDROGTLIVQAARVVGGHEVTAEGRPPATVLDRSSATTENT 50
LT TVAF GO FORDGTL TV AARVVGSHE VT AESRPPATVL DR SSATTENT
Sbjct 2 LNIKTOGIVAFGIGHCLFDRDGTL TVGAARVVGGUEVTAEGRPPATVLORSSATTENT 61

Query L NTALAVLPEDSYSCLUPRGLRAGE 52
NTALAVLPGDGYSCLVPRGLRAG?
Sbict 62 NTALAVLPGOGYSCLVPRGLRAQP 85
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>XFactor_22, function unknown, 84
Length = 84

Score = 171 bits (433), Expect = 5e-43
Identities = 84/84 (100%), Positives = 84/84 (100%)

Query: 1 MNIKTDHQIVAFGNDMMGLFDRDGTLIVQAARVVGGWEVTAEGRPPATVLDRSSAITEMI 60
MNIKTDHQIVAFGNDMMGL FDRDGTLIVQAARVVGGWEVTAEGRPPATVLDRSSAITEMI
Sbjct: 1 MNIKTDHQIVAFGNDMMGLFDRDGTLIVQAARVVGGWEVTAEGRPPATVLDRSSAITEMI 60

Query: 61 NTALAVLPGDGYSCLVPRGLRAQP 84
NTALAVLPGDGYSCLVPRGLRAQP
Sbjct: 61 NTALAVLPGDGYSCLVPRGLRAQP 84

>WillSterrel_23, function unknown, 84
Length = 84

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

# gp22 Length: 85
# gp22 Number of predicted THHs: @
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Database: Actinobacteriophage Proteins as of Sep 16, 2022
408,412 sequences; 79,062,384 total letters
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(213 letters)

Distribution of 100 Blast Hits on the Query Sequence
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Score b

Sequences producing significant alignments: (bits) Value

/RedHorse_Draft_23, function unknown, 212 416 e-116
Tootsieroll_24, function unknown, 212 416 e-116
litzel 24, function unknown, 212 416 e-116
tutaformal3_23, function unknown, 212 416 e-116
ittleE_44, function unknown, 212 416 e-116
JalFarm20_25, function unknown, 212 416 e-116
DeadP_23, function unknown, 212 416 e-116
seakin_24, function unknown, 212 416 e-116
BAKA_41, function unknown, 212 416 e-116
iillSterrel_24, minor tail protein, 212 2413 e-115
ihatsapiecost_23, function unknown, 212 413 e-115
janda_44, function unknown, 212 413 e-115
5G4_23, function unknown, 212 413 e-115
Scottish_24, function unknown, 212 413 e-115
Sassafras_23, minor tail protein, 212 413 e-115
uby_23, Function unknown, 212 413 e-115
ita_23, function unknown, 212 413 e-115
PHappiness_23, function unknown, 212 413 e-115
acca@_23, function unknown, 212 413 e-115
1dBen_23, minor tail protein, 212 413 e-115
tova_24, function unknown, 212 413 e-115
tisterCuddles_23, function unknown, 212 413 e-115
(ristaRAM_24, minor tail protein, 212 413 e-115
CingMidas_24, function unknown, 212 413 e-115
JoeyJr_23, function unknown, 212 413 e-115
IrishSherpFalk 24, function unknown, 212 413 e-115
Inventum 23, function unknown, 212 413 e-115
sirr_23, function unknown, 212 413 e-115
seralt_23, function unknown, 212 413 e-115
salactic_23, minor tail protein, 212 413 e-115
Filuzino_23, function unknown, 212 413 e-115
Empress_24, function unknown, 212 413 e-115
Dante_23, function unknown, 212 413 e-115
Daenerys_23, function unknown, 212 413 e-115
5lueCrab_Draft_23, function unknown, 212 413 e-115
raj_23, function unknown, 212 413 e-115
XFactor_23, minor tail protein, 212 2412 e-115

lachhund_23, minor tail protein, 212 412 e-115
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Tootsieroll 24, function unknown, 212
Length = 212

Score = 416 bits (1068), Expect = e-116
Identities = 212/212 (16@%), Positives = 212/212 (166%)

uery: 1 MAYSKQSWENVPSTNTPLSADRLNHIEDGIEGAHEGLDDKADLAHDHVLADVTDVTSTGA 60
HAYSKQSHENVPSTNTPLSADRLNHIEDGTEGAHEGLDDKADL AHDHVLADVTDVTSTGA
Sbjct: 1 MAYSKQSWENVPSTNTPLSADRLNHIEDGIEGAHEGLDDKADLAHDHVLADVTDVTSTGA 60

uery: 61 ATAGAADNDAALEALQPELDNKIHEIVDYYATNELDVQVDASDVVSGTLSINRIPVGSSG 126
ATAGAADNDAAL EALQPELDNKIHEIVDYYATNELDVQUDASDVVSGTLSINRIPVGSSG
Sbjct: 61 ATAGAADNDAALEALQPELDNKIHEIVDYYATNELDVQVDASDVVSGTLSINRIPVGSSG 126

Query: 121 STVCVGNDSRLSDQRTPSDNSVTLAKIQDGAITNAKINTGAATAKSKLASDVQTSLGKAD 186
STVCVGHDSRLSDQRTPSDNSVTLAKTQDGAT TNAKINTGAATAKSKLASDVQTSLGKAD
Sbjct: 121 STVCVGNDSRLSDQRTPSDNSVTLAKIQDGAITNAKINTGAATAKSKLASDVQTSLGKAD 186

Query: 181 SSVOKSGSASGHHMGTTLPGTGTAGVLYVWVP 212
SSVQKSGSASGHHHGTTLPGTGTAGVLYVVVP
Sbjct: 181 SSVOKSGSASGHHMGTTLPGTGTAGVLYVWVP 212

Nitzel 24, function unknoun, 212
Length = 212

Score = 416 bits (1068), Expect = e-116
Identities = 212/212 (16@%), Positives = 212/212 (166%)

uery: 1 MAYSKQSWENVPSTNTPLSADRLNHIEDGIEGAHEGLDDKADLAHDHVLADVTDVTSTGA 60
HAYSKQSHENVPSTNTPLSADRLNHIEDGTEGAHEGLDDKADL AHDHVLADVTDVTSTGA
Sbjct: 1 MAYSKQSWENVPSTNTPLSADRLNHIEDGIEGAHEGLDDKADLAHDHVLADVTDVTSTGA 60

uery: 61 ATAGAADNDAALEALQPELDNKIHEIVDYYATNELDVQVDASDVVSGTLSINRIPVGSSG 126
ATAGAADNDAAL EALQPELDNKIHEIVDYYATNELDVQUDASDVVSGTLSINRIPVGSSG
Sbjct: 61 ATAGAADNDAALEALQPELDNKIHEIVDYYATNELDVQVDASDVVSGTLSINRIPVGSSG 126

Query: 121 STVCVGNDSRLSDQRTPSDNSVTLAKIQDGAITNAKINTGAATAKSKLASDVQTSLGKAD 186
STVCVGHDSRLSDQRTPSDNSVTLAKTQDGAT TNAKINTGAATAKSKLASDVQTSLGKAD
Sbjct: 121 STVCVGNDSRLSDQRTPSDNSVTLAKIQDGAITNAKINTGAATAKSKLASDVQTSLGKAD 186

Query: 181 SSVOKSGSASGHHMGTTLPGTGTAGVLYVWVP 212
SSVQKSGSASGHHHGTTLPGTGTAGVLYVVVP
Sbjct: 181 SSVOKSGSASGHHMGTTLPGTGTAGVLYVWVP 212
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‘Sequences producing significant alignments:
Select: All None Selected:0

T Allgnments
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hypotheical protein CHO5_gp023 [Wycobacterium phage DeadP]
hypothetical protein N857_gp044 [ycobacterium phage Wanda]

9023 [Uycobadterium phage Pace40]

‘hypothetical protein TAJ_23 [Mycobadterium phage Taj]

‘hypothetical protein 15H29_gp24 [Mycobadterium phage Doug]
‘hypothetical protein 1040_gp23 [Mycobacterium phage Sisil

minor tail protein [Mycobacterium phage Wachhund]

"hypotheical protein M609_gp026 [Wycobacterium phage Job42]
hypothetical protein FGG57_gp024 [uycobadterium phage RockyHorror]
hypothetical protein ISHE2_gp23 [Mycobadterium phage Melissaurenss]
hypothetical protein KNVG7_gp024 [Mycobacterium phage Plumbus]

hypothetical protein I5H32_gp023 [Mycobacterium phage EleanorGeorge]

hypothetical protein PBI_BUZZLYSEYEAR 25 [Mycobacterium phage BuzzLyseyear]

043 [Mycobacterium phage Omegal
9024 [Mycobacterium phage Ramsey]
hypothetical protein ISH36_p023 [Mycobacterium phage Fancypants]
hypothetical protein I5+25_gp024 [Mycobacterium phage Comucopial
0023 [Mycobacterium phage Fruitioop]
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jDownload - GenPept Graphics

hypothetical protein CM05_gp023 [Mycobacterium phage DeadP]
Sequence 10: YP_0000160131 Lengih: 212 Niumber of Watches: 1

»See @ more file(s)

0212 Genpept Graghics

Score

387 bits(994) 6e-135 Compositional matrix adjust. 212/212(100%) 212/212(100%) 0/212(0%)

Expect Hiethod Tdentities  Positives

QUEry 1 MAYSKQSHENVPSTNTPLSADRLIMIEDGIEGAHEGLODKADLAXDRVLADVIDVTSTES
HAYSKOSENVPS TN TPLSADRL N TEDGTE GANESL DDKADL AMDAVLADVTOVTSTEA
Sbjct 1 MAYSKOSUENVPSTNTPLSADRL NI EDCTEGAESLODKADLALDAVLADVTOVTSTEA
Query 1 siagaadndsales l0PELDIKIHEIVDYVATNELDVQUDASDVVSGTL STNRIPUGSSS
ATAGAADNDAAL EALQPELDNKIHE IVDYYATNELDVOVDASDWSGTLSINRIPVGSSG
SbICt L ATAGANDIDAALEALGPELDNKIHEIVDYVATNELDVQUDASDVVSGTLSTNRIPUGSSS
QUery 121 STVCVGNDSRLSDQRTPSDNSVTLAKIQDGALTNAKINTGAATAKSKLASOVQTSLGKAD
STVCUGNDSRLSDQRTPSONSVTLAKTGOGATTNAKINTGAATAKSKLASDVOTSLGIAD
Sbict 121 STVCVGNDSRLSDQRTPSONSVTLAKIGDGALTNAKINTCAAZAKSKLASOVQTSLOKAD
Query 181 SSVOKSGSASGMMISTTLPGTSTAGULYWYP 212
SSUQUSCSASCIMSTTLPETETAGVLWVVP
Sbict 181 SSVOKSGSASGUMNSTTLPTGTAGLYWP 212

EEEESS

EIDownload v GenPept Graphics

hypothetical protein N857_gp044 [Mycobacterium phage Wanda]
Sequence I: YP_008410433 1 Lengin: 212 Niumber of Watches: 1
»See 1 more ftle(s)

Range 1:

0212 Genept Graghics

Seore

385 bits(988) Se-134 Compositional matrix adjust. 211/212(38%) 211/212(39%) 0/212(0%)

QUEry 1 MAYSKQSHENVPSTNTPLSADRLIMIEDGIEGAHEGLODKADLAXDRVLADVIDVTSTES
HAYSKQSENVPS TNTPLSADRL N TEDGTE GANESL DDKADLAMDAVLADVTOVTSTEA
Sjct 1 MAYSKQSMENVPSTNTPLSADRLNHIEDGTEGAESLODKADLAADAVLADVTOVTSTCA
Query 1 3iagaadndsales l0PELDNKIHETVDYVATNELDVOUDASDVVSGTL STNRIPUSSSS
AIAGAADNDAAL EALQPELDNKIHE IVDYVATNELDVOVDASDWSCTLSINRIPVGSSG
SbICt L ATAGANDIDAALEALGPELDNKIHEIVDYVATNELDVQUDASDVVSGTLSTNRIPUGSSS
QUery 121 STVCYGNDSRLSDQRTPSDNSVTLAKIQDGALTNAKINTGAATAKSKLASOVQTSLGKAD
‘STUCUGNDSRLSDGR PSONSVTLAKTGOGATTNAKINTGAATAKSKLASDVQTSLGKAD
Sbict 121 STVCVGNDSRLSDQRIPSONSVTLAKIGDGALTNAKINTGAATAKSKLASOVQTSLGKAD
Query 181 SSVOKSSSASGMISTILPETSTAGULYWYE 212
SSUdCIASTmCTT PETETACVLVVP
Sbict 181 SSVOKSGSASGUMNSTTLPTGTAGLYWP 212
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TMHMM result

# gp23 Length: 213
# gp23 Number of predicted THHs:
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# gp23 Exp number, first 60 AAs: 0.00102
# gp23 Total prob of I 0.30709
gp23  THHM.0 outside 1 a3

ppmtogif: computing colormap... ppmtogif: 5 colors found
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atabase: Actinobacteriophage Proteins as of Sep 16, 2022
268,412 sequences; 79,062,384 total letters

uery= gp24
(285 letters)

Distribution of 103 Blast Hits on the Query_ Sequence
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Sequences producing significant alignments: (bits) Value
VRedHorse_Draft_24, function unknoun, 284 593 e-169
Beakin_25, function unknown, 284 593 e-169
Sabbb_25, function unknoun, 284 591 e-169
Minerva 45, minor tail protein, 284 591 e-169
Phalconet_24, function unknown, 284 586 e-167
Dante_24, function unknoun, 284 586 e-167
Job42_27, function unknown, 284 576 e-163
StAnnes_24, function unknown, 284 567 e-162
Scowl_35, function unknoun, 277 281 e-136
Parliament_34, function unknoun, 277 267 e-131
Laminal3_35, function unknoun, 277 267 e-131
Tasp14_36, function unknoun, 277 265 e-131
Norz_37, function unknoun, 277 265 e-131
Simranz1_2s, minor tail protein, 279 282 e-124
Cornie_21, minor tail protein, 952 398 e-111
SuperGrey_25, function unknown, 464 357 2e-908
RitaG_24, minor tail protein, 274 339 3e-03
Geralt_24, function unknown, 274 339 3e-03
Nimbo_24, function unknoun, 274 337 le-92
Veteran_24, function unknown, 274 336 4e-02
Sisi_24, function unknown, 274 336 4e-02
Phasih_2s, minor tail protein, 274 336 4e-02
Mantra_24, function unknown, 274 336 4e-02
GUmbie_24, function unknown, 274 336 4e-02
GigiOuiOui_24, function unknoun, 274 336 4e-02
Gandalph_2a, function unknown, 274 336 4e-02
DirtMcgirt_25, function unknoun, 274 336 4e-02
Hades_24, function unknoun, 274 333 2e-01
Sassafras_24, minor tail protein, 274 320 4e-%0
Ruby_24, function unknown, 274 320 4e-00
OldBen_24, minor tail protein, 274 320 4e-00
MisterCuddles_24, function unknowun, 274 320 4e-00
Inventum_24, function unknown, 274 320 4e-00
Girr_24, function unknown, 274 320 4e-00
Empress_25, function unknown, 274 329  4de-9e
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Beakin_25, function unknown, 284
Length = 284

Score = 593 bits (1528), Expect = e-169
Tdentities = 284/284 (166%), Positives = 284/284 (166%)

uery: 1 HKVMNGTAFVDPTAFKVMNGTAFVNPELYTHNGTGFQKLWPTF TPFSISSEDPGYTDIVD
MKVWNGTAFVDPTAFKVANGTAFVNPEL Y TWNGTGFQKLWPTF TP SISSEDPGYTDIVD
bict: 1 HKVMNGTAFVDPTAFKVHNGTAFVNPELYTHNGTGFQKLWPTFTPFSISSEDPGYTDIYD

uery: 61 EPVPEGASGAMVTLIGGGGGQGSGARSSTTTGTRYGGGGEEEEARVRVMVPTEAHGPTYS.
EPVPEGASGAWVTL I66666Q6SGARSS T TTGTRYGGGEEEEEARVRVMVPTEAMGPTYS.
bjct: 61 EPVPEGASGAMVTLIGGGG6QESGARSSTTTGTRYGGGGEEEGARVRVMVPTEANGPTYS.

uery: 121 VTRGNRGDAGASAATGSNSYSGNAGTAGAASTFSSGSVHL TAGGGSPGSGETNTSASGAG
VTRGNRGDAGASAATGSNSYSGNAGTAGAAS TF SSGSVHL TAGGGSPGSGGTNTSASGAG
bjct: 121 VTRGNRGDAGASAATGSNSYSGNAGTAGAASTFSSGSVHL TAGGGSPGSGGTNTSASGAG

uery: 181 GSGGTPTVVGVTGAEASNGGNGGKGGSSPVNGQDHINGSGPGGGGEEERSAGEVISPAVS.
GSGGTPTVVGVTGAEASNGGNGGKGGS SPVNGQDHINGS GPGGGGGGGRSAGGVISPAVS
bjct: 181 GSGETPTVVGVTGAEASNGGNGGKGGSSPVNGQDHINGSGPGGGGEEERSAGEVISPAVS.

uery: 241 GVGLPIGDVVFGRGGQGGNGQGAGTSSTSGPATATYGYVLIENE 284
‘GVGLPIGDVVF GRGGOGGNGOGAGTSSTSGPATATYGYVL TEWE
bjct: 241 GVGLPIGDVVFGRGGQGGNGQGAGTSSTSGPATATYGYVLIEWE 284

Sabbb_25, function unknown, 284
Length = 284

Score = 591 bits (1524), Expect = e-169
Tdentities = 283/284 (99%), Positives = 284/284 (166%)

uery: 1 HKVMNGTAFVDPTAFKVMNGTAFVNPELYTHNGTGFQKLWPTFTPFSISSEDPGYTDIVD
MKVWNGTAFVDPTAFKVWNG+AFVIPEL Y TWNGTGFQKLWPTFTPESISSEDPGYTDIVD
bict: 1 HKVMNGTAFVDPTAFKVHNGSAFVNPELYTHNGTGFQKLWPTFTPFSISSEDPGYTDIVD

uery: 61 EPVPEGASGAMVTLIGGGGGQGSGARSSTTTGTRYGGGGEEEEARVRVMVPTEAHGPTYS.
EPVPEGASGAWVTL I66666Q6SGARSS T TTGTRYGGGEEEEEARVRVMVPTEAMGPTYS.
bjct: 61 EPVPEGASGAMVTLIGGGG6QESGARSSTTTGTRYGGGGEEEGARVRVMVPTEANGPTYS.

uery: 121 VTRGNRGDAGASAATGSNSYSGNAGTAGAASTFSSGSVHL TAGGGSPGSGETNTSASGAG
VTRGNRGDAGASAATGSNSYSGNAGTAGAAS TF SSGSVHL TAGGGSPGSGGTNTSASGAG
bjct: 121 VTRGNRGDAGASAATGSNSYSGNAGTAGAASTFSSGSVHL TAGGGSPGSGGTNTSASGAG

uery: 181 GSGGTPTVVGVTGAEASNGGNGGKGGSSPVNGQDHINGSGPGGGGEEERSAGEVISPAVS.
GSGGTPTVVGVTGAEASNGGNGGKGGS SPVNGQDHINGS GPGGGGGGGRSAGGVISPAVS
bjct: 181 GSGETPTVVGVTGAEASNGGNGGKGGSSPVNGQDHINGSGPGGGGEEERSAGEVISPAVS.

uery: 241 GVGLPIGDVVFGRGGQGGNGQGAGTSSTSGPATATYGYVLIENE 284
‘GVGLPIGDVVF GRGGOGGNGOGAGTSSTSGPATATYGYVL TEWE
bjct: 241 GVGLPIGDVVFGRGGQGGNGQGAGTSSTSGPATATYGYVLIEWE 284
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Minerva_ds, minor tail protein, 284

Score

Length = 284

591 bits (1523), Expect = e-169

Tdentities = 283/284 (99%), Positives = 284/284 (166%)

uery:
Sbjct

uery:
Sbjct:
uery:
Sbjct:
uery:
Sbjct:
uery:

Sbjct:

1

1

&1

&1

121

121

181

181

241

241

HKVWNGTAFVDPTAFKVNGTAFVNPELY TWNGTGFQKLWPTE TPESISSEDPGYTDIVD
MKVWNGTAFVDPTAFKVANGTAFVNPEL Y TWNGTGFQKLWPTF TP SISSEDPGYTDIVD
HKVWNGTAFVDPTAFKVNGTAFVNPELY TWNGTGFQKLWPTF TP SISSEDPGYTDIVD

EPVPEGASGAWVTL I66666Q6SGARSS TTTGTRYGGGGGEEEARVRVMVPTEAHGPTYS.
EPVPEGASGAWVTL I66666Q6SGARSS T TTGTRYGGGEEEEEARVRVMVPTEAMGPTYS.
EPVPEGASGAWVTL I66666Q6SGARSS TTTGTRYGGGEEEEGARVRVHVPTEAHGPTYS.

VTRGNRGDAGASAATGSNSYSGNAGTAGAAS TFSSGSVHL TAGGGSPGSGGTNTSASGAG
VTRGNRG+AGASAATGSNSYSGNAGTAGAAS TF SSGSVHL TAGGGSPGSGGTNTSASGAG
VTRGNRGNAGASAATGSNSYSGNAGTAGAAS TF SSGSVHL TAGGGSPGSGGTNTSASGAG

GSGGTPTVVGYTGAEASNGGNGGKGGS SPVNGQDHINGS GPGGGGGGGRSAGGVISPAVS
GSGGTPTVVGVTGAEASNGGNGGKGGS SPVNGQDHINGS GPGGGGGGGRSAGGVISPAVS
GSGATPTVVGVTGAEASNGGNGGKGGS SPVNGODHINGS GPGGGGGGGRSAGGVISPAVS.

GVGLPIGDVVF GRGGQGGNGQGAGTSSTSGPATATYGYVLIEWE 284
‘GVGLPIGDVVF GRGGOGGNGOGAGTSSTSGPATATYGYVL TEWE
‘GVGLPIGDVVF GRGGOGGNGOGAGTSSTSGPATATYGYVLIEWE 284
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Query 1D
Description
Molecule type
Query Length

IPXYS0K1016 (Expires on 09-23 04:44 am)
Iel|Query_36848

gp24

amino acid

285

Database Name nr
Description All non-redundant GenBank CD:
environmental samples from W

Program BLASTP 2.13.0+ b Citation

Other reports: bSearch Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment] [MSA viewer]

Graphic Summary

B show Conserved Domains

Analyze your query with SmartBLAST

No putative conserved domains have been detected

Distibution of the top 100 Blast Hits on 100 subject sequences &
Mouse overto see th tite, iickto show alignments

Color key for alignment scores
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‘Sequences producing significant alignments:
Select Al None Selected:0

T Algnments - 0010 )
oo Scoe ot v lont | FcsEsn
) hypothetics! rotein SEA_ BEAKIN 25 (Uycsbacterium phage Besin] 221 221 99% 3e-67 10000% Lvkesoizs
O hypotheticslprotein SEA_SABEE 25 (Mycobacterium phage Sabbb] 220 220 99% Be67 9965% Uvieosest
0 minos toil eotein [ysobscterirs phage Minerve] 220 220 99% 1e66 9965% ve ousizasen
01 hypothetical protein AVVO7 55024 fysobacterium shsge Dante] 217 217 9% 1e-65 9894% ve cospizecs:
O ypothsticsl proein 1160865027 (Mycobscierium phage Job42) 206 206 99% 2661 9577% Ye oostzeerrt
O nyotheticsl erotein 15452 _g502¢ (Mycobacterium phage Stannes] 199 199 99% 1e58 95.42% e ooscevesst
01 minor i eotein ycobacerium phage RtsGl 170 170 43% 2e47 7823% yve ovssetaszt
) hypothetics! rotein 15189 9524 Mycsbactrium phage Nimbe] 169 169 43% 5ed7 7742% ve ooseeooas
O nypotheticsl protsin SEA_TOOTSIEROLL_25 [Uycobacierium shage Tootserol] 167 167 43% 6eds 79.84% Uswososot
01 hypothsticsl proein PBI_BOBI 26 (Mysobscierium phge Bobil 167 167 42% 1ed5 8347% ve oosaosssas
O nypothetical protsin 5465 55025 (Mycobacterium phage Minnie] 165 165 42% 6ed5 8182% ve oosessssas
01 minor el rotein (s obecerium phage Sandslghor] 165 165 42% 6ed5 8182% e ooseezoest
01 minor i eotein Mycobacterium phage Emms) 164 164 43% 2ed4 7823% e oosesessat
O ypothsticslprotein CLO#._ 65024 (Mycobscierium phage SG41 162 162 42% 1e43 80.99% e oosoizzzet
) hypsthetic! roten 15117 95024 [Mycobacterium phage BodEinwshneri7] 150 159 42% 943 7934% yve oosesesnns
O hypothsticsl prtein 1543955025 (Mysobscierium ghage Flsthesd] 159 159 42% 1ed42 79.34% e ooses7airt
O nypotheticsl protsin PBI_QVECHKIN_ 24 [Mycobsclerium phsgs Ovectidn] 158 158 44% 2e42 7402% YR oospirisst
01 i ol roten (1ysobacterium phsge FogTer] 155 155 42% 2ed1 7769% yve ovoziassat
O nymothetical protein SEA WHATSAPIECOST 24 [Wycobacterium phags Whaisspiscos') 155 155 43% Sedl 7419% Usassizot
O nypotheticsl protein 15450_gp025 (Myeshacterium phage Sniksiee] 154 154 43% 2e40 7419% ye oossepsTat
01 hypothsticslproein PBI_HADES 2 Mycobscierium ghage Hades] 152 152 25% 2e40 9595% ve oosizs20as
O nypothetical erotein 15463 55025 (Mycobacterium phag MilleniumForcs] 152 152 42% 3e40 7521% ve oosessesis
O gt IMycobacerium phage Omegs] 152 152 42% 6ed0 7603% NE gisasst
L e aEm amer me Am e Emor e
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Dovinioad ~ GenPeot Graphics

hypothetical protein SEA_BEAKIN_25 [Mycobacterium phage Beakin]
Sequence ID: UVKB3012.1 Length: 284 Number of Matches: 1

ey
Expect Hetno Tamnitie Positives
327 bits(563) 3067 Compesitional matix adust. 264/284(100%) 254/384(100%) 0/384(0%)
Qury 1 IENGTAFVDPTAFVMGTAFWEEL TINGTGFQUIETFTPFSISSEDRGVTDIYD 60
AT AOPTA AT APAPEL Y TWETGT UL TIPS TSSE0PGOIYD
Seice 1 IRVNGTAFVORTAFRVMGTAFWEELVTINGTGF X TFTFFSTSSEORVIDID 60
Query 81 EPPIGISSNTLI e s MBIV 120
o ST ISR Eae ST SRR YS
Sejer 81 EPUPEGSANTL ISR TSV GSSSSSORAMFIENEFTYS 120
Query 121 TOREesse 1
Sejes 121 VTAAGOMGA AT NV AGTAGAASTFSSGEAPL TGS A5AG 160
Query 11 gzt N o avIsoaYs 240
Efrmbrsanias bt nas st
Sejer 181 GESSTITIITCAEANSOHGSI SoSSP NSO VSR ORSSSORSASVISPAVS 240
Qury U1 QEPIOIEErzzs szt stsgmararaLInE 280
SIS R S e e
Sejer 21 GISLPIEI OGSO SSTSPATATEI IR 288
hypothetical protein SEA_SABBB_25 [Mycobacterium phage Sabbb]
Sequence ID: UVKBO469.1 Length: 284 Number of Matches: 1
Range 1:1 to 284 Gerpert Gty
Seors Expect Hetno Tamts  Posive
230 bits(551) 5e-67 Compesitonsl mauix adust, 365/264(395%) 264/284(100%) /384(0%)
Qury 1 PENGTAFDPTAFEVMGTAFWEELYTINGTGFQLIPTFTPFSISSEDRGYTOIYD 60
RS TAVOPTAr VA AP ELYTWGTST UL TP STSSE0PGITOIYD
Soice 1 IRVNGTAFVORTAFIVNGEAFWAEL T NGToF LI TFTFT STSSEORVIDND 60
Query 81 EPPEGISSANTLIgzzszogsgarescsetr sz ABIERIGPTYS 120
Eramewiies oy net
Sejer 81 EPPECSANIL IS S TSNS AP IE NP TIS 128
ey 12 VSR 19
Shice 121 VIRORCOAGASAN NN SOUAGTAGAAST SR TAGSSSP oIS ASass 180
Qury 181 gagtotesBAnsnastapssp QN INgspozzsserzrsag VISPAVS 200
Errnaniesias i nson s S
Sejer 181 ST AN SESSP NSO VSO CRSSOOR ASVISP LS 240
Qury 81 SIEPIEWEsrgzagnzagagessssgpaaryaLIBE 288
SO ST b e
Sejer 21 SISO OCSGATSSSPATAT TR 284

iDowinioad ~ GenPeot Graphics

minor tail protein [Mycobacterium phage Minerva]
Sequence ID: YP_009123968 1 Length: 284 Number of tches: 1
»See 1 more tte(s)

