2/9/23 Begin Daka Annotation
>Mycobacterium phage Daka complete sequence, 68453 bp, circularly permuted, Cluster B1
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Open in DNA Master. Autoannotate, preferring Glimmer called genes. 101 genes
Six frame translations, with and without color
Map
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GenMarkS and GeneMark vs TB, smeg, etc. etc…..
2/24/23
Blastn vs GenBank and PhagesDB
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tRNA Scan
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For each gene product, BlastP vs GenBank and Phagesdb, HHPRED, Starterator, RBS
HHPRED, https://toolkit.tuebingen.mpg.de/#/tools/hhpred

Gene Number:1
DNA Sequence: (#bp) 567
ATGCTGGTCATGACCACAAACCACCGCCTCATCTACCTCGTCGGCGCGCCCGGCGCGGGCAAGTCGACCATGATGGCCCACCTCACCGACTGCTTTGATCGCGAGCATGTGCCGGGCACCGACACCGCCCCGGCATACGACCTGCTCACGTACACCGACGGCGAGGTCGCCGGTGTCGAGCTCGGCAAGCGGCGGCCCAAGTTCTCGGGCACCGACGCGCTGCCCGCCTCGATCATCGAGAAGGCCATCCCGTGGCTCAACACCAAACCGTTTCGACTGGTGTTCGCCGAGGGTGCCCGGCTGGCCAACAAGCGGTTCCTCGACGCGGCGGTGGCCGCCGGATACGAGGTCCACCTCGGTTGGCTCAACCACCCCGATGTCGACGCGTGGCGGGCAGCTCGCTCGGCAGAAGTCGGCAAGGTCCAGTCCGAGTCGTGGGTCAAAGGTCGCGTCACGGCGGTGACCAAGCTGGTCGAGAACTACATCAACCGGCCCGAGCGAGGCGTCAAGGTCTACGTTGGTGGTCCAGAGCAGTTGACCTCGGATATGGAGCACCTGTTGGGATGA
Amino Acid Sequence: (#aa) 189
MLVMTTNHRLIYLVGAPGAGKSTMMAHLTDCFDREHVPGTDTAPAYDLLTYTDGEVAGVELGKRRPKFSGTDALPASIIEKAIPWLNTKPFRLVFAEGARLANKRFLDAAVAAGYEVHLGWLNHPDVDAWRAARSAEVGKVQSESWVKGRVTAVTKLVENYINRPERGVKVYVGGPEQLTSDMEHLLGZ
Molecular Weight/pI https://web.expasy.org/compute_pi/
Theoretical pI/Mw: 7.02 / 20730.32
Secondary structure prediction: http://bioinf.cs.ucl.ac.uk/psipred/
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7/5/23
NCBI BLAST P
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HHPRED https://toolkit.tuebingen.mpg.de/tools/hhpred
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Start Codon and source: 1 ATG
Stop Codon: 567 TGA
F/R: F
Coding Potential (y/n): Yes 
Starterator (SS, NA, NI): Pham 84713, 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: (N/A)
Longest Orf? N/A
RBS: N/A, Scoring Matrix , Spacing Matrix, Z Score, Final Score,
N/A (genome cut at base 1)
Proposed Function:  adenylate kinase
Function Evidence: Blast and HHPRED called both adenylate kinase and terminase small subunit; however, conserved domain on NCBI blast and Pham-called were majority adenylate kinase
Transmembrane Domain/Evidence: No
[image: ]
 
Transmembrane Hidden Markov Model
https://services.healthtech.dtu.dk/service.php?TMHMM-2.0
 
TMHMM uses a Hidden Markov Model to predict putative transmembrane domains. Below, see the results from TMHMM for Schubert gene 26:
 
SOSUI
 
http://harrier.nagahama-i-bio.ac.jp/sosui/sosui_submit.html
7/6/2023
Gene2 Analysis
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Gene Number: 2 Report
Start Codon and source: 564 ATG; GeneMark
Stop Codon: 2351 TAA
F/R: F
Coding Potential (y/n): Y (nearly all)
Starterator (SS, NA, NI): Pham 84645, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: -3
Longest Orf? No
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: terminase
Function Evidence: HHPRED and NCBI called both terminase and terminase, large subunit  but BLAst and Pham called majority terminase.
Transmembrane Domain/Evidence: No		https://dtu.biolib.com/DeepTMHMM
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Gene 3: Analysis 
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Gene Number: 3 Report
Start Codon and source: ATG 2436 GeneMark
Stop Codon: TGA 2651
F/R: F
Coding Potential: Yes
Starterator (SS, NA, NI): Pham 216, 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: 84
Longest Orf? Yes
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: The HHPred failed to call protein sequences that were significantly aligned and the BLAST and NCBI called results with “function unknown.”
Transmembrane Domain/Evidence: No
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Gene 4: Analysis 
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Gene Number: 4 Report
Start Codon and source: GTG 2648 GeneMark
Stop Codon: TAA 3016 
F/R: F
Coding Potential (y/n): Yes
Starterator (SS, NA, NI): Pham 84759, 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
Longest Orf? Yes
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: BLAST and NCBI called proteins with “function unknown” and “hypothetical protein,” respectively. HHPred called 9 proteins that were only marginally aligned with gene 4’s sequence.
Transmembrane Domain/Evidence: No
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Gene 5: Analysis
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Gene Number: 5 Report
Start Codon and source: ATG 3084 GeneMark
Stop Codon: 3221, TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84776, 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: 67
Longest Orf? Y
RBS: N/A, Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: BLAST and NCBI called proteins with “function unknown” and “hypothetical protein.” HHPred did not call any alignments that were closely related.
Transmembrane Domain/Evidence: No
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Gene 6: Analysis

Although many phages called a longer orf, we chose the autoannotaed start based on room for divergent promoters and 1:1 HHPRED alignments.

[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Gene Number: 6 Report
Start Codon and source: ATG 3921 DNA Master
Stop Codon: TAG 3357
F/R: R
Coding Potential (y/n): Yes
Starterator (SS, NA, NI): Pham 94888, Most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
Gap: 145
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score
[image: ]
Proposed Function: RuvC-like resolvase
Function Evidence: BLAST and NCBI called RuvC-like resolvase and RuvC-like Holliday junction resolvase, as did HHPred. However, most pham members were RuvC-like resolvase.
Transmembrane Domain/Evidence: No
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Gene 7 Analysis 
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Gene Number: 7 Report
Start Codon and source: ATG 3968 GeneMark
Stop Codon: TGA 4414 
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94919, Most Annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: 46
Longest Orf? No
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: membrane protein
Function Evidence: BLAST and NCBI called “function unknown” and “hypothetical protein,” respectively. HHPred had called one protein that was closely aligned; it was likewise a “protein of unknown function.”
Transmembrane Domain/Evidence: Yes
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Gene 8 Analysis
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Gene Number: 8 Report
Start Codon and source: ATG 4444 DNA Master (Neither GeneMark nor DNA Master called the start)
Stop Codon: TGA 6363
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94903, 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: 29
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: portal protein
Function Evidence: HHPred, BLAST, and NCBI all called portal protein.
Transmembrane Domain/Evidence: No
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Gene 9 Analysis
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Gene Number: 9 Report
Start Codon and source: ATG 6363 DNA Master
Stop Codon: TAA 8936
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 90, Most Annotated Start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: -1
Longest Orf? No
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Capsid maturation protease
Function Evidence: BLAST and NCBI called capsid maturation protease and MuF-like fusion protein. HHPred called MuF like protein and phage minor capsid protein. NCBI said MuF-like fusion protein a small conserved domain within the protein. SEAPHAGES instructions explicitly say not to name MuF-like fusion protein, so Capsid maturation protease is the proposed function.
Transmembrane Domain/Evidence: No
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Gene 10 Analysis
[image: A screenshot of a computer

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

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

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

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

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

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

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

Description automatically generated]

Gene Number: 10 Report	Comment by PETER ARLO LUND: Not called by autoannotation
Start Codon and source: 8946 ATG BLAST (not called in DNA master, phagesdb nor our  auto-annotation nor by Genemark)
Stop Codon: 9380 TAG
F/R: F
Coding Potential (y/n): Y 
Starterator (SS, NA, NI): Not called by autoannotation so there is no assigned pham
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 9
Longest Orf? Y
RBS:  Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: HNH endonuclease
Function Evidence: BLAST and NCBI called HNH endonuclease. Many of top HHPred hits were homing endonucleases.
Transmembrane Domain/Evidence: No
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Gene 11 Analysis
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Gene Number: 11 Report
Start Codon and source: ATG 9509 GeneMark
Stop Codon: TAG 9646
F/R: F
Coding Potential: N
Starterator (SS, NA, NI): Pham 84814 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: 128
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: BLAST and NCBI called function unknown and hypothetical protein. HHPred did not call proteins that were significantly aligned.
Transmembrane Domain/Evidence: No
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Gene 12 Analysis
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Gene Number: 12 Report
Start Codon and source: ATG 9760 GeneMark
Stop Codon: TAA 11505
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94909, Most Annotated Start 
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A white paper with black text
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Gap: 113
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: major capsid protein
Function Evidence: BLAST and NCBI both called major capsid proteins, major head proteins and major capsid hexamer proteins. HHPred did not have significant alignments. 
Transmembrane Domain/Evidence: No
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Gene 13 Analysis
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Gene Number: 13 Report
Start Codon and source: ATG 11605 GeneMark 
Stop Codon: TAG 12402
F/R: F
Coding Potential (y/n): Y (nearly all)
Starterator (SS, NA, NI): Pham 96108, 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: 99
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: major capsid pentamer protein
Function Evidence: BLAST and NCBI called major capsid pentamer protein. Gene 12 appears to be a major capsid hexamer protein. HHPred did not return any closely aligned hits.
Transmembrane Domain/Evidence: No
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Gene 14 Analysis
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Gene Number: 14 Report
Start Codon and source: 12414 ATG GeneMark
Stop Codon: 13256 TAA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 96147, 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: 11
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: BLAST and NCBI called function unknown and hypothetical proteins. HHPRed did not call any proteins that aligned closely with the entire sequence.
Transmembrane Domain/Evidence: No
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Gene 15 Analysis
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Gene Number: 15 Report
Start Codon and source: 13256 ATG GeneMark
Stop Codon: 13645 TGA
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 96096 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: -1
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score
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Proposed Function: holin
Function Evidence: HHPred called holin, but it only aligned for a portion of the sequence. Similarly, NCBI called tape measure proteins and holin, but the holin sequences were shorter than the protein product of gene 15. In the pham, most were not specified, those that were were classified as holins. Likewise, BLAST called mostly function unknown proteins with a few holins in the mix. Membrane protein evidencesupports holin
Transmembrane Domain/Evidence: Yes
SOSUI:
[image: A screenshot of a computer

Description automatically generated]
[image: A group of black and white circles with letters and numbers

Description automatically generated]
[image: A graph of red and blue lines

Description automatically generated]


Gene 16 Analysis
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Gene Number: 16 Report
Start Codon and source: GTG 13653 DNA Master (neither program called it)
Stop Codon: TGA 14003
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 96142, has most annotated start, not sure if it uses it	Comment by PETER ARLO LUND: I say this various times over the course of the annotation. What it means is that 1) in the pham, it was listed as having the most annotated start but not using it and that 2)I changed the start from the one listed in starterator. Thus, I'm not sure if I switched the start to "the most annotated start" or just another start that is also not "the most annotated start."
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 7
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: membrane protein
Function Evidence: NCBI and BLAST called hypothetical proteins and function unknown. HHPred returned membrane protein as top hit.
Transmembrane Domain/Evidence: Yes
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Gene 17 Analysis
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Gene Number: 17 Report
Start Codon and source: ATG 14000 GeneMark
Stop Codon: TAG 14614
F/R: F
Coding Potential (y/n): Y (nearly all)
Starterator (SS, NA, NI): Pham 84684, 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
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: membrane protein
Function Evidence: BLAST and NCBI called proteins with function unknown and hypothetical proteins.
Transmembrane Domain/Evidence: Yes
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BLASTP in phagesdb of tiny first-frame orf between called genes 17 and 18. No hits. Did not call gene.

	
Gene 18 Analysis
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Gene Number: 18 Report
Start Codon and source: ATG 14702 GeneMark
Stop Codon: TAA 15502
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84625, 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: 87
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: major tail protein
Function Evidence: NCBI and BLAST called major tail proteins. HHPred called a phage tail tube protein that was loosely related. 
Transmembrane Domain/Evidence: No
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Gene 19 Analysis
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Gene Number: 19 Report
Start Codon and source: 15791 ATG Genemark
Stop Codon: 15561 TAA
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 76668, 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: 58 
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and proteins with unknown function. HHPred did not call any proteins that were closely aligned.
Transmembrane Domain/Evidence: No
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Gene 20 Analysis
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Gene Number: 20 Report
Start Codon and source: ATG 16644 GeneMark
Stop Codon: TGA 15868 
F/R: R
Coding Potential (y/n): Y (nearly all)
Starterator (SS, NA, NI): Pham 84724, 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: 76
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: queuine tRNA-ribosyltransferase
Function Evidence: NCBI, HHPred and BLAST called queuine tRNA-ribosyltransferase. Likewise, many members of the pham were classified as queuine tRNA-ribosyltransferase, including the BlackStallion gp20, which is listed in SEAPHAGES official function list.
Transmembrane Domain/Evidence: No
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Gene 21 Analysis
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Gene Number: 21 Report
Start Codon and source: ATG 16962
Stop Codon: TGA 16699
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 252, 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: 54
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical proteins and unknown function.
Transmembrane Domain/Evidence: No
[image: A graph with numbers and lines

Description automatically generated]


Gene 22 Analysis
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Gene Number: 22 Report
Start Codon and source: GTG 17072 GeneMark
Stop Codon: TGA 17809
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94891, 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: 109
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: head-to-tail adaptor
Function Evidence: NCBI and BLAST called head-to-tail adaptor proteins. HHPRED match to SPP1 gp15.
Transmembrane Domain/Evidence: No
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Gene 23 Analysis
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Gene Number: 23 Report
Start Codon and source: ATG 17809 GeneMark
Stop Codon: TGA 18327
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94915, 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: -1
Longest Orf? (Y/N/NA) N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical proteins and function unknown. HHPred called only one slightly aligned protein
Transmembrane Domain/Evidence: No
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Gene 24 Analysis
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Gene Number: 24 Report
Start Codon and source: 18337 ATG GeneMark
Stop Codon: 18672 TAG
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 96112, Has most Annotated Start but uses a different one, called by GeneMarkS...we chose to minimize the gap and call the longer orf, as it was present in multiple other homologs.
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: 9
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical proteins and unknown function.
Transmembrane Domain/Evidence: No
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Gene 25 Analysis
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ][image: ]

Gene Number: 25 Report
Start Codon and source: TTG 18677 GeneMark
Stop Codon: TAG 19099
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 96106, Most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: 4
Longest Orf: N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: tail assembly chaperone
Function Evidence: Both NCBI and BLAST called tail assembly chaperone. Many members of the pham were also called tail assembly chaperone 
Transmembrane Domain/Evidence: No
[image: ] 
Investigated whether there is a programmed frameshift between genes 25 and autoannotated gene 26
First by phagmerator
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Closely related phage homologous genes were not annotated as having FS. Coding potential does not imply shift. Did not call frameshift.

Gene 26 analysis 
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
[image: ]
Gene Number: 26 Report
Start Codon and source: ATG 19150 GeneMark
Stop Codon: TAA 19713
F/R: F
Coding Potential (y/n): N
Starterator (SS, NA, NI): Pham 84683, 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: 50
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: tail assembly chaperone
Function Evidence: NCBI called tail assembly chaperone, some members of the pham are likewise called tail assembly chaperone. HHPRED 94% as tail assembly chaperone. Location in genome suggests possible tail assembly chaperone but most members of pham call hypothetical protein.
Transmembrane Domain/Evidence: No
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Investigated area between genes 26 and 28. G/C content less than rest of genome, but not the most extreme (see 56.3kb). Phamerator suggests many other phages call reverse frame gene here.
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Blasted forward second frame orf encoding MGRLADLLGQLDPGDQRLEIPAGGHDTLERSLAPTADHVIVRADSTGVGEEDVPAAIAVIPAVTTHAGVADVTDGGLVCGVGQAQQLVELFDAVLEEPHVHFVVAGDLFRGAGDGGHFYLPRRDVPAZ

BlastP NCBI showed only one hit, a mycobacteriophage Gareth protein. 
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Therefore, went with the auto-annotated gene 27, below.
Gene 27 Analysis
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Gene Number: 27 Report
Start Codon and source: 20152, ATG,  changed from ATG 20116 DNA Master autoannotation and GeneMark (ORF). Other phages have this start
Stop Codon: TAA 19775
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84764, Has Most annotated start but does not use it
Blast Best Hit, Query: Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: ]
Gap: 61
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
[image: ]
Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene 28 Analysis
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Gene Number: 28 Report
Start Codon and source:20236 GTG GeneMark
Stop Codon: 26211, TAG
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 100, 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: 83
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: tape measure protein
Function Evidence: NCBI, HHPred and BLAST called tape measure proteins. The members of the pham are also classified as tape measure proteins.
Transmembrane Domain/Evidence: Yes...however, it is likely NOT transmembrane because we may be seeing the hydrophobic profile that allows the monomers to (tri?)merize and form the TMP quaternary structure.
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Gene 29 Analysis
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Gene Number: 29 Report
Start Codon and source: GTG 26221 GeneMark
Stop Codon: TGA 27654
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84670, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 9
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: minor tail protein
Function Evidence: NCBI and BLAST called minor tail proteins. Members of the pham are minor tail proteins.
Transmembrane Domain/Evidence: No
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Gene 30 Analysis
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Gene Number: 30 Report
Start Codon and source: ATG 27651 GeneMark
Stop Codon: TGA 28763
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 97454, 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
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: minor tail protein
Function Evidence: NCBI and BLAST called minor tail protein. HHPred called tail protein. Members of the pham are minor tail proteins.
Transmembrane Domain/Evidence: No
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Gene 31 Analysis
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Gene Number: 31 Report
Start Codon and source: GTG 28760 GeneMark
Stop Codon: TGA 31015
F/R: F
Coding Potential (y/n): y
Starterator (SS, NA, NI): Pham 98487, 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
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: minor tail protein
Function Evidence: NCBI and BLAST called minor tail protein, members of the pham are classified as minor tail proteins.
Transmembrane Domain/Evidence: No[image: A graph with numbers and lines
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Gene 32 Analysis
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Gene Number: 32 Report
Start Codon and source: 31019 GTG GeneMark
Stop Codon: 32365 TAG
F/R: F
Coding Potential (y/n): Y (nearly all)
Starterator (SS, NA, NI): Pham 141, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 3
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: minor tail protein
Function Evidence: NCBI and BLAST called minor tail protein, members of the pham are minor tail proteins.
Transmembrane Domain/Evidence: No
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Gene 33 Analysis
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Gene Number: 33 Report
Start Codon and source: GTG 32368 GeneMark
Stop Codon: TGA 33528
F/R: F
Coding Potential (y/n): Y (nearly all)
Starterator (SS, NA, NI): Pham 98456, 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: 2
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: minor tail protein
Function Evidence: NCBI and BLAST called minor tail protein, members of the pham are classified as minor tail proteins.
Transmembrane Domain/Evidence: No
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Gene 34 Analysis
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Gene Number: 34 Report
Start Codon and source: ATG GeneMark 33559
Stop Codon: TAA 33948
F/R: F
Coding Potential (y/n): N
Starterator (SS, NA, NI): Pham 84641, 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: 30
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI called some head proteins; however, BLAST called proteins with unknown function, HHPred did not call any sequences that were closely aligned and the pham members did not have an assigned function.
Transmembrane Domain/Evidence: No
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Gene Number: 35 Report
Start Codon and source: ATG 33957 GeneMark
Stop Codon: TGA 34343
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 97490, 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: 8
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and proteins with unknown function. HHPRed had no alignments over 95%
Transmembrane Domain/Evidence: No
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Gene Number: 36 Report
Start Codon and source: GTG 34340 (DNA Master-ORF)
Stop Codon: TGA 34990
F/R: F
Coding Potential (y/n): N
Starterator (SS, NA, NI): Pham 84607, has most annotated start but does not use it
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: -4
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: BLAST and NCBI called function unknown and hypothetical proteins, members of pham do not have assigned functions.
Transmembrane Domain/Evidence: No
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Gene 37 Analysis
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Gene Number: 37 Report
Start Codon and source: ATG 34987 GeneMark
Stop Codon: TGA 35586
F/R: F
Coding Potential (y/n): N
Starterator (SS, NA, NI): Pham 84607, 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
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and unknown function, HHPred did not call any alignments over 95%.
Transmembrane Domain/Evidence: No
[image: A graph with numbers and lines
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Gene 38 Analysis
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Gene Number: 38 Report
Start Codon and source: ATG 35583 GeneMark
Stop Codon: TAG 36206
F/R: F
Coding Potential (y/n): Y (nearly all)
Starterator (SS, NA, NI): Pham 97496, 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
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and unknown function, pham members do not have functions assigned.
Transmembrane Domain/Evidence: No
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Gene 39 Analysis 
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Gene Number: 39 Report
Start Codon and source: GTG 36240 GeneMark	Comment by PETER ARLO LUND: There is another valine 6bp antes, not most annotated but some with most annotated have called it. However, there isn't much of a GAGA sequence before it so I called the valine at 36240 the start
Stop Codon: TGA 36608
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 87, 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: 33
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: BLAST and NCBI called function unknown and hypothetical protein, members of pham were not assigned functions. HHPRED had 96% phage tail assembly chaperone but we called two genes encoding those near the tape measure protein. Left this as HPP
Transmembrane Domain/Evidence: No
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Gene 40 Analysis
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Gene Number: 40 Report
Start Codon and source: TTG 36605 DNA Master-ORF
Stop Codon: TGA 36919
F/R: F
Coding Potential (y/n): N
Starterator (SS, NA, NI): Pham 96124, Has most annotated start but does not use it
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: -4
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown, pham members do not have assigned function.
Transmembrane Domain/Evidence: No
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Gene 41 Analysis
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Gene Number: 41 Report
Start Codon and source: ATG 36959 GeneMark
Stop Codon: TGA 37366 
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 81, 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: 39
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: BLAST called proteins with function unknown. NCBI called a mixture of hypothetical proteins and tail fiber protein. HHPred called a protein associated with phage tail proteins but it wasn’t closely aligned. Only one member of the pham was named a tail fiber protein.
Transmembrane Domain/Evidence: No
[image: A screenshot of a graph

Description automatically generated]
[image: A graph with numbers and lines

Description automatically generated]



Gene 42 Analysis
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Gene Number: 42 Report
Start Codon and source: ATG 37366 GeneMark
Stop Codon: TGA 38487
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 162, 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: -1
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: Phagesdb BLAST called proteins with function unknown. NCBI called hypothetical proteins and a few minor tail proteins. Only two members of the pham were called minor tail proteins. 
Transmembrane Domain/Evidence: No
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7/28/23. Looking closely at this region compared to the other phages, it appears Daka has either (1) a -1 frameshift at G, base 38,561 read twice, encoding the end of the Proline and the first base of th Glycine...or (2) a sequencing error where a G was incorrectly left off of the assembly (two G’s were read as one) or (3) has split what in many other phages is one gene (Zonia43, for example) into two genes. We will call them both so that the two products together are most like Zonia gp43 product.

Gene43 analysis
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Gene Number: 43
Start Codon and source: 38597, GTG Called by GeneMarkS
Stop Codon: 38469, TAG
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): PHagesdb autoannoation no 42 shows orpham; but the c terminus of this protein matches Zonia gp43, which is in Pham84773
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: -19bp overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matrix , Spacing Matrix, Z Score, Final Score,

[image: ]
Proposed Function:Hypothetical Protein
Function Evidence: matchesC-terminal end of Zonia 43 gp43 and many others; however, no function was known for these. Also, HHPRED provided no credible functional matches
Transmembrane Domain/Evidence: NO
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Gene 44 Analysis
Note, because of “split” gene, the c terminus of 44 oes not match Z
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Gene Number: 44 Report
Start Codon and source: GTG 38710 DNA Master (different ORFs)
Stop Codon: TGA 38528 
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): No assigned pham (not called in auto-annotation)
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: -70 bp overlap. This overlap likely is not biologically relevant as there may be either a FS or a sequence error.
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical proteins and function unknown
Note, this predicted protein matches the n-terminus of Zonia gp43. See explanation above for gene 43 to see why we chose to call both genes 43 and 44 even thought there was overlap.
Transmembrane Domain/Evidence: No
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Gene 45Analysis 
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Gene Number: 45 Report
Start Codon and source: GTG 38981 DNA Master
Stop Codon: TGA 38688 
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 240, 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: -22
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: membrane protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.  
Transmembrane Domain/Evidence: Yes
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Gene Number: 46 Report
Start Codon and source: ATG 39193 GeneMark
Stop Codon: TGA 38978
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 98503, 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 
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: helix-turn-helix DNA binding domain
Function Evidence: NCBI and BLAST called different iterations of helix-turn-helix DNA binding protein. Members of the pham are mostly called helix-turn-helix DNA binding domain. HHPred called a winged helix-turned helix DNA binding domain protein.
Transmembrane Domain/Evidence: No
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Gene 47 Analysis
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Gene Number: 47 Report
Start Codon and source: TTG 39714 DNA Master
Stop Codon: TGA 39190
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 98599, Has most annotated start but does not call it
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: -4
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: helix-turn-helix DNA binding domain
Function Evidence: NCBI, HHPred and BLAST called different versions of helix-turn-helix DNA binding domain protein. HHPred returned a few other hits but NCBI and BLAST, as well as the pham, did not show them.
Transmembrane Domain/Evidence: No
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Gene Number: 48 Report
Start Codon and source: ATG 40275 GeneMark
Stop Codon: TAA 39715
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 98459, Most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 0
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: HHPred, BLAST and NCBI called family of unknown function, function unknown and hypothetical protein.
Transmembrane Domain/Evidence: No
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Gene Number: 49 Report
Start Codon and source: TTG 40335 DNA Master (Longest ORF)
Stop Codon: TAG 41690
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 98492, Has most annotated start but it was not called in autoannotation and we changed the start, but it is still not the 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: 59
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: lysin A
Function Evidence: NCBI and BLAST called lysin A. Members of the pham are classified as lysin A. Furthermore, HHPred and NCBI called domains associated with lytic activity.
Transmembrane Domain/Evidence: No
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Gene Number: 50 Report
Start Codon and source: ATG 41700 GeneMark
Stop Codon: TAG 43055
F/R: F
Coding Potential (y/n): Y (almost all)
Starterator (SS, NA, NI): Pham 48438, Most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 9
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: lysin B
Function Evidence: HHPred called domains associated with lysin B function. BLAST and NCBI called lysin B. Members of the pham are classified as lysin B
Transmembrane Domain/Evidence: No
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Gene Number: 51 Report
Start Codon and source: ATG 43777 GeneMark
Stop Codon: TAA 43157
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84673, 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: 97
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown. HHPred did not have any alignments over 95%. 
Transmembrane Domain/Evidence: No
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Gene Number: 52 Report
Start Codon and source: GTG 45238 GeneMark
Stop Codon: TGA 43835
F/R: R
Coding Potential (y/n): N
Starterator (SS, NA, NI): Pham 94914, Most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 57
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: exonuclease
Function Evidence: NCBI and HHPred called exonuclease. A few members of the pham are exonucleases.
Transmembrane Domain/Evidence: No
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Gene Number: 53 Report
Start Codon and source: ATG 46944 DNA Master (longest ORF)
Stop Codon: TAA 45241
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 83223, Changed to 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: 2
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: DNA helicase
Function Evidence: NCBI and BLAST called DNA helicase. NCBI recognized a conserved helicase domain. HHPred called ATP-dependent DNA helicase and DNA repair helicase as well as DNA helicase.
Transmembrane Domain/Evidence: No
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Gene 54 Analysis (Deleted auto-annotated forward gene ending in 47420, added this one)
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Gene Number: 54 Report	Comment by PETER ARLO LUND: Around 47kbp to 48kbp the genome of daka differed from other closely aligned complete genomes
Start Codon and source: ATG 47410 Analyzing potential ORFs in DNA Master
Stop Codon: TAA 47051
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Not called in autoannotation
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 106
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene Number: 55 Report
Start Codon and source: ATG 47887 changed from autoannotated (Glimmer and GeneMark called two different starts than this)
Stop Codon: TGA 47453
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 85284, changed to 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: 42
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown. HHPred did not have any alignments over 95%.
Transmembrane Domain/Evidence: No
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Gene Number: 56 Report
Start Codon and source: ATG 48110 GeneMark
Stop Codon: TAG 47895
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84757, Most Annotated Start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 7
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene Number: 56 Report
Start Codon and source: ATG 48268 DNA Master	called by Glimmer, different by GeneMark
Stop Codon: TGA 48107
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 1074, 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
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene Number: 58 Report
Start Codon and source: GTG 48633 GeneMark
Stop Codon: TGA 48265
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 97442, does not have most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: -4
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI, HHPred and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene Number: 59 Report
Start Codon and source: TTG 48995 DNA Master (longest ORF)
Stop Codon: TGA 48630
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84614, does not have most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
[image: A screenshot of a computer code
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Gap: -4
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene Number: 60 Report
Start Codon and source: TTG 51848 DNA Master (longest ORF) changed from both Glimmer and GeneMark which both called 51743
Stop Codon: TAG 48996
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84, has most annotated start but does not use it
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 0
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: DNA primase/helicase
Function Evidence: NCBI identified two conserved domains associated with helicase and polymerase-primase. HHPred called helicase and DNA repair proteins. The top hits on BLAST were DNA primase/helicase.
Transmembrane Domain/Evidence: No
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Gene Number: 61 Report
Start Codon and source: ATG 52089 GeneMark
Stop Codon: TAG 51862
F/R: R
Coding Potential (y/n):Y (nearly all)
Starterator (SS, NA, NI): Pham 85674, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 13
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene Number: 62 Report
Start Codon and source: ATG 52693 GeneMark. Different from Glimmer Start
Stop Codon: TGA 52082
F/R: R
Coding Potential (y/n): Y (nearly all)
Starterator (SS, NA, NI): Pham 84775, Has most annotated start, changed to 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: -8
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene Number: 63 Report
Start Codon and source: ATG 54549 GeneMark
Stop Codon: TGA 52690
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 98440, has most annotated start but does not call it
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: DNA polymerase I
Function Evidence: HHPred called DNA polymerase I, as did NCBI and BLAST. NCBI recognized conserved polymerase domains in the sequence.
Transmembrane Domain/Evidence: No
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Gene Number: 64 Report
Start Codon and source: ATG 55004 GeneMark 
Stop Codon: TGA 54546
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 96134, 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
Longest Orf? Y
RBS: N/A, Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and unknown protein.
Transmembrane Domain/Evidence: No[image: A graph with numbers and lines
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Gene Number: 65 Report	Comment by PETER ARLO LUND: I'm not sure about this gene but there isn't a good alternative. The gene downstream does not have a longer orf and the gene upstream lines up nicely with the gene upstream of it
Start Codon and source: GTG 55119 DNA Master (analyzing ORFs)
Stop Codon: TGA 54997
F/R: R
Coding Potential (y/n): Y (N/A?)	Comment by PETER ARLO LUND: There was not much coding potential present in the area, hardly a small blip on the graph
Starterator (SS, NA, NI): wasn’t called in autoannotation or on phagesdb autoannotation. But matches Xavier gp61, so Pham861, 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: -8
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence:
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Gene Number: 66 Report
Start Codon and source: changed to GTG 55252 DNA Master (Analyzing ORFs). Added one codon.
Stop Codon: TGA 55097
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 274, has most annotated start but does not use it
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: -23
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene Number: 67 Report
Start Codon and source: changed to GTG 55686 DNA Master (Analyzing ORFs)
Stop Codon: TGA 55249
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84778, has most annotated start but does not use it
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: -4
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and unknown function.
Transmembrane Domain/Evidence: No
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Gene Number: 67 Report
Start Codon and source: ATG 56077 GeneMark
Stop Codon: TAG 55718
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 98479, 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: 31
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and unknown function.
Transmembrane Domain/Evidence: No
[image: A graph with numbers and lines
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7/28/23
Investigated region around 56132-56576 because there are two small forward orfs there not called in the auto-annotation. Blastn showed lots of phages have this identical DNA, but very very few called genes. Called them reduces the 600 bp gap and leaves 55 bp between previous reverse gene for space for divergent promoters. Essentially very poor coding potential. Has different C-terminus than several related phages, suggesting this may be a poor gene choice. BlastN shows many many phages have identical DNA for this and following gene. Decided to NOT call these orfs.
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Gap: 54
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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DID NOT CALL THIS

Start Codon and source: GTG 56346 DNA Master (ORF analysis)
Stop Codon: TGA 56576
F/R: F
Coding Potential (y/n): Y?
Starterator (SS, NA, NI): Not called in autoannotation
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 4
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: BLAST and NCBI called hypothetical protein. Neither called many alignments.
Transmembrane Domain/Evidence: No
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Gene Number: 69 Report
Start Codon and source: ATG 56530 DNA Master called by Glimmer, different start called by GeneMark
Stop Codon: TGA 57294
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84682, does not have most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: -47
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene Number: 70 Report
Start Codon and source: GTG 57306 GeneMark (longest ORF)
Stop Codon: TGA 57608
F/R: F
Starterator (SS, NA, NI): Pham 98516, does not have most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 11
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: ribbon-helix-helix DNA binding domain
Function Evidence: HHPred called several ribbon-helix-helix DNA binding domains. NCBI and BLAST called some ribbon-helix-helix DNA binding domains. Some members of the pham are ribbon-helix-helix DNA binding domains.
Transmembrane Domain/Evidence: No
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Gene Number: 71 Report
Start Codon and source: ATG 57605 GeneMark, Changed from autoannotation, Glimmer 57611
Stop Codon: TGA 57787
F/R: F
Coding Potential (y/n): Y (almost all)
Starterator (SS, NA, NI): Pham 84796, has most annotated start, not sure if it uses it	Comment by PETER ARLO LUND: I say this various times over the course of the annotation. What it means is that 1) in the pham, it was listed as having the most annotated start but not using it and that 2)I changed the start from the one listed in starterator. Thus, I'm not sure if I switched the start to "the most annotated start" or just another start that is also not "the 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
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and unknown function. NCBI called one hit that was a DNA binding protein with a SAP domain.
Transmembrane Domain/Evidence: No
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Gene Number: 72 Report
Start Codon and source:  ATG 57848 GeneMark
Stop Codon: TGA 58543 
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 93437, 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: 60 
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: helix-turn-helix DNA binding domain
Function Evidence: NCBI recognized conserved helix-turn-helix domain in sequence. HHPred called a helix-turn-helix DNA binding domain as well as small terminase subunits and RNA and DNA sigma factors. Some members of the pham are helix-turn-helix DNA binding proteins.
Transmembrane Domain/Evidence: No
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Gene Number: 73 Report
Start Codon and source: TTG 58536 GeneMark
Stop Codon: TGA 59120
F/R: F
Coding Potential (y/n): Y (nearly all)
Starterator (SS, NA, NI): Pham 84772, 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: -8
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene Number: 74 report
Start Codon and source: ATG 59117 GeneMark
Stop Codon: TAA 59539
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84781, 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
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
[image: A screenshot of a computer

Description automatically generated]
Proposed Function: Hypothetical Protein
Function Evidence: BLAST and NCBI called function unknown and hypothetical protein.
Transmembrane Domain/Evidence: No
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Gene 75 Analysis 
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BlastP NCBI has conserved domain
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Gene Number: 75 Report
Start Codon and source: GTG 59523 DNA Master (ORF analysis)
Stop Codon: TGA 59708
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 85754, has most annotated start but does not use it
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: -17
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown. NCBI recognized a metal binding domain in the sequence.
Transmembrane Domain/Evidence: No
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Gene Number: 76 report
Start Codon and source: GTG 59743 DNA Master
Stop Codon: TGA 60087
F/R: F
Coding Potential (y/n): N
Starterator (SS, NA, NI): Pham 223, 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: 34
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene Number: 77 Report
Start Codon and source: ATG 60089 GeneMark
Stop Codon: TAG 60691
F/R: F
Coding Potential (y/n): Y (nearly all)
Starterator (SS, NA, NI): Pham 84762, 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: 1
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: DNA binding protein
Function Evidence: HHPred returned many closely aligned results that were classified as RNA polymerase sigma factors. SEAPHAGES requires that such be put into the database as DNA binding proteins.
Transmembrane Domain/Evidence: No
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Gene Number: 78 Report
Start Codon and source: ATG 60750 GeneMark
Stop Codon: TGA 60986
F/R: F
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94953, 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: 58
Longest Orf? N. There is an upstream ATG, 60657, and some phages called this but it leaves a large overlap with the previous gene. We stayed with Glimmer and GeneMark
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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[image: A screenshot of a computer

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

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

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

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

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

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

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

Description automatically generated]
Gene Number: 79 Report
Start Codon and source: ATG 61270 GeneMark
Stop Codon: TGA 61061
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 235, 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: 74
Longest Orf?  Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown. HHPred called all beta proteins, SH3-like barrel. Members of pham are not assigned functions.
Transmembrane Domain/Evidence: No
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Gene Number: 80 Report
Start Codon and source: TTG 61770 DNA Master (Longest ORF)
Stop Codon: TGA 61351
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 226, changed to 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: 80
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and unknown function.
Transmembrane Domain/Evidence: No
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Gene Number: 81 Report
Start Codon and source: ATG 61949 GeneMark
Stop Codon: TAA 61806
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84733, 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: 36
Longest Orf? Y 
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown. HHPred top hit (92%) was integrase
Transmembrane Domain/Evidence: No 
[image: A graph with numbers and a line

Description automatically generated]


Gene 82 Analysis
[image: A screenshot of a computer

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

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

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

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

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

Description automatically generated]
[image: A colorful lines with white text

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

Description automatically generated]
Gene Number: 83 Report
Start Codon and source: GTG 62267 GeneMark and Glimmer	Comment by PETER ARLO LUND: If you put in the longest ORF, it gets rid of the next gene. Ask Dr. Pedulla's opinion, a half dozen alignments with longer ORF, but most have shorter
Stop Codon: TAA 62004
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84777, 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: 54 
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene Number: 83 Report	Comment by PETER ARLO LUND: Again, if you were to extend the ORF, it would knock out the need for the next gene (leaving a gap of about 40bp) blast does not support it though
Start Codon and source: ATG 62404 GeneMark
Stop Codon: TGA 62264
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 324, 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
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene Number: 84 Report
Start Codon and source: ATG 62634 GeneMark and Glimmer
Stop Codon: TGA 62404
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 233, 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: -1
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene Number: 85 Report
Start Codon and source: ATG 62830 GeneMark
Stop Codon: TGA 62627
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 5573, 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: -8
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene Number: 86 Report
Start Codon and source: GTG 63310 DNA Master (Longest ORF)
Stop Codon: TGA 62927
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 97487, 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: 96
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: HNH endonuclease
Function Evidence: BLAST, NCBI and HHPred called different iterations of HNH endonuclease.
Transmembrane Domain/Evidence: No
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Gene 87 Report
Gene Number: 87
Start Codon and source: 63336, ATG, GeneMark and Glimmer
Stop Codon: 63226
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84865, most annotated start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher

Gap:  -4 bp overlap
Longest Orf? (Y/N/NA) Y
RBS: N/A, Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: nop credible matches on Blast or HHPRED
Transmembrane Domain/Evidence: NO
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Gene Number: 88 Report	Comment by PETER ARLO LUND: Deleted the autocalled gene immediately before this one due to short length. It had 111 bp. However, it did line up nicely with this one, had a -4 gap. Also had a -4 gap with the one preceding it. BLASTs were fine but not great (All green but that was due to length rather than alignment accuracy) Worth checking with dr. pedulla
Start Codon and source: ATG 63512 GeneMark
Stop Codon: TGA 63333
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 96176, 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: 22
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene Number: 89 Report
Start Codon and source: ATG 63784 DNA Master (ORF Analysis). Changed from Glimmer and GeneMark 63757
Stop Codon: TGA 63524
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84821, has most annotated start, not sure if it calls it	Comment by PETER ARLO LUND: I say this various times over the course of the annotation. What it means is that 1) in the pham, it was listed as having the most annotated start but not using it and that 2)I changed the start from the one listed in starterator. Thus, I'm not sure if I switched the start to "the most annotated start" or just another start that is also not "the 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: 11
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: BLAST and NCBI called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene Number: 90 Report
Start Codon and source: ATG 63978 DNA Master 
Stop Codon: TGA 63781
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI):  Pham 302, 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 
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and unknown function.
Transmembrane Domain/Evidence: No
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Gene Number: 91 Report
Start Codon and source: GTG 64196 GeneMark, Glimmer called 64199
Stop Codon: TGA 63975
F/R: R
Coding Potential (y/n): N
Starterator (SS, NA, NI): Pham 84783, has most annotated start but does not use it
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: -4
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene 92 Analysis
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Gene Number: 92 Report
Start Codon and source: ATG 64378 GeneMark
Stop Codon: TGA 64193
F/R: R
Coding Potential (y/n): N
Starterator (SS, NA, NI): Pham 84771, 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
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and unknown function.
Transmembrane Domain/Evidence: No
[image: A graph with numbers and a line

Description automatically generated]


Gene 93 Analysis 
[image: A screenshot of a computer

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

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

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

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

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

Description automatically generated]
[image: A screenshot of a video game

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

Description automatically generated]

Gene Number: 93 Report
Start Codon and source: ATG 64596 GeneMark
Stop Codon: TGA 64375
F/R: R
Coding Potential (y/n): N (nearly all)
Starterator (SS, NA, NI): Pham 96172, 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
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene Number: 94 Report
Start Codon and source: ATG 65018 GeneMark
Stop Codon: TGA 64716	Comment by PETER ARLO LUND: There is a big gap here (~120). I did not find an ORF that filled the gap well so I left it blank
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84730, 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: 119
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: HHPred called elongation factor P but I did not find a function in the SEAPHAGES guide that matched that name. NCBI and BLAST called hypothetical protein and function unknown. So... hypothetical protein.
Transmembrane Domain/Evidence: No
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Gene Number: 95 Report
Start Codon and source: ATG 65247 GeneMark
Stop Codon: TGA 65050
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 94950, 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: 31
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene Number: 96 Report
Start Codon and source: ATG 65590 DNA Master
Stop Codon: TGA 65315
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 282, 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: 67
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function:  Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and unknown function.
Transmembrane Domain/Evidence: No
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Gene Number: 97 Report
Start Codon and source: TTG 66027 DNA Master (ORF analysis)
Stop Codon: TAG 65629
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 230, has most annotated start but does not use it
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 38
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical proteins and proteins with unknown functions.
Transmembrane Domain/Evidence: No
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Gene Number: 98 Report
Start Codon and source: GTG 66879 GeneMark
Stop Codon: TGA 66148
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 98523, 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: 120	Comment by PETER ARLO LUND: Another large gap here. There was one ORF that might  have worked (it overlapped significantly with the next gene though) but when I blasted it, it returned 0 results, so I decided not to add it
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical proteins and unknown function.
Transmembrane Domain/Evidence: No
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Gene Number: 99 Report
Start Codon and source: ATG 67055 GeneMark
Stop Codon: TGA 66876
F/R: R
Coding Potential (y/n): Y (nearly all)
Starterator (SS, NA, NI): Pham 84774, 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
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: membrane protein
Function Evidence: NCBI and BLAST called hypothetical protein and unknown function.
Transmembrane Domain/Evidence: Yes
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Gene Number: 100 Report	Comment by PETER ARLO LUND: If you were to put longest ORF for this gene, the next gene down the line (101) could be eliminated, leaving a gap of 32 between the newly extended gene 100 and what was gene 102

No complete alignments with the Longest ORF for this gene when BLASTed
Start Codon and source: ATG 67288 GeneMark
Stop Codon: TGA 67052
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 195, 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
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown.
Transmembrane Domain/Evidence: No
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Gene 101 Analysis
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Gene Number: 101 Report
Start Codon and source: ATG 67742 GeneMark
Stop Codon: TAA 67431
F/R: R
Coding Potential (y/n): Y 
Starterator (SS, NA, NI): Pham 170, 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: 52
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical proteins and unknown function. HHPred top hits included YorP protein.
Transmembrane Domain/Evidence: No
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Gene Number: 102 Report
Start Codon and source: GTG 68134 DNA Master (Longest ORF). Glimmer and GeneMark called 68077
Stop Codon: TGA 67742
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 84767 changed to 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: -1
Longest Orf? Y
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and unknown function.
Transmembrane Domain/Evidence: No
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Gene Number: 103 Report
Start Codon and source: 68341 GeneMark and Glimmer
Stop Codon: TGA 68147
F/R: R
Coding Potential (y/n): Y
Starterator (SS, NA, NI): Pham 391, Most Annotated Start
Blast Best Hit, Query:Subject Starts, Score, Evalue, or “no significant Blast alignments” if 10E-4 or higher
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Gap: 12
Longest Orf? N
RBS: Scoring Matrix , Spacing Matrix, Z Score, Final Score,
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Proposed Function: Hypothetical Protein
Function Evidence: NCBI and BLAST called hypothetical protein and function unknown
Transmembrane Domain/Evidence: No
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Phameration comparison with other B1 phages:
(top phage not shown)
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>Zonia_91, function unknown, 73
Length = 73

Score = 152 bits (383), Expect = 3e-37
Identities = 73/73 (100%), Positives = 73/73 (100%)

Query: 1 MGLMPNLGGLDVAKTVGEFKDAMVTMVSLLRETNRKLDTLIEIEQAKQAPPTCLDCEDNG 60
MGLMPNLGGLDVAKTVGEFKDAMVTMVSLLRETNRKLDTLIETEQAKQAPPTCLDCEDNG
Sbjct: 1 MGLMPNLGGLDVAKTVGEFKDAMVTMVSLLRETNRKLDTLIEIEQAKQAPPTCLDCEDNG 60

Query: 61 RLRCHEHGPAALR 73
RLRCHEHGPAALR
Sbjct: 61 RLRCHEHGPAALR 73

>Xavier_90, function unknown, 73
Length = 73

Score = 152 bits (383), Expect = 3e-37
Identities = 73/73 (100%), Positives = 73/73 (100%)

Query: 1 MGLMPNLGGLDVAKTVGEFKDAMVTMVSLLRETNRKLDTLIEIEQAKQAPPTCLDCEDNG 60
MGLMPNLGGLDVAKTVGEFKDAMVTMVSLLRETNRKLDTLIETEQAKQAPPTCLDCEDNG
Sbjct: 1 MGLMPNLGGLDVAKTVGEFKDAMVTMVSLLRETNRKLDTLIEIEQAKQAPPTCLDCEDNG 60

Query: 61 RLRCHEHGPAALR 73
RLRCHEHGPAALR
Sbjct: 61 RLRCHEHGPAALR 73
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hypothetical protein M046_gp87 [Mycobacterium phage Newman]
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Query 61 RLRCHEHGPAALR 73
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Download + GenPept Graphics

hypothetical protein MURDOC_87 [Mycobacterium phage Murdoc]
Sequence ID: AEO94007.1 Length: 73 Number of Matches: 1

Range 1: 1 to 73 GenPept Graphics

Score Expect Method Identities  Positives Gaps
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Stats: 5 ORF Start : 64671 Cdn1 Cdn2 Cdn3 Length

Selected: 1 ORFStop :64375 5End[333 333 1000 3
ORFlength:297  JEnd 522 636 531 67

I I [T ] 64533

Shine D |algarno |Sequence of the Region |Start|starc ORF

¢ |score |space |upstream of the start |codon|Position [Length
420 7 CCACCCTGATAGGAAGCACACC |ATG |€459€  |222

2 330 B TAGGAAGCACACCATGGGACTG |ATG |€4587 (213

3 31s 8 GCCAAACCTCGGCGGCCTCGAC  GTIG €45€3 188

4 350 9 CGTCGGCGAGTTCAAGGACGCG ATG €4530 15¢€

S 455 9 GTTCAAGGACGCGATGGTCACG ATG €4s521 147
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(101 letters)

Distribution of 100 Blast Hits on the Query Sequence

| Mouse-over to show defline and scores. Click to show alignments
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Score  E

Sequences producing significant alignments: (bits) Value

Zelda_92, function unknown, 100 206 2e-53
Zaider_93, function unknown, 100 206 2e-53
YouGoGlencoco_92, function unknown, 100 206 2e-53
Virgeve 90, function unknown, 100 206 2e-53
Virapocalypse_93, function unknown, 100 206 2e-53
Usavi_Draft_95, function unknown, 100 206 2e-53
True_91, function unknown, 100 206 2e-53
Toni_91, function unknown, 100 206 2e-53
Tomlarah_92, function unknown, 160 206 2e-53
Three0h3D2_93, function unknown, 100 206 2e-53
Thora_90, function unknown, 100 206 2e-53
Swish_93, function unknown, 100 206 2e-53
Swiphy_Draft_96, function unknown, 100 206 2e-53
Sophia_9@, function unknown, 100 206 2e-53
Soile_93, function unknown, 100 206 2e-53
Slatt_92, function unknown, 100 206 2e-53
Simielle Draft_92, function unknown, 100 206 2e-53
Scrick_Draft_92, function unknown, 100 206 2e-53
SassyCat97_9@, function unknown, 100 206 2e-53
Samaymay_92, function unknown, 100 206 2e-53
Roy17_89, function unknown, 100 206 2e-53
Roscoe_91, function unknown, 100 206 2e-53
QueenBeane_92, function unknown, 100 206 2e-53
ProfessorX_90, function unknown, 100 206 2e-53
Prickles 93, function unknown, 100 206 2e-53
Potter_86, function unknown, 100 206 2e-53
Pinheadlarry_91, function unknown, 100 206 2e-53
PhrankReynolds_90, function unknown, 100 206 2e-53

Phergie_92, function unknown, 100 206  2e-53
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Score  E
Sequences producing significant alignments: (bits) Value

Tooj_8, portal protein, 639
Soto_8, portal protein, 639
sheila_s, portal protein, 633
Roscoe_o, portal protein, 639
Roliet_s, portal protein, 639
Robyn_3, portal protein, 639
Prickles_s, portal protein, 639
Phipps_5, portal protein, 639
Nacho_B08, portal protein, 633
Mikota 8, portal protein, 632
Lumine_s, portal protein, 639
TuckvMariie 8 mortal orotein 639 Toer
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>Zelda_92, function unknown, 100
Length = 100

Score = 206 bits (523), Expect = 2e-53
Identities = 100/100 (160%), Positives = 100/100 (100%)

Query: 1  MSQIVTAAQLETGDLFRIRTLTGRTTYQUDSARKVHYQDHYIEIAATKVTTHGATTMSLA 60
MSQIVTAAQLETGDLFRIRTLTGRTTYQVDSARKVHYQDHYTETAATKVTTHGATTMSLA
Sbjct: 1  MSQIVTAAQLETGDLFRIRTLTGRTTYQUDSARKVHYQDHYIEIAATKVTTHGATTMSLA 60

Query: 61 PSTPVERLEPTPQRDIVAMLPYLNPGETVSVTYWDGRFWT 100
PSTPVERLEPTPQRDIVAMLPYLNPGETVSVTYWDGRFWT
Sbjct: 61 PSTPVERLEPTPQRDIVAMLPYLNPGETVSVTYWDGRFWT 100

>Zaider_93, function unknown, 100
Length = 100

Score = 206 bits (523), Expect = 2e-53
Identities = 100/100 (160%), Positives = 100/100 (100%)

Query: 1  MSQIVTAAQLETGDLFRIRTLTGRTTYQUDSARKVHYQDHYIEIAATKVTTHGATTMSLA 60
MSQIVTAAQLETGDLFRIRTLTGRTTYQVDSARKVHYQDHYTETAATKVTTHGATTMSLA
Sbjct: 1  MSQIVTAAQLETGDLFRIRTLTGRTTYQUDSARKVHYQDHYIEIAATKVTTHGATTMSLA 60

Query: 61 PSTPVERLEPTPQRDIVAMLPYLNPGETVSVTYWDGRFWT 100
PSTPVERLEPTPQRDIVAMLPYLNPGETVSVTYWDGRFWT
Sbjct: 61 PSTPVERLEPTPQRDIVAMLPYLNPGETVSVTYWDGRFWT 100
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RID BKB7CDAAO16 (Expires on 07-22 05:53 am)

Query ID cl|Query_48176
Description unnamed protein product
Molecule type amino acid
Query Length 101

Database Name nr

Description All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental

samples from WGS projects
Program BLASTP 2.14.1+ b Citation

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

© Graphic Summary

© Show Conserved Domains

Analyze your query with SmartBLAST

No putative conserved domains have been detected

Distribution of the top 40 Blast Hits on 40 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
1 20 40 60 80 100
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1} Alignments [SDownload » GenPept Graphics Distance tree of results Multiple alignment o
S Sore|Sers| Gover v | iy | s5on

O hypothetical protein PBI_PG1_90 [Mycobacterium phage PG1] 206 206 99% 6e-67 100.00% NP_9433651

O hypothetical protein SEA_SQUID_21 [Mycobacterium phage Squid] 204 204 99% 3e-66 99.00% ALHAG1951

O hypothetical protein PBI_SUFFOLK_88 [Mycobacterium phage Suffolk] 204 204 99% 4e66 99.00% YP_0090057351

O hypothetical protein SEA_VATICAMEOS._89 [Mycobacterium phage Vaticameos] 204 204 99% 5e-66 99.00% AXH687071

O hypothetical protein PBI_PHAMISHED_91 [Mycobacterium phage Phamished] 204 204 99% 5e-66 98.00% AKOG23671

O hypothetical protein SEA_PLACALICIOUS_90 [Mycobacterium phage Placalicious] 204 204 99% 8e66 99.00% AXH46380.1

O hypothetical protein AU153 gp89 [Mycobacterium phage Pops] 203 203 99% 1e-65 98.00% YP 0091900461

O hypothetical protein PBI_SDCHARGE11_91 [Mycobacterium phage SDcharget1] 203 203 99% 1e-65 98.00% AGK&T4701

O hypothetical protein VORTEX_90 {Mycobacterium phage Vortex] 202 202 99% 2065 98.00% YP 0091987641

O hypothetical protein FLUFFYNINJA_93 [Mycobacterium phage FluffyNinja] 202 202 99% 2065 98.00% AJA432021

O hypothetical protein UNCLEHOWIE_88 [Mycobacterium phage UncleHowie] 202 202 99% 4e-65 97.00% Y 0091682681

O hypothetical protein SEA_KAILASH_90 [Mycobacterium phage Kailash] 202 202 99% 4e-65 98.00% ATNG9T051

O hypothetical protein SEA_DUCHESSDUNG._ 89 [Mycobacterium phage DuchessDung] 202 202 99% 5e-65 98.00% AVR76757.1

O hypothetical protein AU159_gp020 [Mycobacterium phage Colbert] 201 201 99% 5e-65 98.00% Y 0091910841

O hypothetical protein SEA_LULWA_89 [Mycobacterium phage Luiwa] 201 201 99% 9e-65 98.00% QSMO01S71

) hypothetical protein PBI YOSHAND. 93 [Mycobacterium phage Yoshand] 200 200 99% 2e64 97.00% AEK10483.1
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hypothetical protein PBI_PG1_90 [Mycobacterium phage PG1]
Sequence ID: NP_943868 1 Length: 100 Number of Matches: 1

> See 94 more title(s)

Range 1: 1 to 100 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
206 bits(525) 6e-67 Compositional matrix adjust. 100/100(100%) 100/100(100%) 0/100(0%)

Query 1 MSQIVTAAQLETGDLFRIRTLTGRTTYQVDSARKVHYQDHYIEIAATKVITHGATTHSLA 60
MSQIVTAAQLETGDL FRIRTLTGRTTYQUDSARKVHYQDHYIETAATKVTTHGATTHSLA
Sbjct 1 NSQIVTAAQLETGDLFRIRTLTGRTTVQUDSARKVHYQDHYIEIAATKVTTHGATTHSLA 60

Query 61 PSTPVERLEPTPQRDIVAMLPYLNPGETVSVTYWDGRFWT 100
PSTPVERLEPTPQRDIVAMLPYLNPGETVSVTYHDGRFHT
Sbjct 61 PSTPVERLEPTPQRDIVAMLPYLNPGETVSVTYWDGRFHT 100

EIDownload + GenPept Graphics

hypothetical protein SEA_SQUID_91 [Mycobacterium phage Sq
Sequence ID: ALH46195.1 Length: 100 Number of Matches: 1

Range 1: 1to 100 GenPept Graphics
Score Expect Method Identities  Positives Gaps
204 bits(520) 3e-66 Compositional matrix adjust. 99/100(99%) 100/100(100%) 0/100(0%)

Query 1 MSQIVTAAQLETGDLFRIRTLTGRTTYQVDSARKVHYQDHYIEIAATKVITHGATTHSLA 60
MSQIVTAAQLETGDL FRIRTLTGRTTYQUDSARKVHYQDHYIETAATKVTTHGATTHSLA
Sbjct 1 NSQIVTAAQLETGDLFRIRTLTGRTTVQUDSARKVHYQDHYIEIAATKVTTHGATTHSLA 60

Query 61 PSTPVERLEPTPQRDIVAMLPYLNPGETVSVTYWDGRFWT 100
PSTPVERLEPTPQRDIVAMLPYLNPGETVSVTYHDGHFHT
Sbjct 61 PSTPVERLEPTPQRDIVAMLPYLNPGETVSVTYWDGQFWT 100
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Nr

Hit

3A5ZB

30vY.B

1YBY_B

NP_217050.1

6S8Z_A

Name

Elongation factor P; aminoacyl-tRNA
synthetase paralog, Translation, tRNA,
Lysyl-tRNA synthetase, Elongation
Factor, Str

Elongation factor P; elongation factor,
TRANSLATION; 1.75A {Pseudomonas
aeruginosa}

Translation elongation factor P;
conserved hypothetical protein,
Clostridium thermocellum, Structural
Genomics, PSI, Pro

elongation factor P [Mycobacterium
tuberculosis H37Rv]

Elongation factor P; Elongation Factor
P, TRANSLATION; HET: ACT; 2.2A
{Corynebacterium glutamicum} SCOP:
b.40.4.0, b.34.

Probability

97.35

97.23

97.13

971

97.07

E-value

0.0057

0.01

0.02

0.017

0.014

Score

45.77

44.18

44.13

43.61

SS
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9.3

8.4
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Starts: 6 ORF Start : 65054 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop :64716 SEnd[647 618 471 102
ORFlengh:333  JEnd00 00 00 65

I I I [ I ]

Sequence of the Region |Start|Start  |ORF
Upstream of the Start [Codon|Position [Length

7 ACCACGAAAGCAGGAACACCAA |ATG |€5018  |303
7 TCAGGTCGACAGCGCCCGCAAG |GTG  |€491€ (201

3 294 8 CATCGAGATTGCCGCCACCAAG |GTG | €4874  |159

4 325 € GACCACCCACGGGGCCACGACG  ATG €4850 13s

S 441 8 CCCGCAGCGCGACATCGTICGCC  ATG €4784 €9

€ 231 7 GTACCTGAACCCCGGCGAGACC GIG €4754 33
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(66 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

<40 40-50

N

0 50
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Score  E

Sequences producing significant alignments: (bits) Value

Usavi_Draft_96, function unknown, 65 136 2e-32
Roscoe_92, function unknown, 65 136 2e-32
Prickles_94, function unknown, 65 136 2e-32
Newnan_89, function unknown, 65 136 2e-32
KingVeVeVe_91, function unknown, 65 136 2e-32
Tnverness_91, function unknown, 65 136 2e-32
Eremos_91, function unknown, 65 136 2e-32
EmpTee_92, function unknown, 65 136 2e-32
Daka_Draft_93, function unknown, 65 136 2e-32
Crownjwl_9@, function unknown, 65 136 2e-32
Chunky_92, function unknown, 65 136 2e-32
Cheet0_90, function unknown, 65 136 2e-32
Boehler_91, function unknown, 65 136 2e-32
BlueHusk_Draft_94, function unknown, 65 136 2e-32
Basato_92, function unknown, 65 136 2e-32
Adriana_94, function unknown, 65 136 2e-32
Xavier_92, function unknown, 65 135 4e-32
Weher20_90, function unknown, 65 135 4e-32
Vortex_91, function unknown, 65 135 4e-32
Vivaldi_93, function unknown, 65 135 4e-32
Virapocalypse_94, function unknown, 65 135 4e-32
Veritas_92, function unknown, 65 135 4e-32
Vaticameos_90, function unknown, 65 135 4e-32
Valjean 91, function unknown, 65 135 4e-32
Vaichaliod 94 function unknown 65 135 Ae-32
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>Usavi_Draft_96, function unknown, 65
Length = 65

Score = 136 bits (342), Expect = 2e-32
Tdentities = 65/65 (100%), Positives = 65/65 (100%)

Query: 1 MPISPACDCLTSEDHTLPHATVCAAAFNGHDTDHSQIRELAELAAYKDIDTALSILRAYR 60
MPTSPACDCLTSEDHTLPHATVCAAAFNGHDTDHSQIRELAELAAYKDIDTALSILRAYR
Sbjct: 1 MPISPACDCLTSEDHTLPHATVCAAAFNGHDTDHSQIRELAELAAYKDIDTALSILRAYR 60

Query: 61 NGSLS 65
NGSLS
Sbjct: 61 NGSLS 65

>Roscoe_92, function unknown, 65
Length = 65

Score = 136 bits (342), Expect = 2e-32
Tdentities = 65/65 (100%), Positives = 65/65 (100%)

Query: 1 MPISPACDCLTSEDHTLPHATVCAAAFNGHDTDHSQIRELAELAAYKDIDTALSILRAYR 60
MPTSPACDCLTSEDHTLPHATVCAAAFNGHDTDHSQIRELAELAAYKDIDTALSILRAYR
Sbjct: 1 MPISPACDCLTSEDHTLPHATVCAAAFNGHDTDHSQIRELAELAAYKDIDTALSILRAYR 60

Query: 61 NGSLS 65
NGSLS
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BKCOKKMAO13 (Expires on 07-22 06:12 am)

Database Name nr
Description All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental

samples from WGS projects
Program BLASTP 2.14.1+ b Citation

Icl|Query_43496
unnamed protein product
Molecule type amino acid

Query Length 66

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

© Graphic Summary

© Show Conserved Domains
No putative conserved domains have been detected

Distribution of the top 41 Blast Hits on 41 subject sequences &
Mouse over to see the title, click to show alignments
Color key for alignment scores
W<40 W40-50 W 50-80 Ws80-200  W>=200
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hypothetical protein PBI_SOTO_90 [Mycobacterium phage Soto]

‘hypothetical protein HL05_gp092 [Mycobacterium phage Manad]

‘hypothetical protein SEA_KWADWO_92 [Mycobacterium phage Kwadwol

9p92 [Mycobacterium phage Shival]

hypothetical protein SEA_HORCHATA_88 [Mycobacterium phage Horchata]

hypothetical protein SEA_CARTHAGE_94 [Mycobacterium phage Carthage]

‘hypothetical protein PBI_SWISH_34 [Mycobacterium phage Swish]

hypothetical protein CL79_gp092 [Mycobacterium phage Oline]

‘hypothetical protein UNCLEHOWIE_89 [Mycobacterium phage UncleHowe]

‘hypothetical protein PBI PG1 91 [Mycobacterium phage PG1]

Description

Max  Total Query
Score Score Cover
134 134 98%
133 133 98%
133 133 98%
132 132 98%
132 132 98%
132 132 98%
132 132 98%
131 131 98%
130 130 98%
130 130 98%
129 129 98%
128 128 98%

E
value

2e-39
5e-39
6e-39
9e-39
1e-38
2e-38
2e-38
4e-38
5e-38
1e-37
4e-37
4e-37

Bes
Ident

100.00%
98 46%
98 46%
96.92%
98 46%
96.92%
96.92%
96.92%
95.38%
96.92%
93.85%
95.38%

Accession

YP_008052166.1
YP_009100899.1
YP_009043367.1
AZS08487.1

YP_009189330.1
YP_009208643.1
ATN9332.1

QBI9B366.1

YP_009187604.1
YP_009014354.1
YP_009168269.1

NP_943869.1
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Sequence ID: YP_008052166.1 Length: 65 Number of Matches: 1
»See 10 more title(s)

Range 1: 1 to 65 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
134 bits(338) 2e-39 Compositional matrix adjust. 65/65(100%) 65/65(100%) 0/65(0%)

Query 1 HPISPACDCLTSEDHTLPHATVCAAAFNGHDTDHSQIRELAELAAYKDIDTALSILRAYR 60
MPTSPACDCL TSEDHT LPHATVCAAAFNGHDTDHSQIREL AELAAYKDIDTALSILRAYR
Sbjct 1 MPISPACDCLTSEDHTLPHATVCAAAFNGHDTDHSQIRELAELAAYKDIDTALSILRAYR 60

Query 61 NGSLS 65
NGSLS
sbjct 61 NGSLS 65

EiDownload - GenPept Graphics

hypothetical protein PBI_SOTO_90 [Mycobacterium phage Soto]
Sequence ID: YP_009100899 1 Length: 65 Number of Matches: 1
»See 1 more title(s)

Range 1: 1 to 65 GenPept Graphics

Score Expect Method Identities  Positives Gaps
133 bits(335) Se-39 Compositional matrix adjust. 64/65(98%) 65/65(100%) 0/65(0%)

Query 1 HPISPACDCLTSEDHTLPHATVCAAAFNGHDTDHSQIRELAELAAYKDIDTALSILRAYR 60
MPTSPACDCLTSEDHT LPHATVCAAAFNGHDTDHSQIRELAELAAYKDIDTALSILR+VR
Sbjct 1 MPISPACDCLTSEDHTLPHATVCAAAFNGHDTDHSQIRELAELAAYKDIDTALSILRSYR 60

Query 61 NGSLS 65
NGSLS
Shjct 61 NGSLS 65
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Number of Hits: 33
Query MSA diversity (Neff): 2.3145

Note: your query alignment consists of only 9 sequence(s).
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Nr

Hit

ANQW_A

PF16817.8

7B70_1

NP_216277.1

Name

ECF RNA polymerase sigma factor
SigK; sigma factor, transcription
initiation, DNA binding, Promoter DNA
binding and tran

; DUF5073 ; Domain of unknown
function (DUF5073)

FI18195p1; Rab1, GEFs, Golgi, TRAPP
complexes, EXOCYTOSIS; 4.0A
{Drosophila melanogaster}

hypothetical protein Rv1761c
[Mycobacterium tuberculosis H37Rv]

Probability

69.78

61.14

53.93

49.41

E-value
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21.66

26.37
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Starts: 3 ORF Start : 65292 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop :65050 5End[524 571 524 63
ORFlength:243  JEnd/00 00 00 17
I I ] 65242

Shine D |algarno |Sequence of the Region |Start|starc ORF
2 |Score Space Upstream of the Start |Codon|Position |Length
1 i4€2 8 GACCCGCCGAGAAARGGATCGAR | ATG  €5247 1s8
2 les 7 CCACACCCTGCCTCACGCGACC |GIG  €5184 13s
3 4€5 s CTACAAGGACATCGACACCGCA |TIG | €5051 42
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(92 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

<40 40-50

N

0 50
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Score b

Sequences producing significant alignments: (bits) Value

Zonia_94, function unknown, 91 192 2e-49
Zelda_94, function unknown, 91 192 2e-49
Zaider_95, function unknown, 91 192 2e-49
YouGoGlencoco_94, function unknown, 91 192 2e-49
Xavier_93, function unknown, 91 192 2e-49
Weher20_91, function unknown, 91 192 2e-49
Waterdiva_95, function unknown, 91 192 2e-49
Wallhey 95, function unknown, 91 192 2e-49
Vortex_92, function unknown, 91 192 2e-49
Vivaldi_94, function unknown, 91 192 2e-49
Vista_93, function unknown, 91 192 2e-49
Virgeve 92, function unknown, 91 192 2e-49
Veritas_93, function unknown, 91 192 2e-49
Usavi_Draft_97, function unknown, 91 192 2e-49
UncleHowie_9@, function unknown, 91 192 2e-49
TyrionL_94, function unknown, 91 192 2e-49
Trypo_94, function unknown, 91 192 2e-49
True_95, function unknown, 91 192 2e-49
Tooj_91, function unknown, 91 192 2e-49
Toni_93, function unknown, 91 192 2e-49
TomBombadil 94, function unknown, 91 192 2e-49
Timmi_92, function unknown, 91 192 2e-49
Telesworld_92, function unknown, 91 192 2e-49
Swiphy_Draft_98, function unknown, 91 192 2e-49

Surely 94, function unknown, 91 192 2e-49
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RID AGZITY31013 (Expires on 07-09 05:06 am)

Query ID Icl|Query_130799 Database Name nr
Description unnamed protein product Description  All non-redundant GenBank CDS
Molecule type amino acid translations-+PDB+SwissProt+PIR+PRF excluding
Query Length 640 environmental samples from WGS projects

Program BLASTP 2.14.1+ b Citation

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

Analyze your query with SmartBLAST
) Graphic Summary.