Range 1:1 to 284 Gerpert Gty
Seors Expect Hetno Tawtie  Posiives Gops
220 bits(560) 12-66 Compositions! matrix sdjust. 283/284(99%) 284/284(100%) 0/284(0%)

dver 1 VAT AR VDR T AR KT AR NEE LY ThNET R OF LUE T TRR S 1SS EDPETOTYD  £8
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Hitlist

show 25 4 Entries

Nr T Hit Name Probal

1 50YM.G  PC4and SFRSI-interacting protein; Integrase  17.48
binding, transciptional co-activator, domain
swap, TRANSCRIPTION; 2.05A {Ho
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140
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Score

2435
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£4 Choose ORF start

Starts: 14 ORF Star : 20432 Cdn1 Ceh2 Cdn3Length
Sekcted: 1 ORFSwop 125285 5'End (800 600 600 O
1 ORFLength: 855 End 611 674 761 655  SpacingWeight Matix [Karin Medim v

5D Scoring Matix [Kibler®

scaffaw sb[Genomic [Spacer [Final [Sequence of che Region [starc[stars [omr
2 Value [pisvance[score [Upscream of che Svarc |Codon|Posivion [Lengeh
2102 s .15 |AATCCGGCAGCGCGICCGGEAT [GTG (24372 (9IS
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2.200 |5 -3.187 |CGAGGGTGCGICCGGGGCATGE (GIG 24645 64z
2.535 |8 -3.108 |CGGTGCCCGAGICAGGGTATGE (GIG 24755 s28
2103 |17 -5.c13 |GGTATGGGTGCCGATCGAGECE |ATG 24774 s13
152 |1e —c.301 |GGCGATGGGCCCGACCTACAGC (GTG 2472 455
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TMHMM result

# gp24 Length: 285
# gp24 Number of predicted THHs
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Distribution of 100 Blast Hits on the Query Sequence
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Sequences producing significant aligments:

Zizzle 25, DA binding protein, 65
Zerg 25, helix-turn-helix DIiA binding domain protein, 65
Yorick 25, function unknown, 65

Redorse Draft 25, function unknown, 65

Veteran 25, helix-turn-helix DI binding dorain protein, 65
UncleRicky 28, function unknawn, 65

TootsiePop_26, function unknawn, 65

Toanisky_25, function unknown, 65

SwagPigglett 25, helix-tum-helix DiA-binding domain protein, 65
Strokeseat_25, helix-turn-helix DNA binding domain protein, 65
Spoonbi1l 25, helix-turn-helix DWA-binding damain protein, 65
Spikelee 25, function unknown, 65

Sparkdehlily 25, HTH DUA binding protein, 65

Sisi_25, function unknown, 65

Shilan 25, function unknown, 65

Scottish 26, helix-turn-helix DiA-binding dorain protein, 65
Sabbb_26, helix-tun-helix ONA binding domain protein, 65
Saal 35, function unknown, 65

Royals2615_25, function unknawn, 65

Rockytorror. 26, function unknown, 65

Rockne_25, Function unknown, 65

RitaG_25, HTH DlA-binding domain protein, 65

Ramsey 26, function unknow, 65

Quico 25, function unknaun, 65

Quickliath 26, function unknawn, 65

Priscilla25, HTH DA binding protein, 65

Polkals 26, helix-turn-helix DIA-binding domain protein, 65
Plunbus 26, helix-turn-helix DI binding domain protein, 65
Piper2020_27, helix-turn-helix DIA binding domain protein, 65
Phatniss_26, HTH DNA-binding protein, 65

Phasih 25, helix-tum-helix DA binding domain protein, 65
PHappiness 25, function unknawn, 65

Pacc_25, function unknown, 65

QulsT2H 27, function unknown, 65

Ovechiin 25, function unknown, 65

Olympiasaint 25, helix-turn-helix DA binding domain protein, 65
NormanBulbicr_25, function unknawn, 65

Nivrat_25, function unknown, 65

Nitze] 26, helix-turn-helix DiA-binding damain protein, 65
linbo_25, function unknawn, 65

Fozy 36, function unknown, 65

Misha2s 26, function unknown, 65
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>Zizzle 25, DUA binding protein, 65
Length = 65

Score = 129 bits (325), Expect = 2e-30
Tdentities = 65/65 (100%), Positives = 65/65 (100%)

Query: 1 MTTIDRMIAVRQRAAT TAELDAELAALVYEAMTVHGLTWHDIGRAL KISKORVYQLRAA 68
MTIIDRMIAIRQKRAAT TAELDAE LAALVYEANTVHGT TWHDIGRALKISKQRVYQLRAA
Sbjct: 1 MTTIDRMIAVRQKRAAT TAELDAELAALVYEAMTVHGLTWHDIGRAL KISKORVYQLRAA 60

Query: 61 GDFIR 65
GOPIR
Sbjct: 61 GDPNR 65

>Zerg_25, helix-turn-helix DiA binding domain protein, 65
Length = 65

Score = 129 bits (325), Expect = 2e-30

Tdentities = 65/65 (100%), Positives = 65/65 (100%)

Query: 1 MTTIDRMIAVRQRAAT TAELDAELAALVYEAMTVHGLTWHDIGRAL KISKORVYQLRAA 68
MTIIDRMIAIRQKRAAT TAELDAE LAALVYEANTVHGT TWHDIGRALKISKQRVYQLRAA
1 MTTIDRMIANRQKRAAT AELDAELAALVYEATTVHGITHHDIGRALKISKORVYQLRAA 60

Sbj

Query: 61 GDAIR 65
GOPIR
Sbjct: 61 GDPNR 65

>Yorick 25, function unknown, 65
Length = 65

Score = 129 bits (325), Expect = 2e-30

Tdentities = 65/65 (100%), Positives = 65/65 (100%)

Query: 1 MTTIDRMIAVRQRAAT TAELDAELAALVYEAMTVHGLTWHDIGRAL KISKORVYQLRAA 68
MTIIDRMIAIRQKRAAT TAELDAE LAALVYEANTVHGT TWHDIGRALKISKQRVYQLRAA
1 MTTIDRMIANRQKRAAT AELDAELAALVYEATTVHGITHHDIGRALKISKORVYQLRAA 60

Sbj
Query: 61 GDFIR 65

¢
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Query ID. [cl|Quary_74005 Database Name nr

Description 525 Description Al non-redundant GenBank |
Molecule type  amino acid Program BLASTP 2.13.0+ > Citstion
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Analyze your query with SmartBLAST
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O ypothetal rotein CL94 2025 Mysobcterum shage SG4] 131131 se% 2038 sesew YE oreonzzrs
O o omsin protein Myobscterum phage Hamuls] 131131 100% 4ed8 a5 YE orawsset
O ypotheticl potein AYVOT 95025 (Vysobscteru ghage Dante] 130 130 ss% 4e3s sseew YE o
0 ypothetiol protein VCT1 55048 iyesbasteriom shage Vinerus] 130 130 se% 5e3s 10000% YE orssse
0l e DA bining domain srtein My obaer phage Dove] 10 130 se% Seds ses2% e gresiest
01 et DA bining orsin s My sobscterum ghsge Sandlghor] 130 130 ss% 1e37 smsw e oosent
0 el e DIV biningsroten My cobacterm shage Tootsieat] 128 128 ee% Sedr osew awossit
©) DA bining protein Mysobserm hage Lartrn] 125 125 ss% sess s2ui% QO
O ypothetil srotein CL68 92020 Mysobcterum shage Drsgs] 121 121 89% 3e34 10000% YE orevisioet
0l el DA biing domain syt 1y obacteum phage Moolloo] 120 120 se% sess s21s% e onsmwr:
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(O st el DIV biningproten [Mysobster phage Superphiiman] Me s ss% ee3s ssis AmssEmt
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Sequences producing significant alignments: (bits) Value

Seagreen_27, function unknown, 98 211 6e-ss
Phalconet_26, function unknown, 98 211 e-ss
Leozinho_27, function unknown, 98 211 e-ss
DLane_26, function unknown, 98 211 e-ss
Beakin_27, function unknown, 98 211 e-ss
Thelonioustonk_38, function unknown, 98 170 1e-22
KyMonks14_39, Function unknown, 98 1 3e-a2
Dreamboat_37, function unknown, 98 168 3e-42
Sumter_35, function unknown, 98 168 e-22
PHappiness_26, function unknown, 98 168 4e-22
Nimbo_26, Function unknown, 98 168 4e-22
ILeeKay_38, function unknown, 98 168 4e-22
DrfeelGood_35, function unknown, 98 168 4e-22
Crispicous1_35, function unknown, 98 168 4e-22
BPBiebs31_37, function unknown, 98 168 4e-22
Killigrew 34, function unknown, 98 187 6e-a2
Snazzy_35, function unknown, 98 187 7e-a2
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Pippin_38, function unknown, 98 166 1e-a1
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Fajezeel 38, function unknown, 98 166  le-41
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>Seagreen_27, Function unknown, 98
Length = 98

Score = 211 bits (536), Expect = 6e-55
Tdentities = 98/98 (166%), Positives = 98/98 (166%)

Query: 1 MLRTTTATVFAIAALALGIPAVADAAPAHCANHGTGHGQIYKHACATGSGGQGAKHVPVK 60
MLRTTTATVFATAALALGIPAVADAAPAHCANHGTGHGQIYKHACA TGS GGQGAKIVPVK
Sbjct: 1 MLRTTTATVFAIAALALGIPAVADAAPAHCANHGTGHGQIYKHACATGSGGQGAKHVPVK 60

Query: 61 NPDGSTKKVLKNGKLKTVYGCEARCGGGRHHVETTDTH 98
NPDGSTKKVLKNGKLKTVYGCEARCGGGRHHVETTDTW
Sbjct: 61 NPDGSTKKVLKNGKLKTVYGCEARCGGGRHHVETTDTH 98

>Phalconet_26, function unknown, 98
Length = 98

Score = 211 bits (536), Expect = 6e-55
Tdentities = 98/98 (166%), Positives = 98/98 (166%)

Query: 1 MLRTTTATVFAIAALALGIPAVADAAPAHCANHGTGHGQIYKHACATGSGGQGAKHVPVK 60
MLRTTTATVFATAALALGIPAVADAAPAHCANHGTGHGQIYKHACA TGS GGQGAKIVPVK
Sbjct: 1 MLRTTTATVFAIAALALGIPAVADAAPAHCANHGTGHGQIYKHACATGSGGQGAKHVPVK 60

Query: 61 NPDGSTKKVLKNGKLKTVYGCEARCGGGRHHVETTDTH 98
NPDGSTKKVLKNGKLKTVYGCEARCGGGRHHVETTDTW
Sbjct: 61 NPDGSTKKVLKNGKLKTVYGCEARCGGGRHHVETTDTH 98
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TMHMM result
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VRedHorse_Draft_20, function unknown, 48 10 1e-21
Tootsieroll_28, Function unknown, 48 10 1e-21
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>XFactor_27, function unknown, 48
Length = 48
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Tdentities = 48/48 (166%), Positives = 48/48 (166%)
Query: 1 MKIHVQSRGPAGHNATVLFTTGTVLTVADDQGRRHLIDTSRVIVRRLP 45
MKIHVQSRGPAGANATVLFTTGTVL TVADDQGRRHLIDTSRVTVRRLP
Sbict: 1 MKIHVQSRGPAGHNATVLFTTGTVLTVADDQGRRHLIDTSRVIVRRLP 45

>WillSterrel 28, function unknown, 48
Length = 48
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Tdentities = 48/48 (166%), Positives = 48/48 (166%)
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Query: 1 MKIHVQSRGPAGHNATVLFTTGTVLTVADDQGRRHLIDTSRVIVRRLP 45
MKIHVQSRGPAGANATVLFTTGTVL TVADDQGRRHLIDTSRVTVRRLP
Sbict: 1 MKIHVQSRGPAGHNATVLFTTGTVLTVADDQGRRHLIDTSRVIVRRLP 45





image238.png
RID JREDNVES013 (Expires on 09-23 03:26 am)

QueryID. [cl|Quary_68420 Database Name nr

Description 3027 ‘Description All non-redundant.

Molecule type  amino acid Program BLASTP 2.13.0+ &
Query Length 43

Other reports: > Search Summary [Taxonomy reports] [Distance trse of resules] [Multiple alignment] [WSA viewer]

Analyze your query with SmartBLAST
Gray

ic Summary
O show Conseried Domsins

Ho putative conserved domains have been detected

Distibuion ofthe 0p 100 Blast His on 100 subject sequences &
Mouse overto e the tite, ik to show slignments
Color key for alignment scores
a0 M50 Mso-so  Meo-200  M>=200

18 27 E3 a5





image16.png
Alignments

Template alignment | Template 30 Structure | PDBe
6265 A Terminase small subunit; genome packaging, bacteriophage, DNA binding, VIRAL PROTEIN; 1.4A {Enterobacteria phage HK9?
Evalue: 0.000087, Score: 55,59, Allgned cols: 85, Identites: 16%,  Similariy: 0.104, Template Neff: .1

Probability: 97.83%,

Q ss_pred
Q Q2145643
Q Consensus

Consensus
G285t A
ss_dssp

.
M
N
T ss_pred

©

ss_pred
Q2145643
Consensus

©o

Consensus
B2
ss_dssp
ss_pred

PR

E
E

2
2

88

104
104

CCCCCCCCCCCHHHHHHHHHHHHCCCRHCCHHHHHHHHHHHHHHHHHRCC-
APDLPDGVAIHPLTVRIHNDIHASPHAPEY TDSDINGL FRVAHLYNDFHTA-
SDu~~1

LDl
TIDPPSHAGLEKKAEPFWHDNIRSKALDSHTPADL LAAVELANNQLYITVL RKDLRKEER TRGEERDEGL IKDLRKQIVE
S CCCCGGGCCCGaGHHHHHHHHTTSCGGGCCHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCS TTCCHHHHHHHHHHHHH
CCCCCCCCCCCh RHHHHHHHHHHR CC CCCCHHHHHHHHHHHHHHHHHHHHHHHHHHC CeccCCCCCCeccCHHHHHHHH

HHHHAHHACCCHHHAHACCCEE
AQVRLEKADTDYGTNPLARRRLEWQI 115 (152)
nn@iPmmnnn G1Tp~~R~RLFi~i 115 (152)
el el
il GlLtp-ar e 129 (160)
LORTILAQRRDLQIHSHATNGESRDQ 129 (16@)
HHHHHHHATTCSHHHAC

A HCCCCCeCc e

8 (152)
89 (152)

103 (160)
103 (160)




image239.png
Sequences producing signifcant aignments:
Select: All None Selected

T Allgnments (55512

ax | Total

Desarption e | Tt
O gez8 Mysobasteru phage Ramsey) 739 738
O ypothetiol potein HWWBS0_55025 (yesbacterm shage TChen] 738 738
O ypothetil protein HWCA44 55020 Mysobacterm shage ThetaBoh] 728 728
0 hypothetil potin Pl 5081 29 Mysohactarum phage Bot] 732 732
0 ypothetiol potin 1557 55028 (Myesbacteru ghage Woonbear] 728 720
O ypothetial protein SEAGREEN 28 Mysobcterum shage Seagreer] 78 718
O ypotheticl protin 15481 95027 (Mycobscterum ghage Polywos] 72 712
O ge21 ysobacterm shage Paoot0] 72 712
O ypothetiol protin 15484 55027 (yssbacterum ghage sG] 705 705
0 ypothetil protein 040 27 [Mysobacter phage SIS 705 705
0 ypothetil potsin HAMULUS 27 yesbacteriom shage Hamulus) 705 705
0 hypothetial potin FDGST gp027 (ycabactatum shage Watafomats] 705 705
O hypothetial potin 154519524 Mysbactarum phage Kenubat] 705 705
0 hypothstial potein SEA KINBERLIUM 25 yskactarum ghage Kinberium] 701 701
O ypothetiol protein 15412 gp027 (Mysobscteru phage Arcushngsis] 93 e9s
0 ypothetil protin 154458 gp027 (yssbacterum ghage Whouzoht] 93 e9s
0 hypothstial potin SEA_ERADICATOR 27 Mycsbasteriom shaos Eraicte] 93 e9s
O ypothetil protein FGG22.gp027 (iyesbacterum phage Ihubes) s ess
O ypothetiol potein FGGST 55028 yesbasteriom shage RoskyHorar] s ess
O ypothetil protin ISH17_gp027 (Mysobacteru ghage BodEimaohoer17) s ess
0 ypotheticl potin 1542255027 (yesbacter shage Emma] s ess
0 hypothetial potin Pl GHESD, 30 iycabactarum shage Creds] o eso
0 ypothetial potin a8 o052 My cobacter hage Jsbhauoiiie] 2 es2
O ypothetil protein 15102 55020 yesbacteriom shage Demscuiginboys] 2 es2
O ypothetiol protin 15H52_55025 (yesbacteru shage Kersh] s e
O ypothetiol protin 15428 gp027 (Mysobacter phage Donkeyikong] 655 65
O ypothetios roten SEA RITA 27 [Myoobacterium phape Rita] ess ens

13148

H

R R R EEEEEEREERER RN

m

78
78
1e1s
2018
2018
st
s
718
1ets
1ets
1ets
1ets
2018
2018
sets
sets
sets
st
st
st
et
7018
1e12
1e12
2013
1e12

1e12

100.00%
sez%
sars%
ss92%
sez%
sez%
ss7e%

100.00%
sar%
saez%
ss7e%
ss7e%

sres%
sar%
ss7e%
ss7e%
s958%
s93e%

s93e%
s130%
s913%

e oosssrin

e oosssisan s

e ouauiern

e oossssss 1

e oomosiss

Yo _ooauosost.s

e oosssizna s

e oossssern 1

e oomssiaa s

e _ousseson s

e oossssiz s

avwouses
e ooesses 1
e oossosn 1

e oozt

e _oosssssen s

JERES

Yo oosetomoat
e ousarze s
e _ousssesers
e _oosssosa 1

weness





image240.png
[Download v GenPept Graphics
9928 Mycobacterium phage Ramsey]

Sequence ID: YP_002241815.1 Length: 48 Number of atches: 1
b See 54 more lites)

Range 1:1 ko 48 e

735 bis(150) 7216 Compositionsl matrix cjust. 59/45(100%) 46/45(100%) 0/45(0%)
o

TDownioad - GenPeot Gaon

hypothetical protein HIVBB0_gp025 [Hycobacterium phage TChen]
Sequence ID: YP_0038373611 Length: 48 Number of atches: 1
> See 1 more tlsts)

[y pe—

738 bis(175) 7216 Compositonsl matrix cjust. 47/45(56%) 47/48(57%) 0/48(0%)
oy 2
.

TiDownioad - GenPeot

o=

hypothetical protein HWC44_gp026 [Hycobacterium phage Thetafob]
Sequence ID: YP_003848345 1 Length: 48 Number of atches: 1
> See 1 more tlsts)

Range 1:1 ko 48 e

72 bis(177) 1o-15 Compositonsl matrix cjust. 43/45(54%) 45/45(100%) 0/48(0%)
ooy 2

AT L1151V, NADDSOR L ToTSRVIVARLE
seges 1





image241.png
Nr

1

2

Hit

TTX_A

6WQ2_P

Name Probability E-value

MCP1; helical symmetry, archaeal virus, 87.33 0.64
VIRUS;{Acidianus filamentous virus 6}

Structural protein MCP2; helical 86.93 0.68
symmetry, archaeal virus, rod-like virus,

structural protein, VIRUS;{Sulfolobus

islandi

Score

32.76

32.72

ss

it~

cols

23

23

i~

Length

165

167




image242.png
Stas 1 ORF Stat : 25340 Con G2 Cd Lengh g
Sekcied: 1 DRFSwp 2086 SEd00 00 00 o

ONFLowgh 147 3ewi[s32 531 776 147 SpaciaWeioh Matix [CainHodum
[
Scafgaw 50 [cenomic [Spacer [rina1 Sequence o the megion [searc|scers [omr
§ |score [ Vatue [Distance|Score [Upstresm of the Stast _|Codon|Posivion [Lengen
e 21ss |u 4454 |caccoacacoIGoToACSCGS [ATe [28sa0 147





image243.png
TMHMM result

# gp27 Length: 43
# gp27 Number of predicted THHs: @

% gp27 Exp number of AAs in THHs: 3.46097

# gp27 Exp number, first 60 AAs: 3.46097

# gp27 Total prob of N-i 0.48515
gp27 MW@ inside 1 a9

‘ppmtogif: computing colormap... ppmtogif: 5 colors found

TMHMM posterior probabilities for gp27
1.2

08

06

N s

0.2
. S,
10 15 20 25 30

5

probability

35 40 45
transmembrane inside outside





image244.png
satas: Aciecrioge i e of s 5, 2622

e 52
e

Distribution of 100 Blast Hits on the Query Sequence

T ey

Colr Foy or M. coce

o ———





image245.png
5 e

lkelel il st sl s sl sl s s s s sl




image246.png
Sairss st 36, fetion sion,
oy

Seore = 185 i (57), B

st Sare (6, Poisies.

5o (10m)

Qe . VRS WSRO 58
St 1 TV LSS 47 SO RO 50

s B, fincion urinn, 50
2=

Qe . VRS WSRO 58
St 1 TV LSS 47 SO RO 50




image247.png
vescnpuon  gpzo pesLnipuon - Al nonTreguiiaant Leno
Molecule type amino acid environmental samples
Query Length 51 Program BLASTP 2.13.0+ »Citat

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

S Graphic Summary
© show Conserved Domains
No putative conserved domains have been detected
Distribution of the top 27 Blast Hits on 27 subject sequences &

Mouse overto see the tile, clickto show alignments
Color key for alignment scores

W<a0 W40-50  W50-80  MsS0-200  W>=200
1 10 20 30 40 50





image248.png
‘Sequences producing significant alignments:
Select Al None Selected:0

T Agnments )
ot e Cove s | s | e=resion
O hypothetical protein 15H38_gp028 [Mycobacterium phage Fancypants] 666 666 98% 6e-13 98.00% YP_ 009556071
O hypothetical protein PBI_TWEETY._28 [Mycobacterium phage Twesty] 662 662 98% 6e-13 100.00% YE_001éesze1i
O hypothetical protein 15H12_gp030 [Mycobacterium phage Alexphander] 647 647 96% 3e-12 100.00% YP 0095544051
O hypothetical protein 15H48_gp028 [Mycobacterium phage Hiubikazi] 643 643 98% 4e-12 98.00% P 009858131
O hypothetical protein 1SH37_gp028 [Mycobacterium phage Filuzino] 635 635 098% 8e-12 98.00% P 008570171
O membrane protein IMysobacterium phage Mova] 605 605 98% 2e-10 89.09% YP 0095602021
O hypothetical protein [Klebsiells pneumoniae] 601 601 98% 2e-10 90.91%
O hypothetical protein FDI13_gp028 [Mycobacterium phage Spartacus] 574 574 98% 2e-09 89.09% P 0056078491
O hynotheticsl protein POPTART_28 [Mycobacterium phage PopTar] 574 574 98% 3e09 89.09% YP 0092143881
O hypothetical protein PBI_BOBI_30 [Mycobacterium phage Bobi] 570 570 50% 3e-09 100.00% YP 0084085871
O hypothetical protein RitSun_34 [Mycobacterium phage RitSun] 562 562 50% 6e-00 9231% oxco74041
O hypothetical protein QUICO_28 [Mycobacterium phage Quico] 558 558 88% 8e-09 91.11% P 0031945531
O hypothetical protein HWBEO_gR027 [Mycobsdterium phage TChen] 555 555 50% 1e-08 96.15% YE 00337531
O hypothetical protein Saroj_30 [Mycobacterium phage Seroj] 547 547 50% 3e-08 88.46% UCR7es0e1
O hypothetical protein PBI_CHESD_32 [Mycobacterium phage CheSd] 539 539 50% 5e-08 9231% ne 8180051

]





image249.png
BIDownload v GenPept Graphics
hypothetical protein 15H36_gp028 [Mycobacterium phage Fancypants]

Sequence ID: YP_009956907 1 Length: 50 Humber of Matches: 1

»See 1 more ftle(s)

Range 1: 1 t0 50 Genpeps Graphics

66.6 bits(161) 6e-13 Compositionl matrix adjust. 49/50(38%) 49/50(38%) 0/50(0%)

Query 1 HTKPTVKRiazalgtgllgeisliSVLSWIFAT\PATOFFIERDTLEYE 58
MTKPTVKRIAGALGTGLLGAIAL SVLSWMFATGNPAIDFFIERDTLYE
Sbict 1 HTKPTVKRIAGALGTGLLGGTALASVLSWIFATG\PATOFFIERDTLFYF | 58

EJDownload v GenPept Graphics
hypothetical protein PBI_TWEETY_28 [Mycobacterium phage Tweety]

Sequence ID: YP_001469261.1 Length: 50 Humber of Matches: 1

»See 28 more ftle(s)

Range 1: 1 t0 50 Genpeps Graphics

66.2 bits(160) 6e13 Compositionsl matrix adjust. 50/50(100%) 50/50(100%) 0/50(0%)

Query 1 HTKPTVKRiazalgtgllgeisliSVLSWIFAT\PATDFFIERDTLEYE 58
MTKPTVKRIAGALGTGLLGRIAL TSVLSWMF ATGNPAIDEF IERDTLEYE
Sbict 1 HTKPTVKRIAGALGTGLLGGTALTSVLSIFATGVPATOFFIERDTLFYF 58

BDownload - GenPept Graphics
hypothetical protein I5H12_gp030 [Mycobacterium phage Alexphander]

Sequence I0: YP_000954405.1 Length: 50 Humber of Matches: 1

» See 1 more file(s)

Range 1:1t0 49 Genpept Graghics

64.7 bits(156) 3e-12 Compositionsl matrx adjust. 45/45(100%) 45/45(100%) 0/45(0%)

Query 1 HTKPTVKRiazalgtgllgeisl{SVLSWIATGVPAIOFFIERDTLEY &3
MTKPTVKRIAGALGTGLLGRIAL TSVL WM ATGNPAIDFFIERDTLEY
Sbjct 1 HTKPTVKRIACALGTGLLGGTALTSVLSHIFATCNPAIOFFIERDTLFY 23,




image250.png
Nr

Hit

NP_215787.1

6UURE

NP_216817.2

hypothetical protein Rv1271c
[Mycobacterium tuberculosis H37Rv]

fibril,
 fiber

Major prion protein; amyloi
prion, filament, protein fibril
PrP;{Homo sapiens}

cutinase [Mycobacterium tuberculosis
H37RV]

Probability

8611

8266

79.4

Evalue

29

24

52

269

28

ss

42

29

37

ANGHEE
cols.