(© Show Conserved Domains

No putative conserved domains have been detected

Distribution of the top 100 Biast Hits on 100 subject sequences &
Mouse over to see the title, click to show alignments

Color key for alignment scores
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>Zonia_94, function unknown, 91
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Tdentities = 91/91 (160%), Positives = 91/91 (100%)

Query: 1 MSGRPLRGTVGSGRHRPWAYTVMPGDVKVVGARTTMNGLKHFVLRYEERHDEVGILLGWF 60
MSGRPLRGTVGSGRHRPWAY TVMPGDVKVVGARTTMWGLKHFVLRYEERHDEVGILLGWF
Sbjct: 1 MSGRPLRGTVGSGRHRPWAYTVMPGDVKVVGARTTMNGLKHFVLRYEERHDEVGILLGWF 60

Query: 61 PVAASPVPRRALRRRERRAALRARHDSTLRC 91
PVAASPVPRRALRRRERRAALRARHDSTLRC
Sbjct: 61 PVAASPVPRRALRRRERRAALRARHDSTLRC 91

>Zelda_94, function unknown, 91
Length = 91

Score = 192 bits (489), Expect = 2e-49
Tdentities = 91/91 (160%), Positives = 91/91 (100%)

Query: 1 MSGRPLRGTVGSGRHRPWAYTVMPGDVKVVGARTTMNGLKHFVLRYEERHDEVGILLGWF 60
MSGRPLRGTVGSGRHRPWAY TVMPGDVKVVGARTTMWGLKHFVLRYEERHDEVGILLGWF
Sbjct: 1 MSGRPLRGTVGSGRHRPWAYTVMPGDVKVVGARTTMNGLKHFVLRYEERHDEVGILLGWF 60

Query: 61 PVAASPVPRRALRRRERRAALRARHDSTLRC 91
PVAASPVPRRALRRRERRAALRARHDSTLRC
Sbjct: 61 PVAASPVPRRALRRRERRAALRARHDSTLRC 91
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O hypothetical protein M046_gpo0 [Mycobacterium phage Newman] 182 182 98% 1e-57 100.00% YP_008052167-
O hypothetical protein HLO5_gp093 Mycobacterium phage Manad] 181 181  98% 5657 98.90% YP_009043368°
O hypothetical protein PBI_YOSHAND_95 [Mycobacterium phage Yoshand] 180 180 98% 9e-57 98.90% AEK104851
O hypothetical protein PBI_PG1_92 [Mycobacterium phage PG1] 180 180 98% 9e-57 98.90% NP_9438701
O hypothetical protein NUMBERTEN_94 [Mycobacterium phage Numberten] 180 180 98% 1e-56 98.90% AHNS4209 1
O hypothetical protein SEA_VALJEAN_32 obacterium phage Valiean] 180 180 98% 1e-56 98.90% AZzS108921
O hypothetical protein CL79_gp093 [Mycobacterium phage Oline] 179 179 98% 2656 98.90% YP_009014355°
O hypotnetical protein PBI_KINGVEVEVE_92 [Mycobacterium phage KingVeVeVe] 179 179 98% 2056 98.90% AHY843611
O hypothetical protein SEA_SQUIGGLE_93 [Mycobacterium Phage Squiggle] 179 179 98% 3e-56 98.90% AZF95598 1
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hypothetical protein M046_gp90 [Mycobacterium phage Newman]
Sequence ID: YP_008052167.1 Length: 91 Number of Matches: 1
> See 157 more fitle(s)

Range 1: 1 to 91 GenPept Graphics

Score Expect Method Identities Positives Gaps
182 bits(462) 1e-57 Compositional matrix adjust. 91/91(100%) 91/91(100%) 0/91(0%)

Query 1 HSGRPLRGTVGSGRHRPHAYTVHPGDVKVVGARTTHNGLKHFVLRYEERHDEVGILLGHF 60
HSGRPLRGTVGSGRHRPHAYTVHPGDVKVVGART THKGLKHFVLRYEERHDEVGILLGHF
Sbjct 1 HSGRPLRGTVGSGRHRPHAYTVHPGDVKVVGARTTHNGLKHFVLRYEERHDEVGILLGHF 60

Query 61 PVAASPVPRRALRRRERRAALRARHDSTLRC 91
PVAASPVPRRALRRRERRAALRARHDSTLRC
Sbjct 61 PVAASPVPRRALRRRERRAALRARHDSTLRC 91

[BDownload v GenPept Graphics

hypothetical protein HLO5_gp093 [Mycobacterium phage Manad]
Sequence ID: YP_009043368 1 Length: 91 Number of Matches:
» See 3 more title(s)

Range 1: 1 to 91 GenPept Graphics
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MSGRPLRGTVGSGRHRPHAYTVHPGDVKVVGARTT+HGLKHFVL RYEERHDEVGILLGHF
Sbjct 1 HSGRPLRGTVGSGRHRPHAYTVHPGDVKVVGARTTLWGLKHFVLRYEERHDEVGILLGHF 60

Query 61 PVAASPVPRRALRRRERRAALRARHDSTLRC 91
PVAASPVPRRALRRRERRAALRARHDSTLRC
Sbjct 61 PVAASPVPRRALRRRERRAALRARHDSTLRC 91
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TallGrassMM 95, function unknown, 132
Swish_97, function unknown, 132
Swiphy_Draft_100, function unknown, 132
Suffolk_91, function unknown, 132
Squid_95, function unknown, 132
Soto_92, function unknown, 132
Shival_95, function unknown, 132
Scoot17C_96, function unknown, 132
Roy17_93, function unknown, 132
Prickles_96, function unknown, 132
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>Yoshand_97, function unknown, 132
Length = 132

Score = 270 bits (691), Expect = 6e-73
Tdentities = 132/132 (160%), Positives = 132/132 (100%)

Query: 1  MSGRDGPAEKGTTDMFKFVARLNGRTVVTQHETQADATARIGQIAAVNNLTATQERRDED
MSGRDGPAEKGTTDMFKFVARLNGRTVVTQHE TQADATARIGQIAAVNNL TATQERRDED
Sbjct: 1  MSGRDGPAEKGTTDMFKFVARLNGRTVVTQHETQADATARIGQIAAVNNLTATQERRDED

Query: 61 TISGVWYYRTSPNKGGVAGTFKIIDNSPVRIEDKDGFTADLLNTTDAEVAVVQYDHLPEP
TISGVWYYRTSPNKGGVAGTFKTIDNSPVRIEDKDGF TADLLNTTDAEVAVVQYDHLPEP
Sbjct: 61 TISGVWYYRTSPNKGGVAGTFKIIDNSPVRIEDKDGFTADLLNTTDAEVAVVQYDHLPEP

Query: 121 THLDWSHVNRIS 132
THLDWSHVNRTS
Sbjct: 121 THLDWSHVNRIS 132

>Vortex_94, function unknown, 132
Length = 132

Score = 270 bits (691), Expect = 6e-73
Tdentities = 132/132 (160%), Positives = 132/132 (100%)

Query: 1  MSGRDGPAEKGTTDMFKFVARLNGRTVVTQHETQADATARIGQIAAVNNLTATQERRDED
MSGRDGPAEKGTTDMFKFVARLNGRTVVTQHE TQADATARIGQIAAVNNL TATQERRDED
Sbjct: 1  MSGRDGPAEKGTTDMFKFVARLNGRTVVTQHETQADATARIGQIAAVNNLTATQERRDED

Query: 61 TISGVWYYRTSPNKGGVAGTFKIIDNSPVRIEDKDGFTADLLNTTDAEVAVVQYDHLPEP
TISGVWYYRTSPNKGGVAGTFKTIDNSPVRIEDKDGF TADLLNTTDAEVAVVQYDHLPEP
Sbjct: 61 TISGVWYYRTSPNKGGVAGTFKIIDNSPVRIEDKDGFTADLLNTTDAEVAVVQYDHLPEP

Query: 121 THLDWSHVNRIS 132
THLDWSHVNRTS
Sbjct: 121 THLDWSHVNRIS 132
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O hypothetical protein AVU74_gp0g6 [Mycobacterium phage OSmaximus] 272 272 99% 4e-92 9924% YP 0091989541
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Score  E

Sequences producing significant alignments: (bits) Value

SDcharge11_95, function unknown, 243 483 e-136
Daka_Draft_96, function unknown, 243 483 e-136
Frankicide Draft_96, function unknown, 243 477 e-134
KingVeVeVe_95, function unknown, 243 267 e-132
Struggle_97, function unknown, 243 265  e-131
Duggie 97, function unknown, 243 265  e-131
Newman_92, function unknown, 243 264 e-131
Apizium 95, function unknown, 243 264 e-131
Soto_93, function unknown, 243 264 e-130
Mikota_91, function unknown, 243 264 e-130
Dingo_93, function unknown, 243 264 e-130
Basato_95, function unknown, 243 264 e-130
Maru_96, function unknown, 243 262 e-130
Buckeye_95, function unknown, 243 262 e-130
Matalotodo_Draft_97, function unknown, 243 262 e-130
Zelda_97, function unknown, 243 261 e-130
YouGoGlencoco_97, function unknown, 243 261 e-130
UAch1_97, function unknown, 243 261 e-130
Tnverness_94, function unknown, 243 261 e-130
Hetaeria 96, function unknown, 243 261 e-130
Roliet_94, function unknown, 243 261 e-130

Adriana 97, function unknown, 243 260 e-129
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>SDchargel1_95, function unknown, 243
Length = 243

Score = 483 bits (1244), Expect = e-136
Tdentities = 243/243 (160%), Positives = 243/243 (100%)

Query: 1  MSAPHTEVEVNAQLAIVSSLLAVSCYGWTDISTVMSDLRALKRELKRRLAEVERNNQREK 60
MSAPHTEVEVNAQLAIVSSLLAVSCYGWTDISTVMSDLRALKRELKRRLAEVERNNQREK
Sbjct: 1  MSAPHTEVEVNAQLAIVSSLLAVSCYGWTDISTVMSDLRALKRELKRRLAEVERNNQREK 60

Query: 61 ESTAMEDPNGSDEAPKVVRADASNPADLLAAAAEAEKAAAAFRKQAAETARAAEEARRPK 120
ESTAMEDPNGSDEAPKVVRADASNPADL LAAAAEAEKAAAAFRKQAAETARAAEEARRPK
Sbjct: 61 ESTAMEDPNGSDEAPKVVRADASNPADLLAAAAEAEKAAAAFRKQAAETARAAEEARRPK 120

Query: 121 MPTVHTGVSVVWVTFRRYTSGREYNYAATGHRTGTSVRWAVTGTETRRFNWAGLLDFIGEA 180
MPTVHTGVSVVVTFRRYTSGREYNYAATGWRTGT SVRWAVTGTETRRFNNAGLLDFIGEA
Sbjct: 121 MPTVHTGVSVVVTFRRYTSGREYNYAATGHRTGTSVRWAVTGTETRRFNWAGLLDFIGEA 180

Query: 181 NWHTLAEVTQTRTVLASGGEPPVAEVMGRYGKVLRTERPSSPFVGGAQYGGEVRPGPYSE 240
NWHTLAEVTQTRTVL ASGGEPPVAEVMGRYGKVL RTERPSSPFVGGAQYGGEVRPGPYSE
Sbjct: 181 NWHTLAEVTQTRTVLASGGEPPVAEVMGRYGKVLRTERPSSPFVGGAQYGGEVRPGPYSE 240

Query: 241 FEF 243
FEF
Sbjct: 241 FEF 243
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>Frankicide_Draft_96, function unknown, 243
Length = 243
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Query: 1  MSAPHTEVEVNAQLAIVSSLLAVSCYGWTDISTVMSDLRALKRELKRRLAEVERNNQREK 60
MSAPHTEVEVNAQLAIVSSLLA+SCYGWTDISTVMSDLRALKRELKRRLAEVERNNQREK.
Sbjct: 1  MSAPHTEVEVNAQLAIVSSLLAMSCYGWTDISTVMSDLRALKRELKRRLAEVERNNQREK 60

Query: 61 ESTAMEDPNGSDEAPKVVRADASNPADLLAAAAEAEKAAAAFRKQAAETARAAEEARRPK 120
ESTAMEDPNGSDEAPK V AD SNPADLLAAAAEAEKAAAAFRKQAAETARAAEEARRPK
Sbjct: 61 ESTAMEDPNGSDEAPKAVMADTSNPADLLAAAAEAEKAAAAFRKQAAETARAAEEARRPK 120

Query: 121 MPTVHTGVSVVWVTFRRYTSGREYNYAATGHRTGTSVRWAVTGTETRRFNWAGLLDFIGEA 180
MPTVHTGVSVVVTFRRYTSGREYNYAATGWRTGT SVRWAVTGTETRRFNNAGLLDFIGEA
Sbjct: 121 MPTVHTGVSVVVTFRRYTSGREYNYAATGHRTGTSVRWAVTGTETRRFNWAGLLDFIGEA 180

Query: 181 NWHTLAEVTQTRTVLASGGEPPVAEVMGRYGKVLRTERPSSPFVGGAQYGGEVRPGPYSE 240
NWHTLAEVTQTRTVL ASGGEPPVAEVMGRYGKVL RTERPSSPFVGGAQYGGEVRPGPYSE
Sbjct: 181 NWHTLAEVTQTRTVLASGGEPPVAEVMGRYGKVLRTERPSSPFVGGAQYGGEVRPGPYSE 240

Query: 241 FEF 243
FEF
Sbjct: 241 FEF 243
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Other reports: > Search Summary [Taxonomy, reports] [Distance tree of results] [Multiple alignment] [MSA viewer]
Analyze your query with SmartBLAST
E)Graphi(: Summary

© Show Conserved Domains

No putative conserved domains have been detected

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
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Alignments o
Description s’f:e STZ:'E g‘;:g v;“e |§Z.rn Accession
O nypothetical protein PBI_SDCHARGE11_95 [Mycobacterium phage SDcharge1] 493 493  99% 9e-176 100.00% AGK74741
O hypothetical protein PBI_KINGVEVEVE_35 [Mycobacterium phage KingVeVeVe] 474 474 99% 3e-168 96.71% AHY843641
O hypothetical protein SEA_STRUGGLE_97 (Mycobacterium phage Struggle] 471 471 99% Ge-167 9630% AZS103711
O hypothetical protein 14046_gp92 [Mycobacterium phage Newman] 471 471 99% Te-167 96.30% YP 0080521691
() hypothetical protein PBI_SOTO_93 [Mycobacterium phage Soto] 470 470 99% 1e-166 96.30% YP 0091008021
O hypothetical protein SEA_BUCKEYE_95 [Mycobacterium phage Buckeyel 468 468 Q0% 5e-166 9547% AX1439221
O hypothetical protein SEA_ZELDA_97 [Mycobacterium phage Zelda] 468 468 99% 1e-165 9588% AZFO52681
O hypothetical protein HETAERIA_6 {Wycobacterium phage Hetaeria] 467 467 99% 1e-165 9588% ALAYSTOST
O hypothetical protein SEA_ROLIET_94 [Mycobacterium phage Rolief] 467 467 99% 2e-165 9588% AZS125071
O hypothetical protein DODDSVILLE_24 [Mycobacterium phage Doddsvile] 464 464 99% 2e-164 9506% AXC364401
O hypothetical protein SEA_LONGACAUDA 97 [Mycobacterium phage Longacaudal 465 465 99% 20164 94.00% ATNS0598 1
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hypothetical protein PBI_SDCHARGE11_95 [Mycobacterium phage SDcharge11]
Sequence ID: AGKB7474.1 Length: 243 Number of Matches: 1

Range 1: 1 to 243 GenPept Gray

Score Expect Method Tdentities Positives Gaps
493 bits(1269) 9e-176 Compositional matrix adjust. 243/243(100%) 243/243(100%) 0/243(0%)

Query 1 MSAPHTEVEVNAQLAIVSSLLAVSCYGNTDISTVHSDLRALKRELKRRLAEVERNNQREK 60
MSAPHTEVEVNAQLATVSSL LAVSCYGHTDISTVHSDLRALKRELKRRLAEVERNNQREK
Sbjct 1 MSAPHTEVEVNAQLAIVSSLLAVSCYGHTDISTVHSDLRALKRELKRRLAEVERNNQREK 60

Query 61  ESTAMEDPNGSDEAPKVVRADASNPADLLAAAAEAEKAAAAFRKQAAETARAAEEARRPK 120
ESTAMEDPNGSDEAPKVVRADASNPADL L AAAAEAEKAAAAFRKQAAE TARAAEEARRPK
Sbjct 61  ESTAMEDPNGSDEAPKVVRADASNPADL LAAAAEAEKAAAAFRKQAAETARAAEEARRPK 120

Query 121 MPTVHTGVSVVVTFRRYTSGREYNYAAIGHRTGTSVRWAVIGTETRRFNHAGLLDFIGEA 180
MPTVHTGVSVVVTFRRYTSGREYNYAATGHRTGTSVRWAVTGTE TRRFNHAGL LDF TGEA
Sbjct 121 MPTVHTGVSVVVTFRRYTSGREYNYAATGHRTGTSVRWAVTGTETRRFNHAGLLDFTGEA 180

Query 181 NWHTLAEVTQTRTVLASGGEPPVAEVHGRYGKVLRTERPSSPFVGGAQYGGEVRPGPYSE 240
NWHTLAEVTQTRTVL ASGGEPPVAEVHGRYGKVLRTERPSSPFVGGAQYGGEVRPGPYSE
Sbjct 181 NWHTLAEVTQTRTVLASGGEPPVAEVHGRYGKVLRTERPSSPFVGGAQYGGEVRPGPYSE 240

Query 241 FEF 243
FEF
Shjct 241 FEF 243

BiDownload + GenPept Graphics

hypothetical protein PBI_KINGVEVEVE_95 [Mycobacterium phage KingVeVeVe]
Sequence ID: AHY84364.1 Length: 243 Number of Matches: 1

Range 1: 1to 243 GenPept Gray
Score Expect Method Tdentities Positives Gaps
474 bits(1220) 3e-168 Compositional matrix adjust. 235/243(97%) 238/243(97%) 0/243(0%)

Query 1 MSAPHTEVEVNAQLAIVSSLLAVSCYGHTDISTVHSDLRALKRELKRRLAEVERNNQREK 60
MSAPHTEVEVNAQLATIVSSLLA++ YGHTDISTV SDLRA KRELKRRLAE ERNNQREK
Sbjct 1 MSAPHTEVEVNAQLAIVSSLLAHTYYGHTDISTVRSDLRARKRELKRRLAEAERNNQREK 60

Query 61  ESTAMEDPNGSDEAPKVVRADASNPADLLAAAAEAEKAAAAFRKQAAETARAAEEARRPK 120
ESTAMEDPNG+DEAPKVV ADASNPADLLAAAAEAEKAAAAFRKQAAETARAAEEARRPK
Sbjct 61  ESTAMEDPNGADEAPKVVHADASNPADL LAAAAEAEKAAAAFRKQAAETARAAEEARRPK 120

Query 121 MPTVHTGVSVVVTFRRYTSGREYNYAAIGHRTGTSVRWAVIGTETRRFNHAGLLDFIGEA 180
MPTVHTGVSVVVTFRRYTSGREYNYAATGHRTGTSVRWAVTGTE TRRFNHAGL LDF TGEA
Sbjct 121 MPTVHTGVSVVVTFRRYTSGREYNYAATGHRTGTSVRWAVTGTETRRFNHAGLLDFTGEA 180

Query 181 NWHTLAEVTQTRTVLASGGEPPVAEVHGRYGKVLRTERPSSPFVGGAQYGGEVRPGPYSE 240
NWHTLAEVTQTRTVL ASGGEPPVAEVHGRYGKVLRTERPSSPFVGGAQYGGEVRPGPYSE
Sbjct 181 NWHTLAEVTQTRTVLASGGEPPVAEVHGRYGKVLRTERPSSPFVGGAQYGGEVRPGPYSE 240

Query 241 FEF 243
FEF
Shjct 241 FEF 243
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Starts : 14 ORF Start : 67131 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop :66148 SEnd(91.2 265 706 102
ORFlength:384  JEnd00 00 00 68

I [ 11 [ 1 1T [ 1T ]
Shine D |algarno |Sequence of the Region |Start|starc ORF

w

¢ |score |space |upstream of the start |codon|Position [Length
1 i3ss 7 GATTTCGAGATCGAGCGCAACG |GTG |€7098  |951
2 483 8 TGCTCGGGCTGGCACTGCTCGC  |ATG 66996 (849
3 483 7 CCGCGTTCGGGGCGETGACGCT |GTG | 66879 |732
4 40s 9 CGAGGTCGAGGTCAATGCACAR TTIG €€840 €93
S 252 7 CATCGTCTCGTCGCTACTGGCC | GTIG €€sl13 €€E
€ 285 9 GTGGACCGATATCAGCACGGTC ATG €€777 €30
7 357 8 ACTCAAGCGCCGCCTCGCCGAG  GTG €€72¢ 575
8 441 8 ACGAGAGARAGAGAGCACCGCC  ATG €€€87 540
& lama a CRARGAAGAGCRCCGACCCAAA  ATE €651 372
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(60 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

<40 40-50

N

0 50
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Score  E

Sequences producing significant alignments: (bits) Value

Zonia_98, function unknown, 59 115 5e-26
Wallhey 99, function unknown, 59 115 5e-26
Virgeve 96, function unknown, 59 115 5e-26
Valjean 96, function unknown, 59 115 5e-26
Vaishali2d_98, function unknown, 59 115 5e-26
UAch1_98, function unknown, 59 115 5e-26
Tooj_95, function unknown, 59 115 5e-26
Suffolk_93, function unknown, 59 115 5e-26
Struggle 98, function unknown, 59 115 5e-26
Soto_94, function unknown, 59 115 5e-26
Soile 99, function unknown, 59 115 5e-26
Sheila 92, function unknown, 59 115 5e-26
SDcharge11_96, function unknown, 59 115 5e-26
Schadenfreude_98, function unknown, 59 115 5e-26
Roy17_95, function unknown, 59 115 5e-26
Roscoe_96, function unknown, 59 115 Se-26

Roliet 95, function unknown, 59
Robyn_99, function unknown, 59
RedMaple 96, function unknown, 59 5e-26
Pops_95, function unknown, 59 5e-26

115 5e-26
115
115
115
Pinkman_97, function unknown, 59 115 5e-26
15
15
15
15
15

5e-26

Pherdinand_Draft_101, function unknown, 59 5e-26
OSmaximus_98, function unknown, 59 5e-26
Oline_97, function unknown, 59 5e-26
MiniBoss_Draft_93, function unknown, 59 5e-26
Mikota_92, function unknown, 59 115 5e-26
Manad_97, function unknown, 59 115 5e-26
Lulumae 93. function unknown. 59 115 Se-26




image1038.png
>Zonia_98, function unknown, 59
Length = 59

Score = 115 bits (287), Expect = 5e-26
Tdentities = 59/59 (160%), Positives = 59/59 (100%)

Query: 1 MSLAYDPSTAYWLGLALLACFALHFSPRGSLREAVFATLTLSLTITGIIGAAFGAVTL 59
MSLAYDPSTAYVVLGLALLACFALHFSPRGSLREAVFATLTLSLTITGIIGAAFGAVTL
Sbjct: 1 MSLAYDPSTAYWLGLALLACFALHFSPRGSLREAVFATLTLSLTITGIIGAAFGAVTL 59

>Wallhey 99, function unknown, 59
Length = 59

Score = 115 bits (287), Expect = 5e-26
Tdentities = 59/59 (160%), Positives = 59/59 (100%)

Query: 1 MSLAYDPSTAYWLGLALLACFALHFSPRGSLREAVFATLTLSLTITGIIGAAFGAVTL 59
MSLAYDPSTAYVVLGLALLACFALHFSPRGSLREAVFATLTLSLTITGIIGAAFGAVTL
Sbjct: 1 MSLAYDPSTAYWLGLALLACFALHFSPRGSLREAVFATLTLSLTITGIIGAAFGAVTL 59
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Number of Hits: 18
Query MsA diversity (Neff):7.48085
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BKFIWIRWO16 (Expires on 07-22 06:59 am)

Icl|Query_58421
unnamed protein product
Molecule type amino acid

Query Length 60

Database Name nr
Description All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental

samples from WGS projects
Program BLASTP 2.14.1+ b Citation

Other reports: »Search Summary [Taxonomy_reports] [Distance tree of results] [Multiple alignment] [MSA viewer]

emphic Summary

© Show Conserved Domains

Analyze your query with SmartBLAST

No putative conserved domains have been detected

Distribution of the top 8 Blast Hits on 8 subject sequences &
Mouse over to see the title, click to show alignments

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

m

1 10 20 30 40 50 60
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[

R T e e e s
[ hypothetical protein PBI_SUFFOLK_93 [Mycobacterium phage Suffolk] 113 113 98% 3e-31 100.00% YP_009005740.1
O hypothetical protein PBI_PG1_96 [Mycobacterium phage PG1] 12 112 98% 6e-31 9831% NP 9438741
O hypothetical protein AU098_gp096 [Mycobacterium phage Apizium] 12 112 98% 9e-31 9831% YP_ 0091912891
O hypothetical protein PBI_VIVALDI_98 [Mycobacterium phage Vivaldi] 12 112 98% 1e-30 9831% AIM503301
(O membrane protein [Mycobacterium phage Telesworid] 111 111 98% 26-30 9661% QUD512441
O hypothetical protein SEA_HORCHATA_92 [Mycobacterium phage Horchata] 10 110 98% 7e-30 9492% ATNB93361
O hypothetical protein 15G58_gp005 [Mycobacterium phage BirdsNest] 412 412 51% 0012 5806% YP_0099494641
O membrane protein [Mycobacterium phage Zenteno07 404 404 50% 0022 6000% URC18107.1
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Download + GenPept Graphics

hypothetical protein PBI_SUFFOLK_93 [Mycobacterium phage Suffolk]
Sequence ID: YP_009005740.1 Length: 59 Number of Matches: 1

> See 54 more title(s)

Range 1: 110 59 GenPept Graphics

Score Expect Method Identities Positives Gaps
113 bits(283) 3e-31 Compositional matrix adjust. 59/59(100%) 59/59(100%) 0/59(0%)

Query 1 HSLAYDPSTAYVVLGLALLACFALHFSPRGSLREAVFATLTLSLTITGIIGAAFGAVTL 59
MSLAYDPSTAYVVLGLALLACFALHF SPRGSLREAVFATLTLSLTITGIIGAAFGAVTL
Sbjct 1 HSLAYDPSTAYVVLGLALLACFALHFSPRGSLREAVFATLTLSLTITGITGAAFGAVTL 59

Download + GenPept Graphics

hypothetical protein PBI_PG1_96 [Mycobacterium phage PG1]
Sequence ID: NP_943874.1 Length: 59 Number of Matches: 1
» See 152 more fitle(s)

Range 1: 110 59 GenPept Graphics

Score Expect Method Identities  Positives Gaps
112 bits(281) 6e-31 Compositional matrix adjust. 58/59(98%) 59/59(100%) 0/59(0%)

Query 1 HSLAYDPSTAYVVLGLALLACFALHFSPRGSLREAVFATLTLSLTITGIIGAAFGAVTL 59
HSL+YDPSTAYVVLGLALLACFALHF SPRGSLREAVFATLTLSLTITGIIGAAFGAVTL
Sbjct 1 HSLSYDPSTAYVVLGLALLACFALHFSPRGSLREAVFATLTLSLTITGITGAAFGAVTL 59
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Number of Hits: 74
Query MSA diversity (Neff): 1.89473

Detected sequence features: sTransmembrane segment(s)

Visualization

Resubmit Section
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Nr

Hit

PF11120.11

8AYN_]

PF19978.2

6NJN_H

NP_218121.2

Name

: CBP_BcsF ; Cellulose biosynthesis
protein BcsF

Voltage-dependent calcium channel
gamma-8 subunit; AMPAR, ion
channels, neurotransmission,
MEMBRANE PROTEIN; HET: ZK1, O

; Inovirus_G7P_2 ; Tail virion protein
G7P

Voltage-dependent calcium channel
gamma-2 subunit; AMPA receptor,
ligand gated ion channel,
neurotransmitter, synapse, M

transmembrane protein
[Mycobacterium tuberculosis H37Rv]

Probability

78.67

64.56

63.76

58.38

57.28

E-value
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38
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23.58
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20.21
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SS
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6.7
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Aligned
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19
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33
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Stats: 5 ORF Start : 67262 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop :66876 SEnd[91.7 833 917 36
ORFLength:387  J'End 345 614 930 172
I [T [ ]
Shine D |algarno |Sequence of the Region |Start|starc ORF
2 |Score Space Upstream of the Start |Codon|Position |Length
1 ..i273 7 GCGCCGCCCGCGAGGCCCGCGC | ATG €70S55 180
2 504 7 CGACCCGAGCACGGCATACGTIC (GIG | €7019 144
3 147 7 GCACTTCTCCCCGAGAGGATCA TTIG €€9€2 87
4 294 8 GAGAGGATCATTGCGCGAGGCA GTIG €€950 75
S 357 8 CATCGGGGCCGCGTTCGGGGCE GTG €€887 12
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Result of SOSUI prediction

SOSUI series N R
SOSUlsignal your query is MEMBRANE protein
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(79 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

<40 40-50
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Score  E

Sequences producing significant alignments: (bits) Value

Zonia_99, function unknown, 99 167  8e-42
Zelda_99, function unknown, 78 167  8e-42
Zaider_100, function unknown, 78 167  8e-42
YouGoGlencoco_99, function unknown, 78 167  8e-42
Yoshand_16@, function unknown, 78 167  8e-42
Xavier_98, function unknown, 99 167  8e-42
Windsor_98, function unknown, 78 167  8e-42
Weher20_96, function unknown, 78 167  8e-42
Waterdiva_160, function unknown, 78 167  8e-42
Wallhey 100, function unknown, 78 167  8e-42
Vortex_97, function unknown, 78 167  8e-42
Vivaldi_99, function unknown, 78 167  8e-42
Vista_98, function unknown, 78 167  8e-42
Virgeve 97, function unknown, 78 167  8e-42
Virapocalypse_108, function unknown, 78 167  8e-42
Vaticameos_96, function unknown, 78 167  8e-42
Valjean_97, function unknown, 78 167  8e-42
Vaishali2d_99, function unknown, 78 167  8e-42
Usavi_Draft_102, function unknown, 78 167  8e-42
UncleHowie_95, function unknown, 78 167  8e-42
UAch1_99, function unknown, 78 167  8e-42
Trypo_99, function unknown, 78 167  8e-42
True_100, function unknown, 78 167  8e-42
Tooj_96, function unknown, 78 167  8e-42
Toni_98, function unknown, 78 167  8e-42
Tomlarah_99, function unknown, 78 167  8e-42
TomBombadil 99, function unknown, 78 167  8e-42
Timmi_97, function unknown, 78 167  8e-42
Three0h3D2_100, function unknown, 99 167  8e-42

Thora 97. function unknown. 78 167 8e-42
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>Zelda_99, function unknown, 78
Length = 78

Score = 167 bits (423), Expect = 8e-42
Identities = 78/78 (100%), Positives = 78/78 (100%)

Query: 1 MFDPADIVEPLTCYDCNGYITDHEDGCKTGLGITSDHENVLHDPEVELYAVVSAMVDFEL 60
MFDPADIVEPLTCYDCNGYITDHEDGCKTGLGITSDHENVLHDPEVELYAVVSAMVDFET
Sbjct: 1 MFDPADIVEPLTCYDCNGYITDHEDGCKTGLGITSDHENVLHDPEVELYAVVSAMVDFEL 60

Query: 61 ERNGAYWAARRAAREARA 78
ERNGAYWAARRAAREARA
Sbjct: 61 ERNGAYWAARRAAREARA 78

>Zaider_100, function unknown, 78
Length = 78

Score = 167 bits (423), Expect = 8e-42
Identities = 78/78 (100%), Positives = 78/78 (100%)

Query: 1 MFDPADIVEPLTCYDCNGYITDHEDGCKTGLGITSDHENVLHDPEVELYAVVSAMVDFEL 60
MFDPADIVEPLTCYDCNGYITDHEDGCKTGLGITSDHENVLHDPEVELYAVVSAMVDFET
Sbjct: 1 MFDPADIVEPLTCYDCNGYITDHEDGCKTGLGITSDHENVLHDPEVELYAVVSAMVDFEL 60

Query: 61 ERNGAYWAARRAAREARA 78
ERNGAYWAARRAAREARA
Sbjct: 61 ERNGAYWAARRAAREARA 78
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RID

Query ID
Description
Molecule type
Query Length

BKFSUOZFO13 (Expires on 07-22 07:11 am)

Icl|Query_180464
unnamed protein product
amino acid

79

Database Name nr
Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental
samples from WGS projects
Program BLASTP 2.14.1+ b Citation

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

© Graphic Summary

© Show Conserved Domains

Analyze your query with SmartBLAST

No putative conserved domains have been detected

Distribution of the top 29 Blast Hits on 29 subject sequences &
Mouse over to see the title, click to show alignments

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

W

1 10 20 30 40 50 60 70
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11 Alignments . Download GenPept Graphics Distance tree of results Multiple alignment
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o
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Description

‘hypothetical protein KLUCKY39_96 [Mycobacterium phage KLucky39]

‘hypothetical protein PBI_SWISH_100 [Mycobacterium phage Swish]

‘hypothetical protein SEA_HIGHSTUMP_101 [Mycobaclerium phage HighStump]
hypothetical protein SEA_KLIMBON_98 [Mycobacterium phage KlimbOn]

‘hypothetical protein PBI_PG1_S7 [Mycobacterium phage PG

‘hypothetical protein PBI_SOTO_95 [Mycobacterium phage Soto]

‘hypothetical protein SEA_DURGA_101 [Mycobacterium phage Durga]

hypothetical protein PBI_SUFFOLK_94 [Mycobacterium phage Suffolk]

‘hypothetical protein AVU74_gp099

‘hypothetical protein NUMBERTEN_99 [Mycobacterium phage Numberten]

/cobacterium phage OSmaximus]

hypothetical protein SEA_LEELOT_97 [Mycobaclerium phage LeeL of]
‘hypothetical protein TALL GRASSMM_98 [Mycobacterium phage TallGrasshM]

‘hvbothetical protein SEA REDMAPLE 97 [Mvcobacterium phage RedManle]

Max  Total Query
Score | Score | Cover
165 165 98%
164 164  98%
164 164  98%
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97 44%

Q7 44%

Accession

AGC33958.1
AEJ95282.1
YP_009187610.1
AVD99941.1
AXQ64052.1
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YP_009100904.1
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YP_009005741.1
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Download ~ GenPept Graphics

hypothetical protein SEA_DURGA_101 [Mycobacterium phage Durga]
Sequence ID: AZS07683.1 Length: 78 Number of Matches: 1

Range 1: 1 to 78 GenPept Graphics

Score Expect Method Identities  Positives  Gaps
161 bits(408) 8e-50 Compositional matrix adjust.  77/78(99%) 77/78(98%) 0/78(0%)

Query 1 HFDPADIVEPLTCYDCNGYITDHEDGCKTGLGITSDHENVLHDPEVELYAVVSAMVDFEL 60
MFDPADIVEPLTCYDCHGYITDHEDGCKTGLGITSDHENVLHDPEV LYAVVSAMVDFET
Sbjct 1 MFDPADIVEPLTCYDCNGYITDHEDGCKTGLGITSDHENVLHDPEVALYAVVSAMVDFET 60

Query 61 ERNGAYWAARRAAREARA 78
ERNGAYWAARRAAREARA
Sbjct 61 ERNGAYWAARRAAREARA 78

Download + GenPept Graphics

hypothetical protein PBI_SUFFOLK_94 [Mycobacterium phage Suffolk]
Sequence ID: YP_009005741.1 Length: 78 Number of Matches: 1
»See 1 more title(s)

Range 1: 1 to 78 GenPept Graphics

Score Expect Method Identities  Positives  Gaps
161 bits(408) 1e-49 Compositional matrix adjust.  77/78(99%) 77/78(98%) 0/78(0%)

Query 1 HFDPADIVEPLTCYDCNGYITDHEDGCKTGLGITSDHENVLHDPEVELYAVVSAMVDFEL 60
MFDPADIVEPLTCYDCHGYITDHEDGCKTGLGITSDHENVL HDPEVEL YAVVSAMVDFET
Sbjct 1 MFDPADIVEPLTCYDCNGYITDHEDGCKTGLGITSDHENVLHDPEVELYAVVSAMVDFET 60

Query 61 ERNGAYWAARRAAREARA 78
ERNGAYWAARRAAREA A
Sbjct 61 ERNGAYWAARRAAREAHA 78
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Number of Hits: 250
Query MSA diversity (Neff): 1.81749
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Starts : 12 ORF Start : 67733 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop :67052 5End[800 600 600 15
ORFLength:687  'End 600 500 750 13

| I I [ T I 1T 167708
Shine D |algarno |Sequence of the Region |Start|starc ORF

2 |Score |space Upstream of the Start |Codon|Position |Length
S54¢€ 7 CATCGCGAGAAGCACACCGGCG | GIG | €7711 €€0

2 357 8 ACCGGCGGTGCCTACGCCGCCG  GTG  €7€9€ €45

3 3€0 s GGTTGGGTGGCCARGGGGCCGE (GIG | €7€3¢€ 585

4 483 7 GCTGCGCAGGCCGAGTGCGAGC | GIG  €7582 531

S 252 7 CGTGCGCTCAACGCAAGGATCG ATG €75€1 510

€ 31s 8 GGCGACGAGACTCCCGCAGATC GIG €7453 402

7 357 7 ACGCTCATCGATCCGTACGACG GTIG €73€9 318

8 294 7 CTCATCGATCCGTACGACGGTG TTIG €73€¢€ 315

S 357 7 GACGGTGTTGACAAGCCCACCC TTG €7351 300

10 (€30 8 CCCAACAGGAAGGACCACCACC ATG €7288 237

11 345 9 CGAGGTCGAGCTCTACGCGGIC GTIG €7135 24

12 4€2 8 GCTCTACGCGGTCGTGAGCGCC |ATG €712¢ 75
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(134 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

<40 40-50
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Score  E

Sequences producing significant alignments: (bits) Value

SDchargel1_98, function unknown, 133 278 3e-75
Roliet_97, function unknown, 133 278 3e-75
KingVeVeVe 98, function unknown, 133 278 3e-75
HSavage_97, function unknown, 133 278 3e-75
Daka_Draft_99, function unknown, 133 278 3e-75
AltPhacts_97, function unknown, 133 278 3e-75
MiniBoss_Draft_95, function unknown, 133 276 1e-74
Eremos_97, function unknown, 133 275 3e-74
Sheila 94, function unknown, 133 275 3e-74
Horchata_94, function unknown, 133 275 3e-74
TInchworm_1@1, function unknown, 133 274 Se-74
Zonia_100, function unknown, 133 273 8e-74
Wallhey 101, function unknown, 133 273 8e-74
Pinkman_99, function unknown, 133 273 8e-74
Zelda_100, function unknown, 133 273 1e-73
Zaider_101, function unknown, 133 273 1e-73
YouGoGlencoco_108, function unknown, 133 273 1e-73
Yoshand_101, function unknown, 133 273 1e-73
Weher20_97, function unknown, 133 273 1e-73
Virapocalypse_101, function unknown, 133 273 1e-73
Vaticameos_97, function unknown, 133 273 1e-73
Valjean_98, function unknown, 133 273 1e-73
Vaishali2d_100, function unknown, 133 273 1e-73

Usavi_Draft 103, function unknown, 133 273 1e-73
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>SDchargel1_98, function unknown, 133
Length = 133

Score = 278 bits (711), Expect = 3e-75
Identities = 133/133 (160%), Positives = 133/133 (100%)

Query: 1  MRWHREKHTGGAYAAGAYHVHRAEAAALGHVAKGPGVETSHHE TKVAAQAECERALNART
MRWHREKHTGGAYAAGAYHVHRAEAAAL GWVAKGPGVE TSHHE TKVAAQAECERALNART
Sbjct: 1 MRWHREKHTGGAYAAGAYHVHRAEAAALGWVAKGPGVETSHHE TKVAAQAECERALNART

Query: 61 DDPNTEVVPGDHLLLRDSGKVGQLAQRLNGDETPADRVVYAIRMPYGKTLCRVRSEFTLT
DDPNTEVVPGDHLLLRDSGKVGQLAQRLNGDETPADRVVYATRMPYGKTLCRVRSEFTLT
Sbjct: 61 DDPNTEVVPGDHLLLRDSGKVGQLAQRLNGDETPADRVVYAIRMPYGKTLCRVRSEFTLT

Query: 121 DPYDGVDKPTLVG 133
DPYDGVDKPTLVG
Sbjct: 121 DPYDGVDKPTLVG 133

>Roliet_97, function unknown, 133
Length = 133

Score = 278 bits (711), Expect = 3e-75
Identities = 133/133 (160%), Positives = 133/133 (100%)

Query: 1  MRWHREKHTGGAYAAGAYHVHRAEAAALGHVAKGPGVETSHHE TKVAAQAECERALNART
MRWHREKHTGGAYAAGAYHVHRAEAAAL GWVAKGPGVE TSHHE TKVAAQAECERALNART
Sbjct: 1 MRWHREKHTGGAYAAGAYHVHRAEAAALGWVAKGPGVETSHHE TKVAAQAECERALNART

Query: 61 DDPNTEVVPGDHLLLRDSGKVGQLAQRLNGDETPADRVVYAIRMPYGKTLCRVRSEFTLT
DDPNTEVVPGDHLLLRDSGKVGQLAQRLNGDETPADRVVYATRMPYGKTLCRVRSEFTLT
Sbjct: 61 DDPNTEVVPGDHLLLRDSGKVGQLAQRLNGDETPADRVVYAIRMPYGKTLCRVRSEFTLT

Query: 121 DPYDGVDKPTLVG 133
DPYDGVDKPTLVG
Sbjct: 121 DPYDGVDKPTLVG 133

120

120

120

120
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RID BKGBH36VO013 (Expires on 07-22 07:21 am)

Query ID cl|Query_66652 Database Name nr
Description unnamed protein product Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental
Molecule type amino acid samples from WGS projects
Query Length 134 Program BLASTP 2.14.1+ b Citation

Other reports: > Search Summary [Taxonomy, reports] [Distance tree of results] [Multiple alignment] [MSA viewer]
Analyze your query with SmartBLAST
E)Graphi(: Summary

© Show Conserved Domains
No putative conserved domains have been detected
Distribution of the top 42 Blast Hits on 42 subject sequences &

Mouse over to see the title, click to show alignments
Color key for alignment scores

W <40 W40-50 W 50-80 W 80-200 W >=200
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Alignments o
S e

O hypothetical protein PBI_SDCHARGE11_98 [Mycobacterium phage SDcharget1] 275 275 99% 7e-93 100.00% AGKS74771

O hypothetical protein AU108_gpo7 [Mycobacterium phage Eremos] 272 272 99% 8692 9925% YP_0091911911

O hypothetical protein SEA_HORCHATA_94 [Mycobacterium phage Horchata] 271 271 99% 1e-91 9850% ATN893381

O hypothetical protein SEA_INCHWORNM_101 [Mycobacterium phage Inchworm] 271 271 99% 2691 9850% QOP646521

O hypothetical protein PBI_PG1_98 [Mycobacterium phage PG1] 270 270 99% 491 9850% NP_9438761

O nypotnetical protein PBI_ZONIA_100 [Mycobacterium phage Zonia] 270 270 99% 5e-91 97.74% AIM50529.1

O hypothetical protein PBI_HERTUBISE_99 [Mycobacterium phage Hertubise] 269 269 99% 1e-90 97.74% AEK090921

O hypothetical protein VISTA_99 [Mycobacterium phage Vista] 268 268 99% 26-90 9774% YP_0090168851

O hypotnetical protein SEA_COBRA_100 [Mycobacterium phage Cobra] 268 268 99% 26-90 97.74% AVRS59141

O hypothetical protein PBI_PHATCATS2014_99 [Mycobacterium phage PhatCats2014] 268 268 99% 2090 O774% ANT419631

O hypothetical protein PDRPy_105 [Mycobacterium phage PDRPY] 268 268 99% 2090 O774% AKF123961

O hypothetical protein SEA_XAVIER_99 [Mycobacterium phage Xavier] 268 268 99% 2090 O774% AVJ516921

O hypothetical protein PBI_HARVEY_97 [Mycobacterium phage Harvey] 268 268 99% 2e-90 97.74% AEK088491
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[BDownload v GenPept Graphics

hypothetical protein PBI_SDCHARGE11_98 [Mycobacterium phage SDcharge11]
Sequence ID: AGK87477 1 Length: 133 Number of Matches: 1
> See 4 more title(s)

Range 1: 1 to 133 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
275 bits(702) 7e-93 Compositional matrix adjust. 133/133(100%) 133/133(100%) 0/133(0%)

Query 1 MRUHREKHTGGAYAAGAYHVHRAEAAALGHVAKGPGVETSHHETKVAAQAECERALNART 68
MRHHREKHTGGAYAAGAYHVHRAEAAAL GHVAKGPGVETSHHE TKVAAQAECERALNART
Sbjct 1 MRWHREKHTGGAYAAGAYHVHRAEAAALGHVAKGPGVETSHHETKVAAQAECERALNART 68

Query 61  DDPNTEVVPGDHLLLRDSGKVGQLAQRLNGDETPADRVVYAIRHPYGKTLCRVRSEFTLI 120
'DDPNTEVVPGDHLLLRDSGKVGQLAQRLNGDETPADRVVYATRHPYGKTLCRVRSEFTLT
Sbjct 61  DDPNTEVVPGDHLLLRDSGKVGQLAQRLNGDETPADRVVYATRHPYGKTLCRVRSEFTLT 120

Query 121 DPYDGVDKPTLVG 133
DPYDGVDKPTLVG
Sbjct 121 DPYDGVDKPTLVG 133

BIDownload v GenPept Graphics
hypothetical protein AU108_gp97 [Mycobacterium phage Eremos]
Sequence ID: YP_009191191.1 Length: 133 Number of Matches: 1
»See 1 more title(s)

Range 1: 1to 133 GenPept Graphics
Score Expect Method Tdentities Positives Gaps
272 bits(695) 8e-92 Compositional matrix adjust. 132/133(99%) 132/133(99%) 0/133(0%)

Query 1 MRHHREKHTGGAYAAGAYHVHRAEAAALGHVAKGPGVETSHHETKVAAQAECERALNART 68
MRUHREKHTGGAYAAGAY VHRAEAAALGHVAKGPGVETSHHE TKVAAQAECERALNART
Sbjct 1 MRWHREKHTGGAYAAGAYRVHRAEAAALGHVAKGPGVETSHHETKVAAQAECERALNART 68

Query 61  DDPNTEVVPGDHLLLRDSGKVGQLAQRLNGDETPADRVVYAIRHPYGKTLCRVRSEFTLI 120
'DDPNTEVVPGDHLLLRDSGKVGQLAQRLNGDETPADRVVYATRHPYGKTLCRVRSEFTLT
Sbjct 61  DDPNTEVVPGDHLLLRDSGKVGQLAQRLNGDETPADRVVYATRHPYGKTLCRVRSEFTLT 120

Query 121 DPYDGVDKPTLVG 133
DPYDGVDKPTLVG
Sbjct 121 DPYDGVDKPTLVG 133
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Nr
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2N5U_A

PF09629.13

SCOP_d2hegal

2HEQ A

Name

Tsr0524 protein; PetP, cytochrome b6f
complex, SH3 domain, cyanobacteria,
Thermosynechococcus elongatus,
photosynthesis;

; YorP ; YorP protein

b.34.20.1 (A:7-71) Uncharacterized
protein YorP {Bacillus subtilis [TaxId:
1423]} | CLASS: All beta proteins,
FOLD: SH3-

YorP protein; SH3-like, BSU2030, YorP,
NESG, Structural Genomics, PSI-2,
Protein Structure Initiative, Northeast
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Starts : 8 ORF Start : 67850 Lanl Lane Lans Lengtn
Selected: 1 ORFStop :67341 5End|727 818 364 33 —I
ORFLength:510  J'End 333 643 857 43

I I 1 167769

Shine D [algarno [Sequence of the Region [Start|starc  [omr

¢ |score |space |upstream of the start |codon|Position [Length
; 7 AGGACGTTCTCGAGACCGTGCT |GIG |€7775 435

2 |4e2 8 GGATCACTCAGGGAGCCGTCTG |ATG  |€7742 (402

ERES 8 CGAGGCGGCTGCCCTCGETTGE |GTG 67652 (312

4 300 9 GATCGATGATCCCAACACCGAG GIG €7544 204

S 150 9 CGATGATCCCAACACCGAGGTG GIG €7541 201

€ 210 9 CGACGAGACTCCCGCAGATCGT GIG €7451 111

7 15€ € CGAGACTCCCGCAGATCGTGIG | GIG €7448 108

8 330 9 TCGTGTGGTGTACGCGATACGT | ATG €7433 93
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(131 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

<40 40-50

N

0 50 100





image1068.png
Score  E

Sequences producing significant alignments: (bits) Value

MiniBoss_Draft_96, function unknown, 130 273 1e-73
HSavage_98, function unknown, 130 273 1e-73
Eremos_98, function unknown, 130 273 1e-73
AltPhacts_98, function unknown, 130 273 1e-73
KingVeVeVe_99, function unknown, 130 271 4e-73
Lopsy_Draft_100, function unknown, 130 269 1e-72
Zonia_101, function unknown, 130 267 7e-72
TyrionL_101, function unknown, 130 267 7e-72
Schueller_Draft_160, function unknown, 130 267 7e-72
PhrankReynolds_99, function unknown, 130 267 7e-72
Phergie_101, function unknown, 130 267 7e-72
Phenghiskhan_101, function unknown, 130 267 7e-72
MichaelPhcott_99, function unknown, 130 267 7e-72
Mcshane_103, function unknown, 130 267 7e-72
Labeouficaum 101, function unknown, 130 267 7e-72
Derpp_100, function unknown, 130 267 7e-72
CharlieGBrown_99, function unknown, 130 267 7e-72
BatteryCK_99, function unknown, 130 267 7e-72
Oline_100, function unknown, 142 265  2e-71
MelsMeow_99, function unknown, 142 265  2e-71
Chunky_99, function unknown, 138 265  2e-71
Apizium_ 99, function unknown, 130 262 2e-70
Soile_102, function unknown, 138 255  3e-68
Sheila 95, function unknown, 111 231 3e-61
SDcharge11_99, function unknown, 111 231 3e-61
Roliet_98, function unknown, 111 231 3e-61
Horchata_95, function unknown, 111 231 3e-61
Daka_Draft_100, function unknown, 111 231 3e-61
BlueHusk_Draft_101, function unknown, 111 231 3e-61

Weher20_98, function unknown, 111 226 1e-59
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>MiniBoss_Draft_96, function unknown, 130
Length = 130

Score = 273 bits (697), Expect = 1le-73
Identities = 130/130 (160%), Positives = 130/130 (100%)

Query: 1  MRPANAHHHPTTTTESRNTMATHIITKLGDWNTRTTSTDGGPDHYVTVAGESNVDILNSD 60
MRPANAHHHPTTTTESRNTMATHIITKLGDWNTRTTSTDGGPDHYVTVAGESNVDILNSD
Sbjct: 1 MRPANAHHHPTTTTESRNTMATHIITKLGDWNTRTTSTDGGPDHYVTVAGESNVDILNSD 60

Query: 61 ETMFDGMLTAQNTLGQILWGKLSAHVACGTHYGSEHGTIDRIAVIDMHGATREDVLETVL 120
ETMFDGMLTAQNTLGQILWGKLSAHVACGTHYGSEHGTIDRIAVIDMHGATREDVLETVL
Sbjct: 61 ETMFDGMLTAQNTLGQILWGKLSAHVACGTHYGSEHGTIDRIAVIDMHGATREDVLETVL 120

Query: 121 WUNGITQGAV 130
WUNGITQGAV
Sbjct: 121 WUNGITQGAV 130

>Hsavage_98, function unknown, 130
Length = 130

Score = 273 bits (697), Expect = 1le-73
Identities = 130/130 (160%), Positives = 130/130 (100%)

Query: 1  MRPANAHHHPTTTTESRNTMATHIITKLGDWNTRTTSTDGGPDHYVTVAGESNVDILNSD 60
MRPANAHHHPTTTTESRNTMATHIITKLGDWNTRTTSTDGGPDHYVTVAGESNVDILNSD
Sbjct: 1 MRPANAHHHPTTTTESRNTMATHIITKLGDWNTRTTSTDGGPDHYVTVAGESNVDILNSD 60

Query: 61 ETMFDGMLTAQNTLGQILWGKLSAHVACGTHYGSEHGTIDRIAVIDMHGATREDVLETVL 120
ETMFDGMLTAQNTLGQILWGKLSAHVACGTHYGSEHGTIDRIAVIDMHGATREDVLETVL
Sbjct: 61 ETMFDGMLTAQNTLGQILWGKLSAHVACGTHYGSEHGTIDRIAVIDMHGATREDVLETVL 120

Query: 121 WUNGITQGAV 130
WUNGITQGAV
Sbjct: 121 WUNGITQGAV 130
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Save Search Strategies > Formatting options ~ >Download YoullflT} How to read this page  Blast report description ~~ NEW  Click here to use the new BLAST results page

Edit and Resubmit
Job title: Protein Sequence

RID BKGS46Y0013 (Expires on 07-22 07:28 am)

Query ID [cl|Query_92405
Description unnamed protein product
Molecule type amino acid
Query Length 131

Database Name nr
Description All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental

samples from WGS projects
Program BLASTP 2.14.1+ b Citation

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

@mphic Summary

© Show Conserved Domains
No putative conserved domains have been detected

Distribution of the top 42 Blast Hits on 42 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
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oelect. All None oelected:U

T} Alignments o
Doscrpton Seore Seo Covr vie g AG55550n
O hypothetical protein AU108_gpgs [Mycobacterium phage Eremos| 265 265 99% 2089 100.00% YP 0091811921
O hypothetical protein PBI_KINGVEVEVE_99 [Mycobacterium phage KingVeVeVe] 264 264 99% 1e-88 99.23% AHY843681
O hypothetical protein Lopsy_101 [Mycobacterium phage Lopsy] 262 262 99% 4e-88 98.46% WFF398451
O hypothetical protein PBI_ZONIA_101 [Mycobacterium phage Zonia] 250 250 99% 80-87 96.92% AIM50530.1
O hypothetical protein SEA_CHUNKY_ 99 [Mycobacterium phage Chunky] 258 258 99% 4e-86 94.20% AVJ494631
O hypothetical protein CL79_gp100 [Mycobacterium phage Oline] 258 258 99% 4e-86 96.15% YP 0090143621
O hypothetical protein AU098_gp099 [Mycobacterium phage Apizium] 255 255 99% 2085 96.15% YP 0091912921
O hypothetical protein SEA_SOILE_102 [Mycobacterium phage Soile] 248 248 99% 3e-82 90.58% UVK61597.1
O hypothetical protein PBI_SDCHARGE11_99 [Mycobacterium phage SDcharge 1] 226 226 84% Te-74 100.00% AGK&74781
O hypothetical protein VORTEX_99 [Mycobacterium phage Vortex] 221 221 84% Te72 96.40% Y 0091987731
O hypothetical protein PDRPY_106 [Mycobacterium phage PORPY] 219 219 84% 2071 96.40% AKF123971
O hypothetical protein SEA_MELC17_98 [Mycobacterium phage Melc17] 219 219 84% 3e71 9550% WAB100451
O hypothetical protein SEA_LONGACAUDA_101 [Mycobacterium phage Longacauda] 216 216 84% 5e70 9550% ATNS0602.1
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Download + GenPept Graphics

hypothetical protein AU108_gp98 [Mycobacterium phage Eremos]
Sequence ID: YP_009191192.1 Length: 130 Number of Matches: 1
» See 3 more title(s)

Range 1: 1 to 130 Genpe;

Score Expect Method Tdentities Positives Gaps
265 bits(678) 2e-89 Compositional matrix adjust. 130/130(100%) 130/130(100%) 0/130(0%)

Query 1 MRPANAHHHPTTTTESRNTMAIHIITKLGDWNTRTTSTDGGPDHYVTVAGESNVDILNSD 60
MRPANAHHHPTTTTESRNTMATHIITKLGDWNTRTTSTDGGPDHYVTVAGESNVDILNSD
Sbjct 1 MRPANAHHHPTTTTESRNTMATHIITKLGDWNTRTTSTDGGPDHYVTVAGESNVDILNSD 60

Query 61  ETHFDGHLTAQNTLGQILWGKLSAHVACGTHYGSEHGTIDRIAVIDMHGATREDVLETVL 120
ETHFDGHL TAQNTLGQT LWGKL SAHVACGTHYGSEHGT IDRTAVIDHHGATREDVLETVL
Sbjct 61  ETHFDGHLTAQNTLGQILWGKLSAHVACGTHYGSEHGTIDRIAVIDMHGATREDVLETVL 120

Query 121 WVNGITQGAV 136
WVNGITQGAV
Sbjct 121 WNGITQGAV 130

Graphics

hypothetical protein PBI_KINGVEVEVE_99 [Mycobacterium phage KingVeVeVe]
Sequence ID: AHY84368.1 Length: 130 Number of Matches: 1

Range 1: 1to 130 GenPept Graph
Score Expect Method Tdentities Positives Gaps
264 bits(674) 1e-88 Compositional matrix adjust. 129/130(99%) 130/130(100%) 0/130(0%)

Query 1 MRPANAHHHPTTTTESRNTMAIHIITKLGDWNTRTTSTDGGPDHYVTVAGESNVDILNSD 60
MRPANAHHHPTTTTESRNTMATHIITKLGDWNTRTTSTDGGPDHYVTVAGESNVDILNSD
Sbjct 1 MRPANAHHHPTTTTESRNTMATHIITKLGDWNTRTTSTDGGPDHYVTVAGESNVDILNSD 60

Query 61  ETHFDGHLTAQNTLGQILWGKLSAHVACGTHYGSEHGTIDRIAVIDMHGATREDVLETVL 120
ETHFDG+L TAQNTLGQT LWGKL SAHVACGTHYGSEHGT IDRTAVIDHHGATREDVLETVL
Sbjct 61  ETHFDGILTAQNTLGQILWGKLSAHVACGTHYGSEHGTIDRIAVIDMHGATREDVLETVL 120

Query 121 WVNGITQGAV 136
WVNGITQGAV
Sbjct 121 WNGITQGAV 130
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Nr

Hit

5XDS_A

6VGB_A

6VGA A

2UX9.A

37IH.B

6RI3.A

Name

Imidazoleglycerol-phosphate dehydratase;
Mycobacterium tuberculosis, Tuberculosis,
Imidazoleglycerol phosphate dehydrata

De novo designed protein RO2_20; Rossmann
fold, DE NOVO PROTEIN; NMR {synthetic
construct}

De novo designed protein RO2_1; Rossmann
fold, DE NOVO PROTEIN; NMR {synthetic
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Sequences producing significant alignments: (bits) Value

SDcharge11_108, function unknown, 64 136 le-32
MiniBoss_Draft_97, function unknown, 64 136 le-32
HSavage_99, function unknown, 64 136 le-32
Horchata_96, function unknown, 64 136 le-32
Daka_Draft_101, function unknown, 64 136 le-32
BlueHusk_Draft_102, function unknown, 64 136 le-32
AltPhacts_99, function unknown, 64 136 le-32
Sheila 96, function unknown, 64 134 6e-32
Roliet 99, function unknown, 64 134 6e-32
Mikota_96, function unknown, 64 134 6e-32
KingVeVeVe_108, function unknown, 64 134 6e-32
Eremos_99, function unknown, 77 134 6e-32
Dingo_98, function unknown, 64 134 6e-32
Soto_98, function unknown, 64 133 le-31
Tooj_99, function unknown, 65 129 3e-30
Suffolk_97, function unknown, 81 129 3e-30
KLucky39_99, function unknown, 65 129 3e-30
Crownjwl_99, function unknown, 65 129 3e-30
Basato_100, function unknown, 65 129 3e-30
Zelda_102, function unknown, 65 127 7e-30
Zaider_103, function unknown, 65 127 7e-30
YouGoGlencoco_102, function unknown, 65 127 7e-30
Yoshand_103, function unknown, 65 127 7e-30
Xavier_101, function unknown, 65 127 7e-30
Waterdiva_103, function unknown, 65 127 7e-30
Vista_101, function unknown, 65 127 7e-30
Virapocalypse_103, function unknown, 65 127 7e-30
Vaticameos_99, function unknown, 65 127 7e-30
Valjean_100, function unknown, 65 127 7e-30

Vaishali24 102, function unknown, 65 127  7e-30@
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Yoshand_9, capsid maturation protease and HuF-like fusion protei
Squiggle 9, capsid maturation protease and HufF-like fusion prote.
Squid_9, capsid maturation protease and MuF-like fusion protein.
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image99.png
Voo 5, caps oturtion proesse s W-Lke st prtetn,
Longen = 557

Score < 1656 bits (393), Drpect
Tientities < 557/657 (1650, Postiives = 657/857 (109%)

Qs 1 PLEGEATSRTVEAEEW.TALYSKALMANSOMNPTVLPTLTAASEPPEOTGANEQAG 2
L AT STVEAE VL TALYSHAL NAASOWPTVLPTL TASEPPPDTCAWEAS
Sojcts 1 PLAGEATSRVEAEIVLTALVSXALMRNSOUNPTVLPTLTAASEPPROTGANERAG G2

Quiry: 61 GLOLLLDELTLPGLSILEALSLIEATGISTPISELOVDWIGGRGRPGIORETEVES
DL DLt STLFAL S TEATGIS P ot LPOWDAICGAGRPIDNETEVE A
Sjcts 61 GLOLLLDRLTL PGS ALSLIEAMGISEPIPELPVDATCORCRPETDRETEVE AP
Qery: 121 RUSCIRVRDERVET AP EVLAPEWETITSVTVEROE TVEAVERNAGP A RERAEDYY
Qery: 151 DRV IVEAMAREAAAGAPARETELP TG TPOTEWTTRGREAA
orous
St 151 DTORERARTVPMSIVEAMREALAL A ARETEL T TPOTEWTTRGRERA
Qery: 241 EULTHGSNLLETAOL OOHQUGIGMAVTALAQTSFOMLLDWTATIBGETRDSHEA
St 241 EULTRGEM LA OOHOAAIGMAAVTALAQTSFOAN L DOMTATIGGETRDSHA
Qery: 301 ADGIAVELTGEFTVGGAGLLFPAGPTGPPHETUNCRCAVGLARDEE FORVDRMTERLN

DRVELTGEFTVGoAGLFFADP TGPV T ARG ARDEEFOCVORATERLN
St 301 ADGAVELTGETTVCCAGLLFPADFTGPPHETUNCRCAVGEL AROEEFORVDRMTERLN

|

§

§

:
!!IIEgiiiEE

ey 21 O TAKATETSCIGMATSSEQAATELT 420
St 21 ATk PR S TELR 420
Oy 251 TTIGPLGIETSELPETETSITPPANCIQTGEOTEATVGHESATE 450
Sasct 251 TR ANCI SR E I ST AR OGN e 480
ey 1 VLSOOV RISSIOLATEN OGRS TS0 520
vy 541 TG TGS AT SEOLAASTSEF EPRIALT 00
Sasct: 543 WAGTETAEL LT AO A TSP SFOL AP 00
Qury: G AP TGA T GUACT GAORSYACAPLSE VP TSSPLIES 660
PRI v e S e e
vy G AL TUCTODE RSP AT GACALVRAVETSITE SGUAPATSE 720
Cry: 721 QP SO O A ST AGITIEOGOAAVES IO T30
St 721 G P ARk L AL AT RENRGGO ARSI BT 750
ey 78 ST AU AEMEAMAAAQOMATES LATENGEISERTE 550
Sasc 761 LA ARVE G AR EME A BEMBTESLVELAENGRPPEPFE S50
ey 31 xrmoTAG s 557




image100.png
2Sauiggle.3, capaid maturation protesse and Wi-Like fusion proteln,
Longen = 557

Score < 1656 bits (393), Drpect
Tientities < 557/657 (1650, Postiives = 657/857 (109%)

Qs 1 PLEGEATSRTVEAEEW.TALYSKALMANSOMNPTVLPTLTAASEPPEOTGANEQAG 2
L AT STVEAE VL TALYSHAL NAASOWPTVLPTL TASEPPPDTCAWEAS
Sojcts 1 PLAGEATSRVEAEIVLTALVSXALMRNSOUNPTVLPTLTAASEPPROTGANERAG G2

Quiry: 61 GLOLLLDELTLPGLSILEALSLIEATGISTPISELOVDWIGGRGRPGIORETEVES
DL DLt STLFAL S TEATGIS P ot LPOWDAICGAGRPIDNETEVE A
Sjcts 61 GLOLLLDRLTL PGS ALSLIEAMGISEPIPELPVDATCORCRPETDRETEVE AP
Qery: 121 RUSCIRVRDERVET AP EVLAPEWETITSVTVEROE TVEAVERNAGP A RERAEDYY
Qery: 151 DRV IVEAMAREAAAGAPARETELP TG TPOTEWTTRGREAA
orous
St 151 DTORERARTVPMSIVEAMREALAL A ARETEL T TPOTEWTTRGRERA
Qery: 241 EULTHGSNLLETAOL OOHQUGIGMAVTALAQTSFOMLLDWTATIBGETRDSHEA
St 241 EULTRGEM LA OOHOAAIGMAAVTALAQTSFOAN L DOMTATIGGETRDSHA
Qery: 301 ADGIAVELTGEFTVGGAGLLFPAGPTGPPHETUNCRCAVGLARDEE FORVDRMTERLN

DRVELTGEFTVGoAGLFFADP TGPV T ARG ARDEEFOCVORATERLN
St 301 ADGAVELTGETTVCCAGLLFPADFTGPPHETUNCRCAVGEL AROEEFORVDRMTERLN

|

§

§

:
!!IIEgiiiEE

ey 21 O TAKATETSCIGMATSSEQAATELT 420
St 21 ATk PR S TELR 420
Oy 251 TTIGPLGIETSELPETETSITPPANCIQTGEOTEATVGHESATE 450
Sasct 251 TR ANCI SR E I ST AR OGN e 480
ey 1 VLSOOV RISSIOLATEN OGRS TS0 520
vy 541 TG TGS AT SEOLAASTSEF EPRIALT 00
Sasct: 543 WAGTETAEL LT AO A TSP SFOL AP 00
Qury: G AP TGA T GUACT GAORSYACAPLSE VP TSSPLIES 660
PRI v e S e e
vy G AL TUCTODE RSP AT GACALVRAVETSITE SGUAPATSE 720
Cry: 721 QP SO O A ST AGITIEOGOAAVES IO T30
St 721 G P ARk L AL AT RENRGGO ARSI BT 750
ey 78 ST AU AEMEAMAAAQOMATES LATENGEISERTE 550
Sasc 761 LA ARVE G AR EME A BEMBTESLVELAENGRPPEPFE S50
ey 31 xrmoTAG s 557




image101.png
Number of Hits: 10
Query MSA diversity (Neff): 5.25738

Detected sequence features: =Coiled coil segment(s)

Visualization

233 339

LTS

|

Resubmit Section




image102.png
Hit

PF04233.17

PFO6152.14

PF04586.20

NP_216093.1

; Phage_Mu_F; Phage Mu
protein  like protein

; Phage_min_cap2 ; Phage
‘minor capsid protein 2

; Peptidase S78 ; Caudovirus
prohead serine protease

phage prohead protease
[Mycobacterium tuberculosis
H37RV]

98.81

98.69

97.14

97.04

Evalue

62e8

0.000004

001

0013

Score

8577

95.47

6028

62

ss

97

215

Aligned

cols

88

88

125

87

Target

Length

107

365

164

170




image103.png
Starts : 54 ORF Start : 6135 Cdn1 Cdn2 Cdn3  Length
Sdls  onrow oo mewlz w8 mo 2 =2t

ORF Lengh: 2802 7End|481 804 719 2317

1 D I LTI T T ITTIITIOTT T 17235

Srine o [aigarms [Sequence of whe megion [scars|scare _Jonr -
¢ [score [space [vpscream of the Stare [codsn|posision [Lengen
e AearcocccoctoaTeotes [ae et (2703
s s rearcoacsocoacorcoTeTs [ate eaes 2874
s e rcomaccorcaacaccoacos [ore ears 2823
s s coccoaseactocTaaccoct |rro esze lasut
s s e caccocrrroTaTromaaces |Tro esas l2ase
e s e T
s s s accrecacccoamacesoroce lore esasJ2anz
R ey e P e
BRI TocoerorcecToamcaates [ate cers 28
1o 2 e arricramccoaTaccooas |Tro | cess 2288
e s cacceacercoacseaccreet |ere erze 2z v





image3.png
e T T O Iy o
2 A 2 % ZF AW M B M 2 B MU 3B B F B I 0 M 2 8 M 45





image104.png
ousige, DEEPTMHMM - Most Likely Topology | Type: Globular

Membrane

rside g 20 00 50 0

DeepTMHMM - Posterior Probabilities.
10

Probability

— wide

o 200 00 00 800
sequence




image105.png
Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 08, 2023
442,320 sequences; 85,581,437 total letters

Query=
(145 letters)

Distribution of 100 Blast Hits on the Query Sequence

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

Color Key for Alignment Scores

L L. —
0 50 100





image106.png
Sequences producing significant alignments:

Zaider_11, HNH endonuclease, 144

vista_10, function unknown, 144
virapocalypse_10, HNH endonuclease, 144
UAchl_10, HNH endonuclease, 144

Tooj_10, HNH endonuclease, 144
TomBombadil 10, HNH endonuclease, 144
Threeoh3D2_10, function unknown, 144
Thora_10, HNH endonuclease domain protein, 144
Swish_10, HNH endonuclease domain protein, 144
surely 10, HNH endonuclease, 144

suffolk 10, HNH endonuclease, 144

Soto_10, HNH endonuclease, 144

slatt 10, HNH endonuclease, 144

Score

E

(bits) value

W
el
v}

W
el
v}

W
el
v}

W
el
v}

W
el
v}

W
el
v}

W
el
v}

W
el
v}

W
el
v}

W
el
v}

W
el
v}

W
el
v}

W
el
v}

2e-86
2e-86
2e-86
2e-86
2e-86
2e-86
2e-86
2e-86
2e-86
2e-86
2e-86
2e-86
2e-86




image107.png
>Zaider 11, HNH endonuclease, 144

Score =
Identities = 144/144 (100%), Positives = 144/144 (100%)

Query:
sbjct:
Query:
sbjct:
Query:
sbjct:

1

1

61

61

121

121

Length = 144

315 bits (807), Expect = 2e-86

MRVAIPPIERFYGLTRREGACLVWTGHCVGTKSRRPRFRPTTSQHDPSVYAHRWIWEQVR
MRVAIPPIERFYGLTRREGACLVWTGHCVGTKSRRPRFRPTTSQHDPSVYAHRWIWEQVR
MRVAIPPIERFYGLTRREGACLVWTGHCVGTKSRRPRFRPTTSQHDPSVYAHRWIWEQVR

GPIPEGYEIDHLCRNGLCVEITHLEPVPPSINAERTRLGVCRSGRHDL TDPRNVQWDEKG
GPIPEGYEIDHLCRNGLCVEITHLEPVPPSINAERTRLGVCRSGRHDL TDPRNVQWDEKG
GPIPEGYEIDHLCRNGLCVEITHLEPVPPSINAERTRLGVCRSGRHDL TDPRNVQWDEKG

RRRGCLSCRRDRERKRQRLRRGGQ 144
RRRGCLSCRRDRERKRQRLRRGGQ
RRRGCLSCRRDRERKRQRLRRGGQ 144

>Vista_10, function unknown, 144
Length = 144

Score =
Identities = 144/144 (100%), Positives = 144/144 (100%)

Query:
sbjct:
Query:
sbjct:
Query:
sbjct:

1

1

61

61

121

121

315 bits (807), Expect = 2e-86

MRVAIPPIERFYGLTRREGACLVWTGHCVGTKSRRPRFRPTTSQHDPSVYAHRWIWEQVR
MRVAIPPIERFYGLTRREGACLVWTGHCVGTKSRRPRFRPTTSQHDPSVYAHRWIWEQVR
MRVAIPPIERFYGLTRREGACLVWTGHCVGTKSRRPRFRPTTSQHDPSVYAHRWIWEQVR

GPIPEGYEIDHLCRNGLCVEITHLEPVPPSINAERTRLGVCRSGRHDL TDPRNVQWDEKG
GPIPEGYEIDHLCRNGLCVEITHLEPVPPSINAERTRLGVCRSGRHDL TDPRNVQWDEKG
GPIPEGYEIDHLCRNGLCVEITHLEPVPPSINAERTRLGVCRSGRHDL TDPRNVQWDEKG

RRRGCLSCRRDRERKRQRLRRGGQ 144
RRRGCLSCRRDRERKRQRLRRGGQ
RRRGCLSCRRDRERKRQRLRRGGQ 144

60

60

120

120

60

60

120

120




image108.png
RID ASK2EW73013 (Expires on 07-12 02:22 am)
Database Name nr
Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding envi
WGS projects
Program BLASTP 2.14.1+ bCitation

Query ID Icl|Query_24725
Description unnamed protein product
Molecule type amino acid
Query Length 145

ple alignment] [MSA viewer]
Analyze your query with SmartBLAST

Other reports: > Search Summary [Taxonomy reports] [Distance tree of results] [Mul

'Graphic Summary

© show Conserved Domains

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

1 ® 5 ® o = 5 s 70 i i
Query seq. MRYAIPPIERFYGLTRREGACLYWTGHCYG TKSRRPRFRPTTSQHDP SYYAHRWIWEQVRGP IPEGYEIDHLCRNGLCYE ITHLEPYPPS INAER TRLGYCRSGRHOL TOPRNVQWDE KGRRR GCL SCRRORERKRARLRRGGAZ
Superfanilies HNHC superfamily

Distribution of the top 100 Blast Hits on 100 subject sequences &
Mouse over to se the fitle, click to show alignments

Color key for alignment scores
W<40 W40-50 W s0-80 [W80-200 W >=200

ﬁ

20 40 60 80 100 120 140





image109.png
SHELY

D Score | Score | Cover
o 291 291 99%
o 290 290 99%
o 290 290 99%
a] 290 290 99%
o 290 290 99%
o 288 288 99%
o 178 178 97%
a] 150 150  97%
() HNH endonuclease [Gordonia Phage Barsten] 150 150  97%

value
4e-99
1e-98
1e-98
2e-98
2e-98
7e-98
2e-54
2e-43
3e-43

Ident

100.00%
99.31%
99.31%
99.31%
99.31%
99.31%
60.28%
53.85%
53.10%

Accession

NP_043788.1
AZF96770.1
AVI50895 1
QSM00312.1
YP_009018323.1
ACN2730.1
QOV97166.1
QUD53030.1
YP_010109193.1





image110.png
@Download v GenPept Graphics

HNH endonuclease [Mycobacterium phage PG1]
Sequence ID: NP_943788.1 Length: 144 Number of Matches: 1
> See 68 more title(s)

Range 1: 1 to 144 GenPept Graphics

¥ Next 4 Descriptions

Score Expect Method Tdentities Positives Gaps
291 bits(745) 4e-09 Compositional matrix adjust. 144/144(100%) 144/144(100%) 0/144(0%)

Query 1 MRVAIPPIERFYGLTRREGACLVWTGHCVGTKSRRPRFRPTTSQHDPSVYAHRWINEQVR 60
MRVATPPIERFYGLTRREGACLVHTGHCVGTKSRRPRFRPTTSQHDPSVYAHRKIWEQUR
Sbjct 1 MRVAIPPIERFYGLTRREGACLVWTGHCVGTKSRRPRFRPTTSQHDPSVYAHRWINEQVR 60

Query 61  GPIPEGYEIDHLCRNGLCVEITHLEPVPPSINAERTRLGVCRSGRHDLTDPRNVQUDEKG 120
GPIPEGYEIDHLCRNGLCVEI THLEPVPPS INAERTRLGVCRSGRHDLTDPRNVQUDEKS.
Sbjct 61  GPIPEGYEIDHLCRNGLCVEITHLEPVPPSINAERTRLGVCRSGRHDLTOPRNVQUDEKG 120

Query 121 RRRGCLSCRRDRERKRQRLRRGGQ 144
RRRGCLSCRRDRERKRQRLRRGGQ
Sbjct 121 RRRGCLSCRRDRERKRQRLRRGGQ 144

Related Information

Gene - associated gene details
‘AlphaFold Structure - 30 structure displays
Identical proteins to

NP_943788.1

Download v_GenPept Graphics

HNH endonuclease [Mycobacterium phage Keitherie]
Sequence ID: AZF96770 1 Length: 144 Number of Matches: 1

Range 1: 1 to 144 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
290 bits(742) 1e-08 Compositional matrix adjust. 143/144(99%) 144/144(100%) 0/144(0%)

Query 1 MRVAIPPIERFYGLTRREGACLVWTGHCVGTKSRRPRFRPTTSQHDPSVYAHRWINEQVR 60
MRV+TPPIERFYGLTRREGACLVHTGHCVGTKSRRPRFRPTTSQHDPSVYAHRKIWEQUR
Sbjct 1 MRVSIPPIERFYGLTRREGACLVWTGHCVGTKSRRPRFRPTTSQHDPSVYAHRWINEQVR 60

Query 61  GPIPEGYEIDHLCRNGLCVEITHLEPVPPSINAERTRLGVCRSGRHDLTDPRNVQUDEKG 120
GPIPEGYEIDHLCRNGLCVEI THLEPVPPS INAERTRLGVCRSGRHDLTDPRNVQUDEKS.
Sbjct 61  GPIPEGYEIDHLCRNGLCVEITHLEPVPPSINAERTRLGVCRSGRHDLTOPRNVQUDEKG 120

Query 121 RRRGCLSCRRDRERKRQRLRRGGQ 144
RRRGCLSCRRDRERKRQRLRRGGQ
Sbjct 121 RRRGCLSCRRDRERKRQRLRRGGQ 144

V Next A Previous 4 Descriptions




image111.png
Visualization
Resubmit Section

20 133

zf-His_He_endon
1A73_A
SCOP_d1a73a_

1a2

SCoP a2
T TR
-z




image112.png
Nr

Hit

PF05551.14

1A73_A

SCOP_d1a73a_

Name

; zf-His_Me_endon ; Zinc-binding loop
region of homing endonuclease

INTRON 3 (I-PPO) ENCODED
ENDONUCLEASE; COMPLEX (HOMING
ENDONUCLEASE-DNA), INTRON,
ZINC, DNA BINDING, PROTEIN
FOLDING, HY

d.4.1.3 (A)) Intron-encoded homing
endonuclease I-Ppol {Slime mold
(Physarum polycephalum) [TaxId:
57911} | CLASS: Alpha

Probability

99.77

99.69

99.66

E-value

3.4e-18

3.3e-16

5.2e-16

Score

112.49

108.63

107.1

SS

7.5

8.2

6.4

Aligned
cols

104

89

929

Target
Length

17

163

162




image4.png
A2/ Viontana fech iy Myhilech i/ Viontana fech Email - [¥] lech support &5 boogle
ALtschul, Stephen k., Inomas L. Madden, Alejandro A. Schatter,

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: Actinobacteriophages as of Feb 24, 2623
2417 sequences; 269,699,686 total letters

Query= Mycobacterium phage Daka complete sequence, 68453 bp,
circularly permuted, Cluster 81
(68,453 letters)

Distribution of 6091 Blast Hits on the Query Sequence

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

Color Key for Alignnent Scores

B e e LS AR A R PR
o 10K 20K 30K 40K 50K 60K





image113.png
Starts : B ORF Start : 8337 Cdn1 Cdn2 Cdn3 Length 3
Selected: 1 ORFStop :9380  5End[538 615 462 39 —‘I
ORF Length : 444 3'End |5 B¢ B2 334
89

Sequence of the Region |Start|Start  |ORF

3 Upstream of the Start |Codon|Position [Length
1 7 GGGACTTGCGTAARATTGCTAC |ATG 8946 435
2 7 GCCTATTGAACGGTTCTACGGS |TTG 8985 396
3 € GACTCGTCGCGAGGGCGCGTGC |TTG 9009 372
4 28€ € ARCGAGCCAGCATGATCCCICG | GTG $080 291
s 378 7 TCTTTGTCGGAACGGACTCIGT GIG S180 201
€ 5€7 7 CGCTGAGAGGACACGACTCGGT GIG 9243 138





image114.png
_ DeepTMHMM - Most Likely Topology | Type: Globular
Outside

Membrane
Inside

0 20 40 60 80 100 120 140

DeepTMHMM - Posterior Probabilities

1.0

o o o
» o [+

Probability

o
N

—— Inside

0 20 40 60 80 100 120 140
Sequence

o
o




image115.png
Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 08, 2023
442,320 sequences; 85,581,437 total letters

Query=
(46 letters)

Distribution of 100 Blast Hits on the Query Sequence

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

Color Key for Alignment Scores

B e e ————————
0





image116.png
Score E

Sequences producing significant alignments: (bits) value
Zonia 11, function unknown, 45 .88 8e-18
zelda 11, function unknown, 45 88 8e-18
Zaider 12, function unknown, 45 88  8e-18
YouGoGlencoco_11, function unknown, 45 88 8e-18
Yoshand_11, function unknown, 45 88 8e-18
Xavier_10, function unknown, 45 88 8e-18
windsor 10, function unknown, 45 88 8e-18
wWeher20 11, function unknown, 45 88 8e-18
Waterdiva_11, function unknown, 45 88 8e-18
Wallhey 10, function unknown, 45 .88 8e-18
vortex 11, function unknown, 45 88 8e-18
vivaldi 11, function unknown, 45 88 8e-18
vista_11, function unknown, 45 88 8e-18
virgeve 10, function unknown, 45 .88 8e-18
Viranocalvnse 11. function unknown. 45 28 [e-18




image117.png
>Zonia_11, function unknown, 45
Length = 45

Score = 87.8 bits (216), Expect = 8e-18
Identities = 45/45 (100%), Positives = 45/45 (100%)

Query: 1 MAADAMREVTLARGGTVRRIRKSDPTDDYAVAKREAELAAAATTA 45
MAADAMREVTLARGGTVRRIRKSDPTDDYAVAKREAELAAAATTA
Sbjct: 1 MAADAMREVTLARGGTVRRIRKSDPTDDYAVAKREAELAAAATTA 45

>zelda 11, function unknown, 45
Length = 45

Score = 87.8 bits (216), Expect = 8e-18
Identities = 45/45 (100%), Positives = 45/45 (100%)

Query: 1 MAADAMREVTLARGGTVRRIRKSDPTDDYAVAKREAELAAAATTA 45
MAADAMREVTLARGGTVRRIRKSDPTDDYAVAKREAELAAAATTA
Sbjct: 1 MAADAMREVTLARGGTVRRIRKSDPTDDYAVAKREAELAAAATTA 45




image118.png
Database Name nr

Query ID Icl|Query_54842
Descrip!