TereEr
Length

13

85

230




image251.png
2% Choose ORF start

Starts: 3 ORF Start : 26098 Con Cn2 Cand Lengh oo o g
Selected: 1 ORFStop : 26235  5'End 400 600 800 15

ORFlengh: 138 3End|543 457 733 138 SacingWeight Matix [Karin Medum
[ I I
[scafraw 50 _[cenomic [spacer [rinal [Sequence of che Region [svarc|starc [oar
3 [score |z value [pisvance|score [Upstream of che Scarc |Codon|Posivion [Lengen
11355 [s2s¢ |10 2.050 |GOGICACGGICAGGAGGCIGOC [GTG 26083 153
2 |-c.sa7 |o.7es |n1 —7.30s _|cecTeccoTeACCARGECCACT [oTG 2608 130
3 |-s.7s1 1a2s ae —7.138 | ACTCACCAGIGICCIGICCIGE |ATG 26170 |66





image252.png
L

ppuiosit compuing colommap._ppmtogit colos foumd
TUHMM postrir probabilties 0 528

.
[ —
"

.

Pal

= oa
.

.

e ® a® e

=l i posscrip s o maling el mplr,dts for





image253.png
‘Distribution of 100 Blast Hits on the Query Sequence

ey e

Coor o e Bt Seecs

e oo —
1 ——————





image254.png
>wee_30, function unknown, 98
Lengen - 5

Score = 178 bits (452), Expact = 305

Samntities = se/se (160%), Fositives = s0/90 (10)

FRGVFLCPYGTPONDRLGTILLKLLGPLIORTIORTIORITENLPOLSNLOXQTIAKLPD 60
FRG\FLCPGTPONDRLGTILLKLLGPLADRIIORTIDRITEN PDLSNLOOGTVAKLPD.
RG\FLCPGTPONDRLGTELLKLLGPLAORIAORAORITEN POL NLODGRAKLPD 60

Query: 61 LTNLPIQWDT IOGALRS TPV GSTLES: 0
LMD DAL RS TPV GaTL KR
Skt 61 LTHLPAQUDT IOGALRS TPV GSTL S 90

>ty 29, function unknom, %0
Lengen - 50

Score = 178 bits (452), Expact = 305

Samntities = se/se (160%), Fositives = s0/90 (10)

FRGVFLCPYGTPONDRLGTILLKLLGPLIORTIORTIORITENLPOLSNLOXQTIAKLPD 60
FRG\FLCPGTPONDRLGTILLKLLGPLADRIIORTIDRITEN PDLSNLOOGTVAKLPD.
RG\FLCPGTPONDRLGTELLKLLGPLAORIAORAORITEN POL NLODGRAKLPD 60

Query: 61 LTNLPIQWDT IOGALRS TPV GSTLES: 0
LMD DAL RS TPV GaTL KR
Skt 61 LTHLPAQUDT IOGALRS TPV GSTL S 90

57129, function uknoen, 50
Lengen - 5

Score = 178 bits (as2), Expect = 30

Zomntities = se/se (160%), Fositives = s0/90 (10)

FRGVFLCPYGTPONDRLGTILLKLLGPLIORTIORTIORITENLPOLSNLOXQTIAKLPD 60
FRGVFLCPGTPONDRLGTILLKLLGPLADRIADRTIDRITEN PDLSNLOOGTVAKLPD.
FRGAFLCPYGTPONDRLGTILLKLLGPLAORTAORTAORITENL POLNLOXTIAKLPD 60

Query: 61 LTNLPIQWDT IOGALRS TPV GSTLES: 0
LMD DAL RS TPV GaTL KR
61 LTHLPAQUDT ISALRS TPV GSTL SR 90





image255.png
Molecule type amino acid ‘environmental samples
Query Length o1 Program BLASTP 2.13.0+ b Citat

Other reports: bSearch Summary [Taxonomy, reports] [Distance tree of results] [Multiple alignment] [MSA viewer]

Analyze your query with SmartBLAST

) Graphic Summary
B show Conserved Domains

No putative conserved domains have been detected

Distibution of the top 73 Blast Hits on 73 subject sequences &
Mouse overto see the tite, iickto show alignments
Color key for alignment scores.
W0 W40-50  W50-80  M80-200

10 20 30 70





image256.png
‘Sequences producing significant alignments:
Select Al None Selected:0

I Agnments )
sioe Some Covt v | toom | Peesson
O ypothstica rtein PBI_TWEETY 2 iycobacierum phags Tuesty) 121 121 98% 2633 100.00% ve oorscszees
0 bypotheties retein P51_§08I_31 (Mycsbacteium prage Eots] 119 119 98% 1e32 98.89% e ooaosssnt
O bypothetes reein G168 93030 (Mcsbacteium phage Crage] T MT 98% 5e32 97.78% ve sosoreioni
0 bypothstics poten 154265520 (\yzobacterivm shsge Firshouses] 112 112 98% 5e30 9333% yve osesrizas
O bypothetes roein G194 93025 (Mesbacteium phage SG4] 998 998 94% 7e25 9302% ve 00013211
O bypothetical rosin 1513995029 Mysobacierium phsge Flsinead] 974 974 54% 3624 100.00% ve cosesrzi
O bypothetcal potein CMOS 95029 [Mycobecterium shage DesdP] 974 974 5% 4e24 100.00% ve oosoresis
O ypothstion proein 1541552025 (Mycobacterium phase Surselz1] 971 974 54% de24 100.00% ve aosessisis
O bypothetical roin FGG38_gp29 Mysobacierium phag DotProduc] 93 963 90% 1e23 9512% ve oossassens
(0] hypsthetca potein AVT12 92026 [y obacteivm phsoe Bipsler 959 959 91% 2023 93.08% e ooszaoesas
) hypothstica poten 15444695023 (yesbacterum phepe Hiscezi 955 955 54% 2023 9800% ve asesaici
(0] hypothetica potein SEA KIMBERLIUM 31 (uycobactsrum phage Kimberivm] 955 955 oostearas
(0] bypsthetica potein P61 OVECHIIN 25 (Uyesbacterium sheps Ovechiin] 955 955 ouszrmisa
O bypothetical rosin VS0 95029 \ycobacierum ghae Invenium] 955 955 5% 2023 98.00% e ooerzsarn
O ypothsion rtein HAMULUS 29 Mycobacterum phags Hamuius] 951 951 90% 3623 9512% ve aossososai





image257.png
MiDownioad - GenPept Graghies.
hypotnetica potein PBI TWEETY_ 29 [Mycobacterium phage Tweety]
Soquonce: Y 00UBS262 1 Langn:0. mowror s |

>S5 more il

T 50755 Compostors mater s S50(100%) SOI(000%) OIS0
L E———

B 1 mer R A B S

ey & e,

s o g

Dounioad v Gerpent Graphics
hypothetisl protein PBI_BOBI_31 [Mycobacterium phage Bosi]
Soquane1D: YE QOBAIATES T Longh: 51 umoer ofMatcas: |

» S0 1 more tlls)

515 b0(258) 16733 Compoions mat adust_SS/SO(SER) SO/500100%) OIS
ey 1 mEmCEESI s e oum o &

Bi 2 BT S S RS &

ooy & e
PN o et

WDourioad - Gerpept Graphics
hypothetical protein CLES_gp030 [Mycobacterium phage Drago]
Soquance1D: YP_Q0SDIB108.1 Longt: 50 Humose ofMatres: |
[y

e 5275 Compatirst motoxsoer_suseaen)_ssotions) oo
L]

it 1 T L eI I &

ey & usremssTesa

Sie @ eSS %





image258.png
Hitlist

Show.

Nr

25

Hit

NP_216886.1

NP_215642.1

NP_214687.1

Entries

hypothetical protein Rv2370c
[Mycobacterium tuberculosis H37Rv]

hypothetical protein Rv1126c
[Mycobacterium tuberculosis H37Rv]

Mce family lipoprotein Lprk
[Mycobacterium tuberculosis H37Rv]

170

Search:

2821

25.05

2415

48

28

7

Aligned
cols

65

Target

Length

437

201

390




image17.png
O 8 httpsy//services.healthtech.dtu.dk/service.php? TMHMM-2.0
gStorted G Google M Montana Tech - Mont... [ Web Login Senvice [ Oreciggerieb T Course: (72701) BIOB 4. 1 Error
Submsson  Gude  Downloads

decodeanhmm 1.1g Copyright (C) 1998 by Anders Krogh Tue Sep 13 22:20:13 2022 Model in file "/tools/src/tmhmm-2
/TMHMM?2.0.model" parsed successfully.

TMHMM result

# VRHgpl Length: 152
# VRHgpl Number of predicted THHs: ©

# VRHgpl Exp number of AAs in THHS: 0.00065
# VRHgp1 Exp number, first 60 AAs: ©0.0001
# VRHgp1 Total prob of N-i 0.03734
VRHgpl THHMA2.0 outside 1 152

ppmtogif: computing colormap... ppmtogif: 5 colors found
TMHMM posterior probabilties for VRHgp1

1.2
1
08
06
04
02
0
20 40 60 80 100 120 140
transmembrane inside outside

# plot in postscript, script for making the plot in gnuplot, data for plot





image259.png
2% Choose ORF start =

Satss  ORF S 28200 Gt o G g o

Selected: 1 ORFStop : 26542 5'End 447 B1E 447 114 =
T et T4 Spasgwe etk Kanbidim =

[ I I

[ Ergy ey vy sy p v o P P

e b lheriee hoeeen e (ol lbre




image260.png
TUHMM postrir probabilties o 29

prosabity

O
[ sde

=l i posscrip s o maling el mplr,dts for





image261.png
rogrens”. Mclelc dcids Res. 253i-aan

s i s e





image262.png
4

EEELELEL] RIS

() vlor

Pt

i W,_m,

mm_, i




image263.png




image264.png
RID JSVEGPTUOLS (Expires on 09-23 22:14 pm)

Query =1 quany 26528 Database Name 7r
Description 5£33 Demcription A o regingan Garirk COS ratens P08+ SasPot PR PRF mech
Molecuie type. e 525 Program SLSTP 2130+ b Cster

Query tengen 5

itar s Seareh Surmmary (Tsnomy g (Dstores ee f rests] (Mot ssmant] (4SS vmner]

Analyze your query with SmartBLAST
Graphic Summary

51w Conserves Domane

ey soa.

Sporfomilies

Disibuton of e op 100BastHis on 100 subjectsequences &
Wouss over to s e e, cick to show sigmnts

Color key for alignment scores.
M<é0  W4050 WS0-80  MS0-200 W>=200
1 80 160 240 320 400





image265.png
DooooooO0oO0OO00O00

Doooo0Oo0O0O0O0000

¥
¥
8888

w2 s
T s

o T s
T s
T s
T s
TR e
TR e
TR e
TR e
TR e
(SRR
[N
mom s
o s
o s
T s
™ e
™ s
T s
T s
m s

00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00
00

10000%





image266.png
Nr

Hit

NP_218111.1

4KNK B

YP_178018.1

6SSCA

hypothetical protein Rv3594
[Mycobacterium tuberculosis H37Rv]

Bifunctional autolysin; peptidoglycan,
autolysin, amidase, N-acetylmuramoyl-
Lalanine amidase, HYDROLASE; HET:
IMD, PEG;

hypothetical protein Rv3811
[Mycobacterium tuberculosis H37Rv]

N-acetylmuramoyk-L-alanine amida
‘amidase, zinc binding, cell wall
degradation, endolysine, hydrolase;
HET: PO4, GOL;

Endolysin; amidase-2 domaif
HYDROLASE; HET: ZN; 2.27A
Staphvlococcus phage GH15}

99.88

9953

99.44

99.39

99.23

E-value

33e21

45e13

27e12

17e11

11e9

Score

168.81

11438

121.93

101.92

947

ss

195

154

148

144

172

193

148

142

146

158

Target
Length

275

225

539

192

242




image267.png
2% Choose ORF start

Starts: 22 ORF Star : 26539 Con Can2 Cand Lengh oo o e
Selected: 1 ORFStop : 27630  S'End 671 714 428 21

QORFLengh: 1152 3End|618 515 763 1404  SpacingWeight Malix [Karin Medum
I I I [T I I [T IT
[scaffaw sb [Genomic [Spacer [Final [Sequence of che Region [starc[starz [omr
3 [score |z value [pisvance|score [Upstream of che Scarc |Codon|Posivion [Lengen
1 ic77s (oest |1a 6.12c |CAGARARAGCCCCGOCACCCAC |TTG 26266 1425
2 |-s.oee |1ss3 w1 3.045 |CITGGGTGCGCGGGGITITICT |ATG 26207 1404
s |-s.s35 [2.221 |10 ~3.225 |GCGGAATCCICGGGAGCARACE [GTG |2835  |11s2
s |-ss10 [1sse |7 —c.133 |CCGCAGCGAATGCCIGGCGATC |ATG 26623 1068
s |-c.ese |o.cis |10 7.551 |AGGCTICTICGACAAGCICGAC (GTG  |26773 918
¢ |-s.ees [1.s7¢ |17 c.oce |TATATGGCIGAACATCIGCTGE |ATG  |26827  eed
7 |-e.e33 |2.es7 |12 —3.465 |GOCCGOCGATGGAGGTACCGCC |ATG 26968 723
o |-s.0s7 [1.a8s 12 5.853 |CGCCCGCAGCGGCARGCCCACC |ATG 27086 | 6ds
s |-a.s3: 2215 e 5.263 |CICCCARGCGTCCGATGGTGET |GTG 27172 |s1s
10 |-3.s38 2215 12 -3.373 |AGCGICCGATGGIGGIGIGACE (GIG 27178 s13
11 |-s70s [1ess s —c.705 |CACCGACCGCGCCRCCTGRICT [6TG 27217 474





image268.png
T postrir robabilties o 530

o8
3 o
% o
02
o

E

[ sde P





image18.png
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,
Jinghui Zhang, Zheng zhang, Webb Miller, and David 3. 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 Sep 09, 2022
408,412 sequences; 79,062,384 total letters

Query=
(546 letters)

Distribution of 100 Blast Hits on the Query Sequence

\Mouseuver to show defline and scores. Click to show alignments \

Color Key for Alignment Scores

<40 40-50

lelll.
0 100 200 300 400 500





image269.png
‘Distribution of 100 Blast Hits on the Query Sequence

ey e

Coor o e Bt Seecs
T o —

T





image270.png
-

[

B 1

EREREEEE]

.
i
LW:LE?T:mimeL:mi mwmmm

s it
e et
e

atiln Wik

fiat





image271.png




image272.png
p31

RID JSU4S36701R (Expes on 05-23 22:26 )

Query I elQueny s30830 Databse Name -
Description 231 Description A ron-radundant Gariar
Molecule type. smes 52 Program SUST? 24301 5 Cistar

Query tengtn 334

S
Analyze your query with SmarBLAST
© graphic Summary

Shou Conseryes Domains

o putatve conserved domains have been detected

Disibuton ofhe op 100 Blast His on 100 subjectsequences
? e

Color key for alignment scores.

0 120 180 240 300





image273.png
‘Sequences prochcingsigificantaigrmerns:

[rerTT——
yenE s e vy
yensmmm e e
)
yenemm e s
Jen D gage egeosony
s age s
s e e
s ppmoenmageras

s s Do e sty
s D age ey
s Do age e
s D age ooy

[ T ——

0oO00D00O0000000000008
38982882888 883333338
38982882888 883333338
EEEEEEE R

P —





image274.png
oo e
pa UANOSSOT 1 Longh: 335 ‘-un




image275.png
Nr

3HCTA

1Q0Z A

1G66.A

3AAA

NP_218319.1

Gene 12 protein; alpha/beta sandwich,
CELL ADHESION; 2.0A {Mycobacterium
phage D29}

ACETYL XYLAN ESTERASE; HYDROLASE,
ESTERASE, XYLAN DEGRADATION; HET:
PCA, NAG; 1.9A {TRICHODERMA REESEI}
SCOP: €.69.1.30

ACETYL XYLAN ESTERASE Il serine
hydrolase, acetyl xylopyranose, xylan,
HYDROLASE; HET: S04, GOL; 0.9A
{Penicillium purp

Putative uncharacterized protei
alpha-beta hydrolase, serine esterase,
cutinase, lipase, hydrolase; 2.9A
{Mycobacteriu

membrane protein [Mycobacterium
tuberculosis H37Rv)

Probability

100

999

99.89

99.88

99.88

Evalue

9.4e35

19e22

45e22

26021

28021

26128

175.89

17357

17865

179.92

253

174

168

188

18

162

164

198

198

Targe
Leng!

207

207

302

336




image276.png
5% Choose ORF start £

Stats:2)  ORF Star : 27630 Can1 Can2 Cond_Lengh g geoing Mati [kl
Selecled: 1 ORFSwp (28891 SEnd[600 400 800 75 s —
ORF Lengh: 1002 3End 838 47.3 803 927 Spacing Weight Malix |Karln Medim

scaffaw sD |cenomic [Spacer [Final [Sequence of the Region [Starc[seare loar
3 [score |z value [pisvance|score [Upscream of che Scarc |Codon|Posivion [Lengen
[ |-s.ess [1ams |10 c.353 |TAGCCGAATIGITGGGCCSCIG [ATG 27650 1002
2 |-s.s28 |1.547 |14 —c.275 |AATCCGCARGATCARAGCGTIC |ATG 27765 927
3 |-s.es7 1ass s —c.s22 |GITCGCCICCTACGCGGRCEAT |TIG 27798 esa
s |ass2 poas 7 5.473 |TACCCCGCICTATGACGAGGCC |aTG 27620 |eed
s |-s.ssc 120 13 —c.552 |CATGACCGCGGCAGICGCAGAG |ATG  |27845 943
¢ |-s.cer [rere |7 —c.163 |CAACGCCGARACARAGTACGIC |ATG 27533 759
7 |-e.are jo.7se s 7.658 |CACCCGGCCAGICCIGIICACC (GTG |27584 708
o |-c.aes o.sos 12 —7.258 |ATACCCCGCCGCACCGTICCCA |ATG 20095 597
s |-s.ee7 2.0e0 e 5.clL |GGCAGGCTATICACAAGGCGCA |GIG 26206 486
10 |-s.3es 1338 7 —c.852 |AGTGATCATCICCGAGCTGIGE |ATG  |20227 a6s





image277.png
e —
15 e e

DRI fees
P
H= e o
TR e T

T postior probabies o 501

provtity

E] T e 0 0 3
[ sde outscn

=l i posscrip s o maling el mplr,dts for





image278.png
of 100 Blast Hits on the Query Sequence

ey e

Coor o e Bt Seecs

1 ——





image19.png
Sequences producing significant alignments:

Wachhund_2, terminase large subunit, 545
Mahavrat_2, terminase large subunit, 545
Whouxphf_2, terminase, 545

strokeseat_2, terminase large subunit, 545
Mandlovu_2, terminase large subunit, 545
Hlubikazi_2, terminase large subunit, 545
Galactic_2, terminase large subunit, 545
Eish 2, terminase large subunit, 545

cheg 2, terminase large subunit, 545
Latretium 2, terminase large subunit, 545
Tbhubesi_2, terminase large subunit, 545
Harley 2, terminase large subunit, 545
Zerg_2, terminase large subunit, 545
Mattes_2, terminase large subunit, 545
Burwell21 2, terminase large subunit, 545
spoonbill 2, terminase large subunit, 545
Scottish_2, terminase large subunit, 545
sassafras 2, terminase large subunit, 545

Score

E

(bits) value

1129
1128
1127
1127
1127
1127
1127
1126
1124
1124
1123
1123
1123
1122
1122
1121
1121
1121

CPOPOOOPOOOOOOOOO OO

OO0 OOOOOOOOOOD S




image279.png
et b, 7

Pt

o = 307 s (o7, w2 e
st o (e, ek £ 7217 o)

=
=




image280.png
Analyze your query with SmrtBLAST

Distibuton o etop 100 Bas i on 100 subjectsequences 4
aseoar s vetae cix o sow e
Cotor ey for signment scores

) 7o





image281.png
EEEEEEEEEEEEEEEEE R

speeesezppegpepenends
speeesezppegpepenenfi

£f

PEEEEREEEAEEEEEREEE D




image282.png




image283.png
Nr

1

2

Hit

2MPN_B

4FTBD

Name Probability ~  E-value
Inner membrane protein YgaP; 02 83
membrane protein; NMR {Escherichia

coliy

Capsid protein gamma; VIRUS, FLOCK 3315 85

HOUSE VIRUS, Nodavirus, RNA, BETA-
'BARREL, JELLYROLL, ASPARTYL
'PROTEASE, CAPSID PROTEL

1754

17.86

55

26

Aligned
cols

45

17

Target
Length




image284.png
2% Choose ORF start
Starts: 7. ORF Star : 28568 Cdn1 Ceh2 Can3 Length
Sekcted: 1 DRFSwp 128338 SEnd[443 755 653 147
ORFLength: 381 End 628 641 782 234  SpacingWeight Matix [Karin Medim
I 1T I

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
[ |-s3s3 [1es0 |10 5.035 |CTACTCGCCCAAGTAATCGAAC |TTG 26556 |38l
2 |-2.100 |2.51¢ |13 -3.135 |CGCACATARGGGGGACCACCIG |ATG  |26705 234
3 |-2.100 2316 1e -3.855 |ACATAAGGGGGACCACCIGATG |TTG  |26708 231
s |-s.s2s [1oes |7 —7.347 | TGACCTACICGCCACCGATTGE (GTG 26015 120
s |-s.ees [1.0s2 |5 —c.ce3 |ACTCGCCACCGATIGGGIGICE (GTG 20025 114
¢ |-s.es 1178 |10 c.38¢ |CGATTGGGTGICGGTGCIGICT (GTG 20033 105
7 |-c.ase lo.sos 13 —7.502 |CGCGGCCGTCRTATCRCIGOTG |ATG 260867 |72





image285.png
TUHMM postrir probabities o 2

L
5 o
= o
eaf
» uum\HHHH]Hmw L
O
virsnarivan e -

=l i posscrip s o maling el mplr,dts for





image286.png
s et ey s 3

ribution of 100 Blsst Hits on the Query Sequence

ey e

Coor o e Bt Seecs
T o —

1 ———————





image287.png




image288.png




image20.png
RID J6C8YT8A016 (Expires on 09-16 22:05 pm)

Query ID Icl|Query_10268 Database Name nr
Description unnamed protein product Description All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF
Molecule type amino acid excluding environmental samples from WGS projects
Query Length 546 Program BLASTP 2.13.0+ P Citation

Other reports: P Search Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment] [MSA viewer]
Analyze your query with SmartBLAST
9Graphit: Summary

& show Conserved Domains

Putative conserved domains have been detected, click on the image below for detailed results.

1 50 100 150 200 250 300 350 400 450 500
e =y S

Superfanilies | Terminase_i superfamily r4

Distribution of the top 100 Blast Hits on 100 subject sequences &
Mouse over to see the title, click to show alignments
Color key for alignment scores
W <40 W 40-50 W 50-80 [ 80-200 W >=200

1 100 200 300 400 500





image289.png
Job title: gp33

e S ) s o et s e v

Analyze your query vith SmartBLAST
Sgraphic Summary

[——

Putstu consarvea domsin hva et ik on s g o for Gesed e

Distibuon o etop 100 Bas i on 100 subfetsequences
aseoar s vetae ol sow o
Cotor ey for signment scores

WMo mas s Esao W=

2o

€ g 100 120





image290.png
00000000000 O00DO0O00O00O0O00000

[ R R R R R R R ERRERERER R IT]

PEEEEEEEEEEEEIEEEEEEEREEG kr





image291.png
ey

ypotheica proein 15H63_ge0%4 Mycobactsrum phage MilkniumForcs]
s 15 ST o 124 N |

ety oy





image292.png
Hitlist

Show.

Nr

25 o

KA

NP_214689.3

NP_214692.1

NP_216489.1

Entries

T-cell surface glycoprotein CD4; Protein,
Cell membrane, Disulfide bond,
Glycoprotein, Host-virus interaction,
Immune re

Mce associated membrane protein
[Mycobacterium tuberculosis H37Rv]

Mce associated membrane protein
[Mycobacterium tuberculosis H37Rv]

Mce associated membrane protein
[Mycobacterium tuberculosis H37Rv]

87.82

7813

76.47

75.02

E-value

76

37

Search:

2568

2672

26.89

2477

74

12

121

92

Aligned
cols

52

9

Target
Length

70

213

244

160




image293.png
2% Choose ORF start

Starts: 5
Selected: 1

ORF Star : 28962

Can1 Ceh2 Can3 Length

ORF Stop :23309  5'End[200 400 800 15

ORF Lenghh: 348

FEnd 733 12 750 360

5D Scoring Matix

Kbl

Spacing Weight Matis

Katln Medum

[scaffaw 50 [cenomic [spacer [rinal [Sequence of che Region [svarc|starc [oar
3 [score |z value [pisvance|score [Upstream of che Scarc |Codon|Posivion [Lengen
1 1-seso 1emr |12 5.38¢ |CCACTAGAGCGGICACCACCSC |ATG 2035|375
2 |-s.3ss 233 e -3.5¢7 |CCACCGCATGATCIGGGAATCE |GIG  |20950 360
2 |-s.202 [1a1s |1z c.230|crocaarcoerececeaaGes [GTG 20562 340
s |-s.308 13es |10 ~c.003 |CGICAACACCCACGACACCAAC |aTG  |2916s |14l
s |-s.ses 1772 e —c.255 |CCICGACGAGATACGCGAICIG |GTG  |2202 108





image294.png
5
a

g
ih
|
#

g i

SIS
T T a

ppuiosit compuing colommap._ppmtogit colos foumd
TUBMM postrir robabities o 93

—_—

probabiy

o

o

ansmarbeane C— outscn

=l i posscrip s o maling el mplr,dts for





image295.png
your query is MEMBRANE protein

No.region  transmembrane seq. type
1 2345 IGLLIGLPSTIAAIGTGIVGVL Primary
Hydropathy & Charge plot

4500

L J
o0 g
0 0500 @




image296.png
Wheel plot of transmembrane helices





image297.png
e sttt iotage i o S 35,

st
(er=a.

‘Distribution of 100 Blast

ey e

Coor o e Bt Seecs
T o —

1 ——





image298.png
(siss) veler

LI
o
ey

i
i
i

il
i
I

e
|
-

i
il
1l
!l 8,

i
]

4
|
!