Description unnamed protein product
Molecule type amino acid
Query Length 46

WGS projects.

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

Analyze your query with SmartBLAST

©graphic Summary

© show Conserved Domains
No putative conserved domains have been detected

Distribution of the top 5 Blast His on 5 subject sequences &
Mouse over to see the title, click to show alignments

n Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding en:

Program BLASTP 2.14.1+ b Citation

Color key for alignment scores
W<40 W40-50 W 50-80 Ws0-200  W>=200

e

1 9 18 27 36 45





image119.png
oelect. Al one  selected.t
1 Alignments o
. Max 3
Dcscrpon S S o e |, | Ao

O hypothetical protein PBI_PG1_11 [Mycobacterium phage PG1] 859 859 97% 1e20 10000% NP 943791
O hypothetical protein CL79_gp010 [Mycobacterium phage Oline] 870 870 97% 1e-20 100.00% YP_009014272.1
O hypothetical protein HL05_gp010 [Mycobacterium phage Manad] 867 867 97% 2e-20 100.00% YP_0090432851
O hypothetical protein SEA_LUCKYMARJIE_10 [Mycobacterium phage LuckyMarje] 847 847 97% 3e20 9778% AZF9GIS1

843 843 97% 4e20 9778% AZSI04481





image5.png
Sequences producing

Mycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium
Hycobacterium

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

significant alignments:

Daka complete sequence, 68453 bp, circularly.
Prickles complete sequence, 68454 bp, circul
Eremos complete sequence, 68472 bp, circular
Hsavage complete sequence, 67993 bp, circula
Oliverialter complete sequence, 68792 bp, ci
Usavi complete sequence, 69178 bp, circularl
Spartan3ee Complete Sequence, 68568 bp, Circ
Hertubise

Numberten Complete Sequence, 68667 bp, Circu
QueenBeane complete sequence, 68656 bp, circ
Samaymay complete sequence, 68656 bp, circul
CamL complete sequence, 68656 bp, circularly.
Thora Complete Sequence, 68839 bp, Circularl
Omniscient complete sequence, 69197 bp, circ
Hamish complete sequence, 68584 bp, circular.
Boehler complete sequence, 68341 bp, circula
Valjean complete sequence, 68566bp, circular.
Surely complete sequence, 68888 bp, circular.
YouGoGlencoco complete sequence, 68668 bp, ¢
Pipsqueak complete sequence, 68328 bp, circu
vista

Hurdoc Complete Sequence, 68606 bp, Circular...

Zaider complete sequence, 68983 bp, circular.
Cobra complete sequence, 68875 bp, circularl
Meshl complete sequence, 68774 bp, circularl
Roliet complete sequence, 67687 bp, circular
Oosterbaan Complete Sequence, 68735 bp, Circ
slatt complete sequence, 68983 bp, circularl
Waterdiva complete sequence, 68866 bp, circu
Roscoe Complete Sequence, 68663 bp, Circular
ProfessorX complete sequence, 68686 bp, circ
Haimas complete sequence, 68296 bp, circular.
EmpTee complete sequence, 68428 bp, circular
TomBombadil complete sequence, 68888 bp, cir.
Buckeye complete sequence, 69174 bp, circula
Plmatters complete sequence, 68318 bp, circu

Matalotodo complete sequence, 69323 bp, circ...

Puhltonio
Eugenia complete sequence, 69139 bp, circula
Phatlouie complete sequence, 68619 bp, circu
Swiphy complete sequence, 68619 bp, circular.

Score

E

(bits) Value

1
1
9
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B
B

357e+05

5 5500000000000 000000000000000000000000000
1 55555555555555555555555555555555555555588




image120.png
Download v GenPept Graphics

hypothetical protein PBI_PG1_11 [Mycobacterium phage PG1]
Sequence ID: NP_943789 1 Length: 45 Number of Match
> See 203 more title(s)

Range 1: 1 to 45 GenPept Graphics

¥ Next A Descriptions.

Score Expect Method Tdentities  Positives Gaps
85.9 bits(211) 1e-20 Compositional matrix adjust. 45/45(100%) 45/45(100%) 0/45(0%)

Query 1  HAADAMREVTLARGGTVRRIRKSDPTDDYAVAKREAELAAAATTA 45
IHAADAVREVTL ARGGTVRRIRKSDPTDDYAVAKREAELARAATTA
Sbjct 1  HAADAMREVTLARGGTVRRIRKSDPTDDYAVAKREAELAAAATTA 45

Related Information
‘Gene - assodiated gene details

‘AlphaFold Structure - 30 structure displays
Identical Proteins - Identical proteins to

NP_943789.1





image121.png
Visualization

Resubmit Section




image122.png
Nr

Hit

1S62_A

PF14119.9

TMX2_A

PF15858.8

Name

TolA protein; tol g3p interaction, PROTEIN
TRANSPORT; NMR {Escherichia coli} SCOP:
1.1.1.1,d.212.1.1

» DUF4288 ; Domain of unknown function
(DUF4288)

N-alpha-acetyltransferase 30; NatC, NAA30Q,
NAA35, NAA38, TRANSFERASE; HET: CMC;
{Homo sapiens}

; LCE6A ; Late cornified envelope protein 6A
family

Probability

30.44

28.77

26.49

23.06

E-value

180

130

120

120

Score

15.51

17.42

14.91

20.3

SS

2.4

1.9

13

1.1

Aligned
cols

29

23

18

12

Target
Length

106

91

152

81




image123.png
Starts : 3 ORF Start : 3368 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop :9646  5End[100.0 800 600 15 M
ORFlength: 279  3'End|585 750 725 121
I I ] 9522
Sequence of the Region |Start|starc ORF
Upstream of the Start |Codon|Position [Length
i CCGCGACGAACCACCGTTICTTIC |ATG 9509 138
357 7 GTTCTTCATGGCCGCCGACGCC |ATG 9524 123
3 378 7 CACGCTCGCGCGCGGAGGCACG |GTG 9557 S0





image124.png
_ DeepTMHMM - Most Likely Topology | Type: Globular
Outside

Membrane

Inside
0 10 20 30 40

DeepTMHMM - Posterior Probabilities
1.0

Probability
o o
o [

o
»

o
N

—— Inside

o
o

0 10 20 30 40
Sequence




image125.png
Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 08, 2023
442,320 sequences; 85,581,437 total letters

Query=
(582 letters)

Distribution of 100 Blast Hits on the Query Sequence

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

Color Key for Alignment Scores

e e B P i oA
o 100 200 300 400 500





image126.png
Score E

"
B
o
6o

Fozzie Draft_12, function unknown, 581
Eremos_12, major capsid hexamer protein, 581

Sequences producing significant alignments: (bits) value
windsor_11, major capsid hexamer protein, 581 1169 0.
Spartan3e0_12, major capsid hexamer protein, 581 1169 0.
soile 12, major capsid hexamer protein, 581 1169 0.
prickles_12, major capsid hexamer protein, 581 1169 0.
Keitherie 12, major capsid hexamer protein, 581 1169 0.
Horchata_12, major capsid hexamer protein, 581 1169 0.
DelRivs_Draft 12, function unknown, 581 1169 0.
Daka_Draft_11, function unknown, 581 1169 0.
Chaelin 11, major capsid hexamer protein, 581 1169 0.
Pipsqueak 12, major capsid hexamer protein, 581 1168 0.
Osmaximus_12, major capsid hexamer protein, 581 1168 0.

0.

0.

"
B
o
6o

R RR RN RN RN




image127.png
>Windsor_11, major capsid hexamer protein, 581

Length = 581

Score = 1169 bits (3025), Expect = 0.0
Identities = 581/581 (100%), Positives = 581/581 (100%)

Query:
sbjct:
Query:
sbjct:
Query:
sbjct:
Query:
sbjct:
Query:
sbjct:
Query:
sbjct:
Query:
sbjct:
Query:
sbjct:
Query:
sbjct:
Query:
sbjct:

1

1

61

61

121

121

181

181

241

241

301

301

361

361

421

421

481

481

541

541

MYKRPEQLPGTAAELDAL LDAARADINVITARHKAGESLTPEDAQRLKDLLSEVDELNGE
MYKRPEQLPGTAAELDAL LDAARADINVITARHKAGESLTPEDAQRLKDLLSEVDELNGE
MYKRPEQLPGTAAELDAL LDAARADINVITARHKAGESLTPEDAQRLKDLLSEVDELNGE

KAKIAVADELPDLLAKADAATAPADDK TADEPEGDDDGDAEGDDDGEPEGEPEGGEGAEQ
KAKIAVADELPDLLAKADAATAPADDK TADEPEGDDDGDAEGDDDGEPEGEPEGGEGAEQ
KAKIAVADELPDLLAKADAATAPADDK TADEPEGDDDGDAEGDDDGEPEGEPEGGEGAEQ

REPAEAITASTGAQRPQRRSPNFAGAGANDTPGDGDGGGDEPTPRWKLHPGAPGYREGMG
REPAEAITASTGAQRPQRRSPNFAGAGANDTPGDGDGGGDEPTPRWKLHPGAPGYREGMG
REPAEAITASTGAQRPQRRSPNFAGAGANDTPGDGDGGGDEPTPRWKLHPGAPGYREGMG

TVGFADISQALEKIRPGSRAAIRPNRPSRNLDGQEFARQUVSTLDREVDVVGDSHALVAA
TVGFADISQALEKIRPGSRAAIRPNRPSRNLDGQEFARQUVSTLDREVDVVGDSHALVAA
TVGFADISQALEKIRPGSRAAIRPNRPSRNLDGQEFARQUVSTLDREVDVVGDSHALVAA

TITKATDQRNLPGGSLIAAGGWCAPSEQLYDFCDVPEATDLISLPEITINRGGIRWPREPD
ITKATDQRNLPGGSLIAAGGWCAPSEQLYDFCDVPEATDLISLPEITINRGGIRWPREPD
ITKATDQRNLPGGSLIAAGGWCAPSEQLYDFCDVPEATDLISLPEITINRGGIRWPREPD

LSGIFEEFEWFFTEPELEATDPDTGKPTAVKTCVEIPCADEFDEIRLNAVGWCVEAGILQ
LSGIFEEFEWFFTEPELEATDPDTGKPTAVKTCVEIPCADEFDEIRLNAVGWCVEAGILQ
LSGIFEEFEWFFTEPELEATDPDTGKPTAVKTCVEIPCADEFDEIRLNAVGWCVEAGILQ

EQGWPELVEWFMRSLTQEHFRALSRRTILNMVAGSTGVTIPATSTMGAMASVLNSLALVA
EQGWPELVEWFMRSLTQEHFRALSRRTILNMVAGSTGVTIPATSTMGAMASVLNSLALVA
EQGWPELVEWFMRSLTQEHFRALSRRTILNMVAGSTGVTIPATSTMGAMASVLNSLALVA

TNIRLKRGLSRTATIEGVAPSWFHEVIRADLAMRAGGVEVFNVSDAQIQQALAARNIALQ
TNIRLKRGLSRTATIEGVAPSWFHEVIRADLAMRAGGVEVFNVSDAQIQQALAARNIALQ
TNIRLKRGLSRTATIEGVAPSWFHEVIRADLAMRAGGVEVFNVSDAQIQQALAARNIALQ

YVGDWQTRESGKPGNLATVDWPDTVDVLLYPAGTWFRSMSNVIELGVMYPKEQLQYNRFT
YVGDWQTRESGKPGNLATVDWPDTVDVLLYPAGTWFRSMSNVIELGVMYPKEQLQYNRFT
YVGDWQTRESGKPGNLATVDWPDTVDVLLYPAGTWFRSMSNVIELGVMYPKEQLQYNRFT

RMFTEDATAVGKRCGESVKVTLTLDVSGATGLPQRRTNLSA 581
RMFTEDATAVGKRCGESVKVTLTLDVSGATGLPQRRTNLSA
RMFTEDATAVGKRCGESVKVTLTLDVSGATGLPQRRTNLSA 581

60

60

120

120

180

180

240

240

300

300

360

360

420

420

480

480

540

540




image128.png
>Spartan3e0_12, major capsid hexamer protein, 581

Length = 581

Score = 1169 bits (3025), Expect = 0.0
Identities = 581/581 (100%), Positives = 581/581 (100%)

Query:
sbjct:
Query:
sbjct:
Query:
sbjct:
Query:
sbjct:
Query:
sbjct:
Query:
sbjct:
Query:
sbjct:
Query:
sbjct:
Query:
sbjct:
Query:
sbjct:

1

1

61

61

121

121

181

181

241

241

301

301

361

361

421

421

481

481

541

541

MYKRPEQLPGTAAELDAL LDAARADINVITARHKAGESLTPEDAQRLKDLLSEVDELNGE
MYKRPEQLPGTAAELDAL LDAARADINVITARHKAGESLTPEDAQRLKDLLSEVDELNGE
MYKRPEQLPGTAAELDAL LDAARADINVITARHKAGESLTPEDAQRLKDLLSEVDELNGE

KAKIAVADELPDLLAKADAATAPADDK TADEPEGDDDGDAEGDDDGEPEGEPEGGEGAEQ
KAKIAVADELPDLLAKADAATAPADDK TADEPEGDDDGDAEGDDDGEPEGEPEGGEGAEQ
KAKIAVADELPDLLAKADAATAPADDK TADEPEGDDDGDAEGDDDGEPEGEPEGGEGAEQ

REPAEAITASTGAQRPQRRSPNFAGAGANDTPGDGDGGGDEPTPRWKLHPGAPGYREGMG
REPAEAITASTGAQRPQRRSPNFAGAGANDTPGDGDGGGDEPTPRWKLHPGAPGYREGMG
REPAEAITASTGAQRPQRRSPNFAGAGANDTPGDGDGGGDEPTPRWKLHPGAPGYREGMG

TVGFADISQALEKIRPGSRAAIRPNRPSRNLDGQEFARQUVSTLDREVDVVGDSHALVAA
TVGFADISQALEKIRPGSRAAIRPNRPSRNLDGQEFARQUVSTLDREVDVVGDSHALVAA
TVGFADISQALEKIRPGSRAAIRPNRPSRNLDGQEFARQUVSTLDREVDVVGDSHALVAA

TITKATDQRNLPGGSLIAAGGWCAPSEQLYDFCDVPEATDLISLPEITINRGGIRWPREPD
ITKATDQRNLPGGSLIAAGGWCAPSEQLYDFCDVPEATDLISLPEITINRGGIRWPREPD
ITKATDQRNLPGGSLIAAGGWCAPSEQLYDFCDVPEATDLISLPEITINRGGIRWPREPD

LSGIFEEFEWFFTEPELEATDPDTGKPTAVKTCVEIPCADEFDEIRLNAVGWCVEAGILQ
LSGIFEEFEWFFTEPELEATDPDTGKPTAVKTCVEIPCADEFDEIRLNAVGWCVEAGILQ
LSGIFEEFEWFFTEPELEATDPDTGKPTAVKTCVEIPCADEFDEIRLNAVGWCVEAGILQ

EQGWPELVEWFMRSLTQEHFRALSRRTILNMVAGSTGVTIPATSTMGAMASVLNSLALVA
EQGWPELVEWFMRSLTQEHFRALSRRTILNMVAGSTGVTIPATSTMGAMASVLNSLALVA
EQGWPELVEWFMRSLTQEHFRALSRRTILNMVAGSTGVTIPATSTMGAMASVLNSLALVA

TNIRLKRGLSRTATIEGVAPSWFHEVIRADLAMRAGGVEVFNVSDAQIQQALAARNIALQ
TNIRLKRGLSRTATIEGVAPSWFHEVIRADLAMRAGGVEVFNVSDAQIQQALAARNIALQ
TNIRLKRGLSRTATIEGVAPSWFHEVIRADLAMRAGGVEVFNVSDAQIQQALAARNIALQ

YVGDWQTRESGKPGNLATVDWPDTVDVLLYPAGTWFRSMSNVIELGVMYPKEQLQYNRFT
YVGDWQTRESGKPGNLATVDWPDTVDVLLYPAGTWFRSMSNVIELGVMYPKEQLQYNRFT
YVGDWQTRESGKPGNLATVDWPDTVDVLLYPAGTWFRSMSNVIELGVMYPKEQLQYNRFT

RMFTEDATAVGKRCGESVKVTLTLDVSGATGLPQRRTNLSA 581
RMFTEDATAVGKRCGESVKVTLTLDVSGATGLPQRRTNLSA
RMFTEDATAVGKRCGESVKVTLTLDVSGATGLPQRRTNLSA 581

60

60

120

120

180

180

240

240

300

300

360

360

420

420

480

480

540

540




image129.png
Query ID Icl|Query_568532 Database Name nr

Description unnamed protein product Description All non-redundant GenBank CDS translations+PDB-+SwissProt+PIR +PRF excludir
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Query Length 582 Program BLASTP 2.14.1+ bCitation
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ARAGORN v1.2.41 Dean Laslett

Please reference the following paper if you use this

program as part of any published research.

Laslett, D. and Canback, B. (2004) ARAGORN, a
program for the detection of transfer RNA and
transfer-messenger RNA genes in nucleotide sequences.
Nucleic Acids Research, 32;11-16.
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O major capsid hexamer protein [Mycobacterium phage Horchata] 1178 1178 99% 00 100.00% ATN89256.1

O major head protein [Mycobacterium phage Eremos] 177 1177 99% 00 99.83% YP_009191106.1
176 1176 99% 00 99.66% ALALS6231
176 1176 99% 00 99.83% YP 0091900681

O major capsid hexamer protein [Mycobacterium phage Mikota] 1175 1175 99% 00 99.83% ATN909511

O major head protein [Mycobacterium phage Newman] 1175 1175 99% 00 9966% YP_008052089.1
174 1174 99% 00 99.66% AVJ502041
174 1174 99% 00 99.66% QNO122241

O major capsid hexamer protein [Mycobacterium phage Dingo] 174 1174 99% 00 9966% ATNS8723.1

O major head protein [Mycobacterium phage JacAttac] 174 1174 99% 00 9966% YP_0090183251
173 1173 99% 00 99.48% YP 0100965241
173 1173 99% 00 99.31% AVJ49968 1
173 1173 99% 00 99.48% YP 0090432861
172 1172 99% 00 99.48% YP 0090142731
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Download v_GenPept Graphics ¥ Next & Descriptions

major capsid hexamer protein [Mycobacterium phage Horchata]
Sequence ID: ATNB9256.1 Length: 581 Number of Matches: 1
> See 6 more title(s)

Related Information
Range 1: 1 to 581 GenPept Graphics
Score Expect Method Tdentities Positives Gaps.
1178 bits(3047) 0.0 Compositional matrix adjust. 581/581(100%) 581/581(100%) 0/581(0%)

Identical Proteins - Identical proteins to
ATNB2256.1

Query 1  MYKRPEQLPGTAAELDALLDAARADINVITARHKAGESLTPEDAQRLKDLLSEVDELNGE 60
FYKRPEQLPGTAAELDAL LDAARADINVITARHKAGESL TPEDAQRLKDLLSEVDELNGE
Sbjct 1 MYKRPEQLPGTAAELDALLDAARADINVITARHKAGESLTPEDAQRLKDLLSEVDELNGE 60

Query 61  KAKIAVADELPDLLAKADAATAPADDKTADEPEGDDDGDAEGDDDGEPEGEPEGGEGAEQ 120
KAKTAVADELPDLLAKADAATAPADDKT ADEP EGDDDGDAEGDDDGEPEGEPEGGEGAEQ
Sbjct 61  KAKIAVADELPDLLAKADAATAPADDKTADEPEGDDDGDAEGDDDGEPEGEPEGGEGAEQ 120

Query 121 REPAEAITASTGAQRPORRSPNFAGAGANDTPGDGDGGGDEPTPRWKLHPGAPGYREGHG 180
REPAEATTASTGAQRPORRSPNFAGAGANDTPGDGDGGGDEPTPRIKLHPGAPGYREGIG
Shjct 121 REPAEATTASTGAQRPORRSPNFAGAGANDTPGDGDGGGDEPTPRWKLHPGAPGYREGHG 180

Query 181 TVGFADISQALEKIRPGSRAAIRPNRPSRNLDGQEFARQUVSTLDREVDVVGDSHALVAA 240
‘TVGFADI SQALEKIRPGSRAATRPNRP SRILDGOE FARQVVSTLDREVDVVGDSHALVAA
Sbjct 181 TVGFADISQALEKIRPGSRAATRPNRPSRNLDGQEFARQUVSTLDREVDVVGDSHALVAA 240

Query 241 ITKATDQRNLPGGSLIAAGGHCAPSEQLYDFCDVPEATDLISLPEITINRGGIRWPREPD 300
TTKATDORNLPGGSL TAAGGHCAPSEQLYDFCDVPEATDLISLPETT INRGGIRWPREPD.
Sbjct 241 ITKATDQRNLPGGSLIAAGGHCAPSEQLYDFCDVPEATDLISLPEITINRGGIRWPREPD 300

Query 301 LSGIFEEFEWFFTEPELEATOPDTGKPTAVKTCVEIPCADEFDEIRLNAVGWCVEASILO 360
LSGIFEEFEWFFTEPELEATDPDTGKPTAVKTCVEIPCADEFDEIRLNAVGHCVEAGILO
Sbjct 301 LSGIFEEFEWFFTEPELEATDPDTGKPTAVKTCVEIPCADEFDEIRLNAVGWCVEAGILQ 360

Query 361 EQGWPELVEWFHRSLTQEHFRALSRRTILNMVAGSTGVTIPATSTHGANASVLNSLALVA 420
EQGHPELVEWFHRSLTQEHFRALSRRTTLNMVAGSTGVTIPATS THGAMASVLNSLALVA
Shjct 361 EQGWPELVEWFHRSLTQEHFRALSRRTILNMVAGSTGVTIPATSTHGANASVLNSLALVA 420

Query 421 TNIRLKRGLSRTATIEGVAPSWFHEVIRADLAMRAGGVEVFNVSDAQIQQALAARNIALQ 480
TNIRLKRGLSRTATIEGVAPSWFHEVIRADL AMRAGGVEVFNVSDAQIQQAL ARRNIALQ
Sbjct 421 TNIRLKRGLSRTATIEGVAPSWFHEVIRADLAMRAGGVEVFNVSDAQIQQALAARNIALQ 480

Query 481 YVGDNQTRESGKPGNLATVDNPDTVDVLLYPAGTHFRSHSNVIELGVMYPKEQLOYNRFT 540
YVGDIQTRESGKPGHLATVDPDTVDVLLYPAGTWFRSHSNVIELGVITYPKEQLQYNRFT
Sbjct 481 YVGDNQTRESGKPGNLATVDNPDTVDVLLYPAGTHFRSHSNVIELGVMYPKEQLOYNRFT 540

Query 541 RMFTEDAIAVGKRCGESVKVTLTLDVSGATGLPQRRTNLSA 581
RMFTEDATAVGKRCGESVKVTLTLDVSGATGLPQRRTNLSA
Sbjct 541 RMFTEDAIAVGKRCGESVKVTLTLDVSGATGLPQRRTNLSA 581 [r—
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major capsid hexamer protein [Mycobacterium phage Hetaeria]
Sequence ID: ALA45623 1 Length: 581 Number of Matches
b See 1 more title(s)

Related Information
Range 1: 1 to 581 GenPey
Score Expect Method Tdentities Positives Gaps

1176 bits(3042) 0.0 Compositional matrix adjust. 579/581(99%) 581/581(100%) 0/581(0%)

Graph
Graphics Identical Proteins - Identical proteins to

ALA45623.1

Query 1  MYKRPEQLPGTAAELDALLDAARADINVITARHKAGESLTPEDAQRLKDLLSEVDELNGE 60
FYKRPEQLPGTAAELDAL LDAARADINVITARHKAGESLTPEDAQRLKDLLSEVDELNGE
Sbjct 1 MYKRPEQLPGTAAELDALLDAARADINVITARHKAGESLTPEDAQRLKDLLSEVDELNGE 60

Query 61  KAKIAVADELPDLLAKADAATAPADDKTADEPEGDDDGDAEGDDDGEPEGEPEGGEGAEQ 120
KAK+AVADELPDL LAKADAATAPADDKTADEP EGDDDGDAEGDDDGEPEGEPEGGEGAEQ
Sbjct 61  KAKLAVADELPDLLAKADAATAPADDKTADEPEGDDDGDAEGDDDGEPEGEPEGGEGAEQ 120

Query 121 REPAEAITASTGAQRPORRSPNFAGAGANDTPGDGDGGGDEPTPRNKLHPGAPGYREGHG 150
REPAEATTASTGAQRPQRRSPNFAGAGANDTPGDGDGGGDEPTPRIKLHPGAPGYREGIG
Shjct 121 REPAEAITASTGAQRPQRRSPNFAGAGANDTPGDGDGGGDEPTPRNKLHPGAPGYREGHG 150

Query 181 TVGFADISQALEKIRPGSRAAIRPNRPSRNLDGQEFARQUVSTLDREVDVVGDSHALVAA 240
TVGFADISQALEKIRPGSRAATRPNRPSRILDGOE FARQVVSTLDREVDVVGDSHALVAA
Sbjct 181 TVGFADISQALEKIRPGSRAATRPNRPSRNLDGQEFARQUVSTLDREVDVVGDSHALVAA 240

Query 241 ITKATDQRNLPGGSLIAAGGHCAPSEQLYDFCDVPEATDLISLPEITINRGGIRWPREPD 300
ITKATDQRNLPGGSL TAAGGHCAPSEQLYDFCDVPEATDLSLPET T INRGGIRWPREPD.
Sbjct 241 ITKATDQRNLPGGSLIAAGGHCAPSEQLYDFCOVPEATDLISLPEITINRGGIRWPREPD 300

Query 301 LSGIFEEFEWFFTEPELEATOPDTGKPTAVKTCVEIPCADEFDEIRLNAVGHCVEAGILO 360
LSGIFEEFEWFFTEPELEATDPDTGKPTAVKTCVEIPCADEFDEIRLNAVGHCVEAGILO
Sbjct 301 LSGIFEEFEWFFTEPELEATOPDTGKPTAVKTCVEIPCADEFDEIRLNAVGNCVEAGILO 360

Query 361 EQGHPELVEWFHRSLTQEHFRALSRRTILNAVAGSTGUTIPATSTHGAMASVLNSLALVA 420
EQGHPELVEWFHRSLTQEHFRALSRRTLNMVAGSTGVTIPATS THGAMASVLNSLALVA
Shjct 361 EQGWPELVEWFHRSLTQEHFRALSRRTILNAVAGSTGUTIPATSTHGAMASVLNSLALVA 420

Query 421 TNIRLKRGLSRTATIEGVAPSWFHEVIRADLAMRAGGVEVFNVSDAQIQOALAARNIALQ 430
TNIRLKRGLSRTATIEGVAPSWFHEVIRADL AMRAGGVEVFNVSDAQIQQALAARNIALQ
Sbjct 421 TNIRLKRGLSRTATIEGVAPSWFHEVIRADLAMRAGGVEVFNVSDAQIQQALAARNIALQ 450

Query 481 YVGDNQTRESGKPGNLATVDWPDTVDVLLYPAGTUFRSHSNVIELGVMYPKEQLOYNRFT 540
YVGDIQTRESGKPGHLATVDPDTVDVLLYPAGTWFRSHSNVIELGVIYPKEQLOYNRFT
Sbjct 481 YVGDNQTRESGKPGNLATVDUPDTVDVLLYPAGTUFRSHSNVIELGVMYPKEQLQYNRFT 540

Query 541 RMFTEDAIAVGKRCGESVKVTLTLDVSGATGLPQRRTNLSA 581
RMFTEDATAVGKRCGESVKVTLTLDVSGATGLPQRRTNL+A
Sbjct 541 RMFTEDAIAVGKRCGESVKVTLTLDVSGATGLPQRRTNLAA 581
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Sequences producing significant alignments: (bits) value
YouGoGlencoco_13, major capsid pentamer protein, 265 551 e-157
valjean 13, major capsid pentamer protein, 265 551 e-157
Trypo_13, major capsid pentamer protein, 265 551 e-157
Tomlarah_13, major capsid pentamer protein, 265 551 e-157
Swiphy Draft_13, function unknown, 265 551 e-157
squiggle 13, major capsid pentamer protein, 265 551 e-157
Spartan3ee_13, major capsid pentamer protein, 265 551 e-157
phatLouie Draft_13, function unknown, 265 551 e-157
oline 12, major capsid pentamer protein, 265 551 e-157
Mcshane 12, major capsid pentamer protein, 265 551 e-157
Jiminy 12, major capsid pentamer protein, 265 551 e-157
Hamish 13, major capsid pentamer protein, 265 551 e-157
Giraffe 13, major capsid pentamer protein, 265 551 e-157
GeneCoco_13, major capsid pentamer protein, 265 551 e-157
EmpTee 13, major capsid pentamer protein, 265 551 e-157
Durga 13, major capsid pentamer protein, 265 551 e-157
Daka_Draft_12, function unknown, 265 551 e-157
Vaticameos 13, major capsid pentamer protein, 265 549 e-156
Orwigg_Draft_13, function unknown, 265 549 e-156
Mecca_12, major capsid pentamer protein, 265 549 e-156
Haimas 13, major capsid pentamer protein, 265 549 e-156
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tRNAscan-SE v. 2.0
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major capsid pentamer protein [Mycobacterium phage Haimas]
Sequence ID: AUV60416.1 Length: 265 Number of Matches: 1
b See 6 more title(s)

Range Graphi

Score Expect Method Tdentities Positives Gaps
535 jonal matrix adjust. 264/265(99%) 264/265(99%) 0/265(0%)

Query 1 MTTPTPPVLDVVHYEVPPVNPSPNGLFPATTHISDPDNRFFNGVEVRGPNYGGEDAFGTH 60
HMTTPTPPVLDVVHYEVPPVNPSPNGLF PATTIISDPDNRF FNGVEVRGPNYGGEDAFGTH
Sbjct 1 MTTPTPPVLDVVHYEVPPVNPSPNGLFPATTHISDPDNRFFNGVEVRGPNYGGEDAFGTH 60

Query 61  EGHYCSVPPMGEDDQRKDGTRPDILDAFDPITVMAYDECDPTAPSRAEVLARAAQILRLE 120
EGHYCSVPPIGEDDQRKDG RPDILDAFDPITVHAYDECDPTAPSRAEVLARAAQILRLE
Shjct 61  EGHYCSVPPMGEDDQRKDGARPDILDAFDPITVMAYDECDPTAPSRAEVLARAAQILRLE 120

Query 121 EQVATEREFANRHLTDAGTPAARATLRLAVGYIEGVLALTNTLGFIHIGAQWVATDPDLF 180
EQVATEREFANRILTDAGTPAAAATLRLAVGYTEGVLAL TNTLGF IHIGAQWVATDPDLF
Sbjct 121 EQVATEREFANRHLTDAGTPAARATLRLAVGYIEGVLALTNTLGFIHIGAQWVATOPDLF 180

Query 181 IGNGGVKRSPHGHTUVIGGGYVDALGDTIVATSQPYGHRNEPVTRGAIDAFENTYAATAE 240
TGNGGVKRSPHGHTUVIGGGYVDALGDT IVAT SQPYGHRNEPVTRGATDAFENTYAATAE
Sbjct 181 IGNGGVKRSPHGHTUVIGGGYVDALGDTIVATSQPYGWRNEPVTRGAIDAFENTYAATAE 240

Query 241 RTVLIGVEALIAAATITDTDEPETP 265
RTVLIGYEALTARATITDTDEPETP
Sbjct 241 RTVLIGYEALIAMATITDTDEPETP 265

Related Informat

Identical Proteins - Identical proteins to
AUVE0416.1

Download v_GenPept Graphics
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Sbjct 121 VLDRTQUYTGSAHSFGGHAVAPTSTDLLDGLDATKYPQPPEEVPPGEGDGEGEGEGDGEG 150
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Query 61  EVGLLDGDEGPAKISAGADTGRARALKAADPNVVGGDDWHTPILEHSSRNAYVGTVANED 120
EVGLLDGDEGPAKISAGADTGRARALKAADPNVVGGDDWHTPILEHSSRNAYVGTVANED
Sbjct 61  EVGLLDGDEGPAKHSAGADTGRARALKAADPNVVGGDDWHTPILEHSSRNAYVGTVANED 120
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tail length tape measure protein [Mycobacterium phage PG1]
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Range 1: 1 to 129 Genbept Grag

Score Expect Method Tdentities Positives Gaps
250 bits(639) 2e-83 Compositional matrix adjust. 120/129(100%) 129/129(100%) 0/129(0%)

Query 1  MIGNDLSPRARLQALIPAKARETHYRVASAAVHFLLAFGILDANEAALWAQFAVGLVTLY 60
HTGNDLSPRARLQAL TPAKARETHYRVASAAVMF LLAFGILDANEAALWAQFAVGLVTLY.
Sbjct 1  MTGNDLSPRARLQALIPAKARETWYRVASAAVHFLLAFGTLDANEAALWAQFAVGLVTLY 60

Query 61  FALIVAYTPARVALYAFVGVVGSVLLYYGITTEETWALITAAVAQAFGIATAAAKTTPVY 120
FALTYAYTPARVALYAFVGVVGSVLLYYGITTEETWAL TTAAVAQAFGIATAAAKTTPVY
Sbjct 61  FALIYAYTPARVALYAFVGVVGSVLLYYGITTEETWALITAAVAQAFGIATAAAKTTPVY 120

Query 121 VARGQTSLN 129
VARGQTSLN
Shjct 121 VARGQTSLN 129

Related Informat

‘Gene - assodiated gene details
‘AlphaFold Structure - 30 structure displays
Identical Proteins - Identical proteins to
NP_943793.1

Download v GenPept Graphics

tail length tape measure protein [Mycobacterium phage Apizium]
Sequence ID: YP_009191207.1 Length: 129 Number of Matches
> See 1 more title(s)

Range 1: 1 to 129 Genbept Grag

Score Expect Method Tdentities Positives Gaps
(637) 4e-83 Compositional matrix adjust. 128/129(99%) 120/129(100%) 0/129(0%)

Query 1  MIGNDLSPRARLQALIPAKARETWYRVASAAVHFLLAFGILDANEAALNAQFAVGLVTLY 60
MTGNDLSPRARLQAS TPAKARETHYRVASAAVMF LLAFGILDANEAALWAQFAVGLVTLY.
Sbjct 1 MIGNDLSPRARLQAMIPAKARETYRVASAAVHFLLAFGTLDANEAALWAQFAVGLVTLY 60

Query 61  FALIVAYTPARVALYAFVGVVGSVLLYYGITTEETWALITAAVAQAFGIATAAAKTTPVY 120
FALTYAYTPARVALYAFVGVVGSVLLYYGITTEETWAL TTAAVAQAFGIATAAAKTTPVY
Sbjct 61  FALIYAYTPARVALYAFVGVGSVLLYYGITTEETWALITAAVAQAFGIATAARKTTPVY 120

Query 121 VARGQTSLN 129
VARGQTSLN
Shjct 121 VARGQTSLN 129

¥ Next A Previous 4 Descriptions

Related Information

‘Gene - assodiated gene details
AlphaFold Structure - 30 structure displays
Identical Proteins - Identical proteins to
YP_009191207.1
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Number of Hits: 32
Query MSA diversity (Neff): 6.42314

Detected sequence features: sTransmembrane segment(s)

Visualization
Resubmit Section
19 71
e —— )
Phage_holin_7_1

NP_215469.1

NP_216962.1

NP_215611,1

Phage_holin_2_4




image163.png
Nr

Hit

PF16081.8

PF16081.8

NP_215469.1

NP_216962.1

PF16082.8

NP_215011.1

Name

s Phage_holin_7_1 ; Mycobacterial 2 TMS
Phage Holin (M2 Hol) Family

s Phage_holin_7_1 ; Mycobacterial 2 TMS
Phage Holin (M2 Hol) Family

transmembrane protein
[Mycobacterium tuberculosis H37Rv]

integral membrane protein
[Mycobacterium tuberculosis H37Rv]

; Phage_holin_2_4 ; Bacteriophage holin
family, superfamily II-like

transmembrane protein
[Mycobacterium tuberculosis H37Rv]
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Starts : 10
Selected: 1

ORF Start
ORF Stop

113250
113645
ORF Length : 396

Cdn1 Cdn2 Cdn3 Length

5'End 7. 654 57 78
310

3'End 490 864 650

Docume

113284

Sequence of the Region |Start|Start  |ORF
Upstream of the Start |Codon|Position [Length
i s CCGACGGGGAGGATGATGCGTA |ATG  |1325€  |390
2 483 7 GGCGCGCGAGACGTGGTATCGC |GTG 13334 (312
3 (388 s GTATCGCGTGGCCAGCGCGGCG  |GTG 13349 |297
4 (339 7 TCGCGTGGCCAGCGCGGCGETG  |ATG 13352 (294
s 441 7 GGCGCTGTGGGCACAGTTICGCT GIG 13415 231
€ 357 8 GGCACAGTTCGCTGTGGGCCTIC  GTIG 13424 222
7 330 9 CGCTGTGGGCCTCGTGACGCTG  GTIG 13433 213
8 210 9 CTACGCGTACACCCCTGCACGG  GTIG 134€3 177
S 378 8 GTTCGTCGGCGTCGTICGGCTICG  GTIG 13505 141
10 273 7 CGCTGCCGCCAAGACCACCCCT  GTIG 13€10 3¢
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your query is MEMBRANE protein

No. region transmembrane seq. type
1 21-43 RETWYRVASAAVMFLLAFGILDA Primary
2 45-67 EAALWAQFAVGLVTLVFALIYAY Primary
3 71-93 RVALYAFVGVVGSVLLYYGITTE Primary
4 96-118 WALITAAVAQAFGIATAAAKTTP  Primary

Hydropathy & Charge plot
phobicity
1 4500 g
0 2250
0 0.000 @ SOSUIsignal
0 2250 @ SOSUI
0 -4.500

Net Charge Density

@ negative charge
1.000 g, posiive charge
0.500 <@ net charge
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Wheel plot of transmembrane helices
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DeepTMHMM - Most Likely Topology | Type: alpha TM
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 08, 2023
442,320 sequences; 85,581,437 total letters

Query=
(117 letters)

Distribution of 100 Blast Hits on the Query Sequence

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

Color Key for Alignment Scores

Lo L1 .. ——
0 50 100
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Sequences producing significant alignments: (bits) value
Spartan3ee_16, function unknown, 116 233 9e-62
Soto_16, function unknown, 116 233 9%e-62
Serpentine 0016, function unknown, 116 233 %e-62
Roscoe 17, function unknown, 116 233 9%e-62
Roliet 16, function unknown, 116 233 9%e-62
piglet 0015, function unknown, 116 233 9%e-62
Nacho_6016, function unknown, 116 233 9%e-62
KlimbOn_16, function unknown, 116 233 9%e-62
Hsavage 16, function unknown, 116 233 %e-62
Horchata_16, function unknown, 116 233 9%e-62
Gyarad_0016, function unknown, 116 233 9%e-62
EmpTee 16, function unknown, 116 233 9%e-62
DirtJuice 16, function unknown, 116 233 9%e-62
Cheet0_16, function unknown, 116 233 9%e-62
carthage_15, function unknown, 116 233 %e-62
Boehler 16, function unknown, 116 233 9%e-62
AbsoluteMadLad 15, function unknown, 116 233 9e-62
Zonia 16, function unknown, 116 233 1e-61
zelda 16, function unknown, 116 233 1e-61
Zaider_17, function unknown, 116 233 1e-61
YouGoGlencoco 16. function unknown. 116 233 1le-61
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>Spartan3ee_16, function unknown, 116
Length = 116

Score = 233 bits (595), Expect = 9e-62
Identities = 116/116 (100%), Positives = 116/116 (100%)

Query: 1  MTSPWGGPRHRSWASNTMLTFLLLVVCIIATVVTDYFGEPPNYLVGLLGTAAGAFFAAIG 60
MTSPWGGPRHRSWASNTMLTFLLLVVCIIATVVTDYFGEPPNYLVGLLGTAAGAFFAATG
Sbjct: 1 MTSPWGGPRHRSWASNTMLTFLLLVVCIIATVVTDYFGEPPNYLVGLLGTAAGAFFAAIG 60

Query: 61 SDQQKKAADLAQTATEASTSAARAETTAKRAEHKVDEVLHERLDDDDASTKDGAGT 116
SDQQKKAADLAQTATEASTSAARAETTAKRAEHKVDEVLHERLDDDDASTKDGAGT
Sbjct: 61 SDQQKKAADLAQTATEASTSAARAETTAKRAEHKVDEVLHERLDDDDASTKDGAGT 116

>Soto_16, function unknown, 116
Length = 116

Score = 233 bits (595), Expect = 9e-62
Identities = 116/116 (100%), Positives = 116/116 (100%)

Query: 1  MTSPWGGPRHRSWASNTMLTFLLLVVCIIATVVTDYFGEPPNYLVGLLGTAAGAFFAAIG 60
MTSPWGGPRHRSWASNTMLTFLLLVVCIIATVVTDYFGEPPNYLVGLLGTAAGAFFAATG
Sbjct: 1 MTSPWGGPRHRSWASNTMLTFLLLVVCIIATVVTDYFGEPPNYLVGLLGTAAGAFFAAIG 60

Query: 61 SDQQKKAADLAQTATEASTSAARAETTAKRAEHKVDEVLHERLDDDDASTKDGAGT 116
SDQQKKAADLAQTATEASTSAARAETTAKRAEHKVDEVLHERLDDDDASTKDGAGT
Sbjct: 61 SDQQKKAADLAQTATEASTSAARAETTAKRAEHKVDEVLHERLDDDDASTKDGAGT 116
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Database Name nr

Query ID Icl|Query_2531
Description unnamed protein product Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental samples from
Molecule type amino acid WGS projects
Program BLASTP 2.14.1+ bCitation

Query Length 117

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

@Grap ic Summary.
© show Conserved Domains

No putative conserved domains have been detected

Distribution of the top 44 Blast Hits on 44 subject sequences &
Mouse over to see the title, click to show alignments

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

<

20 40 60 80 100
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R ERIES AR ST T T g T S
Select: All None Selected:0
31 Alignments. o

b Seoe|Score o | i | ey | Pzt
O hypothetical protein PBI_SOTO_16 [Mycobacterium phage Soto] 238 238 99% 8e79 100.00% YP_009100825.1
O hypothetical protein CL79_gp015 [Mycobacterium phage Oline] 237 237 99% 1e78 99.14% YP_009014277.1
O hypothetical protein SEA_LULUMAE_15 [Mycobacterium phage Lulumae] 236 236 99% 6e78 9828% ASZ734411
O hypothetical protein M046_gp16 [Mycobacterium phage Newman] 199 199 84% 1e63 100.00% YP_008052093.1
O hypothetical protein PBI_PG1_16 [Mycobacterium phage PG1] 198 198 84% 2e63 98.99% NP 9437941
O hypothetical protein SEA_OLIVE_16 [Mycobacterium phage Olive] 197 197 84% 8e63 97.98% AWH142561
o 139 139 75% 1e-39 75.00% YP_0090133751
O hypothetical protein N847_gp17 [Mycobacterium phage Phelemich) 138 138 75% 239 75.00% YP_ 0084098431
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Download v GenPept Graphics

hypothetical protein PBI_SOTO_16 [Mycobacterium phage Soto]
Sequence ID: YP_0091008251 Length: 116 Number of Matches: 1
> See 17 more title(s)

Range 1: 1 to 116 GenPept Graphics

¥ Next A Descriptions.

Score Expect Method Tdentities Positives Gaps
238 bits(606) 8e-79 Compositional matrix adjust. 116/116(100%) 116/116(100%) 0/116(0%)

Query 1 MTSPUGGPRHRSHASNTHLTFLLLVVCIIATVVTDYFGEPPNYLVGLLGTAAGAFFAAIG 60
HMTSPHIGGPRHRSWASNTILTFLLLWCTIATVVTDYFGEPPNYLVGLLGTAAGAF FAATG
Sbjct 1 MTSPUGGPRHRSHASNTHLTFLLLVVCIIATVVTDYFGEPPNYLVGLLGTAAGAFFAAIG 60

Query 61  SDOOKKAADLAQTATEASTSAARAETTAKRAEHKVDEVLHERLDDDDASTKDGAGT 116
'SDQQKKAADL AQTATEAST SAARAE TTAKRAEHKVDEVLHERLDDDDAS TKDGAGT
Shjct 61  SDOOKKAADLAQTATEASTSAARAETTAKRAEHKVDEVLHERLDDDDASTKDGAGT 116

Related Information
Gene - assodiated gene detai
‘AlphaFold Structure - 30 structure displays
Identical Proteins - Identical proteins to
YP_009100825.1

Download v GenPept Graphics

hypothetical protein CL79_gp015 [Mycobacterium phage Oline]
Sequence ID: YP_009014277.1 Length: 116 Number of Matches: 1
> See 149 more title(s)

Range 1: 1 to 116 GenPept Graphics
Score Expect Method Tdentities Positives Gaps
237 bits(605) 1e-78 Compositional matrix adjust. 115/116(99%) 116/116(100%) 0/116(0%)

Query 1 MTSPUGGPRHRSHASNTHLTFLLLVVCIIATVVTDYFGEPPNYLVGLLGTAAGAFFAAIG 60
HTSPHGGPRHRSWASNTILTFLLLVCIIATVVTDYFGEPPNYLVGLLGTAAGAF FAATG
Sbjct 1 MTSPUGGPRHRSHASNTHLTFLLLVVCIIATVVTDYFGEPPNYLVGLLGTAAGAFFAAIG 60

Query 61  SDOOKKAADLAQTATEASTSAARAETTAKRAEHKVDEVLHERLDDDDASTKDGAGT 116
'SDQQKKAADL AQT ATEAST SAARAE TTAKRAEHK +DEVLHERLDDDDAS TKDGAGT
Sbjct 61  SDOQKKAADLAQTATEASTSAARAETTAKRAEHKIDEVLHERLDDDDASTKDGAGT 116

¥ Next A Previous 4 Descriptions

Related Information
Gene - associated gene details

AlphaFold Structure - 30 structure displays
Identical Proteins - Identical proteins to
YP_009014277.1
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Number of Hits: 250
Query MSA diversity (Neff): 2.08481

Detected sequence features: sTransmembrane segment(s)

Visualization

Resubmit Section

1 98
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TapR=donL1popo

NP_215845,1
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Nr

Hit

NP_215045.1

NP_218121.2

6LAR_F

PF11286.11

PF20088.2

NP_215747.1

PF11023.11

Name

membrane protein [Mycobacterium
tuberculosis H37Rv]

transmembrane protein
[Mycobacterium tuberculosis H37Rv]

ESX-3 secretion system protein EccC3;
Membrane protein; 3.7A
{Mycolicibacterium smegmatis MC2
155}

» DUF3087 ; Protein of unknown
function (DUF3087)

; DUF6480 ; Family of unknown
function (DUF6480)

membrane protein [Mycobacterium
tuberculosis H37Rv]

; DUF2614 ; Zinc-ribbon containing
domain
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Starts: 7 ORF Start : 13551 Cdn1 CdnZ Cdn3 Length
Doct it
Selected: 1 ORFStop :14003 5End 647 471 824 51 ;I
ORFlength: 453 J'End 470 758 657 298

Shine D |algarno |Sequence of the Region [Start|Start  [ORF
Score |space  |Upstream of the Start |Codon|Position [Length
210 s ACGTCCCTCAATTGAGGGACAG |GTG 13653  |351
420 7 TAGGTCGTGGGCATCGAACACG |ATG 13704  |300
4€2 7 ATCGAACACGATGCTCACGTTC |TTG (13716 288
2594 7 GAACACGATGCTCACGTICTITG TIG 13718 285

9

7

€

210 GCTCACGTICTTGTIGCTGEIC  GTG 13728 27¢
252 CGIGTGCATCATCGCAACGEIC GTG 13743 255
325 AGCCGAGCACARGGTCGATGAG | GIG 13344 €0

ERCRCTECRREE G
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DeepTMHMM - Most Likely Topology | Type: alpha TM

Outside
Membrane . .
0 20 40 60

Inside
80 100 120

DeepTMHMM - Posterior Probabilities

1.0
0.8
>
= 06
=z
[
=
£ 04
0.2 —— Membrane
i —— Inside
—— Outside
0.0
0 20 40 60 80 100 120

Sequence




image178.png
Result of SOSUI prediction

SOSUI series

SOSUlsignal
SOSUldumbbell
SOSUlbreaker
SOSUIgramN
SOsUlauf

Contact us
sosuijp at gmail.com

your query is MEMBRANE protein

No. region transmembrane seq. type

1 16-35 NTMLTFLLLVVCIIATVWTD  Primary

2 41-60 PNYLVGLLGTAAGAFFAAIG Secondary
Hydropathy & Charge plot

00 ¢¢0¢
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 08, 2023
442,320 sequences; 85,581,437 total letters

Query=
(205 letters)

Distribution of 100 Blast Hits on the Query Sequence

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

Color Key for Alignment Scores

B o e B e P
0 50 100 150 200
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Sequences producing significant alignments:

Daka_Draft_16, function unknown, 204
suffolk_17, function unknown, 204
Serpentine 0017, function unknown, 204
piglet 0016, function unknown, 204
Newman_17, function unknown, 204
Nacho_6017, function unknown, 204
KLucky39_17, function unknown, 204
Klimbon_17, function unknown, 204
Inverness 17, function unknown, 204
Hsavage 17, function unknown, 204
Gyarad_0017, function unknown, 204
Frankicide Draft 17, function unknown, 204
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>Daka_Draft_16, function unknown, 204
Length = 204

Score = 420 bits (1079), Expect = e-117
Tdentities = 204/204 (100%), Positives = 204/204 (100%)

Query: 1  MSSVLEVVYSLPFAVGLLCGILGQRAYCYGRAWYKDRNDPLPNGRHRTVAGISKVWVGGL 60
NSSVLEVVYSLPFAVGLLCGILGQRAYCYGRAWYKDRNDPLPNGRHRTVAGI SKVHVGGL
Sbjct: 1 MSSVLEWWYSLPFAVGLLCGILGQRAYCYGRAWYKDRNDPLPNGRHRTVAGISKVWVGGL 60

Query: 61 IAVGSLGYVLYQAEATRLDTVSLAEHTQECTSDLIASVSRGRQISTENDRLSIAHRDKLT 120
TAVGSLGYVLYQAEATRLDTVSLAEHTQECTSDLIASVSRGRQISTENDRLSIAHRDKLT
Sbjct: 61 IAVGSLGYVLYQAEATRLDTVSLAEHTQECTSDLIASVSRGRQISTENDRLSIAHRDKLT 120

Query: 121 ELAQVQSVWLGRILDPPPHIAAMPADDPRRDGYFKTITQFYKVRTDELRADIDKIRDEQA 180
ELAQVQSVWLGRILDPPPHIAAMPADDPRRDGYFKTITQFYKVRTDELRADIDKIRDEQA
Sbjct: 121 ELAQVQSVWLGRILDPPPHIAAMPADDPRRDGYFKTITQFYKVRTDELRADIDKIRDEQA 180

Query: 181 KLIGDRERNPMPDPRCWPDGPEVK 204
KLIGDRERNPMPDPRCWPDGPEVK
Sbjct: 181 KLIGDRERNPMPDPRCWPDGPEVK 204

>Suffolk_17, function unknown, 204
Length = 204

Score = 419 bits (1076), Expect = e-117
Tdentities = 203/204 (99%), Positives

204/204 (100%)

Query: 1  MSSVLEVVYSLPFAVGLLCGILGQRAYCYGRAWYKDRNDPLPNGRHRTVAGISKVWVGGL 60
NSSVLEVVYSLPFAVGLLCGILGQRAYCYGRAWYKDRNDPLPNGRHRTVAGI SKVHVGGL
Sbjct: 1 MSSVLEWWYSLPFAVGLLCGILGQRAYCYGRAWYKDRNDPLPNGRHRTVAGISKVWVGGL 60

Query: 61 IAVGSLGYVLYQAEATRLDTVSLAEHTQECTSDLIASVSRGRQISTENDRLSIAHRDKLT 120
TAVGSLGYVLYQAEATRLDTVSLAEHTQECTSDLIASVSRGRQISTENDRLSIAHRDKLT
Sbjct: 61 IAVGSLGYVLYQAEATRLDTVSLAEHTQECTSDLIASVSRGRQISTENDRLSIAHRDKLT 120

Query: 121 ELAQVQSVWLGRILDPPPHIAAMPADDPRRDGYFKTITQFYKVRTDELRADIDKIRDEQA 180
ELAQVQSVWLGRILDPPPHIAAMPADDPRRDGYFKTITQFYKVRTDELRADIDKIRDEQA
Sbjct: 121 ELAQVQSVWLGRILDPPPHIAAMPADDPRRDGYFKTITQFYKVRTDELRADIDKIRDEQA 180

Query: 181 KLIGDRERNPMPDPRCWPDGPEVK 204
KLIGDRERNP+PDPRCWPDGPEVK
Sbjct: 181 KLIGDRERNPLPDPRCWPDGPEVK 204
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RID AXPW989P013 (Expires on 07-14 00:57 am)

Query ID cl|Query_30608 Database Name nr
Description unnamed protein product Description All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental samples from

Molecule type amino acid WGS projects

Query Length 205 Program BLASTP 2.14.1+ bCitation

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

@Grap ic Summary.
© show Conserved Domains
No putative conserved domains have been detected

Distribution of the top 97 Blast Hits on 97 subject sequences &
Mouse over to see the fitle, click to show alignments

Color key for alignment scores
W<40 W40-50 W 50-80 W 80-200 W >=200
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1 Alignments o
Max | Total Query E

Description Score Score govz value |Z§rrn Accession
O hypothetical protein M046_gp17 [Mycobacterium phage Newman] 419 419 99% Be-148 99.51% YP_0080520941
O hypothetical protein SEA_PRICKLES_17 [Mycobacterium phage Prickles| 418 418 99% 3e-147 99.02% QGH7S5411
O hypothetical protein PBI_SWISH_17 [Mycobacterium phage Swish] 418 418 99% 3e-147 99.02% YP 0091875271
O hypothetical protein VISTA_17 [Mycobacterium phage Vista] 417 417 99% T7e-147 98.53% YP 0090168061
O membrane protein [Mycobacterium phage Roscoe] 417 417 99% Be-147 99.02% AZS098291
O hypothetical protein PBI_PG1_17 [Mycobacterium phage PG1] 416 416 99% 1e-146 98.53% NP_9437951
O hypothetical protein AVU74_gp017 [Mycobacterium phage OSmaximus] 416 416 99% 1e-146 98.53% YP 0091988751
O hypothetical protein PBI_SOTO_17 [Mycobacterium phage Soto] 416 416 99% 1e-146 99.02% YP_0091008261
o cobacterium phage Hetaeria] 416 416 99% 1e-146 98.53% ALA456281

hypothetical protein HETAERIA_17
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Download v GenPept Graphics

hypothetical protein M046_gp17 [Mycobacterium phage Newman]
Sequence ID: YP_008052094 1 Length: 204 Number of Matches: 1
> See 13 more title(s)

Range 1: 1 to 204 GenPept Grag

¥ Next A Descriptions.

Score Expect Method Tdentities Positives Gaps
419 bits(1077) 8e-148 Compositional matrix adjust. 203/204(99%) 204/204(100%) 0/204(0%)

Query 1  MSSVLEVVYSLPFAVGLLCGILGORAYCYGRANYKDRNDPLPNGRHRTVAGISKVHVGGL 60
MSSVLEVVYSLPFAVGLLCGILGQRAYCYGRAWYKDRNDP LPNGRHRTVAGT SKVIVGGL
Shjct 1 MSSVLEVVYSLPFAVGLLCGILGORAYCYGRAWYKDRNDPLPNGRHRTVAGISKVHVGGL 60

Query 61  IAVGSLGYVLYQAEATRLDTVSLAEHTQECTSDLIASVSRGRQISTENDRLSIAHRDKLT 120
TAVGSLGYVLYQAEATRLDTVSLAEHTQECTSDLIASVSRGRQTST ENDRL STAHRDKLT
Shjct 61  IAVGSLGYVLYQAEATRLDTVSLAEHTQECTSDLIASVSRGRQISTENDRLSTAHRDKLT 120

Query 121 ELAQUQSVLGRILDPPPHIAANPADDPRRDGYFKTITQFYKVRTDELRADIDKIRDEQA 180
ELAQUQSVUILGRILDPPPHIAANPADDPRRDGYFKTITQF YKVRTDELRADIDKIRDEQA
Sbjct 121 ELAQUQSVHLGRILDPPPHIAANPADDPRRDGYFKTITQFYKVRTDELRADIDKIRDEQA 180

Query 181 KLIGDRERNPHPDPRCWPDGPEVK 204
KLIGDRERNP+PDPRCHPDGPEVK
Sbjct 181 KLIGDRERNPLPDPRCWPDGPEVK 204

Related Informa

n
‘Gene - assodiated gene details

‘AlphaFold Structure - 30 structure displays
Identical Proteins - Identical proteins to
YP_008052094.1

Download v GenPept Graphics

hypothetical protein SEA_PRICKLES_17 [Mycobacterium phage Prickles]
Sequence ID: QGH75541.1 Length: 204 Number of Matches: 1

Range 1: 1 to 204 GenPept Grar

Score Expect Method Tdentities Positives Gaps
418 bits(1074) 3e-147 Compositional matrix adjust. 202/204(99%) 204/204(100%) 0/204(0%)

Query 1  MSSVLEVVYSLPFAVGLLCGILGORAYCYGRANYKDRNDPLPNGRHRTVAGISKVHVGGL 60
MSSVLEVVYSLPFAVGLLCGILGQRAYCYGRAWYKDRNDP LPNGRHRTVAGT SKVIVGGL
Shjct 1 MSSVLEVVYSLPFAVGLLCGILGORAYCYGRAWYKDRNDPLPNGRHRTVAGISKVHVGGL 60

Query 61  IAVGSLGYVLYQAEATRLDTVSLAEHTQECTSDLIASVSRGRQISTENDRLSIAHRDKLT 120
TAVGSLGYVLYQAE+ TRLDTVSLAEHTQECTSDLIASVSRGRQTST ENDRL STAHRDKLT
Shjct 61  IAVGSLGYVLYQAESTRLDTVSLAEHTQECTSDLIASVSRGRQISTENDRLSIAHRDKLT 120

Query 121 ELAQUQSVLGRILDPPPHIAANPADDPRRDGYFKTITQFYKVRTDELRADIDKIRDEQA 180
ELAQUQSVUILGRILDPPPHIAANPADDPRRDGYFKTITQF YKVRTDELRADIDKIRDEQA
Sbjct 121 ELAQUQSVHLGRILDPPPHIAANPADDPRRDGYFKTITQFYKVRTDELRADIDKIRDEQA 180

Query 181 KLIGDRERNPHPDPRCWPDGPEVK 204
KLIGDRERNP+PDPRCHPDGPEVK
Sbjct 181 KLIGDRERNPLPDPRCWPDGPEVK 204
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Starts : 9 ORF Start : 13973 Ldn1 CdnZ Ldn3  Length

Selected: 1 ORF Stop : 14614  5'End 1000 00 66 ]
ORFlength:B42  J'End 450 776 667 604

[ 1 I [ I [

Shine D |algarno |Sequence of the Region [Start|Start  [ORF
¢ |score |space |Upstream of the Start |Codon[Position |Length

s€7 7 CGACCAAAGACGGGGCGGGTAC |ATG 14000  |€15

399 s ACGGGGCGGGTACATGAGCICT |GIG (14005 €06
3 225 B CGTCTATTCGCTGCCGTTCGCG |GTG 14042 |S73
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7 117 € CCCGCCGCCCCACATCGCCGCC  ATG 1442¢ 18s
8 33¢ 8 CGGTGATCGCGAGCGCAATCCG ATG 14570 45
S 357 8 ATGCTGGCCCGATGGCCCCGAG |GTG 14€0¢€ S





image188.png
Result of SOSUI prediction

SOSUI series

SOSUlsignal
SOSUldumbbell
SOSUlbreaker
SOSUIgramN
SOsUlauf

Contact us
sosuijp at gmail.com

your query is MEMBRANE protein

No. region transmembrane seq. type
1 4-26 VLEVVYSLPFAVGLLCGILGQRA Secondary
2 48-70 TVAGISKVWVGGLIAVGSLGYVL Primary
Hydropathy & Charge plot

00 ¢¢0¢




image189.png
DeepTMHMM - Most Likely Topology | Type: alpha TM

Outside
Membrane I l
Inside

0 25 50 75 100 125 150 175 200

DeepTMHMM - Posterior Probabilities

1.0
0.8
>
= 06
=z
[
=
£ 04
0.2 —— Membrane
i —— Inside
—— Outside
0.0
0 25 50 75 100 125 150 175 200

Sequence




image190.png
Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
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Score  E

Sequences producing significant alignments: (bits) Value

Zelda_18, major tail protein, 266 551 e-157
Zaider_19, major tail protein, 266 551 e-157
YouGoGlencoco_18, major tail protein, 266 551 e-157
Yoshand_18, major tail protein, 266 551 e-157
Xavier_17, major tail protein, 266 551 e-157
Windsor_17, major tail protein, 266 551 e-157
Weher26_18, major tail protein, 266 551 e-157
Waterdiva_18, major tail protein, 266 551 e-157
Vortex_18, major tail protein, 266 551 e-157
Vivaldi_18, major tail protein, 266 551 e-157
Vista_18, major tail protein, 266 551 e-157
Virgeve_17, major tail protein, 266 551 e-157
Virapocalypse_18, major tail protein, 266 551 e-157
Vaticameos_18, major tail protein, 266 551 e-157
Valjean_18, major tail protein, 266 551 e-157
Vaishali24_17, major tail protein, 266 551 e-157
Usavi_Draft_18, function unknown, 266 551 e-157
UncleHowie_18, major tail protein, 266 551 e-157
UAch1_18, major tail protein, 266 551 e-157
Tyrionl_17, major tail protein, 266 551 e-157
True_17, major tail protein, 266 551 e-157
Tooj_18, major tail protein, 266 551 e-157
Toni_17, major tail protein, 266 551 e-157
Tomlarah_18, major tail protein, 266 551 e-157
TomBombadil 18, major tail protein, 266 551  e-157
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>Zelda_18, major tail protein, 266
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>Zaider_19, major tail protein, 266
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551 bits (1421), Expect = e-157
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RID AXRUHMUS016 (Expires on 07-14 01:13 am)

Query ID Icl|Query_159698 Database Name nr
Description unnamed protein product Description All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental samples from

Molecule type amino acid WGS projects
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Description Score Score  Cover

‘major tail protein [Mycobacterium phage PG1] 541 541  99%
‘major tail protein [Mycobacterium phage Phareon] 540 540 99%
‘major tail protein [Mycobacterium phage Orion] 540 540 99%

‘major tail protein [Mycobacterium phage FugateOSU] 539 539 99%
‘major tail protein [Mycobacterium phage Durga] 533 538 99%
‘major tail protein [Mycobacterium phage Apizium] 534 534 99%
‘major tail protein [Mycobacterium phage BirdsNest] 461 461 99%

‘major tail protein [Mycobacterium phage Zenteno07] 459 459 99%
‘major tail protein [Mycobacterium phage Bane1] 440 440 98%

‘major tail protein [Mycobacterium phage BrownCNA] 439 439 98%
‘major tail protein [Mycobacterium phage Heath] 439 439 98%

‘major tail protein [Mycobacterium phage ChrisnMich] 421 421 99%

protein [Mycobacterium phage JAMal] 421 421  99%
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major tail protein [Mycobacterium phage PG1]
Sequence ID: NP_943796.1 Length: 266 Number of Matches: 1
> See 214 more title(s)

Range 1: 1 to 266 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
541 bits(1395) 0.0 Compositional matrix adjust. 266/266(100%) 266/266(100%) 0/266(0%)

Query 1 MPGIQPVKGRRLRATKINSCGMPIAGPRNRLVTSGYVSLTLTPVMRDATDLTQDNAEGKE 60
MPGIQPVKGRRLRATKINSCGHPTAGPRNRLVTSGYVSLTL TPVIRDATDLTQDNAEGKE
Sbjct 1 MPGIQPVKGRRLRATKINSCGMPIAGPRNRLVTSGYVSLTLTPVMRDATDLTQDNAEGKE 60

Query 61  CFADRTAPERRUWTPALELCNVNTGLLTHFTGHETLVDANDLPVGFROQKEIESDFGVAL 120
CFADRTAPERRUWTPALEL CNVNTGLLTHF TGWET LVDANDLPVGFRDGKETESDFGVAL
Sbjct 61  CFADRTAPERRUWTPALELCNVNTGLLTHFTGHETLVDANDLPVGFROQKEIESDFGVAL 120

Query 121 ELWSAGKHEEDCDEIPTSDDVLTDTSSGRSYGYFLFGGTENTPGDITISGAVITFTLTGR 180
ELSAGKIIEEDCDEIPTSDDVL TDTSSGRSYGYFLFGGTENTPGDITISGAVTTFTLTGR
Sbjct 121 ELWSAGKHEEDCDEIPTSDDVLTDTSSGRSYGYFLFGGTENTPGDITISGAVTTFTLTGR 180

Query 181 TIAMPANGLGPYNVQEAANGTARRLLTPTSKKEHLTVFRTRIAPPEPTPGTEPVPLATST 240
TIAMPAWGLGPYNVOEAANGT ARRL LTPTSKKEHL TVFRTRIAPPEPTPGTEPVPLATST
Shjct 181 TIAMPANGLGPYNVQEAANGTARRLLTPTSKKEHLTVFRTRIAPPEPTPGTEPVPLATST 240

Query 241 LFTDPNFYYGGPDDEPAAVVAPAQSA 266
LFTDPNFYYGGPDDEPAAVVAPAQSA
Sbjct 241 LFTDPNFYYGGPDDEPAAVVAPAQSA 266

Related Information

‘Gene - assodiated gene details
‘AlphaFold Structure - 30 structure displays
Identical Proteins - Identical proteins to
NP_943796.1

BDownload v GenPept Graphics

major tail protein [Mycobacterium phage Phareon]
Sequence ID: AXQB4623 1 Length: 266 Number of Matches: 1

Range 1: 1 to 266 GenPept Graphics
Score Expect Method Tdentities Positives Gaps
540 bits(1392) 0.0 Compositional matrix adjust. 265/266(99%) 265/266(99%) 0/266(0%)

Query 1 MPGIQPVKGRRLRATKINSCGMPIAGPRNRLVTSGYVSLTLTPVMRDATDLTQDNAEGKE 60
MPGIQPVKGRRLRATKINSCGHPTAGPRNRLVTSGYVSLTLTPVMRDATDL TQDNAEGKE
Sbjct 1 MPGIQPVKGRRLRATKINSCGMPIAGPRNRLVTSGYVSLTLTPVMRDATDLTQDNAEGKE 60

Query 61  CFADRTAPERRUWTPALELCNVNTGLLTHFTGHETLVDANDLPVGFROQKEIESDFGVAL 120
CFADRTAPERRUWTPALEL CNVNTGLLTHF TGWET LVDANDLPVGFRDGKETESDFGVAL
Sbjct 61  CFADRTAPERRUWTPALELCNVNTGLLTHFTGHETLVDANDLPVGFROQKEIESDFGVAL 120

Query 121 ELWSAGKHEEDCDEIPTSDDVLTDTSSGRSYGYFLFGGTENTPGDITISGAVITFTLTGR 180
ELSAGKIIEEDCDEIPTSDDVL TDTSSGRSYGYFLFGGTENTPGDITISGAVTTFTLTGR
Sbjct 121 ELWSAGKHEEDCDEIPTSDDVLTDTSSGRSYGYFLFGGTENTPGDITISGAVTTFTLTGR 180

Query 181 TIAMPANGLGPYNVQEAANGTARRLLTPTSKKEHLTVFRTRIAPPEPTPGTEPVPLATST 240
TIAMPAWGLGPYNVOEAANGT ARRL LTPTSKKEHL TVFRTRIAPPEPTPGTEPVPLATST
Shjct 181 TIAMPANGLGPYNVQEAANGTARRLLTPTSKKEHLTVFRTRIAPPEPTPGTEPVPLATST 240

Query 241 LFTDPNFYYGGPDDEPAAVVAPAQSA 266
LFTOPNFYYGGPDDEPAA VAPAQSA
Sbjct 241 LFTDPNFYYGGPDDEPAAAVAPAQSA 266

¥ Next A Previous 4 Descriptions
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Starts : 17 ORF Start : 14666 Cdn1 CdnZ Cdn3 Length

Selected: 1 ORFStop :15502 5End[857 524 571 63
ORF Length: 837 3End|528 841 600 736

W

Shine D |algarno |Sequence of the Region [Start|Start  [ORF

¢ |score |space |Upstream of the Start |Codon[Position |Length
173 7 CCGACTTAGGAGGACCGACCCT |ATG 14702 |80l
2 315 7 CACCAAGATCAACAGTTGCGGT |ATG 14765 |738
3 |270 B GAGCGGCTATGTCAGCCTCACG |TTG 14822 |€81
4 273 7 TGTCAGCCTCACGTTGACCCCG |GTG 14831 |€72
s 378 7 CAGCCTCACGTTGACCCCGGTG  ATG 14834 €€s
€ 4€2 7 GCGTCGCTGGTGGACCCCGGCG  TTG 14530 573
7 2594 7 CGTCAATACCGGCCTGCTGACC ATG 145¢€¢ 537
8 420 7 TGAGCTGTGGTCGGCGGGCAAG ATG 15083 420
S 31s 7 CGACATCACCATCAGCGGCGCG  GIG 15215 288
10 357 7 CGGCGCGGTGACCACGTTICACG TTIG 15230 273
11 378 8 GTTGACCGGTCGCACCATCGCG ATG 15251 252
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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. 25:3389-3462.