S
il
il

|
1

i
i
!





image21.png
Sequences producing significant alignments:
Select: All None Selected:0

i Alignments e
Max Total Qui E Per.
Description Score Score gweg value Ident Accession

[ terminase large subunit [Mycobacterium phage Wachhund] 1063 1063 99% 0.0 99.82% YP_009963186.1
[J terminase large subunit [Mycobacterium phage Galactic] 1063 1063 99% 0.0 99.63% YP_009957405.1
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Sequences producing significant alignments:

VRedHorse Draft_38, function unknown, 273
simranZ1_38, DnaQ-like exonuclease, 273

Seabastian_35, DnaQ-like DNA polymerase ITT, 273
Royals2015_35, DNA polymerase III subunit, 273
Pollywog_35, DNA polymerase III subunit, 273
Phasin_35, DNA polymerase III subunit, 273
Ovechkin_36, DnaQ-like exonuclease, 273

OFUltron_35, DnaQ-like DNA polymerase III, 273
Ochi17_33, DNA polymerase ITT subunit, 273
Modragons_35, DNA polymerase IIT subunit, 273
Llana_35, DnaQ-like protein, 273

Latretiun_36, DnaQ-like DNA polymerase ITT subunit, 273
Harley_35, DNA polymerase IIT subunit, 273

Hades_35, DnaQ-like exonuclease, 273

Eradicator_35, DnaQ-like DNA polymerase ITT subunit, 273
Eisn_35, DnaQ-like DNA polymerase ITT subunit, 273
Doug_36, DNA polymerase IIT subunit, 273

Blexus_35, exonuclease, 273

Beakin_36, DnaQ-like DNA polymerase III subunit, 273
Zizzle 35, DnaQ-like DNA polymerase III subunit, 273
Yorick_35, DnaQ-like DNA polymerase III subunit, 273
Swagpigglett_35, DnaQ-like exonuclease, 273
Spoonbill_35, DNA polymerase IIT subunit, 273
Shilan_35, Dnao-like protein, 273

Scottish_36, DNA polymerase ITT subunit, 273
Sassafras_36, DnaQ-like DNA polymerase ITT subunit, 273
Ruby_37, DnaQ-like exonuclease, 273

Priscilla 35, DNA polymerase IIT subunit, 273
Polkals_35, DNA polymerase ITT subunit, 273

Pippy_23, DNA polymerase IIT subunit, 273
PHappiness_35, DnaQ-like exonuclease, 273
Olympiasaint_35, DNA polymerase ITI subunit, 273
OldBen_35, DnaQ-like exonuclease, 273
NormanBulbielr_35, DNA polymerase ITT subunit, 273
Nivrat_35, DNA polymerase IIT subunit, 273

Nimbo_35, DnaQ-like exonuclease, 273

MisterCuddles 37, DNA polymerase, 273

Minnie_37, DnaQ-like DNA polymerase IIT subunit, 273
Martik Draft_3s, function unknown, 273

Mahavrat 35, exenuclease, 273
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>Simranz1_38, Dnag-like exonuclease, 273
Length = 273

Score = 563 bits (1451), Expect = e-160
Tdentities = 273/273 (166%), Positives = 273/273 (166%)

1 MSLTSDLRQVRIAEGVRNKILILDVERLPGITEQVIHGRGDLKNRYVQYETVTRMPRTTL 66
MSLTSDLRQURTAEGVRNK L TLDVERLPGT TEQYWHGRGDLKNRYVQYETVTRHPRTTT
1 MSLTSDLRQURTAEGVRNKILILDVERLPGITEQVIHGRGDLKNRYVQYETVTRMPRTTL 66

61 VCAKWYDQPEVIQLAEWDKGGRKRFLRRVHNLLSQADIVVGHYIDEADVPHLKGDLHLEA 120
'VCAKWYDQPEVIQLAEWDKGGRKRFLRRVHNL L SQADIVVGHY IDEADVPHLKGDLHLEA
61 VCAKWYDQPEVIQLAEWDKGGRKRF LRRVHNLL SQADIVVGHYIDEADVPHLKGDLHLEA 120

121 GLPPLPPFKTVDTLKVLRREFKSGAPFKGLDAFCQLVGLPAKTDRYDRGAMERAVTGKSY 186
‘GLPPLPPEKTUDTLKVLRREFKSGAPFKGLDAFCOIVGLPAKTDRYDRGAMERAVTGSY
121 GLPPLPPFKTVDTLKVLRREFKSGAPFKGLDAFCQLVGLPAKTDRYDRGAMERAVTGKSY 186

Query: 181 EDRERLUSYCAGDVVATQGLYDFLRPHIKNHPALFVDGEDRLMVCHRCGGETWVIPRRYV 240
EDRERLVSYCAGDVVATQGL YDF LRPHIKNHPAL FVDGEDRLMVCNRCGGETVIPRRYY.

181 EDRERLVSYCAGDVVATQSLYDF LRPHIKNHPAL FVDGEDRLMVCNRCGGETWIPRRYY 246

Query: 241 ANVLTYTHRRCTNCGAHSRLSIEPERMSAVRGY 273
ANVLTYTMRRCTNCGAHSRLSTEPERMSAVRGY

Sbjct: 241 ANVLTYTHRRCTNCGAHSRLSTEPERMSAVRGY 273

>Seabastian_35, Dnag-like DNA polymerase IIL, 273
Length = 273

Score = 563 bits (1451), Expect = e-160
Tdentities = 273/273 (166%), Positives = 273/273 (166%)

1 MSLTSDLRQVRIAEGVRNKILILDVERLPGITEQVIHGRGDLKNRYVQYETVTRMPRTTL 66
MSLTSDLRQURTAEGVRNK L TLDVERLPGT TEQYWHGRGDLKNRYVQYETVTRHPRTTT
1 MSLTSDLRQURTAEGVRNKILILDVERLPGITEQVIHGRGDLKNRYVQYETVTRMPRTTL 66

61 VCAKWYDQPEVIQLAEWDKGGRKRFLRRVHNLLSQADIVVGHYIDEADVPHLKGDLHLEA 120
'VCAKWYDQPEVIQLAEWDKGGRKRFLRRVHNL L SQADIVVGHY IDEADVPHLKGDLHLEA
61 VCAKWYDQPEVIQLAEWDKGGRKRF LRRVHNLL SQADIVVGHYIDEADVPHLKGDLHLEA 120

121 GLPPLPPFKTVDTLKVLRREFKSGAPFKGLDAFCQLVGLPAKTDRYDRGAMERAVTGKSY 186
‘GLPPLPPEKTUDTLKVLRREFKSGAPFKGLDAFCOIVGLPAKTDRYDRGAMERAVTGSY
121 GLPPLPPFKTVDTLKVLRREFKSGAPFKGLDAFCQLVGLPAKTDRYDRGAMERAVTGKSY 186

181 EDRERLVSYCAGDVVATQSLYDFLRPHIKNHPALFVDGEDRLMVCNRCGGETWIPRRYY 248
EDRERLVSYCAGDVVATQGL YDF LRPHIKNHPAL FVDGEDRLMVCNRCGGETVIPRRYY.
181 EDRERLVSYCAGDVVATQSLYDF LRPHIKNHPAL FVDGEDRLMVCNRCGGETWIPRRYY 246

241 ANVLTYTHRRCTNCGAHSRLSIEPERMSAVRGY 273
ANVLTYTMRRCTNCGAHSRLSTEPERMSAVRGY
241 ANVLTYTHRRCTNCGAHSRLSIEPERMSAVRGY 273
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TMHMM result
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Query= gp36long
(97 letters)

Distribution of 100 Blast Hits on the Query,_ Sequence

Mouse-over to show define and scores. Click to show aignments

Color Key for Alignnent. Scores

O
o 50

Score  E
Sequences producing significant alignments: (bits) Value
Tbhubesi_36, function unknoun, 96 197 6e-51
Modragons_36, function unknown, 96 191 6e-49
Velveteen_31, function unknown, 96 19  8e-49
Sarma624_32, function unknoun, 96 196 ge-49
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_36, function unknown, 96
Length = 96

Score = 197 bits (561), Expect = 6e-51
Identities = 93/96 (96%), Positives = 95/96 (98%)

Query: 1 MHVPRSCCDGGLPVGRAQRHDATVRPADPVRAATQESLDAQGDGHQVAHYVVVAGLERTT 66
HHVP SCCDGG+PVGRAQRHDATVRPADPVRAATQESLDAQG+GHQVAHYVVVAGLERTT
Sbjct: 1 MHVPGSCCDGGIPVGRAQRHDATVRPADPVRAATQESLDAQGEGHQVAHYVVVAGLERTT 66

Query: 61 GDRMDLGATTIITPVGQPDYLTEGLVNRYWDESDDE 96
‘GDRHDLGATTITTPVGQPDYL TEGLVNRYWDESDDE
Sbjct: 61 GDRMDLGATTIITPVGQPDYLTEGLVNRYWDESDDE 96

>Hodragons_36, function unknoun, 96
Length = 96

Score = 191 bits (484), Expect = 6e-49
Identities - 90/96 (93%), Positives = 94/96 (97%)

Query: 1 MHVPRSCCDGGLPVGRAQRHDATVRPADPVRAATQESLDAQGDGHQAHYVVVAGLERTT 66
HHVP SCCDG +PVGRAQRHDATV+PADPVRAATQESLDAQG+GHQVAHYVVVAGLERTT
Sbjct: 1 MHVPGSCCDGRVPVGRAQRHDATVKPADPVRAATQESLDAQGEGHQVAHYVVVAGLERTT 66

Query: 61 GDRMDLGATTIITPVGQPDYLTEGLVNRYWDESDDE 96
‘GDRHDLGATTITTPVGQPDYL TEGLVNRYWDES+DE
Sbjct: 61 GDRMDLGATTIITPVGQPDYLTEGLVNRYWDESNDE 96
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Alignments

Template alignment | Template 30 structure | PDBe

626D_A Terminase large subunit; genome packaging, bacteriophage, ATPase, nuclease, VIRAL PROTEIN; HET: BR; 2.2A {Enterobacteria phage
HK97}
Probability: 100%, E-value:3.2e:39, Score: 3315, Aligned cols: 452, Identities: 19%, ~Similarity: 0.215, Template Neff: 11.6
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Page/Report not found

The requested Pham report could not be found.

Possible reasons for a missing pham report beyond a simple typo in the URL:

1. Your protein is an orpham (reports are not generated for phams with only one member as there is nothing to compare it to. Check phagesdb.org for the size of the
pham
2. The phamerator database has been updated and the pham number has changed but starterator is still processing. To check this possibility, compare the version
number of the current database to the version on the Starterator server. If the two version numbers do not match it s best to wait for the release of the Starterator
analysis. If the numbers do match, please post the issue of a missing pham on the seaphages starterator forum
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4 Choose ORF start

Starts: 9 ORF Star : 30423 Con Can2 Cand Lengh oo o o
Selected: 1 OFFStop : 30680 5'End 632 615 308 33
ORFlengh: 252 3End|702 464 714 252 SpacingWeight Maix [Karin Medum
[ I T I [T I
[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
i sers [1ase s c.335 |GOIGIGATGIGAACGITCGAGT |GTG 130350 251
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1Minvivi result

# gp36 Length: 97
# gp36 Number of predicted THHs: @
# gp36 Exp number of AAs in THHs: 0.00297
# gp36 Exp number, first 60 AAs: 0.00192
# gp36 Total prob of N-in: 0.30412
gp36  THHW2.0 outside 1 e

ppmtogif: computing colormap... ppmtogif: 5 colors found
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# plot in postscript, script for making the plot in gnuplot, data for plot
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uery= gp37long
(32 letters)

Distribut

n of 100 Blast Hits on the Query, Sequence

Mouse-over to show define and scores. Click to show alignments
Color Key for Alignnent Scores

O
o

Score  E
Sequences producing significant alignments: (bits) Value

RockyHorror_38, function unknoun, 31 64 9e-11
wlsT2W_38, function unknoun, 31 64 ge-11
chi17_36, function unknown, 31 64 ge-11
todragons_37, function unknoun, 31 62 9e-11
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SRockyHorror_38, function unknown, 31
Length = 31

Score = 64.3 bits (155), Expect = 9e-11
Identities = 31/31 (106%), Positives = 31/31 (166%)

Query: 1 MMSDPQLELWRSVWLAVVAGHIVALLVHVLA 31
HMSDPQLELWRSVHLAVVAGHIVALLVHVLA
Sbjct: 1 MMSDPQLELWRSVWLAVVAGHIVALLVHVLA 31

>0wlsT24_38, function unknoun, 31
Length = 31

Score = 64.3 bits (155), Expect = 9e-11
Identities = 31/31 (106%), Positives = 31/31 (166%)

Query: 1 HHSDPOLELWRSVMLAVVAGHIVALLVHVLA 31
HHSDPQLELRSVHLAVVAGHIVALLVHVLA
1 MHSDPQLELHRSVHLAVVAGHIVALLVHVLA 31

sbjct

50chi17_36, function unknoun, 31
Length = 31

Score = 64.3 bits (155), Expect = 9e-11
Identities = 31/31 (106%), Positives = 31/31 (166%)

Query: 1 HHSDPOLELWRSVMLAVVAGHIVALLVHVLA 31
HHSDPQLELRSVHLAVVAGHIVALLVHVLA
1 MHSDPQLELHRSVHLAVVAGHIVALLVHVLA 31

sbjct:
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gp39 [Mycobacterium phage Ches]

Sequence 10: NP 8173771 Length: 31 Number of Matches: 1
> See 10 more ttle(s)

Range 1:1to 31 GenPept Graphics
Score. Expect Method Tdentities  Postives  Gaps
60.5 bits(145) Se-11 Compositional matrix adjust. 31/31(100%) 31/31(100%) 0/31(0%)

Query 1 MMSDPQLELWRSVMLAVVAGMIVALLVHVLA 31
MMSDPQLELWRSVHLAVVAGH VAL LVHVLA
MMSDPQLELWRSVHLAVVAGHIVALLVHVLA 31

sbiet 1

EiDownload v GenPept Graphics

hypothetical protein FDG57_gp037 [Mycobacterium phage Mutaformat 3]
Sequence ID: YP_009591344 1 Length: 31 Number of Matches: 1
» See 10 more title(s)

Range 1: 1 to 31 GenPept Graphics
Score. Expect Method Tdentities  Positives  Gaps
60.1bits(144) 7e-11 Compositional matrix adjust. 30/31(97%) 31/31(100%) 0/31(0%)

Query 1 MMSDPQLELWRSVMLAVVAGMIVALLVHVLA 31
MMSDPQLELWRSVHLAVVAGHIVAL L +HVLA
MMSDPQLELWRSVHLAVVAGHIVALLTHVLA 31

sbiet 1

EDownload v GenPept Graphics

hypothetical protein SEA_KINGMIDAS_39 [Mycobacterium phage KingMidas]
Sequence ID: QEQ94435.1 Length: 31 Number of Matches: 1

Range 1:1to 31 GenPept Graphics

Score. Expect Method

Tdentities  Positives  Gaps
58.9 bits(141) 2e-10 Compositional matrix adjust. 30/31(97%) 30/31(96%) 0/31(0%)
Query 1 MMSDPOLELWRSVMLAVVAGMIVALLVHVLA 31

MHSDPQLELWRS WLAVVAGMIVALLVHVLA
Sbjct 1 MMSDPQLELWRSAWLAVVAGMIVALLVHVLA 31
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4 Choose ORF start

Starts: & ORF Star : 30673 Con Can2 Cand Lengh oo o g
Selected: 1 ORFStop :30765 5End 00 00 1000 3
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TMHMM result

# gp37long Length: 32
# gp37long Number of predicted THHs: 1

# gp37long Exp number of AAs in THHs: 20.29296
# gp37long Exp number, first 60 AAs: 20.29296

# gp37long Total prob of N-in: 0.68715
# gp37long POSSIBLE N-term signal sequence

£p37long THa2 0 inside 1
£p37long THa2 0 THhelix 12
£p37long THa 0 outside 32

ppmtogif: computing colormap... ppmtogif: 5 colors found

TMHMM posterior probabilities for gp37long
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Query= gp38
(90 letters)

Distribution of 9 Blast Hits on the Query Sequence

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

Color Key for Alignnent Scores

o 40-50
L L —————
o 50
Score  E

Sequences producing significant alignments: (bits) value

VRedHorse_Draft_41, function unknown, 59 197 se-s1
Minnie_40, function unknoun, 89 192 ge-se
Ches_43, function unknown, 89 192 7e-s0
Velvateen_33, function unknoun, 89 193 se-se
Sarmas2s 34, function unknown, 89 193 se-se
Rita_40, function unknown, 89 193 se-se
Mozy 40, function unknown, 89 193 se-se
Cerazun_34, function unknown, 89 193 se-se

BigPhil 34, function unknown, 89 13 se-se
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>tinnie_48, function unknown, 89
Length = 89

Score = 134 bits (493), Expect = 6e-50
Tdentities = 88/88 (166%), Positives = 88/88 (166%)

Query: 1 MGKNDWTTWRNLIEAELSEYPGETLVHVTPDESVLDVTFYAGYGSPEGPGFTAKTQNRVL 60
MGKNDWTTWRNL TEAELSEYPGETLVHVTPDESVLDVTFYAGYGSPEGPGFTAWTQNRVL
Sbjct: 1 MGKNDWTTWRNLIEAELSEYPGETLVHVTPDESVLDVTFYAGYGSPEGPGFTAKTQNRVL 60

Query: 61 FSVCYDGAEVGSAPRNPCEEIAGPVGG 85
FSVCYDGAEWVGSAPRNPCEETAGPVGS
Sbjct: 61 FSVCYDGAEWVGSAPRNPCEEIAGPVGG 85

>Ches_48, function unknown, 89
Length = 89

Score = 134 bits (492), Expect = 7e-50
Identities = 87/88 (98%), Positives = 88/88 (106%)

Query: 1 MGKNDWTTWRNLIEAELSEYPGETLVHVTPDESVLDVTFYAGYGSPEGPGFTAKTQNRVL 60
MGKNDWTTWRNL TEAELSEYPGETL+HVTPDESVLDVTFYAGYGSPEGPGFTAWTQNRVL
Sbjct: 1 MGKNDWTTWRNLIEAELSEYPGETLIHVTPDESVLDVTFYAGYGSPEGPGFTAKTQNRVL 60

Query: 61 FSVCYDGAEVGSAPRNPCEEIAGPVGG 85
FSVCYDGAEWVGSAPRNPCEETAGPVGS
Sbjct: 61 FSVCYDGAEWVGSAPRNPCEEIAGPVGG 85
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MHMM result
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Sequences producing significant alignments: (bits) Value

VRedHorse_Draft_57, function unknown, 208 425 e-119
Beakin_55, function unknown, 265 207 e-114
Ches_s6, function unknown, 204 374 e-103
Yoshi_65, function unknown, 216 345 se-ss
Madien_51, function unknown, 215 385 le-oa
Chuckly_s6, function unknown, 215 345 1e-oa
Ruby_5@, function unknoun, 215 380 2e-03
MisterCuddles_52, function unknown, 215 380 2e-03
Leozinho_53, Function unknown, 215 380 2e-03
Girr_s2, Function unknown, 215 380 2e-03
Polkal4 52, function unknown, 264 33 e-o3
Job42_55, function unknown, 204 33 le-ol
Yorick_s3, function unknown, 215 33 3e-o1
Shilan_53, function unknown, 215 332 3eo1
Priscilla’s4, function unknown, 215 332 3eo1
Pippy_52, function unknown, 215 332 3eo1
NormanBulbielr_s4, function unknown, 215 332 3eo1
Martik_Draft_s5, function unknown, 215 332 3eo1
Lizziana_68, function unknown, 215 332 3eo1
Lastledi_48, function unknown, 215 332 3eo1
Koella 48, function unknown, 215 332 3eo1
Jarcob_s4, function unknown, 215 332 3eo1
Clifton_49, function unknown, 215 332 3eo1
Cabrinians_s5, function unknown, 215 332 3eo1
Burwel121 52, function unknown, 215 332 3eo1
Brocalys_39, function unknown, 215 32 se-o1
Tootsieroll ss, function unknown, 264 351 e-o1
Ramsey_54, Function unknown, 264 351 ee-o1
Kersh_55, function unknown, 264 326 2e-89
EleanorGeorge_52, function unknown, 215 322 3e-ss
Blexus_51, function unknown, 261 317 se-s7
Whatsapiecost_54, function unknown, 207 316 2e-88
Velveteen_48, Function unknown, 207 316 2e-88
Sarmag24_51, function unknoun, 207 316 2e-88
Rockne_53, function unknown, 267 316 2e-88
PHC_S6, function unknown, 267 316 2e-88
Hova_s4, function unknown, 207 316 2e-88
Kingsley 56, function unknown, 267 316 2e-88
Gandalph_56, Function unknown, 207 316 2e-88
Coco12_52, Function unknoun, 207 316 2e-88
Cerasun_49, Function unknown, 207 316 2e-88
Boomer_58, function unknown, 267 316 2e-88
BigPhil 45, function unknown, 267 316 2e-88

Eish_58, function unknown, 207 516 2e-86
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>Beakin_55
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, function unknoun, 205
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ATDSTKQYCLSFAREFLDDDEFHEL GEFLDTATAEELASHRRHREVTESDL THSTAKARY
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Function unknoun, 204
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‘Sequences producing significantalignments:

Select Al jone Selectead

T Algnments o oo &
Seme | Seae | Cover vahe | e | Acssssin

O bypothetical protein SEA_ BEAKIN._ 55 [Mycobacterium phage Beskin] 343 343 99% 1e-M7 O7.60% LUVKE411

O ge58 (Mycobacterium phage Ches] 309 309 99%

(O hynotheticsl protein FDI59_gr085 [Mycobacterium phage Yoshi] 285 285 99% B8e-95

1 hypothetical protsin SEA MADMEN_ 51 [Mycobacterium phage Madien] 279 279 99% 4e-92

O hypothetical protein I5+422_e058 [Myoobacterium phage Chuckly] 279 279 99% 4e-92

O hypothetical protin I5+43_gp052 [Mycobacterium phage Gir] 277 217 9%% 2e91

O hypothetical protein 1580 9052 [Myoobacterium phage Pokat4] 274 274 9%  3e-90

(O hypotheticsl protein MB09_gr056 [Mycobacterium phage Jobd2] 271 271 99% 3e-89

O hypothetical protein AUOES 9055 (Mycobacterium phage Cabrinizns] 271 2711 9%  3e-89

[0 ge54 [Myoobscteriom ghage Ramsey] 269 269 99% 2088

1 hypothetical protein I5H52_gp055 [Mycobacterium phage Kersh] 264 264 99% 2086

O hypothetical protein I5+32_gp052 [Mycobacterium phage EleanorGeorge] 261 261 99% e85

[0 hypotheticsl protein |5H15_ge051 [Mycobacterium phage Blexus] 255 255 99% 7e-83 78.85% YR (03es47isi

1 hypothetical protein BOOMER_58 [Mycobacterium phage Boomer] 251 251 99% 2e-81 T7594% YP 0020142741

[0 hypotheticsl protein |5H31_gp058 [Mycobscterium phage Eish] 251 251 99% 3e-81 7594% YP 0089684001

O bypothetical protsin 15H10_gp0ST [Mycobacterium phage BobaPhett] 248 248 99% 6e-80 7273% YP 0059548451

O hypothetical protein QUICO 62 [Mycobacterium phage Quico] 243 243 99% 2078 7500% Y 008isdsent

O hypothetical protsin FDGST_ge0ST [Mycobacterium phage Mutaformat3] 242 242 99% T7e-78 73.08% YR 0085913841

1 hypothetical protsin 1569 gp4S (Mycobacterium phage Nimbo] 240 240 99% 1e-76 6B24% Y 008680071

[0 9e48 [Myoobscterium ghage Pacodd] 240 240 99% 1e-76 6824% YP 0020418321

1 hypothetical protein 15H31_gp051 [Mycobacterium phage Seoontil] 238 238 100% 3e-75 67.52% Y 0056626081

[0 hypotheticsl protsin |5H50 gp052 [Mycobscterium phage JuicedSe] 235 235 93% 5e75 73.17% Y 00sesaieri

O hypothetical protein SEA. 358 (Mycobacterium phage Sabbb] 235 235 99% 2e-74 6375% UVKE0S021

1 hypothetical protein I5+H27_ge050 [Myoobacterium phage Dilllech15] 233 233 99% 2e74 00995568.1

[0 hypotheticsl protsin |5HSE gp051 [Mycobscterium phage Whouwxphi] 228 228 99% TeT2 009963336.1

1 hypothetical protein AVVT3 gp050 [Mycobacterium phage CaptainTrips] 28 228 99% 972 005202330.1

7] hypothetical protein CL78 gp0&1 [Mycobacterium phage Avanil 213 213 99% 9e-66 009013156.1
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b See 1 more te(s)

Range 1:1 t0 210 Gerpert Gty

Seore Bt taentites Fositves Gops

285bis(730)  8e-55  173/210(82%)  180/210(85%)  2/210(0%)

Query 1 LRI AL AP LA ERQSUALGDTSLOVADSL e 60
INLVERLNARPWTIOGA. . VDPMLARLERQUSNALGROFGLOY D LUAVEAE
Seice 1 INLVERLAAATINTEDOLALFGONVORYLARLERGISHALGROFGLOTGVLVAVEAE 60
Query 81 e SIGRVSAOPSSTLID s o SNSDILTUONSPIUT 118
Bne S TR 5 Vool SENEreR SNGELYGS
Sejer 81 EEMEPRSSATRSANS ISP ASP S DE QISP 126
Query 115 FOAIDSTHOVCLSFARETLOOOE L GEFLOTATASELASIRREVTESOUTIS A 178

. rOAIDSTKQVC S AREF DODEFMELGEFLOTATAEELAMR+ REV4E DLTM Ia+dA




image463.png
26s6.C

NP 2145341

v b

2RHIA

awve

Name

Protein SRN2; Endosome, Traficking
‘complex, Vps23, Vps28, Vps37, Vacuolar
Protein Sorting, ESCRT protein
complexes, End.

FHA domain-containing protein Fhai
[Mycobacterium tuberculosis H37Rv)

ATP.dependent zinc metalloprotease.
FisH; membrane microdomain
organization, MEMBRANE PROTEIN;
3274 (Escherichia coly

Protein virC2; RibbonHeli-Heli,
Protein, Crown gall tumor, DNA binding
protein; 1.7A (Agrobacterium
tumefaciens) SCOP

Bud ite selction protein 5 nucleation
promoting factor WH2 Domain, Formin,
CONTRACTILE PROTEIN-PROTEIN
BINDING comple

Probablity *  Evalue

4627

036

4006

3608

a2

a0

an

210

Seore.

114

2003

291

26

29

"

e}

53

527

e




image464.png
24 Choose ORF start

Stats 20 ORF Stat 36755 Con C2 O3 Lenoh o

Sekod 1 ORFSwp (E SEnE3 167 B3 18 =
ONFLowgh: 67 3Ewi{sat 443 7o Go9  SpociaWeioh Matix [CainHodum

I
[scaffaw sb [Genomic [Spacer [Final [Sequence of che Region [starc[starz [omr
3 [score |z value [pisvance|score [Upscream of che Scarc |Codon|Posivion [Lengen
[ |-1sss 3177 |12 2353 |ACACCICIGAGGAGCIGEATCE [GTG 36755 627
2 |-s.e3¢ |15 |7 —c.355 |ATCGGIGAATCTTGITGAGCST |TIG |3¢773 €05
3 |-s.as0 22e7 | -3.157 |TTTGAATGCCAGGITIAACAAC (GIG (36794 se8
s |-seis ez 10 -5.505 |CGIGATICATGACGGGCICGCC |TIG  |36ls |se7
s |-s.77s rea |12 -5.610 |GATTCATGACGGGCICGCCITG (GTG |3ele sed
¢ |-s.as7 17m0 7 -5.570 |CGGGCICGCCITGRTGRSTGCT (GTG (36627 sss
7 |-s.as7 1730 10 .13l |GCICGCCTTGGIGGGIGOIGIG (GTG (3630 sz
o |-s.e1s 1eoz 10 -5.505 |GGCGCGCCITGAGCGGCAGECC |ATG (36866 sie
s |-sasi 1s23 e -5.547 | TGCICIGGGCCGIGATIICSST |TIG (3¢S 486
10 |-3.382 2314 20 -3.03¢ |TTTGGACTATGCGGATICICIT |GIG (36517 46s
11 |3.3s2 23us e 5.135 |CTATGCGGATICICITGIGRCT |GTG (36523 459
12 |-2.a53 2745 |10 -3.138 |TCITGIGGCIGIGGAGGCIGAA (GIG (3635 447
13 |-c.evs (o.cos 14 6.22¢ |GGCAGACCCGICATCCACICIC |GTG 36995 387





image465.png
“TMHMM result

# gps2 Length: 209
# gpS2 Number of predicted THHs: @
# gp52 Exp number of AAs in THHS: 0.622950000000001

# gp52 Exp number, first 60 AAs: ©0.62226
# gps2 Total prob of N-in: 0.15354
gps2  THHMN2.0 outside 1 209

‘ppmtogif: computing colormap... ppmtogif: 5 colors found
TMHMM posterior probabilties for gps2

1.2
—

08

06

04

02

[y S——

50 100 150 200
transmembrane inside outside





image466.png
Database: Actinobacteriophage Proteins as of Sep 23, 2022
409,245 sequences; 79,220,126 total letters

Query= gps3
(94 letters)

Distribution of 100 Blast Hits on the Query Sequence

[Mouse-over to show define and scores. Cick to show algnments
Color Key for Alignnent Scores

a0 a0-50

e —
E)





image467.png
Score

Sequences producing significant alignments: (bits) Value

VRedorse_Draft_S8, function unknown, 93 205 2e-53
Yoshi_ss, function unknown, 93 20 1e-s1
Beakin_5§, function unknown, 93 20 1e-s1
Demsculpinboyz_64, function unknoun, 93 19 1es
Chesa_s2, function unknoun, 93 198 3es1
Velveteen 0, function unknown, 93 17 7es1
Seagreen 55, NKF protein, 93 17 7es
Sarmas24 53, function unknown, 93 17 7es
Kingsley 52, function unknown, 93 17 7es
Cocol2_53, function unknown, 93 17 7es
Cerasun_51, function unknown, 93 17 7es
BigPnil 51, function unknown, 93 17 7es
SassyB_39, function unknown, 93 197 ses1
PopTart_43, function unknown, 93 197 se-s1
Krakatai_s2, function unknown, 93 196 1e-se
Royals2015 57, function unknown, 93 1% 2e-s8
EleanorGeorge, 54, function unknoun, 93 196 2e-s8
Gandalph S8, Function unknown, 93 195 leas
Quickiath 6, function unknown, 93 192 eas
Hova_S6, Function unknoun, 93 192 eas
Kinberlium 57, function unknown, 93 192 eas
DREy19_58, function unknoun, 93 192 eas
ByChance_47, function unknown, 93 192 eas
Hadiba_53, function unknown, 93 101 eas
Hanavrat_$3, function unknown, 93 19 se-as
Juicedse_s6, function unknown, 93 190 se-as
Byougenicin_53, function unknoun, 93 189 1e-as
Winouxpnt_S2, function unknoun, 33 189 2e-as
Kersn_57 function unknown, 93 189 2e-as
Fancypants_57, function unknown, 93 189 2e-as
RedBird_Drart 55, function unknoun, 93 189 2e-as
Gigiouidui 51, function unknown, 95 189 2e-as
Dorothy_52, function unknoun, 93 189 2e-as
Ches_sg, function unknoun, 93 189 2e-as
Leozinho_s4, function unknown, 94 158 3e-as
TChen_s5, function unknown, 93 157 se-as
BlueCrab.Draft_61, function unknown, 93 157 oe-as
Ruby_S1, function unknown, 9 15 1e-47
Polljwog_56, function unknown, 93 155 1e-a7
HisterCuddles_53, function unknown, 94 155 1e-a7
Girr_53, funcion unknoun, 9 15 1e-a7
Galactic_s4, function unknown, 93 155 2e-47
0172453, Function unknoun, 93 s 2e-47
Thetagob_sé, function unknown, 93 s 4ear
SuperGrey. 58, function unknown, 93 188 4e-47




image38.png
seeessee e eeEes P

B

Job title: VRHgp4

RID
Query 1D
Description
Molecule type
Query Length

Other reports: bSearch Summary [Taxonomy, reports] [Distance tree of results] [Multiple alignment] [MSA viewer]

6FX154D016 (Expires on 03-16 23:07 pm)

Iel|Query_67028
VRHgpa

amino acid

252

© Graphic Summary

B show Conserved Domains

oty OUw D Teal s Bals

Database Name nr
Description All non-redundant Genank CDS translations+
Program BLASTP 2.13.0+ b Citation

Analyze your query with SmartBLAST

No putative conserved domains have been detected

Distrbution of the top 100 Blast it on 100 subject sequences &
Mouse overto see the tite, iickto show alignments

Color key for alignment scores

m<a0 W40-50  W50-80  MS0-200 00
1 50 100 150 200 250





image468.png
>Yoshi_66, function unknown, 93
Length = 93

Score = 200 bits (508), Expect = le-51
Tdentities = 91/93 (97%), Positives = 91/93 (97%)

Query: 1 MLDRDSKPSWWDNHQTNWADLPVTRNAPHADLOLLKELEDLAELVFTHAESVSHERPFLP 60
MLDRDSKPSWWDNHQTNWADLPVTRNAPHADLDL LKELEDLAELV THAESVSWERPFLP
Sbjct: 1 MLDRDSKPSWWDNHQTNWADLPVTRNAPHADLDLLKELEDLAELVLIHAESVSWFRPFLP 60

Query: 61 PHHWENEPTIWEQUNGDAVVGLLHDYLTEGDAA 33
PHHWENEPTIWEQHNGDAVVGLL DYLTEGDAA
Sbjct: 61 PHHWENEPTIWEQUNGDAVVGLLROYLTEGDAA 83

>Beakin_56, function unknown, 93
Length = 93

Score = 200 bits (508), Expect = le-51
Tdentities = 91/93 (97%), Positives = 91/93 (97%)

Query: 1 MLDRDSKPSWWDNHQTNWADLPVTRNAPHADLOLLKELEDLAELVFTHAESVSHERPFLP 60
MLDRDSKPSWWDNHQTNWADLPVTRNAPHADLDL LKELEDLAELV THAESVSWERPFLP
Sbjct: 1 MLDRDSKPSWWDNHQTNWADLPVTRNAPHADLDLLKELEDLAELVLIHAESVSWFRPFLP 60

Query: 61 PHHWENEPTIWEQUNGDAVVGLLHDYLTEGDAA 33
PHHWENEPTIWEQHNGDAVVGLL DYLTEGDAA
Sbjct: 61 PHHWENEPTIWEQUNGDAVVGLLROYLTEGDAA 83

>Demsculpinboyz_64, function unknown, 93
Length = 93

Score = 199 bits (507), Expect = le-51
Tdentities = 96/93 (96%), Positives = 91/93 (97%)

Query: 1 MLDRDSKPSWWDNHQTNWADLPVTRNAPHADLOLLKELEDLAELVFTHAESVSHERPFLP 60
MLDRDSKPSWWDNHQTNWADLPVTRNAPHADLDL LKELEDLAELV THAESVSWERPFLP
Sbjct: 1 MLDRDSKPSWWDNHQTNWADLPVTRNAPHADLDLLKELEDLAELVLIHAESVSWFRPFLP 60

Query: 61 PHHWENEPTIWEQUNGDAVVGLLHDYLTEGDAA 33
PHHWENEPT+HEQHNGDAVVGLL DYLTEGDAA
Sbjct: 61 PHHWENEPTVAEQUNGDAVVGLLROYLTEGDAA 93

>Chegd_62, function unknown, 93
Length = 93

Score = 198 bits (504), Expect = 3e-51
Tdentities = 96/93 (96%), Positives = 96/93 (96%)
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hypothetical protein FDIS9_gp066 [Mycobacterium phage Yoshi]
Sequence 10: YP_DOSB13970.1 Length: 93 Humber of Hatches: 1
b See 2 more te(s)

Seore Bt Taentities Fasitves Gop
167 birs(23) 1551 si/sa(ss)  si/ssisrse)  0/93(0%)

Query 1 B GTMDLPTRS 1 1L NDGESSITIIELD 60

DRSPS TUADL PVTIPVAOLOLLIELEDLAELY THAESVSUPRDTLE
Shjce 1 MDD QTP TRUHOLOLLXEL DAL AL ST FLD 60
Qury 1 prmETLE RIS 53

Sejer 61 PBIEPTIEGMDANCLLGYL TG 53

hypothetical protein 15102_gp084 [Mycobacterium phage Demsculpinboyz)
Sequence ID: YP_009963767.1 Length: 93 Number of Matches: 1
»See 1 more te(s)

Range 1:1 0 93 Gecbest Gmatis
Seors Bt Taentties Fasitves Gops
167bis(422)  2e-51 S0/33(s7%)  51/s3(37%)  0/33(0%)

Query 1 PSS GTMDLPYTRSN 11 kel L5 NFTRESVSATIZFLD 60

DRSPS STUADL PVTPHIOLOLIELEDLAELY. THAESVSUPRDTL
Shjce 1 ML TRAADLOLEL DAL LL DAL ST PF LD 60
Qury 61 PEDETIEONDAWGLUDVLTEDR 53

Shjes 61 PRBIETMEGMDANCLLGYLTED 53

‘hypothetical protein PBI_CHESD_62 [Mycobacterium phage Chedd]
Sequence ID: NP_8180352 Length: 93 Number of Watches: 1
»See 1 more tls)

Range 1:1 0 93 Gecbest gt
Seors Bt Taentitis Fositves Gops
isbis(415)  4=-S1 50/33(s7%)  S0/s3(36%)  0/33(0%)

Query 1 B GTMDLPTRS 1 el NTRESSITIELD 60

DRSPS UMD VTIAPHAOLOLLIELEDLAELY T ESVSUFRPTLE
Shjce 1 MDD TRUOLOLLXEL DAL TTESSFLD 60
Qury LuonTeam s

Shjet 61 PRUDIETIEROAWCLUDVLTEDR 53
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hypothetical protein N858_gp050 [Mycobacterium phage Velveteen]
Sequence 10: YP_DOB40SSET 1 Length: 93 umber of Hatches: 1
b See 8 more te(s)

Seore Bt Taentties Fositves Gop
164 bits(416) 1e-50  89/93(96%)  90/33(96%)  0/93(0%)
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>Royals2015_58, function unknown, 5@
Length = 56

Score = 95.1 bits (235), Expect = 5e-20
Tdentities = 56/56 (166%), Positives = 56/56 (166%)

Query: 1 MSNTYVFIVSWILGAASATSVFGIRDRSSGTSALALVGIVVAFVLLAVAE 50
MSNTYVFIVSWILGARSATSVFGIRDRSSGTSALALVGIVVAFVLLAVAE
Sbjct: 1 MSNTYVFIVSWILGAASATSVFGIRDRSSGTSALALVGIVVAFVLLAVAE 50

>Cornie_56, function unknown, 56
Length = 56

Score = 95.1 bits (235), Expect = 5e-20
Tdentities = 56/56 (166%), Positives = 56/56 (166%)

Query: 1 MSNTYVFIVSWILGAASATSVFGIRDRSSGTSALALVGIVVAFVLLAVAE 50
MSNTYVFIVSWILGARSATSVFGIRDRSSGTSALALVGIVVAFVLLAVAE
Sbjct: 1 MSNTYVFIVSWILGAASATSVFGIRDRSSGTSALALVGIVVAFVLLAVAE 50

>BlueCrab_Draft_62, function unknown, 56
Length = 56

Score = 95.1 bits (235), Expect = 5e-20
Tdentities = 56/56 (166%), Positives = 56/56 (166%)

Query: 1 MSNTYVFIVSWILGAASATSVFGIRDRSSGTSALALVGIVVAFVLLAVAE 50
MSNTYVFIVSWILGARSATSVFGIRDRSSGTSALALVGIVVAFVLLAVAE
Sbjct: 1 MSNTYVFIVSWILGAASATSVFGIRDRSSGTSALALVGIVVAFVLLAVAE 50

>Beakin_57, function unknown, 56
Length = 56

Score = 95.1 bits (235), Expect = 5e-20
Tdentities = 56/56 (166%), Positives = 56/56 (166%)

Query: 1 MSNTYVFIVSWILGAASATSVFGIRDRSSGTSALALVGIVVAFVLLAVAE 50
MSNTYVFIVSWILGARSATSVFGIRDRSSGTSALALVGIVVAFVLLAVAE
Sbjct: 1 MSNTYVFIVSWILGAASATSVFGIRDRSSGTSALALVGIVVAFVLLAVAE 50

>Trooper_26, tape measure protein, 843
Length = 843

Score = 29.3 bits (64), Expect = 3.0
Tdentities = 11/38 (36%), Positives = 18/38 (66%)
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(131 letters)

Distribution of 100 Blast Hits on the Query Sequence
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VRedHorse_Draft_60, function unknoun, 130 279 2675
Royals2015_59, Function unknown, 130 79 2e7s
Beakin_58, function unknoun, 130 79 2e7s
Bubbles123 53, function unknown, 130 8 3e72
BlueCrab_Dratt_63, function unknown, 130 57 7e72
Latretiun 58, Function unknown, 115 28 3e-se
Wee_59, function unknown, 115 28 3e-se
Tuesty 56, function unknown, 115 28 3e-se
Taj_60, function unknoun, 115 28 3e-se
KriStaRaM_59, function unknown, 115 28 3e-se
Deacp_62, Function unknoun, 115 28 3e-se
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capsid maturation protease [Mycobacterium phage GUmbie]
Sequence 0: YP_009018380.1 Lengin: 251 Nlumber of Matches: 1
»See 24 more ftle(s)

Range 1: 1 to 251 Genpept Grahics

Score Expect Hethod Tdentities  Positives Gaps
478 bits(1229) 22-169 Compositional matrix adjust. 250/251(39%) 251/251(100%) 0/251(0%)

Query 1 MDHacyssataclrrrlle)VSASTSVTLSDSGLOEL TSSVAPVVQAAQESHARNTSVY
DHAEYAAATAELRRRLLEVVS AAUTSVTL SOSGLOEL TSSVAPVVGAAQESHARTSVY
SICt 1 NDMAEVARATAELRRRLLEVVSAANTSVILSDSGLOELTSSVAPVVOAAQE SHARHISVY

QUery 61 IAEVTOQSPVOAVEVSKIRGVPSETVYARPVITARTALSEGKSVAMALRAGIRRIENLAG
TAEVTQQSPVOAVEVSKIRGUPSE TVYARPVLTARTAL SECKSVAAALRAGORRIENLAG
Sbict 61 IAEVIQUSPVQAVEVSKIRGUPSETVYARPVITARTALSEGKSVAAALRAGGRRIENLAG

Query 121 TDLOLAKTHOARASFARSGVQF YRRVLTGNENCANCVTAS THRYRKISLIPTHPCOCOT
TOLQLAKTHGARASF ARSGVQF VRRVL TGNENCA+CVLAS THRVRKIISLIPTHPECOCOT
Sbict 121 TOLQLAKTHOARASFARSGVGFVRRVLTGNENCAL CVEASTHRYRKISLIPTHPCOCOT

Query 11 DVIPPGIDEOTISTELLNETHDOVIAFADTADRCGRAVDYRKL TVTREHEVGPVLAND
DULPPIDEOTISTEL LNET-OOVKAF ADTADRCGRAVDYRKL TVTREHCEVGPVLAURD
Sbjct 131 DVIPPGUDROTISTELLNET-DQVKAFADTADRGGRAVDYRKLIVTRENGEVGPVLANRD

Query 241 QESGPRSIOR 251
QUFSGPRSIGR
Sbict 241 QFSGPRSIOR 251
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et
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HMM result
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Hitlist

Show 25 +  Entries Search:
Aligned Target
Nr Hit Name Probability E-value Score Ss cols Length
1 6VHB_A  Excelsatoxin A; ICK peptide, inhibitor 12.39 120 17.24 0.5 12 36
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>Estavel_68, function unknown, 164

Score

Length = 164

353 bits (905), Expect = le-97

Tdentities = 163/164 (99%), Positives = 163/164 (99%)

Query: 1 MANSPFIQLAEVHTSDWRSRAICTHKDGDIWFLNESGHYVNDAARRICHTCPVQAPCLKF
MANSPFIQLAEVHTSDWRSRATCTHKDGDIWFLNESGHY NDAARRICWTCPVQAPCLKF
Sbjct: 1 MANSPFIQLAEVHTSDWRSRATCTHKDGDIWFLNESGHYTNDAARRICHTCPVQAPCLKF
Query: 61 ALQHNEAGVWGGSEKERARIKRGELAPVKPARFTEKECLOCGEVFEPVTRRARFCSQKC
ALQHNEAGVHGGF SEKERARTKRGELAPVKPARF TEKECLQCGEVFEPVTRRARFCSQKC
Sbict: 61 ALQHNEAGVWGGFSEKERARIKRGELAPVKPARFTEKECLQCGEVFEPVTRRARFCSOKC
Query: 121 KKRAANALRSQPSLKICTQCGGEFMGTYAKTCSHECRRAQRWGA 164

KKRAANALRSQPSLKLCTQGGEFHGTYAKTCSNECRRAQRHGA

Sbjct: 121 KKRAANALRSQPSLKICTQCGGEFMGTYAKTCSNECRRAQRWGA 164

>Daorst_58, WhiB family transcription factor, 164
Length = 164

Score = 353 bits (905), Expect = le-97

Tdentities = 163/164 (99%), Positives = 163/164 (99%)

Query: 1 MANSPFIQLAEVHTSDWRSRAICTHKDGDIWFLNESGHYVNDAARRICHTCPVQAPCLKF
MANSPFIQLAEVHTSDWRSRATCTHKDGDIWFLNESGHY NDAARRICWTCPVQAPCLKF

Sbjct: 1 MANSPFIQLAEVHTSDWRSRATCTHKDGDIWFLNESGHYTNDAARRICHTCPVQAPCLKF

Query: 61 ALQHNEAGVWGGSEKERARIKRGELAPVKPARFTEKECLOCGEVFEPVTRRARFCSQKC
ALQHNEAGVHGGF SEKERARTKRGELAPVKPARF TEKECLQCGEVFEPVTRRARFCSQKC

Sbict: 61 ALQHNEAGVWGGFSEKERARIKRGELAPVKPARFTEKECLQCGEVFEPVTRRARFCSOKC

Query: 121 KKRAANALRSQPSLKICTQCGGEFMGTYAKTCSHECRRAQRWGA 164

KKRAANALRSQPSLKLCTQGGEFHGTYAKTCSNECRRAQRHGA

Sbjct: 121 KKRAANALRSQPSLKICTQCGGEFMGTYAKTCSNECRRAQRWGA 164

>Spikelee_64, WniB family transcription factor, 164
Length = 164

Score =352 bits (904), Expect = le-97
Tdentities = 163/164 (99%), Positives = 163/164 (99%)
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>Tootsieroll 59, function unknown, 161
Length = 161

Score = 332 bits (852), Expect = 2e-91
Tdentities = 161/161 (166%), Positives

161/161 (160%)

Query: 1 MSIDWFAVECAVNGTPHRLNTEERRMLVRRRPKLPEVELARRAHCTVRTIERDRAELPEA
MSIDWFAVECAVNGTPHMRLNTEERRMLVRRRPKLPEVELARRAHCTVRTIERDRAELPEA
Sbjct: 1 MSIDWFAVECAVNGTPHRLNTEERRMLVRRRPKLPEVELARRAHCTVRTIERDRAELPEA

Query: 61  KLOSCPVCGEDAWVTTDGNMEAHPDRLFQECPLSETOWESRIAATVIWLSRRIRSGDSLP
KLQSCPVCGEDAWVTTDGNHEAHPDRL FQECPL SETDHESRTAATVIHL SRRIRSGDSLP.
Sbjct: 61  KLOSCPVCGEDAWVTTDGNMEAHPDRLFQECPLSETOWESRIAATVIWLSRRIRSGOSLP

Query: 121 VWAYLTSLPETERTQLLMAALAGUPDVEDPFAWITELESVA 161
VWAYLTSLPETERTQLLMAALAGUPDVEDPFAWITELESVA
Sbjct: 121 VWAYLTSLPETERTQLLMAALAGUPDVEDPFAWITELESVA 161

>SwagPigglett_63, function unknown, 161
Length = 161

Score = 332 bits (852), Expect = 2e-91
Tdentities = 161/161 (166%), Positives = 161/161 (166%)

Query: 1 MSIDWFAVECAVNGTPHRLNTEERRMLVRRRPKLPEVELARRAHCTVRTIERDRAELPEA
MSIDWFAVECAVNGTPHMRLNTEERRMLVRRRPKLPEVELARRAHCTVRTIERDRAELPEA
Sbjct: 1 MSIDWFAVECAVNGTPHRLNTEERRMLVRRRPKLPEVELARRAHCTVRTIERDRAELPEA

Query: 61  KLOSCPVCGEDAWVTTDGNMEAHPDRLFQECPLSETOWESRIAATVIWLSRRIRSGDSLP
KLQSCPVCGEDAWVTTDGNHEAHPDRL FQECPL SETDHESRTAATVIHL SRRIRSGDSLP.
Sbjct: 61  KLOSCPVCGEDAWVTTDGNMEAHPDRLFQECPLSETOWESRIAATVIWLSRRIRSGOSLP

Query: 121 VWAYLTSLPETERTQLLMAALAGVPDVEDPFAWITELESVA 161
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Database: Actinobacteriophage Proteins as of Sep 23, 2022
409,245 sequences; 79,220,126 total letters
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Distribution of 100 Blast Hits on the Query Sequence

[Mouse-over to show define and scores. Cick to show algnments
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Sequences producing significant alignment: (bits) Value

VRedHorse_Draft_63, function unknown, 93 191 se-as
James_63, WniB Family transcription factor, 93 188 3e-4s
Gandalph_62, WhiB family transcription factor, 93 188 4e-as
EleanorGeorge_68, WniB family transcription factor, 93 188 4e-as
Yorick_s8, WhiB family transcription factor, 93 187 7e-48
Wee_63, WhiB family transcription factor, 93 187 7e-48
SwagPigglett 64, WhiB family transcription factor, 93 187 7e-48
Saal_61, whiB, 93 187 7e-48

Te-48

RockyHorror_66, function unknown, 93 187
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>James_63, WhiB family transcription factor, 93
Length = 93

Score = 188 bits (478), Expect = 3e-48
Tdentities = 91/93 (97%), Positives = 92/93 (98%)

Query: 1 MTLIDLSFHLTAAVEDKHANRDLARCAEVDPEVFFPEKGKSAKPAKRICSRCEVRVECLE 60
MTLSDLSFHL AAVEDKHAWRDLARCAEVDPEVFFPEKGKSAKPAKRICSRCEVRVECLE
MTLLDLSFHLARAVEDKHAWRDLARCAEVDPEVF FPEKGKSAKPAKRICSRCEVRVECLE 60

FALANRENYGVFGGLSEKERRPLLKANGEDQUA 93
FALANRENYGVFGGL SEKERRPLLKANGEDQUA.
Sbjct: 61 FALANRENYGVFGGLSEKERRPLLKANGEDQUA 93

>Gandalph_62, WniB family transcription factor, 93
Length = 93

Score = 188 bits (477), Expect = 4e-48
Tdentities = 91/93 (97%), Positives = 92/93 (98%)

Query: 1 MTLIDLSFHLTAAVEDKHANRDLARCAEVDPEVFFPEKGKSAKPAKRICSRCEVRVECLE 60
MTLIDLSFHL AAVEDKHAWRDLARCAEVDPEVFFPEKGKSAKPAKRICSACEVRVECLE
1 HTLIDLSFHLAAAVEDKHAWRDLARCAEVDPEVFFPEKGKSAKPAKRICSRCEVRVECLE 60

Sbjct

Query: 51 FALANRENYGVFGGLSEKERRPLLKANGEDQUA 93
FALANRENYGVFGGLSE+ERRPLLKANGEDQUA.
Sbjct: 61 FALANRENYGVFGGLSERERRPLLKANGEDQUA 93

>EleanorGeorge_60, WniB family transcription factor, 93
Length = 93

Score = 188 bits (477), Expect = 4e-48
Tdentities = 91/93 (97%), Positives = 92/93 (98%)

Query: 1 MTLIDLSFHLTAAVEDKHANRDLARCAEVDPEVFFPEKGKSAKPAKRICSRCEVRVECLE 60
MTLIDLSFHL AAVEDKHAWRDLARCAEVDPEVFFPEKGKSAKPAKRICSACEVRVECLE
Sbjct: 1 MTLIDLSFMLAAAVEDKHAWRDLARCAEVDPEVFFPEKGKSAKPAKRICSRCEVRVECLE 60

Query: 51 FALANRENYGVFGGLSEKERRPLLKANGEDQUA 93
FALANRENYGVFGGLSE+ERRPLLKANGEDQUA.
61 FALANRENYGVFGGLSERERRPLLKANGEDQVA 93

>Yorick_S8, WniB family transcription factor, 93
Length = 93

Score = 187 bits (475), Expect = 7e-48
Tdentities = 96/93 (96%), Positives = 92/93 (98%)

Query: 1 MTLIDLSFMLTAAVEDKHAWRDLARCAEVDPEVFFPEKGKSAKPAKRICSRCEVRVECLE 60
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TMHMM-2.0
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Tdentities = 51/51 (166%), Positives = 51/51 (166%)

Query: 1 MCVCGHNRSRHRYQUDKFRGRUDTGCDATNYHGPAGHERCHCSEYRDKDEN 51
HCVCGHNRSRHRYQWDKF RGRWDTGCDATNYHGPAGHERCHCSEYROKDEN
Sbjct: 2 MCVCGHNRSRHRYQUDKFRGRUDTGCDATNYHGPAGHERCHCSEYRDKDEN 52

>Mee_65, function unknown, 51
Length = 51

Score = 127 bits (319), Expect = 5e-30
Tdentities = 51/51 (166%), Positives = 51/51 (166%)

Query: 1 MCVCGHNRSRHRYQUDKFRGRUDTGCDATNYHGPAGHERCHCSEYRDKDEN 51
HCVCGHNRSRHRYQWDKF RGRWDTGCDATNYHGPAGHERCHCSEYROKDEN
Sbjct: 1 MCVCGHNRSRHRYQUDKFRGRUDTGCDATNYHGPAGHERCHCSEYRDKDEN 51

>VRedHorse_Draft_65, function unknown, 51
Length = 51

Score = 127 bits (319), Expect = 5e-30
Tdentities = 51/51 (166%), Positives = 51/51 (166%)
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HCVCGHNRSRHRYQWDKF RGRWDTGCDATNYHGPAGHERCHCSEYROKDEN
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Query: 1 MCVCGHNRSRHRYQUDKFRGRUDTGCDATNYHGPAGHERCHCSEYRDKDEN 51
HCVCGHNRSRHRYQWDKF RGRWDTGCDATNYHGPAGHERCHCSEYROKDEN
Sbjct: 2 MCVCGHNRSRHRYQUDKFRGRUDTGCDATNYHGPAGHERCHCSEYRDKDEN 52
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# gpseframel Length: 52

# gpeoFramel Number of predicted THHs: ©
# gpeoframel Exp number of Ads in THHs: ©
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atabase: Actinobacteriophage Proteins as of Sep 23, 2022
409,245 sequences; 79,220,126 total letters

(77 letters)

Distribution of 100 Blast Hits on the Query Sequence
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Sequences producing significant alignments:

Wee_66, function unknown, 76
VRedHorse_Draft_66, function unknown, 76
Taj_66, function unknown, 76