Database: Actinobacteriophage Proteins as of Jul 08, 2023
442,320 sequences; 85,581,437 total letters
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Sequences producing significant alignments:

Zonia_19, function unknown, 76
YouGoGlencoco_19, function unknown, 76
Weher26_19, function unknown, 76
Waterdiva_19, function unknown, 76
Wallhey_18, function unknown, 76
Virgeve_18, function unknown, 76
Virapocalypse_19, function unknown, 76
Veritas_18, function unknown, 76
Usavi_Draft_19, function unknown, 76
UAch1_19, function unknown, 76
TyrionL_18, function unknown, 76
Trypo_19, function unknown, 76
True_18, function unknown, 76
Toni_18, function unknown, 76
Three0h302_19, function unknown, 76
Telesworld_18, function unknown, 76
Swish_19, function unknown, 76
Swiphy_Draft_19, function unknown, 76
Suffolk 19. function unknown. 76
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>Zonia_19, function unknown, 76
Length = 76

Score = 147 bits (371), Expect = 8e-36
Tdentities = 76/76 (100%), Positives = 76/76 (100%)

Query: 1 MTISRYAEADLATAARRGVPGDQIRVARALLEVRAADTVAAAVAGAAKIDLSPYQIRSLY 6@
MTISRYAEADLATAARRGVPGDQIRVARAL LEVRAADTVAAAVAGAAKIDLSPYQIRSLY
Sbjct: 1 MTISRYAEADLATAARRGVPGDQIRVARALLEVRAADTVAAAVAGAAKIDLSPYQIRSLY 60

Query: 61 PAGGLTYDYVRARLDG 76
PAGGLTYDYVRARLDG
Sbjct: 61 PAGGLTYDYVRARLDG 76

>YouGoGlencoco_19, function unknown, 76
Length = 76

Score = 147 bits (371), Expect = 8e-36
Tdentities = 76/76 (100%), Positives = 76/76 (100%)

Query: 1 MTISRYAEADLATAARRGVPGDQIRVARALLEVRAADTVAAAVAGAAKIDLSPYQIRSLY 6@
MTISRYAEADLATAARRGVPGDQIRVARAL LEVRAADTVAAAVAGAAKIDLSPYQIRSLY
Sbjct: 1 MTISRYAEADLATAARRGVPGDQIRVARALLEVRAADTVAAAVAGAAKIDLSPYQIRSLY 60

Query: 61 PAGGLTYDYVRARLDG 76
PAGGLTYDYVRARLDG
Sbjct: 61 PAGGLTYDYVRARLDG 76
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RID AXSRNEYS016 (Expires on 07-14 01:29 am)
Icl|Query_62120 Database Name nr
Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental samples f

WGS projects
Program BLASTP 2.14.1+ b

Query 1D
Description unnamed protein product

Molecule type amino acid

Query Length 77

ation

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

©graphic Summary

© show Conserved Domains
No putative conserved domains have been detected
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3} Alignments_[EDownload ~ GenPept Graphics Distance tree of results_Multiple alignment o
Max | Total | Que

R e
O hypothetical protein PBI_PG1_19 [Mycobacterium phage PG1] 144 144 98% 4e-43 100.00% NP_943797.1
O hypothetical protein SEA_CHARLIEGBROWN_18 [Mycobacterium phage CharlieGBrown] 144 144 98% 6e-43 9868% A0Q287831
O hypothetical protein SEA_BATTERYCK_18 [Mycobacterium phage BatteryCK] 144 144 98% 6e-43 9868% AV0246751
O hypothetical protein AU098_gp018 [Mycobacterium phage Apizium] 144 144  98% 9e-43 9868% YP_009191211.1
O hypothetical protein VISTA_19 [Mycobacterium phage Vista] 142 142 98% 3e-42 9868% YP_009016808.1
O hypothetical protein PBI_PHAMISHED_19 [Mycobacterium phage Phamished] 141 141 98% 1e-d1 97.37% AK0622951
O hypothetical protein AU153_gp19 [Mycobacterium phage Pops] 139 139 98% 3e-41 97.37% YP_009189976.1
O hypothetical protein SEA_KLOPPINATOR_19 [Mycobacterium phage Kloppinator] 139 139 98% 4e-41 97.37% QGIST6A31
O hypothetical protein AU110_gp019 [Mycobaclerium phage Badiish 139 139 98% 4e-41 97.37% YP 0091900751
O hypothetical protein SEA_SCOOBYDOOBYDOO_20 [Mycobacterium phage ScoobyDoobyDoo] 913 913 98% 5e-22 71.05% QZE103711
O hypothetical protein SEA_GRUNGLE._174 [Mycobacterium phage Grungle] 589 589 80% T7e-00 46.84% QDP445131
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BIDownload ~ GenPept Graphics

hypothetical protein PBI_PG1_19 [Mycobacterium phage PG1]
Sequence ID: NP_943797.1 Length: 76 Number of Matches: 1
> See 99 more title(s)

Range 1: 1 to 76 GenPept Graphics

¥ Next A Descriptions.

Score Expect Method Tdentities Positives Gaps
144 bits(364) 4e-43 Compositional matrix adjust. 76/76(100%) 76/76(100%) 0/76(0%)

Query 1  HTISRYAEADLATAARRGVPGDQIRVARALLEVRAADTVAAAVAGAAKIDLSPYQIRSLY 60
HTISRYAEADL ATAARRGVPGDQIRVARALL EVRAADTVAAAVAGAAKTDL SPYQIRSLY
Sbjct 1  HTISRYAEADLATAARRGVPGDQIRVARALLEVRAADTVAAAVAGASKIDLSPYQIRSLY 66

Query 61 PAGGLTYDYVRARLDG 76

PAGGLTYDYVRARLDG
Sbjct 61 PAGGLTYDYVRARLDG 76

BDownload v GenPept Graphics.

Related Information
Gene - associated gene details

‘AlphaFold Structure - 30 structure displays
Identical Proteins - Identical proteins to
NP_943797.1

hypothetical protein SEA_CHARLIEGBROWN_18 [Mycobacterium phage CharlieGBrown]

Sequence ID: AOQ28783.1 Length: 76 Number of Matches: 1

Range 1: 1 to 76 Genee;
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queuine tRNA-ribosyltransferase [Mycobacterium phage Newman]
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Query 1 MRAYLYLGTHITSULGHAGVPLFVSHRRLKRLRSLPRATEVWALDSGGFSELSIFGGWQT 60
MRAYLYLGTHITSWLGHAGVPLFVSHRRLKRLRSLPRATEVWAL DSGGF SEL SFGGHQT
Sbjct 1 MRAYLYLGTHITSULGHAGVPLFVSHRRLKRLRSLPRATEVWALDSGGFSELSHFGGWQT 60

Query 61  TAREYVEAVNRYDQQIGKLEWAAPQDMCEPDIVDRTGLSVAEHQRHTVANVVELRRLUG 120
“TAREYVEAVNRYDOOTGKL EWAAPQDLMCEPDMVDRTGL SVAEHQRHTVANYVELRRLIG
Shjct 61  TAREYVEAVNRYDQQIGKLEWAAPQDHMCEPDIVDRTGLSVAEHORHTVANVVELRRLUG 120

Query 121 EVSDEHCPFMPVLQGYEVADYAKCHSIYADAGIDLHNIELVGVGSVCRRQHTDETRRVFE 180
EVSDEHCPFIPVLQGY EVADYAKCHSIYADAGIDL HNIELVGVGSVCRRQHTDEIRRVFE
Shjct 121 EVSDEHCPFMPVLQGYEVADYAKCHSIYADAGIDLHNIELVGVGSVCRRQHTDETRRVFE 180

Query 181 GILDTDPELPVHGFGVKSLGLREYGHLLTTADSHAWSLIARKHPPLPGCIGKHVHCGNCL 240
GILDTDPELPVHGFGVKSLGLREYGHL LTTADSMANSLNARKHPPLPGC TGKHVHCGNCL
Sbjct 181 GILDTDPELPVHGFGVKSLGLREYGHLLTTADSHAWSLNARKHPPLPGCIGKHVHCGNCL 240

Query 241 EWALRURRGIVTSREIAA 258
EWALRURRGIVTSRELAA
Sbjct 241 EWALRURRGIVTSRELAA 258

Related Information

‘Gene - assodiated gene details
‘AlphaFold Structure - 30 structure displays
Identical Proteins - Identical proteins to
YP_008052097.1
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queuine tRNA-ribosyltransferase [Mycobacterium phage AbsoluteMadLad]
Sequence ID: QDK02312.1 Length: 258 Number of Matches: 1
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¥ Next A Previous 4 Descriptions

Score Expect Method Tdentities Positives
532 bits(1371) 0.0 Compositional matrix adjust. 256/258(99%) 257/258(99%)

Gaps
0/258(0%)

Query 1 MRAYLYLGTHITSULGHAGVPLFVSHRRLKRLRSLPRAIEVWALDSGGFSELSIFGGWQT 60
MRAYLYLGTHITSWLGHAGVPLFVSHRRLKRLRSLPRATEVWAL DSGGF SEL SFGGHQT
Sbjct 1 MRAYLYLGTHITSULGHAGVPLFVSHRRLKRLRSLPRATEVWALDSGGFSELSHFGGHQT 60

Query 61  TAREYVEAVNRYDQQIGKLEWAAPQDUMCEPDIVDRTGLSVAEHQRHTVANVVELRRLUG 120
“TAREYVEAVNRYDOOTGKL EWAAPQDUMCEPDIH+DRTGL SVAEHQR TVANYVELRRLUG
Shjct 61  TAREYVEAVNRYDQQIGKLEWAAPQDUMCEPDHTDRTGLSVAEHQRRTVANYVVELRRLUG 120

Query 121 EVSDEHCPFMPVLQGYEVADYAKCHSHYADAGIDLHNIELVGVGSVCRRQHTDEIRRVEE 180
EVSDEHCPFIPVLQGY EVADYAKCHSIYADAGIDL HNIELVGVGSVCRRQHTDEIRRVFE
Shjct 121 EVSDEHCPFMPVLQGYEVADYAKCHSIYADAGIDLHNIELVGVGSVCRRQHTDETRRVFE 180

Query 181 GILDTDPELPVHGFGVKSLGLREYGHLLTTADSHAWSLIARKHPPLPGCIGKHVHCGNCL 240
‘GILDTDPELPVHGFGVKSLGLREYGHL LTTADSMANSLIARKHPPLPGC TGKHVHCGCL
Sbjct 181 GILDTDPELPVHGFGVKSLGLREYGHLLTTADSHAWSLNARKHPPLPGCIGKHVHCGNCL 240

Query 241 EWALRURRGIVTSREIAA 258
EWALRURRGIVTSRELAA
Sbjct 241 EWALRWRRGIVTSREIAA 258

Related Information
Identical Proteins - Identical proteins to
QDK02312.1




image218.png
Number of Hits: 105
Query MSA diversity (Neff): 9.01542

Visualization

Resubmit Section

20 253

e e 3
SCOP_dliqB8al




image219.png
Nr

Hit

2ASH_A

7UI4_A

SCOP_d2asha_

5N6F_A

R

Name

Queuine tRNA-ribosyltransferase;
tm1561, Queuine tRNA-
ribosyltransferase, tRNA-guanine,
Structural Genomics, Joint Cente

DNA-guanine transglycosylase; 2'-
deoxy-7-cyano-7-deazaguanosine,
dPreQ0, DNA modification, DNA-
guanine transglycosylase,

€.1.20.1 (A:) Queosine tRNA-guanine
transglycosylase {Thermotoga
maritima [TaxId: 23361} | CLASS:
Alpha and beta protein

Queuine tRNA-ribosyltransferase;
TGT, TRNA, GUANINE EXCHANGE
ENZYME, TRANSGLYCOSYLASE,
transferase; HET: GUN, PGE; 1.119

SR

Probability

99.89

99.88

99.87

99.86

A o

E-value

7.8e-22

1.8e-21

1.2e-20

3.5e-21

PR,

Score

178.52

179.56

168.85

173.56

a A

SS

15.1

16.8

16.1

12

Aligned
cols

218

191

220

217

PR

Target
Length

381

436

363

375

PR




image11.emf

image220.png
Starts : 15 ORF Start : 16698 Cdn1 Cdn2 Cdn3 Length

Selected: 1 ORFStop :15868 5'End|789 684 737 57
ORF Length: 831 3End 00 00 0O -2

Shine D |algarno |Sequence of the Region [Start|Start  [ORF

W

¢ |score |space |Upstream of the Start |Codon[Position |Length
1 iso4 7 CGGGCAGACAAGGACCGGCCCG  |ATG 16644 |777
2 357 s CTCGTGGCTCGGCCACGCCGGT |GTG 16587 |720
3 294 7 CAGCCTGCCTCGGGCCATCGAG |GTG 16524 |€57
4 se 10 GGGCGGTTTCTCCGAGCTCTCG  |ATG 16485 (€18
s 231 7 ATGGGCCGCGCCCCAAGATIGG | ATG 1€3s3 Sl€
€ 4€2 7 AGATTGGATGTGCGAGCCCGAC | ATG le3es s01
7 31s 9 CGCCGAGCACCAGCGCCATACG GIG 1€320 453
8 399 7 GCTGCGTCGGCTGTGGGGCGAG GTIG le281 414
S 350 S GAGCGACGAGCATTGCCCGTTIC ATG 1€257 350
10 (273 € GGTCGCTGACTACGCGARATGC ATG le212 345
11 35% 7 TGACTACGCGARATGCATGTCG ATG 1€20€ 339




image221.png
_ DeepTMHMM - Most Likely Topology | Type: Globular
Outside

Membrane
Inside

0 50 100 150 200 250

DeepTMHMM - Posterior Probabilities
1.0

Probability
o o o
> o [

o
N

—— Inside

o
o

0 50 100 150 200 250
Sequence




image222.png
Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3462.

Database: Actinobacteriophage Proteins as of Jul 08, 2023
442,320 sequences; 85,581,437 total letters

Query=
(88 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

<40 40

lelll

S —

50





image223.png
Score  E

Sequences producing significant alignments: (bits) Value

Xavier_20, function unknown, 99 169 2e-42
Waterdiva_21, function unknown, 99 169 2e-42
Vivaldi_21, function unknown, 99 169 2e-42
UAch1_21, function unknown, 87 169 2e-42
TyrionL_20, function unknown, 87 169 2e-42
Tooj_21, function unknown, 87 169 2e-42
Toni_26, function unknown, 99 169 2e-42
Three0h3D2_21, function unknown, 87 169 2e-42
Telesworld_20, function unknown, 87 169 2e-42
Swish_21, function unknown, 99 169 2e-42
Soto_21, function unknown, 99 169 2e-42
Sheila 21, function unknown, 99 169 2e-42
Serpentine_0021, function unknown, 99 169 2e-42
Roscoe_22, function unknown, 87 169 2e-42
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Puhltonio 21. function unknown. 87 169 2e-42




image224.png
>UAch1_21, function unknown, 87
Length = 87

Score = 169 bits (428), Expect = 2e-42
Tdentities = 87/87 (160%), Positives = 87/87 (100%)

Query: 1 MTARIITDADLDRMHERQAAALREVAVEDRDAVLRHAYFLMNVSGGNLSGNLRTAVRHLA 60
MTARTITDADLDRMHERQAAALREVAVEDRDAVLRHAYF LMNVSGGNLSGNLRTAVRHLA
Sbjct: 1 MTARIITDADLDRMHERQAAALREVAVEDRDAVLRHAYFLMNVSGGNLSGNLRTAVRHLA 60

Query: 61 EAGSAEALNQQDRADNARLMGTAFRAR 87
EAGSAEALMQQDRADNARLMGTAFRAR
Sbjct: 61 EAGSAEALMNQQDRADNARLMGTAFRAR 87

>Tyrionl_20, function unknown, 87
Length = 87

Score = 169 bits (428), Expect = 2e-42
Tdentities = 87/87 (160%), Positives = 87/87 (100%)

Query: 1 MTARIITDADLDRMHERQAAALREVAVEDRDAVLRHAYFLMNVSGGNLSGNLRTAVRHLA 60
MTARTITDADLDRMHERQAAALREVAVEDRDAVLRHAYF LMNVSGGNLSGNLRTAVRHLA
Sbjct: 1 MTARIITDADLDRMHERQAAALREVAVEDRDAVLRHAYFLMNVSGGNLSGNLRTAVRHLA 60

Query: 61 EAGSAEALNQQDRADNARLMGTAFRAR 87
EAGSAEALMQQDRADNARLMGTAFRAR
Sbjct: 61 EAGSAEALMNQQDRADNARLMGTAFRAR 87
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hypothetical protein SEA_CAML_21 [Mycobacterium phage CamL]
Sequence ID: AZS06899 1 Length: 87 Number of Matches: 1
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HTARTITDADLDRHHE QAAALREVAVEDRDAVLRHAYFLMNVSGGNLSGNLRTAVRHLA
Sbjct 1  HTARTITDADLDRMHEHQAAALREVAVEDRDAVLRHAYFLHNVSGGNLSGNLRTAVRHLA 60

Query 61 EAGSAEALIQQDRADNARLHGTAFRAR &7
EAGSAEALFQQDRADNARLMGTAFRAR
Shjct 61 EAGSAEALIQQDRADNARLHGTAFRAR &7

BIDownload v GenPept Graphics ¥ Next A Previous 4 Descriptions
hypothetical protein THORA_21 [Mycobacterium phage Thora]

Sequence ID: AEJO1897.1 Length: 87 Number of Matches: 1

b See 59 more title(s)

Related Information
Range 1: 1 to 87 Genee;

= Identical Proteins - Identical proteins to
Score Expect Method Tdentities  Positives  Gaps
168 bits(425) Se-52 Compositional matrix adjust. _ 86/87(99%) 86/87(98%) 0/87(0%) ABI91897.1

Query 1  HTARIITDADLDRMHERQAAALREVAVEDRDAVLRHAYFLIHNVSGGNLSGNLRTAVRHLA 60
HTARIITDADLDRMHERQAAALR VAVEDRDAVLRHAYF LMNVSGGNLSGNLRTAVRHLA
Sbjct 1  HTARTITDADLDRMHERQAAALRAVAVEDRDAVLRHAYFLHNVSGGNLSGNLRTAVRHLA 60

Query 61 EAGSAEALIQQDRADNARLHGTAFRAR &7
EAGSAEALHQQDRADNARLMGTAFRAR
Sbjct 61 EAGSAEALNQQDRADNARLHGTAFRAR &7
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Starts : 6 ORF Start : 17028 Cdn1 Cdnz Cdn3 Length
Selected: 1 ORFStop : 166939 5End[500 500 333 36
ORFlength:330  JEnd/00 00 00 5
I I | I I
Shine D |algarno |Sequence of the Region |Start|start ORF
2 |Score |Space Upstream of the Start  |Codon|Position [Length
1 495 s ACTTAGGTGGGTAACTIGICIC TTG | 1€998 300
2 4€2 7 AGTCCCGCCGAGAGAGGAAGCC | ATG | lé9€2 264
3 3935 8 CACCGACGCCGATCTCGACCGG |ATG |1€523 225
4 33¢ 7 CCTCCGACATGCGTACTTICCIC ATG l€s42 144
s 357 7 GGCAGGCAGCGCCGAGGCGCIC ATG 1€7s58 €0
€ 2€0 € CCGCGCCGACAACGCACGGCTIC ATG 1€725 27
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3462.

Database: Actinobacteriophage Proteins as of Jul 08, 2023
442,320 sequences; 85,581,437 total letters

Query=
(246 letters)

Distribution of 100 Blast Hits on the Query Sequence

Mouse-over to show defline and scores. Click to show alignments ‘
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Sequences producing significant alignments:

Zelda_22, head-to-tail adaptor, 245
Waterdiva_22, head-to-tail adaptor, 245
Vortex_22, head-to-tail adaptor, 245
Vivaldi_22, head-to-tail adaptor, 245
Vaticameos_22, head-to-tail adaptor, 245
Valjean_22, head-to-tail adaptor, 245
Vaishali24_21, head-to-tail adaptor, 245
UncleHowie_22, head-to-tail adaptor, 245
UAch1_22, head-to-tail adaptor, 245
True_21, head-to-tail adaptor, 245
Tooj_22, head-to-tail adaptor, 245
Tomlarah_22, head-to-tail adaptor, 245
Three0h3D2_22, head-to-tail adaptor, 245
Telesworld 21, head-to-tail adaptor, 245
Swish_22, head-to-tail adaptor, 245
Surely_22, head-to-tail adaptor, 245
Spartan300_22, head-to-tail adaptor, 245
Soto_22, head-to-tail adaptor, 245
Simielle Draft_22, function unknown, 245
Serpentine_0022, head-to-tail adaptor, 245
Serendipity_22, head-to-tail adaptor, 245
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>Zelda_22, head-to-tail adaptor, 245
Length = 245

Score = 514 bits (1325), Expect = e-146
Tdentities = 245/245 (160%), Positives = 245/245 (100%)

Query: 1  MTFEWPINRAGLPALPELTDPPSAEYLKALAERNAAESVAVAIMWALSGRQFGTYETIAR 60
NTFEWPINRAGLPALPELTDPPSAEYLKALAERNAAESVAVATMWALSGRQFGTYETIAR
Sbjct: 1  MTFEWPINRAGLPALPELTDPPSAEYLKALAERNAAESVAVAIMWALSGRQFGTYETIAR 60

Query: 61 PCPTRPRGNPFAYRSDDLVHTGEGHLTCGCVGTGCRIVGPNVVHLPGPVHEVTRVEIGGY 120
PCPTRPRGNPFAYRSDDLVWTGEGHLTCGCVGTGCRIVGPNVVHLPGPVHEVTRVEIGGY
Sbjct: 61 PCPTRPRGNPFAYRSDDLVHTGEGHLTCGCVGTGCRIVGPNVVHLPGPVHEVTRVEIGGY 120

Query: 121 DLSPAVKVAEGNKLYRREAPWPAQDLNRPLGDVNTWGVHYTRGVPVPPGISELTGILVKE 180
DLSPAVWVAEGNKLYRREAPWPAQDLNRPLGDVNTHWGVHYTRGVPVPPGTSELTGILVKE
Sbjct: 121 DLSPAVWVAEGNKLYRREAPWPAQDLNRPLGDVNTWGVHYTRGVPVPPGISELTGILVKE 180

Query: 181 ILGALEDVGRCRLPRTVTTASRNGVTYRAYDPAVIYRNGKTGLPEIDLWLATVNPNALMA 240
ILGALEDVGRCRLPRTVTTASRNGVTYRAYDPAVIYRNGKTGLPEIDLWLATVNPNALMA
Sbjct: 181 ILGALEDVGRCRLPRTVTTASRNGVTYRAYDPAVIYRNGKTGLPEIDLWLATVNPNALMA 240

Query: 241 APTVI 245
APTVI
Sbjct: 241 APTVI 245
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>Waterdiva_22, head-to-tail adaptor, 245
Length = 245

Score = 514 bits (1325), Expect = e-146
Tdentities = 245/245 (160%), Positives = 245/245 (100%)

Query: 1  MTFEWPINRAGLPALPELTDPPSAEYLKALAERNAAESVAVAIMWALSGRQFGTYETIAR 60
NTFEWPINRAGLPALPELTDPPSAEYLKALAERNAAESVAVATMWALSGRQFGTYETIAR
Sbjct: 1  MTFEWPINRAGLPALPELTDPPSAEYLKALAERNAAESVAVAIMWALSGRQFGTYETIAR 60

Query: 61 PCPTRPRGNPFAYRSDDLVHTGEGHLTCGCVGTGCRIVGPNVVHLPGPVHEVTRVEIGGY 120
PCPTRPRGNPFAYRSDDLVWTGEGHLTCGCVGTGCRIVGPNVVHLPGPVHEVTRVEIGGY
Sbjct: 61 PCPTRPRGNPFAYRSDDLVHTGEGHLTCGCVGTGCRIVGPNVVHLPGPVHEVTRVEIGGY 120

Query: 121 DLSPAVKVAEGNKLYRREAPWPAQDLNRPLGDVNTWGVHYTRGVPVPPGISELTGILVKE 180
DLSPAVWVAEGNKLYRREAPWPAQDLNRPLGDVNTHWGVHYTRGVPVPPGTSELTGILVKE
Sbjct: 121 DLSPAVWVAEGNKLYRREAPWPAQDLNRPLGDVNTWGVHYTRGVPVPPGISELTGILVKE 180

Query: 181 ILGALEDVGRCRLPRTVTTASRNGVTYRAYDPAVIYRNGKTGLPEIDLWLATVNPNALMA 240
ILGALEDVGRCRLPRTVTTASRNGVTYRAYDPAVIYRNGKTGLPEIDLWLATVNPNALMA
Sbjct: 181 ILGALEDVGRCRLPRTVTTASRNGVTYRAYDPAVIYRNGKTGLPEIDLWLATVNPNALMA 240

Query: 241 APTVI 245
APTVI
Sbjct: 241 APTVI 245
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Query ID cl|Query_88280 Database Name nr
Description unnamed protein product Description All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental samples from

Molecule type amino acid WGS projects

Query Length 246 Program BLASTP 2.14.1+ bCitation

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

@Grap ic Summary.
© show Conserved Domains
No putative conserved domains have been detected

Distribution of the top 100 Blast Hits on 100 subject sequences &
Mouse over to se the fitle, click to show alignments
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Rt Score Score| Cover value | Ident | ACESSon
492 492 99% 3e-175 100.00% NP 9438001
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490 490 99% 2e-174 99.18% AYDSGGET1
489 489 99% 2e-174 99.18% A0Q28531
489 489 99% 3e174 99.50% AZS120751
489 489 99% 3e-174 99.18% ATNG966 1
489 489 99% 4e-174 99.18% QUDSATI01
489 489 99% 4e-174 99.50% AWN021571
489 489 99% 5e-174 98.78% AYQ986961
486 486 99% 9e-173 98.37% YP 0090142631
485 485 99% 1e-172 97.96% YP_009005669 1
485 485 99% 2e172 97.96% AER492361
‘head-to-tail adaptor [Mycobacterium phage Zonia] 484 484 99% 4e-172 97.96% AIM50451.1
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head-tail adaptor [Mycobacterium phage PG1]
Sequence ID: NP_943800 1 Length: 245 Number of Matches: 1
b See 88 more title(s)

Related Information
Range 1: 1 to 245 GenPept Graphics
Score Expect Method Tdentities Fositives Gaps
492 bits(1267) 3e-175 Compositional matrix adjust. 245/245(100%) 245/245(100%) 0/245(0%)

Gene - associated gene details
‘AlphaFold Structure - 30 structure displays
Identical Proteins - Identical proteins to
Query 1 MTFENPINRAGLPALPELTDPPSAEYLKALAERNAAESVAVAIMAALSGRQFGTYETIAR 60 NP_43800.1

MTFENPINRAGLPALPELTDPPSAEYLKALAERNAAESVAVATIHAL SGROFGTYETIAR
Sbjct 1 MTFENPINRAGLPALPELTDPPSAEYLKALAERNAAESVAVAIMAALSGRQFGTYETIAR 60

Query 61  PCPTRPRGNPFAYRSDDLVNTGEGHLTCGCVGTGCRIVGPNVVHLPGPVHEVTRVEIGGY 120
PCPTRPRGHPFAYRSDDLVWTGEGHLTCGCVGTGCRIVGPNVVHLPGPVHEVTRVEIGGY.
Sbjct 61  PCPTRPRGNPFAYRSDDLVNTGEGNLTCGCVGTGCRIVGPNVVHLPGPVHEVTRVEIGGY 120

Query 121 DLSPAVMVAEGNKLYRREAPHPAQDLNRPLGDVNTHGVHYTRGVPVPPGISELTGILVKE 180
DLSPAVIVAEGNKLYRREAPLIPAQDLNRPL GDVNTHGVHYTRGVPVPPGTSELTGILVKE
Shjct 121 DLSPAVMVAEGNKLYRREAPHPAQDLNRPLGDVNTHGVHYTRGVPVPPGISELTGILVKE 180

Query 181 ILGALEDVGRCRLPRTVITASRNGVTYRAYDPAVIVRNGKTGLPEIDLWLATVNPNALMA 240
TLGALEDVGRCRLPRTVTTASRNGVTYRAYDPAVIYRNGKTGLPEIDLWLATVNPNALIIA
Sbjct 181 ILGALEDVGRCRLPRTVITASRNGVTYRAYDPAVIYRNGKTGLPEIDLWLATVNPNALMA 240

Query 241 APTVI 245
APTVI
Sbjct 241 APTVI 245

Download v GenPept Graphics ¥ Next A Previous 4 Descriptior

head-tail adaptor [Mycobacterium phage Vista]
Sequence ID: YP_009016811.1 Length: 245 Number of Matches:

b See 73 more title(s)

Related Information
Range 1: 1 to 245 GenPept Graphi
Score Expect Method Tdentities Positives Gaps
491 bits(1265) 4e-175 Compositional matrix adjust. 244/245(99%) 245/245(100%) 0/245(0%)

‘Gene - assodiated gene details
‘AlphaFold Structure - 30 structure displays
Identical Proteins - Identical proteins to
Query 1 MTFEWPINRAGLPALPELTDPPSAEYLKALAERNAAESVAVAIMAALSGRQFGTYETIAR 60 YP_000016811.1

MTFENPINRAGLPALPELTDPPSAEYLKALAERNAAESVAVATHHALSGRQFGTYETIAR
Sbjct 1 MTFEWPINRAGLPALPELTDPPSAEYLKALAERNAAESVAVAIMAALSGRQFGTYETIAR 60

Query 61  PCPTRPRGNPFAYRSDDLVNTGEGHLTCGCVGTGCRIVGPNVVHLPGPVHEVTRVEIGGY 120
PCPTRPRGHPFAYRSDDLVWTGEGHLTCGCVGTGCRIVGPNVVHLPGPVHEVTRVEIGGY.
Sbjct 61  PCPTRPRGNPFAYRSDDLVITGEGNLTCGCVGTGCRIVGPNVHLPGPVHEVTRVEIGGY 120

Query 121 DLSPAVMVAEGNKLYRREAPHPAQDLNRPLGDVNTWGVHYTRGVPVPPGISELTGILVKE 180
DLSPAVIWVAEGNKLYRREAPLIPAQDLNRPLGDVNTHGVHYTRGVPVPPG+SELTGTLVKE
Shjct 121 DLSPAVMVAEGNKLYRREAPHPAQDLNRPLGDVNTHGVHYTRGVPVPPGVSELTGILVKE 180

Query 181 ILGALEDVGRCRLPRTVITASRNGVTYRAYDPAVIVRNGKTGLPEIDLWLATVNPNALMA 240
TLGALEDVGRCRLPRTVTTASRNGVTYRAYDPAVIYRNGKTGLPEIDLWLATVNPNALIIA
Sbjct 181 ILGALEDVGRCRLPRTVITASRNGVTYRAYDPAVIYRNGKTGLPEIDLWLATVNPNALMA 240

Query 241 APTVI 245
TV
Sbict 241 APTVI 245 =
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Starts : 20 ORF Start : 17063 Cdn1 Cdn2 Cdn3 Length

Selected: 1 ORFStop :17803 5End 857 643 571 42
ORF Length : 747 3'End 530 892 667 694

algarno [Sequence of the Region |Start|Starc  |omF
Space  |Upstream of the Start |Codon|Position |Length
7 CACCTCGCGGTAGCCTGAGCTC |GTG 17072 |738
2 se7 s CAACCGGGCGGETCTGCCCGEC  |TTG (17114 |€9€
EREL] € CGAGCGCAACGCTGCCGAGAGC |GTG 17186 |€24
4 2594 8 CAACGCTGCCGAGAGCGTIGGCG  GIG 17182 €18
s 378 8 CGAGAGCGTGGCGGTGGCCATC ATG 17201 €08
€ 273 7 GGCGGTGGCCATCATGTGGGCC TTG 17210 €00
7 273 8 CGCCTACCGCTCCGACGACCTC  GTIG 1730€ 504
8 31s 8 CCGGATCGTCGGCCCCAACGIC GTIG 17378 432
S 1€s € CGTCGGCCCCAACGTCGTIGCAC TTG 17384 42¢
10 270 S CGTCGTGCACTTGCCCGGCCCC GTG 173%¢ 414
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of Jul 03, 2023
442,320 sequences; 85,581,437 total letters
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(173 letters)

Distribution of 100 Blast Hits on the Query Sequence

Mouse-over to show defiine and scores. Click to show alignments
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Score E

Sequences producing significant alignments: (bits) Value
Zaider_2a, function unknown, 172 365 e-101
YouGoGlencoco_23, function unknown, 172 365 e-101
Xavier_22, function unknown, 172 365 e-101
Windsor_22, function unknoun, 172 365 e-101
Waterdiva_23, function unknown, 172 365 e-101
Vortex_23, function unknown, 172 365 e-101
Vista_73, function unknoun, 172 365 e-101
Virgeve_22, function unknoun, 172 365 e-101
Virapocalypse_23, function unknown, 172 365 e-101
Veritas_22, function unknoun, 172 365 e-101
Vaticameos_23, function unknown, 172 365 e-101
Valjean_23, function unknoun, 172 365 e-101
Usavi_Draft_23, function unknoun, 172 365 e-101
Trypo_23, function unknoun, 172 365 e-101
True 22, function unknoun, 172 365 e-101
Toni_22, function unknown, 172 365 e-101
Tomlarah_23, function unknown, 172 365 e-101
TomBombadil 23, function unknoun, 172 365 e-101
Timmi_22, function unknown, 172 365 e-101
Thora_23, function unknown, 172 385 e-101
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>Zaider_24, function unknown, 172
Length = 172

Score = 365 bits (937), Expect = e-101
Identities = 172/172 (100%), Positives = 172/172 (100%)

Query: 1 NACRTDPALVIVGHATEALLDWFKDGACPPLVGSTTNVRFFAGDSTPLAADSHASQGCN 60
ACRTDPALVIVGHATEAL LDHFKDGACPPLVGS TTNVRFFAGDSTPLAANDSHASQSCH
Sbjct: 1 NACRTDPALVIVGHATEALLDWFKDGACPPLVGSTTNVRFFAGDSTPLAADSHASQGCN 60

Query: 61 EPFVWVRLHRRYRTQRFPDPTIGTDCSLPRVAPVEIGVGHCALTEQEPRISDYQREAEVS 120
EPFVLVRLIRRYRTQRFPDPTIGTDCSLPRVAPVELGVGHCAL TEQEPRHSDYQREAEVS
Sbjct: 61 EPFVUVRLHRRYRTQRFPDPTIGTDCSLPRVAPVEIGVGHCAL TEQEPRWSDYOREAEVS 126

Query: 121 SDTAURLEEALCQASTRLKRODEQRLVGTDALVPYGPEGGVIANTAVLYSTY 172
‘SDTAURLEEALCQASTRLKRDDEQRLVGTDALVPYGPEGGVIAKTAVLYSTY.
Sbjct: 121 SDTAURLEEALCQASTRLKRODEQRLVGTDALVPYGPEGGVIANTAVLYSTY 172

>YouGoGlencoco_23, function unknown, 172
Length = 172

Score = 365 bits (937), Expect = e-101
Identities = 172/172 (100%), Positives = 172/172 (100%)

Query: 1 NACRTDPALVIVGHATEALLDWFKDGACPPLVGSTTNVRFFAGDSTPLAADSHASQGCN 60
ACRTDPALVIVGHATEAL LDHFKDGACPPLVGS TTNVRFFAGDSTPLAANDSHASQSCH
Sbjct: 1 NACRTDPALVIVGHATEALLDWFKDGACPPLVGSTTNVRFFAGDSTPLAADSHASQGCN 60

Query: 61 EPFVWVRLHRRYRTQRFPDPTIGTDCSLPRVAPVEIGVGHCALTEQEPRISDYQREAEVS 120
EPFVLVRLIRRYRTQRFPDPTIGTDCSLPRVAPVELGVGHCAL TEQEPRHSDYQREAEVS
Sbjct: 61 EPFVUVRLHRRYRTQRFPDPTIGTDCSLPRVAPVEIGVGHCAL TEQEPRWSDYOREAEVS 126

Query: 121 SDTAURLEEALCQASTRLKRODEQRLVGTDALVPYGPEGGVIANTAVLYSTY 172
‘SDTAURLEEALCQASTRLKRDDEQRLVGTDALVPYGPEGGVIAKTAVLYSTY.
Sbjct: 121 SDTAURLEEALCQASTRLKRODEQRLVGTDALVPYGPEGGVIANTAVLYSTY 172
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upotheticalprotein 14046 G523 (Mycobacterum phage Newman]
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Dupotheticalproten PEI PG1 23 Mycobacteriom phage PG
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bypotheical protein SEA KIMBROUGH 23 [Mycobacterum phage Kimbrough
hypothetical prolen SEA VINGENZO 22 Mycobacierum phage Vincenzol

ypothetical prolen I5G51 9524 Mycabaclerium phage Quesadila]

upotheticalprotein SG0 952+ Mycobaclerium phage Saguaro]
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hypothetical protein M046_gp23 [Mycobacterium phage Newman]
Sequence ID: YP_ 0080521001 Length: 172 Number of Matches: 1
» See 126 more fte(s)
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» See 14 more ttl(s)
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Sequences producing significant alignments:

Yoshand_24, function unknown, 111
Vortex 34, function unknown, 111
Valjean_24, function unknown, 111
Tooj_24, function unknoun, 111

Toni 23, function unknown, 111
Suffolk_24, function unknown, 111
Shival 24, function unknown, 111
Serpentine 0024, function unknoun, 111
Serendipity_24, function unknoun, 111
SDchargell 24, function unknoun, 111
Roy17_24, Function unknoun, 111
Roliet_24, function unknown, 111
ProfessorX_24, function unknown, 111
Prickles_22, function unknown, 111
Piglet_0023, function unknown, 111
Nacho_B024, function unknown, 111
Morgushi_24, function unknown, 111
Lulumae_23, function unknown, 111
KLucky33_24, function unknown, 111
Harvey_23, function unknown, 111
Fang_24, function unknoun, 111
Dinga_24, function unknoun, 111
Craff_24, function unknown, 111
Colbert_24, function unknown, 111
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>Yoshand_24, function unknown, 111
Length = 111

Score = 226 bits (577), Expect = 1e-59
Identities = 111/111 (100%), Positives = 111/111 (100%)

Query: 1 NTMSTVVIEGSILPCGFLARGERVEVQRTAHIDRLIEQGFVNVISETGDPEPAPLPEPVK 60
HTHSTVVIEGSTLPCGF LARGERVEVQRTAHIDRL TEQGFVNVISETGDPEPAPLPEPVK
Sbjct: 1 NTMSTVVIEGSILPCGFLARGERVEVORTAHIDRLIEQGFVNVISETGDPEPAPLPEPVK 60

Query: 61 APARSASRDTHAEFLAEHTDIVTEDKGRDELVAEYDENQSVHDVPAADDSE 111
APARSASRDTWAEF LAEHTDIVTEDKGRDELVAEYDENQSVHDVPAADDSE
Sbjct: 61 APARSASRDTHAEFLAEHTDIVTEDKGRDELVAEYDENQSVHDVPAADDSE 111

>Vortex_24, function unknown, 111
Length = 111

Score = 226 bits (577), Expect = 1e-59
Identities = 111/111 (100%), Positives = 111/111 (100%)

Query: 1 NTMSTVVIEGSILPCGFLARGERVEVQRTAHIDRLIEQGFVNVISETGDPEPAPLPEPVK 60
HTHSTVVIEGSTLPCGF LARGERVEVQRTAHIDRL TEQGFVNVISETGDPEPAPLPEPVK
Sbjct: 1 NTMSTVVIEGSILPCGFLARGERVEVORTAHIDRLIEQGFVNVISETGDPEPAPLPEPVK 60

Query: 61 APARSASRDTHAEFLAEHTDIVTEDKGRDELVAEYDENQSVHDVPAADDSE 111
APARSASRDTWAEF LAEHTDIVTEDKGRDELVAEYDENQSVHDVPAADDSE
Sbjct: 61 APARSASRDTHAEFLAEHTDIVTEDKGRDELVAEYDENQSVHDVPAADDSE 111
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O polhetica proten PBI_SUFFOLK 24 Wycobacterum phage Sufol] 26 26 99% 3e74 100.00% YP 0000SSTLY
O hypothetical protein PBI PG1 24 Mycobacterium phage PG1] 224 224 99% 1e-73 99.10% NP 9438021
O hypotheical protein HLOS o023 [Mycobacterium phage Manad] 21 221 99% 1e72 9820% YP 0090432681
O hypothetical protein M046_gp24 [Mycobacterium phage Newman] 221 221 97% 2e-72 100.00% YP 0080521011
O hypothetical protein AU110_gp024 [Mycobacterium phage Badfish] 219 219 97% 8e-72 99.08% YP 0091900801
O hypotheical protein CL79 o023 [Mycobacterium phage Oiine] 215 215 97% 5670 9633% YP 0090142851
O hypothetical protein Lopsy_23 [Mycobaclerium phage Lopsy] 212 212 94% 5e-69 98.11% WFF397721

O hypothetical protein AVU74 gp024 [Mycobacterium phage OSmaximus] 207 207 99% 6e-67 90.60% YP 0091988821
O hypothetical protein [Mycobacterium phage Prann] 205 205 97% 4e-66 95.50% APD21067.1

O hypothetical protein SEA PHENGHISKHAN 23 [Mycobacterium phage Phenghiskhan] 205 205 99% 6e-66 90.68% AVE004791

O hypothetical protein AUOSS o023 [Mycobacterium phage Apiziur] 203 203 97% 3e65 9043% YP 0091912161
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hypothetical protein PBI_SUFFOLK_24 [Mycobacterium phage Suffolk]
Sequence ID: YP_009005671.1 Length: 111 Number of Matches: 1
»See 26 more ttl(s)
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Sbjct 1 MTUSTWWIESSILPCGFLARGERVEVQRTAMIDR EQSFVINISETGOPEPAPLPZFVE 68

QUEry 61 APARSASRDTIAEFLAEHTOIVTEDKGRDELVAEVDENQSVHVPASDDSE 111
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hypothetical protein PBI_PG1_24 [Mycobacterium phage PG1]
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» See 53 more ttle(s)
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Score  E

Sequences producing significant alignments: (bits) Value
Sheila 1, adenylate kinase, 188 384 e-107
SDchargell_1, adenylate kinase, 188 384 e-107
MiniBoss_Draft_1, function unknoun, 188 384 e-107
KingVeveVe_1, adenylate kinase, 188 384 e-107
Horchata_1, adenylate kinase, 188 384 e-107
Eremos_1, adenylate kinase, 188 384 e-107
Dingo_1, adenylate kinase, 188 384 e-107
Daka_Draft_1, function unknown, 188 384 e-107
BlueHusk_Draft_1, function unknown, 188 384 e-107
AltPhacts_1, adenylate kinase, 188 384 e-107
Lopsy_Draft_1, function unknoun, 188 383 e-106
Roliet_1, adenylate kinase, 188 382 e-106
UAch1_1, adenylate kinase, 188 382 e-106
Squiggle_1, adenylate kinase, 188 382 e-106
Slatt_1, adenylate kinase, 188 382 e-106
Schadenfreude_1, adenylate kinase, 188 382 e-106
Robyn_1, adenylate kinase, 188 382 e-106
Rediaple_1, adenylate kinase, 188 382 e-106
Pops_1, adenylate kinase, 188 382 e-106
Pipsqueak_1, adenylate kinase, 188 382 e-106
Pherdinand_Draft_1, function unknown, 188 382 e-106
Mosaic_1, adenylate kinase, 188 382 e-106
Morty 1, adenylate kinase, 188 382 e-106
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Jinghui Zhang, Zheng Zhang, liebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.
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Score

Sequences producing significant alignments: (bits) Value
Tooj_25, tail assembly chaperone, 140 288 4e-78
Surely 25, tail assembly chaperone, 140 288 4e-78
Suffolk 25, tail assembly chaperone, 146 288 4e-78
Squid_25, tail assembly chaperone, 140 288 4e-78
Sheila 25, tail assembly chaperone, 140 288 4e-78
Serpentine 0025, tail assembly chaperone, 140 288 4e-78
SassyCat97_24, tail assembly chaperone, 140 288 4e-78
Roliet_25, tail assembly chaperone, 140 288 4e-78
Prickles 25, tail assembly chaperone, 140 288 4e-78
Piglet 0024, tail assembly chaperone, 140 288 4e-78
Oliverilalter_25, tail assembly chaperone, 140 288 4e-78
Nacho_0025, tail assembly chaperone, 146 288 4e-78
MiniBoss Draft_25, function unknown, 146 288 4e-78
Mikota_25, tail assembly chaperone, 146 288 4e-78
Legolas_24, tail assembly chaperone, 140 288 4e-78
KLucky33_25, tail assembly chaperone, 140 288 4e-78
KlimbOn_25, tail assembly chaperone, 140 288 4e-78
KingVeVeVe 25, tail assembly chaperone, 140 288 4e-78
HSavage_25, tail assembly chaperone, 140 288 4e-78
Horchata 25, tail assembly chaperone, 146 288 4e-78
Gyarad_0625, tail assembly chaperone, 148 288 4e-78
Frankicide Draft_25, function unknown, 140 288 4e-78
Dirtluice 25, tail assembly chaperone, 140 288 4e-78
Daka_Draft_24, function unknown, 140 288 4e-78
Colbart_25, tail assembly chaperone, 146 288 4e-78
Cheet0 35, tail assembly chaperone, 146 288 4e-78
Basato_26, function unknown, 146 288 4e-78
Absoluteliadlad_24, tail assembly chaperone, 140 288 4e-78
Zonia_25, tail ascembly chaperone, 140 286 9e-78
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>To03_25, tail assembly chaperone, 140
Length = 140

Score = 288 bits (736), Expect = 42-78
Identities = 146/140 (100%), Positives = 140/140 (100%)

Query: 1  NATIRARARIEIDEAALERESGEHLRAFHRSLTRRIANQSRVAVPVRTGNLGRTIGELPQ 60
ATIRARARTE IDEAAL ERESGEHLRAFHRSLTRRIANQSRVAVPVRTGNLGRTIGELPQ
Sbjct: 1 NATIRARARIEIDEAALERESGEHLRAFHRSLTRRIANQSRVAVPVRTGNLGRTIGELPQ 60

Query: 61 VYTPFRVRGGVEATADYAAPVHEGSRPHAIRARNAQYLHFUIHGRENFRKSVIHPGTRAR 120
VYTPFRVRGGVEATADYAAPVHEGSRPHATRARNAQY L HF UHGREIFRKSVIHPGTRAR
Sbjct: 61 VYTPFRVRGGVEATADYAAPVHEGSRPHATRARNAQYLHFNHGRENFRKSVUHPGTRAR 120

Query: 121 PFMRNSAQRWTNDPRVRITS 140
PEHRNSAQRV/TNDPRVRIIS
Sbjct: 121 PEMRNSAQRVTNDPRVRIIS 140

>Surely_25, tail assembly chaperone, 140
Length = 140

Score = 288 bits (736), Expect = 42-78
Identities = 146/140 (100%), Positives = 140/140 (100%)

Query: 1  NATIRARARIEIDEAALERESGEHLRAFHRSLTRRIANQSRVAVPVRTGNLGRTIGELPQ 60
ATIRARARTE IDEAAL ERESGEHLRAFHRSLTRRIANQSRVAVPVRTGNLGRTIGELPQ
Sbjct: 1 NATIRARARIEIDEAALERESGEHLRAFHRSLTRRIANQSRVAVPVRTGNLGRTIGELPQ 60

Query: 61 VYTPFRVRGGVEATADYAAPVHEGSRPHAIRARNAQYLHFUIHGRENFRKSVIHPGTRAR 120
VYTPFRVRGGVEATADYAAPVHEGSRPHATRARNAQY L HF UHGREIFRKSVIHPGTRAR
Sbjct: 61 VYTPFRVRGGVEATADYAAPVHEGSRPHATRARNAQYLHFNHGRENFRKSVUHPGTRAR 120

Query: 121 PFMRNSAQRWTNDPRVRITS 140
PEHRNSAQRV/TNDPRVRIIS
Sbjct: 121 PEMRNSAQRVTNDPRVRIIS 140
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tail assembly chaperone [Mycobacterium phage PG1]
Sequence 1D: NP 9438031 Length: 140 Number of Matches: 1
»See 185 more tte(s)

Range 1: 110 140 Gerpeas Grsphics

Score Expect Method Tdentities  Positive Gaps.
282 bits(722) 16-95 Compositional matrix adjust. 139/140(39%) 140/140(100%) 0/140(0%)

QUEry 1 WATIRARARIEIDEARLERESGEHLRAFHRSLTRRIMQSRVAVPVRTGNLGRTIGELPQ 60
HATIRARARIEIDEAALERE SGEHLRAF LRSLTRRIMQSRVAVPVRTGNLGRTIGELPQ
SbICt 1 MATIRARARIEIDEAALERESGEHLRAFLRSLTRRIMQSRVAVPVRTGNLGRTIGELRQ 60

QUEry 61 VYTPERVRGGVEATADYAAPVHEGSRPHAIRARNAQYLHFMHHGREERKSVIEGTRAR 120
TP RURGS AT D VAP UHEG ST A RATNAGY HE U HGREVE RS\ GTRAR
SDICt 1 VYTPERURGIVEATADYAAPULEGSRPLALRARIAGY LFHIGREVERSULPGTAAR 120

¥ Next A Previous 4 Descriptions,

Related Information
Gane - associated gena detals
‘lohaFold Structure - 30 structure

displaye
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proteins to NP_943803.1

TEiDownioad - GenPent Graphics

hypothetical protein Lopsy_24 [Mycobacterium phage Lopsy]
Sequence 10: WFF3G773.1 Length: 140 Number of Matches: 1

Range 1: 110 140 Gerpezs Grsghics

Score Expect Method Tdentities  Positives Gaps.
281 bits(715) 3e-95 Compositional matrix adjust. 138/140(39%) 140/140(100%) 0/140(0%)
query AT TRARARTEIDE AL ERESGEHLSAFHESL TRRTAMQSRVAVPVRTGNLGRTIGELP) 68

HATIRARARL+IDEAALERE SOEHLRAF LRSLTRRI MIQSRVAVPVRTGNLGRTIGELPQ
HATTRARARIDIOE AALERESGEHLRAF HRSLTRRLAMQSRUAVPVRTGNLGRTIGE P 68

1
1
QUEry 61 VYTPERVRGGVEATADYAAPVHEGSRPHAIRARNAQYLHFMHHGREERKSVIEGTRAR 120
Y TPERURGSE AT ADVAAPUHE SRPAA TRARIAGYL HFHGREVE RSV GTRAR
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DeepTMHMM - Predictions

Predicted topologies can be downloaded in ,gff3 format and
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>Sheila_1, adenylate kinase, 188
Length = 188

Score = 384 bits (987), Expect = e-107
Tdentities = 188/188 (166%), Positives = 188/188 (166%)

Query: 1 MLUMTTNHRLIVLVGAPGAGKSTHMAHLTDCFDREHVPGTDTAPAYDLLTYTDGEVAGVE 60
MLVMTTNHRL TYLVGAPGAGKS TMMAHL TDCFDREHVPGTDTAPAYDLLTYTDGEVAGVE
Sbjct: 1 MLUMTTNHRLIVLVGAPGAGKSTHMAHLTDCFDREHVPGTDTAPAYDLLTYTDGEVAGVE 60

Query: 61 LGKRRPKFSGTDALPASTIEKATPHLNTKPFRLUFAEGARLANKRFLDAAVAAGYEVHLG 120
LGKRRPKF SGTDALPASIIEKATPHLNTKPFRLVFAEGARLANKRF LDAAVAAGYEVHLG.
Sbjct: 61 LGKRRPKFSGTDALPASTIEKATPHLNTKPFRLUFAEGARLANKRFLDAAVAAGYEVHLG 120

Query: 121 WLNHPDVDAWRAARSAEVGKVQSESHVKGRVTAVTKLVENYINRPERGVKVYVGGPEQLT 180
WLNHPDVDAWRAARSAEVGKVOSE SHVKGRVTAVTKLVENY INRPERGVKVYVGGPEQLT
Sbjct: 121 WLNHPDVDAWRAARSAEVGKVQSESHVKGRVTAVTKLVENYINRPERGVKVYVGGPEQLT 180

Query: 181 SDMEHLLG 188
SDMEHLLG
Sbjct: 181 SDMEHLLG 188

>SDcharge11_1, adenylate kinase, 188
Length = 188

Score = 384 bits (987), Expect = e-107
Tdentities = 188/188 (166%), Positives = 188/188 (166%)

Query: 1 MLUMTTNHRLIVLVGAPGAGKSTHMAHLTDCFDREHVPGTDTAPAYDLLTYTDGEVAGVE 60
MLVMTTNHRL TYLVGAPGAGKS TMMAHL TDCFDREHVPGTDTAPAYDLLTYTDGEVAGVE
Sbjct: 1 MLUMTTNHRLIVLVGAPGAGKSTHMAHLTDCFDREHVPGTDTAPAYDLLTYTDGEVAGVE 60

Query: 61 LGKRRPKFSGTDALPASTIEKATPHLNTKPFRLUFAEGARLANKRFLDAAVAAGYEVHLG 120
LGKRRPKF SGTDALPASIIEKATPHLNTKPFRLVFAEGARLANKRF LDAAVAAGYEVHLG.
Sbjct: 61 LGKRRPKFSGTDALPASTIEKATPHLNTKPFRLUFAEGARLANKRFLDAAVAAGYEVHLG 120

Query: 121 WLNHPDVDAWRAARSAEVGKVQSESHVKGRVTAVTKLVENYINRPERGVKVYVGGPEQLT 180
WLNHPDVDAWRAARSAEVGKVOSE SHVKGRVTAVTKLVENY INRPERGVKVYVGGPEQLT
Sbjct: 121 WLNHPDVDAWRAARSAEVGKVQSESHVKGRVTAVTKLVENYINRPERGVKVYVGGPEQLT 180

Query: 181 SDMEHLLG 188
SDMEHLLG
Sbjct: 181 SDMEHLLG 188
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of Jul 03, 2023
442,320 sequences; 85,581,437 total letters

Query=
(188 letters)

Distribution of 100 Blast Hits on the Query Sequence

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

Tooj_26, function unknoun, 157
Suffolk 26, function unknown, 187

Sheila 26, function unknown, 187
Serpentine 0026, function unknown, 157
Roliet_26, function unknown, 187
Prickles_26, function unknown, 187
Pops_26, function unknoun, 187
Piglet_0025, function unknown, 187
Oliveriialter_26, function unknown, 187
Nacho_0026, Function unknown, 157
MiniBoss Draft_26, function unknown, 187
Mikota_26, function unknown, 157
KLucky39_26, function unknown, 157
KlimbOn_26, function unknown, 187
Gyarad_B626, function unknown, 187
Frankicide Draft_26, function unknown, 187
Daka_Draft_2s, function unknown, 187
Colbart_26, function unknown, 187
Cheet0_26, function unknown, 187
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>To03_26, function unknoun, 157
Length = 157

Score = 369 bits (347), Expect = e-102
Identities = 187/187 (100%), Positives = 187/187 (100%)

Query: 1 NATFNADGKTVTDEQLSPPAEYLPDLTDSEREADYQAEQARTEAATADARRADDDDELPE
ATFNADGKTVTDEQLSPPAEYLPDLTDSEREADYQAEQARTEART ADARAADDDDEL PE.
Sbjct: 1 MATFNADGKTVTDEQLSPPAEYLPDLTDSEREADYQAEQARTEAATADAAAADDDDEL PE

Query: 61 VEVLTPPAGLATTDEQPGTEVATFERFNVEEAESWTYDKLEFKGDLLGIRLPTKAALAGE
VEVLTPPAGLATTDEQPGTEVATF ERFHVEEAESHTYDKLEFKGDLLGIRLPTKAALAGE
Sbjct: 61 VEVLTPPAGLATTDEQPGTEVATFERFNVEEAESTYDKLEFKGDLLGIRLPTKAALAGE

Query: 121 SLASSKYVSLGVKNDLTGLFIARHLSPESYGRVF SRLVDPDDVDYDVDAVGELFNATVTA
SLASSKYVSLGVKNDLTGLFIARHLSPESYGRVF SRLIDPDDVDYDVDAVGEL FNATVTA
Sbjct: 121 SLASSKYVSLGVKNDLTGLFIARHLSPESYGRVF SRLVDPDDVDYDVDAVGELFNATVTA

Query: 181 AVESDDE 187
AVESDDE
Sbjct: 181 AVESDDE 187

>Suffolk_26, function unknown, 187
Length = 187

Score = 369 bits (347), Expect = e-102
Identities = 187/187 (100%), Positives = 187/187 (100%)

Query: 1 NATFNADGKTVTDEQLSPPAEYLPDLTDSEREADYQAEQARTEAATADARRADDDDELPE
ATFNADGKTVTDEQLSPPAEYLPDLTDSEREADYQAEQARTEART ADARAADDDDEL PE.
Sbjct: 1 MATFNADGKTVTDEQLSPPAEYLPDLTDSEREADYQAEQARTEAATADAAAADDDDEL PE

Query: 61 VEVLTPPAGLATTDEQPGTEVATFERFNVEEAESWTYDKLEFKGDLLGIRLPTKAALAGE
VEVLTPPAGLATTDEQPGTEVATF ERFHVEEAESHTYDKLEFKGDLLGIRLPTKAALAGE
Sbjct: 61 VEVLTPPAGLATTDEQPGTEVATFERFNVEEAESTYDKLEFKGDLLGIRLPTKAALAGE

Query: 121 SLASSKYVSLGVKNDLTGLFIARHLSPESYGRVF SRLVDPDDVDYDVDAVGELFNATVTA
SLASSKYVSLGVKNDLTGLFIARHLSPESYGRVF SRLIDPDDVDYDVDAVGEL FNATVTA
Sbjct: 121 SLASSKYVSLGVKNDLTGLFIARHLSPESYGRVF SRLVDPDDVDYDVDAVGELFNATVTA

Query: 181 AVESDDE 187
AVESDDE
Shict: 181 AVESDDE 187
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RID BOPAATEWOIN (Expires on 07-15 04:03 am)

QueryID icl|Query_51289 Database Name nr
Description unnamed protein product Description Al non-redundant GenBank CDS.
Molecule type amino acid transiations-+PDB+SwissProt +PIR +PRF excluding
Query Length 185 environmental samples from WGS projects

Program BLASTP 2.14.1+ b Citation

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

©graphic Summary
©show Conserved Domains

No putative conserved domains have been detected

Distribution of the top 100 Blast Hits on 100 subject sequences &
Mouse over to see the ite, cick to show alignments
Color key for alignment scores
W40 W4050  Ws0s0 80200  W>=200
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GenPept Graphics Distance tree of results_Multiple alignment )
i Seate Seoe Covr | vae | lgnt | Aocessn
O tal assembly chaperone [Wycobacerium phage Sufok] 72 a2 9% 1e-129 100.00% YP 0090056731
() ta assembly chaperone (Wycobacerium phage Shival 70 30 99% 6e-120 99.47% YP 009tEE6aT
O ta assembiy chaperone [Mycobactrium phage PG1] 0 30 99% 8e-129 99.47% NP sase0at
O hypothetical protein SEA UACH1_26 [Mycobacterium phage UAch1] 369 369 99% 2e-128 98.93% AXHET1211
0 hupothetica protin PEI PHAMISHED 26 Mycabacterum ghage Phamished] 360 360 99% 30128 98.03% KO
O hypothetical protein MURDOC 26 [Mycobacierium phage Murdoc] 368 368 99% 3e-128 98.93% AE0939681
() ta assembly chaperone (Wycobacterium phage UncleHouie] 368 308 99% 5e-128 98.93% YP 00916E61
0 hupothetica protin SEA KAHVE 25 Mycobacterum ohace Kahve] 37 367 99% 9e-128 98.03% AXCHST
O hypothetical protein PUHLTONIO 26 [Mycobacterium phage Puhitonio] 367 367 99% 9e-128 98.40% ACU418631
) hypothstca rotsin SEA IRIDOCLYSIS 26 Mycobasterium phage Iidoclysis) 366 36 9% 20127 98.40% AOTZNES1
O hypothetical protein SEA CHARLES1 26 [Mycobacterium phage Charles1] 366 366 99% 3e-127 97.86% UTNG21781
O hypothetical protein SEA HELD 26 [Mycobacterium phage Held] 365 365 99% 3e-127 98.40% AOZ641631
0 hupothetica profin SEA KAILASH 26 [Uycobacterum phage Kalash] 65 305 99% de127 97.33% amusseiti
O tal assembly chaperone [Mycobacerium phage Newma 365 365 98% 5e127 98.30% YP 0080521031
) hypothstca rotin SEA KEITHERIE 26 Mycobacterium phage Keitherie] 65 35 99% Se127 97.33% AZFEsEILL
O tal assembly chaperone (Wycobacterium phage Apizium] 365 35 99% 6e127 97.33% Y 0091eiist
O hypothetical rotein Lopsy_ 25 ycobacterum phage Lopsy] 65 35 99% Te127 97.86% weEseriat
0 ta assembly chaperone (Wycobacterium phage Manad] 365 35 98% 9e-127 97.85% YP 009043001
[ hypothetical protein SEA MELC17 26 IMycobacterium phage Melc17] 364 364 09% 1e-126 97.33% WAB09976.1
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TEiDownioad - GenPent Graphics

tail assembly chaperone [Mycobacterium phage Suffolk]
Sequence ID: YP_009005673.1 Length: 187 Number of Matches: 1
» See 17 more ttl(s)

Range

: 110 187 Genbe Graphics

¥ Next & Descriptions

Related Information

Score

372 bits(354) 16123 Compositional matrix adjust. 187/187(100%) 187/187(100%) 0/187(0%)

Expect Method Tdentities Positives

Gane - associated gena detals

Gaps
s Sloharold Structure -30 structurs

displaye

Query 1 WATEINADGKTVTOEQLSPPAEYLPDL TOSEREADYQAEQMIEATADMARDODDELPE 60 — ,
BATENADGKTVTOEGL SPPAEYL DL TOSERE ADYGAEOARTEAATADARAADODDE L PE Identical oretens - ldentica
Sbict 1 HATFNADGTVTDEGLSPPAEYLPDLTOSEREADYGAEGARIEATADAARDODDELPE | 60 proteins o Y°_003005672.1
Query 61 VEVLTPPAGLATTDEQPGTEVATEERFIEEAESHTYDKLEFKGOLLGIRLPTKANLAGE 120
VEVLTPPAGLAT TDEQRGTEVATEERENVEEAEHTYDKLEFKGDL LGIRLPTKAALAGE
Sbict 61 VEVLTPPAGLATIDEQPGTEVATERFIVEEAESHTYKLEFKGOLLGIRLPTKARLAGE 120
Query 121 SLASSKYVSLGVKNDLTGLE IARHLSPES YGRVESRLIDPDDVOYOVDAVGELEIAIVTA 150
SLASSK IV CUKIDLTCLF IARHLSPESYGAVE CRLUDPODVOVDUDAVGELFNATVTA
Sbict 121 SLASSKYVSLGVKNDLTGLF ARHLSPESYGRVE SRLIDPODVOYDVDAVGELFIATVTA 150
Query 181 AvESDOE 187
‘AVESD0E
Sbict 181 AVESDOE 187
EIDownioad ~ GenPent Graphics ¥ Next A Previous 4 Descrptions
tail assembly chaperone [Mycobacterium phage ShiVal]
Sequence ID: YP 0091892641 Length: 187 Number of Matches: 1
»See 7 more tile(s)
Related Information
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Number of Hits: 57
Query MsA diversity (Neff): 4.64136
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ABNT6VKFO13 (Expires on 07-07 04:39 am)

Iel|Query_9374 Database Name nr
unnamed protein product Description All non-redundant GenSank CDS translations+PDB+SwissProt+PIR+PRF excluding

Molecule type amino acid environmental samples from WGS projects.