56259, function unknown, 76
sassafras_60, function unknown, 76
Rockne_63, function unknown, 76
Redsird Draft_63, function unknown, 76
PHC_59, function unknown, 76

OWIST2U 62, function unknown, 76
Tnventum_57, function unknown, 76
Dorothy_60, function unknown, 76
Deadp_63, function unknown, 76
Dante_63, function unknown, 76
Boomer_67, function unknown, 76
Poenanya_62, function unknown, 76
Doomphist_62, function unknown, 76
CaptainTrips 59, function unknown, 76
Ramsey_61, function unknown, 76

Zerg 62, function unknown, 76

Ruby_58, function unknown, 76
RockyHorror_63, function unknown, 76
Mozy_71, function unknown, 76
MisterCuddles_60, function unknown, 76
Girr_60, function unknown, 76
Doug_64, function unknown, 76

Rita 63, function unknown, 76
Kersh_64, function unknown, 77
Alexphander_66, function unknown, 76
MinionDave 61, function unknown, 77
Hegedechwinu_62, function unknown, 77
Harley_64, function unknown, 76
Gandalph_65, function unknown, 77
Hades_63, function unknown, 76
Zizzle_66, function unknown, 77
Spoonbill 59, function unknown, 77
RitaG_57, function unknown, 77
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iee_66, function unknown, 76
Length = 76

Score = 143 bits (374), Expect = 3e-36
Tdentities = 76/76 (166%), Positives = 76/76 (166%)

Juery: 1 MVVDTRVITARDDAKAAAAALDDARCALHELLSEGPPLPFLDREALELNLDWSKALSRY 60
VVDTRVITARDDAKARAAALDDARCALHELL SEGPPLPFLDREALELNLDVVSKALSRV
Sbjct: 1 MVVDTRVITARDDAKAAAAALDDARCALHELLSEGPPLPFLDREALELNLDWSKALSRY 60

Juery: 61 DAVIGSLDRLADRWTA 76
DAVIGSLDRLADRWTA
Sbjct: 61 DAVIGSLDRLADRWTA 76

VRedHorse_Draft_66, function unknown, 76
Length = 76

Score = 143 bits (374), Expect = 3e-36
Tdentities = 76/76 (166%), Positives = 76/76 (166%)

Juery: 1 MVVDTRVITARDDAKAAAAALDDARCALHELLSEGPPLPFLDREALELNLDWSKALSRY 60
VVDTRVITARDDAKARAAALDDARCALHELL SEGPPLPFLDREALELNLDVVSKALSRV
Sbjct: 1 MVVDTRVITARDDAKAAAAALDDARCALHELLSEGPPLPFLDREALELNLDWSKALSRY 60

Juery: 61 DAVIGSLDRLADRWTA 76
DAVIGSLDRLADRWTA
Sbjct: 61 DAVIGSLDRLADRWTA 76

Taj_66, function unknown, 76
Length = 76

Score = 143 bits (374), Expect = 3e-36
Tdentities = 76/76 (166%), Positives = 76/76 (166%)

Juery: 1 MVVDTRVITARDDAKAAAAALDDARCALHELLSEGPPLPFLDREALELNLDWSKALSRY 60
VVDTRVITARDDAKARAAALDDARCALHELL SEGPPLPFLDREALELNLDVVSKALSRV
Sbjct: 1 MVVDTRVITARDDAKAAAAALDDARCALHELLSEGPPLPFLDREALELNLDWSKALSRY 60

Juery: 61 DAVIGSLDRLADRWTA 76
DAVIGSLDRLADRWTA
Sbjct: 61 DAVIGSLDRLADRWTA 76
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Query ID Id|Quary_85247 Database Name nr

Description gps1 Description All non-redundant G
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sestaves s, scarfolding protein, 157
Lengtn = 157

Score = 352 bits (1007), Bect = o109
Somniities = 197/157 (195, positives = 197/157 (102%)
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@iDownload - GenPept Graphics

hypothetical protein I5H79_gp062 [Mycobacterium phage Poenanya]
Sequence 10: Y_DOSE1360.1 Lengtn: 76 Humber of Hatches: 1

»See 2 more te(s)

Seors Expect Matno Taenties  positves Gops
106 bits(265) Se-28 Compositionsl matrix adjust. 75/76(33%) 75/76(38%) 0/76(0%)

ey 1 T eSS SISy S0
Seies 1 PNDTRVTAAODAIAGAAAL OMACALPELLSEGPPLSFLOHEALEIMOWSIALSAY 0
Query &1 pavssioRLDNTA 76

Sejer 81 DATGSLORGUTA 76

EiDownioad v GenPept Graphics

hypothetical protein BOOMER_67 [Mycobacterium phage Boomer]
Sequence ID: YP_0020142831 Length: 76 Number of Matches: 1

b See 14 more ite(s)

Seors eepect Mtho: Tamtes  Posives
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Sejes 1 PDTRVITAAODATAAAAAL OMACALPELLSEGPPLSFLOHEALEIMOWSIALSAY 0
Query &1 pavssioRLDNTA 76
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iDowinioad ~ GenPeot Graphics
hypothetical protein SEA_RITA_63 [Mycobacterium phage Rita]
Sequence ID: UVG34684 1 Length: 76 Number of Matches: 1

Seors Expect et Taentiies Pt Gops
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£4 Choose ORF start
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TMHMM result

# gp6l Length: 77
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atabase: Actinobacteriophage Proteins as of Sep 23, 2022
409,245 sequences; 79,220,126 total letters

uery= gp62
(82 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

<ao 40-50

B ——

0 50





image47.png
Job title: VRHgps

RID J6HSUZKDOIR (Expires on 09-16 23:30 pm)

Query ID Icl|Query_52355 Database Name nr
Description VRHgps Description All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environments
Molecule type amino acid Program BLASTP 2.13.0+ b Citation

Query Length 138

Other reports: bSearch Summary [Taxonomy, reports] [Distance tree of results] [Multiple alignment] [MSA viewer]

Analyze your query with SmartBLAST
) Graphic Summary

B show Conserved Domains

Putative conserved domains have been detected, click on the image below for detailed results.
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Distrbution of the top 100 Blast it on 100 subject sequences &
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Sequences producing significant alignments: (bits) Value
VRedtorse_Draft_67, function unknown, 81 178 6e-as
Thanisky_7@, function unknown, 34 172 6e-as
Sparkdehlily 7@, function unknown, 81 172 6e-as
Plumbus_65, Function unknown, 81 172 e-as
4illeniumForce 66, function unknown, 81 172 e-as
Hantra_59, function unknown, 81 172 e-as
JuiceaS6_64, function unknown, 81 172 e-as
JalFarm2p_76, function unknown, 81 172 e-as
Beakin_64, function unknown, 81 172 e-as
B0bi_67, function unknown, 84 172 2e-s3
satiatus_61, function unknown, 81 172 2e-s3
SuperGrey_66, function unknown, 81 172 3e-s3
Hozy_72, Function unknown, 81 172 3e-s3
enuhas_60, function unknown, 81 172 3e-s3
dades_62, function unknown, 81 172 3e-s3
DillTech1s_60, function unknown, 81 170 1e-22
Ovechkin_63, function unknown, 92 169 2e-a2
156 _Draft_59, function unknown, 92 168 2e-22
uee 67, Function unknown, 80 168 e-22
Taj_67, function unknown, 30 168 e-22
eadp_69, function unknown, 80 168 e-22
Arcusingelus_65, function unknown, 30 168 4e-42
Zapner_76, function unknown, 81 167 se-a2
Stnnes_61, function unknown, 81 167 se-a2
Shauna1 61, function unknown, 81 167 se-a2
Quico_71, function unknown, 81 167 se-a2
Phanphagia_59, function unknown, 51 167 Se-42
4ilanagonita_53, function unknown, 81 167 se-a2
telissaurens3_61, function unknown, 81 167 se-a2
ristaRan_66, function unknown, 81 167 se-a2
yabbawokkie 77, function unknown, 81 167 Se-a2
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>Toanisky_7@, function unknown, 84
Length = 84

Score = 174 bits (441), Expect = 6e-44
Tdentities = 81/81 (166%), Positives = 81/81 (166%)

Query: 1 MSTETQNLTWEWFTGFVGPGRHRAVLPGDRRNAKINPSDVAGDFRWSVEDNTCALVLAWG 68
HSTETONL TWEWFTGFVGPGRURAVLPGDRRNAWINPSDVAGDF RWSVEDNTCALVLAWG
Sbjct: 4 MSTETQNLTWEWFTGFVGPGRHRAVLPGDRRNAKINPSDVAGDFRHSVEDNTCALVLAWG 63

Query: 61 YEETLDAAMARRARAAREVTE 81
VEETLDAAMARAAAAAAEVTE
Sbjct: 64 YEETLDAAMARAAARAAEVTE 84

>Sparkdehlily 7@, function unknown, 81
Length = 81

Score = 174 bits (441), Expect = 6e-44
Tdentities = 81/81 (166%), Positives = 81/81 (166%)

Query: 1 MSTETQNLTWEWFTGFVGPGRHRAVLPGDRRNAKINPSDVAGDFRWSVEDNTCALVLAWG 68
HSTETONL TWEWFTGFVGPGRURAVLPGDRRNAWINPSDVAGDF RWSVEDNTCALVLAWG
Sbjct: 1 MSTETQNLTWEWFTGFVGPGRHRAVLPGDRRNAKINPSDVAGDFRHSVEDNTCALVLAWG 68

Query: 61 YEETLDAAMARRARAAREVTE 81
VEETLDAAMARAAAAAAEVTE
Sbjct: 61 YEETLDAAMARRAARAREVTE 81

>Plumbus_65, function unknown, 81
Length = 81

Score = 174 bits (441), Expect = 6e-44
Tdentities = 81/81 (166%), Positives = 81/81 (166%)

Query: 1 MSTETQNLTWEWFTGFVGPGRHRAVLPGDRRNAKINPSDVAGDFRWSVEDNTCALVLAWG 68
HSTETONL TWEWFTGFVGPGRURAVLPGDRRNAWINPSDVAGDF RWSVEDNTCALVLAWG
Sbjct: 1 MSTETQNLTWEWFTGFVGPGRHRAVLPGDRRNAKINPSDVAGDFRHSVEDNTCALVLAWG 68

Query: 61 YEETLDAAMARRARAAREVTE 81
VEETLDAAMARAAAAAAEVTE
Sbjct: 61 YEETLDAAMARRAARAREVTE 81
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D KEHSABCS013 (Expires on 10-02 03:44 am)

Query ID Idl|Query_81125 Database Name nr

Description gp62| Description All non-redundant GenBank

Molecule type amino acid excluding environmental s
Query Length 82 Program BLASTP 2.13.0+ b Citation

Other reports: > Search Summary [Taxonomy_reports] [Distance tree of results] [Muliple alignment] [MSA viewer]
Analyze your query with SmartBLAST

sraphic Summary

> Show Conserved Domains

No putative conserved domains have been detected

Distribution of the top 49 Blast Hits on 49 subject sequences &
Mouse over to see the title, click to show alignments
Color key for alignment scores
[ B W40-50 Wso-80 MWso-200  M>=200
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‘Sequences producing significant alignments:
Select: All None Selected:0

T Alignments cs Dis s M gnme )
Max | Total Query E | Per
Description Score Seare Cove valus | Iceme | ACCeSSHn

O hypothetical protein PBI WEE_67 [Mycobacterium phage Wee] 140 140 98% 3e41 96.30% YP 0041238891
O hypotnetical protein 15H95_gp070 [Wycobacterium phage TDaniskyl 133 139 98% Se41 100.00% YP 0099530491
O hypothetical protein SEA SPARKDEHLILY_70 [Wycobacterium phage Sparkdehiilyl 139 139 98% Ge41 100.00% YP 0001872261
O hypothetical protein PBI_BOBI_67 [Mycobaderium phage Bobi] 139 139 98% 1ed0 98.77% YP 0084000241
O hypothetical protein 15H14_gp061 [lycobacterium phage Batiatus] 138 138 98% 1ed0 98.77% YP 0009546431
O hypothetical protein BOOMER_68 [Mycobadterium phage Boomer] 138 138 95% 2e40 9872% YP 0020142841
O hypothetical protein CL94_gp050 [Mycobacterium phage SG4 138 138 95% 2e40 98.72% YP 0000132621
O hypothetical protein AWV73_gp0B [Mycobacterium phage CaptainTrips] 137 137 98% 3e40 95.06% YP_000202340.1
O hypothetical protein FGG28_gp072 [Mycobacterium phage Mozl 137 137 98% 4ed0 98.77% YP 0006372121
O hypothetical protein PBI HADES_64 [Mycobacterium phage Hades] 137 137 98% Se40 98.77% YP 0001252431
O hypothetical protein RAMSEY._62 [Wycobacterium phage Ramsey] 136 136 95% Bed0 97.44% YP 0022418401
O hypothetical protein SEA RITA 64 [Wycobacterium phage Rital 136 136 80% 1e39 96.97% UVG34685.1

O hypothetical protein I5H27_gp060 [Mycobaderium phage DillTech15] 135 135 98% 1e39 97.63% YP 0009550781
O hypothetical protein PBI_OVECHKIN_63 [Mycobaderium phage Ovechkin] 136 136 98% 2e39 96.30% YP 000211227
O hypothetical protein FRUITLOOP_59 Mycobacterium phage Fruitiooo] 134 134 98% 8039 9630% YP 0022417441
O hypothetical protein FGG38_gp58 [Mycobacterium phage DotProduct] 134 134 98% B8e39 95.06% YP_000638410.1
O hypothetical protein AT13_gp082 [Mycobacterium phage Bipolar] 134 134 98% 1e38 95.06% YP_000200689.1
O hypothetical protein I5H18_gp059 [Mycobacterium phage Bubbles123] 132 132 80% 3e38 95.45% YP 0009550711
O hypotneical protein HWB60_gp064 [Wycobacterium phage TChen] 132 132 98% 3e38 9630% YP 0093330201
O hypothetical protein FGG21_gp058 [Mycobacterium phage DLane] 132 132 80% 4e38 95.45% YP 0006364711
O hypothetical protein 15H72_gp068 [Mycobacterium phage Ogopoge] 132 132 98% 5e38 95.06% YP 0009506441
O hypothetical protein I5H22_gp066 [ycobaderium phage Chucklyl 132 132 80% 6e38 93.94% YP 0009554741
O hypothetical protein 15H37_gp061 [Mycobacterium phage Filuzino] 131 131 98% 7e-38 95.06% YP 0099570501
O hypothetical protein I5H21_gp062 [Mycobacerium phage Byougenkin] 132 132 80% 7e38 93.94% YP_000955360.1
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hypothetical protein PBI_WEE_67 [Mycobacterium phage Wee]
Sequence ID: YP_004123889.1 Length: 80 Number of Matches: 1

> See 7 more title(s)

Range 1:1t0 80 GenPept Graphics

Score. Expect Method Tdentities  Positives  Gaps
140 bits(352) 3e-41 Compositional matrix adjust. 78/81(96%) 78/81(96%) 1/81(1%)

Query 1 MSTETQNLTWEWFTGFVGPGRWRAVLPGDRRNAWINPSOVAGDFRWSVEDNTCALVLAWG 60
MSTETONL TWEWF TGFVGPGRWRAVLPGDRRNAWINPSDVAGDF RWSVEDNTCALVLAWG
Sbjct 1 MSTETONLTWEWFTGFVGPGRWRAVLPGDRRNAWINPSDVAGDFRWSVEDNTCALVLAWG 60

Query 61 YEETLDaamazaaaaasEVIE 81
YEETLD A ARRARRAEVTE
Sbjct 61 VEETLD-AAMAAAAAMAEVTE 80

BIDownload v GenPept Graphics
hypothetical protein I5H95_gp070 [Mycobacterium phage TDanisky]
Sequence ID: YP_009963049.1 Length: 84 Number of Matches: 1
> See 1 more title(s)

Range 1:4 to 84 Genpept Graphics
Score. Expect Method Tdentities  Postves  Gaps
139 bits(351) Se-41 Compositional matrix adjust. 81/81(100%) 81/81(100%) 0/81(0%)

Query 1 MSTETQNLTWEWFTGFVGPGRWRAVLPGDRRNAWINPSOVAGDFRWSVEDNTCALVLAWG 60
MSTETONL TWEWF TGFVGPGRURAVL PGDRRNAWINPSDVAGDF RWSVEDNTCALVLAWG
Sbjct 4  MSTETONLTWEWFTGFVGPGRWRAVLPGDRRNAWINPSDVAGDFRWSVEDNTCALVLAWG 63

Query 61 YEETLDaamazaaaassEVIE 81
VEETLDARMARRRRRRAEVTE
Sbjct 64 VEETLDAAMAAAAAAMAEVTE 84

[EIDownload v GenPept Graphics
hypothetical protein SEA_SPARKDEHLILY_70 [Mycobacterium phage Sparkdehiiy]
Sequence ID: YP_009187226.1 Length: 81 Number of Matches: 1
> See 9 more title(s)

Range 1:1to 81 GenPept Graphics
Score. Expect Method Tdentities  Postves  Gaps
139 bits(350) 6e-41 Compositional matrix adjust. 81/81(100%) 81/81(100%) 0/81(0%)

Query 1 MSTETONLTWEWETGFVGPGRWRAVLPGDRRNAWINPSDVAGDERWSVEDNTCALVLAWG 60
MSTETONL TWEWF TGFVGPGRURAVLPGDRRNAWINPSDVAGDF RWSVEDNTCALVLAWG
Sbjct 1 MSTETONLTWEWFTGFVGPGRWRAVLPGDRRNAWINPSDVAGDFRWSVEDNTCALVLAWG 60

Query 61 YEETLDaamazaaaassEVIE 81
VEETLDARMARRRRRRAEVTE
Sbjct 61 VEETLDAAMAAAAAAMAEVTE 51




image553.png
Hit

38D E

218

2Ka9 A

UPF0339 protein NMB1088; alpha-beta
protein, Structural Genomics, PSL.2, Protein
Structure Initative, Northeast Structu

UPF0339 protein Atu0232; protein of
‘unknown function, swapped dimer PSI2,
structural genomics, unknown function,
protel

UPF0339 protein S0_3888; solution NMR.
structure, STRUCTURAL GENOMICS,
'UNKNOWN FUNCTION, PS1.2, Potein
Structure Iitat

a3

s0s3

n

Evalue *

82

"

16

286

53

Aligned

cols

a

Target

18




image554.png
24 Choose ORF stat

Stats: 7 ORF Stat : 40268 Con G2 D Lengh L
Sekcled: 1 DRFSwp 4052 SEnd[E67 33 1000 s

ONF Lowgh: 2% 3Ewi|e10 579 Go8 a5 SpaciaWeioh Matix [CainHodum
I I I 1
Scafgaw 50 [cenomic [Spacer [rina1 [Sequence o the megion [searc|scers [omr
§ [score |2 vatue [istance|Score [Upstresm of the Start _|Codon|Posision [Eengen
[ J-s2s1 [1ees e <575 _|coTTceatcooToocoocAs [oTc[a02es 255
s 228 201 1 “s.010corTcecceacaceTcaacace |aTc 40277 2de
s cases zast 1 “s.584 | COCGTGGATCAATCCOTCCGAT (TG 40334 125
s came reso 1 coacarcaceTeTocecToeTr TIe40ass |7
o e s cocoTococeTaToaGcarACe TG 404es (54
¢ -ssas 1o 1 “c.215 ToccamacoTIcaaceccece |ATc 4o4sl 4z
+ -e.oss lo.ses s s leosu 12





image555.png
TMHMM result

# gp62 Length: 82
# gp62 Number of predicted THHs: @

# gp62 Exp number of AAs in THHs: 0.08381

# gp62 Exp number, first 60 AAs: 0.0366

# gp62 Total prob of N-in: 0.45450
gp62  THHW2.0 outside 1 =

ppmtogif: computing colormap... ppmtogif: 5 colors found
TMHMM posterior probabiltes for gp62

1.2
S |

1
0.8
£z
3 os
g
0.4
0.2
[

10 20 30 40 50 60 70 80
transmembrane inside outside





image556.png
Database: Actincbacteriophage Proteins as of Sep 38, 2022
409,237 sequences; 79,220,003 total letters

Query= gps3
(294 Letters)

Distribution of 100 Blast Hits on the Query Sequence

387061 VRedHorse_Draft_68, function unknown, 293..5= 584 E=8e-167

Color Key for Alignnent Scores

<ao 40-50

leli1_|

100 150 200 250





image48.png
‘Sequences producing significant alignments:
Select Al None Selected0

sestilging pectein [Myssbscteriom phsos Hiusitazi)

7 Algnments ry
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O scaffolding protein [Mycobadterium phage Bubbles123] 390 390 99% 2e-136 99.49% YP 0099550171

O scaffolding protein [Mycobadterium phage MadMen] 389 389 99% 3e-136 99.49% UAW0S4831

O scaffolding protein IMycobacterium phage Sparkdehlily] 389 389 99% 3e-136 99.49% yP 0091871611
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Sequences producing significant alignments: (bits) Value

VRedHorse_Draft_68, function unknown, 293 584 e-167
Hoonbean_63, AfA-ATPase, 293 582 e-166
Enma_66, AMA-ATPase, 293 582 e-166
Royals2015_67, AMA-ATPase, 293 582 e-166
Ogopogo_69, ARA-ATPase, 293 582 e-166
Demsculpinboyz_77, ARA-ATPase, 293 582 e-166
Ches_69, Aaa-ATPase, 293 581 e-166
Whatsapiecost_64, ARA-ATPase, 293 581 e-166
Yorick_63, AMA-ATPase, 293 580 e-166
Saal 66, AdA ATPase, 293 580 e-166
Pollywog 65, ARA-ATPase, 293 580 e-166
OlympiaSaint_66, AMA-ATPase, 293 580 e-166
Mattes_68, ARA-ATPase, 293 580 e-166
Lizziana_76, AMA-ATPase, 293 580 e-166
James_68, ARA-ATPase, 203 580 e-166
Gorge_63, AMA-ATPase, 293 580 e-166
Tchen_65, function unknown, 293 580 e-165
Fancypants_66, ARA-ATPase, 293 580 e-165
Simranz1 65, AdA ATPase, 293 578 e-165
Phasih_62, Asa-ATPase, 293 578 e-165
Wachhund_65, AAA-ATPase, 293 578 e-165
GUnbie_62, AdA ATPase, 293 578 e-165
Eradicator_57, AMA-ATPase, 293 578 e-165
Buzzlyseyear_70, AAA ATPase, 293 578 e-165
Squirty_66, AAA ATPase, 293 578 e-165
Seabastian_69, AdA-ATPase, 293 578 e-165
OfUltron_69, AdA-ATPase, 293 578 e-165
Modragons_67, ARA-ATPase, 293 578 e-165
Llama_68, A2A ATPase, 293 578 e-165
Latretiun 66, AMA-ATPase, 293 577 e-165
Ochi17_67, AdA-ATPase, 293 577 e-164
Zapner_77, Ada-ATPase, 293 574 e-164
Mantra_60, function unknown, 293 572 e-164
Jabbawokkie 78, AAA-ATPase, 293 572 e-164
DillTech1s_61, function unknown, 293 572 e-164
Wee_63, ARA-ATPase, 293 553 e-163
Taj_63, AMA ATPase, 293 553 e-163
Deadp_70, AdA ATPase, 293 553 e-163
Hozy 73, Ada-ATPase, 293 572 e-163

VoihiL 75, ARA-ATPasE, 293 S5 e
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>Moonbean_63, AAA-ATPase, 203
Length = 203

Score = 582 bits (1501), Expect = e-165
Tdentities = 291/293 (99%), Positives = 293/293 (166%)

Query: 1 MSLSFKPATREASYARIALSGPSGSGKTYTALALGTALADKVAVIDTERGSASKYVGLIG
MSLSFKPATREASYARIALSGPSGSGKTYTALALGTALADKVAVIDTERGSASKYVGLNG
Sbjct: 1 MSLSFKPATREASYARIALSGPSGSGKTYTALALGTALADKVAVIDTERGSASKYVGLG

Query: 61 WQFDTVQPDSFSPLSLVELLGLAAGGEYGCVIVDSLSHYWMGVDGHLEQADRHAVRGNTE
WQFDTVQPDSF SPLSLVEL LGLAAGGEYGCVIVDSLSHYWMGVDGHLEQADRHAVRGNTF
Sbict: 61 WQFDTVQPDSFSPLSLVELLGLAAGGEYGCVIVDSLSHYMGVDGHLEQADRHAVRGNTF

Query: 121 AGHKEVRPDERRMIDALVSYPGHVIVTMRSKTEYVIEENERGKKTPRKVGHKPEQRDGIE
~AGHKEVRPDERRMIDALVSYPGHVIVTMRSK TEYVIEENERGKK TPRKVGMKPEQRDGTE
Sbict: 121 AGHKEVRPDERRMIDALVSYPGHVIVTMRSKTEYVIEENERGKKTPRKVGHKPEQRDGIE

Query: 181 YEFDVVGDLDHDNTLTVVKSRIHTLAKAVVPHPGEEFAHQIRDHLSDGARIPTVAEYRKQ
'YEFDVVGDLDHDNTLTVVKSRIHTLAKAVVPHPGEEF AHQTRDHLSDGAR+PTVAEYRKQ
Sbict: 181 YEFDVVGDLDHDNTLTVVKSRIHTLAKAVVPMPGEEFAHQIRDHLSDGARVPTVAEYRKQ

Query: 241 ALAAETREELKSLYDEVAGHKLTVAPTVDRDGNSTVLGDLITDLAREMKRAEA 293
ALAAETREELKSLYDEV+GHKL TVAPTVDRDGNSTVLGDLITDLAREMKRAEA
Sbjct: 241 ALAAETREELKSLYDEVSGHKLTVAPTVDRDGNSTVLGDLITDLAREMKRAEA 293

>Emma_66, AAA-ATPase, 203
Length = 203

Score = 582 bits (1501), Expect = e-165
Tdentities = 291/293 (99%), Positives = 293/293 (166%)

Query: 1 MSLSFKPATREASYARIALSGPSGSGKTYTALALGTALADKVAVIDTERGSASKYVGLIG
MSLSFKPATREASYARIALSGPSGSGKTYTALALGTALADKVAVIDTERGSASKYVGLNG
Sbjct: 1 MSLSFKPATREASYARIALSGPSGSGKTYTALALGTALADKVAVIDTERGSASKYVGLG

Query: 61 WQFDTVQPDSFSPLSLVELLGLAAGGEYGCVIVDSLSHYWMGVDGHLEQADRHAVRGNTE
WQFDTVQPDSF SPLSLVEL LGLAAGGEYGCVIVDSLSHYWMGVDGHLEQADRHAVRGNTF
Sbict: 61 WQFDTVQPDSFSPLSLVELLGLAAGGEYGCVIVDSLSHYMGVDGHLEQADRHAVRGNTF

Query: 121 AGHKEVRPDERRMIDALVSYPGHVIVTMRSKTEYVIEENERGKKTPRKVGHKPEQRDGIE
~AGHKEVRPDERRMIDALVSYPGHVIVTMRSK TEYVIEENERGKK TPRKVGMKPEQRDGTE
Sbict: 121 AGHKEVRPDERRMIDALVSYPGHVIVTMRSKTEYVIEENERGKKTPRKVGHKPEQRDGIE

Query: 181 YEFDVVGDLDHDNTLTVVKSRIHTLAKAVVPHPGEEFAHQIRDHLSDGARIPTVAEYRKQ
'YEFDVVGDLDHDNTLTVVKSRIHTLAKAVVPHPGEEF AHQTRDHLSDGAR+PTVAEYRKQ
Sbict: 181 YEFDVVGDLDHDNTLTVVKSRIHTLAKAVVPMPGEEFAHQIRDHLSDGARVPTVAEYRKQ