Query Length 183 Program BLASTP 2.14.1+ b Citation

Other reports: >Search Summary, [Taxonomy, reports] [Distance tree of results] [Multple 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.
Query Seq. LIRS T T DR TOTA DL YT DG AL G ST AL 1K FULITEF LV LGP 0 A EVHL AL IPDIGAURF# S SHE VR VCSE SR YTATKLYEN PRSNGSR TNEALLS?.
Superfanilies Pluopiases

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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Starts | B ORF Start 18730 Ldn1 Ldns Ldn3  Length
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Reference
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of Jul 03, 2023
442,320 sequences; 85,551,437 total letters
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Distribution of 100 Blast Hits on the Query Sequence
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Sequences producing significant alignments:

Xavier_26, function unknown, 125
Vortex_27, function unknown, 125
Vista_27, function unknoun, 125
Virapocalypse_27, function unknown, 125
Uncletowie 27, function unknown, 125
Suffolk_27, function unknown, 125
Squid_27, function unknown, 125
Soto_27, function unknoun, 125
Serpantine 0027, function unknoun, 125
Roy17_27, Function unknoun, 125
Puhltonio_27, function unknown, 125
PinheadLarry_27, function unknoun, 125
Piglet_0026, function unknown, 125
Phipps_27, function unknoun, 125
Oosterbaan_27, function unknown, 125
Oliverialter_27, function unknown, 125
Numberten_27, function unknown, 125
Nacho_0027, function unknown, 125
Morgushi_27, function unknown, 125
Hanad_26, function unknoun, 125
Lulumae_26, function unknown, 125
Kuaduo_26, function unknown, 125
KLucky39_27, function unknown, 125
KingVeVeVe_27, function unknoun, 125
JacAttac_27, function unknown, 125
Hetaeria 27, function unknown, 125
Hertubise 27, function unknown, 125
Gyarad_0627, function unknown, 125
Giraffe_27, function unknown, 125
Donsanchon_26, function unknown, 125
Anderson_27, function unknown, 125
Thora_27, function unknown, 125
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>Xavier_26, function unknown, 125
Length = 125

Score = 262 bits (670), Expect = 2e-70
Identities = 125/125 (100%), Positives = 125/125 (100%)

Query: 1 NSGGNVPPRKVENTTITRTPEEIARNYENHIGFLKDRVEELNELLGLTDATHKATVGYIG 60
1ISGGNVPPRKVENTTITRTPEETARNYENHIG LKDRVEELNEL LGLTDATHKATVGYIG
Sbjct: 1 NSGGNVPPRKVENTTITRTPEEIARNYEMHIGFLKDRVEELNELLGLTDATHKATVGYIG 60

Query: 61 NARVMGADGHDYSDCRWYVFLPHPGRVGTDDDVIGGHRKGSLEGVMAARRDLKTLITGVKL 120
NARMGRDGHDY SDCRAYVFLPHPGRVGTDDDVI GGHRKGSL EGVMARRRDLKTLITGVKL.
Sbjct: 61 NARMGRDGHDYSDCRWYVFLPHPGRVGTDDDVIGGHRKGSLEGVMAARRDLKTLITGVKL 120

Query: 121 AKQIG 125
AKQIG
Sbjct: 121 AKQIG 125

>Vortex_27, function unknown, 125
Length = 125

Score = 262 bits (670), Expect = 2e-70
Identities = 125/125 (100%), Positives = 125/125 (100%)

Query: 1 NSGGNVPPRKVENTTITRTPEEIARNYENHIGFLKDRVEELNELLGLTDATHKATVGYIG 60
1ISGGNVPPRKVENTTITRTPEETARNYENHIG LKDRVEELNEL LGLTDATHKATVGYIG
Sbjct: 1 NSGGNVPPRKVENTTITRTPEEIARNYEMHIGFLKDRVEELNELLGLTDATHKATVGYIG 60

Query: 61 NARVMGADGHDYSDCRWYVFLPHPGRVGTDDDVIGGHRKGSLEGVMAARRDLKTLITGVKL 120
NARMGRDGHDY SDCRAYVFLPHPGRVGTDDDVI GGHRKGSL EGVMARRRDLKTLITGVKL.
Sbjct: 61 NARMGRDGHDYSDCRWYVFLPHPGRVGTDDDVIGGHRKGSLEGVMAARRDLKTLITGVKL 120

Query: 121 AKQIG 125
AKQIG
Sbjct: 121 AKQIG 125




image286.png
RID  BORX3MPHOIN (Expires on 07-15 04:33 am)

Query ID cl|Query_696128 Database Name nr
Description unnamed protein product Description Al non-redundant GenBank CDS.
Molecule type amino acid transiations-+PDB+SwissProt +PIR +PRF excluding
Query Length 126 environmental samples from WGS projects

Program BLASTP 2.14.1+ b Citation

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

©graphic Summary
©show Conserved Domains
No putative conserved domains have been detected
Distribution of the top 29 Blast Hits on 29 subject sequences &
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Description

hypolhetcal protein PBI SUFFOLK 27 [Mycobacterum phage Suffok]
hypohetical prolein THORA 27 [Wycobacterium phage Thorz]

9827 [Mycobacterium phage Shiva]

hypolhetcal protein SEA_HELD 27 [Wycobacterium phae Held]
hypolhetcalprotein SEA_ KLIMBON 27 [Mycobaclerium phage KimbOr]
‘ypohetcal protin PBI HARVEY 27 [Myeobaclerium phage Harvey]

hypohetcal prolein AVUT4 p027 [Mycobaclerium phage OSmaximus]
‘hypolhetcalprolin PBI ZONIA 27 [Wycobacterium phage Zonia]

hypohetical prolein SEA DERPP 26 [Mycobacterium phage Derpe]

hypohetcal protein SEA_ BATTERYCK 26 [Mycobaclerium phage BatferyCi]
‘hypohetcal prolein PBI PG1 27 [Mycobacterium phage PG1]

hypothetcal protein SEA MELCH7 27 [Mycobacterium phage Wele17]

hypothetcal protein SEA TOMBOMBADIL 27 (Mycobacterium phage TomBombadi
ypolhetical protein PBI SWISH 27 (Wycobacterium phage Swish]

hypolhetcal protein SEA HAMISH 27 (Mycobaclerium phage Hamish]
hypothetical protein SEA MANA 26 [Wycobaclerium phage Mana]
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hypothetical protein PBI_SUFFOLK_27 [Mycobacterium phage Suffolk]
Sequence 1D: YP 0090056741 Length: 125 Number of Matches: 1
»See 31 more ttle(s)

Range 1:1to 125 Gerpess Gusphics

Score Expect Method Tdentities Positives Gaps
258 bits(658) 26-85 Compositional matrix adjust. 125/125(100%) 125/125(100%) 0/125(0%)

Query 1 MSGSIWPPRKVENTTITRTPEETARNVEIIGELIORVEELIELLGLTDATHUATVGYIS 68
HSGONPPRVEMT TITRTPEE TARWVEMHHGFLKDRVEE LNELLGLTDATHKATVGYIG
Sbjct 1 HSGSWRPRKVENTTITRTPEETARNVENAIGFL KORVEE LUEL GLTDATHCATVGYIE s8.

Query 1 IIARNGADGIDYSOCRNVVELPHPGRVGTOODVIGSIRKSS EGUNASREDLITLITSKL 128
NARMGRDGDYSDCRIYVEL PLPGAVGTODOVIGGHRKGSLEGVMARRDLKTLLTGUKL

Sbjct 61 ARNGROGIDYSOCRAYVELPHPGRVGTOODVIGRIRKGS EGUARRRDLKTLITGIL 122

Query 121 A 125
At
sbjct 121 AKGIe 125

¥ Next & Descriptions

Related Information
Gane - associated gena detals
‘lohaFold Structure - 30 structure

displaye
R ——
proteins to Y?_003005674.1

EIDownioad ~ GenPep! Graphics.

hypothetical protein THORA_27 [Mycobacterium phage Thora]
Sequence 1D: AEJ91896.1 Length: 125 Number of Matches: 1

Range 1: 1t0 125 Gertens Grashics
Score Expect Method Tdentities  Positive Gaps.
257 bits(656) 4285 Compositional matrix adjust. 12¢/125(39%) 125/125(100%) 0/125(0%)

Query 1 MSGSIWPPRKVENTTITRTPEETARNVEIIGELIORVEELIELLGLTDATHUATVGYIS 68
HSGONPPRVEMT TITRTPEE TARWVEMHGF LKDRVEE LNELLGLTDATHKATVGYIG
Sbjct 1 MSGSWPPRKVENTTITRTPEETARNVENIGFLIORVEELIEL LGLTDATHCATVGYI 68

Query 1 IIARGROGIDYSOCRAVVELPHPGRVGTOODVIGSIRKSSLESUNARREDLITLITSKL 128
NARMGRDGHDYSDCRIYVE PHPGRVGTODDVIGGHRKGSLEGMSARRDLKTLITGVKL
Sbjct 61 ARIGROGIDYSOCRITVFLPHPGRVGTO00V TGS RKGS QNS ARROLKTLITOL 120

Query 121 A 125
e
sbjct 121 AKGIe 125

¥ Next A Previous 4 Descriptions,
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Number of Hits: 137
Query MSA diversity (Neff): 1.53401

Detected sequence features: =Coiled coil segment(s)

Note: your query al

ts of only 5 sequence(s).

Visualization

Resubmit Section

19 a5

|
T




image290.png
PF17253.5

PF05121.15

PF19890.2

PF17905.4

PF12277.11

NP_217036.1

; DUF5320; Family of
unknown function (DUF5320)

$ GupK; Gas vesicle protein K

; DUF6363 ; Domain of
unknown function (DUF6363)

;KH_10; GLD-3 KH domain 5

; DUF3618; Protein of
unknown function (DUF3618)

membrane protein
[Mycobacterium tuberculosis
H37Rv]

Probability

77.83

7055

69.95

6938

Evalue

13

88

39

10

31

29

Score

2584

291

212

2678

2115

2468

41

34

46

22

29

42

27

16

29

20

Target
Length

ES

7

95

7




image291.png
Starts: 7 ORF Start 20152 Cdn1 Cdn2 Cdn3 Lenghh
Selected: 1 ORFStop :19776  S'End 417 600 417 36
ORFlengh: 378 3End00 00 00 35
\ I IT I I I ] 20151
[Shine D [algarno [sequence of che Region [scarc|scare [oar
3 [score [space [Upscream of che scarc |Codon|Posivion [tengen
[ Jass B ACTTAGGCGGGTARCTTAGTIC [aTG 20152 [a70
2 |ssc 0 (CGTCCCGCCGAGGARGGTAGAR |ATG 20116 342
s |e7s 0 AGAGATCGCCCGCAACTACGAA TG 20068 294
s |ee B (CGCCCGCAACTACGARATGCAC |ATG 20062 208
EED B (CGGTTACATCGGCAACGOCCGC |ATG (19963 189
e |ses 7 TCGAGTCGGCACGGACGATGAC |GTG 15675 105
7 |es2 0 (CAAGGGATCGCICGAGGGTGIC |ATG 15640 |66
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of Jul 03, 2023
442,320 sequences; 85,551,437 total letters

Query=
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Distribution of 100 Blast Hits on the Query Sequence

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

Daka_Draft_27, function unknown, 1991
AltPhacts_28, tape measure protein, 1991
Chunky_25, tape measure protein, 1991
BlueHusk_Draft_27, function unknown, 1991
Roscoe_28, tape measure protein, 1981
Boshler_28, tape measure protein, 1991
Oliveriialter_28, tape measure protein, 1992
Held 28, tape measure protein, 1991
Usavi_Draft_2s, function unknoun, 1991
Gyarad_0628, tape measure protein, 1993
Tnverness_28, tape measure protein, 1991
Cheet0_28, tape measure protein, 1992
Serpentine 0025, tape measure protein, 1993
Scrick_Draft_29, function unknoun, 1991
Yoshand_28, tape measure protein, 1991
Thora_28, tape measure protein, 1992
Swish 28, tape measure protein, 1991
Pherdinand Draft_28, function unknown, 1991
Newnan_28, tape measure protein, 1992
Hertubise 28, tape measure protein, 1992
FluffyNinja_28, tape measure protein, 1991
Blackstallion 28, tape measure protein, 1991
25, tape measure protein, 1992
Rolist_2s, tape measure protein, 1991
Prickles_28, tape measure protein, 1992
Colbert 28, tape measure protein, 1992
Schadenfreude_27, tape measure protein, 1991
Klucky39 28, tape measure protein, 1993

Score

E

(bits) Value
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3854
3853
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Tengen - 1081 N

Score = 3654 bits (9995), Expect =
Tientities - 1061/1551 (1691), Fositives = 196171991 (109%)

Qs 1 HTONGHISLUETIGOOL AR GEAVRTAVAPALOXLIRKLGETGRAVNCTGZSAEKSAY 0
LS VE DL AL CEAVRTAVAPALDKLARKLGE TGN COADIGAY
Shjcts 1 MTONGKTSLQVEINOOLARRLCEAVRTAUAGAL DXL ML GETGRANKTCESAEIGAY G0

Query: 61 AOUAALIVEE OTRRAVERAAASHLOLCRDSTAGVGOIDAERIARRTINRRYD 120
ALV A TITAVERALAASRL RGOS TAVCIARRUMTRTIIREYD
St 61 ROUAALIIET HOATIRAVERARAASHL CLGRCDSTAVCIDARNRRIIARRYD 120

Qi 121 VRN URVDIRDYSTOBGS YD ESYINOG S APSGEEEET 180
TR oG A IRV TIBGS TNV TSP CAPCCLGEEEG
St 121 VRN DIRODYSTOBETTVD NG AL 180

Qery: 151 AOOORGOGTRGON.GHLTGHGLATIAGGAALPAATOANTYGAGOUTAGLALPST 240
AR G TGPAGNTAQGAAL PRATOANTVGAROLTQRGLALPCE
St 151 ROARGCATRGON CHLTGPVGLNTIAGGAAALPRATOMMNTIGAGOUTOHGLALPGE 260

FAGAATGTAVH GG, OATIANEADADP AN EEAIALEK AESAARUASEVSALT 300
FAGAAAICTAVIE GG ORTANEADADP KL EEAIAL EK AP SAARUAREVSALT
FAGAAAICTAVT GO ORTALNEADADS i EEANAL K AP SAARUAREVSALT 300

Qery

L]

Query: 301 VGPLRDTMATAQPLEEGLORDICTF ADKALSAIQPGRORVAKATISTFKEGLAALGDDK 360
L QAT AP A DT AAL AL EMOAADSTTECLAMLEODK
St 201 VGPLRDTKATAQPLECLOXDTCTF ADkALPIPORVAKATIST KECLALGEDK 260

Qery: 361 NLSLADOTF ONTAECOQUAATEP T5AF CTLANEGSITLPRLCOMTTSUACREVAFTY 420
S ADTF TAECOORAWATIE 53 CTLAKGSVTL PR COMTTSUAGRIVRT )
St 361 NLSUADIF TAECOQRAMATEP 53 TLAECVTLPRL OMTTSUAGRAARITY 420

Qe 421 T TDECLIGAAF GTTLATLITITGLTKAMGOMGSL SCRGELLGALERY 430
AT OGN VTN TXAMGMGSL SOCCLLEALERY
Sjcts 421 TMMKNIFRADECLNGAAF GTTLATLTTTGLTKAMGOMCSLSCBCEL LGLERY 430

Qery: 461 TERSTITISVEGQUULGKFFACGTADUMRIGATLTIKETTAGETETIETY 520
TR TVEGGOHL AT ADGTADL MY LRTLMPTIKET AGTOTWGE WPV
St 461 TERSTFTIGVECQ X TADGTARIGE! LRTLWPTIKETTAG R TWPTY 520
Query: 541 SALASUTNTLAQTRGLLEANNG LATLGPTIGOVAIKLINGGAAGA. GIRGLLTS 600
AL THTLAQFGLLEAANGF LAWRTL G ICOVAIK MVSGAAGH, CIRGLLC
AL THTLAPGLL EAANGF AT, TGV MMVGGAAG CARGLLGE 600

L]

Query: o1 SLTAGOGATONSTOSLGQUAGHL TOAGGALAGE\TCPAGAR GAGUSITAGITIVN 660
SUTAGATOATOSOLGOLAGA TOAGEAL AV CPAGAVSHGIAATAGTTAN
St Gor S TAGOGATOASTOSGLCOLAGAL TOAGGALAGEVTCPAGARVGAGUSAATAGITIVAN 660
ey ot DAY 78
AL AEHLARSUAMELTSQATKTANOAL LASGCAUDAATICAIE
Sojct: Gt EAARASROMMMAGAE AT MM AVELTSGATCTAIGALLASCOAOMTTCAERE 738
Qery: 721 SATEDRLAGEVDRDT IXGUASALKOLSLTEQQLATIVICAPGFOM ARLRSHGPGEAT 780
SATPDRLAGYDEDTIXGUASAL DL SLTEQLATIVTGAGPGF DAL TARLENGPGAT
St 721 SATEDRLAGEVDRDT IXUASAL SLTEQQUATTVICAGPGFOR TARLREMGPGGAT 780
Qery: 751 AL QURDATLCANNAATAEPLLGNLAQTLCVAPQAAAEL IAFSAUPHEVPIID 20
St 751 A QARDATLCAMMIAATAEPLLGHLAGTLCVNPQMAAEL TIAF SAUPHEVPIITD 28
Qery
Qery: SO1 FOADTLAKL OGN TOLIGES LEAVPACIANTAGEFFQIEGETGROGADNT 360
St 501 FADTLAKL VG ROLNGES LAV AGPANTAGEL PP G TGROGADNT 360
Query: 361 POVAPKCOTINAVLAPGEGULTPEAVRGLCGAQSTYATISATRIGLSTRIVASGEGST 1620
St 361 POVAPKGOTAVLARGEGULIPEAVRCL A TATIGARKCLSRRASGOAGET 1620
Qery: 1021 GALSGPAGTETELSVLVQIADTLAGKGESASNPLAATAMITGRATATKATGATKLGEF 1050
St 1021 GALPGPAGTETEL SVVOTRDTLAGKGG SN ARTARITCRATATKATGALGOF G 1650
Qery: 1061 TETKDRDPAVEAMMAATSALGCOPEKFLGOIVDVAMQUOSTQFSGELGUTGANSA 160
St 1061 TETKDRSPAVEAMATOALCCOPEKFLGVIVAAJMAGATOSGoL GTGAINSA 1160
Qery: 1161 VIEALTAFATEDLSIVOGIGUMISPUTTALTSSMOAICEL SOQQIADUSTILGETG 1200
St 1161 VIEA AT AT SIVQUICLIRISPUTTAL TSGR SQQUADLSTTLGETE 1200
Query: 1261 VTCTLOSTISSLAKSLTRVREQUEGGGAAPTVGATSAVTPALGIPHTALPAGADPISA 158
Sbjct: 1201 VTGTLOSTNSSLVKSL TRYREQUIRQUGARPTVEGTSAVTPALGIPHTALPAGRNDFISA 1260
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RID

Query ID
Description
Molecule type
Query Length

B2USBBB0016 (Expires on 07-15 23:24 pm)

IellQuery_93650

Database Name nr

unnamed protein product Description Al non-redundant GenBank CDS.

amino acid
1992

transiations-+PDB+SwissProt +PIR +PRF excluding
environmental samples from WGS projects
Program BLASTP 2.14.1+ bCitation

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

©graphic Summary

(©show Conserved Domains

Analyze your query with SmartBIAST

No putative conserved domains have been detected

Distribution of the top 100 Blast Hits on 100 subject sequences &
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terminase small subunit [Mycobacterium phage Eremos]
Sequence ID: YP_009191085 1 Length: 188 Number of atches: 1
»See & more tte(s)

Range 1:1 o 188 Gerpert Gty

Seors Epect Metnoa Tasntte Fositves Gop
387 bits(995) 8-136 Compositions! matrix sdjust. 188/188(100%) 188/188(100%) 0/188(0%)
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WDownioad + GenPept Graphics
terminase small subunit [Mycobacterium phage Pops]
Sequence ID: YP_009189958 1 Lengih: 188 Number of atches: 1
b See 23 more ite(s)

Seore Expect_ Metnoa Tamtes  Postve Gop
38 bits(391) 42135 Composicionsl matrix sdjust. 187/188(99%) 187/188(33%) 0/188(0%)

Qery 1 LTIV T TOCTORESTOTAPAYOLLTYTOGEVAGYE 62
St 1 PAMTTRALIVLAPAOTInL T RN OTOT VDL LNTOGEVAE 60
Query 61 LT SOTOALPASTTEATALATIOT LV TACGARLANGILOMVAGYELS 120
Sice 61 LonrSOTOALPASIBAT NP AV ALGALAMAT LDANAAVELS 120
Query 121 VLAPOVOMRASAEVSTYOSESHVCGRYTAVT VOV INPESOGEPEQLT 150
Sice 121 VAPVOMRAASATY OGS AVTX VO ORGP ERLT 180
ey 101 s 1

soiee 101 Smeiie 1

WiDownioad v GenPept Graghics

hypothetical protein Lopsy_1 [Mycobacterium phage Lopsy]
Sequence 1D: WIFF39750.1 Length: 188 Number of Matches: 1
Range 1:1 o 188 Gerpert Gt

Seors Epect_ Metnoa A et s
385 bits(990) 42135 Composicions! matrix sdjust. 186/188(99%) 185/188(100%) 0/188(0%)

Qery 1 ALTIERLIVLPSO T TOCTORESTOTAPAYOLLTYTOGEVAGYE 62
St 1 PTG TR OTOT VL LVIOGEVAE 60
Query 61 LT SOTOALPASTTEATALATIOT LV TAEGARLANGILOMVAGYELS 120
Sice 61 LT SoTOALPASIBATNTIR ALV ASGALAMAT DAVAAVELS 120
Query 121 VLAPOVOMRASAEVSTYOSESHVCGRYTAVT VOV INPESOGEPEQLT 150
Sice 121 VAPVOMRAASATY OGS AVTX VO ORGP ERLT 180
ey 101 s 1

ceree 151 SRS s
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tape measure protein [Mycobacterium phage AltPhacts]
Sequence ID: AVO4585.1 Length: 1991 Number of Matches: 1

Range 1: 1 to 1991 Genper: Grashics

Score Expect Method Tdentities Positives Gaps
303 bits(10122) 0.0 Compositional matrix adjust. 1391/1991(100%) 1991/1991(100%) 0/1391(0%)

Query 1 MTDVGKISLGVEINGDDLAARLGEAVRTAVAPALDKLARKLQETQRAYNKTGDSAEKSAY 60
HTDVGKISLVEINGDDLAARLGEAVRT AVAPALDKLARKLGE TQRAYIK TGDSAEKSAV
Sbict 1 MTDVGKISLGVEINGDDLAARLGEAVRTAVAPALDKLARKLQETGRAVNKTCDSAEKSAY 60

QUEry 1 RQUAMLKRVEEQIDATRRAVERAARASRLGGSGRGOSTAGUGSIDWRRIDIERIDIARYD 128
QUAAL KRVEEQIDATRRAVERAAAASRL GGSGRGDSTAGUGSIDIRR\DNERIDIAR YD
Sbjct 61 RGVAALKRVEEGRDATRRAVERAAAASRLGGSGRGDSTAGIGEDRRIDIRRIDIARYD 128

query 121 10

spjet 121 10

Query 181

spjet 181

Query 261 FAGGAANTGTAVIGROGLGDATKALNEADADPAKL EESIIKALEKL APSAREVAREVSRLT
FAGGAAATGTAVIGROS| CORTKALNE ADADPAKL EEAIICALEK APSAREVAREVSRLT

SbICt 261 FAGGAANIGTAVIGRQSLGOATKALNEADADPAKL EEIICALEKL APSAREVAREVSRLT

Query 381 VGPLRDFOKATAQPLFEGLDKDIGTEADKALPRIGPGHORVAKATNSTEEGLAALEDD
VGPLRDFQKATAGPLFEGL DKDICTE ADKALPRIQPGHOKVAKATNS TEKEGLAALODK

Sbjct 381 VGPLRORGKATASPLFEGLOMDITADIAL R IGPGHRVAKATISTKEGLAL oD

Query 351 LSLADQIFGNTAEGODRAIIATAPLISAFGTL AKEGSUFL PRLGDATTSVADSFIRFTQ

NLSLADQIF GNTAEGQURAMNALRPL T SAFGTLAKEGSVFLPRLGDALTSVADRENRFIQ
Sbjct 381 NLSLADOIFGITAEGO0RAIATRP LT SAFGTLAKEGSUF L PRLGOATTSVADRFIIRF1G

THTMIGNTE AU IDEGLIGARAFGNTLLNTLKTITGL TKARGAKGSL SGDGGLLGALERY
THTUNGNT R IDEGLNGARAFGNTLLNTLKTITGLTKAAGOAKGSL SGDGOLLGALERY
THTUNGNTF R TDEGLNGARAFGNT LLNTLKT ITGLTKARGOAKGSL SGOGGLLGALERY

TERHSTE THSVEGQUKLGKEF ADGTADLARYGDLLRTLIPT IE L TAGEQTWGE IVLPIY
TERISTFTHSVEGQUCLGKEF ADGTADLARYGDLLRTLIPT IKE T AGFQTWGE VLP IV
TERSTFTNSVEGQUXLGKF ADGTADLARYGDLLRTLIPT IKE L AGFQTWE VLTV

)
)
81
81
Query 41 SALASLTITLAQTPGLLEAVIVGFLAURTLGPTIGSUAIIKLIAVGSAAGKLGEARGLLEG
SALASLTITLAQTPGL LEAVIVGFLAURTLGPTIGSVAIICLIAVGGAAGKL GEARGLL GG
61 SALASUTITLAGTPL LEAGFLAIRTLGPTTGRVAIIK IAVGGAAGK GaAReL LG
a1
a1
a1

S TAGGGATOASTDS LG AGALTQUAGSALAGSVFGPAGAAVGAGUGAATAGTTYVLI
S TAGGSATQASTDS LG AGALTOVAGSALAGSVF GPAGAAVGAGUGAALAGITYVLI
S TAGGOATGASTDS L GO AALTOVAGRALAGSVF PAGAAVGAGVGAATAGTTIVLI

AR ASIDAAAAOAEL AENLIRSVAVEL TSOATKTANDALLASGGAVDAATIGAVOOT
ENARASRDAAAAQAEL AENLNRSRVAEL TSQATICT ANDAL LASCGAVDAATTGAVGOT
SbICt 661  ENARASRDAARAQHELAENLNRSRVAHELTSQATKTANDAL LASGGAVDAAT IGAVGOQL

Query 721 SATPDRLAGSYDEDTIKGUASALKDLSLTEGQLATIVIGAQPGRDAL TARLRENGPSGAT
SALPORLAGSYDEDT IKGASALKDLSL TEGQLAT IVIGAQPGFDAL TARLRENGPGGAL
Sbict 721 SATPORLAGSYDEDTIKGVASALKDLSLTEG)LATIVIGAQRGRDAL TARLRENGPGGAT

Query 751 AAQULOAVRDATLGAAIINASTARPLLONLAQTL GVDUPQAAREL THAFSAVPKEVPINTD
AAQLQAVRDATLGAMIAAT 245 LOULAQTLGUOVEQAAAEL TAFSAVPEVE TNID
Sbict 751 AAQULGAVRDATLGAANINAAT AAPLLGNL AGTL GVDUPGAAAE LTHAFSAVPKEVPTNTD

Query 841 APGGQAVEDHLVAIGEKVSVDIKNIVVEAPLAPAVLEQLKAIGYEVTQUODKTITVRYD
APGQAVFDNLVAIGEKVSVDMIKNIVVEAPLAPAVLEQLKATGYEVTQUIDKTITVRVD

$¥S8 8L EEEEEEEEEECR

§88882

Sbict 841  APGGQAVFDHLVAIGEKVAVDIKNIVWEAPLAPAVLEQLKATGYEVTQUOKT LTVRVD
QUEry SBL  POIVADTLAKLGI/GIVLRDL HGOSLGLPAVPAGPINTAGSL EPGIRGPTCRSGADSIT
POIVADTLAKL GGV RO GO GLPAVPAGPINTAGGLFPGIPGPTCPGADIVT
Sbict 5Bl POIADTLAKLGWGINLRDLGOS.GLPAVPAGPINTAGGLFPGIPGPTGRGSA0GIT 958
QUery 961 PGYAPKQDTVIAVLAPGEGVLIPEAVRGLGGAQAIYATNSRERKGLSRRYVADGGVHGST 1020

PGYAPKQDT VAL APGESL TPEAVRGLGGAQAT VATISRFRKGLSSRYVADGGUHGST
SbICt 961  PGYAPKDTVNAVLAPGEGVLIPEAVRGLGGAGATYATNSRFRKGLSRRYYADGRVHGST 1020

Query 1821 GALPGPAGTETELSVLVQIRDTLAGKGSPASIPLAATAANTGAVATATIATGSOKLGPFS 1050
GALPGPAGTETEL SULVOTRDL AGKGSPASIIPLAATAMITGAVATATATGSOK GPEG
Sbict 1821 GALPGPAGIETELSVLVOIRDILAGKGGPASNPLAATAANTGAVATATKATGGOKLGPFG 1080
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Sequences producing significant aligaments:

Zonia 29, winor ail protein, 477
Zela 29, winor tail protein, 477
Zeider 30, minor tail protein, 477
VousaGlencoco_29, minor tail protein, 477
Voshand_29, winor tail protein, 477
Xevier 38, minor tail protein, 477
laterdica, 29, minor tail protein, 477
Vartex_29, winor a8l protein, 477

Vista 3o, miner tail protein, 477
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szonia 2, minor tail protein, 477

Lengen

989 bits (2558), Expect = 0.0

Tdentitios = 477/a77 (106%), ositives = 477/477 (160%)

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

sge:

121 VRPELAPHF TTRIPESAEFAGVMVNDVKGLOVT TSQREVWEAGOGGARGTHROAQRIQ
YRPELAPHFTTRUPESAEFAGUMVMDVXGLOVTTSQREVVEMAGOGGAAGIHADSAQRIQ
121 VRPELAPHF TTRIPESAEF AGYMVHDVKGLOVTTSQREVEAGOGGARGTHROAQRIQ

181 FOVLLVACTNAGATYGLOKL TTQLRRTNDRTOSVLRYLARAPEDSAVD?
FOVLLVACTNAGATYGLDML TTQURRTNDRTOSVLRYLARHPEDSAVD?'
181 FOVLLVACTNAGATYGLOKL TTQURRTNORTOSVLRYLARAPEDSAVD?
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VSLATRNTDARPLTLNGYF RRCNARDDCODELFPVQIHGLPATAE LDGVTGRE
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s2e1da 29, minor tail protein, 477
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YRPELAPHFTTRUPESAEFAGUMVNOVKGGLOVTTSQREVVEMAGOGGAAGIHRDGAQRIQ 180
YRPELAPHFTTRUPESAEFAGUMVMDVXGLOVTTSQREVVEMAGOGGAAGIHADSAQRIQ
YRPELAPHFTTRVPESAEFAGUMVNOVKGLOVTTSQREVVEMAGOGGAAGLHRDGAQRIQ 180

FOVLLVACTNAGATYGLOKL TTQLARTNDRTOSVLRYLARHPEDSAVD?
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GTATHVSLALRNTDARPLTLNGYF RRCNARDDCODELFPVQIHGLPATAEWLOGVTGRF
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¥ Next & Descriptions

‘minor tailprotein [Mycobacterium phage PG1]
Sequence 1D: NP 943807 1 Length: 477 Number of Matches: 1
» See 153 more fte(s)

Related Information
Gene - associated gene detas
AlghaFold Structure - 30 structure

Range 1: 1 to 477 Genpezt Grhics

Score Expect Method Tdantities Positives Gaps.

571 bits(2510) 0.0 Compositional matrix adjust. 477/477(100%) 477/477(100%) 0/477(0%)
displaye

QuEry 1 MAFRGYFALIGVETANSSRVASIGAEVPTRDIGUITADUDCSL TPIODDRLLAELPATS 68

HAERGYF ALNGVE LANSSRVAAHIGAEVPT RDIGLHTADVDCSL TPIDDDRLLAELPATS Identical Protsins - Identical
Sbjct 1 MAFRGYRALNGVETAISSRVASIGAVPTROIGLITADUDCSL TPIODDRL LAELPATS 68 proteins to NP_943607.1

Query 51 VPIGAGRLLATPROGSRLYSPSLAWGDCHTPNTLCFGERTATEVOOSTSLPAFLIDAY 128
VPIGAGRLLATPPDGSRLYGPGLAWGDCHTPNTLCFGCRTALE YDDSHTGL PAFLIDAY
Sbjct 1 VPIGAGRLLATPROGSRLYGPOLAWGOGHTPIIT CFOCRTATEVODSITELPAFLIDAY 120

query 121 150
spjet 121 150
Query 181 FDVLLVACTNAGATYGLOWLTTOLRRTIDRTDSVLEYLASHPEDSAVDPTTLVRDRHGIY 220
FDVLLVACTIAGATYGLOUL TTQLARTIOR TDSVL RYLAAHPEDSAVDPTTLVRDSHGAY
Sbjct 151 FDVLLVACTNAGATYGLOWLTTQLRRTIDRTOSVLRYLASHPEDSAVDPTTLVRDRHGIY 220
Query 261 LTAGPETTGQUIASGROHIQATFYRVTFELTALTPAYRPATVL PUEIDTVEVER OV 262
LTAGPE L TGQVNASGRGHIATFVRVTFELTAL IPHAYRPATVLPVEKDTVEVEP IO
Sbjct 261 LTAGPEITGUUNASGROHIATFYRVTFELTALTPAAYRPATLPUEIDTVEVEP OV 262
Query 381 SSECKPPADCSPIPULFAQSCEVERVEAVSSPPPVCSGOUPVCAVATHAVTPLTERRT 362
SSECKPPADC PP T AGSCEVERVEAUSSPPPUCGSCHRVCAVATHAQTPLTERROT
Sbjct 381 SSECKPRADCEPPULFAQSCEVERVEAVSSPPRVCSGOHPVCAVATHATPLTERRST 260
Query 361 GTATHVSLATRNTDARPLTLNGYFRRCNARDDCDDELFPVQIHGLPATAEVVLDGVTGRE 420
GTATIVSLAZRNTDARPLTLNG Y~ RRCNARDDCDDELFPYQTHGLPATAEVVLDGVTGRE
Sbict 361 GTATHSLATRNTOARPLTLNGYFRRCNARDDCDDELFPVQIHGLPATAEWLDGVIGRE 420

QUery 421 WYYAGRKIRPVHIVGTPSSAPWPAKLDRTLCIEFVVVSDGTALFEVDLALTOR0E 477
VYYAGRKIRPVHIVGTPSCAPIPAKL DRTLCHEF WSDGTALFEVDLALTORDE
SbICt 421 WYYAGRKIRPUHIVGTPSSAPPAKLDRTLCUEFVVSDGTALFEVDLALTOR0E 477
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NP TXRUOAAOPATVAGE LKA EAQGINTRP VRVPEGORYDF QUIADEQHLOQTL
121 RNPLTXRUOAAOPATVAGELKARNEAQSINTRP VRVPEGORYDF UIADEQHLOQTL 180

161 SOMNSQGLAMTWAGTPLIGPVS TKALALLGEFOFLGOGIEFVROGSQTYNOVLVRAADS. 240
SOINSQOLRMTWAGTPLIGPVS TKALALLGEFOFLGDGIEFVRDGSQTYNOVLVRADS.
161 SOANSGULAMTWAGTPLIGPVSTKALALLGEFOFLGDGIEFVRDGSQIYNOVLVRAADS 260

ARARYDYHGKNLQTIVNLDSHEGVSHNGARRQYVIHTGROHTRLELTGGTELHPIAP 300
ARARYDYHGKNLQTIVNLDSHFGVSHNGARRGYVIE GROHTRLEL TGGTELHPIAD
242 NTARARVDVHOKNLTIVNLDSHE GUSNVARARRQAAGTGRPHTRLEL TGGTELHPNAP 300

361 VSHEDLIPSARF LLEARGRQLFELTSVOVERRQGAVSVRVIVGTVEDDIELLOATNGKG 360
VSHEDLYPSIRF LEARGVRQLFELTSVOVERRQGAVSVRVIVGTVEDDLELLOATNGKG
361 VSHEDLHPS/RF L LEARGRQLFELTSVOVERRQGAVSVRVIGTVEDDIELLOATHGK. 360

361 QuiTLacRL 378
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756 bits(1952) 0.0 Compositional matrix adjust. 370/370(100%) 370/370(100%) 0/370(0%)

QuEry 1 MIAPTRULDAGSEMRIVTAEQVTIHTOUTTIOOF PROVTSCTWGLALADAGTADTY 68
NAPTRVLDRGSE AR IVTAEGGVT IHTGT T IDGF TPRQYTSCTHGLALRDAGTADIV
Sbjct 1 MIAPTRULDRGSEAMRIVTAEGVTIHTOIGTTIOGFTPROVTSCTWGLALADAGTADTY 68

QUEry 61 IPPTADVORLADIEPUAHSVTINOVDSGTTLHTGPIQUARASRRGHTISAKDHSAYLSRT 120
IPPTADYDRLRDIEPUAHSVT HOVDSGTTLITGP IQKARASRRGHTISAKDHSAYLSRT
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Query 181 SDHNSQGLANTVVAGTPIIGPVSTKALALLGEHDFLGDGIEF VADGSQTYIDVLVRARDS 240
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Sbict 181 SDANSQGLRNTVVAGTPIIGPVSTKALALLGEHDFLGDGIEFVROGSOTYIOVLVRARDS 240
QUery 261 NTARARVDVHGKNLQT IVNLDSHEGUSNVNRARQVIHTGRPHTRLEL TGGTELHPNSP 300

NTARARVDYHGKHL QT IVNLDSHE GVSNNRAARGYVNETGRPHTRLEL TEGTELHPIAP
Sbict 261 NTARARVOVHGKALQTIVNLDSHFGUSNVRARQHTGRPATRLELTGGTELHPIAP 200
Query 381 USHEDLIPSARFITEARGURQLFELTSVDVERROSAVSVRVTIGTVEDDIELLDATIGK) 262

VSHEDLHPSARF ITEARGURQLFELTSVDVERRGGAVSVRVINGTVEDDIEL DATHGKQ
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query 381 quimse 378

QUTLEGRL
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QUEry 61 IPPTADVORLADIEPUAHSVTINOVDSGTTLHTGPIQUARASRRGHTISAKDHSAYLSRT 120
TPPTADYDR L RDTEPAHSV T THOVDSE TTLITP IQUARASRRGHTISADHSAYLSRT
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Sbict 181 SDANSQGLRNTVVAGTPIIGPVSTKALALLGEHDFLGDGIEFVROGSOTYIOVLVRARDS 240
QUery 261 NTARARVDVHGKNLQT IVNLDSHEGUSNVNRARQVIHTGRPHTRLEL TGGTELHPNSP 300
NTARARVDYHGKHL QT IVNLDSHE GVSNNRAARGYVNETGRPHTRLEL TEGTELHPIAP
Sbict 261 NTARARVOVHGKALQTIVNLDSHFGUSNVRARQHTGRPATRLELTGGTELHPIAP 200
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Sequences producing significant alignments:

Daka_Draft_30, function unknown, 751
Soto_31, minor tail protein, 751
SDchargell_31, minor tail protein, 751
Roliet 31, minor tail protein, 751
Prickles_31, minor tail protein, 751
KingVeVeVe_31, minor tail protein, 751
Tnverness_31, minor tail protein, 751
DirtJuice 31, minor tail protein, 751
Cheet0_31, minor tail protein, 751
BlueHusk_Draft_30, function unknown, 751
Basato_32, minor tail protein, 751
K1limbOn_31, minor tail protein, 751
Frankicide Draft_31, function unknown, 751
Dingo_31, minor tail protein, 751
MiniBoss_Draft_31, function unknown, 751
AltPhacts_31, minor tail protein, 751
Mikota_31, minor tail protein, 751
Zonia_31, minor tail subunit, 751
Wallhey 30, minor tail protein, 751
Trypo 31, minor tail protein, 751
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>Soto_31, minor tail protein, 751
Length = 751

Score = 1491 bits (3869), Expect = 0.0
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>SDchargell 31, minor tail protein, 751
Length = 751

Score

Query:
Shjet:
Query:
Shjet:
Query:
Shjet:
Query:
Shjet:
Query:
Shjet:
Query:
Shjet:
Query:
Shjet:
Query:
Shjet:
Query:
Shjet:
Query:
Shjet:
Query:
Shjet:
Query:
Shjet:
Query:

Sbjct:

1491 bits (3860), Expect = 0.0
Tdentities = 756/751 (99%), Positives = 756/751 (99%)

1

1

61

61

121

121

181

181

201

201

ES

ES

361

361

421

421

451

451

541

541

o1

o1

661

661

721

721

HTVELPGRAPTTDGELARQFHERTRRL ENPRSVRVGPHVIATOPITGDLKASRPGQTLHL
HTVELPGRAPTTDGELARQFHERTRRL ENPRSVRVGPHVIATOPTTGDLKASRPGQTLHL
MTVELPGRAPTTDGELARQFHERTRRL ENPRSVRVGPHVIATOPTTGDLKASRPGOTLHL

‘GGDQPVEVVEQSLSLSKFVTKDDLDAALDGIEAGGGDNDSVHAQLYEKLTGILSPTNALN
‘GGDQPVEVVEQSLSLSKFVTKDDLDAALDGIEAGGGDNDSVHAQLYEKLTGILSPTNALN
‘GGDQPVEVVEQSLSLSKFVTKDDLDAALDGTEAGGGDNDSVHAQLYEKLTGILSPTNALI

ALANFFRLELGAPTTSSALPLLPLSHIRPISPNLLTDGSFDYEETLSGFPDWDWDDTVGR
ALANFFRLELGAPTTSSALPLLPLSHIRPISPNLLTDGSFDYEETLSGFPDWDWDDTVGR
ALANFFRLELGAPTTSSALPLLPLSHIRPISPNLLTDGSFDYEETLSGFPDWDWDDTVGR

NKPGSAYTVADGTTHTTHSNS TEVGLDDRLIVEVYARWAELVASGAATKLDISCYRDDGS
NKPGSAYTVADGTTHTTHSNS TEVGLDDRLIVEVYARWAELVASGAATKLDISCYRDDGS
NKPGSAYTVADGTTHTTHSNS TEVGLDDRLIVEVYARWAELVASGAATKLDISCYRDDGS

PVFSGPITLDSRTVSGTASGHTKLSVTNHDVPDEARHVVELTVTSGATAGVHFDDAGC
PVFSGPITLDSRTVSGTASGHTKL SVTNHDVPDEARHVVEL TVTSGATAGVHFDDAGC
PVFSGPITLDSRTVSGTASGHTKL SVTNHDVPDEARHVVEL TVTSGATAGVHFDDAGC

FKIGTHPQSYLSGLVEGLNALQGLQARIDDF LDL LDVFGGFNVGDHLGQLTDWITRLQH
FKIGTHPQSYLSGLVEGLNALQSLQARTDDF LDL LDVFGGFNVGDHLGQLTDWITRLQH
FKIGTHPQSYISGLVEGLNALIQSTQARTDDF LDL LDVFGGFNVGDHTGQLTDWTRLQH

LNPLNGLFDASKLGNIANTPHIAQERTSGLVTALNEAGQSTRDATVQAL GGSGTGHSNTD.
LNPLNGLFDASKLGNIANTPMLAQERTSGLVTALNEAGQSRDATVQAL GGSGTGHSNTD.
LNPLNGLFDASKLGNTANTPMIAQERTSGLVTALNEAGQSTRDATVQAL GGSGTGHSNTD.

VLNALNIPASVVNTATAGASNTENALQQATDSVIAGAGDL IGSGFGFADMIAQLTGLRR
VLNALNIPASVVNTATAGASNTENALQQATDSVIAGAGDL IGSGFGFADMIAQLTGLRR
VLNALHNTPASVVNTATAGASNTENALQQATDSVIAGAGDL TGSGFGFADMIAQLTGLRR

ATAGTAAAVVLSQUANLDPAANSEVVDF GEFANSASPPSHETKVSDTGAGS TTLTHGY
ATAGTAAAVVNLSQUANLDPAANSEVVDF GEFANSASPPSHETKVSDTGAGS TTLTHGY
ATAGTAAAVVNLQSQUANLDPAANSEVVDF GEFANSASPPSHETKVSDTGAGS TTLTHGY

LAWNSADAVGREFYLYNGGPLQTDLFEVQULPSVPSHGLFGLDSTNYVYLIGRSDATGN
LAWNSADAVGREFYLYNGGPLQTDLFEVQULPSVPSHGLFGLDSTNYVYL IGRSDATGN
LAWNSADAVGREFYLYNGGPLQTDLFEVQULPSVPSHGIFGLDSTNYVYLIGRSDATGN

NVVARL GWDEVRVYSRISGTHTQIGPTISADDILTSGSSVSFKGGTIADPRYFTVSTHG
NFVVARL GWDEVRVYSRISGTHTQIGPTISADDILTSGSSVSFKGGTIADPRYFTVSTHG
NFVVARL GWDEVRVYSRISGTHTQIGPTISADDILTSGSSVSFKGGTIADPRYFTVSTHG

DKVYEYSDEAPTTVIGASNRFCGLGLEKGNIYATGRISTWAMLDGGSSAGSGVVAGYTIA
DKVYEYSDEAPTTVIGASNRFCGLGLEKGNIYATGRISTWAMLDGGSSAGSGVVAGYTIA
DKVYEYSDEAPTTVIGASNRFCGLGLEKGNIYATGRISTWAMLDGGSSAGSGVAGYTHA

‘GLTNLILWKGTQAQYDALPTKSPHGIVWEG 751
GLTNLILWKGTQ QYDALPTKSPHGIVWEG
GLTNLILWKGTQUQYDALPTKSPHGIVWEG 751

120

120

240

240

a2

a2

720

720




image332.png
RID
Query 1D
Description
Molecule type
Query Length

Other reports: > Search Summary [Taxonomy reports] [Distance tree of results] [Mul

B61UVIRPOIN (Expires on 07-17 04:

Icl|Query_141386
unnamed protein product
amino acid

752

©graphic Summary

© show Conserved Domains

Database Name nr
Description All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental samples from
WGS projects
Program BLASTP 2.14.1+ bCitation

ple alignment] [MSA viewer]

Analyze your query with SmartBLAST

No putative conserved domains have been detected

Distribution of the top 100 Blast Hits on 100 subject sequences &
Mouse over to se the fitle, click to show alignments

Color key for alignment scores

W<40 W40-50 W 50-80 W80-200
1 150 300 450 600 750





image333.png
i Alignments.

o

minor tai

Mycobacterium phage Soto]
minor tail protein [Mycobacterium phage KlimbOn]
minor tail protein [Mycobacterium phage AltPhacts]

minor tail protein [Mycobacterium phage Dingo]

minor tail protein [Mycobacterium phage Horchata]

minor tail subunit [Mycobacterium phage Zonia]

minor tail protein [Mycobacterium phage DuchessDung]

0OO0oO0O0OOoOoo

minor tail protein [Mycobacterium phage PDRPxv]

[w}

rotein [Mycobacterium phage Etaye]

lycobacterium phage Mikota]

minor tai [Mycobacterium phage Derpp]

minor tai tycobacterium phage Ashraf]
minor tail protein [Mycobacterium phage Oline]

minor tail protein [Mycobacterium phage Vista]

0Oo0oO0DOoO0oOo

Description

Max
Score

1512
1510
1509
1508,
1507
1506
1506
1505,
1505,
1505,
1505,
1505,
1504
1504
1504

Total
Score

1512
1510
1509
1508
1507
1506
1506
1505
1505
1505
1505
1505
1504
1504
1504

Query| E
Cover value
99% 0.0
99% 0.0
99% 0.0
99% 0.0
99% 0.0
99% 0.0
99% 0.0
99% 0.0
99% 0.0
99% 0.0
99% 0.0
99% 0.0
99% 0.0
99% 0.0
99% 0.0

Per.
Ident

99.87%
99.73%
99.73%
99.73%
99.60%
99.60%
99.47%
99.47%
99.47%
99.47%
99.47%
99.60%
99.47%
99.33%
99.47%

Accession

YP_009100840.1
AXQ63986.1
AV024588.1
ATN88742.1
ATNB9275.1
AIM50460.1
AVRT76700.1
AKF12429.1
WEF39779.1
WGH21280.1
ATN90970.1
A0Q28592.1
AQT25944.1
YP_009014292.1
YP_009016820.1





image334.png
Download v GenPept Graphics

minor tail protein [Mycobacterium phage Soto]
Sequence ID: YP_009100840.1 Length: 751 Number of Matches: 1
> See 6 more title(s)

Range 1: 1 to 751 Genbept Grag

Score Expect Method Tdentities Positives Gaps
1512 bits(3914) 0.0 Compositional matrix adjust. 750/751(99%) 750/751(99%) 0/751(0%)

Query 1 MIVELPGRAPTTDGELARQFHERIRRLENPRSVRVGPUVIATOPITGDLKASRPGOTLHL 60
MTVELPGRAPTTDGEL ARQFHERTRRL ENPRSVRVGPHVIATDPTTGDLKASRPGOTLHL
Shjct 1 MTVELPGRAPTTDGELARQFHERIRRLENPRSVRVGPUVIATDPITGDLKASRPGQTLHL 60

Query 61  GGDQPVEVVEQSLSLSKFVTKDDLDAALDGIEAGGGDNDSVWAQLYEKLTGILSPTNALN 120
‘GGDQPVEVVEQSLSLSKFVTKDDLDAALDGIEAGGGDNDSVWAQLYEKLTGILSPTNALN
Sbjct 61  GGDQPVEVVEQSLSLSKFVTKDDLDAALDGIEAGGGDNDSVWAQLYEKLTGILSPTNALN 120

Query 121 ALANFFRLELGAPITSSRLPLLPLSHIRPISPNLLTDGSFDYEETLSGFPDWDWDDTVGR 180
ALANFFRLELGAPITSSRLPLLPLSHIRPISPNLLTDGSFDYEETL SGFPDHDKDDTVGR.
Sbjct 121 ALANFFRLELGAPITSSRLPLLPLSHIRPISPNLLTDGSFDYEETLSGFPDWDWDDTVGR 180

Query 181 NKPGSAYTVADGTTHTIHSNSIEVGLDDRLNVEVYARUAELVASGAAIKLDISCYRDDGS 240
NKPGSAYTVADGTTHT IHSNS TEVGLDDRLNVEVYARNAELVASGAATKLDISCYRDDGS
Sbjct 181 NKPGSAYTVADGTTHTIHSNSIEVGLDDRLNVEVYARUAELVASGAAIKLDISCYRDDGS 240

Query 241 PVFSGPITLDSRTVSGTASGHTKLSVTNUDVPDEARHVVVELTVTSGATAGVVHFDDAGC 300
PVFSGPITLDSRTVSGTASGUTKLSVTNIDVPDEARHVVVEL TVTSGATAGVVHFDDAGC
Sbjct 241 PVFSGPITLDSRTVSGTASGHTKLSVTNUDVPDEARHVVVELTVTSGATAGVVHFDDAGE 300

Query 301 FKIGTHPQSYISGLVEGLNALWQGIQARIDDFLDLLOVFGGFNVGDHIGQLTDVVTRLOH 360
FKIGTHPQSYISGLVEGLNALKQGTQARDDF LDL LDVFGGFNVGDHIGQLTOVVTRLOH
Sbjct 301 FKIGTHPQSYISGLVEGLNALWOGIQARIDDFLDLLDVFGGFNVGDHIGOLTOWTRLOH 360

Query 361 LNPLNGLFDASKLGNIANIPHIAQERISGLVTALNEAGQGIRDAIVOALGGSGTGHSNTD 420
LNPLNGL FDASKLGNI ANTPIT AQERTSGLVTALNEAGQGTRDATVQALGGSGTGHSNTD
Sbjct 361 LNPLNGLFDASKLGNIANTPHIAQERTSGLVTALNEAGQGTRDATVQALGGSGTGHSNTD 420

Query 421 VLNALHNIPASVVNTATAGASNIENALQQAIDSVIAGAGDLIGSGFGFADMIAQLTGLRR 480
VLNALHNIPASVVNTATAGASNIENALQQATDSVI AGAGDL IGSGFGFADHTAQLTGLRR
Sbjct 421 VLNALMNIPASVVNTATAGASNIENALQQAIDSVIAGAGDLIGSGFGFADMIAQLTGLRR 480

Query 481 ATAGTAAAVVNLQSQUANLDPAANSEVVDFGEFANSASPPSHETKVSDTGAGSTILTNGY 540
ATAGTAAAVVNLQSQUANLDPAANSEVVDF GEF ANSASPPSHF TKVSDTGAGSIILTNGV.
Shjct 481 ATAGTAAAVVNLQSQVANLDPAANSEVVDFGEFANSASPPSMFTKVSDTGAGSTILTNGY 540

Query 541 LAUNSADAVGREFYLYNGGPLQTDLFEVQVVLPSVPSHGIFGLDSTNYVYLIGRSDATGN 600
LALINSADAVGREF YL YNGGPLQTDLFEVQVVLPSVPSHGTFGLDSTNYVYLIGRSDATGH
Sbjct 541 LAUNSADAVGREFYLYNGGPLQTDLFEVQVVLPSVPSHGIFGLDSTNYVYLIGRSDATGN 600

Query 601 NHMVVARLGWDEVRVYSRNSGTHIQIGPTISADDILTSGSSVSFKGGTIADPRYFTVSING 660
VVARL GUDEVRVYSRNSGTMTQIGPTISADDI L TSGSSVSFKGGT IADPRYFTVSTNG
Shjct 601 NMVVARLGUDEVRVYSRHSGTHMIQIGPTISADDILTSGSSVSFKGGTIADPRYFTVSING 660

Query 661 DKVYEYSDEAPITVIGASNRFCGLGLEKGNNYATGRISTHAMLDGGSSAGSGVVAGYTHA 720
DKVYEYSDEAPITVIGASNRFCGLGLEKGHNYATGRISTHANLDGGSSAGSGVVAGYTNA
Sbjct 661 DKVYEYSDEAPITVIGASNRFCGLGLEKGNNYATGRISTHAMLDGGSSAGSGVVAGYTNA 720

Query 721 GLTNLILWKGTQAQYDALPTKSPNGIVWEG 751
GLTNLILUKGTQ QYDALPTKSPNGIYVVEG
Sbjct 721 GLTNLILWKGTQVQYDALPTKSPNGIVWEG 751
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Download v GenPept Graphics

minor tail protein [Mycobacterium phage KlimbOn]
Sequence ID: AXQ63986 1 Length: 751 Number of Matches: 1

Range 1: 1 to 751 Genbept Grag

Score Expect Method Tdentities Positives Gaps
1510 bits(3910) 0.0 Compositional matrix adjust. 749/751(99%) 750/751(99%) 0/751(0%)

Query 1 MIVELPGRAPTTDGELARQFHERIRRLENPRSVRVGPUVIATDPITGDLKASRPGOTLHL 60
HTVELPGRAPTTDGEL ARQFHERTRRL ENPRSVRVGPHVIATDP TTGDLKASRPGOTLHL
Shjct 1 MIVELPGRAPTTDGELARQFHERIRRLENPRSVRVGPUVIATDPITGDLKASRPGQTLHL 68

Query 61  GGDQPVEVVEQSLSLSKFVTKDDLDAALDGIEAGGGDNDSVWAQLYEKLTGILSPTNALN 120
‘GGDQPVEVVEQSL SLSKFVTKDDLDAALDGTEAGGGDNDSVWAQLYEKL TGILSPTNALN
Sbjct 61  GGDQPVEVVEQSLSLSKFVTKDDLDAALDGIEAGGGDNDSVMAQLYEKLTGILSPTNALN 120

Query 121 ALANFFRLELGAPITSSRLPLLPLSHIRPISPNLLTDGSFDYEETLSGFPDWDHDDTVGR 180
ALANFFRLELGAPITSSRLPLLPLSHIRPISPNLLTDGSFDYEETLSGFPDNDKDDTVGR.
Sbjct 121 ALANFFRLELGAPITSSRLPLLPLSHIRPISPNLLTDGSFDYEETLSGFPDWDHDDTVGR 180

Query 181 NKPGSAYTVADGTTHTIHSNSIEVGLDDRLNVEVYARUAELVASGAAIKLDISCYRDDGS 240
NKPGSAYTVADGTTHT THSNS TEVGLDDRLNVEVYARNAELVASGAATKLDISCYRDDGS
Sbjct 181 NKPGSAYTVADGTTHTIHSNSIEVGLDDRLNVEVYARUAELVASGAAIKLDISCYRDDGS 240

Query 241 PVFSGPITLDSRTVSGTASGHTKLSVTNUDVPDEARHVVVELTVTSGATAGVVHFDDAGC 300
PVFSGPITLDSRTVSGTASGUTKLSVTNIDVPDEARHVVVEL TVTSGATAGVVHFDDAGC
Sbjct 241 PVFSGPITLDSRTVSGTASGHTKLSVTNUDVPDEARHVVVELTVTSGATAGVVHFDDAGE 300

Query 301 FKIGTHPQSYISGLVEGLNALWQGIQARIDDFLDLLOVFGGFNVGDHIGOLTDVVTRLOH 360
FKIGTHPQSYISGLVEGLNAL KQGTQARTDDF LDL LDVFGGFNVGDHTGQLTOVVTRLOH
Sbjct 301 FKIGTHPQSYISGLVEGLNALWOGIQARIDDFLDLLDVFGGFNVGDHIGOLTOWTRLOH 360

Query 361 LNPLNGLFDASKLGNIANIPHIAQERISGLVTALNEAGQGIRDAIVOALGGSGTGHSNTD 420
LNPLNGL FDASKLGNI ANTPHT AQERTSGLVTALNEAGQGTRDATVOALGGSGTGHSNTD
Sbjct 361 LNPLNGLFDASKLGNIANTPHIAQERTSGLVTALNEAGQGTRDATVQALGGSGTGHSNTD 420

Query 421 VLNALHNIPASVVNTATAGASNIENALQQAIDSVIAGAGDLIGSGFGFADMIAQLTGLRR 480
VLNALHNIPASVVNTATAGASNIENALQQATDSVI AGAGDL IGSGFGFADHTAQLTGLRR
Sbjct 421 VLNALMNIPASVVNTATAGASNIENALQQAIDSVIAGAGDLIGSGFGFADMIAQLTGLRR 480

Query 481 ATAGTAAAVVNLQSQUANLDPAANSEVVDFGEFANSASPPSHETKVSDTGAGSTILTNGY 540
ATAGTAAAVVNLQSQUANL DPAANSEVVDF GEF ANSASPPSHF TKVSDTGAGSIILTNGV.
Shjct 481 ATAGTAAAVVNLQSQVANLDPAANSEVVDFGEFANSASPPSMFTKVSDTGAGSTILTNGY 540

Query 541 LAUNSADAVGREFYLYNGGPLQTDLFEVQVVLPSVPSHGIFGLDSTNYVYLIGRSDATGN 600
LALINSADAVGREF YL YNGGPLQTDLFEVQUVLPS+PSHGTFGLDSTNYVYL IGRSDATGH
Sbjct 541 LAUNSADAVGREFYLYNGGPLQTDLFEVQVVLPSHPSHGIFGLDSTNYVYLIGRSDATGN 600

Query 601 NMVVARLGUDEVRVYSRNSGTHIQIGPTISADDILTSGSSVSFKGGTIADPRYFTVSING 660
IVVARL GHDEVRVYSRNSGTMTQIGPT ISADDI L TSGSSVSFKGGTIADPRYFTVSTNG
Shjct 601 NMVVARLGUDEVRVYSRHSGTHMIQIGPTISADDILTSGSSVSFKGGTIADPRYFTVSING 660

Query 661 DKVYEYSDEAPITVIGASNRFCGLGLEKGNNYATGRISTHAMLDGGSSAGSGVVAGYTHA 720
DKVYEYSDEAPTTVIGASNRFCGLGLEKGHNYATGRISTHAMLDGGSSAGSGVVAGYTNA
Sbjct 661 DKVYEYSDEAPITVIGASNRFCGLGLEKGNNYATGRISTHAMLDGGSSAGSGVVAGYTNA 720

Query 721 GLTNLILWKGTQAQYDALPTKSPNGIVWEG 751
GLTNLILUKGTQ QYDALPTKSPNGIYVVEG
Sbjct 721 GLTNLILWKGTQVQYDALPTKSPNGIVWEG 751
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Sequences producing significant alignments: (bits) Value
Usavi_Draft_32, function unknown, 448 o1s o0
Oliverualter_32, minor tail protein, 448 512 e
Nacho_0032, Function unknown, 448 012 o0
Hikota_32, minor tail protein, 448 512 e
Frankicide Draft_32, function unknown, 448 012 o0
Daka_Draft_31, function unknown, 448 012 o0
Crownjwl_32, minor tail protein, 445 512 e
AbsoluteMadLad_31, minor tail protein, 448 512 e
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SDchargell_32, minor tail protein, 448 513 e
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O hypothetical protein Nacho_0032 [Mycobacterium phage Nacho] 852 852 99% 00 100.00% AGC339911

O minor Mycobacterium phage Shivall 851 851 99% 00 9078% YP 0091892701

O minor [Mycobacterium phage Soto] 851 851 99% 00 9078% YP 0091008411

O minor tail protein [Mycobacterium phage JacAttac] 850 850 99% 00 99.55% YP 0090183451

O hypothetical protein SEA_PLACALICIOUS_31 [Mycobacterium phage Placalicious] 850 850 99% 00 99.55% AXH6I21

O minor Mycobacterium phage Phieuron] 850 850 99% 00  9055% AWY0371

O minor [Mycobacterium phage Boehler] 849 849 99% 00 9078% QNOI2M451

O minor [Mycobacterium phage Prann] 849 849 99% 00  9955% APD2M0751

O minor [Mycobacterium phage Rolief] 849 849 99% 00 9955% AZS124681

O minor tail protein [Mycobacterium phage EmpTee] 848 848 99% 00 9055% AIDS3L1

O minor [Mycobacterium phage Suffolk] 848 848 99% 0.0 99.55% YP_009005679.1

O minor [Mycobacterium phage Vivald] 848 848 99% 00 9955% AIMS02641

O minor [Mycobacterium phage Hetaeria] 848 848 99% 00 99.33% ALAWSGAI1

O minor Mycobacterium phage Manad] 848 848 99% 00 9955% YP_0090433061

O hypothetical protein ABU_32 [Mycobacterium phage ABU] 848 848 99% 00 9955% AFJI1981
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hypothetical protein Nacho_0032 [Mycobacterium phage Nacho]
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‘minor tail protein [Mycobacterium phage ShiVall
Sequence ID: YP_009189270 1 Length: 448 Number of Matches: 1
> See 1 more title(s)

Range 1: 1 to 448 GenPey

Score Expect Method Tdentities Positives Gaps
851 bits(2199) 0.0 Compositional matrix adjust. 447/448(99%) 447/448(99%) 0/448(0%)

Query 1 MGVYIGNTPISKIMAGASPNAGKVYIGSTQUWPEVEFPLVYEDVNLTDALVPAGATALVI 60
MGVYIGNTPTSKIMAGASPNAGKVYIGS TQVHPEVEFPLVYEDVNL TDALVPAGATALVI
Sbjct 1 MGVYIGNTPISKIHAGASPNAGKVYIGSTQUWPEVEFPLVYEDVNLTDALVPAGATALVI 60

Query 61  EQLVGGGASGLAGQNQSGAGTYTNRGGTGGGGGAVIGQHIIPISELGPTFSLOIGAGGEQ 120
EQLVGGGASGLAGQNQSGAGTY TNRGGTGGGGGAVIGQHT TPTSELGPTFSLOTGAGGEQ
Sbjct 61  EQLVGGGASGLAGQNQSGAGTYTNRGGTGGGGGAVIGQHIIPISELGPTFSLQIGAGGEQ 120

Query 121 STSDTTRNNGGPTIFSSGSIVLTAGGGTANGGVASQSGQWYVPHANGTAGGVNNTHGGAA 180
STSDTTRNNGGPTIFSSGSIVLTAGGGTANGGVASQSGQNYVPHANGTAGGVNNTHGGAR
Sbjct 121 STSDTTRNNGGPTIFSSGSIVLTAGGGTANGGVASQSGONYVPHANGTAGGVNNTHGGAA 180

Query 181 GGAEGVSYSHSGNPQNDNEKIDALSADPAGTANQULPGGLKPGNGGSQSGTGHRPGGSGG 240
GGAEGVSYSHSGNPONDNEKWDAL SADPAGT AMQVLPGGL KPGNGGSQSGTGHRPGGGGE
Sbjct 181 GGAEGVSYSHSGNPQNDNEKIDALSADPAGTAMQVLPGGLKPGNGGSQSGTGHRPGGSGG 240

Query 241 GGKGRSSSSRGVGGRGGDGYARIYFINTSYKRDITRVYTTAGAWTWTPPPWAVAGTKIDI 300
GGKGRSSSSRGVGGRGGDGYARIYF INTSYKRDITRVYTTAGANTHTPPPHAVAGTKIDI
Sbjct 241 GGKGRSSSSRGVGGRGGDGYARIYFINTSYKRDITRVYTTAGAWTWTPPPWAVAGTKIDI 300

Query 301 VMFPGGRAGKNGATFGGAGRGGLAGTPVTATLTVGTDIPVSGALTGVVGAGGASNGAAGG 360
VMFPGGRAGKNGATF GGAGRGGLAGTPVTATLTVGTDIPVSGAL TGVVGAGGASNGAAGE.
Sbjct 301 VMFPGGRAGKNGATFGGAGRGGLAGTPVTATLTVGTDIPVSGALTGVVGAGGASNGAAGG 360

Query 361 VSTCTTVGLTAPVNNADASGQDGGNAPNVTLNGITYPGGRGGSSGTSSSAGEDGQDPGGG 420
VSTCTTVGLTAPVHNADASGQDGGNAPNVTLNGI TYPGGRGGSSGT S55AGEDGQDPGGE
Shjct 361 VSTCTTVGLTAPVNNADASGQDGGNAPNVTLNGITYPGGRGGSSGTSSSAGEDGQDPGGG 420

Query 421 GEGGGSLIVGLAGGAGGKGRVYVRVYEV 443
GEGGGSLT GLAGGAGGKGRVYVRVYEV
Sbjct 421 GEGGGSLIAGLAGGAGGKGRVYVRVYEV 443
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MPFGANPTPQITPRVTPRGHFKDTPELPVDREIGHHAVLTLDAVDLGDAAQTMTLEALKS 60

LALANLAASTQSLELQQIAGLSFANT IPPAQALALKKIAL LNLSGVALPTQALALAKVLG 128
LALANLAASTQSLELQQIAGISFAN+IPPAQALALKKIAL LNLSGVALPTQALALAKVLG.
LALANLAASTQSLELQQTAGTSFANHTPPAQALALKKTAL LNLSGVALPTQALALAKVLG 126

TALSSHGISTQALDLGKVTVAMATDSPAAQLLTLTKKGVLSLNSTATSTQQULARVAS 188
TALSSMGISTQALDLGKVVTVAMATDSPAAQLLTLTKKGVLSLNSTATSTQQULARVAS
TALSSHGTSTQALDLGKVWTVAMATDSPAAQLLTLTKKGVLSLNSTATSTQQULARVAS 188

LILSTSLATSVQSGLATGFPPLTATTVTFTNTTNIQSHTFPRNAEWLAVCLGGGCGGRG 248
LI+STSLATSVQSGLAFGFPPLTATTVTFTNTTNLQSHTFPRNAELAVCLGGGCGGRG
LIMSTSLATSVQSGLAVGFPPLTATTVTFTNTTNIQSHTFPRNAEWLAVCLGGGCGERG 248

GGPVLAGGGGYAGSYGTVLLRRGVDIPHSTTHFYHIVGPGSAGSSGGYIVSDPSPGTASL 300
‘GGPVLAGGGGYAGSYGTVLLRRGUDIPHSTTHFYHINVGPGSAGSSGGY+VSDPSPGTASL
‘GGPVLAGGGGYAGSYGTVLLRRGVDIPHSTTHFYHIVGPGSAGSSGGYLVSDPSPGTASL 300

CTTTALATLASGSGGGPHYSTQRGQDAPDLSYHGISAVGGKASGGSATPGGVPGGGGHGA 360
CTTTALATLASGSGGGPHYSTQRGQDAPDL SYNGTSAVGGKASGGSATPGGVPGGGGHGA
CTTTALATLASGSGGGPHYSTQRGQDAPDLSYNGTSAVGGKASGGSATPGGVPGGGGHGA 360

NPGSLVLPGGAGGAGGRGQIWARAFQ 386
PGS VLPGGAGGAGGRGQIWARAFQ
NPGSFVLPGGAGGAGGRGOIWARAFQ 386
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MPFGHNPTPQITPRVTPRGHFKDTPEL PVDREIGUNAVLTLDAVDLGDAAQTHTLEAL ++
Sbjct 1 MPFGNNPTPQITPRVTPRGHFKDTPELPVDRETGHWAVLTLDAVDLGDAAQTHTLEALKS 60

Query 61  LALANLAASTQSLELQQIAGISFANIIPPAQALALKKIALLNLSGVALPTQALALAKVLG 120
LALANLAASTQSLELQQIAGISFAN+TPPAQALALKKTALLILSGVALPTQALALAKVLG
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GGPVLAGGGGYAGSYGTVL LRRGVDIPWSTTHFYIINVGPGSAGSSGGY+VSDPSPGTASL
Sbjct 241 GGPVLAGGGGYAGSYGTVLLRRGVDIPHSTTHFYHNVGPGSAGSSGGYLVSDPSPGTASL 300

Query 301 CTTTALATLASGSGGGPHYSTQRGQDAPDLSYNGISAVGGKASGGSATPGGVPGGGGNGA 360
CTTTALATLASGSGGGPNYSTQRGQDAPDL SYNGI SAVGGKASGGSATPGGVPGGGGNGA
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Query 361 NPGSLVLPGGAGGAGGRGOINARAFQ 386
PGS VLPGGAGGAGGRGQIHARAFQ
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Virgeve_33, function unknown, 129 261 5e-70
Veritas_33, function unknown, 129 261 se-70
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Sbjct: 1 MAVGPTAYLVNKLLDHALRGVAYTPPSVIYFKGHIGDPGAAGANNASAQTARVAVTFLAA 60

Query: 61 SGGTVLLTGTPEITLNATETITHGSLWDTAGPTGGCLWTAQATVSKGGVSGDIIRLSGF 120
SGGTVLLTGTPEITLNATETITHGSLUDTAGPTGGNCLWTAQATVSKGGVSGDIIRLSGF
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Sbjct: 1 MAVGPTAYLVNKLLDHALRGVAYTPPSVIYFKGHIGDPGAAGANNASAQTARVAVTFLAA 60

Query: 61 SGGTVLLTGTPEITLNATETITHGSLWDTAGPTGGCLWTAQATVSKGGVSGDIIRLSGF 120
SGGTVLLTGTPEITLNATETITHGSLUDTAGPTGGNCLWTAQATVSKGGVSGDIIRLSGF
Sbjct: 61 SGGTVLLTGTPEITLNATETITHGSLWDTAGPTGGNCLWTAQATVSKGGVSGDIIRLSGF 120
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Sbjct 1 MAVGPTAYLVNKLLDHALRGVAYTPPSVIYFKGHIGDPGAAGANNASAQTARVAVTFLAA 60

Query 61  SGGTVLLTGTPEITLNATETITHGSLUDTAGPTGGNCLWTAQATVSKGGVSGDIIRLSGF 120
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Sequences producing significant alignments:

Zaider_36, function unknown, 128
uindsor_34, function unknown, 128
Vivaldi_35, function unknown, 128
Virgeve_34, function unknown, 125
Virapocalypse_35, function unknown, 125
Valjean_35, function unknown, 125
Vaishali2a_34, function unknown, 128
Tomlarah_35, function unknown, 128
Telesworld_34, function unknown, 128
Suffolk_35, function unknown, 128
Spartan300_35, function unknown, 128
Soto_35, function unknown, 128
slatt_35, function unknown, 128
Skippy_35, function unknown, 128
ShiVal_35, function unknown, 128
SDchargel1_35, function unknown, 125
Schadenfreude_34, function unknown, 128
Roy17_35, function unknown, 128
Roscoe_36, function unknown, 128
Roliet 35, function unknown, 128
Robyn_34, function unknown, 128
Riggan_35, function unknown, 128
Rediaple_34, function unknown, 128
ProfessorX_35, function unknown, 128
Prickles_35, function unknown, 128
Pops_35, function unknown, 128

Podrick 35, function unknown, 128
Plmatters_35, function unknown, 128
Pipsqueak 35, function unknown, 128
Phipps_35, function unknown, 128
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>Zaider_36, function unknown, 128
Length = 128

Score = 267 bits (683), Expect = 5e-72
Tdentities = 128/128 (166%), Positives = 128/128 (166%)

Query: 1 MTAPTPTPDSQUAVQWEAFAPEDSSVMPERPVLPEAPRSGTDEDTPENWARYQEAYGIVY
HTAPTPTPDSQUAVQUEAFAPEDSSVIPERPVLPEAPRSGTDEDTPENWARYQEAYGIYY
Sbjct: 1 MTAPTPTPDSQUAVQWEAFAPEDSSVMPERPVLPEAPRSGTDEDTPENWARYQEAYGIVY

Query: 61 EAMASYESLLAVLLADDANARTITNGFPDEALARQMVGIIRSANAGNPQTRAFRLVHSAP
EAMASYESLLAVLLADDANKRT LTNGFPDEALARQHVGLIRSANAGNPQTRAFRLVMSAP.
Sbjct: 61 EAMASYESLLAVLLADDANARTITNGFPDEALARQMVGIIRSANAGNPQTRAFRLVWSAP

Query: 121 IVWHIADE 125
TVWHIADE
Shjct: 121 IVWHIADE 125

>uindsor_34, function unknown, 128
Length = 128

Score = 267 bits (683), Expect = 5e-72
Tdentities = 128/128 (166%), Positives = 128/128 (166%)

Query: 1 MTAPTPTPDSQUAVQWEAFAPEDSSVMPERPVLPEAPRSGTDEDTPENWARYQEAYGIVY
HTAPTPTPDSQUAVQUEAFAPEDSSVIPERPVLPEAPRSGTDEDTPENWARYQEAYGIYY
Sbjct: 1 MTAPTPTPDSQUAVQWEAFAPEDSSVMPERPVLPEAPRSGTDEDTPENWARYQEAYGIVY

Query: 61 EAMASYESLLAVLLADDANARTITNGFPDEALARQMVGIIRSANAGNPQTRAFRLVHSAP
EAMASYESLLAVLLADDANKRT LTNGFPDEALARQHVGLIRSANAGNPQTRAFRLVMSAP.
Sbjct: 61 EAMASYESLLAVLLADDANARTITNGFPDEALARQMVGIIRSANAGNPQTRAFRLVWSAP

Query: 121 IVWHIADE 125
TVWHIADE
Shjct: 121 IVWHIADE 125
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RID B6SHTSY0OIN (Expires on 07-17 05:57 am)
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3 Alignments  Download ~ GenPept Gray Distance tree of resuits Multiple alignment o
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O hypothetical protein PBI_SUFFOLK_35 [Mycobacterium phage Suffolk] 259 259 99% 8e-87 100.00% YP_009005682.1

O hypothetical protein SEA_ZELDA_35 [Mycobacterium phage Zelda] 258 258 99% 1e86 99.22% AZF952071

O hypotheical protein AU108_gp35 [Mycobacterium phage Eremos] 258 258 99% 1e86 99.22% YP 0091911291

O hypothetical protein AU159_gp035 [Mycobacterium phage Colbert] 258 258 99% 2e86 99.22% YP 0091910291

O hypothetical protein SEA_DIRTJUICE_35 [Mycobacterium phage DirtJuice] 257 257 99% 3e86 99.22% QNO122471

O hypothetical protein Crownjwl_35 [Mycobacterium phage Crownjul] 257 257 99% 4e86 99.22% AYDS3R11

O hypothetical protein SEA_AELIN_34 [Mycobacterium phage Aelin] 257 257 99% 6e86 99.22% QSL9%OT21

O hypothetical protein SEA_MIKOTA_35 [Mycobacterium phage Mikota] 256 256 99% 6e86 99.22% ATN909TA1

O hypothetical protein PBI_PG1_35 [Mycobacterium phage PG1] 256 256 99% 7e-86 9922% NP 9438131

O hypothetical protein SEA_CHUNKY_35 [Mycobacterium phage Chunky] 256 256 99% 1e85 98.44% AVM94011

O hypothetical protein SEA_CHARLIEGBROWN_34 [Mycobacterium phage ChariieGBrown] 256 256 99% 1e85 99.22% AOQ287991

O hypothetical protein M046_gp35 [Mycobacterium phage Newman] 255 255 99% 2e85 97.66% YP 0080521121

O hypothetical protein CL79_gp034 [Mycobacterium phage Oline] 253 253 99% 2e-84 9766% YP 0090142961
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hypothetical protein PBI_SUFFOLK_35 [Mycobacterium phage Suffolk]
Sequence ID: YP_009005682.1 Length: 128 Number of Matches: 1
> See 71 more title(s)
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Starts: 10 ORF Start : 33786 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORF Stop :34343  5'End *® M
ORF Length: 558 3'End 430

| | I [T |
Shine D |algarno |Sequence of the Region |Start|start ORF

2 |Score |Space Upstream of the Start  |Codon|Position [Length

1 240 s AGACGATCACTCACGGATCACT GIG  338l1€ s28

2 5€7 7 GGCCAACGGGCGGCAACTGCTT |GIG 33852 492

3 33¢ 7 GCCTCGCAGCGTAAGGGAGAAC |ATG 33557 387

4 210 s GACCCCTGATTCACAGTGGGCT |GTG | 3399¢ 348

s 28€ € GTTCGCGCCCGAGGACAGCAGT GIG 34032 312

€ 357 8 CGCGCCCGAGGACAGCAGTIGIG ATG 34035 308

7 221 € TTATGGGATCTACGTCGAGGCC ATG 34143 201

8 4€2 8 TTCCTACGAGAGICTGCTTGCG GIG 34170 174

S 435 S CGACGAGGCGCTCGCGAGGCAG  ATG 34242 102

10 378 7 TCAGACGCGCGCGTITCCGGCIC GTIG 34302 42
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Jinghui Zhang, Zheng Zhang, bebb Miller, and David J. Lipman (1997),
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Sequences producing significant alignments:

Vortex_36, function unknown, 216
Vivaldi_36, function unknown, 216
Vaticaneos_36, function unknown, 216
Tallgrassi_36, function unknown, 216
Sophia_35, function unknown, 216
Queengeane_36, function unknown, 216
PinheadLarry_36, function unknown, 216
Osmaxinus_36, function unknown, 216
Grand2040_35, function unknown, 216
Eremos_36, function unknown, 216
Daffy_36, function unknown, 216
Cosmollile_35, function unknown, 216
Colbert_36, function unknown, 216
CanL_36, function unknown, 216
YouGoGlencoco_36, function unknown, 216
Yoshand_36, function unknown, 216
waterdiva_36, function unknown, 216
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>Vortex_36, function unknown, 216
Length = 216

Score = 455 bits (1171), Expect = e-128
Tdentities = 216/216 (166%), Positives = 216/216 (166%)

Query: 1 MMSTPRVCLSENLAVSPDGKLRLPRUSVVRIVGDIVVASAGDTTKLLISDTLPGROLIEG 60
MSTPRVCLSENLAVSPDGKLRLPRISVVRIVGDIVVASAGDTTKLLISDTLPGROLIEG
Shjct: 1 MMSTPRVCLSENLAVSPDGKLRLPRUSVVRIVGDIVVASAGDTTKLLISDTLPGROLIEG 60

Query: 61  RLAWTNDSPVEQQLRVEVTRRYRRWVTSHPNATEFRDRWSVVIPEGDPLIDPAEPDVSD 120
RLAWTNDSPVEQQLRVEVTRRYRRWVTSNPNATEFRDRWSHVVIPEGDPL IDPAEPDVSD.
Shjct: 61  RLAWTNDSPVEQQLRVEVTRRYRRWVTSHPNATEFRDRWSHVVIPEGDPLIDPAEPDVSD 120

Query: 121 TFNGKTGSAGDIQTNTVAEPLPGVFRHUWGTTTSEEWIPDVLAPGDTFSMAYRAYVWTPP 180
TFNGKTGSAGDIQTNTVAEPLPGVFRHWWGT TTSEEWIPDVLAPGDTFSMUYRAYVWTPP
Shjct: 121 TFNGKTGSAGDIQTNTVAEPLPGVFRHMGTTTSEEWIPDVLAPGDTFSMUYRAYVKTPP 180

Query: 181 PUSDNANKNAPTHAAEAGYSRLOLTAYPAQGKVWG 216
PUSDNANKNAPTHAAEAGYSRLQLTAYPAQSKVWG
Sbjct: 181 PUSDNANKNAPTHAAEAGYSRLOLTAYPAQGKVWG 216

>Vivaldi_36, function unknown, 216
Length = 216

Score = 455 bits (1171), Expect = e-128
Tdentities = 216/216 (166%), Positives = 216/216 (166%)

Query: 1 MMSTPRVCLSENLAVSPDGKLRLPRUSVVRIVGDIVVASAGDTTKLLISDTLPGROLIEG 60
MSTPRVCLSENLAVSPDGKLRLPRISVVRIVGDIVVASAGDTTKLLISDTLPGROLIEG
Shjct: 1 MMSTPRVCLSENLAVSPDGKLRLPRUSVVRIVGDIVVASAGDTTKLLISDTLPGROLIEG 60

Query: 61  RLAWTNDSPVEQQLRVEVTRRYRRWVTSHPNATEFRDRWSVVIPEGDPLIDPAEPDVSD 120
RLAWTNDSPVEQQLRVEVTRRYRRWVTSNPNATEFRDRWSHVVIPEGDPL IDPAEPDVSD.
Shjct: 61  RLAWTNDSPVEQQLRVEVTRRYRRWVTSHPNATEFRDRWSHVVIPEGDPLIDPAEPDVSD 120

Query: 121 TFNGKTGSAGDIQTNTVAEPLPGVFRHUWGTTTSEEWIPDVLAPGDTFSMAYRAYVWTPP 180
TFNGKTGSAGDIQTNTVAEPLPGVFRHWWGT TTSEEWIPDVLAPGDTFSMUYRAYVWTPP
Shjct: 121 TFNGKTGSAGDIQTNTVAEPLPGVFRHMGTTTSEEWIPDVLAPGDTFSMUYRAYVKTPP 180

Query: 181 PUSDNANKNAPTHAAEAGYSRLOLTAYPAQGKVWG 216
PUSDNANKNAPTHAAEAGYSRLQLTAYPAQSKVWG
Sbjct: 181 PUSDNANKNAPTHAAEAGYSRLOLTAYPAQGKVWG 216




image385.png
Edit and Resubmit ~Save Search Strategies ~ »Formatting options > Download YoulflJ How to read this page  Blast report description ~~ NEW  Click here to use the new BLAST results page

Job title: Protein Sequence

RID B667RT17013 (Expires on 07-17 06:08 am)

Database Name nr

Desc All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding envi
WGS projects

Program BLASTP 2.14.1+ b

Query ID cl|Query_44387
Description unnamed protein product
Molecule type amino acid
Query Length 217

nmental samples from

ation

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

©graphic Summary

© show Conserved Domains
No putative conserved domains have been detected

Distribution of the top 100 Blast Hits on 100 subject sequences &
Mouse over to se the fitle, click to show alignments

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

S

1 40 80 120 160 200





image386.png
0O0O0O0OOD0DO0OO0DO0OODOOD0DOOOO

Description

~hypothetical protein AU159_gp036 [Mycobacterium phage Colbert]
hypothetical protein SEA_CARTHAGE_34 [Mycobacterium phage Carthage]
~hypothetical protein VISTA_36 [Mycobacterium phage Vista]

hypothetical protein SEA_KLOPPINATOR_36 [Mycobacterium phage Kloppinator]
hypothetical protein UNCLEHOWIE_36 [Mycobacterium phage UncleHovie]
hypothetical protein PBI_PG1_36 [Mycobacterium phage PG1]

hypothetical protein SEA_TONI_35 [Mycobacterium phage Toni]

hypothetical protein SEA_JAKEQ_35 [Mycobacterium phage JakeO]

hypothetical protein SEA_DERPP_35 [Mycobacterium phage Derpp]
hypothetical protein SEA_BOEHLER_36 [Mycobacterium phage Boehler]
9036 [Mycobacterium phage Shival]

hypothetical protein SEA_PODRICK_36 [Mycobacterium phage Podrick]

hypothetical protein M046_gp36 [Mycobacterium phage Newman]
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hypothetical protein AU159_gp036 [Mycobacterium phage Colbert]
Sequence ID: YP_009191030.1 Length: 216 Number of Matches: 1
> See 13 more title(s)

Range 1: 1 to 216 GenPept Graphics

Score

437 bits(1125) 1e-154 Compositional matrix adjust. 216/216(100%) 216/216(100%) 0/216(0%)
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TENGKTGSAGDIQTNTVAEPLPGVFRHWHGT TTSEENTPDVLAPGDTF SHWYRAYVWTPP.
TFNGKTGSAGDIQTNTVAEPLPGVFRHWHGTTTSEENTPDVLAPGDTF SHWYRAYVWTPP.
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hypothetical protein SEA_CARTHAGE_34 [Mycobacterium phage Carthage]
Sequence ID: QBI9B307.1 Length: 216 Number of Matches: 1

Range 1: 1 to 216 GenPept Graph
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; DUF6807 ; Family of unknown function
(DUF6807)

Aspergillopepsin II heavy chain;
aspergillopepsin II, proctase A, beta
sandwich structure, HYDROLASE; HET:
S04; 1.4A {As
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Aspergillopepsin II {Aspergillus niger
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Starts : 14 ORF Start : 34211 Cdn1 Cdn2 Cdn3 Length

Selected: 1 ORFStop :34330 5End[500 1000 583 36
ORF Length: 780 3End 521 870 611 649

Shine D |algarno |Sequence of the Region [Start|Start  [ORF

¢ |score |space |Upstream of the Start |Codon[Position |Length
1 378 s AGACGCGCGCGTTCCGGCTCGT |GTG (34304 €87
2 357 s TCGTCTGGCACATCGCGGACGA |GTG 34340  |€51
3 231 7 TCTGGCACATCGCGGACGAGTG |ATG 34343 (€48
4 378 7 GAGGCTGCCTCGGTGGTCAGTIC GIG 34424 5€7
s 300 9 TGACAGCCCGGTCGAGCAGCAG TIG 34555 432
€ 399 7 CCGTGACCGCTGGTCGTGGGTIC GIG 34€4¢ 345
7 357 8 CATCGATCCGGCTGAGCCCGAT GIG 34651 300
8 345 9 CGTTGCCGAGCCGCTGCCCGGT  GTG 347€3 222
S 525 8 CTCGGAAGAGTGGATACCGGAC GTIG 34820 171
10 (420 8 CGCGCCCGGCGACACGTICICG  ATG 34847 144
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, bebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3202.
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Sequences producing significant alignments:

Zelda_37, function unknown, 199
Zaider_38, function unknown, 199
YouGoGIencoco_37, function unknown, 199
Yoshand_37, function unknown, 199
Xavier_36, function unknown, 199
uaterdiva_37, function unknown, 199
Vortex_37, function unknown, 199
Vivaldi_37, function unknown, 199
Vista_37, function unknown, 199
Virapocalypse_37, function unknown, 199
Vaishali24_36, function unknown, 199
Usavi_Draft_37, function unknown, 199
Uncleowie_37, function unknown, 199
Uach1_37, Function unknown, 199
True_36, function unknown, 199
Tooj_37, function unknown, 199
TonBonbadil 37, function unknown, 199
Tinmi_36, function unknown, 199
ThreeOh3D2_37, function unknown, 199
Telesworld_36, function unknown, 199
TallGrassi_37, function unknown, 199
Swish_37, function unknown, 199

Surely 37, function unknown, 199
Suffolk_37, function unknown, 199
Squiggle_37, function unknown, 199
Sauid 37. function unknown. 199
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>zelda_37, function unknown, 199
Length = 199

Score = 411 bits (1057), Expect = e-115
Tdentities = 199/199 (166%), Positives = 199/199 (166%)

Query: 1 MSLKLCTGEVMLSTVAGLGPSRGHFPRVLTEQHLESTKDGETKLSPOPVTMIDGOLTWEN 60
HSLKLCTGEYMLSTVAGLGPSRGHFPRVLTEQHL ESTKDGETKLSPOPVTMIDGDLTWEN
Shjct: 1 MSLKLCTGEYMLSTVAGLGPSRGHFPRVLTEQHLESTKDGETKLSPOPVTMIDGOLTWFN 60

Query: 61 NSDDRVRVFVLVHTAPRDITAQHPSTVVIHDAWSHRVGRAPSADFPSATRIISFGGRLOLD 120
NSDDRVRVFVLVHTAPRDITAQHPS TVVIHDAWSHRVGRAPSADFPSATRIISFGGRLOLD
Shjct: 61 NSDDRVRVFVLVHTAPRDITAQHPSTVVIHDAWSHRVGRAPSADFPSATRIISFGGRLOLD 120

Query: 121 RASVARDAVKFGRFFLTGDDQQAWVDLGIVRPQQSFHFRYRAAVQTPGTWVTPSELEPRM 180
RASVARDAVKFGRFF LTGDDQQAVDL GIVRPQQSFHFRYRAAVQTPGTHVTPSELEPRW
Shjct: 121 RASVARDAVKFGRFFLTGDDQOAWVDLGIVRPQQSFHFRYRAAVQTPGTWVTPSELEPRY 180

Query: 181 EAYARWTRLVALGGPVGES 199
EAYARWTRLVALGGPVGES.
Sbjct: 181 EAYARWTRLVALGGPVGES 199

>Zaider_38, function unknown, 199
Length = 199

Score = 411 bits (1057), Expect = e-115
Tdentities = 199/199 (166%), Positives = 199/199 (166%)

Query: 1 MSLKLCTGEVMLSTVAGLGPSRGHFPRVLTEQHLESTKDGETKLSPOPVTMIDGOLTWEN 60
HSLKLCTGEYMLSTVAGLGPSRGHFPRVLTEQHL ESTKDGETKLSPOPVTMIDGDLTWEN
Shjct: 1 MSLKLCTGEYMLSTVAGLGPSRGHFPRVLTEQHLESTKDGETKLSPOPVTMIDGOLTWFN 60

Query: 61 NSDDRVRVFVLVHTAPRDITAQHPSTVVIHDAWSHRVGRAPSADFPSATRIISFGGRLOLD 120
NSDDRVRVFVLVHTAPRDITAQHPS TVVIHDAWSHRVGRAPSADFPSATRIISFGGRLOLD
Shjct: 61 NSDDRVRVFVLVHTAPRDITAQHPSTVVIHDAWSHRVGRAPSADFPSATRIISFGGRLOLD 120

Query: 121 RASVARDAVKFGRFFLTGDDQQAWVDLGIVRPQQSFHFRYRAAVQTPGTWVTPSELEPRM 180
RASVARDAVKFGRFF LTGDDQQAVDL GIVRPQQSFHFRYRAAVQTPGTHVTPSELEPRW
Shjct: 121 RASVARDAVKFGRFFLTGDDQOAWVDLGIVRPQQSFHFRYRAAVQTPGTWVTPSELEPRY 180

Query: 181 EAYARWTRLVALGGPVGES 199
EAYARWTRLVALGGPVGES.
Sbjct: 181 EAYARWTRLVALGGPVGES 199
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RID B66UYRXBO13 (Expires on 07-17 06:19 am)

Query ID Icl|Query_81101 Database Name nr
Description unnamed protein product Description All non-redundant GenBank CDS translations+PDB-+SwissProt+PIR +PRF excluding en:
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Query Length 200 Program BLASTP 2.14.1+ b

onmental samples from
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Description

hypothetical protein PBI_PG1_37 [Mycobacterium phage PG1]
~hypothetical protein HL05_gp036 [Mycobacterium phage Manad]

hypothetical protein SEA_JILLIUM_36 [Mycobacterium phage Jillum]

~hypothetical protein AVU74_gp037 [Mycobacterium phage OSmaximus]
‘hypothetical protein CL79_gp036 [Mycobacterium phage Oline]

hypothetical protein THORA_37 [Mycobacterium phage Thora]

hypothetical protein I5G60_gp38 [Mycobacterium phage Saguaro]
hypothetical protein [Frankiaceae bacterium]

hypothetical protein 15G58_gp039 [Mycobacterium phage BirdsNes]
hypothetical protein SEA_ZENTENOO7_41 [Mycobacterium phage Zenteno07]
hypothetical protein SEA_VINCENZO_35 [Mycobacterium phage Vincenzo]
p32 [Mycobacterium phage Nigel]

hypothetical protein STINGER_32 [Mycobacterium phage

erl
hypothetical protein AVV09_gp35 [Mycobacterium phage BrownCNA]
hypothetical protein SEA_WALELIANO_34 [Mycobacterium phage Waleliano]
hypothetical protein BANE1_34 [Mycobacterium phage Bane1]

‘hypothetical protein FDIE4_gp35 [Mycobacterium phage Zemanar]

hypothetical protein 15G61 gp39 [Mycobacterium phage Quesadillal
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BIDownload v GenPept Graphics

hypothetical protein PBI_PG1_37 [Mycobacterium phage PG1]
Sequence ID: NP_943815.1 Length: 199 Number of Matches: 1
»See 158 more title(s)

Range 1: 1 to 199 GenPept Graphics
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; DUF6807 ; Family of unknown function
(DUF6807)

Aspergillopepsin II heavy chain;
aspergillopepsin II, proctase A, beta
sandwich structure, HYDROLASE; HET:
S04; 1.4A {As

b.29.1.20 (A:) automated matches
{Fungus (Scytalidium lignicola) [TaxId:
5539]} | CLASS: All beta proteins, FOLD:
Concan

b.29.1.20 (A:1-32,B:3-173)
Aspergillopepsin II {Aspergillus niger
[TaxId: 50611} | CLASS: All beta proteins,
FOLD: Conca
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Starts : 21 ORF Start : 34684 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop : 35586 5End 875 875 375 24 M
ORF Length: 903 3End|51.9 753 703 778
[ TTT [ 1T TIT [T T T 1 |
Shine D |algarno |Sequence of the Region |Start|start ORF
2 |Score |Space Upstream of the Start  |Codon|Position [Length
1 420 8 TGCCCGGTGTGTTCCGGCACTG |(GIG 34783 804
2 273 € GGGGCACCACGACCTCGGAAGA |GIG 34807 780
3 378 8 CGCCCGGCGACACGTTICTCGAT |GTG 348459 738
4 31s 8 CGATGTGGTACAGGGCCTACGT GIG 348€7 720
s 399 8 CCTACGTGTGGACACCGCCGCC GTIG 34882 708
€ 525 8 CTCAGGGCAAGGTGGTCGIGGG ATG 34987 €00
7 357 7 CAAGCTGTGTACTGGCGAATAC ATG 35017 570
8 294 7 TGGCGAATACATGCTCAGCACC GIG 35028 558
) 588 7 GTCGCGCGGEGTGETTCCCGCEGT GTG 350€8 519
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, bebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3202.

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters
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(208 letters)

Distribution of 100 Blast Hits on the Query Sequence

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

Sequences producing significant alignments: (bits) Value
Usavi_Draft_38, function unknown, 207 429 e-120
Schadenfreude_37, function unknown, 207 228 e-120
Prickles_38, function unknown, 267 228 e-120
Nacho_0038, function unknown, 207 228 e-120
Daka_Draft_37, function unknown, 207 228 e-120
Cornobble_Draft_37, function unknown, 267 228 e-120
Vortex_38, function unknown, 207 a5 e-119
Vivaldi_38, function unknown, 267 a5 e-119
Valjean_3, function unknown, 207 a5 e-119
Vaishali2a 37, function unknown, 207 a5 e-119
UncleHowie_38, function unknown, 207 a5 e-119
True_37, function unknown, 207 a5 e-119
Toni_37, function unknown, 207 a5 e-119
Tomlarah_38, function unknown, 267 a5 e-119
Tinmi_37, function unknown, 267 a5 e-119
TallGrassii_38, function unknown, 207 a5 e-119
Suffolk_38, function unknown, 207 a5 e-119
Squid_38, function unknown, 207 a5 e-119
Spartan300_3, function unknown, 207 a5 e-119
Soto_38, function unknown, 207 a5 e-119
Sophia_37, function unknown, 207 a5 e-119
Solosis_37, function unknown, 267 a5 e-119
simielle Draft_3, function unknown, 207 a5 e-119
ShiVal_38, function unknown, 207 a5 e-119
Sheila_38, function unknown, 207 a5 e-119
Serpentine_0038, function unknown, 207 a5 e-119
SDcharge11_38, function unknown, 207 a5 e-119
Scrick_Draft_39, function unknown, 207 a5 e-119

SassyCat97_37, function unknown, 207 25 e-119
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>Schadenfreude_37, function unknown, 267
Length = 207

Score = 429 bits (1102), Expect = e-120
Tdentities = 267/267 (166%), Positives = 267/267 (166%)

Query: 1 MTSPDCIDPDHFRVTADGGIEPQPWMQHRHVRSIGAAGRSGTYAVTGGGHKIVLIHGLOV 60
HTSPDCTDPDHFRVTADGGTEPQPHHQURHVRS TGAAGRSGTYAVTGGGHKIIVL THGLQV
Sbjct: 1 MTSPDCIDPDHFRVTADGGIEPQPWMQHRHVRSIGAAGRSGTYAVTGGGHKIVLIHGLOV 60

Query: 61 SYTNDTPVPQAVYGKITRGGCRVALQARSRAYLQUASGYQKHASDPGKLEVSSRIMGCGAD 120
SYTNDTPVPQAVYGKTTRGGCRVALQARSRAYLQVASGYQKHASDPGKL EVSSRIGCGAD
Sbjct: 61 SYTNDTPUPQAVYGKITRGGCRVALQARSRAYLQUASGYQKHASDPGKLEVSSRIMGCGAD 120

Query: 121 TGRGGTLGIGTQFCVIEQRQGMVTIPLAPERAGHPTLGPGESITARVEVKFVSEFWENTH 180
T6RGGTLGIGTQFCVIEQRQGHVT IPLAPERAGHPTLGPGESITARVEVKFVSEFKENTN
Shjct: 121 TGRGGTLGIGTQFCVIEQROGMVTIPLAPERAGHPTLGPGESITARVEVKFVSEFWENTH 180

Query: 181 IDGGASGSTSGYDSGATQLDLFAVPVL 207
IDGGASGSTSGYDSGATQLDLFAVPVL.
Shjct: 181 IDGGASGSTSGYDSGATQLDLFAVPVL 207

>prickles_38, function unknown, 267
Length = 207

Score = 429 bits (1102), Expect = e-120
Tdentities = 267/267 (166%), Positives = 267/267 (166%)

Query: 1 MTSPDCIDPDHFRVTADGGIEPQPWMQHRHVRSIGAAGRSGTYAVTGGGHKIVLIHGLOV 60
HTSPDCTDPDHFRVTADGGTEPQPHHQURHVRS TGAAGRSGTYAVTGGGHKIIVL THGLQV
Sbjct: 1 MTSPDCIDPDHFRVTADGGIEPQPWMQHRHVRSIGAAGRSGTYAVTGGGHKIVLIHGLOV 60

Query: 61 SYTNDTPVPQAVYGKITRGGCRVALQARSRAYLQUASGYQKHASDPGKLEVSSRIMGCGAD 120
SYTNDTPVPQAVYGKTTRGGCRVALQARSRAYLQVASGYQKHASDPGKL EVSSRIGCGAD
Sbjct: 61 SYTNDTPUPQAVYGKITRGGCRVALQARSRAYLQUASGYQKHASDPGKLEVSSRIMGCGAD 120

Query: 121 TGRGGTLGIGTQFCVIEQRQGMVTIPLAPERAGHPTLGPGESITARVEVKFVSEFWENTH 180
T6RGGTLGIGTQFCVIEQRQGHVT IPLAPERAGHPTLGPGESITARVEVKFVSEFKENTN
Shjct: 121 TGRGGTLGIGTQFCVIEQROGMVTIPLAPERAGHPTLGPGESITARVEVKFVSEFWENTH 180

Query: 181 IDGGASGSTSGYDSGATQLDLFAVPVL 207
IDGGASGSTSGYDSGATQLDLFAVPVL.
Shjct: 181 IDGGASGSTSGYDSGATQLDLFAVPVL 207
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RID B67JFD1V013 (Expires on 07-17 06:31 am)

Query ID Icl|Query_120002 Database Name nr
Description unnamed protein product Description All non-redundant GenBank CDS translations+PDB-+SwissProt+PIR +PRF excluding environmental samples from

Molecule type amino acid WGS projects

Query Length 208 Program BLASTP 2.14.1+ bCitation

ewer]

Analyze your query with SmartBLAST

Other reports: >Search Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment] [MSA

] Graphic Summary
© show Conserved Domains
No putative conserved domains have been detected

Distribution of the top 100 Blast Hits on 100 subject sequences &
Mouse over to se the fitle, click to show alignments

Color key for alignment scores
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A Allgnments OI TESUILS VUILIDiE dugnment Al
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Analyze your query with SmartBLAST

©graphic Summary

© show Conserved Domains
No putative conserved domains have been detected

Distribution of the top 100 Blast Hits on 100 subject sequences &
Mouse over to se the fitle, click to show alignments

Color key for alignment scores

W<40 W40-50 W 50-80 W80-200
1 20 40 60 80 100





image426.png
i Alignments [ZDownload + GenPept Graphics Distance tree of resuits Multiple alignment o
Desciption e | e Accession

O hypothetical protein VISTA_40 [Mycobacterium phage Vista] 219 219 99% 1e71 100.00% YP_009016829 1
O hypothetical protein SEA_LULUMAE_39 [Mycobacterium phage Lulumas] 218 218 99% 3e71 99.04% ASZ734291

O hypothetical protein SEA_DERPP_39 [Mycobacterium phage Derpp] 217 217 99% 4e-71 99.04% A0Q28601.1

O hypothetical protein PBI_PG1_40 [Mycobacterium phage PG1] 216 216 98% 7e71 100.00% NP 9438181
O hypothetical protein AU098_gp039 [Mycobacterium phage Apizium] 216 216 98% 2e-70 99.03% YP_009191232.1
O hypothetical protein CL79_gp039 [Mycobacterium phage Oline] 215 215 98% 2e-70 99.03% YP_009014301.1
O hypothetical protein SEA_SERENDIPITY_40 [Mycobacterium phage Serendipity] 214 214 98% 5e70 99.03% AES27201

O hypothetical protein SEA_LEGOLAS_39 [Mycobacterium phage Legolas] 214 214 98% 6e70 99.03% AZS085961

O hypothetical protein SEA BOEHLER_40 [Mycobacterium phage Boeher] 214 214 98% 1e69 99.03% QNO121531

O hypothetical protein SEA_MELSMEOW_39 [Mycobacterium phage MelsMeou] 213 213 98% 369 98.06% UTN910991

O hypothetical protein ADAWI_35 [Mycobacterium phage Adawi] 163 163 98% 1e-49 71.84% YP_008530915.1
O hypothetical protein KNT58_gp37 [Mycobacterium phage Fortunato] 162 162 99% 4e-49 71.15% YP 0100892241
O gn37 [Mycobacterium phage Cooper] 161 161 98% 5e49 71.84% YP 6549341
O hypothetical protein I5G58_gp042 [Mycobacterium phage BirdsNest] 160 160 99% 2e-48 70.19% YP_0099495011
O hypothetical protein STINGER_35 [Mycobacterium phage Stinger] 160 160 99% 2e-48 70.19% YP 0090184501
(O hypothetical protein BANE1_37 [Mycobacterium phage Bane1] 160 160 98% 2e-48 70.87% YP_0085312641
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hypothetical protein VISTA_40 [Mycobacterium phage Vista]
Sequence ID: YP_009016829 1 Length: 104 Number of Matches: 1
b See 75 more title(s)

Range 1: 1 to 104 GenPest Gray
Score Expect Method Tdentities Positives Gaps
219 bits(557) 1e-71 Compositional matrix adjust. 104/104(100%) 104/104(100%) 0/104(0%)

Query 1 MMAAHNNRALRLKALGQGITNIMACPSMHVVLDLIEQLGAEASVSEAKSQTEARSELTRY 60
FMARHNWRALRLKALGQGITNIMACPSMHVVLDL TEQL GAEASVSEAKSQTEARSELTRY.
Shjct 1 MAAAHNNRALRLKALGQGTTNIMACPSMHVVLDLTEQLGAEASVSEAKSQTEARSELTRY 60

Query 61  YDKLYKPDITAKVINGESYFPPPPGFSDEEVEASFDAFLSNPMR 104
YDKLYKPDITAKVINGESYFPPPPGFSDEEVEASFDAFLSIPIR
Sbjct 61  YDKLYKPDITAKVINGESYFPPPPGFSDEEVEASFDAFLSNPYR 104

BIDownload v GenPept Graphics

hypothetical protein SEA_LULUMAE_39 [Mycobacterium phage Lulumae]
Sequence ID: ASZ73429.1 Length: 104 Number of Matches: 1
»See 1 more title(s)

Range 1: 1 to 104 GenPept Gray
Score Expect Method Tdentities Positives Gaps
218 bits(554) 3e-71 Compositional matrix adjust. 103/104(99%) 104/104(100%) 0/104(0%)

Query 1 MMAAHNNRALRLKALGQGITNIMACPSMHVVLDLIEQLGAEASVSEAKSQTEARSELTRY 60
FMAAHNWRALRLKALGQGITNIMACPSMHVVLDL I EQL GAEASVSEAKQTEARSELTRY.
Shjct 1 MAAAHNNRALRLKALGQGTTNIMACPSMHVVLDLTEQLGAEASVSEAKTQTEARSELTRY 60

Query 61  YDKLYKPDITAKVINGESYFPPPPGFSDEEVEASFDAFLSNPMR 104
YDKLYKPDITAKVINGESYFPPPPGFSDEEVEASFDAFLSIPIR
Sbjct 61  YDKLYKPDITAKVINGESYFPPPPGFSDEEVEASFDAFLSNPYR 104
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Score  E

Sequences producing significant alignments: (bits) Value
Prickles_41, function unknown, 135 264 6e-71
Manad_40, function unknown, 135 264 6e-71
KingVeVeve_41, function unknown, 135 268 6e-71
Daka_Draft_40, function unknown, 135 264 6e-71
Tooj_41, function unknown, 135 262 2e-70
Roliet 41, function unknown, 135 262 2e-70
Oliverialter_41, function unknown, 135 262 2e-70
Lopsy_Draft_38, function unknown, 135 262 2e-70
Colbert_a1, function unknown, 135 262 2e-70
YouGoGlencoco_41, function unknown, 135 261 se-70
Xavier_a0, function unknown, 135 261 se-70
uindsor_40, function unknown, 135 261 se-70
uaterdiva_41, function unknown, 135 261 se-70
Vortex_41, function unknown, 135 261 se-70
Vivaldi_41, function unknown, 135 261 se-70
Vista_41, function unknown, 135 261 se-70
Virgeve_40, function unknown, 135 261 5e-70
Virapocalypse_41, function unknown, 135 261 5e-70
Veritas_40, function unknown, 135 261 se-70
Valjean_41, function unknown, 135 261 5e-70
Usavi_Draft_a1, function unknown, 135 261 se-70
Uncleowie 31, function unknown, 135 261 se-70
UAch1_41, Function unknown, 135 261 se-70
True_30, function unknown, 135 261 se-70

Tomlarah_41, function unknown, 135 261 5e-70
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>prickles_41, function unknown, 135
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Sbjct: 1 MAVTAVLFETSGTRGNRLDPDVRDEIEALAPGLETGEVTTDKIANNAVTREKIDAGAVGS

Query: 61  VELDDDAVKAQHIDDGAVGTPALAAGSVTSEKTGIGVVTAEDASGPVEVKQYHTVAQY
VELDDDAVKAQHIDDGAVGTPALAAGSVTSEKTGTGVVTAEDASGPVEVKQVYHTVAQY
Sbjct: 61 VELDDDAVKAQHTDDGAVGTPALAAGSVTSEKTGTGVVTAEDASGNPVEVKOYHTVAQY

Query: 121 NALATKDPNTDYYLS 135
NALATKDPNTDYYLS
Sbjct: 121 NALATKDPNTDYYLS 135
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Tdentities = 135/135 (166%), Positives = 135/135 (166%)

Query: 1 MAVTAVLFETSGTRGNRLDPDVRDEIEALAPGLETGEVTTDKIANNAVTREKIDAGAVGS
MAVTAVLFETSGTRGNRLDPDVRDETEALAPGLETGEVTTDKTANNAVTREKIDAGAVGS
Sbjct: 1 MAVTAVLFETSGTRGNRLDPDVRDEIEALAPGLETGEVTTDKIANNAVTREKIDAGAVGS

Query: 61  VELDDDAVKAQHIDDGAVGTPALAAGSVTSEKTGIGVVTAEDASGPVEVKQYHTVAQY
VELDDDAVKAQHIDDGAVGTPALAAGSVTSEKTGTGVVTAEDASGPVEVKQVYHTVAQY
Sbjct: 61 VELDDDAVKAQHTDDGAVGTPALAAGSVTSEKTGTGVVTAEDASGNPVEVKOYHTVAQY

Query: 121 NALATKDPNTDYYLS 135
NALATKDPNTDYYLS
Sbjct: 121 NALATKDPNTDYYLS 135
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1 Alignments o
Desciption e | e Accession

a] 267 267 99% 5e90 100.00% YP_0090433151

=] 266 266 99% 1e89 99.26% WAB107151

u] 266 266 99% 289 98.52% YP 0091910351

=] 265 265 99% 4e89 99.26% AVJS09061

=] 264 264 99% 2088 98.52% NP 9438191

O hypothetical protein PBI_LASSO_41 [Mycobacterium phage Lasso] 263 263 99% 3e-88 97.78% AIM49779.1

O hypothetical protein SEA_SLATT_41 [Mycobacterium phage Slatf] 263 263 99% 5e88 97.78% QUD541291

O hypothetical protein SEA_MOSAIC_40 [Mycobacterium phage Mosaic] 262 262 99% B8e-88 97.78% AVI503231

O hypothetical protein PBI_HARVEY_41 [Mycobacterium phage Harvey] 262 262 99% B8e88 97.78% AEK0S7931

O hypothetical protein PUHLTONIO_41 [Mycobacterium phage Puhitonio 262 262 99% B8e88 97.78% ACU41ET81

O hypothetical protein SEA_JAKEQ_40 [Mycobacterium phage JakeO] 261 261 99% 1e87 97.78% AZS083351

a] 261 261 99% 2087 97.78% YP 0091899981

O tail fiber protein [Mycobacterium phage Suffolk] 260 260 99% 4e-87 97.04% YP_0090056881
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tail fiber protein [Mycobacterium phage Manad]
Sequence ID: YP_009043315 1 Length: 135 Number of Matches: 1
> See 3 more title(s)

Range 1: 1 to 135 GenPept Graph

¥ Next A Descriptions.

Score Expect Method Tdentities Positives Gaps
267 bits(683) 5e-00 Compositional matrix adjust. 135/135(100%) 135/135(100%) 0/135(0%)

Query 1 MAVTAVLFETSGTRGNRLDPDVRDEIEALAPGLETGEVTTDKIANNAVTREKIDAGAVGS 60
MAVTAVLFETSGTRGNRLDPDVRDEIEALAPGLETGEVTTDKTANNAVTREKIDAGAVGS
Sbjct 1 MAVTAVLFETSGTRGNRLDPDVRDEIEALAPGLETGEVTTDKIANNAVTREKIDAGAVGS 60

Query 61  VELDDDAVKAQHIDDGAVGTPALAAGSVTSEKTGIGVVTAEDASGNPVEVKQUYMTVAQY 120
VELDDDAVKAQHIDDGAVGTPALAAGSVTSEKTGIGVVTAEDASGNPVEVKQUYMTVAQY.
Sbjct 61  VELDDDAVKAQHIDDGAVGTPALAAGSVTSEKTGIGVVTAEDASGNPVEVKQUYMTVAQY 120

Query 121 NALATKDPNTDYYLS 135
NALATKDPNTDYYLS
Sbjct 121 NALATKDPNTDYYLS 135

Related Information

Gene - assodiated gene detai
‘AlphaFold Structure - 30 structure displays
Identical Proteins - Identical proteins to
YP_009043315.1

BDownload v GenPept Graphics.

hypothetical protein SEA_TOOJ_41 [Mycobacterium phage Tooj]
Sequence ID: WAB10715 1 Length: 135 Number of Matches: 1

Range 1: 1 to 135 GenPept Graphics
Score Expect Method Tdentities Positives Gaps
266 bits(681) 1e-89 Compositional matrix adjust. 134/135(99%) 135/135(100%) 0/135(0%)

Query 1 MAVTAVLFETSGTRGNRLDPDVRDEIEALAPGLETGEVTTDKIANNAVTREKIDAGAVGS 60
MAVTAVLFETSGTRGNRLDPDVRDEIEALAPGLETGEVTTDKTANNAVTREKIDAGAVGS.
Sbjct 1 MAVTAVLFETSGTRGNRLDPDVRDEIEALAPGLETGEVTTDKIANNAVTREKIDAGAVGS 60

Query 61  VELDDDAVKAQHIDDGAVGTPALAAGSVTSEKTGIGVVTAEDASGNPVEVKQUYMTVAQY 120
VELDDDAVKAQHIDDGAVGTPALAAGSVTSEKTGIGVVTAEDASGNPVEVKQUYMSVAQY.
Sbjct 61  VELDDDAVKAQHIDDGAVGTPALAAGSVTSEKTGIGVVTAEDASGNPVEVKQUYMSVAQY 120

Query 121 NALATKDPNTDYYLS 135
NALATKDPNTDYYLS
Sbjct 121 NALATKDPNTDYYLS 135
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{Staphylococcus virus 80alpha}
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Starts : 7
Selected: 1

ORF Start
ORF Stop

ORF Length : 447

: 36920

Cdn1 Cdn2 Cdn3 Length

137366 5'End 667 667 524 63

3'End 435 868 667 343

] 370

algarno |Sequence of the Region |Start|Start  |oRF
Space  |Upstream of the Start |Codon|Position |Length
B CCGTCGCGATACCCTGTGTGCT |ATG  |36959 408

2 270 s AGGTAACCGCCTCGACCCCGAT |GTG 37022 345

3 300 s CGAGAAGATCGACGCGGGCGCG |GTG 37130 237

4 254 8 GCAGCACATCGATGACGGGGCG |GTG 37150 177

5 44l 7 CTCAGAGAAGACCGGCATCGGT |GTG 37247 120

€ |357 7 CGTCGAGGTCAAGCAGGICTAC |ATG 37301 23

7 s2s s GGTCAAGCAGGTCTACATGACC |GIG 37307 €0
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Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, bebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
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Sequences producing significant alignments:

Tooj_42, function unknown, 373
suffolk 42, function unknown, 373
Soto_a2, function unknown, 373
Sheila_42, function unknown, 373
Serpentine_0042, function unknown, 373
SDchargel1_42, function unknown, 373
Roliet_42, function unknown, 373
Robyn_31, function unknown, 373
Prickles_42, function unknown, 373
Pops_42, function unknown, 373

Piglet 6641, function unknown, 373
Newnan_42, function unknown, 373
Nacho_6042, function unknown, 373
MiniBoss_Draft_42, function unknown, 373
Mikota_42, function unknown, 373
Legolas 41, function unknown, 373
KLucky39_42, function unknown, 373
KlinbOn_32, function unknown, 373
Kingveveve 42, function unknown, 373
Tnverness_32, function unknown, 373
Hsavage_42, function unknown, 373
Gyarad_6042, function unknown, 373
Giraffe 42, function unknown, 373
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Query Length 374 Program BLASTP 2.14.1+ bCitation
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minor tail protein [Mycobacterium phage Newman]
Structural protein [Mycobacterium phage Prann]

minor tail protein [Mycobacterium phage PG1]

hypothetical protein SEA_GRAND2040_41 [Mycobacterium phage Grand2040]
minor tail protein [Mycobacterium phage Shival]

minor tail protein [Mycobacterium phage Oline]

hypothetical protein SEA_PHAREON_42 [Mycobacterium phage Phareon]

hypothetical protein OOSTERBAAN_42 [Mycobacterium phage Qosterbaan]
minor tail protein [Mycobacterium phage Apizium]
hypothetical protein SEA_FUGATEOSU_41 [Mycobacterium phage FugateOSU]
minor tail protein [Mycobacterium phage Badfish]

inor tail protein [Mycobacterium phage Swish]

minor tail protein [Mycobacterium phage Bace]

Max | Total Query
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YP_009190098.1
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minor tailprotein (Mycobacterium phage Newmar]
SequenceID: YP 0050521101 Lengh: 372 Numberof Maches: 1

b See 20 more tefs)
Range 11110373 v uncs
751 bis(1538) 0. Compesonal maix adius, 373/375(100%) S73/375100%) 0373(0%)
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Starts : 36 ORF Start : 564 Cdn1 Cdn2 Cdn3 Length
Selected : 1 ORFStop :2351  5End|444 861 722 108 —]
ORFLength: 1788 3'End|515 796 662 1330
[ 1 [ [ [ [T T
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Singleton, PSI, Protein Structure
Initiative, Midwest Center for
Structural Genomics,

b.29.1.17 (A:1-220) Hypothetical
protein YesU {Bacillus subtilis [TaxId:
1423]} | CLASS: All beta proteins,
FOLD: Concan

LEVANASE; HYDROLASE, CBM66; HET:

FRU; 1.1A {BACILLUS SUBTILIS}

LEVANASE; HYDROLASE, LEVAN; HET:
FRU; 1.65A {BACILLUS SUBTILIS}

; DUF1961 ; Domain of unknown
function (DUF1961)

Probability

91.12

88.59

88.38

85.72

84.55

E-value

20

34

30

35

54

Score

32.39

31.27

30.46

28.37

29.64

SS

20.1

21.4

17.8

20.9

20.8

Aligned
cols

17

170

117

160

163

Target
Length

223

220

185

165

215




image450.png
Starts : 24 ORF Start : 37183 Cdn1 Cdn2 Cdn3 Length

Selected : 1 ORF Stop :38487 S5'End 827 57.7 481 156
ORFLength: 1305  3'End 435 854 642 964

[ [ [T TT TT T IIIOT T ]37385
Shine D |algarno |Sequence of the Region [Start|Start  [oRF ’
Score  |Space  |Upstream of the Start [Codon|Position [Length
254 ACACGGATTACTACCTGAGCTG | ATG  373€€ 1122
462 TCTGGACCGGTGGCTCAACGAG |TTG 37522 s€6
254 GCTGTGCTCCGATGTCACCGGE |GTG | 37567 921
285 CGGTAACATCGTCGGTCACACC |GIG 37606 882

TCTCGCCACCGCCTACTGCGGC |GTG 376390 798
CCTCGCCGACCCGATCRACTAT  GTG 37894 594
TGTGGTCGACGCGTICGGCGAG  GTG 37315 573
GGGARTCTGCTACACCATCGET GTG 37330 498
TGTGCTCGGCGACATCGCCARG  ATG 38011 477
CTCGCGTCTGCGTCATGAGACC TTG 38074 414 o

225
315
168
399
10 [273

2
1
2
3
4
5 294
€
7
8
s




image451.png
DeepTMHMM - Most Likely Topology | Type: Globular

Outside
Membrane

Inside o 50 100 150 200 250 300 350

ol

DeepTMHMM - Posterior Probabilities

0.8
>
= 06
=
[
a
£ 04
0.2 .
—— Outside
— Signal
0.0
0 50 100 150 200 250 300 350

Sequence




image452.png
eferenc
Itschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

inghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
‘Gapped BLAST and PSI-BLAST: a new generation of protein database search
rograms”, Nucleic Acids Res. 25:3389-3462.

atabase: Actinobacteriophage Proteins as of Jul 15, 2623
242,309 sequences; 85,584,065 total letters

uery=
(43 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





image453.png
Sequences producing significant alignments:

Daka_Draft_42, function unknown, 42
Zonia_43, Tunction unknown, 72
Zelda_43, function unknown, 72
Zaider_44, function unknown, 72
YouGoGlencoco_43, function unknown, 72
Yoshand_43, function unknown, 72
Xavier_22, function unknown, 72
uindsor_42, function unknown, 72
ueher20_43, function unknown, 72
uaterdiva_43, function unknown, 72
Wallhey_42, function unknown, 72
Vortex_43, function unknown, 72
Vivaldi_43, function unknown, 72
Vista_43, function unknown, 72
Virgeve_42, function unknown, 72
Virapocalypse_43, function unknown, 72
Veritas_42, function unknown, 72
Vaticaneos_39, function unknown, 72
Vaishali24_42, function unknown, 72
Usavi_Draft_43, function unknown, 72
Uncleowie_43, function unknown, 72
UAch1_43, Function unknown, 72
Tyrion_42, function unknown, 72
Trypo_43, function unknown, 72
Tooj_43, function unknown, 72
Toni_42, function unknown, 72
TonBonbadil 43, function unknown, 72
Tinmi_42, function unknown, 72
ThreeOh3D2_43, function unknown, 72
Thora_43, Tunction unknown, 72
Telesworld 42, function unknown, 72
TallGrassii_43, function unknown, 72
Swish_43, function unknown, 72
Swiphy_Draft_a4, function unknown, 72
Surely 43, function unknown, 72
Suffolk_43, function unknown, 72
Struggle 42, function unknown, 72
Squiggle_43, function unknown, 72
Squid_43, function unknown, 72
Soto_a3, function unknown, 72
Sophia_42, function unknown, 72
Solosis_42, function unknown, 72
Soile_43, function unknown, 72
Slatt_43, function unknown, 72
Skippy_43, function unknown, 72
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Alignments

EIDownload v GenPept Graphics

hypothetical protein SEA_CAML_43 [Mycobacterium phage Caml]
Sequence ID: AZS06921.1 Length: 72 Number of Matches: 1

Range 1: 43 t0 72 Genpept Graghics

Score Expect  1dentities Gaps
102 bits(235) 5e23  30/30(100%) 30/30(100%) o/30(0%)

Query 13 GLYRSQPHKYVAQRDEPWLFSYVLOQRASR 22
GLYRSQPHIYVRQROEPHL FSYVLDQAASR
Sbict 43 GLYRSGPAKYVAGRDEPWLFSYVLOQAASR 72

EIDownload v GenPept Graphics

hypothetical protein PBI_PG1_43 [Mycobacterium phage PG1]
Sequence (D: NP_943821.1 Lengin: 72 Number of Maiches: 1
»See 203 more ttle(s)

Range 1: 43 t0 72 Genpept Graghics

Seore Expect  Tdentities Gaps
102 bits(235) 5e23  30/30(100%) 30/30(100%) o/30(0%)

Query 13 GLYRSQPHKYVAQRDEPWLFSYVLOQRASR 22
GLYRSQPHIYVRQROEPHL FSYVLDQAASR
Sbict 43 GLYRSGPAKYVAGRDEPWLFSYVLOQAASR 72

BDownload - GenPept Graphics
hypothetical protein Serpentine_0043 [Mycobacterium phage Serpentine]
Sequence 10: AGC33860.1 Lengih: 80 Number ofMatches: 1
» See 4 more fill(s)

Range 1: 51 to 80 Genpept Graghics
Score Expect  1dentities Gaps
102 bits(235) se-23  30/30(100%) 30/30(100%) o/30(0%)

Query 13 GLYRSQPHKYVAQRDEPWLFSYVLOQRASR 22
GLYRSQPHICYVROROEPUL FSYVLDQAASR
Sbict 51 GLYRSGPHKIVAGROEFULFSYVIDGRASR 52
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2% Choose ORF start
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[ |-a.205 [1s00 |12 5135 |ACACGCAGCACGAGCICACCST [GTG 38597 129
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Job title: Protein Sequence
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1 Alignments o
Max | Total Query E | Pei

DS Score | Score ng vae | dent | AcCesson
O hypothetical protein PBI_EMPTEE_43 [Mycobacterium phage EmpTee] 107 107 83% 2028 98.04% AIDSIA21
O hypothetical protein Serpentine_0043 [Mycobacterium phage Serpentine] 107 107 83% 2e-28 98.04% AGC33860.1
O hypothetical protein SEA_FRIARPREACHER_43 [Mycobacterium phage FriarPreacher] 105 105 81% 3e-27 98.00% AQQ2BA00.1
O hypothetical protein SEA_LULUMAE_42 [Mycobacterium phage Lulumae] 924 924 68% 9e-23 100.00% ASZ3IT1
O gpe3 [Mycobacterium phage Shival] 924 924 68% 9e-23 100.00% YP 0091892611
O hypothetical protein PBI_PG1_43 [Mycobacterium phage PG1] 924 924 68% 9e-23 100.00% NP 9436211
O hypothetical protein AU0S8_gp042 [Mycobacterium phage Apizium] 924 924 68% f1e-22 100.00% YP 0091912351
(O hypothetical protein CL79_gp042 [Mycobacterium phage Oline] 924 924 70% 1e22 9767% YP_0090143041
(O hypothetical protein PDRPy_43 [Mycobacterium phage PDRPy] 913 913 68% 3e22 9762% AKFI23361
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Download v GenPept Graphics

hypothetical protein PBI_EMPTEE_43 [Mycobacterium phage EmpTee]
Sequence ID: AID59042 1 Length: 80 Number of Matches: 1

Range 1: 1 to 51 GenPept Graphics

Score Expect Method Tdentities  Positives  Gaps
107 bits(267) 2e-28 Compositional matrix adjust. _ 50/51(98%) 50/51(98%) 0/51(0%)

Query 1  HSGSGSTOMHRASSVELYGGPLDGERRVVPDTQHELTVITPICPLPGEKPA 51
11SGSGS TDIHRASSVEL YGGPLDGERRVVPDTQHEL TVITPICPLPGEKP
Sbjct 1  NSGSGSTONHRASSVELYGGPLDGERRVVPDTQHELTVWTPICPLPGEKPG 51

Download v_GenPept Graphics

hypothetical protein Serpentine_0043 [Mycobacterium phage Serpentine]
Sequence ID: AGC33860.1 Length: 80 Number of Matches: 1
> See 4 more title(s)

Range 1: 1 to 51 GenPept Gray

Score Expect Method Tdentities  Positives  Gaps
107 bits(266) 2e-28 Compositional matrix adjust. _ 50/51(98%) 50/51(98%) 0/51(0%)

Query 1  NSGSGSTONHRASSVELYGGPLDGERRVVPDTQHELTVWTPICPLPGEKPA 51
11SGSGS TDIHRASSVEL YGGPLDGERRVVPDTQHEL TVTPICPLPGEKP
Sbjct 1  NSGSGSTONHRASSVELYGGPLDGERRVVPDTQHELTVWTPICPLPGEKPG 51
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>Serpentine_0043, function unknown, 80
Length = 80

Score = 110 bits (274), Expect = le-24
Identities = 50/50 (100%), Positives = 50/50 (100%)

Query: 1 MSGSGSTDMHRASSVELYGGPLDGERRVVPDTQHELTVWTPICPLPGEKP 50
MSGSGSTDMHRASSVELYGGPLDGERRVVPDTQHEL TVWTPICPLPGEKP
Sbjct: 1 MSGSGSTDMHRASSVELYGGPLDGERRVVPDTQHELTVWTPICPLPGEKP 50

>Piglet_0042, function unknown, 80
Length = 80

Score = 110 bits (274), Expect = le-24
Identities = 50/50 (100%), Positives = 50/50 (100%)

Query: 1 MSGSGSTDMHRASSVELYGGPLDGERRVVPDTQHELTVWTPICPLPGEKP 50
MSGSGSTDMHRASSVELYGGPLDGERRVVPDTQHEL TVWTPICPLPGEKP
Sbjct: 1 MSGSGSTDMHRASSVELYGGPLDGERRVVPDTQHELTVWTPICPLPGEKP 50
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function (DUF5988)

Ran guanine nucleotide release
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4 Choose ORF start

Starts: 5 ORF Start : 38895 Con Cn2 Cand Lengh oo o g
Selected: 1 ORFStop : 38528 5'End 393 636 857 84
ORFLengh: 153 3End|545 773 64 65 Spacing Weight Matix [Kalin Medium
[ I I
[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
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2 |-s.e1s e |14 —c.1cc |CCCGCACAGCACTACCCCSICE (GTG (3evas 222
3 |-s2s5 1500 14 5.cic |ATCACCCACGAGCGCCGCACCC (GTG (36710 183
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Sequences producing significant alignments:

Daka_Draft_43, function unknown, 97
Zonia_44, function unknown, 97
Wallhey 43, function unknown, 97
Vivaldi_44, function unknown, 97
Veritas_43, function unknown, 97
TyrionL_43, function unknown, 97
Tooj_44, function unknown, 97
Struggle 43, function unknown, 97
Soto_44, function unknown, 97
Skippy_44, function unknown, 97
Sheila 44, function unknown, 97
Roliet_44, function unknown, 97
Prickles_44, function unknown, 97
Pops_44, function unknown, 97
Podrick_44, function unknown, 97
PhrankReynolds_42, function unknown, 97
Phleuron_43, function unknown, 97
Phergie_43, function unknown, 97
Phenghiskhan_43, function unknown, 97
Oliverialter_44, function unknown, 97
Oline_43, function unknown, 97
Numberten 44, function unknown, 97
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>Zonia_44, function unknown, 97
Length = 97

Score = 205 bits (522), Expect = 3e-53
Identities = 96/97 (98%), Positives = 96/97 (98%)

Query: 1 MTVQRTPHGGHHDKVTTAGAVGLLMLFISYLPDNPHPMSTALVGAVCIGIAVRLRYLGQL 60
MTVQRTPHGGHHDKVTTAGAVGL MLFISYLPDNPHPMSTALVGAVCIGIAVRLRYLGQL
Sbjct: 1 MTVQRTPHGGHHDKVTTAGAVGLFMLFISYLPDNPHPMSTALVGAVCIGIAVRLRYLGQL 60

Query: 61 DRPAYRPPQPPAQHYPVGARRERITHERRTRERIWFD 97
DRPAYRPPQPPAQHYPVGARRERITHERRTRERIWFD
Sbjct: 61 DRPAYRPPQPPAQHYPVGARRERITHERRTRERIWFD 97

>Wallhey 43, function unknown, 97
Length = 97

Score = 205 bits (522), Expect = 3e-53
Identities = 96/97 (98%), Positives = 96/97 (98%)

Query: 1 MTVQRTPHGGHHDKVTTAGAVGLLMLFISYLPDNPHPMSTALVGAVCIGIAVRLRYLGQL 60
MTVQRTPHGGHHDKVTTAGAVGL MLFISYLPDNPHPMSTALVGAVCIGIAVRLRYLGQL
Sbjct: 1 MTVQRTPHGGHHDKVTTAGAVGLFMLFISYLPDNPHPMSTALVGAVCIGIAVRLRYLGQL 60

Query: 61 DRPAYRPPQPPAQHYPVGARRERITHERRTRERIWFD 97
DRPAYRPPQPPAQHYPVGARRERITHERRTRERIWFD
Sbjct: 61 DRPAYRPPQPPAQHYPVGARRERITHERRTRERIWFD 97
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RID BDHM4MXS01N (Expires on 07-20 01:06 am)
IcliQuery_286232 Database Name nr
Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental samples from
WGS projects
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Query 1D
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Molecule type amino acid

Query Length 98
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1 Alignments o

Max | Total Query E | Per

Description Score Score| Cover value Ident | ACCeSSIon
O hypothetical protein CL79_gp043 [Mycobacterium phage Oline] 199 199 98% 6e-64 98.97% YP_0090143051
O hypothetical protein [Mycobacterium phage Prann] 197 197 98% 2e-63 97.94% APD2107.1
(O hypothetical protein PBI_SUFFOLK_44 [Mycobacterium phage Suffolk] 197 197 98% 4e-63 97.94% YP_009005691.1
O hypothetical protein PBI_PG1_44 [Mycobacterium phage PG1] 196 196 98% 4e-63 97.04% NP 9436221
o 196 196 98% 6e-63 97.04% YP 0090168331
O membrane protein [Mycobacterium phage Vaishal24] 196 196 98% B8e-63 96.91% QGJIEEYIM
O hypothetical protein SEA_ROBYN_43 [Mycobacterium phage Robyn] 195 195 98% 2e-62 96.91% QBIUSEI1
O hypothetical protein PBI_EMPTEE_44 [Mycobacterium phage EmpTes] 194 194 98% 2e-62 96.91% AID590431
O hypothetical protein M046_gp4d [Mycobacterium phage Newman] 195 195 98% 2e-62 96.91% YP 008021211
O hypothetical protein SEA_KAHVE_43 [Mycobacterium phage Kahve] 194 194 98% 4e-62 96.91% AXC354261
O hypothetical protein PBI_SWISH_ 44 [Mycobacterium phage Swish] 193 193 98% 7Te-62 96.91% YP 0091875541
O membrane protein [Mycobacterium phage Solosis] 193 193 98% B8e-62 96.91% AZS323791
O gptd [Mycobacterium phage Shival] 192 192 98% 1e-61 95.88% YP 0091892621
O hypothetical protein P8I_BLACKSTALLION_44 [Mycobacterium phage BlackStallion] 192 192 98% 3e-61 9588% ASUIO9T1
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Download v GenPept Graphics

hypothetical protein CL79_gp043 [Mycobacterium phage Oline]
Sequence ID: YP_009014305.1 Length: 97 Number of Matches: 1
> See 50 more title(s)

Range 1: 1 to 97 GenPept Gray

Score Expect Method Tdentities  Positives _ Gaps
199 bits(505) 6e-64 Compositional matrix adjust. _ 96/97(99%) 96/97(98%) 0/97(0%)

Query 1 HTVQRTPHGGHHDKVTTAGAVGLLHLFISYLPDNPHPMSTALVGAVCIGIAVRLRYLGOL 60
HTVQRTPHGGHHDKVTTAGAVGL MLFISYLPDNPHPMSTALVGAVCIGIAVRLRYLGQL
Sbjct 1 HTVQRTPHGGHHDKVTTAGAVGLFHLFISYLPDNPHPMSTALVGAVCIGIAVRLRYLGOL 60

Query 61 DRPAYRPPQPPAQHYPVGARRERITHERRTRERIWFD 97
DRPAYRPPQPPAQHYPVGARRERTTHERRTRERTWED
Sbjct 61 DRPAYRPPQPPAQHYPVGARRERITHERRTRERTWFD 97

Download v_GenPept Graphics

hypothetical protein [Mycobacterium phage Prann]
Sequence ID: APD21087.1 Length: 97 Number of Matches: 1

Range 1: 1 to 97 GenPept Graphics

Score Expect Method Identities  Positives  Gaps
197 bits(502) 2e-63 Compositional matrix adjust.  95/97(98%) 96/97(98%) 0/97(0%)

Query 1 HTVQRTPHGGHHDKVTTAGAVGLLHLFISYLPDNPHPMSTALVGAVCIGIAVRLRYLGOL 60
HTVQRTPHGGHHDKVTTAGHVGL NLFISYLPDNPHPMSTALVGAVCIGIAVRLRYLGQL
Sbjct 1 HTVQRTPHGGHHDKVTTAGSVGLFHLFISYLPDNPHPMSTALVGAVCIGIAVRLRYLGOL 60

Query 61 DRPAYRPPQPPAQHYPVGARRERITHERRTRERIWFD 97
DRPAYRPPQPPAQHYPVGARRERTTHERRTRERTWED
Sbjct 61 DRPAYRPPQPPAQHYPVGARRERITHERRTRERTWFD 97
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Query MSA diversity (Neff): 1

Detected sequence features: sTransmembrane segment(s)
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Starts: 10 ORF Startt : 33185 Cdn1 Cdn2 Cdn3 Length 3
Selected: 1 ORFStop :38688 5'End|625 100.0 25 24 —‘I
ORF Length: 438 3End|48.7 737 81 115

[ 11 [ 1T [T ] 33028

Shine D |algarno |Sequence of the Region [Start|Start  [ORF

¢ |score |space |Upstream of the Start |Codon[Position |Length
1299 € TCGAGGTCGGCAAGCACAAGGG |GTG 39047  |3€0
2 (378 s GGCTGCCCGAGACCATCGACGC |GTG 39023 |33€
3 378 7 CCACGCGGCCCGETCGCGECTG  |GTG 38993 |30€
4 |3as B GTCGCGGCTGGTGEEECEEECE  (GTG (38981 (294
s 2594 8 GCACGGTGGTCACCACGACAAG GIG 38935 252
€ 33¢ 7 CARGGTGACCACCGCCGGGGCG  GIG 38921 234
7 4€s5 9 CGCCGGGGCGGTGGGACTGCTC  ATG 38509 222
8 4€2 8 CGGGGCGGTGGGACTGCTCATG TIG 3850€ 219
S 270 S TCTGCCGGACAACCCACACCCG ATG 38870 183
10 185 S GTCGACCGCCCTCGTCGGCGCT | GTIG 3884¢€ 158
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Score E

Sequences producing significant alignments: (bits) Value

Zelda_3, function unknown, 71 151  4e-37
Zaider_4, function unknown, 71 151  4e-37
Xavier_3, function unknown, 71 151  4e-37
Waterdiva_3, function unknown, 71 151  4e-37
Vortex_3, function unknown, 71 151  4e-37
Vista_3, function unknown, 71 151  4e-37
Virgeve_3, function unknown, 71 151  4e-37
Vaticameos_3, function unknown, 71 151  4e-37
Valjean_3, function unknown, 71 151  4e-37
Usavi_Draft_4, function unknown, 71 151  4e-37
UncleHowie_3, function unknown, 71 151  4e-37
UAch1_3, function unknown, 71 151  4e-37
True_3, function unknown, 71 151  4e-37
Toni_3, function unknown, 71 151  4e-37
TomBombadil_3, function unknown, 71 151  4e-37
Timmi_3, function unknown, 71 151  4e-37
Thora_3, function unknown, 71 151  4e-37

Telesworld 3, function unknown, 71 151  4e-37
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(72 letters)

Distribution of 100 Blast Hits on the Query Sequence

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

Color Key for Alignnent Scores
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Sequences producing significant alignments: (bits) Value

Zonia_45, helix-turn-helix DNA binding domain protein, 71 157 6e-39
Zelda_45, helix-turn-helix DNA binding domain protein, 71 157  6e-39
Zaider_46, helix-turn-helix DNA binding domain protein, 71 157  6e-39
YouGoGlencoco_45, helix-turn-helix DNA binding domain protein, 71 157  6e-39
Yoshand_45, helix-turn-helix DNA binding domain protein, 71 157  6e-39
Xavier_44, helix-turn-helix DNA binding domain protein, 71 157  6e-39
Weher20_45, helix-turn-helix DNA-binding domain protein, 71 157  6e-39
Waterdiva_45, helix-turn-helix DNA binding domain protein, 71 157  6e-39
Wallhey_44, helix-turn-helix DNA binding domain protein, 71 157  6e-39
Vortex_45, helix-turn-helix DNA binding domain protein, 71 157  6e-39
Vista_45, helix-turn-helix DNA binding domain protein, 71 157  6e-39
Virapocalypse_45, helix-turn-helix DNA binding domain protein, 71 ~ 157 6e-39
Veritas_44, helix-turn-helix DNA binding domain protein, 71 157  6e-39
Vaticameos_41, helix-turn-helix DNA binding domain protein, 71 157  6e-39
Valjean_45, helix-turn-helix DNA binding domain protein, 71 157  6e-39
Vaishali2a_44, helix-turn-helix DNA binding domain protein, 71 157  6e-39
Usavi_Draft_46, function unknown, 71 157  6e-39
UncleHowie_45, helix-turn-helix DNA binding domain protein, 71 157  6e-39
UAch1_45, helix-turn-helix DNA binding domain protein, 71 157  6e-39
Tyrionl_44, helix-turn-helix DNA binding domain protein, 71 157  6e-39
Trypo_45, helix-turn-helix DNA binding domain protein, 71 157  6e-39

True 44, helix-turn-helix DNA binding domain protein, 71 157  6e-39
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>Zonia_45, helix-turn-helix DNA binding domain protein, 71
Length = 71

Score = 157 bits (398), Expect = 6e-39
Identities = 71/71 (160%), Positives = 71/71 (100%)

Query: 1 MTDQTHEAPPVPRYLSRDEVAKRLGMKSVRSLSGIELPPPDVEVGKHKGWLPETIDAKHA 60
MTDQTHEAPPVPRYLSRDEVAKRLGMKSVRSLSGIELPPPDVEVGKHKGHLPETIDAWHA
Sbjct: 1 MTDQTHEAPPVPRYLSRDEVAKRLGMKSVRSLSGIELPPPDVEVGKHKGWLPETIDAKHA 60

Query: 61 TRPGRGWWGGR 71
TRPGRGWWGGR
Sbjct: 61 TRPGRGWWGGR 71

>Zelda_45, helix-turn-helix DNA binding domain protein, 71
Length = 71

Score = 157 bits (398), Expect = 6e-39
Identities = 71/71 (160%), Positives = 71/71 (100%)

Query: 1 MTDQTHEAPPVPRYLSRDEVAKRLGMKSVRSLSGIELPPPDVEVGKHKGWLPETIDAKHA 60
MTDQTHEAPPVPRYLSRDEVAKRLGMKSVRSLSGIELPPPDVEVGKHKGHLPETIDAWHA
Sbjct: 1 MTDQTHEAPPVPRYLSRDEVAKRLGMKSVRSLSGIELPPPDVEVGKHKGWLPETIDAKHA 60

Query: 61 TRPGRGWWGGR 71
TRPGRGWWGGR
Sbjct: 61 TRPGRGWWGGR 71
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RID BE2M7241016 (Expires on 07-20 05:56 am)

Query ID cl|Query_125222 Database Name nr
Description unnamed protein product Description Al non-redundant GenBank CDS translations-+PDB+SwissProt+PIR+PRF exclu

Molecule type amino acid WGS projects
Query Length 72 Program BLASTP 2.14.1+ bC

\g environmental samples from

istance tree of results] [Multiple alignment] [MSA viewer]

Analyze your query with SmartBLAST

Other reports: > Search Summary [Taxonomy reports] [

©graphic Summary

© show Conserved Domains

No putative conserved domains have been detected

Distribution of the top 100 Blast Hits on 100 subject sequences &
Mouse over to se the fitle, click to show alignments

Color key for alignment scores
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1 Alignments o
Desciption e | e Accession
O DNAbinding protein [Mycobacterium phage PG1] 144 144 98% 3e-43 100.00% NP_9438231
O helicturm-helix DNA binding domain protein [Mycobacterium phage Harvey] 143 143 98% 1e-42 98.59% AEKSTS1
O helicturm-helix DNA binding domain protein [Mycobacterium phage Carthage] 139 130 98% 3e-41 97.18% 0BISB3I61
O DNAbi 112 112 84% 2e30 8852% YP_0020038781
o M1 411 84% 5630 86.89% YP 0096143631
[m} g protein [Mycobacterium phage Adawi] 110 110 84% 6e-30 86.89% YP_008530918.1
O DNAbinding; cobacterium phage Stinger] 108 108 84% 4e-29 86.89% YP_0090184541
O ona 108 108 84% 5e-29 86.89% YP_0099497081
O helictum-helix DNA binding domain protein [Mycobacterium phage Indlovu] 108 108 84% 5e-29 8525% OPXE21ST1
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BIDownload v GenPept Graphics

DNA binding protein [Mycobacterium phage PG1]
Sequence ID: NP_943823 1 Length: 71 Number of Matches: 1
> See 227 more title(s)

Range 1: 1 to 71 GenPept Gray

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

Query 1 HTDOTHEAPPVPRYLSRDEVAKRLGUKSVRSLSGIELPPPDVEVGKHKGHLPETIDAHA 60
HTDQTHEAPPVPRYL SRDEVAKRLGHKSVRS L SGTELPPPDVEVGKHKGNL PETIDANHA
Sbjct 1 HTDQTHEAPPVPRYLSRDEVAKRLGUKSVRSLSGTELPPPDVEVGKHKGHLPETIDAHA 60

Query 61 TRPGRGUWGGR 71
TRPGRGUWGGR
Sbjct 61 TRPGRGUWGGR 71

BIDownload v GenPept Graphics

helix-turn-helix DNA binding domain protein [Mycobacterium phage Harvey]
Sequence ID: AEK0B797.1 Length: 71 Number of Matches: 1
b See 5 more title(s)

Range 1: 1 to 71 GenPept Gray

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

Query 1  HTDQTHEAPPVPRYLSRDEVAKRLGUKSVRSLSGIELPPPDVEVGKHKGHLPETIDAKHA 60
HT+QTHEAPPVPRYL SRDEVAKRLGHKSVRS L SGTELPPPDVEVGKHKGNL PET IDAKHA
Sbjct 1  HTEQTHEAPPVPRYLSRDEVAKRLGUKSVRSLSGIELPPPDVEVGKHKGHLPETIDAHA 60

Query 61 TRPGRGUWGGR 71
TRPGRGUWGGR
Sbjct 61 TRPGRGUWGGR 71
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hypothetical protein Rv2516c
[Mycobacterium tuberculosis H37Rv]

hypothetical protein Rv1051c
[Mycobacterium tuberculosis H37Rv]
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CLASS: All alpha proteins, FOLD:
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>Zelda_3, function unknown, 71
Length = 71

Score = 151 bits (382), Expect = 4e-37
Identities = 71/71 (160%), Positives = 71/71 (10%)

Query: 1 MIETTATSVTEFDGTFETVITWRFDGLWDVAVAHMGTWLCHAQIAASFEDARFLAGYICG 60
MIETTATSVTEFDGTFETVITWRFDGLWDVAVAHMGTWLCHAQIAASFEDARFLAGYICG
Sbjct: 1 MIETTATSVTEFDGTFETVITWRFDGLWDVAVAHMGTWLCHAQIAASFEDARFLAGYICG 60

Query: 61 QHMRAEGMVAA 71
QHMRAEGMVAA
Sbjct: 61 QHMRAEGMVAA 71

>Zaider_4, function unknown, 71
Length = 71

Score = 151 bits (382), Expect = 4e-37
Identities = 71/71 (160%), Positives = 71/71 (10%)

Query: 1 MIETTATSVTEFDGTFETVITWRFDGLWDVAVAHMGTWLCHAQIAASFEDARFLAGYICG 60
MIETTATSVTEFDGTFETVITWRFDGLWDVAVAHMGTWLCHAQIAASFEDARFLAGYICG
Sbjct: 1 MIETTATSVTEFDGTFETVITWRFDGLWDVAVAHMGTWLCHAQIAASFEDARFLAGYICG 60

Query: 61 QHMRAEGMVAA 71
QHMRAEGMVAA
Sbjct: 61 QHMRAEGMVAA 71
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Starts : 3 ORF Start : 33259 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop :38978 5End[400 500 700 30 —]

ORF Length : 282 3'End 462 583 667 37

[ [ 139138
Shine D |algarno |Sequence of the Region [Start|sStart  [omF
3 |score |space  |Upstream of the Start |Codon|Position |Length
i 8 AGACAACGGGGAGETTTGCACG |ATG 39193 216
2 |3%0 € TCAGACCCACGAGGCACCCCCG |GTG | 391€3 186

3 336 7 CGAGGTCGCCAAGCGCCTCGGC |ATG 39118 141
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(175 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

<40 40-50
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Score
Sequences producing significant alignments: (bits) Value

Usavi_Draft_47, function unknown, 174

Tooj_46, helix-turn-helix DNA binding domain protein, 174
Suffolk_46, helix-turn-helix DNA binding domain protein, 174
Prickles_46, helix-turn-helix DNA binding domain protein, 174
Eremos_46, helix-turn-helix DNA binding domain protein, 174
Daka_Draft_a5, function unknown, 174

Colbert_46, function unknown, 174

Chunky_46, helix-turn-helix DNA binding domain protein, 174
Basato_47, helix-turn-helix DNA binding domain, 174
Carthage_44, helix-turn-helix DNA binding domain protein, 174
Vivaldi_46, helix-turn-helix DNA binding domain protein, 174
Struggle 45, helix-turn-helix DNA binding domain protein, 174
Squid_46, helix-turn-helix DNA binding domain protein, 174
Skippy_46, helix-turn-helix DNA binding domain protein, 174
Potter_45, helix-turn-helix DNA binding domain protein, 174
Pops_46, helix-turn-helix DNA binding domain protein, 174
Podrick_46, helix-turn-helix DNA binding domain protein, 174
Plmatters_46, helix-turn-helix DNA binding domain protein, 174
Oline_45, helix-turn-helix DNA binding domain protein, 174
Numberten_46, function unknown, 174

MitKao_46, helix-turn-helix DNA-binding protein, 174
Lulwa_36, helix-turn-helix DNA binding domain protein, 174
LostAndPhound_45, helix-turn-helix DNA binding domain protein, 174
LeiMonet_Draft_47, function unknown, 174

Leelot 46, helix-turn-helix DNA binding domain protein, 174

357 1e-98
357 1e-98
357 1e-98
357 1e-98
357 1e-98
357 1e-98
357 1e-98
357 1e-98
357 1e-98
353 8e-98
349 2e-96
349 2e-96
349 2e-96
349 2e-96
349 2e-96
349 2e-96
349 2e-96
349 2e-96
349 2e-96
349 2e-96
349 2e-96
349 2e-96
349 2e-96
349 2e-96
349 2e-96
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>Tooj_46, helix-turn-helix DNA binding domain protein, 174
Length = 174

Score = 357 bits (915), Expect = le-98
Identities = 174/174 (160%), Positives = 174/174 (100%)

Query: 1  MLDWPAQAGRYRHHRYRLAALFHHHNNHRETHHMTTTETAVESPVEVYPPTYTEGLGELV 60
MLDWPAQAGRYRHHRYRLAAL FHHHNNHRE THHMTTTETAVESPVEVYPPTYTEGLGELV
Sbjct: 1 MLDWPAQAGRYRHHRYRLAALFHHHNNHRETHHMTTTETAVESPVEVYPPTYTEGLGELY 60

Query: 61 RAHRMYLGLSQRDLAARLGMDRRDYQHIETGRDKCPPGLISKLDALSDEFAEQUDKVIAE 120
RAHRMYLGLSQRDLAARL GMDRRDYQHIETGRDKCPPGLISKLDAL SDEFAEQUDKVIAE
Sbjct: 61 RAHRMYLGLSQRDLAARLGMDRRDYQHIETGRDKCPPGLISKLDALSDEFAEQUDKVIAE 120

Query: 121 ATASGGITIAVSNSGEPQDEWDRLVAGRAATETDAEAPITLTIVGKQTTGRFAR 174
ATASGGITIAVSNSGEPQDEWDRLVAGRAATETDAEAPTTLTIVGKQTTGRFAR
Sbjct: 121 ATASGGITIAVSNSGEPQDEWDRLVAGRAATETDAEAPITLTIVGKQTTGRFAR 174

>Suffolk_46, helix-turn-helix DNA binding domain protein, 174
Length = 174

Score = 357 bits (915), Expect = le-98
Identities = 174/174 (160%), Positives = 174/174 (100%)

Query: 1  MLDWPAQAGRYRHHRYRLAALFHHHNNHRETHHMTTTETAVESPVEVYPPTYTEGLGELV 60
MLDWPAQAGRYRHHRYRLAAL FHHHNNHRE THHMTTTETAVESPVEVYPPTYTEGLGELV
Sbjct: 1 MLDWPAQAGRYRHHRYRLAALFHHHNNHRETHHMTTTETAVESPVEVYPPTYTEGLGELY 60

Query: 61 RAHRMYLGLSQRDLAARLGMDRRDYQHIETGRDKCPPGLISKLDALSDEFAEQUDKVIAE 120
RAHRMYLGLSQRDLAARL GMDRRDYQHIETGRDKCPPGLISKLDAL SDEFAEQUDKVIAE
Sbjct: 61 RAHRMYLGLSQRDLAARLGMDRRDYQHIETGRDKCPPGLISKLDALSDEFAEQUDKVIAE 120

Query: 121 ATASGGITIAVSNSGEPQDEWDRLVAGRAATETDAEAPITLTIVGKQTTGRFAR 174
ATASGGITIAVSNSGEPQDEWDRLVAGRAATETDAEAPTTLTIVGKQTTGRFAR
Sbjct: 121 ATASGGITIAVSNSGEPQDEWDRLVAGRAATETDAEAPITLTIVGKQTTGRFAR 174
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RID BFZACGRSOIN (Expires on 07-20 23:12 pm)

Query ID Icl|Query_301166 Database Name nr
Description unnamed protein product Description All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental samples from

Molecule type amino acid WGS projects

Query Length 175 Program BLASTP 2.14.1+ bCitation

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

©graphic Summary

© show Conserved Domains

Putative conserved domains have been detected, click on the image below for detailed results.
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specific hits
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Mouse over to se the fitle, click to show alignments
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ar AGHITTIETILS SRR DGR Ledl Lt DL U balle TR ST -
Description o | ol Qe | e | Accession
(O HTH DNA binding protein [Mycobacterium phage Suffolk] 360 360 99% 3e-125 100.00% YP_009005693 1
O helix-turn-helix DNA binding domain protein [Mycobacterium phage Carthage] 356 356 99% 1e-123 98.28% QBI9E3IT1
O HTHDNA protein [Mycobacterium phage Oline] 353 353 99% 9e-123 98.28% YP 0090143071
o turn-helix DNA binding domain protein [Mycobacterium phage SassyCat97] 353 353 99% 2e122 97.70% AZS100601
O turn-helix DNA binding domain protein [Mycobacterium phage Phunky] 350 350 99% 2e121 97.13% AIN915551
O helix-turn-helix DNA binding domain protein [Mycobacterium phage Derpp] 348 348 99% 1e-120 9655% A0Q28607.1
O HTHDNA [Mycobacterium phage Manad] 348 348 99% 1e-120 97.71% YP 0090433201
O HTHDNA protein [Mycobacterium phage ShiVal] 348 348 99% 2e120 97.16% YP 0091892841
O helix-turn-helix DNA binding domain protein [Mycobacterium phage AltPhacts] 347 347 99% 2e120 96.55% AV0246031
O helix-turn-helix DNA binding domain protein [Mycobacterium phage Horchata] 347 347 99% 3e120 97.14% ATNS9901
O HTHDNA protein [Mycobacterium phage Soto] 347 347 99% 4e-120 96.59% YP_009100855 1
O helix-turn-helix DNA binding domain protein [Mycobacterium phage Kloppinator] 347 347 99% 4e120 97.14% QGUBTETO1
O hypothetical protein SEA_CHEETO_46 [Mycobacterium phage CheetO] 346 346 99% 7e120 96.50% AWN020791
O HTHDNA ) domain protein [Mycobacterium phage Prann] 346 346 99% 7e-120 9655% APD21089.1
O hypothetical protein Lopsy_45 [Mycobacterium phage Lopsy] 346 346 99% 9e-120 97.14% WFF397941
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Download v GenPept Graphics

HTH DNA binding protein [Mycobacterium phage Suffolk]
Sequence ID: YP_009005693.1 Length: 174 Number of Matches: 1
> See 7 more title(s)

Range 1: 1 to 174 GenPept Graph

¥ Next A Descriptions.