Query: 241 ALAAETREELKSLYDEVAGHKLTVAPTVDRDGNSTVLGDLITDLAREMKRAEA 293
ALAAETREELKSLYDEV+GHKL TVAPTVDRDGNSTVLGDLITDLAREMKRAEA
Sbjct: 241 ALAAETREELKSLYDEVSGHKLTVAPTVDRDGNSTVLGDLITDLAREMKRAEA 293
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ATP-pinding protein [Mycobacterium phage Ogopogo]
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TMHMM result
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Database: Actinobacteriophage Proteins as of Sep 38, 2022
409,237 sequences; 79,220,003 total letters

Query= gps4long
(121 letters)

Distribution of 100 Blast Hits on the Query Sequence
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Galactic_64, HNH endonuclease, 120
Length = 126

Score = 249 bits (635), Expect = 2e-65
Tdentities = 114/126 (95%), Positives = 117/126 (97%)

uery: 1 MSRRNTGFPPEVKELTHTRAQGRCERCGEVASDATAHHRRPRGLGGSRRVDTNVASNGLH 66
MSRR TGFPPEVKELIWTRA GRCERCGEYASDATAHHRRPRGLGGSRRVDTNVASNGLY
Sbjct: 1 MSRRFTGFPPEVKELTHTRAHGRCERCGEYASDATAHHRRPRGLGGSRRVDTNVASNGLH 66

Juery: 61 ACGACHRWAESYRAQAFAEGHLVRQTQSPIEIPVLYRGQHVLLODDGNTYRIPNPVEATQ 120
ACGACHRWAESYRAQAF A+GHlLURQTQSPT+IPVLYRGOWVLLDDDGNTYRIPHPVEA +
Sbjct: 61 ACGACHRWAESYRAQAFADGHLVRQTQSPIQIPVLYRGQHVLLODDGNTYRIPNPVEAAK 120

Sou122_71, HIH endonuclease, 126
Length = 126

Score = 248 bits (633), Expect = 3e-65
Tdentities = 115/126 (95%), Positives = 116/126 (96%)

uery: 1 MSRRNTGFPPEVKELTHTRAQGRCERCGEVASDATAHHRRPRGLGGSRRVDTNVASNGLH 66
MSRR TGFPPEVKELTW+RA GRCERC EVASDATAHHRRPRGLGGSRR DTNVASNGLW
Sbjct: 1 MSRRFTGFPPEVKELTHSRAHGRCERCNEYASDATAHHRRPRGLGGSRRODTNVASNGLH 66

Juery: 61 ACGACHRWAESYRAQAFAEGHLVRQTQSPIEIPVLYRGOHVLLODDGNTYRIPNPVEATQ 120
ACGACHRWAESYRAQAFAEGHLVRQTQSPIETPVLYRGOVLLDDDGNTYRIPNPVEATQ
Sbjct: 61 ACGACHRWAESYRAQAFAEGHLVRQTQSPIEIPVLYRGQHVLLDDDGNTYRIPNPVEATQ 120

Hades_66, HNH homing endonuclease domain protein, 126
Length = 126

Score = 248 bits (632), Expect = 4e-66
Tdentities = 115/126 (95%), Positives = 115/126 (95%)

uery: 1 MSRRNTGFPPEVKELTHTRAQGRCERCGEVASDATAHHRRPRGLGGSRRVDTNVASNGLH 66
MSRR TGFPPEVKELTW RA GRCERC EVASDATAHHRRPRGLGGSRR DTNVASNGLW
Sbjct: 1 MSRRFTGFPPEVKELTWERAHGRCERCNEYASDATAHHRRPRGLGGSRREDTNVASNGLI 66

Juery: 61 ACGACHRWAESYRAQAFAEGHLVRQTQSPIEIPVLYRGOHVLLODDGNTYRIPNPVEATQ 120
ACGACHRWAESYRAQAFAEGHLVRQTQSPIETPVLYRGOVLLDDDGNTYRIPNPVEATQ
Sbjct: 61 ACGACHRWAESYRAQAFAEGHLVRQTQSPIEIPVLYRGQHVLLDDDGNTYRIPNPVEATQ 120

Beakin_66, HIH endonuclease, 126
Length = 126

Score

248 bits (632), Expect
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HNH endonuclease [Mycobacterium phage Galactic]
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Database: Actinobacteriophage Proteins as of Sep 30, 2022
409,237 sequences; 79,220,003 total letters

Query= gp64s
(90 letters)

Distribution of 85 Blast Hits on the Query Sequence

[Mouse-over to show define and scores. Cick to show algnments

Color Key for Aliganent Scores

Lol e —

Score €
Sequences producing significant alignments: (bits) Value

VRedHorse_Draft_70, function unknown, 89 189 2e-a8
UncleRicky_66, Function unknown, 89 189 2e-as
Phatniss_63, function unknoun, &9 189 2e-as
Lorde_67, function unknoun, & 189 2e-as
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>UncleRicky_66, function unknown, 89
Length = 89

Score = 189 bits (479), Expect = 2e-45
Tdentities = 89/89 (166%), Positives = 89/89 (166%)

Query: 1 MNRPVFYVDQKEDLEKGTFHWTVATSNGRTILTSEMYSRRRDARKAARSFIGNIGDVPVS 68
HNRPVEYVDOKEDL EKGTFWWTVATSHGRT 1L TSEMYSRRRDARKAARSF IGNIGDVPVS.
Sbjct: 1 MNRPVFYVDQKEDLEKGTFHHTVATSNGRTILTSEMYSRRRDARKAARSF IGNIGDVPVS 66

Query: 61 FRYFNPNREQUEERFSVGHAMSDSREWYA 89
FRYENPNREQUEERFSVGHHMSDSREWYA
Sbjct: 61 FRYFNPNREQVEERFSVGHAMSDSREWYA 89

>Phatniss_65, function unknown, 89
Length = 89

Score = 189 bits (479), Expect = 2e-45
Tdentities = 89/89 (166%), Positives = 89/89 (166%)

Query: 1 MNRPVFYVDQKEDLEKGTFHWTVATSNGRTILTSEMYSRRRDARKAARSFIGNIGDVPVS 68
HNRPVEYVDOKEDL EKGTFWWTVATSHGRT 1L TSEMYSRRRDARKAARSF IGNIGDVPVS.
Sbjct: 1 MNRPVFYVDQKEDLEKGTFHHTVATSNGRTILTSEMYSRRRDARKAARSF IGNIGDVPVS 66

Query: 61 FRYFNPNREQUEERFSVGHAMSDSREWYA 89
FRYENPNREQUEERFSVGHHMSDSREWYA
Sbjct: 61 FRYFNPNREQVEERFSVGHAMSDSREWYA 89

>Lorde_67, function unknown, 89
Length = 89

Score = 189 bits (479), Expect = 2e-45
Tdentities = 89/89 (166%), Positives = 89/89 (166%)

Query: 1 MNRPVFYVDQKEDLEKGTFHWTVATSNGRTILTSEMYSRRRDARKAARSFIGNIGDVPVS 68
HNRPVEYVDOKEDL EKGTFWWTVATSHGRT 1L TSEMYSRRRDARKAARSF IGNIGDVPVS.
Sbjct: 1 MNRPVFYVDQKEDLEKGTFHHTVATSNGRTILTSEMYSRRRDARKAARSF IGNIGDVPVS 66

Query: 61 FRYFNPNREQUEERFSVGHAMSDSREWYA 89

FRYENPNREQUEERFSVGHHMSDSREWYA
Sbjct: 61 FRYFNPNREQVEERFSVGHAMSDSREWYA 89

>LL

63, function unknoun, 89
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hypothetical protein CL68_gp064 [Mycobacterium phage Drago]
Sequence 1D: YP_009016147 1 Length: 89 Humber of Matches: 1
»See 10 more ftle(s)

Range 1: 1089 GenPept Graphics
160 bits(405) 4e-43 Compositional matrix adjust. 89/83(100%) 53/83(100%) 0/83(0%)

Query 1 HNRPVFYVDOKEDLEKGTEMNTVATSNGRTILTSENYS 1 darksar SFIGNTGDUPYS 60
EPUFVDOKEDL EKCTEUMTVATSIGRTIL TSENVSRRRDARKAARSF ICNICOVPYS
Sbjct 1 HNRPUFYVDQKEDLEKGTFIAITVATSUGRTTLTSEINSRRRDARKAARSF IGNTCOUPVS 60

Query L ERVENPNREQUEERESGNMISOSREWYA 59
ERVENPREQUEERFSUGHSOSRELVA
Sbict L FRVFNPNREQUEERFSVGMISOSREWYA 59

E¥Download v GenPept Graphics

hypothetical protein 15H13_gp068 [Mycobacterium phage ArcusAngelus]
Sequence ID: YP_009954547 1 Length: 89 Humber of Matches: 1
»See 1 more ftle(s)

Range 1: 1£089 Genpept Graphics
157 bits(398) 5e-48 Compositional matrix adjust. 55/83(99%) 58/83(38%) 0/83(0%)

Query 1 HNRPVEYVDOKEDLEKGTEWNTVATSNGRTILTSENYS 1 darksar SEIGNIGDUPYS 60
IRPUF VDGKEDL EKCTFLLTVATSIGRTILTSENSRRRDARKAARSFICNICOVPYS
Sbict 1 HNRPUFYVDQKEDLEKGTFITVATSNGRTILTSENSRRRDARKAARSF IGNIGDUPYS 50

Query L FRYENPIREQUEERFSVGHAISOSREWYA 59
ERVEN NREQUEERESVGHASDSREMYA
Sbict L FRVFNRNREQUEERFSVGLASOSREMA 59

jDownioad v GenPept Graphics
hypothetical protein 15H42_gp069 [Mycobacterium phage Gandalph]
Sequence ID: YP_0099575811 Length: 89 Humber of Matches: 1

»See 3 more ftle(s)

Range 1: 1£089 Genbept Graphics
145 bits(376) 1e-44 Compositional matrix adjust. 83/83(93%) 85/83(35%) 0/83(0%)

Query 1 HNRPVFYVDOKEDLEKGTENTVATSNGRTILTSENYS rr darksarSFIGNTGDUPYS 60
NRPVFYVDGKEDLEKGTFUMTV= SNG TLTSEMY RRRDARKAARSFIGNIGOVPVS
Sbjct 1 HIRPUFYVDQKEDLEKGTFIATVSASICOVILTSEINGRRRDARKAARSF IGNTCOUPVS 60

Query L FRYENPIREQUEERFSVGHAISOSREWYA 59
FRYEN NREQVEERFSVGHWMSDSREWYA
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Juery= gp66plus
(50 letters)

Distribution of 100 Blast Hits on the Query Sequence

[Mouse-over to show define and scores. Cick to show algnments
Color Key for Aliganent Scores
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Score €
Sequences producing significant alignments: (bits) Value

erg_68, function unknown, 49 109 2e-24
Factor. 66, function unknown, 39 o5 2024
Starcevich Draft_74, function unknoun, 49 o5 2024
poonbill B9, function unknown, 49 o5 2024
armas2s_7, function unknown, 49 o5 2024
itaG_66, function unknown, 43 o5 2024
ita_75, function unknoun, 39 o5 2024
Happiness_65, function nknoun, 49 o5 2024
iozy 77, function unknoun, 49 o5 2024
toonbean_68, function unknown, 39 o5 2024
joeyIr_68, Function unknoun, 49 o5 2024
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>Zerg_68, function unknown, 49
Length = 49

Score = 109 bits (273), Expect = 2e-24
Tdentities = 49/49 (166%), Positives = 49/49 (166%)

Query: 1 MAYTVSGTHPHYIVTGGTEPPKCFNSTVTVVKYLEQILQQGDTINHQVP 49
MMYTVSGTWPHYIVTGGTEPPKCFNSTVTVVKYLEQILQQGDTINWQVP
Sbjct: 1 MMYTVSGTWPHYIVTGGTEPPKCFNSTVTVVKYLEQILQQGDTINNQVP 49

>XFactor_66, function unknown, 49
Length = 49

Score = 109 bits (273), Expect = 2e-24
Tdentities = 49/49 (166%), Positives = 49/49 (166%)

Query: 1 MAYTVSGTHPHYIVTGGTEPPKCFNSTVTVVKYLEQILQQGDTINHQVP 49
MMYTVSGTWPHYIVTGGTEPPKCFNSTVTVVKYLEQILQQGDTINWQVP
Sbjct: 1 MMYTVSGTWPHYIVTGGTEPPKCFNSTVTVVKYLEQILQQGDTINNQVP 49

>Starcevich Draft_74, function unknown, 49
Length = 45

Score = 109 bits (273), Expect = 2e-24
Tdentities = 49/49 (166%), Positives = 49/49 (166%)

Query: 1 MAYTVSGTHPHYIVTGGTEPPKCFNSTVTVVKYLEQILQQGDTINHQVP 49
MMYTVSGTWPHYIVTGGTEPPKCFNSTVTVVKYLEQILQQGDTINWQVP
Sbjct: 1 MMYTVSGTWPHYIVTGGTEPPKCFNSTVTVVKYLEQILQQGDTINNQVP 49

>Spoonbill_69, Function unknown, 49
Length = 49

Score = 109 bits (273), Expect = 2e-24
Tdentities = 49/49 (166%), Positives = 49/49 (166%)

Query: 1 MAYTVSGTHPHYIVTGGTEPPKCFNSTVTVVKYLEQILQQGDTINHQVP 49
MMYTVSGTWPHYIVTGGTEPPKCFNSTVTVVKYLEQILQQGDTINWQVP
Sbjct: 1 MMYTVSGTWPHYIVTGGTEPPKCFNSTVTVVKYLEQILQQGDTINNQVP 49
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Cornucopia_71, function unknown, 53
Length = 53
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uery: 1 MITVCGECTRTQGRPVTAEFTTTDEAQHF IRRHHALADHRAHIQEHHDVPVY 53
MITVVCGECTRTQGRPVTAEF TTTDEAQHF IRRHHALADHRAHIQEHHDVPVY
Sbjct: 1 MITVCGECTRTQGRPVTAEFTTTDEAQHFIRRHHALADHRAHIQEHHDVPVY 53
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Tbhubesi_69, function unknown, 53
Length = 53

Score = 112 bits (281), Expect = 2e-25
Tdentities = 51/53 (96%), Positives = 51/53 (96%)

uery: 1 MITVCGECTRTQGRPVTAEFTTTDEAQHF IRRHHALADHRAHIQEHHDVPVY 53
MITV CGEC RTQGRPVTAEFTTTDEAQHF IRRHHALADHRAHIQEHHDVPVY
Sbjct: 1 MITVACGECARTQGRPVTAEFTTTDEAQHFIRRHHALADHRAHIQEHHDVPVY 53

Estavel 76, function unknown, 53
Length = 53

Score = 110 bits (274), Expect = 1e-24
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O hypothetical protein I5H25_gp071 [Mycobacterium phage Cornucopia] 813 813 98% Te-18 0099557811
O hypotneical protein FGG23_gp069 [Mycobacterium phage Ibhubesi] 786 786 98% 1e-17 9623% YP 0095366911
O hypothetical protein SEA LATRETIUM_69 [Mycobacterium phage Latretium] 763 763 98% 1e-16 9245% QX012860.1
O hypothetical protein XFACTOR_67 [Mycobadterium phage XFactor] 80.5 805 98% 1e-16 96.23% YP 0092088081
O hypothetical protein ISH57_gp070 [Mycobadterium phage Moonbeam] 755 755 98% 2e-16 94.34% YP 0099601361
O hypothetical protein PBI_ESTAVE1_76 [Mycobacterium phage Estavel] 755 755 98% 2e-16 9245% YP 0091242671
O hypothetical protein SEA_ MADMEN_69 [Mycobadterium phage Madlen] 755 755 98% 2e-16 9245% UAW0854T.1
O hypothetical protein ISH36_gp074 [Mycobadterium phage Fancypanis] 755 755 98% 2e-16 9245% YP 0099569531
O hypothetical protein PBI_ LLAWA 76 [Mycobaderium phage Liama] 747 74T 98% 4e-16 90.57% YP 0092006251
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Page/Report not found

The requested Pham report could not be found.

Possible reasons for a missing pham report beyond a simple typo in the URL:

1. Your protein is an orpham (reports are not generated for phams with only one member as there is nothing to compare it to. Check phagesdb.org for the size of the.
pham
2. The phamerator database has been updated and the pham number has changed but starterator is still processing. To check this possibility, compare the version
number of the current database to the version on the Starterator server. If the two version numbers do not match it s best to wait for the release of the Starterator
analysis. If the numbers do match, please post the issue of a missing pham on the seaphages starterator forum
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Sarmas24_69, function unknown, 58
Length = 58

Score = 135 bits (341), Expect = 2e-32
Tdentities = 58/58 (100%), Positives = 58/58 (100%)

uery: 1 MTCLLCDHPRSTHTPQURTRLGVDADDHTRYTQCLCPGFEAGLCEVCGGNGCADCEEV 52
MTCLLCDHPRSTHTPQCRTRLGVDADDHTRYTQCL CPGF EAGL CEVCGGNGCADCEEV
1 MTCLLCDHPRSTHTPQCRTRLGVDADDHTRYTQCL CPGFEAGLCEVCGGNGCADCEEV 58

bic

Ramsey_74, function unknown, 58
Length = 58

Score = 135 bits (341), Expect = 2e-32
Tdentities = 58/58 (100%), Positives = 58/58 (100%)

uery: 1 MTCLLCDHPRSTHTPQURTRLGVDADDHTRYTQCLCPGFEAGLCEVCGGNGCADCEEV 52
MTCLLCDHPRSTHTPQCRTRLGVDADDHTRYTQCL CPGF EAGL CEVCGGNGCADCEEV
bjct: 1 MTCLLCDHPRSTHTPQURTRLGVDADDHTRYTQCLCPGFEAGLCEVCGGNGCADCEEY 52

OW1ST24_73, Function unknown, 58
Length = 58

Score = 135 bits (341), Expect = 2e-32
Tdentities = 58/58 (100%), Positives

58/58 (100%)

uery: 1 MTCLLCDHPRSTHTPQURTRLGVDADDHTRYTQCLCPGFEAGLCEVCGGNGCADCEEV 52
MTCLLCDHPRSTHTPQCRTRLGVDADDHTRYTQCL CPGF EAGL CEVCGGNGCADCEEV
1 MTCLLCDHPRSTHTPQCRTRLGVDADDHTRYTQCL CPGFEAGLCEVCGGNGCADCEEV 58

bic

Nitzel 67, function unknown, 58
Length = 58

Score = 135 bits (341), Expect = 2e-32
Tdentities = 58/58 (100%), Positives = 58/58 (100%)

uery: 1 MTCLLCDHPRSTHTPQURTRLGVDADDHTRYTQCLCPGFEAGLCEVCGGNGCADCEEV 52
MTCLLCDHPRSTHTPQCRTRLGVDADDHTRYTQCL CPGF EAGL CEVCGGNGCADCEEV
1 MTCLLCDHPRSTHTPQCRTRLGVDADDHTRYTQCL CPGFEAGLCEVCGGNGCADCEEV 58

bic
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‘Sequences producing significant alignments:
Select: All None Selected:0

I Alignments s [
Max | Total Query E | Per

Description Score Sears Covr value | ldgm | 2559500
O o074 Mycobacierium phage Ramsey] 19 119 98% 8e34 100.00% YP 0022418511
O hypotnetical protein 15H33_gp073 [Wycobacterium phage Emma] 18 118 98% 3e33 98.28% YP 0009566321
O hypothetical protein FGGS7_gp071 [Mycobacterium phage RockyHorror] M5 115 94% 2e-32 100.00% YP_009635136.1
O hypothetical protein FDI15_gp072 [Mycobadterium phage Shilan] 15 115 98% 6e-32 96.55% YP_009608148.1
O hypothetical protein FDI13_gp075 [Mycobadterium phage Seartacus] 14 114 98% 8e-32 94.83% YP 0096078951
O hypotnetical protein 15+26_p071 [Wycobacterium phage DaWorst] 14 114 94% 9e32 9821% YP 000955886 1
O gu75 Mycobacterium phage Ches] MM 91% 1e30 98.15% NP 8174131
O hypothetical protein PBI_CHEQD_82 [Mycobacterium phage Chedd] M0 110 91% 4e-30 96.30% NP _818085.1
O hypothetical protein I5H50_gp068 [Mycobaderium phage Manira] M0 110 91% 4e-30 96.30% YP_ 0099504321
O oo6 Mycobacterium phage Paccd] 109 109 91% 6030 9630% YP 0022416481
O hypothetical protein ISH85_gp077 [Mycobadterium phage Royals2015] 109 109 91% 7e30 96.30% YP 0099620081
O hypothetical protein BOOMER 73 [Mycobacterium phage Boomer] 994 994 98% 8e-26 77.59% YP 0020142801
O hypothetical protein ISH31_gp074 [Mycobaderium phage Eish] 982 982 94% 3e-25 78.57% YP_009956416.1
O hypothetical protein ISH53_gp071 [Mycobacterium phage MileniumForce] 974 974 98% 6e-25 75.86% YP_ 0099507371
O yoothetical protein SEA_AUBS_72 [Uycobaclerium phage Aubs] 9.3 963 91% 2024 79.63% UXE0a5a41
O hypothetical protein ISH95_gp075 [Mycobadterium phage TDanisky] 940 940 91% 1e-23 7593% YP 009630541
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[EiDownload v GenPept Graphics

9p74 [Mycobacterium phage Ramsey]

Sequence I0: YP_0022418611 Length: 58 Number of Matches: 1
> See 16 more title(s)

Range 1: 1 to 58 GenPept Graphics
Score. Expect Method

Tdentities  Postives  Gaps
119 bits(209) 8e-34 Compositional matrix adjust. 58/58(100%) 58/58(100%) 0/58(0%)
Query 1

MTCLLCDHPRSTHTPQCRTRLGVDADDHTRYTQCL CPGF EAGLCEVCGGNGCADCEEY 58
MTCLLCDHPRSTHTPQCRTRL GVDADDHTRYTQCL CPGF EAGL CEVCGGNGCADCEEV
Sbjct 1 MTCLLCDHPRSTHTPQCRTRLGVDADDMTRYTQCLCPGFEAGLCEVCGGNGCADCEEY 58

EDownload v GenPept Graphics

hypothetical protein I5H33_gp073 [Mycobacterium phage Emma]
Sequence ID: YP_009956632.1 Length: 58 Number of Matches: 1
» See 1 more title(s)

Range 1: 1 to 58 GenPept Graphics
Score. Expect Method

Tdentities  Positives  Gaps
118 bits(205) 3e-33 Compositional matrix adjust. 57/58(98%) 57/58(98%) 0/58(0%)
Query 1

MTCLLCDHPRSTHTPQCRTRLGVDADDHTRYTQCL CPGF EAGLCEVCGGNGCADCEEY 58
MTCLLCDHPRSTHTPGCR RLGVDADDMTRYTQCL CPGFEAGLCEVCGGNGCADCEEV
Sbjct 1 MTCLLCDHPRSTHTPQCRVRLGVDADDMTRYTQCLCPGFEAGLCEVCGGNGCADCEEY 58

EiDownload v GenPept Graphics

hypothetical protein FGG57_gp071 [Mycobacterium phage RockyHorror]
Sequence ID: YP_009636135.1 Length: 59 Number of Matches: 1
» See 3 more title(s)

Range 1:4 to 59 Genpept Graphics

Score. Expect Method

Tdentities  Postves  Gaps
115 bits(289) 2e-32 Compositional matrix adjust. 56/56(100%) 56/56(100%) 0/56(0%)
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TMHMM result
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Database: Actinobacteriophage Proteins as of Sep 30, 2022
409,237 sequences; 79,220,003 total letters

Query= gene7eplusonecodon
(42 letters)

Distribution of 47 Blast Hits on the Query Sequence

[Mouse-over to show define and scores. Cick to show algnments

Color Key for Aliganent Scores

T - 50801602001 IS0
e ————————

Score
(bits) Value

Sequences producing significant alignment:

Galactic_71, function unknown, 41 89 2e-18
suzzLyseyear_78, function unknown, 41 88 2e-1s
Velveteen_66, function unknown, 48 88 6e-1s
VRedHorse Draft_74, function unknown, 40 87 se-1s
starcevich_Draft_8o, function unknown, 40 87 se-1s
Spikelee 78, function unknown, 40 87 se-1s
Sarma624_70, function unknown, 40 87 se-1s
RockyHorror_72, function unknown, 40 87 se-1s
Ransey_75, Function unknown, 40 87 se-1s
Paccas 65, function unknown, 40 87 se-1s
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>Galactic_71, function unknown, 41
Length = 41

Score = §9.4 bits (220), Expect = 2e-18
Tdentities = 41/41 (166%), Positives = 41/41 (166%)

Query: 1 MMRKNVFYQRVSGSTEREYEDGPGGAGNTVTPGLTTGLEWL 41
HHRKNVFYQRVSGS TEREYEDGPGGAGNTVTPGLTTGLEWL.
Sbjct: 1 MMRKNVFYQRVSGSTEREYEDGPGGAGNTVTPGLTTGLEWL 41

>Buzzlyseyear_78, function unknown, 41
Length = 41

Score = §9.4 bits (220), Expect = 2e-18
Tdentities = 41/41 (166%), Positives = 41/41 (166%)

Query: 1 MMRKNVFYQRVSGSTEREYEDGPGGAGNTVTPGLTTGLEWL 41
HHRKNVFYQRVSGS TEREYEDGPGGAGNTVTPGLTTGLEWL.
Sbjct: 1 MMRKNVFYQRVSGSTEREYEDGPGGAGNTVTPGLTTGLEWL 41

>Velveteen 66, Function unknown, 48
Length = 48

Score = 88.2 bits (217), Expect = 6e-18
Tdentities = 46/41 (97%), Positives = 41/41 (166%)

Query: 1 MMRKNVFYQRVSGSTEREYEDGPGGAGNTVTPGLTTGLEWL 41
+HRKNVFYQRVSGS TEREYEDGPGGAGNTVTPGLTTGLEWL.
Sbjct: 8 LMRKNVFYQRVSGSTEREYEDGPGGAGNTVTPGLTTGLEWL 48
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EDownload v GenPept Graphics

hypothetical protein PBI_BUZZLYSEYEAR_78 [Mycobacterium phage BuzzLyseyear]
Sequence ID: YP_009125071.1 Length: 41 Number of Matches: 1
» See 3 more title(s)

Range 1:1to 41 GenPept Graphics
Score. Expect Method

Tdentities  Postves  Gaps
86.7 bits(213) 4e-21 Compositional matrix adjust. 41/41(100%) 41/41(100%) 0/41(0%

Query 1 MMRKNVFYQRVSGSTEREYEDGPGGAGNTVIPGLTTGLEWL 41
HHRKNVEYQRVSGS TEREYEDGPGGAGNTVTPGLTTGLEWL
Sbjct 1 MARKNVFYQRVSGSIEREVEDGPGGAGNTVIPGLTTGLEWL 41

EiDownload v GenPept Graphics

hypothetical protein N858_gp066 [Mycobacterium phage Velveteen]
Sequence ID: YP_008409603.1 Length: 48 Number of Matche
> See 1 more title(s)

Range 1:8 to 48 GenPept Graphics

Score. Expect Method

Tdentities  Positves  Gaps
85.1bits(209) 2e-20 Compositional matrix adjust. 40/41(98%) 41/41(100%) 0/41(0%)

Query 1 MMRKNVFYQRVSGSTEREYEDGPGGAGNTVIPGLTTGLEWL 41
+HRKNVEYQRVSGS TEREYEDGPGGAGNTVTPGLTTGLEWL
Sbjct &  LMRKNVFYQRVSGSIEREVEDGPGGAGNTVIPGLTTGLEWL 48

EDownload v GenPept Graphics

hypothetical protein I5H75_gp074 [Mycobacterium phage OwisT2W]
Sequence ID: YP_009960968.1 Length: 41 Number of Matches: 1
> See 1 more title(s)

Range 1:1to 41 GenPept Graphics
Score.