Score Expect Method Tdentities Positives Gaps
360 bits(923) 3e-125 Compositional matrix adjust. 174/174(100%) 174/174(100%) 0/174(0%)

Query 1 MLDWPAQAGRYRHHRYRLAALFHHHNNHRETHHHTTTETAVESPVEVYPPTYTEGLGELY 60
HLDHPAQAGRYRHHRYRL AAL FHHHNNHRE THHMT TTETAVESPVEVYPPTYTEGLGELY.
Sbjct 1 MUDWPAQAGRYRHHRYRLAALFHHHNNHRETHHTTTETAVESPVEVYPPTYTEGLGELV 60

Query 61  RAHRUVLGLSQRDLAARLGHDRROYQHTETGRDKCPPGLISKLDALSDEFAEQUDKVIAE 120
RAHRIYLGLSQRDLAARL GHDRRDYQHI ETGRDKCPPGL I SKLDAL SDEFAEQUDKVIAE
Shjct 61  RAHRMVLGLSQRDLAARLGHDRROYQHTETGRDKCPPGLTSKLDALSDEFAEQUDKVIAE 120

Query 121 AIASGGITIAVSNSGEPQDENDRLVAGRAATETDAEAPITLTIVGKQTTGRFAR 174
ATASGGITIAVSNSGEPQDEWDRLVAGRAATETDAEAPTTLTIVGKQTTGRFAR
Shjct 121 ATASGGITIAVSNSGEPQDENDRLVAGRAATETDAEAPTTLTIVGKQTTGRFAR 174

Related Information

‘Gene - assodiated gene details
‘AlphaFold Structure - 30 structure displays
Identical Proteins - Identical proteins to
YP_009005693.1

Download v GenPept Graphics

helix-turn-helix DNA binding domain protein [Mycobacterium phage Carthage]
Sequence ID: QBI98317 1 Length: 174 Number of Matches: 1

Range 1: 1 to 174 GenPept Graph
Score Expect Method Tdentities Positives Gaps
356 bits(913) 1e-123 Compositional matrix adjust. 171/174(98%) 174/174(100%) 0/174(0%)

Query 1 MLDWPAQAGRYRHHRYRLAALFHHHNNHRETHHHTTTETAVESPVEVYPPTYTEGLGELY 60
FH4DHPAQAGRYRHHRYRL AAL FHHHNNHRE THHMT TT+TAVE+PVEVYPPTYTEGLGELY.
Sbjct 1 MIDWPAQAGRYRHHRYRLAALFHHHNNHRETHHHTTTDTAVEAPVEVYPPTYTEGLGELV 60

Query 61  RAHRUVLGLSQRDLAARLGHDRROYQHTETGRDKCPPGLISKLDALSDEFAEQUDKVIAE 120
RAHRIYLGLSQRDLAARL GHDRRDYQHI ETGRDKCPPGLISKLDAL SDEFAEQUDKVIAE
Shjct 61  RAHRAVLGLSQRDLAARLGHDRROYQHTETGRDKCPPGLISKLDALSDEFAEQUDKVIAE 120

Query 121 AIASGGITIAVSNSGEPQDENDRLVAGRAATETDAEAPITLTIVGKQTTGRFAR 174
ATASGGITIAVSNSGEPQDEWDRLVAGRAATETDAEAPTTLTIVGKQTTGRFAR
Shjct 121 ATASGGITIAVSNSGEPQDENDRLVAGRAATETDAEAPTTLTIVGKQTTGRFAR 174
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Score  E

Sequences producing significant alignments: (bits) Value

Prickles_47, function unknown, 186 373 e-103
Daka_Draft_46, function unknown, 186 373 e-103
Basato_48, function unknown, 214 373 e-103
Valjean_47, function unknown, 186 371 e-103
Usavi_Draft_48, function unknown, 186 371 e-103
Tomlarah_47, function unknown, 186 371 e-103
Telesworld 46, function unknown, 186 371 e-103
Suffolk_47, function unknown, 186 371 e-103
Squiggle_47, function unknown, 186 371 e-103
Spartan300_47, function unknown, 186 371 e-103
Solosis_46, function unknown, 186 371 e-103
Soile_47, function unknown, 186 371 e-103
Skippy_47, function unknown, 186 371 e-103
ShiVal_47, function unknown, 186 371 e-103
Schueller_Draft_47, function unknown, 186 371 e-103
Roscoe_48, function unknown, 186 371 e-103
Riggan_47, function unknown, 186 371 e-103
ProfessorX_47, function unknown, 186 371 e-103
Podrick_47, function unknown, 186 371 e-103
Plmatters_47, function unknown, 186 371 e-103
Orwigg Draft_47, function unknown, 214 371 e-103
Oliverialter_47, function unknown, 214 371 e-103

Olive 47, function unknown, 214 371 e-103
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>Usavi_Draft_48, function unknown, 186
Length = 186

Score = 371 bits (953), Expect = e-103
Tdentities = 185/186 (99%), Positives = 185/186 (99%)

Query: 1  MATPFDTIAPATASDAATALLTKLMMAKAKATGADTAEAAVKIMTWLETHNDSATVSANT
MATPFDTIAPATASDAATAL LTKLMMAKAKATGADTAEAAVKIMTWLETHNDSATVSANT
Sbjct: 1  MATPFDTIAPATASDAATALLTKLMMAKAKATGADTAEAAVKIMTWLETHNDSATVSANT

Query: 61 DRLKAEGYAPEREIVAGADEVPAGRYAIDTTIHAINGTAFYKVDRPTEGRWAGYVFVKQL
DRLKAEGYAPERETVAGADEVPAGRYAIDTTIHAINGTAFYKVDRPTEGRWAGYVFVKQT
Sbjct: 61 DRLKAEGYAPEREIVAGADEVPAGRYAIDTTIHAINGTAFYKVDRPTEGRWAGYVFVKQL

Query: 121 VGDEERRLSQKQGGTILRRIAEVGAEAASARYGHEIGECGVCGRTLTNDESRERGIGPIC
VGDEERRLSQKQGGTILRRIAE GAEAASARYGHEIGECGVCGRTLTNDESRERGIGPIC
Sbjct: 121 VGDEERRLSQKQGGTILRRIAEAGAEAASARYGHEIGECGVCGRTLTNDESRERGIGPIC

Query: 181 AEKMGW 186
AEKMGW
Sbjct: 181 AEKMGW 186

>Tomlarah_47, function unknown, 186
Length = 186

Score = 371 bits (953), Expect = e-103
Tdentities = 185/186 (99%), Positives = 185/186 (99%)

Query: 1  MATPFDTIAPATASDAATALLTKLMMAKAKATGADTAEAAVKIMTWLETHNDSATVSANT
MATPFDTIAPATASDAATAL LTKLMMAKAKATGADTAEAAVKIMTWLETHNDSATVSANT
Sbjct: 1  MATPFDTIAPATASDAATALLTKLMMAKAKATGADTAEAAVKIMTWLETHNDSATVSANT

Query: 61 DRLKAEGYAPEREIVAGADEVPAGRYAIDTTIHAINGTAFYKVDRPTEGRWAGYVFVKQL
DRLKAEGYAPERETVAGADEVPAGRYAIDTTIHAINGTAFYKVDRPTEGRWAGYVFVKQT
Sbjct: 61 DRLKAEGYAPEREIVAGADEVPAGRYAIDTTIHAINGTAFYKVDRPTEGRWAGYVFVKQL

Query: 121 VGDEERRLSQKQGGTILRRIAEVGAEAASARYGHEIGECGVCGRTLTNDESRERGIGPIC
VGDEERRLSQKQGGTILRRIAE GAEAASARYGHEIGECGVCGRTLTNDESRERGIGPIC
Sbjct: 121 VGDEERRLSQKQGGTILRRIAEAGAEAASARYGHEIGECGVCGRTLTNDESRERGIGPIC

Query: 181 AEKMGW 186
AEKMGW
Sbjct: 181 AEKMGW 186

)

)

120

120

180

180

120

120

180

180




image504.png
RID BGOPSMPV016 (Expires on 07-20 23:

Query ID cl|Query_30884

Description unnamed prot
Molecule type amino acid
Query Length 187

product

Other reports: > Search Summary [Taxonomy reports] [Distance tree of results] [Mul

©graphic Summary

© show Conserved Domains

Query seq.
Superfanilies

Database Name nr
Description All non-redundant GenBank CDS translat
WGS projects
Program BLASTP 2.14.1+ bCitation

sProt+PIR+PRF excluding environmental samples from

ple alignment] [MSA viewer]

Analyze your query with SmartBLAST

Putative conserved domains have been detected, click on the image below for detailed results.
1 3 " [ [ 1 1 i 10 o
RTPFOT APATASDAAL ALLTKUHHAKAKATGAD THEARVK THTULE THNDSATVS A TORL KAEGY APERET YAGADEVPAGR YA DT T THAINGTAF YKVDRP TEGRUAGYVF VK [VGDEERRL SIKOGST ILRRIAEVGAERASARYGHET GECGVCGRTLTNDESRERGICPICFEKTIGIZ
DUF6011

Distribution of the top 100 Blast Hits on 100 subject sequences &
Mouse over to se the fitle, click to show alignments

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

m

1 30 60 90 120 150 180





image505.png
i Alignments [ZDownload + GenPept Graphics Distance tree of resuits Multiple alignment o
e Seoe Score Cover| vt || essn

=] 378 378 99% 3e-132 100.00% QGHTSST11

O hypothetical protein KNT94_gp38 [Mycobacterium phage KingTut] 377 377 99% 1e-131 99.46% YP 0100965511

O hypothetical protein PBI_SUFFOLK_47 [Mycobacterium phage Suffolk] 377 377 99% 1e-131 99.46% YP_009005694.1

O hypothetical protein SEA_CHARLIEGBROWN_46 [Mycobacterium phage ChariieGBrown] 377 377 99% 2e-131 99.46% A0Q288091

O hypothetical protein SEA_PHENGHISKHAN_46 [Mycobacterium phage PhenghisKhan] 377 377 99% 2e-131 99.46% AVEQ05021

O hypothetical protein AU093_gp047 [Mycobacterium phage Apizium] 377 377 99% 3e-131 99.46% YP 0091912401

O hypothetical protein SEA_KEITHERIE_47 [Mycobacterium phage Keitherie] 375 375 99% de-131 98.902% AZF9T121

O hypothetical protein PBI_SOTO_47 [Mycobacterium phage Soto] 375 375 99% 4de-131 98.92% YP 0091008561

O hypothetical protein SEA_OLIVE_47 [Mycobacterium phage Olive] 376 376 99% 6Ge-131 99.46% AWH142871

O hypothetical protein SEA_SLATT_47 [Mycobacterium phage Slatf 375 375 99% 7e-131 98.92% QUDS41351

O hypothetical protein PBI_SDCHARGE11_47 [Mycobacterium phage SDcharge11] 375 375 99% 7e131 98.92% AGKET4%61

) hypothetical protein SEA MECCA 46 [Mycobacterium phage Meccal 375 375 99% Te-131 98.92% AZS08929 1
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hypothetical protein SEA_PRICKLES_47 [Mycobacterium phage Prickles]
Sequence ID: QGH75571.1 Length: 186 Number of Matches: 1

Range 1: 1 to 186 GenPept Graph

Score Expect Method Tdentities Positives Gaps
378 bits(971) 3e-132 Compositional matrix adjust. 186/186(100%) 186/186(100%) 0/186(0%)

Query 1 MATPFDTIAPATASDAAIALLTKLMIAKAKATGADTAEAAVKIMTWLETHNDSATVSANI 60
MATPFDTIAPATASDAATALL TKLMHAKAKATGADTAEAAVKTHTHLETHNDSATVSANI
Sbjct 1 MATPFDTIAPATASDAAIALLTKLMIAKAKATGADTAEAAVKIMTWLETHNDSATVSANI 60

Query 61  DRLKAEGYAPEREIVAGADEVPAGRYAIDTTIHAINGTAFYKVDRPTEGRWAGYVFVKQI 120
DRLKAEGYAPEREIVAGADEVPAGRYAIDTTIHAINGT AFYKVDRPTEGRHAGYVFVKQT
Sbjct 61  DRLKAEGYAPEREIVAGADEVPAGRYAIDTTIHAINGTAFYKVDRPTEGRWAGYVFVKQT 120

Query 121 VGDEERRLSQKQGGTILRRIAEVGAEAASARYGHEIGECGVCGRTLTNDESRERGIGPIC 150
VGDEERRLSQKQGGT L RRIAEVGAEAASARYGHE TGECGVCGRTL THDESRERGIGPTC
Shjct 121 VGDEERRLSQKQGGTILRRIAEVGAEAASARYGHEIGECGVCGRTLTNDESRERGIGPIC 150

Query 181 AEKMGH 186
AEKIGU
Sbjct 181 AEKMGH 186

Download v GenPept Graphics.

hypothetical protein KNT94_gp38 [Mycobacterium phage KingTut]
Sequence ID: YP_010096551.1 Length: 186 Number of Matches: 1
> See 11 more title(s)

Range 1: 1 to 186 GenPept Graph

Score Expect Method Tdentities Positives Gaps
377 bits(967) 1e-131 Compositional matrix adjust. 185/186(99%) 185/186(99%) 0/186(0%)

Query 1 MATPFDTIAPATASDAAIALLTKLMIAKAKATGADTAEAAVKIMTWLETHNDSATVSANI 60
MATPFDTI PATASDAATALLTKLMHAKAKATGADTAEAAVKIHTHLETHNDSATVSANI
Sbjct 1 MATPFDTITPATASDAAIALLTKLMIAKAKATGADTAEAAVKIMTWLETHNDSATVSANI 60

Query 61  DRLKAEGYAPEREIVAGADEVPAGRYAIDTTIHAINGTAFYKVDRPTEGRWAGYVFVKQI 120
DRLKAEGYAPEREIVAGADEVPAGRYAIDTTIHAINGT AFYKVDRPTEGRHAGYVFVKQT
Sbjct 61  DRLKAEGYAPEREIVAGADEVPAGRYAIDTTIHAINGTAFYKVDRPTEGRWAGYVFVKQT 120

Query 121 VGDEERRLSQKQGGTILRRIAEVGAEAASARYGHEIGECGVCGRTLTNDESRERGIGPIC 150
VGDEERRLSQKQGGT L RRIAEVGAEAASARYGHE TGECGVCGRTL THDESRERGIGPIC
Sbjct 121 VGDEERRLSQKQGGTILRRIAEVGAEAASARYGHEIGECGVCGRTLTNDESRERGIGPIC 150

Query 181 AEKMGH 186
AEKIGH
Sbjct 181 AEKMGH 186
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ORF Start
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ORF Length : 654
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algarno [Sequence of the Region |Start|starc  |omF
Space  |Upstream of the Start |Codon|Position |Length
7 CGTGTCACGGTAGACGTGCCCG |ATG 40355 |€45
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programs”, Nucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(452 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

<40 40-50

lelll
0 50 100 150 200 250 300 350 400 a50





image512.png
Sequences producing significant alignments:

Suffolk_48, lysin A, 451
Tyrionl_47, lysin A, 451
Duggie 47, lysin A, 451
Derpp_47, lysin A, 451
Cobra_48, lysin A, 451
AltPhacts_48, lysin A, 451

BlueHusk_Draft_48, function unknown, 451

Zonia_48, lysin A, 451
Soto_48, lysin A, 451

MiniBoss_Draft_48, function unknown, 451

EmpTee_48, lysin A, 451
Vortex_48, lysin A, 451
Virgeve 47, lysin A, 451
Phunky_48, lysin A, 451
Lulwa_48, lysin A, 451
Gareth_47, lysin A, 451
Shival_48, lysin A, 451
PhatCats2014_49, lysin A, 451
Lego3393_47, lysin A, 451
Kloppinator_49, lysin A, 451
Craff_49, lysin A, 451
TInchworm_49, lysin A, 451
FriarPreacher_47, lysin A, 455
Vivaldi_49, lysin A, 455
Carthage_46, lysin A, 455
Phamished 49, lysin A, 455
Prickles_48, lysin A, 438
Mikota_48, lysin A, 438
Sheila 48, lysin A, 438
Eremos_48, lysin A, 438
UAch1_48, lysin A, 456
Hetaeria_48, lysin A, 456
Murdoc_48, lysin A, 438
Wallhey 47, lysin A, 438
Soile 48, lysin A, 438
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>Suffolk_48, lysin A, 451
Length = 451

Score = 959 bits (2480), Expect = 0.8
Tdentities = 449/451 (99%), Positives = 450/451 (99%)

Query: 1  MSDLSTRSSGTSTVTRMPRYMPMRAGTYTLSSGFGPRWGSQHRGLDFAAKDGTPIYAAQG 60
MSDLSTRSSGTSTVTRMPRYMPMRAGTYTLSSGF GPRNGSQHRGLDFAAKDGTPTYAAQG
Sbjct: 1 MSDLSTRSSGTSTVTRMPRYMPMRAGTYTLSSGFGPRWGSQHRGLDFAAKDGTPIYAAQG 60

Query: 61 GTVAYIGRADGFGQWIVIDHPAADGGGTTVYGHMWDAFATGLRQGQRVEAGQLIAYVGTN 120
GTVAYIGRADGFGQWIVIDHPAADGGGTTVYGHMWDAFATGLRQGQRVEAGQLIAYVGTN
Sbjct: 61 GTVAYIGRADGFGQWIVIDHPAADGGGTTVYGHMWDAFATGLRQGQRVEAGQLIAYVGTN 120

Query: 121 GQSTGPHLHFEVHPTVWRQGSQIDPKPWLANARNPGDPAPAPAPPKGGTLAKLTDPFTGE 180
GQSTGPHLHFEVHPTVWRQGSQIDPKPWLANARNPGDPAPAPAPPKGGTLAKL TDPFTGE
Sbjct: 121 GQSTGPHLHFEVHPTVWRQGSQIDPKPWLANARNPGDPAPAPAPPKGGTLAKLTDPFTGE 180

Query: 181 LWSPNRYHPRGLGDPRWIVVHTQEGGRTARDLAAYLAQKSSQUSYHVVVDDREVLKWAE 240
LWSPNRYHPRGLGDPRWIVVHTQEGGRTARDLAAYLAQKSSQVSYHVVVDDREVLKVVAE
Sbjct: 181 LWSPNRYHPRGLGDPRWIVVHTQEGGRTARDLAAYLAQKSSQUSYHVVVDDREVLKWAE 240

Query: 241 GDAPWAAAGANKYAFHICMAGSYASWSRNKWLDVDTSDGKNEDVQLTKTAHVIAWWCDKY 300
GDAPWAAAGANKYAFHICMAGSYASWSRNKWLDVDTSDGKNED+QLTKTAHVIAWWCDKY
Sbjct: 241 GDAPWAAAGANKYAFHICMAGSYASWSRNKWLDVDTSDGKNEDLQLTKTAHVIAWWCDKY 300

Query: 301 GIPPVWIGGRNIPPWGLDGVCGHGDLGANGGGHTDPGPNFPRDELMRRVNQFLAGTELPP 360
GIPPVWIGGRNIPPWGLDGVCGHGDLGANGGGHTDPGPNFPRDELMRRVNQFL GTELPP
Sbjct: 301 GIPPVWIGGRNIPPWGLDGVCGHGDLGANGGGHTDPGPNFPRDELMRRVNQFLVGTELPP 360

Query: 361 LPTPPPVTVPGTKPDQYGDWMLYRGNPRNDADRVRRVQRRLKAAYRSYAGHLEIDGDFGP 420
LPTPPPVTVPGTKPDQYGDWMLYRGNPRNDADRVRRVQRRLKAAYRSYAGHL EIDGDFGP
Sbjct: 361 LPTPPPVTVPGTKPDQYGDWMLYRGNPRNDADRVRRVQRRLKAAYRSYAGHLEIDGDFGP 420

Query: 421 LTELAVREFQRRSLLIADGIVGPNTAAALKP 451
LTELAVREFQRRSLLIADGIVGPNTAAALKP
Sbjct: 421 LTELAVREFQRRSLLIADGIVGPNTAAALKP 451




image514.png
>Tyrionl_47, lysin A, 451
Length = 451

Score = 957 bits (2475), Expect = 0.8
Tdentities = 449/451 (99%), Positives = 450/451 (99%)

Query: 1  MSDLSTRSSGTSTVTRMPRYMPMRAGTYTLSSGFGPRWGSQHRGLDFAAKDGTPIYAAQG 60
MSDLSTRSSGTSTVTRMPRYMPMRAGTYTLSSGF GPRNGSQHRGLDFAAKDGTPTYAAQG
Sbjct: 1 MSDLSTRSSGTSTVTRMPRYMPMRAGTYTLSSGFGPRWGSQHRGLDFAAKDGTPIYAAQG 60

Query: 61 GTVAYIGRADGFGQWIVIDHPAADGGGTTVYGHMWDAFATGLRQGQRVEAGQLIAYVGTN 120
GTVAYIGRADGFGQWIVIDHPAADGGGTTVYGHMWDAFATGLRQGQRVEAGQLIAYVGTN
Sbjct: 61 GTVAYIGRADGFGQWIVIDHPAADGGGTTVYGHMWDAFATGLRQGQRVEAGQLIAYVGTN 120

Query: 121 GQSTGPHLHFEVHPTVWRQGSQIDPKPWLANARNPGDPAPAPAPPKGGTLAKLTDPFTGE 180
GQSTGPHLHFEVHPTVWRQGSQIDPKPWLANARNPGDPAPAPAPPKGGTLAKL TDPFTGE
Sbjct: 121 GQSTGPHLHFEVHPTVWRQGSQIDPKPWLANARNPGDPAPAPAPPKGGTLAKLTDPFTGE 180

Query: 181 LWSPNRYHPRGLGDPRWIVVHTQEGGRTARDLAAYLAQKSSQUSYHVVVDDREVLKWAE 240
LWSPNRYHPRGLGDPRWIVVHTQEGGRTARDLAAYLAQKSSQVSYHVVVDDREVLKVVAE
Sbjct: 181 LWSPNRYHPRGLGDPRWIVVHTQEGGRTARDLAAYLAQKSSQUSYHVVVDDREVLKWAE 240

Query: 241 GDAPWAAAGANKYAFHICMAGSYASWSRNKWLDVDTSDGKNEDVQLTKTAHVIAWWCDKY 300
GDAPWAAAGANKYAFHICMAGSYASWSRNKWLDVDTSDGKNED+QLTKTAHVIAWWCDKY
Sbjct: 241 GDAPWAAAGANKYAFHICMAGSYASWSRNKWLDVDTSDGKNEDLQLTKTAHVIAWWCDKY 300

Query: 301 GIPPVWIGGRNIPPWGLDGVCGHGDLGANGGGHTDPGPNFPRDELMRRVNQFLAGTELPP 360
GIPPVWIGGRNIPPWGLDGVCGH DLGANGGGHTDPGPNFPRDELMRRVNQFLAGTELPP
Sbjct: 301 GIPPVWIGGRNIPPWGLDGVCGHVDLGANGGGHTDPGPNFPRDELMRRVNQFLAGTELPP 360

Query: 361 LPTPPPVTVPGTKPDQYGDWMLYRGNPRNDADRVRRVQRRLKAAYRSYAGHLEIDGDFGP 420
LPTPPPVTVPGTKPDQYGDWMLYRGNPRNDADRVRRVQRRLKAAYRSYAGHL EIDGDFGP
Sbjct: 361 LPTPPPVTVPGTKPDQYGDWMLYRGNPRNDADRVRRVQRRLKAAYRSYAGHLEIDGDFGP 420

Query: 421 LTELAVREFQRRSLLIADGIVGPNTAAALKP 451
LTELAVREFQRRSLLIADGIVGPNTAAALKP
Sbjct: 421 LTELAVREFQRRSLLIADGIVGPNTAAALKP 451
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[Mycobacterium phage Suffolk]
Iysin A [Mycobacterium phage Derpp]

lysin A [Mycobacterium phage AltPhacts]

[Mycobacterium phage Soto]

Mycobacterium phage Zonia]

endolysin [Mycobacterium phage Vortex]
endolysin [Mycobacterium phage ShiVal]

lysin A [Mycobacterium phage Inchworm]
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Score  Score Cover
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0.0
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Accession
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YP_009100857.1
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YP_009198722.1
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endolysin [Mycobacterium phage Suffolk]
Sequence ID: YP_009005695 1 Length: 451 Number of Matches: 1
> See 1 more title(s)

Range 1: 1 to 451 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
915 bits(2366) 0.0 Compositional matrix adjust. 449/451(99%) 450/451(99%) 0/451(0%)

Query 1 MSDLSTRSSGTSTVTRINPRYHPHRAGTYTLSSGFGPRIGSQHRGLDFAAKDGTPIVARQG 60
MSDLSTRSSGTSTVTRIPRYIPIRAGTYTLSSGF GPRIGSQHRGLDFARKDGTPIYAAQS
Sbjct 1 MSDLSTRSSGTSTVTRIPRYHPHRAGTYTLSSGFGPRIGSQHRGLDFAAKDGTPIYAAQG 60

Query 61  GTVAYIGRADGFGQWIVIDHPAADGGGTTVYGHUNDAFATGLRQGORVEAGOLIAYVGTH 120
GTVAYIGRADGFGQUIVIDHPAADGGGT TVYGHMIIDAF ATGLRQGQRVEAGQLIAYVGTH
Sbjct 61  GTVAYIGRADGFGQHIVIDHPAADGGGTTVYGHHNDAFATGLRQGORVEAGOLTAYVGTH 120

Query 121 GOSTGPHLHFEVHPTVIRQGSQIDPKPHLANARNPGDPAPAPAPPKGGTLAKLTDPFTGE 180
GQSTGPHLHFEVHPTVIRQGSQTDPKPWLANARNPGDPAPAPAPPKGGT LAKL TDPFTGE
Shjct 121 GOSTGPHLHFEVHPTVIRQGSQIDPKPHLANARNPGDPAPAPAPPKGGTLAKLTDPFTGE 180

Query 181 LWSPNRYHPRGLGDPRUIVVHTQEGGRTARDLAAYLAQKSSQUSYHVVVDDREVLKWAE 240
LWSPNRYHPRGLGDPRUIVVHTQEGGRTARDLAAYLAQKSSQVSYHVVVDDREVLKWVAE
Sbjct 181 LWSPNRYHPRGLGDPRUIVVHTQEGGRTARDLAAYLAQKSSQUSYHVVVDDREVLKWAE 240

Query 241 GDAPNAAAGANKYAFHICHAGSYASISRNKWLDVDTSDGKNEDVQLTKTAHVIANWCDKY 300
GDAPHAAAGANKYAFHICHAGSYASHSRNKHLDVDTSDGKNED+QLTKTAHVIAMCDKY
Sbjct 241 GDAPNAAAGANKYAFHICHAGSYASUSRNKWLDVDTSDGKNEDLQLTKTAHVIAWWCDKY 300

Query 301 GIPPVIIGGRNIPPUGLDGVCGHGDLGANGGGHTDPGPNFPROELMRRVNQFLAGTELPP 360
GIPPVUIGGRNIPPUGLDGVCGHGDLGAIIGGGHTDPGPNFPRDELHRRVNQFL GTELPP.
Sbjct 301 GIPPVIIGGRNIPPUGLDGVCGHGDLGANGGGHTDPGPNFPRDELMRRVNGFLVGTELPP 360

Query 361 LPTPPPVTVPGTKPDOYGDILYRGNPRNDADRVRRVORRLKAAYRSYAGHLETDGDFGP 420
LPTPPPVTVPGTKPDQYGDIILYRGNPRNDADRVRRVORRL KAAYRSYAGHL EIDGDF GP
Shjct 361 LPTPPPVTVPGTKPDOYGDIHLYRGNPRNDADRVRRVORRLKAAYRSYAGHLETDGDFGP 420

Query 421 LTELAVREFQRRSLLIADGIVGPNTAAALKP 451
LTELAVREFQRRSLLIADGIVGPNTAAALKP
Sbjct 421 LTELAVREFQRRSLLIADGIVGPNTAAALKP 451
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BIDownload ~ GenPept Graphics

lysin A [Mycobacterium phage Derpp]
Sequence ID: AOQ28609 1 Length: 451 Number of Matches:
> See 3 more title(s)

Range 1: 1 to 451 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
915 bits(2365) 0.0 Compositional matrix adjust. 449/451(99%) 450/451(99%) 0/451(0%)

Query 1 MSDLSTRSSGTSTVTRINPRYHPHRAGTYTLSSGFGPRIGSQHRGLDFAAKDGTPIVARQG 60
MSDLSTRSSGTSTVTRIPRYIPIRAGTYTLSSGF GPRIGSQHRGLDFARKDGTPIYAAQS
Sbjct 1 MSDLSTRSSGTSTVTRIPRYHPHRAGTYTLSSGFGPRIGSQHRGLDFAAKDGTPIYAAQG 60

Query 61  GTVAYIGRADGFGQWIVIDHPAADGGGTTVYGHUNDAFATGLRQGORVEAGOLIAYVGTH 120
GTVAYIGRADGFGQUIVIDHPAADGGGT TVYGHMIIDAF ATGLRQGQRVEAGQLIAYVGTH
Sbjct 61  GTVAYIGRADGFGQHIVIDHPAADGGGTTVYGHHNDAFATGLRQGORVEAGOLTAYVGTH 120

Query 121 GOSTGPHLHFEVHPTVIRQGSQIDPKPHLANARNPGDPAPAPAPPKGGTLAKLTDPFTGE 180
GQSTGPHLHFEVHPTVIRQGSQTDPKPWLANARNPGDPAPAPAPPKGGT LAKL TDPFTGE
Shjct 121 GOSTGPHLHFEVHPTVIRQGSQIDPKPHLANARNPGDPAPAPAPPKGGTLAKLTDPFTGE 180

Query 181 LWSPNRYHPRGLGDPRUIVVHTQEGGRTARDLAAYLAQKSSQUSYHVVVDDREVLKWAE 240
LISPNRYHPRGLGDPRUIVVHTQEGGRTARDLAAYLAQKSSQVSYHVVVDDREVLKWVAE
Sbjct 181 LWSPNRYHPRGLGDPRUIVVHTQEGGRTARDLAAYLAQKSSQUSYHVVVDDREVLKWAE 240

Query 241 GDAPNAAAGANKYAFHICHAGSYASISRNKWLDVDTSDGKNEDVQLTKTAHVIANWCDKY 300
GDAPHAAAGANKYAFHICHAGSYASHSRNKHLDVDTSDGKNED+QLTKTAHVIAMCDKY
Sbjct 241 GDAPNAAAGANKYAFHICHAGSYASUSRNKWLDVDTSDGKNEDLQLTKTAHVIAWWCDKY 300

Query 301 GIPPVIIGGRNIPPUGLDGVCGHGDLGANGGGHTDPGPNFPROELMRRVNQFLAGTELPP 360
GIPPVUIGGRNIPPUGLDGVCGH DLGAIGGGHTDPGPNFPRDELHRRVNQFLAGTELPP.
Sbjct 301 GIPPVIIGGRNIPPUGLDGVCGHVDLGANGGGHTDPGPNFPRDELMRRVNGFLAGTELPP 360

Query 361 LPTPPPVTVPGTKPDOYGDILYRGNPRNDADRVRRVORRLKAAYRSYAGHLETDGDFGP 420
LPTPPPVTVPGTKPDQYGDIILYRGNPRNDADRVRRVORRL KAAYRSYAGHL EIDGDF GP
Shjct 361 LPTPPPVTVPGTKPDOYGDIHLYRGNPRNDADRVRRVORRLKAAYRSYAGHLETDGDFGP 420

Query 421 LTELAVREFQRRSLLIADGIVGPNTAAALKP 451
LTELAVREFQRRSLLIADGIVGPNTAAALKP
Sbjct 421 LTELAVREFQRRSLLIADGIVGPNTAAALKP 451
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hypothetical protein M046_gp03 [Mycobacterium phage Newman]
Sequence ID: YP_008052080.1 Length: 71 Number of Matches: 1
> See 109 more itle(s)

Range 1: 1 to 71 GenPept Graphics

Score Expect Method Tdentities  Positives Gaps
145 bits(366) 1e-43 Compositional matrix adjust. 71/71(100%) 71/71(100%) 0/71(0%)

Query 1  HIETTATSVTEFDGTFETVITHRFDGLUDVAVAHIGTWLCHAQIAASFEDARFLAGYICG 60
IETTATSVTEFDGTFETVITURFDGLIDVAVAHIGTIL CHAQTAAS FEDARF LAGYICG
Sbjct 1 NIETTATSVTEFDGTFETVITHRFDGLUDVAVAHIGTWLCHAQIAASFEDARFLAGYICG 60

Query 61 QHWRAEGMVAA 71
QHIRAEGHVAA
Sbjct 61 QHMRAEGMVAA 71

[Download v GenPept Graphics.

hypothetical protein SEA_GENECOCO_3 [Mycobacterium phage GeneCoco]
Sequence ID: AXH45842 1 Length: 71 Number of Matches:

Range 1:1 to 71 GenPept Graph

Score Expect Method Tdentities  Positives Gaps
(364) 3e-43 Compositional matrix adjust. 70/71(99%) 71/71(100%) 0/71(0%)

Query 1  HIETTATSVTEFDGTFETVITHRFDGLUDVAVAHIGTWLCHAQIAASFEDARFLAGYICG 60
TETTATSVTEFDGTFE +VITURFDGLIDVAVAHIGTIL CHAQTAASFEDARF LAGYICG
Sbjct 1 NIETTATSVTEFDGTFESVITURFDGLUDVAVAHIGTWLCHAQIAASFEDARFLAGYICG 60

Query 61 QHWRAEGMVAA 71
QHIRAEGHVAA
Sbjct 61 QHMRAEGMVAA 71
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Nr

Hit

3D2Y_A

NP_218111.1

YP_178018.1
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N-acetylmuramoyl-L-alanine amidase
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hypothetical protein Rv3594
[Mycobacterium tuberculosis H37Rv]

hypothetical protein Rv3811
[Mycobacterium tuberculosis H37Rv]
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Starts : 26 ORF Start : 40314 Cdn1 Cdn2 Cdn3 Length 5
Selected: 1 ORF Stop : 41630  5'End[1000 333 333 3
ORFLength: 1377 End|535 835 667 1345
1T [ I [ T T T [T TTT I

Sequence of the Region [Start|start ORF
Upstream of the Start |Codon|Position |Length
ACAAGAGATARGTTACCCGCCC TTG 40335 13s5¢€
AAGTTACCCGCCCTTGTCGGAT TTG 40344 1347
ACGTTCATCGGGCACGTICTACC GIG 40374 1317
GGGCACGTCTACCGTGACACGT ATG 40383 1308
CGTGACACGTATGCCGAGGTAC ATG 40355 12%¢€
ACGTATGCCGAGGTACATGCCC ATG 40401 1250
CTACGCCGCGCAGGGCGGCACC  GTG 40521 1170
CGACGGTTTCGGGCAATGGATC GTIG 40s€3 1128
CGGCACGACCGTCTACGGACAC ATG 40€l4 1077
CGGCCCACATCTGCACTTCGAG GTG 40728 S€3
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Prickles_49, lysin B, 451
MRabcd_48, lysin B, 451

KlimbOn_49, lysin B, 451
Daka_Draft_48, function unknown, 451
Nacho_850, lysin B, 451

Squid_49, lysin B, 451

Potter_48, lysin B, 451

Mosaic_48, lysin B, 451

MitKao_49, lysin B, 451

Mana_d8, lysin B, 451
LostAndPhound_48, lysin B, 451
LeiMonet_Draft_50, function unknown, 451
Kimbrough_49, lysin B, 451
Giraffe_49, lysin B, 451
Chorkpop_49, lysin B, 451

Zaider_56, lysin B, 451
Omniscient_49, lysin B, 451

Mecca 48, lysin B, 451

Soto_49, lysin B, 451

Roliet_49, lysin B, 451
Vaishali2d_48, lysin B, 451
Sophia_48, lysin B, 451
SDchargel1_49, lysin B, 451
Manad_49, lysin B, 451
Lopsy_Draft_a8, function unknown, 451
Tnverness_49, lysin B, 451

Etaye 49, lysin B, 451

Dingo_49, lysin B, 451

Chunky_49, lysin B, 454
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>Prickles_49, lysin B, 451
Length = 451

Score = 914 bits (2361), Expect = 0.0
Tdentities = 451/451 (160%), Positives = 451/451 (100%)

Query: 1  MTQPTAWQPPQNVGDVAVTVAQAKAKLKVFSYGAVFKTETSSVYTAEFGTALRTFQQRRN 60
MTQPTANQPPQNVGDVAVTVAQAKAKLKVFSYGAVFKTETSSVYTAEFGTALRTFQQRRN
Sbjct: 1 MTQPTAWQPPQNVGDVAVTVAQAKAKLKVFSYGAVFKTETSSVYTAEFGTALRTFQQRRN 60

Query: 61 AETHEGKKPGPVMNTDGVLDWATKKQLGILPEQTAPAPPPVPANRAAALVFRGTGGITGQ 120
AETHEGKKPGPVMNTDGVLDWATKKQLGILPEQTAPAPPPVPANRAAAL VFRGTGGIIGQ
Sbjct: 61 AETHEGKKPGPVMNTDGVLDWATKKQLGILPEQTAPAPPPVPANRAAALVFRGTGGIIGQ 120

Query: 121 DYVSQVCQQUGPMVEEINPEFPASMGGLPPGAPNLPSARQAVDIGYRSGAAWIRANPSRK 180
DYVSQUCQQVGPMVEE INPEFPASMGGLPPGAPNLPSARQAVDIGYRSGAAWIRANPSRK.
Sbjct: 121 DYVSQVCQQUGPMVEEINPEFPASMGGLPPGAPNLPSARQAVDIGYRSGAAWIRANPSRK 180

Query: 181 FVLGGYSLGEIVVAKLLTALFSPGGELAAFRDNYVCSFHIGPPARPLGGAFYGGTAAPGY 240
FVLGGYSLGEIVVAKLLTALFSPGGELAAFRDNYVCSFHIGPPARPLGGAFYGGTAAPGY
Sbjct: 181 FVLGGYSLGEIVVAKLLTALFSPGGELAAFRDNYVCSFHIGPPARPLGGAFYGGTAAPGY 240

Query: 241 GIASNRLATDIVAQLGPRACYLCDPEDMYGSIPVPVEGGTGDIMETVYDMVTTLALNDFL 300
GIASNRLATDIYAQLGPRACYLCDPEDMYGSIPVPVEGGTGDIMETVYDMVTTLALNDFL
Sbjct: 241 GIASNRLATDIVAQLGPRACYLCDPEDMYGSIPVPVEGGTGDIMETVYDMVTTLALNDFL 300

Query: 31 NTAAAMLPHILEIAQDAGIFGLLGLGGVGPATGGGGLLGGLLGGGLGGLLGGGMANPAAL 360
NTAAANLPHILETAQDAGIFGLLGLGGVGPATGGGGL LGGLLGGGLGGLLGGGMANPAAL
Sbjct: 301 NTAAAMLPHILEIAQDAGIFGLLGLGGVGPATGGGGLLGGLLGGGLGGLLGGGMANPAAL 360

Query: 361 LANPLAAIPLLLPLFTSALPGLIAGVGGPGTGGALTGPAAAAQAATLGMKFLFAGTRPHI 420
LANPLAAIPLLLPLFTSALPGLIAGVGGPGTGGALTGPAAAAQAATLGMKFLFAGTRPHI
Sbjct: 361 LANPLAAIPLLLPLFTSALPGLIAGVGGPGTGGALTGPAAAAQAATLGMKFLFAGTRPHI 420

Query: 421 EYHIREVWPGQTYIGLAVQHVRDWVGRELPA 451
EYHIREVWPGQTYIGLAVQHVRDWVGRELPA
Sbjct: 421 EYHIREVWPGQTYIGLAVQHVRDWVGRELPA 451
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>MRabcd_48, lysin B, 451
Length = 451

Score = 914 bits (2361), Expect = 0.0
Tdentities = 451/451 (160%), Positives = 451/451 (100%)

Query: 1  MTQPTAWQPPQNVGDVAVTVAQAKAKLKVFSYGAVFKTETSSVYTAEFGTALRTFQQRRN 60
MTQPTANQPPQNVGDVAVTVAQAKAKLKVFSYGAVFKTETSSVYTAEFGTALRTFQQRRN
Sbjct: 1 MTQPTAWQPPQNVGDVAVTVAQAKAKLKVFSYGAVFKTETSSVYTAEFGTALRTFQQRRN 60

Query: 61 AETHEGKKPGPVMNTDGVLDWATKKQLGILPEQTAPAPPPVPANRAAALVFRGTGGITGQ 120
AETHEGKKPGPVMNTDGVLDWATKKQLGILPEQTAPAPPPVPANRAAAL VFRGTGGIIGQ
Sbjct: 61 AETHEGKKPGPVMNTDGVLDWATKKQLGILPEQTAPAPPPVPANRAAALVFRGTGGIIGQ 120

Query: 121 DYVSQVCQQUGPMVEEINPEFPASMGGLPPGAPNLPSARQAVDIGYRSGAAWIRANPSRK 180
DYVSQUCQQVGPMVEE INPEFPASMGGLPPGAPNLPSARQAVDIGYRSGAAWIRANPSRK.
Sbjct: 121 DYVSQVCQQUGPMVEEINPEFPASMGGLPPGAPNLPSARQAVDIGYRSGAAWIRANPSRK 180

Query: 181 FVLGGYSLGEIVVAKLLTALFSPGGELAAFRDNYVCSFHIGPPARPLGGAFYGGTAAPGY 240
FVLGGYSLGEIVVAKLLTALFSPGGELAAFRDNYVCSFHIGPPARPLGGAFYGGTAAPGY
Sbjct: 181 FVLGGYSLGEIVVAKLLTALFSPGGELAAFRDNYVCSFHIGPPARPLGGAFYGGTAAPGY 240

Query: 241 GIASNRLATDIVAQLGPRACYLCDPEDMYGSIPVPVEGGTGDIMETVYDMVTTLALNDFL 300
GIASNRLATDIYAQLGPRACYLCDPEDMYGSIPVPVEGGTGDIMETVYDMVTTLALNDFL
Sbjct: 241 GIASNRLATDIVAQLGPRACYLCDPEDMYGSIPVPVEGGTGDIMETVYDMVTTLALNDFL 300

Query: 31 NTAAAMLPHILEIAQDAGIFGLLGLGGVGPATGGGGLLGGLLGGGLGGLLGGGMANPAAL 360
NTAAANLPHILETAQDAGIFGLLGLGGVGPATGGGGL LGGLLGGGLGGLLGGGMANPAAL
Sbjct: 301 NTAAAMLPHILEIAQDAGIFGLLGLGGVGPATGGGGLLGGLLGGGLGGLLGGGMANPAAL 360

Query: 361 LANPLAAIPLLLPLFTSALPGLIAGVGGPGTGGALTGPAAAAQAATLGMKFLFAGTRPHI 420
LANPLAAIPLLLPLFTSALPGLIAGVGGPGTGGALTGPAAAAQAATLGMKFLFAGTRPHI
Sbjct: 361 LANPLAAIPLLLPLFTSALPGLIAGVGGPGTGGALTGPAAAAQAATLGMKFLFAGTRPHI 420

Query: 421 EYHIREVWPGQTYIGLAVQHVRDWVGRELPA 451
EYHIREVWPGQTYIGLAVQHVRDWVGRELPA
Sbjct: 421 EYHIREVWPGQTYIGLAVQHVRDWVGRELPA 451
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RID BG2GMI5C016 (Expires on 07-21 00:06 am)

Query ID cl|Query_17090 Database Name nr
Description unnamed protein product All non-redundant GenBank CDS translations-+PDB+SwissProt+PIR+PRF excluding environmental samples from

Molecule type amino acid WGS projects

Query Length 452 Program BLASTP 2.14.1+ bCitation

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

] raphic Summary
© show Conserved Domains
No putative conserved domains have been detected

Distribution of the top 100 Blast Hits on 100 subject sequences &
Mouse over to se the fitle, click to show alignments

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

e <

1 90 180 270 360 450
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1 Alignments o
P Seore Sooe Covr | vate | e | Aoeessen

O lysin B [Mycobacterium phage KiimbOn] 896 896 99% 0.0 100.00% AXQ640041

O lysin B [Mycobacterium phage Nacho] 895 895 99% 00 99.78% AGC340061

O lysin B [Mycobacterium phage Mecca] 894 894 99% 00 99.33% AZS089311

O lysin B [Mycobacterium phage Squid] 894 894 99% 00 99.56% ALH61531

O lysin B [Mycobacterium phage Chunky] 893 893 99% 0.0  99.56% AVJ494151

O lysin B [Mycobacterium phage Soto] 893 893 99% 00 99.56% YP 0091008581
O lysin B [Mycobacterium phage SDcharge11] 892 892 99% 00 99.33% AGKST4281

O lysin B [Mycobacterium phage Sophia] 892 892 99% 00 99.33% AZS102241

O lysin B [Mycobacterium phage SassyCat97] 892 892 99% 00 99.33% AZS100631

O lysin B [Mycobacterium phage Suffolk] 892 892 99% 00 99.56% YP_0090056% 1
O lysin B [Mycobacterium phage ProfessorX] 892 892 99% 00 99.33% AV0259331

O lysin B [Mycobacterium phage Manad] 892 892 99% 00 99.56% YP 0090433241
O lysin B [Mycobacterium phage Haimas] 892 892 99% 00 99.33% AUV604521

O lysin B [Mycobacterium phage Badfish] 891 891 99% 00 99.11% YP 0091901061
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image529.png
lysin B [Mycobacterium phage KiimbOn]
Sequence ID: AXQB4004 1 Length: 451 Number of Matches: 1
> See 2 more title(s)

Range 1: 1 to 451 GenPey

Graphi

Score

896 bits(2315) 0.0 Compo:

Expect Method Tdentities Positives

Gaps

ional matrix adjust. 451/451(100%) 451/451(100%) 0/451(0%)

Query
sbjct
Query
sbjct
Query
sbjct
Query
sbjct
Query
sbjct
Query
sbjct
Query
sbjct
Query
sbjct

1

1

61

61

121

121

151

151

201

201

01

01

361

361

421

421

HTQPTAWQPPQNVGDVAVTVAQAKAKL KVF SYGAVFKTETSSVY TAEFGTALRTFQORRN
MTQPTAWQPPQNVGDVAVTVAQAKAKL KVF SYGAVFKTETSSVYTAEFGTALRTFQORRN
MTQPTAWQPPQNVGDVAVTVAQAKAKL KVF SYGAVFKTETSSVY TAEFGTALRTFQQRRN

AETHEGKKPGPVMNTDGVLDWATKKQLGILPEQTAPAPPPVPANRAAALVFRGTGGITGQ
AETHEGKKPGPVMNTDGVLDWATKKQLGILPEQTAPAPPPVPANRAAALVFRGTGGITGQ
AETHEGKKPGPVMNTDGVLDWATKKQLGILPEQTAPAPPPVPANRAAALVFRGTGGITGQ

DYVSQVCQQVGPMVEEINPEF PASHGGLPPGAPNLPSARQAVDIGYRSGAANIRANPSRK.
DYVSQUCQQVGPMVEE INPEFPASHGGLPPGAPNLPSARQAVDIGYRSGAANIRANPSRK.
DYVSQUCQQVGPMVEE INPEFPASHGGLPPGAPNLPSARQAVDIGYRSGANIRANPSRK.

FVLGGYSLGETVVAKL LTALFSPGGEL AAFRDNYVCSFHIGPPARPLGGAFYGGTARPGY
FVLGGYSLGE IVVAKL LTALFSPGGEL AAFRDNYVCSFHIGPPARPLGGAFYGGTAAPGY
FVLGGYSLGETVVAKL LTALFSPGGEL AAFRDNYVCSFHIGPPARPLGGAFYGGTAAPGY

GTASNRLATDIYAQLGPRACYLCDPEDMYGSTPVPVEGGTGDIHETVYDHVTTLALNDFL
‘GTASNRLATDIYAQLGPRACYLCDPEDHYGSPVPVEGGTGDIHETVYDHVTTLALNDFL
‘GTASNRLATDIYAQLGPRACYLCDPEDHMYGSTPVPVEGGTGDIHETVYDHVTTLALNDFL

NTAAANLPHILETAQDAGIFGLLGLGGVGPATGGGGLLGGLLGGGLGGLLGGGMANPAAL
NTAAANLPHTLETAQDAGLFGLLGLGGVGPATGGGGL L GGLLGGGLGGLLGGGMANPAAL
NTAAANLPHTLETAQDAGLFGLLGLGGVGPATGGGGL L GGLLGGGLGGLLGGGMANPAAL

LANPLAATPLLLPLFTSALPGLIAGVGGPGTGGALTGPAAAAQAATLGHKF LFAGTRPHI
LANPLAATPLLLPLFTSALPGLIAGVGGPGTGGAL TGPAAAAQAAT LGHKF LFAGTRPHI
LANPLAATPLLLPLFTSALPGLIAGVGGPGTGGALTGPAAAAQAAT LGHKF LFAGTRPHI

EVHIREVUPGQTYIGLAVOHVRDVGRELPA 451
EVHIREVIPGOTYIGLAVOHVRDLVGRELPA
EVHIREVUPGQTYIGLAVOHVRDUVGRELPA 451

)

)

120

120

150

150

200

200

300

300

360

360

420
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BIDownload v GenPept Graphics

lysin B [Mycobacterium phage Nacho]
Sequence ID: AGC34006.1 Length: 451 Number of Matches: 1

Range 1: 1 to 451 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
895 bits(2312) 0.0 Compositional matrix adjust. 450/451(99%) 451/451(100%) 0/451(0%)

Query 1 MIQPTANQPPQNVGDVAVTVAQAKAKLKVFSYGAVFKTETSSVYTAEFGTALRTFQORRN 60
MTQPTAWQPPQNVGDVAVTVAQAKAKL KVF SYGAVFKTETSSVY TAEFGTALRTFQORRN
Shjct 1 MTQPTANQPPQNVGDVAVTVAQAKAKLKVFSYGAVFKTETSSVYTAEFGTALRTFQORRN 60

Query 61  AETHEGKKPGPVMNTDGVLDWATKKQLGILPEQTAPAPPPVPANRAAALVFRGTGGITGO 120
AETHEGKKPGPVMNTDGVLDWATKKQLGILPEQTAPAPPPVPANRAAALVFRGTGGITGQ
Sbjct 61  AETHEGKKPGPVMNTDGVLDHATKKQLGILPEQTAPAPPPVPANRAAALVFRGTGGITGY 120

Query 121 DYVSQUCQQVGPHVEEINPEFPASIGGLPPGAPNLPSARQAVDIGYRSGAANIRANPSRK 150
DYVSQVCQQVGPMVEE INPEF PASHGGLPPGAPNLPSARQAVDIGYRSGAANT +ANPSRK
Sbjct 121 DYVSQUCQQVGPHVEEINPEFPASIGGLPPGAPNLPSARQAVDIGYRSGAANIKANPSRK 150

Query 181 FVLGGYSLGEIVVAKLLTALFSPGGELAAFRDNYVCSFHIGPPARPLGGAFYGGTARPGY 240
FVLGGYSLGEIVVAKL LTALFSPGGEL AAFRDNYVCSFHIGPPARPLGGAFYGGTAAPGY
Sbjct 181 FVLGGYSLGEIVVAKLLTALFSPGGELAAFRDNYVCSFHIGPPARPLGGAFYGGTAAPGY 240

Query 241 GIASNRLATDIVAQLGPRACYLCDPEDMYGSIPVPVEGGTGDIMETVYDHVITLALNDFL 300
‘GIASNRLATDIYAQLGPRACYLCDPEDMYGSTPVPVEGGTGDIHETVYDHVTTLALNDFL.
Sbjct 241 GIASNRLATDIVAQLGPRACYLCDPEDMYGSIPVPVEGGTGDIMETVYDHVITLALNDFL 300

Query 301 NTAAAHLPHILEIAQDAGIFGLLGLGGVGPATGGGGLLGGLLGGGLGGLLGGGHANPAAL 360
NTAAANLPHTLETAQDAGLFGLLGLGGVGPATGGGGL L GGLLGGGLGGLLGGGMANPAAL.
Sbjct 301 NTAAANLPHILETAQDAGIFGLLGLGGVGPATGGGGLLGGLLGGGLGGLLGGGHANPAAL 360

Query 361 LANPLAAIPLLLPLFTSALPGLIAGVGGPGTGGALTGPAAARQAAILGMKFLFAGTRPHI 420
LANPLAATPLLLPLFTSALPGLIAGYGGPGTGGAL TGPAAAAQAAT LGHKF LFAGTRPHI
Sbjct 361 LANPLAATPLLLPLFTSALPGLIAGVGGPGTGGALTGPAAAAQAAILGMKFLFAGTRPHI 420

Query 421 EVHIREVWPGQTYIGLAVQHVRDWVGRELPA 451
EVHIREVIPGQTYIGLAVOHVRDLVGRELPA
Shjct 421 EVHIREVWPGQTYIGLAVQHVRDWVGRELPA 451
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Hit

3HC7_A

5W95_B

3AJA A

NP_218319.1

SCOP_d1qoz.

Name

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

Conserved membrane protein of
uncharacterised function; PEG,

Complex, HYDROLASE; HET: 1PE;
1.723A {Mycobacterium tubercu

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

membrane protein [Mycobacterium
tuberculosis H37Rv]

€.69.1.30 (A:) Acetylxylan esterase
{Trichoderma reesei [TaxId: 51453]} |
CLASS: Alpha and beta proteins (a/b),
FOLD: al

Probability
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99.84
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Starts : 24 ORF Start : 41631 Lan | Ldns Ldns  Length

Selected: 1 ORFStop :43055 5End|765 706 523 51
ORFLength: 1365 ~ 'End|51.5 862 691 1303
11 1T [ IT1T [T 1 [ 1T T I [ TT J41
Shine D |algarno |Sequence of the Region Start ORF

cument

7
i

¢ |score |space |upstream of the Start |Codon|Position |Length
33¢ 7 CCTCAAACCGTAGGAGATCCGC |ATG 41700  |135€

2 441 8 GCAGAATGTCGGCGATGTCGCC |GTG 41751  |1305

3 357 7 TCAGGCCAAGGCCAAGCTCAAG GTG 41784 1272

4 441 7 CAAGGTGTTCAGCTACGGCGCG  GTG 41802 1254

S 378 7 CGAGGGCAAGAARCCCGGCCCC  GTG 41813 1143

€ 330 s GGGCAAGARACCCGGCCCCGTIG  ATG 41sl¢ 1140

7 4€2 7 CCCCGTGATGAACACCGATGGC GTG 41831 1125
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(207 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

<40 40-50
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Score  E

Sequences producing significant alignments: (bits) Value

Zelda_50, function unknown, 206 420 e-117
Zaider_51, function unknown, 206 420 e-117
YouGoGlencoco_50, function unknown, 206 420 e-117
Yoshand_51, function unknown, 206 420 e-117
Xavier_49, function unknown, 206 420 e-117
Windsor_49, function unknown, 206 420 e-117
Weher20_50, function unknown, 206 420 e-117
Waterdiva_5@, function unknown, 206 420 e-117
Vortex_50, function unknown, 206 420 e-117
Vista 50, function unknown, 206 420 e-117
Virgeve 49, function unknown, 206 420 e-117
Virapocalypse_50, function unknown, 206 420 e-117
Veritas_49, function unknown, 206 420 e-117
Vaticameos_46, function unknown, 206 420 e-117
Valjean_50, function unknown, 206 420 e-117
Usavi_Draft_52, function unknown, 206 420 e-117
UncleHowie_50, function unknown, 206 420 e-117
UAch1_50, function unknown, 206 420 e-117
True_49, function unknown, 206 420 e-117
Tooj_56, function unknown, 206 420 e-117
Toni_49, function unknown, 206 420 e-117
Tomlarah_50, function unknown, 206 420 e-117
TomBombadil 50, function unknown, 206 420 e-117
Timmi_49, function unknown, 206 420 e-117
Three0h3D2_51, function unknown, 206 420 e-117
Thora_50, function unknown, 206 420 e-117
Telesworld_49, function unknown, 206 420 e-117
TallGrassMM 50, function unknown, 206 420 e-117
Swish_51, function unknown, 206 420 e-117
Swiphy_Draft_52, function unknown, 206 420 e-117

Surelv 50. function unknown. 206 220 e-117
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>Zelda_50, function unknown, 206
Length = 206

Score = 420 bits (1080), Expect = e-117
Tdentities = 206/206 (160%), Positives = 206/206 (100%)

Query: 1  MAGSPFSGKGGAATAAAPAPSKGKVDPADLPDVTNVGEDKPVGSDPYAAADPTGVSGYKP 60
MAGSPFSGKGGAATAAAPAPSKGKVDPADLPDVTNVGEDKPVGSDPYAAADPTGVSGYKP:
Sbjct: 1 MAGSPFSGKGGAATAAAPAPSKGKVDPADLPDVTNVGEDKPVGSDPYAAADPTGVSGYKP 60

Query: 61 AFFLGQLVLMHPTEYGTMATVHDKDGKESEFVRFDIIPLTVPEPGTPNAQTAVRLDNGNF 120
AFFLGQLVLMHPTEYGTMATVHDKDGKESEFVRFDIIPLTVPEPGTPNAQTAVRLDNGNF
Sbjct: 61 AFFLGQLVLMHPTEYGTMATVHDKDGKESEFVRFDIIPLTVPEPGTPNAQTAVRLDNGNF 120

Query: 121 GFLNRDGEVEECEPYEVGERLDDIMVFNKALAREGKKALDRGIANVLGRIVKGVKKPNQS 180
GFLNRDGEVEECEPYEVGERLDDIMVFNKALAREGKKALDRGIAWVLGRIVKGVKKPNQS.
Sbjct: 121 GFLNRDGEVEECEPYEVGERLDDIMVFNKALAREGKKALDRGIANVLGRIVKGVKKPNQS 180

Query: 181 APFILVAGSEDDKALYQQWRQSLAKA 206
APFTLVAGSEDDKAL YQQWRQSLAKA
Sbjct: 181 APFTLVAGSEDDKALYQQWRQSLAKA 206

>Zaider_51, function unknown, 206
Length = 206

Score = 420 bits (1080), Expect = e-117
Tdentities = 206/206 (160%), Positives = 206/206 (100%)

Query: 1  MAGSPFSGKGGAATAAAPAPSKGKVDPADLPDVTNVGEDKPVGSDPYAAADPTGVSGYKP 60
MAGSPFSGKGGAATAAAPAPSKGKVDPADLPDVTNVGEDKPVGSDPYAAADPTGVSGYKP:
Sbjct: 1 MAGSPFSGKGGAATAAAPAPSKGKVDPADLPDVTNVGEDKPVGSDPYAAADPTGVSGYKP 60

Query: 61 AFFLGQLVLMHPTEYGTMATVHDKDGKESEFVRFDIIPLTVPEPGTPNAQTAVRLDNGNF 120
AFFLGQLVLMHPTEYGTMATVHDKDGKESEFVRFDIIPLTVPEPGTPNAQTAVRLDNGNF
Sbjct: 61 AFFLGQLVLMHPTEYGTMATVHDKDGKESEFVRFDIIPLTVPEPGTPNAQTAVRLDNGNF 120

Query: 121 GFLNRDGEVEECEPYEVGERLDDIMVFNKALAREGKKALDRGIANVLGRIVKGVKKPNQS 180
GFLNRDGEVEECEPYEVGERLDDIMVFNKALAREGKKALDRGIAWVLGRIVKGVKKPNQS.
Sbjct: 121 GFLNRDGEVEECEPYEVGERLDDIMVFNKALAREGKKALDRGIANVLGRIVKGVKKPNQS 180

Query: 181 APFILVAGSEDDKALYQQWRQSLAKA 206
APFTLVAGSEDDKAL YQQWRQSLAKA
Sbjct: 181 APFTLVAGSEDDKALYQQWRQSLAKA 206
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RID BG37KVWS8016 (Expires on 07-21 00:18 am)

Query ID Icl|Query_790829. Database Name nr
Description unnamed protein product Description All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental samples from

Molecule type 0 acid WGS projects

Query Length 207 Program BLASTP 2.14.1+ b

ation

Other reports: B Search Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment] [MSA viewer]
Analyze your query with SmartBLAST
@Grap ic Summary.