Expect Method Tdentities  Positives  Gaps
84.3 bits(207) 3e-20 Compositional matrix adjust. 40/41(98%) 40/41(97%) 0/41(0%)

Query 1 MMRKNVFYQRVSGSTEREYEDGPGGAGNTVIPGLTTGLEWL 41
MR VFYQRVSGSTEREYEDGPGGAGNTVTPGLTTGLEWL
Sbjct 1  MMRKTVFYQRVSGSIEREVEDGPGGAGNTVIPGLTTGLEWL 41
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TMHMM result
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Cornucopia_74, function unknown, 72
Velveteen_67, function unknown, 72
Spikelee 79, function unknown, 72
Sarma624_71, function unknown, 72
RockyHorror_ 73, function unknown, 72
Paccas_66, Function unknown, 72
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>Cornucopia_74, function unknown, 72
Length = 72

Score = 156 bits (395), Expect = le-38
Tdentities = 72/72 (166%), Positives = 72/72 (166%)

Query: 1 MIDDSPRIPYDHARVECPTCGSAPDTRCRAKSGRTTDAHHKRVDLAFERVAELRRWRIHN 66
MTDDSPRIPYDHARVECPTCGSAPDTRCRAKSGRTTDAHMKRVDLAFERYAE IRRWRTHN
1 HTDDSPRIPYDHARVECPTCGSAPDTRCRAKSGRTTDAHHKRVDLAFERYAEIRRRIHN 60

Sbjc

Query: 61 AVIKKLFGGDAS 72
AVIKKLFGGDAS
Sbjct: 61 AVIKKLFGGDAS 72

>Velveteen_67, function unknown, 72
Length = 72

Score = 155 bits (391), Expect = 4e-38
Tdentities = 71/72 (98%), Positives = 71/72 (98%)

Query: 1 MIDDSPRIPYDHARVECPTCGSAPDTRCRAKSGRTTDAHHKRVDLAFERVAELRRWRIHN 68
MTDDSPRIPYDWARVECPTCGSAPDTRCRAKSGRTTD. HYKRVDLAFERYAEIRRWRIHN
Sbjct: 1 MTDDSPRIPYDHARVECPTCGSAPDTRCRAKSGRTTDVHHKRVDLAFERYAEIRRWRIHN 66

Query: 61 AVIKKLFGGDAS 72
AVIKKLFGGDAS
61 AVIKKLFGGDAS 72

Sbjc

>Spikelee_78, function unknown, 72
Length = 72

Score = 155 bits (391), Expect = 4e-38
Tdentities = 71/72 (98%), Positives = 71/72 (98%)

Query: 1 MIDDSPRIPYDHARVECPTCGSAPDTRCRAKSGRTTDAHHKRVDLAFERVAELRRWRIHN 68
MTDDSPRIPYDWARVECPTCGSAPDTRCRAKSGRTTD. HYKRVDLAFERYAEIRRWRIHN
1 HTDDSPRIPYDHARVECPTCGSAPDTRCRAKSGRTTDVHHKRVDLAFERYAEIRRRIHN 60

Sbjc

Query: 61 AVIKKLFGGDAS 72
AVIKKLFGGDAS
61 AVIKKLFGGDAS 72

Sbjc

>Sarmas24_71, function unknown, 72
Length = 72

Score = 155 bits (391), Expect = 4e-38
O T A P T T ey
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‘Sequences producing significant alignments:
Select: All None Selected:0

I Alignments s me )
Max | Total Query E | Per

Description Score Seare Cove valus | Iceme | ACCeSSHn
O hypothetical protein I5H25_gp074 [Mycobaderium phage Cornucopia] 161 151 98% Ge46 100.00% YP 0009557841
O 9066 Mycovacterium phage Pacca0] 49 149 98% 2045 9861% YP 0022418501
O hypothetical protein ISH36_gp077 [Mycobadterium phage Fancypanis] 149 149 98% deds 97.22% YP_000956056.1
O hypothetical protein SEA SABBB_74 [Mycobacterium phage Sabbo] 149 149 98% Seds 97.22% UVKE0518.1
O gor7 Mycobacterium phage Cheg] 8 148 98% Ged5 97.22% NP 8174151
O hypotneical protein 15H89_gp073 [Wycobacterium phage SimranZ1] 148 148 98% Bed5 97.22% YP 0099524231
O hypothetical protein PBI HADES_73 [Mycobacterium phage Hades] 147 147 98% ledd 97.22% YP 0001252521
O hypothetical protein FDI15_gp074 [ycobacterium phage Shilan] 149 149 98% 2e44 97.22% YP 0006081491
O hypothetical protein 15H17_gp078 [Mycobadterium phage BodEinwohner17] 146 146 98% Gedd 94.44% YP 0009540741
O hypothetical protein SEA AUBS 74 [Mycobacterium phage Aubs] 145 145 97% Bedd 97.18% UXE04546.1
O hypothetical protein M609_gp073 [Mycobacterium phage Job42] 144 144 94% 2e43 98.65% YP 0081266831
O hypothetical protein PBI_ESTAVE1_79 [Mycobacterium phage Estavel] 144 144 94% ded3 98.65% YP 0001242701
O hypothetical protein ISHE9_gp6 [Mycobacterium phage Mahawaf] 143 143 98% Ted3 93.06% YP 0009503341
O hypothetical protein BOOMER 74 [Mycobadterium phage Boomer] 143 143 94% led2 97.10% YP_002014290.1
O hypotnetical protein 15H35_gp079 (Uycobacterium phage Royals2015] 143 143 94% 1e42 9710% YP 0099520101
O hypothetical protein PBI_CHEQD_84 [Mycobacterium phage Chedd] 142 142 98% le42 93.06% NP 8180571
O hypothetical protein I5H31_gp076 [Mycobacerium phage Eish] 142 142 94% 2e42 95.65% YP 0009564181
O hypothetical protein PBI_BUZZLYSEYEAR 79 [Mycobaderium phage Buzzl yseyear] 140 140 94% 2e41 9420% YP 0001250721
O hypotnetical protein 15H70_gp68 [Wycobacterium phage Nitzel] 136 136 97% 1e-33 87.32% YP 0099504431
O hypothetical protein 15H75_gp083 [Mycobacterium phage Phasin M4 14 75% 2031 96.36% YP 000961061
O hypothetical protein 15148 _gp6 [Wycobacterium phage Maieke] 88.6 886 65% 8e21 83.33% YP 0099650311
O hypothetical protein PBI_FISHBURNE_65 [Mycobacterium phage Fishburne] 88.6 886 65% 8e21 83.33% YP 0080512001
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hypothetical protein I5H25_gp074 [Mycobacterium phage Comucopial
Sequence ID: YP_009955784.1 Length: 72 Number of Matches: 1
> See 1 more title(s)

Range 1:1to 72 GenPept Graphics

Score. Expect Method Tdentities  Positives  Gaps
151 bits(381) 6e-46 Compositional matrix adjust. 72/72(100%) 72/72(100%) 0/72(0%)

Query 1 MIDDSPRIPYDWARVECPTCGSAPDTRCRAKSGRTTDAHMKRVDLAFERVAEIRRWRIHN 60
MTDDSPRIPYDWARVECPTCGSAPDTRCRAKSGRTTDAHMKRVDLAF ERYAE IRRWRTHN
Sbjct 1 MIDDSPRIPYDWARVECPTCGSAPDTRCRAKSGRTTDAHMKRVDLAFERVAEIRRURIHN 60

Query 61 AVIKKLFGGDAS 72
AVIKKLFGGDAS
Sbjct 61 AVIKKLFGGDAS 72

EiDownload v GenPept Graphics

9p66 [Mycobacterium phage Pacc40]
Sequence ID: YP_002241650.1 Length: 72 Number of Matches: 1
» See 18 more title(s)

Range 1:1to 72 Genpept Graphics

Score. Expect Method Tdentities  Positives  Gaps
149 bits(377) 2e-45 Compositional matrix adjust. 71/72(99%) 71/72(98%) 0/72(0%)

Query 1 MIDDSPRIPYDWARVECPTCGSAPDTRCRAKSGRTTDAHMKRVDLAFERVAEIRRWRIHN 60
MTDDSPRIPYDWARVECPTCGSAPDTRCRAKSGRTTD. HYKRVDLAFERYAEIRRWRIHN
Sbjct 1 MIDDSPRIPYDWARVECPTCGSAPDTRCRAKSGRTTOVHMKRVDLAFERVAEIRRURIHN 60

Query 61 AVIKKLFGGDAS 72
AVIKKLFGGDAS
Sbjct 61 AVIKKLFGGDAS 72

EiDownload v GenPept Graphics

hypothetical protein I5H36_gp077 [Mycobacterium phage Fancypants]
Sequence ID: YP_009956956.1 Length: 72 Number of Matche
> See 1 more title(s)

Range 1:1to 72 Genpept Graphics
Score. Expect Method Tdentities  Positives  Gaps
149 bits(376) de-45 Compositional matrix adjust. 70/72(97%) 72/72(100%) 0/72(0%)

Query 1 MIDDSPRIPYDWARVECPTCGSAPDTRCRAKSGRTTDAHMKRVDLAFERVAEIRRWRIHN 60
MTDDSPRIPYDUARVECPTCGSAPDTRCR+KSGRTTDAHMKRVDLAFERYAE IRRWRTHN
Sbjct 1 MIDDSPRIPYDWARVECPTCGSAPDTRCRSKSGRTTDAHMKRVDLAFERVAEIRRURIHN 60

Query 61 AVIKKLFGGDAS 72
AVSKKLFGGDAS
Chict 61 AVMKKLECCDAS 79
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Query: 1 MINMLIFALPIAPATALGYVLGSIRGYDQGYDLGYRDGGFDAEFGVRAPRAAGEEA 55
HINALTFALPTAPATALGYVL GS TRGYDQGYDL GYRDGGFDAEF GVRAPRAAGEEA

Shjct: 1 MINMLIFALPIAPATALGYVLGSTRGYDQGYDLGYRDGGFDAEFGVRAPRAAGEEA 55
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Score = 116 bits (291), Expect = le-26
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Query: 1 MINMLIFALPIAPATALGYVLGSIRGYDQGYDLGYRDGGFDAEFGVRAPRAAGEEA 55
HINALTFALPTAPATALGYVL GS TRGYDQGYDL GYRDGGFDAEF GVRAPRAAGEEA
Shjct: 1 MINMLIFALPIAPATALGYVLGSTRGYDQGYDLGYRDGGFDAEFGVRAPRAAGEEA 55
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Length = 94
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Query: 1 MSGDAQKIMIAVQRRHRRTLHLETGRSHCQGTRVGECDFRDGSLODFEAHVAAETORALG 60
MSGDAQKIMIAVQRRHRRTLNLETGRSHCQGTRVGECDFRDGSLDDF EAHVAAETDRALG
Shjct: 1 MSGDAQKTMIAVQRRHRRTLHLETGRSHCQGTRVGECDFRDGSLODFEAHVAAETORALG 60

Query: 61 GLRRETRVIESIFELGVPEPATRFVTHAMEIPDE 94
GLRRETRVIESIFELGUPEPATRFVTHAMEIPDE
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>latretiun_82, function unknown, 94
Length = 93

Score = 134 bits (493), Expect = 6e-50
Tdentities = 94/94 (166%), Positives = 94/94 (166%)

Query: 1 MSGDAQKIMIAVQRRHRRTLHLETGRSHCQGTRVGECDFRDGSLODFEAHVAAETORALG 60
MSGDAQKIMIAVQRRHRRTLNLETGRSHCQGTRVGECDFRDGSLDDF EAHVAAETDRALG
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MSGDAQKIMIAVQRRHRRTLNLETGRSHCQGTRVGECDFRDGSLDDF EAHVAAETDRALG

Shjct: 1 MSGDAQKTMIAVQRRHRRTLHLETGRSHCQGTRVGECDFRDGSLODFEAHVAAETORALG 60

Query: 61 GLRRETRVIESIFELGVPEPATRFVTHAMEIPDE 94
GLRRETRVIESIFELGUPEPATRFVTHAMEIPDE
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Lipase C; lipase, hydrolase;
2.901A {Serratia marcescens}

Histone-lysine
N-methyltransferase eggless;
setdb1-tuor domain,
H3Kome2K14ac, Structural
Genomics, Structural Genomics
c

Membrane-fusion protein;
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{Streptococcus pneumoniae}
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Alignments

Template alignment | Template 3D Structure | PDBe.
1. SNEN_A Lipase C; lipase, hydrolase; 2.901A {Serratia marcescens}
Probability: 95.42%, E-value: 0.13, Score: 36.52, Aligned cols: 59, Identities: 19%, Similarity: 0.197, Template Neff: 10.6

Q ss_pred cecceeCesggeccee- -----ceccgggEEac- CeEEEEEEERCCccccCCecCecCeceEEEEE
Q gp102 3 RSHKPGDDIHVDFDGL------EHEGTVEKIQA- GGHVRCSTATDPEVDYGSITPRLTPHTTVAVK 61 (69)
Q Consensus 3 ekpgDDV~V~Fdg EH~GrVnkmens ~GaVc~T~iDpe-DYGsit-R1-P~aTV-Vr 61 (69)

P i A R R B IR
T Consensus 322 i Grm GV T i L LGt 395 (448)
T SNENA 322 DKVYNGLPVDLHFTAFNQNKTPKIPGTVTLVSADRLVDKANGEPYYQUQVTVSPEGHKHLSGEDTKPGHPVEVF 395 (448)

T ss_dssp =
T ss_pred hheCCCCceEEEEeCCCcCcCCreeEEEEEERCCceecCcCCreeEEEEEEeCecccccCCCeccCCCCEEEEE
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3 -3.538 |2.21% 13 -4.584 |CCTGGTCATGGTGGCGGCACAA ATG 53499 213
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s -2.144 2.8%4 10 -2.839 |ACARATGACAATGGAGCGGAGC ATG 53517 185
€ -7.212 |0.442 11 -7.9€9 |CACACCACACACCACCGICGCC GTG |53€82 30
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8 Marchler-Bauer A et al. (2011), "CD: 2 Conserved Domain Database for the functional annotation of proteins.”, Nucleic Acids Res.39(D)225-5.
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4LWS_B

Name Probability E-value Score

ANTITOXIN VAPB15; TOXIN-ANTITOXIN 46.49 37 18.79
COMPLEX, PIN DOMAIN; HET: MSE; 2.1A
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Envelope protein H3; H3, vaccinia virus,
poxvirus, glycosyl transferase, VIRAL
PROTEIN; HET: PGO, PDO, MOH, GOL,
EDO; 1.

ALPHA-1,3-MANNOSYL- GLYCOPROTEIN
BETA-1,2-
N-ACETYLGLUCOSAMINYLTRANSFERASE;
methylmercury derivative, ALPHA-1,
3-MANNOSYL-

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

Protein O-linked-mannose beta-1,2-
N-acetvialucosaminvltransferase 1-

Probability
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Template alignment | Template 3D Structure | PDBe.

SEJ0_A Envelope protein H3; H3, vaccinia virus, poxvirus, glycosyl transferase, VIRAL PROTEIN; HET: PGO, PDO, MOH, GOL,
EDO; 1.9A {Vaccinia virus (strain Western Reserve)}
Probability: 99.76%, E-value: 6.9e-18, Score

, Identities: 9%, ~Similarity: -0.003,

Q ss_pred €CCECCCHHHHHHHHHHHHHHNC- - - - - CCCEEEEECCCeeeCCCHHHHHHHHHHN - CCCCCEEEECCCCCCHHHHHHHH

Q gp103 36 STDNGTLGCETNHRKVIQHLTRH-----NTDHLVVLEDDATPCNNFRDQLDAALAV-APSPVVSLYLGRERPREVQQRTA 103 (208)

Q Consensus 30 wemeeeegeenshens 1T1E00v- 163 (208)
P O s TR .

T Consensus 86 163 (237)

T sE30A 86 MCTEETKRNIARHLALWDSNFFTELENKKVEYVVIVENDNVIED- - ITFLRPVLKAPHDKKIDILQVRELITGNKVKTEL 163 (237)

T ss_dssp SCCHHHHHHHHHHHHHHT SHHHHHHHHT TCCEEEEEE TTEECSC- - GAGHHHHHHHHHHT TCCEEECSCCCCSCCCCEEE

T ss_pred CCCHHHHHHHHHHHHHHHHHNN CCcccCCCCEEEEE@CCCCCC- -hhhHHHHHHHNNCCCCCEEECEccceCCCeceee.

Q ss_pred HH-heCCCeeeeeccacceEEEEEehhHHHHHHNC - -~ CC- CCCCHHHHHHHHHHRCCCCEEEECee

Q gp1e3 104 KA-ADTTAHLTCRRLLHAVGVATHTDLVPHILNN---LP-NGKPIDEATTTHARHQGHTIAYTHPS 165 (208)

Q Consensus 108  ~m-mmmmmememaaeaaaandy- nllen 165 (208)

PRI

T Consensus 168 e t~aYiTsmeeAnkLL 238 (237)

T sE30A 164 VHDKNHATFTYTGGYDVSLSAYIIRVITALNIVDEITKSGGLSSGFYFETARTENEKINRQILDNA 230 (237)

T ss_dssp EEETTEEEEEEECCSCCCCSEEEEEHHHHHHHHHHHHHTTCBCSCHHHHHHHHHHHTTCCEEEETTG

T ss_pred ecCCeceEeeeCCececeeEEEE HHHHHHHHHHHHHNCCCCCCHHHHHHHHHHHNCCCeEeecCh
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derivative, ALPHA-1, 3-MANNOSYL-GLYCOPROTEIN BETA-1, 2-N-ACETYLGLUCOSAMINY LTRANSFERASE,
N-ACETYLGLUCOSAMINYLTRANSFERASE I, TRANSFERASE; 1.4A {Oryctolagus cuniculus} SCOP: c.68.1.10
Probability: 97.21%, E-value: 0.014, Score: 46.16, Aligned cols: 164, Identities: 14%, Similarity: 0.101, Template Neff: 1

Q ss_pred EEceHHHHHHHHHHHHNCchhcceCece- - CHHHHHHHHHHHHHHAC - CCCEEEEECCceaeCCC

Q gp163 7 IVAHTKRAEQAHRLIETVGAAYIHSTONGT- ~LGCETNHRKVIQHLTRH-NTDLVVLEDDATPCNN 69 (208)

Q Consensus 7 i gmshenl. 111€0Dv- 69 (208)
o e PSRN P,

T Consensus 36 iVe-d a1y iledDnspd 115 (343)

T 17058 36 IVSQDCGHEETAQUIASYGSAVTHIRQPDLSNIAVQADHRKFQGY YK IARHYRIALGQIFHIFIYPAAVVVEDDLEVAPD 115 (343)

T ss_assp R CTTCHHHHHHHHT TGGGSEEEECSCCCCCCCCTTCGGGHHHHHHHHHHHHHHHCCCCCSCCSEEEEEETTEEECTT

T ss_pred EEEECCCCHHHHHHHHHRN R e EeeCCCecCCECCEceccehHHHHHHHHHHHHHHHHHHHCCCCeEEEE cCCceecee

Q ss_pred HHHHHHHHRCCCCCEEEECcCCCCHHHHHHHHHHNCCCCceesecc ccceEEEEEehhHHHHHHRE-CCCCCCRHHHH

Q gp163 70 FRDQLDARLAVAPSPVVSL YL GRERPREYQQRTAKAADTTAHHLTCRRL LHAVGVATHTDLVPHILNN- LPNGKPTDEAT 148 (208)

Q Consensus 70 148 (208)

T Consensus 116 190 (343)

T 17058 116 FFEVFQATYPLLKADPSLUCVSANDNGKEQ-~~HVDSSKPEL LYRTDFFPGLGHLLLAELWAELEPKWPKA~ 190 (343)

T ss_assp HHHHHHHHHHHCT TEEEEESCCTTCBGG- - ~GSCTTCTTCEEEESSCCCSSEEEEHHHHHHHGGRCCSS

T ss_pred HHHHHHHHHHHRCCCeEEEECCCCCCehh--hCCCCCRREE eccCCCeceeecHHHHHHHRRHCCcc

Q ss_pred HHHHRCCCCEEEEceeceecCCCCCe

Q gp163 149 TTUARHQGHTIAYTIPSLUDHADTPPY 175 (268)

Q Consensus 149 ~mmmmnnPalonnnSe 175 (208)
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-4.751 |1.€32 17 -€.751 |GACATGGCGACACTCAACTATG TTG |533%% 933
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-5.29€ |1.3€9 12 —€.131 | CCAGCTCGACGCAGCGCTAGCA GIG 53945 387
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EJDownload v GenPept Graphics
hypothetical protein M603_gp010 [Mycobacterium phage Job42]
Sequence I0: YP_0081266001 Lengih: 108 fiumber of Watches: 1
»See 1 more ftle(s)

Range 1: 10 108 Genpept Graghics
Seore Expect Hathod Tdantities Positives Gaps
224 bits(571) 7e-74 Compositional matrix sdjust. 108/108(100%) 108/108(100%) 0/108(0%)

Query 1 NANGPTRKNPLAKFGURLODFDKLPEVIQGVNEFIDEF AMHKNISPGTGAVRDSYOVT 62
HANGPTRKIPLAKFGVRLODFOKL PEVNQGVNEFIDEF VARHKNISPVGTGAVRDSVOVT
Sbict 1 NANGPTRKNPLAKFGURLODFOKLPEVIQGVNEFIDEFVAMKNISPVGTGAVROSVOVT 62

Query Bl ERSTUGRGKVGATOPOAMLVEFSSAMIDEYAPAQKTAKQFGSTAVGD 105
ERSTICRCKVCATOP QAN VEF S AMIDEVAPAJKT AKQFGTAYED
Sbict Bl ERSTMKGRGKVGATOPQAHLVEFSSAMIDEVAPAGKTAKGFGSTAVGD 185

jDownload +_GenPept Graphics

'HKS7 gp10 family protein [Mycobacterium phage Sparkdehiily]
Sequence 0: YP_00018T1651 Lengih: 108 Niumber of Watches: 1
»See 6 more ftle(s)

Range 1: 10 108 Genpept Graghics
223 bits(567) 3273 Compositional matrix sdjust. 107/108(99%) 107/108(99%) 0/108(0%)

Query 1 IANGPTRKNPLAKEURLODEDKL PEVIOGUNEFIDEF VAMMKNISPVGTGAYRDSYOVT 62
AP TRIPLAKFSVRLODFOKL PEVIGGVNEFIDEF  AMKNISPVGTGAVRSVOVT
Sict 1 NANGPTRKNPLAKFGURLODFOKLPEVIQGVNEFIDEF AMUKNISPGTGAVROSVOVT 62

Query B ERSTNKGRGKVGATOPQAHLVEFSSAMIDEVAPAQKTAKQFGSTAVGD 185
ERSTIGRGKVGATOPOAHL VEF S AIDE VAPAOKTAKQFCTAYED
Sbict EL  ERSTUKGRGKVGATOPGAMLVEFSSAMIDEVAPAGKTAKGFGSTAVED 105

jDownload v GenPept Graphics

hypothetical protein N858_gp010 [Mycobacterium phage Velveteen]
Sequence 0: YP_008409547 1 Lengih: 108 tiumber of Watches: 1
»See 29 more ftle(s)

Range 1: 10 108 Genpept Graghics
222 bits(565) 7273 Compositional matrix sdjust. 107/108(99%) 107/108(99%) 0/108(0%)

Query 1 NANGPTRKNPLAKFGURLODFDKLPEVIQGVNEFIDEF AMHKNISPGTGAVRDSYOVT 62
HANGPTRNPLAKFGVRLODEOKL PEVIOGVNEFIDE VAMHKNISPVGTGAVRDSVOVT
Sbjct 1 MANGPTRKNPLAKFGURLODFOKLPEIGGVNEFIDEWARKNISPVGTGAVROSVOVT 62

Query Bl ERSTUGRGKVGATOPOAMLVEFSSAMIDEYAPAQKTAKQFGSTAVGD 105
ERSTICRCKVCATOP QAN VEF S AMIDEVAPAJKT AKQFGTAYED
Sbict Bl ERSTMKGRGKVGATOPQAHLVEFSSAMIDEVAPAGKTAKGFGSTAVGD 185
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References:
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SHOM_A

NP_216985.1

NP_215664.1

HNH endonuclease;
Thermophilic bacteriophage,
HNH Endonuclease, DNA
nicking, HYDROLASE; 1.52A
{Geobacillus virus E2}

hypothetical protein Rv2469c
[Mycobacterium tuberculosis
H37RV]

hypothetical protein Rv1148c
[Mycobacterium tuberculosis
H37Rv]

Probability

08.87
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E-value
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58.34
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SHOM_A HNH endonuclease; Thermophilic bacteriophage, HNH Endonuclease, DNA nicking, HYDROLASE; 1.52A { Geobacillus

virus E2}

Probability: 98.87%, E-value: 4e-9, Score: 58.34, Aligned col

Q
[
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.
N
M
N

e

PR

ss_pred
gp10a
Consensus

Consensus
Star_a
ss_dssp
ss_pred

ss_pred
104
Consensus

Consensus
Star_a
ss_dssp
ss_pred

B
B

a1
a1

CCCCCCHHHHHHHHHHCCCecCCCT
QGRKVPHRLOQATFRRDNNTCOOCG

CCCCC-CeCCeCeCteeeCCeCteeeeCCeeee-
HPRAP-KVCRHAGCTTLTTTGTCROHTTHRIGHH

[
Moo oo
HPSKPLRPCHKTGCTHL TRDRY CEQHKHL AEQRORTRRIDKE YDKHKRIIQOARAF YHSREWERTRLAVLAKDIYLCQHCL.
- CCHHHHHHHHHHHHHHHTT SHHHHHHHHHHHHHTTTECHHHH
CCCCCCECCCCCCCCeCCCCCCeHHHHHHHHHHHHHHHRHHHHHHHRCCHHHHHR CCCHHHHHHHHHHHHHCCCCCHHRR

CCCCCCCCeaeaEEaccHhh - ~CCCCChRHHHHHCHHHHHHHHHHHHC
RQAQPDTGELHADHIQPRSR--GGTDTLDNLRTLCKACHAPKSRAEAR 104 (109)
104 (109)

arles.
=il oG 127 (130)
KEKKI-TRAVIVDHITPLLVDHSKRLDHDNLQSLCQACHNRKTAEDKR 127 (138)
HTTCC-CBCCEEEESSCTTTCGGGTTCGGGEEEECHHHHHHHHHHHHH
heCCe-ceceeeceeeecccCHHHCCChRRHRRCHHHHRHHCHHHHN

03, Identities: 33%, Similarity: 0.602, Template Neff: 10.8

58 (169)
58 (169)

80 (130)
80 (130)
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2 Choose ORF start [
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HNH endonuclease [My cobacterium phage SiSi]
Sequence ID: YP_0080512251 Length: 108 Number of Matches: 1

» See5 more fitl(s)

Range 1:1to 108 Genbept Sraghics

Score Expact  Identities Positives Gap
318 bits(743) 1100 99/108(92%) 101/108(93%) g1

Query 1 MPRAPKVCRHAGCTTLTTTGTCPOHTTHRWGNHOGRKVPHRLOOATFRRDNHTCQOCGRQ
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TMHMM result
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