© show Conserved Domains
No putative conserved domains have been detected

Distribution of the top 59 Blast Hits on 59 subject sequences &
Mouse over to see the fitle, click to show alignments

Color key for alignment scores
W<40 W40-50 W 50-80 W 80-200 W >=200
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1 40 80 120 160 200
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i Alignments [ZDownload + GenPept Graphics Distance tree of resuits Multiple alignment o
Seore Sooe Covr | vate | e | Aoeessen

O hypothetical protein PBI_PG1_51 [Mycobacterium phage PG1] 419 419 99% 8e-148 100.00% NP 9438291
O hypothetical protein SEA_CARTHAGE_48 [Mycobacterium phage Carthage] 419 419 99% 2e-147 99.51% QBI9E3L11

O hypothetical protein SEA_MESH1_50 [Mycobacterium phage Mesh1] 419 419 99% 2e-147 99.51% AYDSS6951

O hypothetical protein PBI_SUFFOLK_50 [Mycobacterium phage Suffolk] 418 418 99% 2e-147 99.51% YP_009005697.1
O hypothetical protein SEA_HSAVAGE_50 [Mycobacterium phage HSavage] 418 418 99% 3e-147 9951% AXHB5601.1

O hypothetical protein PBI_VIVALDI_51 [Mycobacterium phage Vivaldi] 417 417 99% 5e-147 99.03% AIM50283 1

O hypothetical protein SEA_ALTPHACTS_50 [Mycobacterium phage AltPhacts] 416 416 99% 2e-146 98.54% AV0246071

O hypothetical protein SEA_CHUNKY_50 [Mycobacterium phage Chunky] 415 415 99% 3e-146 98.54% AVJAIA161

O hypothetical protein HL05_gp050 [Mycobacterium phage Manad] 415 415 99% 3e-146 98.54% YP_0090433251
O hypothetical protein PBI_EMPTEE_50 [Mycobacterium phage EmpTes] 414 414 99% 1e-145 98.06% AID590491

O hypothetical protein M046_gp50 [Mycobacterium phage Newman] 414 414 99% 1e-145 98.06% YP_0080521271
O hypothetical protein SEA_DUCHESSDUNG_49 [Mycobacterium phage DuchessDung] 412 412 99% de-145 O7.57% AVRI67201

O hypothetical protein SEA_APEX_46 [Mycobacterium phage Apex] 269 269 97% 2e-88 67.82% QFP963IL1

O hypothetical protein KNT58_gp46 [Mycobacterium phage Fortunato] 269 269 97% 2e-88 67.82% YP 0100892331
O hypothetical protein ADAWI_44 [Mycobacterium phage Adawi] 269 269 97% 2e-88 68.32% YP_008530923.1
O gpaé [Mycobacterium phage Nigel] 269 269 97% 2e-88 67.82% YP_0020038831
[u} 269 269 97% 2e-88 67.82% YP_ 0085312721
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BIDownload ~ GenPept Graphics

hypothetical protein PBI_PG1_51 [Mycobacterium phage PG1]
Sequence ID: NP_943829 1 Length: 206 Number of Matches: 1

b See 189 more itle(s)

Range 1: 1 to 206 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
419 bits(1078) 8e-148 Compositional matrix adjust. 206/206(100%) 206/206(100%) 0/206(0%)

Query 1 MAGSPFSGKGGAATAAAPAPSKGKVDPADLPDVTNVGEDKPVGSDPYAAADPTGVSGYKP 60
MAGSPFSGKGGAATAAAPAPSKGKVDPADL PDVTNVGEDKPVGSDPYARADPTGVSGYKP.
Sbjct 1 MAGSPFSGKGGAATAAAPAPSKGKVDPADLPDVTNVGEDKPVGSDPYAAADPTGVSGYKP 60

Query 61  AFFLGOLVLMHPTEYGTHATVHDKDGKESEFVRFDIIPLTVPEPGTPNAQTAVRLDNGNE 120
AFFLGQLVLHHPTEYGTIIATVHDKDGKESEFVRFDI TP LTVPEPGTPNAQTAVRLDNGNF
Sbjct 61  AFFLGQLVLMHPTEYGTHATVHDKDGKESEFVRFDIIPLTVPEPGTPNAQTAVRLONGNF 120

Query 121 GFLNRDGEVEECEPYEVGERLDDIMVFNKALAREGKKALDRGIAWVLGRIVKGVKKPNQS 150
GFLNRDGEVEECEPYEVGERLDDINVFNKAL AREGKKALDRGIANVLGRIVKGVKKPIQS.
Sbjct 121 GFLNRDGEVEECEPYEVGERLDDIMVFNKALAREGKKALDRGIAWVLGRIVKGVKKPNQS 150

Query 181 APFILVAGSEDDKALYQQWRQSLAKA 206
APFILVAGSEDDKALYQQHRQSLAKA
Sbjct 181 APFILVAGSEDDKALYQQWRQSLAKA 206

BIDownload v GenPept Graphics

hypothetical protein SEA_CARTHAGE_48 [Mycobacterium phage Carthage]
Sequence ID: QBI93321.1 Length: 206 Number of Matches: 1

Range 1: 1 to 206 GenPept Graphics
Score Expect Method Tdentities Positives Gaps
419 bits(1076) 2e-147 Compositional matrix adjust. 205/206(99%) 206/206(100%) 0/206(0%)

Query 1 MAGSPFSGKGGAATAAAPAPSKGKVDPADLPDVTNVGEDKPVGSDPYAAADPTGVSGYKP 60
MAGSPFSGKGGAATAAAPAPSKGKVDPADL PDVTNVGEDKPVGSDPYARADPTGVSGYKP.
Sbjct 1 MAGSPFSGKGGAATAAAPAPSKGKVDPADLPDVTNVGEDKPVGSDPYAAADPTGVSGYKP 60

Query 61  AFFLGOLVLMHPTEYGTHATVHDKDGKESEFVRFDIIPLTVPEPGTPNAQTAVRLDNGNE 120
AFFLGQLVLHHPTEYGTIIATVHDKDGKESEFVRFDI TP LTVPEPGTPNAQTAVRLDNGNF
Sbjct 61  AFFLGQLVLMHPTEYGTHATVHDKDGKESEFVRFDIIPLTVPEPGTPNAQTAVRLONGNF 120

Query 121 GFLNRDGEVEECEPYEVGERLDDIMVFNKALAREGKKALDRGIAWVLGRIVKGVKKPNQS 150
GFLNRDGEVEECEPYEVGERLDDINVFNKAL AREGKKALDRGIANVLGRIVKGVKKPIQS.
Sbjct 121 GFLNRDGEVEECEPYEVGERLDDIMVFNKALAREGKKALDRGIAWVLGRIVKGVKKPNQS 150

Query 181 APFILVAGSEDDKALYQQWRQSLAKA 206
APFILVAGSEDDKALYQQHROSLAK+
Sbjct 181 APFILVAGSEDDKALYQQWRQSLAKS 206
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Nr

Hit

PF05528.14

PF12980.10

6WMK_A

PF04320.17

Name

; Acc5b_avian_CoV ; Accessory protein 5b,
avian coronavirus

; DUF3864 ; Domain of Unknown Function
with PDB structure (DUF3864)

Beta sheet heterodimer LHD29 - Chain A;
Transferrin, DE NOVO DESIGN, DE NOVO
PROTEIN; 2.2A {N/A}

; YggL_50S_bp ; YggL 50S ribosome-
binding protein

Probability
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29.7

28.31
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E-value
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SS
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Starts : 12 ORF Start : 43834 Cdn1 Cdn2 Cdn3 Length
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>Prickles_52, DNA helicase, 567
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>BlueHusk_Draft_52, function unknown, 598

Length = 598

Score = 1123 bits (2985), Expect = 0.0
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Query: 1
Sbjct: 32
Query: 61
Sbjct: 92
Query: 121
Sbjct: 152
Query: 181
Sbjct: 212
Query: 241
Sbjct: 272
Query: 301
Sbjct: 332
Query: 361
Sbjct: 392
Query: 421
Sbjct: 452
Query: 481
Sbjct: 512
Query: 541

Sbjct: 572

MTSPAPRELRPYQREAVEATESHWSQGVTRVGVVLPTGTGKSTVIGRTAVNGYQNREPVL
MTSPAPRELRPYQREAVEATESHWSQGVTRVGVVL PTGTGKSTVIGRTAVNGYQNREPVL
MTSPAPRELRPYQREAVEATESHWSQGVTRVGVVLPTGTGKSTVIGRTAVNGYQNREPVL

MVAHRGELIDQMAGT IFEVDPSIPRSHVGIVRAEMDDHSAPTVVATLQTLATAHRREAVG
MVAHRGELIDQMAGT IFEVDPSIPRSHVGIVRAEMDDHSAPTVVATLQTLATAHRREAVG
MVAHRGEL IDQMAGT IFEVDPSIPRSHVGIVRAEMDDHSAPTVVATLQTLATAHRREAVG

FRRRILWDEVHHAGAEGFHTTFTELGGYTDALFAGFTATMRRDDKGKSPVGLGDVIEKVV
FRRRILWDEVHHAGAEGFHTTFTELGGYTDALFAGFTATMRRDDKGKSPVGLGDVIEKVV
FRRRILWDEVHHAGAEGFHTTFTELGGYTDALFAGFTATMRRDDKGKSPVGLGDVIEKVV

YEKDILWAIDSGYLVRPRGLTVRINNLNALDDVRTVAGDFQQSDLAEVMEAATEYVVDAT
YEKDILWAIDSGYLVRPRGLTVRINNLNALDDVRTVAGDFQQSDLAEVMEAATEYVVDAT
YEKDILWAIDSGYLVRPRGLTVRINNLNALDDVRTVAGDFQQSDLAEVMEAATEYVVDAT

KLHAADRRPTIFAASVDAAHHTADALTAADFPAVAVTGSMSYAERQPVYEAYRNGTAKAL
KLHAADRRPTIFAASVDAAHHTADAL TAADFPAVAVTGSMSYAERQPVYEAYRNGTAKAL
KLHAADRRPTIFAASVDAAHHTADAL TAADFPAVAVTGSMSYAERQPVYEAYRNGTAKAL

VTVQVLTEGADFPMCDCVVLARPTRSRNLYSQMIGRALRLYDGKQDALVLDLAGSSRSMK.
VTVQVLTEGADFPMCDCVVLARPTRSRNLYSQMIGRALRLYDGKQDALVLDLAGSSRSMK.
VTVQVLTEGADFPMCDCVVLARPTRSRNLYSQMIGRALRLYDGKQDALVLDLAGSSRSMK.

LVNLTQLVPGVDAAEVTEDGSVIEIDPDDELPGEGSDPTPKLVRQGPVEMVVIDLLSGSD
LVNLTQLVPGVDAAEVTEDGSVIEIDPDDELPGEGSDPTPKLVRQGPVEMVWIDLLSGSD
LVNLTQLVPGVDAAEVTEDGSVIEIDPDDELPGEGSDPTPKLVRQGPVEMVVIDLLSGSD

VTHCETTLGVPFIPLMDDEIVFVWPKDGYRPLDANATSWAVATNSTKTGRGGHVSGSGAV
VTHCETTLGVPFIPLMDDEIVFVWPKDGYRPLDANATSWAVATNSTKTGRGGHVSGSGAV
VTHCETTLGVPFIPLMDDEIVFVWPKDGYRPLDANATSWAVATNSTKTGRGGHVSGSGAV

GVAEPDYIGLEAACEAAEAWIVNSGKRLPSKKDSWRRKQPATAKQIAFARGLGIVGADAM
GVAEPDYIGLEAACEAAEAWIVNSGKRLPSKKDSWRRKQPATAKQIAFARGLGIVGADAM
GVAEPDYIGLEAACEAAEAWIVNSGKRLPSKKDSWRRKQPATAKQIAFARGLGIVGADAM

TKAELSDEISTVKISRRLDRNITRIEA 567
TKAELSDEISTVKISRRLDRNITRIEA
TKAELSDEISTVKISRRLDRNITRIEA 598

91

120

151

180

211

240

271

300

331

360

391

420

451

480

511

540

571




image561.png
BGS1X7NGO13 (Expires on 07-21 00:50 am)

Icl|Query_19712 Database Name nr

unnamed protein product Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental samples from
WGS projects

Molecule type amino acid
Query Length 568 Program BLASTP 2.14.1+ b

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

©graphic Summary

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

50 15 seo

s 7 i P s a7
e e ——————
Query seq.
Specific hits ’—
Superfanilies S5L2 superfamily
Distribution of the top 100 Blast Hits on 100 subject sequences &
Mouse over to see the tile, click to show alignments

Color key for alignment scores

W<40 W40-50 W s0-80 [W80-200 W >=200
1 100 200 300 400 500

e





image562.png
1 Alignments o
BT e e e

O DNAhelicase [Mycobacterium phage Prickles] 1153 1153 99% 0.0 100.00% QGHTS5761

=] 1153 1153 99% 00 99.82% WAB100021
u] 1153 1153 99% 0.0 99.82% YP 0090143131
(=] se [Mycobacterium phage Badish 1153 1153 99% 0.0 99.82% YP 0091901091
o se [Mycobacterium phage Crownjwl] 1153 1153 99% 00 99.82% AYD333391

=] 1152 1152 99% 00 99.82% AOT274081

=] 1152 1152 99% 00 99.65% QSM002661
u] 1152 1152 99% 0.0 99.65% YP 0090183661
O DNAnhelicase [Mycobacterium phage Apizium] 1152 1152 99% 0.0 99.82% YP 0091912451
O hypotheical protein KLUCKY39_52 [Mycobacterium phage KLucky39] 1151 1151 99% 0.0 99.82% AEJS52381

=} 1151 1151 99% 00 99.65% ATNB9GET1
(=] se [Mycobacterium phage 1150 1150 99% 0.0 99.65% AJDE23T21

() DNAhelicase [Mycobacterium phage Robyn] 1150 1150 99% 0.0 99.47% 0BI95911

O DNAhelicase [Mycobacterium phage Kikipoo] 1150 1150 99% 0.0 99.65% YP 0092086011
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Download v GenPept Graphics

DNA helicase [Mycobacterium phage Prickles]
Sequence ID: QGH75576.1 Length: 567 Number of Matches: 1

Range 1: 1 to 567 GenPept Graphics
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DNA helicase [Mycobacterium phage Melc17]
Sequence ID: WAB10002.1 Length: 602 Number of Matches: 1

Range 1: 36 to 602 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
1153 bits(2083) 0.0 Compositional matrix adjust. 566/567(99%) S67/567(100%) 0/567(0%)

Query 1 MISPAPRELRPYQREAVEAIESHMSQGVTRVGVVLPTGTGKSTVIGRTAVNGYQNREPVL 60
MTSPAPRELRPYQREAVEATESHISQGVTRVGVVLPTGTGKSTVIGRTAVNGYQNREPVL
Shjct 36  MTSPAPRELRPYQREAVEATESHMSQGVTRVGVVLPTGTGKSTVIGRTAVNGYQNREPVL 95

Query 61  MVAHRGELIDQUAGTIFEVDPSIPRSHVGIVRAEHDDHSAPIVVATLQTLATAHRREAVG 120
MVAHRGEL TDQAGT TFEVDPSIPRSHVGIVRAENDDHSAP TVVATLQTLATAHRREAVG
Sbjct 96  MVAHRGELIDQUAGTIFEVDPSIPRSHVGIVRAEHDDHSAPIVVATLQTLATAHRREAVG 155

Query 121 FRRRILNDEVHHAGAEGFHTTFTELGGYTDALFAGFTATIRRODKGKSPVGLGDVIEKVY 180
FRRRILHDEVHHAGAEGFHTTF TELGGYTDAL FAGFTATHRRODKGKSPVGLGDVIEKVY
Sbjct 156 FRRRILWDEVHHAGAEGFHTTFTELGGYTDALFAGFTATIRRODKGKSPVGLGDVIEKVY 215

Query 181 YEKDILWAIDSGYLVRPRGLTVRINNLNALDDVRTVAGDFQQSDLAEVHEAATEYVVDAL 240
YEKDILWAIDSGYLVRPRGLTVRINNLNALDDVRTVAGDFQQSDLAEVMEAATEYVVDAT
Sbjct 216 YEKDILWAIDSGYLVRPRGLTVRINNLNALDDVRTVAGDFQQSDLAEVMEAATEYWVDAI 275

Query 241 KLHAADRRPIIFAASVDAAHHIADALTAADFPAVAVTGSIISYAERQPVYEAYRNGTAKAL 300
KLHAADRRPTFAASVDAAHHIADAL TAADF PAVAVTGS!SYAERQPVYEAYRIGTAKAL
Sbjct 276 KLHAADRRPIIFAASVDAAHHIADALTAADFPAVAVTGSIISYAERQPVYEAYRNGTAKAL 335

Query 301 VIVQULTEGADFPHCDCVVLARPTRSRNLYSQHIGRALRLYDGKQDALVLDLAGSSRSHK 360
VTVQULTEGADFPHCDCVVLARPTRSRHLYSQLGRAL RLYDGKQDALVLDL AGS SRSHK
Shjct 336 VTVQULTEGADFPHCDCVVLARPTRSRNLYSQHTGRALRLYDGKQDALVLDLAGSSRSHK 395

Query 361 LVNLTQLVPGVDAAEVTEDGSVIEIDPDDELPGEGSDPTPKLVRQGPVENVVIDLLSGSD 420
LVNLTQLVPGYDAAEVTEDGSVIET +PDDELPGEGSDPTPKLVRQGPVENVVIDL LSGSD
Sbjct 396 LVNLTQLVPGVDAAEVTEDGSVIEIEPDDELPGEGSDPTPKLVRQGPVENVVIDLLSGSD 455

Query 421 VTHCETTLGVPFIPLMDDEIVFVHPKDGYRPLDANATSHAVATHSTKTGRGGHVSGSGAY 480
VTUCETTLGVPFIPLMDDE IVFVHPKDGYRPLDANATSHAVATHISTKTGRGGUVSGSGAV.
Sbjct 456 VTHCETTLGVPFIPLMDDEIVFVPKDGYRPLDANATSHAVATHSTKTGRGGHVSGSGAY 515

Query 481 GVAEPDYIGLEAACEAAEANIVNSGKRLPSKKDSHRRKQPATAKQIAFARGLGIVGADAM 540
GVAEPDYIGL EAACEAAEAWIVNSGKRLPSKKDSHRRKQPATAKQIAFARGL GIVGADAM
Sbjct 516 GVAEPDYIGLEAACEAAEANIVNSGKRLPSKKDSURRKQPATAKQIAFARGLGIVGADAM 575

Query 541 TKAELSDEISTVKISRRLDRNITRIEA 567
TKAELSDEISTVKISRRLDRNITRIEA
Sbjct 576 TKAELSDEISTVKISRRLDRNITRIEA 602
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Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs", Nucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of Jun 24, 2023
442,359 sequences; 85,581,019 total letters

Query= Daka_4
(122 letters)

Distribution of 100 Blast Hits on the Query Sequence

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

Color Key for Alignment Scores

N

0 50 100





image569.png
Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(126 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

<40 40-50





image570.png
Score  E

Sequences producing significant alignments: (bits) Value

Zonia_53, function unknown, 134 204 Te-65
YouGoGlencoco_53, function unknown, 134 204 7e-65
Windsor_52, function unknown, 134 204 7e-65
Weher20_53, function unknown, 279 204 7e-65
Wallhey 52, function unknown, 134 204 7e-65
Virapocalypse_53, function unknown, 119 204 7e-65
Vaticameos_49, function unknown, 134 204 7e-65
TyrionL_52, function unknown, 134 204 7e-65
Trypo_54, function unknown, 134 204 7e-65
True_52, function unknown, 279 204 7e-65
Toni_52, function unknown, 279 204 7e-65
Tomlarah_53, function unknown, 134 204 7e-65
Squiggle 53, function unknown, 134 204 7e-65
Slatt_53, function unknown, 134 204 7e-65
Skippy_53, function unknown, 134 204 7e-65
Simielle Draft_54, function unknown, 279 204 7e-65
Scrick_Draft_54, function unknown, 119 204 7e-65
Schueller_Draft_53, function unknown, 119 204 7e-65
Riggan_53, function unknown, 134 204 7e-65
Prickles 53, function unknown, 119 204 7e-65
Placalicious_52, function unknown, 134 204 7e-65
Pinheadlarry_53, function unknown, 134 204 7e-65
PhrodoBaggins_53, function unknown, 119 204 7e-65
PhrankReynolds_51, function unknown, 134 204 7e-65
Phleuron_52, function unknown, 134 204 7e-65
Phergie_53, function unknown, 134 204 7e-65
Phenghiskhan_52, function unknown, 134 204 7e-65
Omniscient_53, function unknown, 134 204 7e-65
Oline_52, function unknown, 119 204 7e-65

Nyala_Draft_54, function unknown, 279 244 7e-65
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>Wallhey 52, function unknown, 134
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Identities = 119/119 (160%), Positives = 119/119 (100%)

Query: 1
Sbjct: 16
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Sbjct: 76

MLLDAAGLTPPEDLARLHRIIACERFVSALADSGCTITRISATSDRSGLAEGESVTGNPR 60
MLLDAAGLTPPEDLARLHRIIACERFVSALADSGCTITRISAISDRSGLAEGESVTGNPR
MLLDAAGLTPPEDLARLHRITACERFVSALADSGCTITRISATSDRSGLAEGESVTGNPR 75

FVAFEALMGAAEDRAVQCVRCGNAASRHGERPQDSPPGCGWTYSMVVRAAGVDNPEQFG 119
FVAFEALMGAAEDRAVQCVRCGNAASRHGERPQDSPPGCGWTYSMVVRAAGVDNPEQFG
FVAFEALMGAAEDRAVQCVRCGNAASRHGERPQDSPPGCGWTYSMVVRAAGVDNPEQFG 134

>Virapocalypse 53, function unknown, 119

Score

Length = 119

244 bits (622), Expect = 7e-65

Identities = 119/119 (160%), Positives = 119/119 (100%)

Query: 1
Sbjct: 1
Query: 61

Sbjct: 61

MLLDAAGLTPPEDLARLHRIIACERFVSALADSGCTITRISATSDRSGLAEGESVTGNPR 60
MLLDAAGLTPPEDLARLHRIIACERFVSALADSGCTITRISAISDRSGLAEGESVTGNPR
MLLDAAGLTPPEDLARLHRIIACERFVSALADSGCTITRISAISDRSGLAEGESVTGNPR 60

FVAFEALMGAAEDRAVQCVRCGNAASRHGERPQDSPPGCGWTYSMVVRAAGVDNPEQFG 119
FVAFEALMGAAEDRAVQCVRCGNAASRHGERPQDSPPGCGWTYSMVVRAAGVDNPEQFG
FVAFEALMGAAEDRAVQCVRCGNAASRHGERPQDSPPGCGWTYSMVVRAAGVDNPEQFG 119
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Description

hypothetical protein CL79_gp052 [Mycobacterium phage Oline]
hypothetical protein KNT94_gp44 [Mycobacterium phage KingTut]
hypothetical protein SEA_JIMINY_52 [Mycobacterium phage Jiminy]

hypothetical protein SEA_STRUGGLE_52 [Mycobacterium phage Struggle]

hypothetical protein DODDSVILLE_53 [Mycobacterium phage Doddsville]
hypothetical protein SEA_TRUE_52 [Mycobacterium phage True]
hypothetical protein SEA_WEHER20_53 [Mycobacterium phage Weher20)

hypothetical protein PBI_CATDAWG_100 [Mycobacterium phage Catdawg]

SEA_DUCHESSDUNG_52 [Mycobacterium pha

hypothetical prot DuchessDung]

hypothetical protein WHEELER_61 [Mycobacterium phage Wheeler]
hypothetical protein VC71_gp081 [Mycobacterium phage Minerve]
hypothetical protein SEA_EMMINA_46 [Mycobacterium phage Emmina]
hypothetical protein SEA_RONAN_13 [Mycobacterium phage Ronan]
‘hypothetical protein BI081_gp022 [Mycobacterium phage Tonenil]
hypothetical protein SEA_PIER_19 [Mycobacterium phage Pier]
hypothetical protein M182_gp019 [Mycobacterium phage Astraea]

hypothetical protein KHO58_gp022 [Mycobacterium phage Bigswole]

Max | Total | Query
Score  Score Cover
243 243 99%
243 243 99%
240 240 99%
239 239 99%
243 243 99%
243 243 99%
243 243 99%
226 226 9%
140 140 56%
120 120 47%
18 118 46%
19 119 46%
14 114 50%
16 116 48%
16 116 51%
16 116 51%
16 116 51%

value
8e-81
1e-80
1e-79
2e-79
2e-78
2e-78
2e-78
6e-74
3e-40
8e-33
3e-32
3e-32
1e-30
4e-30
1e-29
1e-29
1e-29

90.48%
90.48%
90.48%

Accession

YP_009014314.1
YP_010096557.1
QIG61731.1
A75103771
AXC36399.1
Qwys1772.1
UAJ16796.1
YP_008409269.1
AVR76768.1
YP_008410840.1
YP_009124034.1
AXQ60949.1
QK002105 1
YP_009287886.1
AVJ48532.1
YP_008061514.1
YP_010056970.1
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Download v_GenPept Graphics

hypothetical protein CL79_gp052 [Mycobacterium phage Oline]
Sequence ID: YP_009014314.1 Length: 119 Number of Matches: 1
> See 8 more fitle(s)

Range 1: 1 to 119 GenPept Graphics

Score

243 bits(620) 8e-81 Compositional matrix adjust. 119/119(100%) 119/119(100%) 0/119(0%)

Expect Method Tdentities Positives

Query
sbjct
Query
sbjct

1

1

61

61

HMLLDAAGLTPPEDLARLHRIIACERFVSALADSGCTITRISAISDRSGLAEGESVTGNPR 60
HMLLDAAGLTPPEDLARLHRIIACERFVSALADSGCTITRISATSDRSGLAEGESVTGIPR.
MLLDAAGLTPPEDLARLHRIIACERFVSALADSGCTITRISATSDRSGLAEGESVTGNPR 60

FVAFEALIGAAEDRAVQCVRCGNAASRHGERPQDSPPGCGHTYSHMVVRAAGVDIPEQFG 119
FVAFEALHGAAEDRAVQCVRCGNAASRHGERPQDSPPGCGHTYSMVVRAAGVDNPEQFG
FVAFEALNGAAEDRAVQCVRCGNAASRHGERPQDSPPGCGITYSHMVVRAAGVDIPEQFG 119

Download v_GenPept Graphics

hypothetical protein KNT94_gpa4 [Mycobacterium phage KingTut]
Sequence ID: YP_010096557.1 Length: 134 Number of Matches: 1
> See 52 more title(s)

Range 1: 16 to 134 GenPept Gray

Score

243 bits(621) 1e-80 Compositional matrix adjust. 119/119(100%) 119/119(100%) 0/119(0%)

Expect Method Tdentities Positives

Query
sbjct
Query
sbjct

1

16

61

76

HMLLDAAGLTPPEDLARLHRIIACERFVSALADSGCTITRISAISDRSGLAEGESVTGNPR 60
HMLLDAAGLTPPEDLARLHRIIACERFVSAL ADSGCTITRISATSDRSGLAEGESVTGIPR.
MLLDAAGLTPPEDLARLHRIIACERFVSALADSGCTITRISATSDRSGLAEGESVTGNPR 75

FVAFEALIGAAEDRAVQCVRCGNAASRHGERPQDSPPGCGHTYSHMVVRAAGVDIPEQFG 119
FVAFEALHGAAEDRAVQCVRCGNAASRHGERPQDSPPGCGHTYSMVVRAAGVDNPEQFG
FVAFEALHGAAEDRAVQCVRCGNAASRHGERPQDSPPGCGHTYSHVVRAAGVDIPEQFG 134
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PF08792.13

PF09845.12

5IT7_f

PF09297.14

SCOP_d1t07a1

Name

» A2L_zn_ribbon ; A2L zinc ribbon
domain

; DUF2072 ; Zn-ribbon containing
protein

Ubiquitin-40S ribosomal protein S27a;
ribosome, translocation, IRES, eEF2;
HET: GCP, MG, 6EM; 3.6A
{Kluyveromyces lactis

; zf-NADH-PPase ; NADH
pyrophosphatase zinc ribbon domain

d.279.1.1 (A:1-79) Hypothetical protein
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proteins (a
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Starts : 7

ORF Start : 47416 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORF Stop : 47051 5End[423 57.7 577 78
ORFlength:366  YEnd|00 00 00 71
[ [T 1 [ ] 47408
Shine D |algarno |Sequence of the Region |Start|start ORF
¢ |Score |Space Upstream of the Start |Codon|Position |Length
1 1399 7 ARCRAGGAGCTTTTAGGGEGCG ATG 47410 360
2 273 7 GATCATCGCCTGCGAGCGATIC |GTG 47332 282
3 420 8 CTGCGAGCGATTCGTGAGCGCG |TTG 47323 273
4 325 € CGGACTGGCCGAGGGGGAARGC GIG 47248 158
s 31s 8 CGTGACTGGCAATCCGAGGTIT GIG 47227 177
€ 31s 8 GITTGTGGCATTCGAAGCGTTA ATG 47209 159
7 588 8 CGGTTGCGGATGGACGTATICA ATG 47098 48
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Score E

Sequences producing significant alignments: (bits) Value

Daka_Draft_4, function unknown, 122 257  7e-69
Prickles_4, function unknown, 123 253  8e-68
Iridoclysis_4, function unknown, 122 253 le-67
Sheila_4, function unknown, 121 251  3e-67
SDchargell_4, function unknown, 121 251  3e-67
Riggan_4, function unknown, 127 251  3e-67
Horchata_4, function unknown, 121 251  3e-67
Basato_5, function unknown, 121 251  3e-67
Pops_4, function unknown, 126 250 7e-67
Vaishali24_4, function unknown, 126 250  9e-67
Suffolk_4, function unknown, 121 250 9e-67
Lopsy_Draft_4, function unknown, 121 250  9e-67
Slatt_4, function unknown, 121 249  2e-66

Simielle Draft_5, function unknown, 126 249  2e-66
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Score  E

Sequences producing significant alignments: (bits) Value

Zonia_54, function unknown, 144 310 6e-85
YouGoGlencoco_54, function unknown, 144 316 6e-85
Windsor_53, function unknown, 144 316 6e-85
Wallhey 53, function unknown, 144 316 6e-85
Virapocalypse_54, function unknown, 144 316 6e-85
Vaticameos_50, function unknown, 144 316 6e-85
Tomlarah_54, function unknown, 144 316 6e-85
Swiphy_Draft_55, function unknown, 144 316 6e-85
Squiggle 54, function unknown, 144 316 6e-85
Slatt_54, function unknown, 144 316 6e-85
Skippy_54, function unknown, 144 316 6e-85
Schueller_Draft_54, function unknown, 144 316 6e-85
Riggan_54, function unknown, 144 316 6e-85
Placalicious_53, function unknown, 144 316 6e-85
Pinheadlarry_54, function unknown, 144 316 6e-85
PhrankReynolds_52, function unknown, 144 316 6e-85
Phatlouie Draft_55, function unknown, 144 316 6e-85
Omniscient_54, function unknown, 144 316 6e-85
Mecca 53, function unknown, 144 316 6e-85
Magic8_54, function unknown, 144 316 6e-85
Mag7_53, function unknown, 144 316 6e-85
LemonSlice 54, function unknown, 144 316 6e-85
Labeouficaum 53, function unknown, 144 316 6e-85
Kwksand96_53, function unknown, 144 316 6e-85
KingTut_45, function unknown, 144 316 6e-85
Kimbrough_54, function unknown, 144 316 6e-85
Keitherie 54, function unknown, 144 316 6e-85
Kailash_53, function unknown, 144 316 6e-85
Jiminy_53, function unknown, 144 316 6e-85
Jillium_53, function unknown, 144 316 6e-85

JakeO 53, function unknown, 144 310 6e-85
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>Zonia_54, function unknown, 144
Length = 144

Score = 310 bits (795), Expect = 6e-85
Tdentities = 144/144 (160%), Positives = 144/144 (100%)

Query: 1  MNDPAVEAAQRAMRKVHDYPRPNHDLITAAREALKPTRELHRPRNSNCINACCSGEDCRL
MNDPAVEAAQRAMRKVHDYPRPNHDL T TAAREALKPIRELHRPRWSNCINACCSGEDCRL
Sbjct: 1  MNDPAVEAAQRAMRKVHDYPRPNHDLITAAREALKPTRELHRPRNSNCINACCSGEDCRL

Query: 61 RDRVCEHCEVDWPCDTAKLIYTTEAVTMQDCAGSGKPFKPGTLSRDGEVAKCSACGTNRY
RDRVCEHCEVDWPCDTAKLIYTTEAVTMQDCAGSGKPFKPGTLSRDGEVAKCSACGTNRY
Sbjct: 61 RDRVCEHCEVDWPCDTAKLIYTTEAVTMQDCAGSGKPFKPGTLSRDGEVAKCSACGTNRY

Query: 121 VRDDGSTEPHQVPVVAVVAEGEDK 144
VRDDGSTEPHQVPVVAVVAEGEDK
Sbjct: 121 VRDDGSTEPHQVPVVAVVAEGEDK 144

>YouGoGlencoco_54, function unknown, 144
Length = 144

Score = 310 bits (795), Expect = 6e-85
Tdentities = 144/144 (160%), Positives = 144/144 (100%)

Query: 1  MNDPAVEAAQRAMRKVHDYPRPNHDLITAAREALKPTRELHRPRNSNCINACCSGEDCRL
MNDPAVEAAQRAMRKVHDYPRPNHDL T TAAREALKPIRELHRPRWSNCINACCSGEDCRL
Sbjct: 1  MNDPAVEAAQRAMRKVHDYPRPNHDLITAAREALKPTRELHRPRNSNCINACCSGEDCRL

Query: 61 RDRVCEHCEVDWPCDTAKLIYTTEAVTMQDCAGSGKPFKPGTLSRDGEVAKCSACGTNRY
RDRVCEHCEVDWPCDTAKLIYTTEAVTMQDCAGSGKPFKPGTLSRDGEVAKCSACGTNRY
Sbjct: 61 RDRVCEHCEVDWPCDTAKLIYTTEAVTMQDCAGSGKPFKPGTLSRDGEVAKCSACGTNRY

Query: 121 VRDDGSTEPHQVPVVAVVAEGEDK 144
VRDDGSTEPHQVPVVAVVAEGEDK
Sbjct: 121 VRDDGSTEPHQVPVVAVVAEGEDK 144

120

120

120

120
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At Alignments giDownload ~ GenPept Graphics Distance tree of results Multiple alignment
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Description

hypothetical protein KNT94_gp45 [Mycobacterium phage KingTut]
hypothetical protein SEA_FAMILTON_101 [Mycobacterium phage Familton]

hypothetical protein SEA_INCHWORM_55 [Mycobacterium phage Inchworm]

hypothetical protein SEA_VERITAS_54 [Mycobacterium phage Veritas]

hypothetical protein SEA_SCHOOLBUS_99 [Mycobacterium phage SchoolBus]
hypothetical protein SEA_DUCHESSDUNG_54 [Mycobacterium phage DuchessDung]
hypothetical protein PBI_CATDAWG_101 [Mycobacterium phage Catdawg]
hypothetical protein SEA_TRUE_52 [Mycobacterium phage True]

hypothetical protein SEA_WEHER20_53 [Mycobacterium phage Weher20)

hypothetical protein SEA_ITSYBITSY1_59 [Mycobacterium phage ltsyBitsy 1]
~hypothetical protein SEA_REDRAIDER77_9 [Mycobacterium phage RedRaider77]
hypothetical protein SEA_SMOOCH_99 [Mycobacterium phage Smooch]

hypothetical protein MORTCELLUS_51 [Mycobacterium phage Mortcellus]

‘hypothetical protein KNU70_gp052 [Mycobacterium phage Obutu]

~hypothetical protein CM09_gp078 [Mycobacterium phage Courthouse]

O0O0OO0OO0OO0DO0OO0OODO0DODOO0DODODOOO

hypothetical protein RITA1961 52

Max | Total Query
Score | Score Cover
298 298 99%
296 296 99%
296 296 99%
207 297 97%
291 291 97%
275 275 91%
268 268 89%
268 268 88%
253 253 99%
249 249 97%
177 47T 58%
156 156 59%
155 155  60%
141 141 59%
141 141 59%
139 139 60%
139 139  59%

E
value

6e-102

3e-101

5e-101
1e-99
4e-99
8e-93
4e-90
6e-90
4e-82
1e-80
9e-53
2e-46
4e-46
2e-40
2e-40
8e-40
9e-40

Per.
Ident

100.00%
99.31%
99.31%
100.00%
98.59%
100.00%
98.46%
99.22%
86.58%
86.39%
98.82%
83.72%
80.68%
80.46%
80.46%
77.53%
79.31%

Accession

YP_010096558.1
ATWE0583.1
QOP64606.1
AXC36399.1
A7510955.1
AVP427541
AVR76724.1
YP_008409270.1
Qwys1772.1
UAJ16796.1
AUX82267.1
QAX93060.1
QFP96590.1
AWY03767.1
YP_010103841.1
YP_009011977.1
QDK01684.1
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BIDownload ~ GenPept Graphics

hypothetical protein KNT94_gpa5 [Mycobacterium phage KingTut]
Sequence ID: YP_010096558 1 Length: 144 Number of Matches:
> See 45 more title(s)

Range 1: 1 to 144 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
298 bits(764) 6e-102 Compositional matrix adjust. 144/144(100%) 144/144(100%) 0/144(0%)

Query 1 MNDPAVEAAQRAMRKVHDYPRPNHDLITAAREALKPIRELHRPRWSNCINACCSGEDCRL 60
HINDPAVEAAQRANRKVHDYPRPNHDL I TAAREAL KPTRELHRPRISNCINACCSGEDCRL.
Shjct 1 MNDPAVEAAQRAMRKVHDYPRPNHDLITAAREALKPIRELHRPRWSNCINACCSGEDCRL 60

Query 61  RDRVCEHCEVDUPCDTAKLIYITEAVTHMODCAGSGKPFKPGTLSRDGEVAKCSACGTHRY 120
RDRVCEHCEVDHPCDTAKL IYTTEAVTHODCAGSGKPFKPGTLSROGEVAKCSACGTHRY.
Sbjct 61  RDRVCEHCEVDWPCDTAKLIYTTEAVTHMQDCAGSGKPFKPGTLSRDGEVAKCSACGTHRY 120

Query 121 VRDDGSIEPHQUPVVAVVAEGEDK 144
VRDDGSIEPHQUPVVAVVAEGEDK
Shjct 121 VRDDGSIEPHQUPVVAVVAEGEDK 144

BIDownload v GenPept Graphics
hypothetical protein SEA_FAMILTON_101 [Mycobacterium phage Familton]
Sequence ID: ATW60583.1 Length: 144 Number of Matches: 1
> See 11 more title(s)

Range 1: 1 to 144 GenPept Graphics
Score Expect Method Tdentities Positives Gaps
296 bits(759) 3e-101 Compositional matrix adjust. 143/144(99%) 144/144(100%) 0/144(0%)

Query 1 MNDPAVEAAQRAMRKVHDYPRPNHDLITAAREALKPIRELHRPRWSNCINACCSGEDCRL 60
144DPAVEAAQRANRKVHDYPRPNHDL I TAAREAL KPTRELHRPRISNCINACCSGEDCRL
Shjct 1 MSDPAVEAAQRAMRKVHDYPRPNHDLITAAREALKPIRELHRPRWSNCINACCSGEDCRL 68

Query 61  RDRVCEHCEVDUPCDTAKLIYITEAVTHMODCAGSGKPFKPGTLSRDGEVAKCSACGTHRY 120
RDRVCEHCEVDHPCDTAKL IYTTEAVTHODCAGSGKPFKPGTL SROGEVAKCSACGTHRY.
Sbjct 61  RDRVCEHCEVDWPCDTAKLIYTTEAVTHMQDCAGSGKPFKPGTLSRDGEVAKCSACGTHRY 120

Query 121 VRDDGSIEPHQUPVVAVVAEGEDK 144
VRDDGSEPHQUPVVAVVAEGEDK
Shjct 121 VRDDGSIEPHQUPVVAVVAEGEDK 144
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Starts 11 ORF Stat - 48106 Cdn1 Cdn2 Cdn3 Lenghh
Selected: 1 DRFStop :47453 SEnd[B42 474 526 57 o]
ORFLength: 654 3'End 500 1000 1000 4
| I [ 11 | | [ ] 43043
Shine D |algarno |Sequence of the Region |Start|Start |oRF P
3 |score |space |Upstream of the Start |Codon|Position |Length
1 4€2 8 GGCGCGAGCACCAAGATGCAAG GTG  4804¢ 594
2 399 8 GCGCGCGGGTTCTGGARAGCCC ATG 47385 537
3 315 7 GACGAGGCCGAACGGGAGACCT ATG 47341 483
4 S5€7 7 GCCGARCGGGAGACCTATGCCC GIG 47935 483
S 504 7 ACCGACGACGGGTAGGGGAACA ATG 47887 435
€ 4€2 8 AGTAGAAGCCGCACAACGGGCG ATG 47851 359
7 5€7 8 CGCACAACGGGCGATGAGGARA GIG 47842 350
8 252 8 GATCACCGCCGCCCGTIGAGGCG TTIG 47788 33¢
S 1€8 7 GCTCATCTACACCACTGAGGCT GIG 47€32 180 v

—r—
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>Prickles_4, function unknown, 123
Length = 123

Score = 253 bits (647), Expect = 8e-68
Identities = 120/120 (100%), Positives = 120/120 (100%)

Query: 3 RRRRPARAELRRWLHDRVCVGATAPDPYCTGSGADEHARTQDANARRLMACSTREEVARA 62
RRRRPARAELRRWLHDRVCVGATAPDPYCTGSGADEHARTQDANARRLMACSTREEVARA
Sbjct: 4  RRRRPARAELRRWLHDRVCVGATAPDPYCTGSGADEHARTQDANARRLMACSTREEVARA 63

Query: 63 LHHQACTVWLQQAHGGVYVELARNTCGPEGAHHVERLLGAPVISELCEMIGIVDNTSQVG 122
LHHQACTVWLQQAHGGVYVELARNTCGPEGAHHVERLLGAPVISELCEMIGIVDNTSQVG
Sbjct: 64 LHHQACTVWLQQAHGGVYVELARNTCGPEGAHHVERLLGAPVISELCEMIGIVDNTSQVG 123

>Iridoclysis_4, function unknown, 122
Length = 122

Score = 253 bits (646), Expect = 1le-67
Identities = 120/122 (98%), Positives = 121/122 (99%)

Query: 1  MSRRRRPARAELRRWLHDRVCVGATAPDPYCTGSGADEHARTQDANARRLMACSTREEVA 60
MSRRRRPARAELRRWLHDRVCVGAT+PDPYCTGS ADEHARTQDANARRLMACSTREEVA
Sbjct: 1 MSRRRRPARAELRRWLHDRVCVGATSPDPYCTGSDADEHARTQDANARRLMACSTREEVA 68

Query: 61 RALHHQACTVWLQQAHGGVYVELARNTCGPEGAHHVERLLGAPVISELCEMIGIVDNTSQ 120
RALHHQACTVIWLQQAHGGVYVELARNTCGPEGAHHVERLLGAPVISELCEMIGIVDNTSQ
Sbjct: 61 RALHHQACTVWLQQAHGGVYVELARNTCGPEGAHHVERLLGAPVISELCEMIGIVDNTSQ 120

Query: 121 VG 122
VG
Sbjct: 121 VG 122
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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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Score  E

Sequences producing significant alignments: (bits) Value

Zonia_55, function unknown, 71 144 9e-35
YouGoGlencoco_55, function unknown, 71 144 9e-35
Windsor_54, function unknown, 71 144 9e-35
Wallhey 54, function unknown, 71 144 9e-35
Virapocalypse_55, function unknown, 71 144 9e-35
Veritas_55, function unknown, 71 144 9e-35
Vaticameos_51, function unknown, 71 144 9e-35
TyrionL_54, function unknown, 71 144 9e-35
Trypo_56, function unknown, 71 144 9e-35
Tomlarah_55, function unknown, 71 144 9e-35
Swiphy_Draft_56, function unknown, 71 144 9e-35
Struggle 54, function unknown, 71 144 9e-35
Squiggle 55, function unknown, 71 144 9e-35
Slatt_55, function unknown, 71 144 9e-35
Scrick_Draft_56, function unknown, 71 144 9e-35
Schueller_Draft_55, function unknown, 71 144 9e-35
Riggan 55, function unknown, 71 144 9e-35
Prickles_55, function unknown, 71 144 9e-35
Pinkman_53, function unknown, 71 144 9e-35
PhrankReynolds_53, function unknown, 71 144 9e-35
Phleuron_54, function unknown, 71 144 9e-35
Phergie 55, function unknown, 71 144 9e-35
Phenghiskhan_54, function unknown, 71 144 9e-35
PhatlLouie Draft_56, function unknown, 71 144 9e-35
Omniscient 55, function unknown, 71 144 9e-35
Oline_54, function unknown, 71 144 9e-35
Mutante_54, function unknown, 71 144 9e-35
MichaelPhcott_54, function unknown, 71 144 9e-35
MelsMeow_54, function unknown, 71 144 9e-35

Mecca_54, function unknown, 71 144 9e-35
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>Zonia_55, function unknown, 71
Length = 71

Score = 144 bits (362), Expect = 9e-35
Tdentities = 71/71 (160%), Positives = 71/71 (100%)

Query: 1 MSDIYVVIDGSRVIGASTKMQGAELIRAEYASAARGFWKAHGRRPDEQADEAERETYARV 60
MSDIYVVTDGSRVIGASTKMQGAEL IRAEYASAARGFWKAHGRRPDEQADEAERETYARV
Sbjct: 1 MSDIYVVIDGSRVIGASTKMQGAELIRAEYASAARGFWKAHGRRPDEQADEAERETYARV 60

Query: 61 KIQNTELTDDG 71
KIQNTELTDDG
Sbjct: 61 KIQNTELTDDG 71

>YouGoGlencoco_55, function unknown, 71
Length = 71

Score = 144 bits (362), Expect = 9e-35
Tdentities = 71/71 (160%), Positives = 71/71 (100%)

Query: 1 MSDIYVVIDGSRVIGASTKMQGAELIRAEYASAARGFWKAHGRRPDEQADEAERETYARV 60
MSDIYVVTDGSRVIGASTKMQGAEL IRAEYASAARGFWKAHGRRPDEQADEAERETYARV
Sbjct: 1 MSDIYVVIDGSRVIGASTKMQGAELIRAEYASAARGFWKAHGRRPDEQADEAERETYARV 60

Query: 61 KIQNTELTDDG 71
KIQNTELTDDG
Sbjct: 61 KIQNTELTDDG 71
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O hypothetical protein CL79_gp054 [Mycobacterium phage Oline] 145 145 98% 8e-44 100.00% YP_009014316.1
O hypothetical protein PBI_PG1_55 [Mycobacterium phage PG1] 144 144 98% 3e43 9859% NP 9438331
O hypothetical protein SEA_VIRGEVE_53 [Mycobacterium phage Virgeve] 144 144 98% 6e-43 9859% UTNOI371

O hypothetical protein ImtiyazSitla_55 [Mycobacterium phage ImtiyazSitla] 144 144 98% 6e-43 9859% AQT260731

O hypothetical protein SEA_CARTHAGE_52 [Mycobacterium phage Carthage] 143 143 98% 1e-42 97.18% QBISIZE1

O hypothetical protein SEA_XAVIER_53 [Mycobacterium phage Xavier] 142 142 98% 2e-42 97.18% AVUSI6481

O hypothetical protein AVV54_gp055 [Mycobacterium phage Kikipoo] 142 142 97% 2e-42 9857% YP 0092085031
O hypothetical protein SEA_TELESWORLD_53 [Mycobacterium phage Telesworld] 143 143 98% 4e-40 9859% QUD512031

O hypothetical protein SEA_KLOPPINATOR_54 [Mycobacterium phage Kloppinator] 115 15 98% 7e-32 76.06% QGJB7678.1

O hypothetical protein Gyarad_0053 [Mycobacterium phage Gyarad] 15 15 98% 1e31 76.06% AGC31I71

O hypothetical protein M046_gp53 [Mycobacterium phage Newman] 15 15 98% 1e31 76.06% YP_ 0080521301
O hypothetical protein SEA_DINGO_53 [Mycobacterium phage Dingo] 15 115 98% 1e31 76.06% ATNSS7641

O hypothetical protein PBI_HARVEY_53 [Mycobacterium phage Harvey] 15 15 98% 231 7465% AEK0S8051

O hypothetical protein SEA_PHUNKY_53 [Mycobacterium phage Phunky] 14 114 98% de31 7465% ATN915621

O hypothetical protein VC60_gp6 [Mycobacterium phage Shash] 967 967 93% 3e-24 68.66% YP 0091247221
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Query 1  HSDIYVVIDGSRVIGASTKHQGAELIRAEVASAARGFKAHGRRPDEQADEAERETYARV 60
HSDIYVVTDGSRVIGASTKMQGAEL IRAE YASAARGFNKAHGRRPDEQADEAERETYARY
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Shjct 1  HSDIVVVTDGSRVIGASTKLQGAELTRAEYASAARGFWKAHGRRPDEQADEAERETYARV 60

Query 61 KIQNTELTDDG 71
KIQNTELTDDG
Sbjct 61 KIONTELTDDG 71
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Score  E

Sequences producing significant alignments: (bits) Value

Zonia_56, function unknown, 53 108 3e-24
YouGoGlencoco_56, function unknown, 53 108 3e-24
Wallhey 55, function unknown, 53 108 3e-24
Virgeve_54, function unknown, 53 108 3e-24
Virapocalypse_56, function unknown, 53 108 3e-24
Veritas_56, function unknown, 53 108 3e-24
TyrionL_55, function unknown, 53 108 3e-24
Trypo_57, function unknown, 53 108 3e-24
Swiphy_Draft_57, function unknown, 53 108 3e-24
Struggle 55, function unknown, 53 108 3e-24
Slatt_56, function unknown, 53 108 3e-24
Scrick_Draft_57, function unknown, 53 108 3e-24
Schueller_Draft_56, function unknown, 53 108 3e-24
Riggan_56, function unknown, 53 108 3e-24
Prickles_56, function unknown, 53 108 3e-24
Pinkman_54, function unknown, 53 108 3e-24
PhrankReynolds_54, function unknown, 53 108 3e-24
Phleuron 55, function unknown, 53 108 3e-24
Phergie_56, function unknown, 53 108 3e-24
Phenghiskhan_55, function unknown, 53 108 3e-24
PhatLouie_Draft_57, function unknown, 53 108 3e-24
Oline_55, function unknown, 53 108 3e-24
MichaelPhcott_55, function unknown, 53 108 3e-24
MelsMeow_55, function unknown, 56 108 3e-24
Mcshane_54, function unknown, 53 108 3e-24
Maskar_56, function unknown, 53 108 3e-24
Mag7_55, function unknown, 53 108 3e-24
LostAndPhound_55, function unknown, 56 108 3e-24
LemonSlice 56, function unknown, 53 108 3e-24
Labeouficaum 55, function unknown, 53 108 3e-24
Kwksand96_55, function unknown, 53 108 3e-24
Keitherie 56, function unknown, 53 108 3e-24
Kailash_55, function unknown, 53 108 3e-24
Jiminy_55, function unknown, 53 108 3e-24
JangoPhett_55, function unknown, 53 108 3e-24
Jake0_55, function unknown, 53 108 3e-24
TIridoclysis_56, function unknown, 53 108 3e-24
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MTAVDLDTARQLIGDGVPSTGALPAAWWTRMPLSTLAKLMEEKAERLKTGTEE
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Score = 108 bits (271), Expect = 3e-24
Tdentities = 53/53 (100%), Positives = 53/53 (100%)

Query: 1 MTAVDLDTARQLIGDGVPSTGALPAAWWTRMPLSTLAKLMEEKAERLKTGTEE 53
MTAVDLDTARQLIGDGVPSTGALPAAWWTRMPLSTLAKLMEEKAERLKTGTEE
Sbjct: 1 MTAVDLDTARQLIGDGVPSTGALPAAWWTRMPLSTLAKLMEEKAERLKTGTEE 53
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hypothetical protein SEA_SQUIGGLE_56 [Mycobacterium Phage Squiggle]
hypothetical protein SEA_MUTANTE_55 [Mycobacterium phage Mutante]
hypothetical protein AU0SE_gp054 [Mycobacterium phage Apizium]
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hypothetical protein SEA_MELSMEOW_55 [Mycobacterium phage MelsMeow]
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»See 1 more title(s)

Range 1: 4 to 56 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
105 bits(263) 2e-28 Compositional matrix adjust. 53/53(100%) 53/53(100%) 0/53(0%)

Query 1  HTAVDLDTARQLIGDGVPSTGALPAANNTRHPLSTLAKLMEEKAERLKTGTEE 53
HTAVDLDTARQLIGDGVPSTGALPAAUMTRIPLSTL AKLMEEKAERLKTGTEE
Sbjct 4  HTAVDLDTARQLIGDGVPSTGALPAANNTRHPLSTLAKLMEEKAERLKTGTEE 56

Download v_GenPept Graphics

hypothetical protein CL79_gp055 [Mycobacterium phage Oline]
Sequence ID: YP_0090143171 Length: 53 Number of Matches: 1
> See 47 more title(s)

Range 1: 1 to 53 GenPept Gray

Score Expect Method Tdentities Positives Gaps
105 bits(263) 2e-28 Compositional matrix adjust. 53/53(100%) 53/53(100%) 0/53(0%)

Query 1  HTAVDLDTARQLIGDGVPSTGALPAANNTRHPLSTLAKLMEEKAERLKTGTEE 53
HTAVDLDTARQLIGDGVPSTGALPAAULITRIPLSTL AKLMEEKAERLKTGTEE
Sbjct 1  HTAVDLDTARQLIGDGVPSTGALPAANNTRHPLSTLAKLMEEKAERLKTGTEE 53
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2 525 8 ACGACGAGCCGGGGTGGCTCGE |ATG 48268 162

3 5€7 7 GCCCGCAGCGTGGTGGACGCGT ATG 48178 72

4 378 7 GCTGTCGACGCTGGCCAAGCTC  ATG 48151 45
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‘Sequences producing significant alignments:
Select: All None Selected:0

1 Alignments o
Max Total Query E | Per
Description Score Score gmz value | Ident | Accession
O hypothetical protein SEA_IRIDOCLYSIS_4 [Mycobacterium phage Iridocly 246 246 100% 6e-82 98.36% AOT23477.1
O hypothetical protein SEA_PRICKLES. 4 [Mycobacterium phage Prickles] 245 245 98% 1e-81 100.00% QGH7S5291
O hypothetical protein PBI_SDCHARGE1_4 [Mycobacterium phage SDcharge11] 244 244 97% 5e-81 100.00% AGKST3831
O hypothetical protein SEA_RIGGAN_4 [Mycobacterium phage Riggan] 244 244 100% 5e81 97.54% AZFOSTILY
O hypothetical protein PBI_SUFFOLK_4 [Mycobacterium phage Suffolk] 243 243 97% 1e-80 99.16% YP_009005651.1
O hypothetical protein [Mycobacterium phage Prann] 243 243 97% 2080 99.16% APD210481
O hypothetical protein AU153_gp04 [Mycobacterium phage Pops] 242 242 97% 2e-80 99.16% YP_0091899611
() hypothetical protein Alex_004 [Mycobacterium phage Alex] 241 241 97% 3e80 98.32% AGC3A1661
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Score  E

Sequences producing significant alignments: (bits) Value

Sheila 54, function unknown, 122 259 1le-69
Phamished_57, function unknown, 122 259 1le-69
Mikota_54, function unknown, 122 259 1le-69
KlimbOn_55, function unknown, 122 259 1le-69
Dingo_54, function unknown, 122 259 1le-69
Colbert_54, function unknown, 122 259 1le-69
AbsoluteMadlad 55, function unknown, 122 259 le-69
Vivaldi_57, function unknown, 122 258 3e-69
UAch1_55, function unknown, 122 258 3e-69
Schadenfreude_55, function unknown, 122 258 3e-69
Mesh1_57, function unknown, 122 258 3e-69
Lopsy_Draft_53, function unknown, 122 258 3e-69
HSavage_55, function unknown, 122 258 3e-69
Hetaeria 55, function unknown, 122 258 3e-69
Eremos_55, function unknown, 122 258 3e-69
DuchessDung_57, function unknown, 122 258 3e-69
Crownjwl_56, function unknown, 122 258 3e-69
Antonia_55, function unknown, 122 258 3e-69
AltPhacts_55, function unknown, 122 258 3e-69
Suffolk_54, function unknown, 123 258 4e-69
Soto_54, function unknown, 123 258 4e-69
SDcharge11_55, function unknown, 123 258 4e-69
Roliet_54, function unknown, 123 258 4e-69

MiniBoss Draft 54, function unknown, 123 258 4e-69
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MSRRLKAALAAVAMT AAGAL ATAPAASAEE TAGCKTELWILWGSNTRTLCDTPRRADGSW
Sbjct: 1  MSRRLKAALAAVAMTAAGALATAPAASAEETAGCKTELWILWGSNTRTLCDTPRRADGSH
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TRYREFWSPSYYKSFTCTTYGGRYYASTSCDGGYVVPRRSKGIEVYPVTDATVLHDEPGH
Sbjct: 61 TRYREFWSPSYYKSFTCTTYGGRYYASTSCDGGYVVPRRSKGIEVYPVTDATVLHDEPGH
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MSRRLKAALAAVAMT AAGAL ATAPAASAEE TAGCKTELWILWGSNTRTLCDTPRRADGSW
Sbjct: 1  MSRRLKAALAAVAMTAAGALATAPAASAEETAGCKTELWILWGSNTRTLCDTPRRADGSH

Query: 61 TRYREFWSPSYYKSFTCTTYGGRYYASTSCDGGYVVPRRSKGIEVYPVTDATVLHDEPGH
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1 Alignments o

Desciption e | e Accession
O hypothetical protein AU159_gp054 [Mycobacterium phage Colbert] 248 248 99% 1e-82 100.00% YP_0091910481
O hypothetical protein AU108_gp55 [Mycobacterium phage Eremos] 246 246 99% 5082 99.18% YP 0091911431
O hypothetical protein PBI_SUFFOLK_5 [Mycobacterium phage Suffolk] 246 246 99% 6e-82 99.18% YP_0090057011
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hypothetical protein AU159_gp054 [Mycobacterium phage Colbert]
Sequence ID: YP_009191048 1 Length: 122 Number of Matches:
> See 6 more title(s)

Range 1: 1 to 122 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
248 bits(632) 1e-82 Compositional matrix adjust. 122/122(100%) 122/122(100%) 0/122(0%)

Query 1 MSRRLKAALAAVANTAAGALATAPAASAEEIAGCKTELWILWGSNTRTLCDTPRRADGSH 60
MSRRLKAALAAVANTAAGALATAPAASAEETAGCK TELWILWGSNTRTLCDTPRRADGSH
Sbjct 1 MSRRLKAALAAVANTAAGALATAPAASAEEIAGCKTELWILWGSNTRTLCDTPRRADGSH 60

Query 61  TRYREFWSPSYYKSFTCTTYGGRYYASTSCDGGYVVPRRSKGIEVYPVTDATVLHDEPGH 120
TRYREFWSPSYYKSFTCTTYGGRYYASTSCDGGYVVPRRSKGIEVYPVTDATVLHDEPGH
Sbjct 61  TRYREFWSPSYYKSFTCTTYGGRYYASTSCDGGYVVPRRSKGIEVYPVTDATVLHDEPGH 120

Query 121 L6 122
I
sbjet 121 L6 122
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hypothetical protein AU108_gp55 [Mycobacterium phage Eremos]
Sequence ID: YP_009191149.1 Length: 122 Number of Matches: 1

> See 11 more ftle(s)

Range 1: 1 to 122 GenPept Graphics
Score Expect Method Tdentities Positives Gaps
its(629) Se-82 Compositional matrix adjust. 121/122(99%) 122/122(100%) 0/122(0%)

Query 1 MSRRLKAALAAVANTAAGALATAPAASAEEIAGCKTELWILWGSNTRTLCDTPRRADGSH 60
MSRRUKAALAAVANTAAGALATAPAASA+ETAGCKTELWILWGSNTRTLCDTPRRADGSH
Sbjct 1 MSRRLKAALAAVANTAAGALATAPAASADEIAGCKTELWILWGSNTRTLCDTPRRADGSH 60

Query 61  TRYREFWSPSYYKSFTCTTYGGRYYASTSCDGGYVVPRRSKGIEVYPVTDATVLHDEPGH 120
TRYREFWSPSYYKSFTCTTYGGRYYASTSCDGGYVVPRRSKGIEVYPVTDATVLHDEPGH
Sbjct 61  TRYREFWSPSYYKSFTCTTYGGRYYASTSCDGGYVVPRRSKGIEVYPVTDATVLHDEPGH 120
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hypothetical protein SEA_IRIDOCLYSIS_4 [Mycobacterium phage Iridoclysis]
Sequence ID: AOT23477.1 Length: 122 Number of Matches: 1

Range 1: 1 to 122 GenPept Graphics
Score Expect Method Tdentities Positives Gaps
246 bits(628) 6e-82 Compositional matrix adjust. 120/122(98%) 121/122(99%) 0/122(0%)

Query 1 MSRRRRPARAELRRULHDRVCVGATAPDPYCTGSGADEHARTQDANARRLMACSTREEVA 60
MSRRRRPARAELRRULHDRVCVGAT+PDPYCTGS ADEHARTQDANARRLHACSTREEVA
Sbjct 1 MSRRRRPARAELRRULHDRVCVGATSPDPYCTGSDADEHARTQDANARRLMACSTREEVA 60

Query 61  RALHHQACTVHLQQAHGGVYVELARNTCGPEGAHHVERLLGAPVISELCEMIGIVONTSQ 120
RALHHQACTVIILQQAHGGVYVELARNTCGPEGAHHVERL LGAPVISELCENTGIVONTSQ
Sbjct 61  RALHHQACTVILQQAHGGVYVELARNTCGPEGAHHVERLLGAPVISELCEMIGIVONTSQ 120

Query 121 V6 122
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Sbjet 121 V6 122

¥ Next A Descriptions.

Download v GenPept Graphics

hypothetical protein SEA_PRICKLES_4 [Mycobacterium phage Prickles]
Sequence ID: QGH75529 1 Length: 123 Number of Matches: 1

Range 1: 4 to 123 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
245 bits(626) 1e-81 Compositional matrix adjust. 120/120(100%) 120/120(100%) 0/120(0%)

Query 3 RRRRPARAELRRWLHDRVCVGATAPDPYCTGSGADEHARTQDANARRLMACSTREEVARA 62
RRRRPARAELRRILHDRVCVGATAPDPYCTGSGADEHARTQDANARRLMACS TREEVARA
Sbjct 4 RRRRPARAELRRWLHDRVCVGATAPDPYCTGSGADEHARTQDANARRLMACSTREEVARA 63

Query 63 LHHOACTVILQQAHGGVYVELARNTCGPEGAHHVERLLGAPVISELCENIGIVONTSQVG 122
LHHOACTVIILQQAHGGVYVEL ARNTCGP EGAHHVERL LGAPVISELCEMIGIVONTSQVG
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Score  E

Sequences producing significant alignments: (bits) Value

UAch1_56, function unknown, 121 258 3e-69
Suffolk_55, function unknown, 121 258 3e-69
Squid_57, function unknown, 121 258 3e-69
Newman_56, function unknown, 121 258 3e-69
Manad_56, function unknown, 121 258 3e-69
Tnverness_56, function unknown, 121 258 3e-69
Gyarad_0055, function unknown, 121 258 3e-69
Antonia_56, function unknown, 121 258 3e-69
Vivaldi_58, function unknown, 121 258 4e-69
Roy17_56, function unknown, 121 256 1e-68
Phareon_56, function unknown, 121 256 1e-68
Lulumae 55, function unknown, 121 256 1e-68
Hetaeria_56, function unknown, 121 256 1le-68
KLucky39_55, function unknown, 121 256 2e-68
Phamished_58, function unknown, 121 253 le-67
Vista 56, function unknown, 121 252 2e-67
TallGrassMM 57, function unknown, 121 251 5e-67
Xavier_56, function unknown, 121 250 7e-67
Waterdiva_57, function unknown, 121 250 7e-67
Vaticameos_54, function unknown, 121 250 7e-67
Usavi_Draft_59, function unknown, 121 250 7e-67
True_56, function unknown, 121 250 7e-67
Toni_56, function unknown, 121 250 7e-67
Three0h302_58, function unknown, 121 250 7e-67

Serpentine 8057, function unknown, 121 250 7e-67
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>UAch1_56, function unknown, 121
Length = 121

Score = 258 bits (660), Expect = 3e-69
Tdentities = 121/121 (160%), Positives = 121/121 (100%)

Query: 1  MTYPTHAGKFITSSTNHQQPQRRSTMKTLITAAAAALGVALAPAGIADAAPKMCDNHGFG 60
MTYPTHAGKFITSSTNHQQPQRRSTMKTLTTAAAAAL GVALAPAGIADAAPKMCDNHGF G
Sbjct: 1 MTYPTHAGKFITSSTNHQQPQRRSTMKTLITAAAAALGVALAPAGIADAAPKMCDNHGFG 60

Query: 61 KGQIYKHACASGNGGSAVWVTVYNEDGTPKKVMTEDGLKTVKRCDIRCGGGRHHGETTDP 120
KGQIYKHACASGNGGSAVWVTVYNEDGTPKKVMTEDGLKTVKRCDIRCGGGRHHGETTDP
Sbjct: 61 KGQIYKHACASGNGGSAVWVTVYNEDGTPKKVMTEDGLKTVKRCDIRCGGGRHHGETTDP 120

Query: 121 W 121
W
Sbjct: 121 W 121

>Suffolk_55, function unknown, 121
Length = 121

Score = 258 bits (660), Expect = 3e-69
Tdentities = 121/121 (160%), Positives = 121/121 (100%)

Query: 1  MTYPTHAGKFITSSTNHQQPQRRSTMKTLITAAAAALGVALAPAGIADAAPKMCDNHGFG 60
MTYPTHAGKFITSSTNHQQPQRRSTMKTLTTAAAAAL GVALAPAGIADAAPKMCDNHGF G
Sbjct: 1 MTYPTHAGKFITSSTNHQQPQRRSTMKTLITAAAAALGVALAPAGIADAAPKMCDNHGFG 60

Query: 61 KGQIYKHACASGNGGSAVWVTVYNEDGTPKKVMTEDGLKTVKRCDIRCGGGRHHGETTDP 120
KGQIYKHACASGNGGSAVWVTVYNEDGTPKKVMTEDGLKTVKRCDIRCGGGRHHGETTDP
Sbjct: 61 KGQIYKHACASGNGGSAVWVTVYNEDGTPKKVMTEDGLKTVKRCDIRCGGGRHHGETTDP 120

Query: 121 W 121
W
Sbjct: 121 W 121
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3 Alignments - Download ~ GenPept Graphics nce tree of results Multiple alignment o
e Score | Score | Gover vt | | Ao

O hypothetical protein M046_gps6 [Mycobacterium phage Newman] 253 253 99% B8e-85 100.00% YP 0080521331
O hypothetical protein PBI_VIVALDI_58 [Mycobacterium phage Vivaldi] 252 252 99% 2e-84 99.17% AIM50290.1

O hypothetical protein HETAERIA_56 [ycobacterium phage Hetaeria] 251 251 99% 4e84 99.17% ALASGST1

O hypothetical protein SEA_LULUMAE_55 [Mycobacterium phage Lulumas] 251 251 99% 7Te84 99.17% ASZ734841

O hypothetical protein KLUCKY39_55 [Mycobacterium phage KLucky39] 250 250 99% 2e-83 9917% AEJ952411

O hypothetical protein PBI_PHAMISHED_58 [Mycobacterium phage Phamished| 248 248 99% 1e82 98.35% AKO623341

O hypothetical protein VISTA_56 [Mycobacterium phage Vista] 247 247 99% 2e-82 97.52% YP_0090168451
O hypothetical prot w phage TallGrassMM] 246 246 99% 9e82 97.52% AER492681

O hypothetical protein CL95_gp058 [Mycobacterium phage JacAttac] 245 245 99% 1e-81 96.69% YP 0090183711
O hypothetical protein SEA_PODRICK_55 [Mycobacterium phage Podick] 243 243 99% 7e81 9587% AXQ648591

O hypothetical protein PBI_SOTO_55 [Mycobacterium phage Soto] 200 200 78% 6e64 100.00% YP_0091008641
O hypothetical protein SEA_IRIDOCLYSIS_58 [Mycobacterium phage Iridoclysis] 196 196 78% 2e-62 97.92% AOT23530.1

O hypothetical protein CL79_gp057 [Mycobacterium phage Oline] 195 195 78% 3e-62 97.92% YP_009014319.1
O hypothetical protein PBI_PG1_58 [Mycobacterium phage PG1] 194 194 78% 1e61 96.88% NP 9438361
O hypothetical protein SEA_NIMBO_26 [Mycobacterium phage Nimbo] 124 124  81% 7e-34 67.00% AXQ61667.1

O hypothetical protein N850_gp031 [Mycobacterium phage Jabbawokkie] 123 123 81% 1e-33 65.00% YP 0084107031
O hypotheical protein 15102_gp029 [Mycobacterium phage Demsculpinboyz] 120 120 81% 1e-32 66.00% YP_009963727.1
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hypothetical protein M046_gp56 [Mycobacterium phage Newman]
Sequence ID: YP_008052133 1 Length: 121 Number of Matches: 1
> See 7 more title(s)

Range 1: 1 to 121 GenPept Grag

Score Expect Method Tdentities Positives
253 bits(646) 8e-85 Compositional matrix adjust. 121/121(100%) 121/121(100%) 0/121(0%)

Query 1 MIYPTHAGKFITSSTNHQQPQRRSTHKTLITAAAAALGVALAPAGTADAAPKICONHGFG
HTYPTHAGKF ITSSTNHQQPQRRSTHKTL TTARAAAL GVALAPAGTADAAPKICDNHGFG
Sbjct 1 MTYPTHAGKFITSSTNHQQPQRRSTHKTLITAAAAALGVALAPAGTADAAPKICONHGFG

Query 61  KGOIYKHACASGNGGSAVMVTVYNEDGTPKKVHTEDGLKTVKRCDIRCGGGRHHGETTDP
 KGQTYKHACASGNGGSAVHVTVYNEDGTPKKVMT EDGLKTVKRCDIRCGGGRHHGETTDP.
Shjct 61  KGOIYKHACASGNGGSAVHVTVYNEDGTPKKVHTEDGLKTVKRCDIRCGGGRHHGETTDP

Query 121 W 121
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hypothetical protein PBI_VIVALDI_58 [Mycobacterium phage Vivaldi]

Sequence ID: AIM50290.1 Length: 121 Number of Matches: 1

Range 1: 1 to 121 GenPept Graphics

Score Expect Method Tdenti

Positives
252 bits(644) 2e-84 Compositional matrix adjust. 120/121(99%) 121/121(100%) 0/121(0%)

Query 1 MIYPTHAGKFITSSTNHQQPQRRSTHKTLITAAAAALGVALAPAGTADAAPKICONHGFG
HTYPTHAGKF ITSSTNHQQPQRRSTHKT+1TAAAAAL GVALAPAGT ADAAPKICDHHGFG
Sbjct 1 MTYPTHAGKFITSSTNHQQPQRRSTHKTHITAAAAALGVALAPAGTADAAPKICONHGFG

Query 61  KGOIYKHACASGNGGSAVHVTVYNEDGTPKKVHTEDGLKTVKRCDIRCGGGRHHGETTDP
 KGQTYKHACASGNGGSAVHVTVYNEDGTPKKVMTEDGLKTVKRCDIRCGGGRHHGETTDP.
Shjct 61  KGQIYKHACASGNGGSAVHVTVYNEDGTPKKVHTEDGLKTVKRCDIRCGGGRHHGETTDP
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Sequences producing significant alignments:

Soto_56, DNA primase/helicase, 950
KingVeVeVe_56, DNA primase/helicase, 950
Gyarad_0056, DNA primase/helicase, 950
EmpTee_57, DNA primase/helicase, 950
Chunky_56, DNA primase/helicase, 950
Doddsville 58, function unknown, 950
Antonia_57, DNA primase/helicase, 950
Colbert_56, DNA primase/helicase, 950
Suffolk_56, DNA primase/helicase, 950
Eremos_57, DNA primase/helicase, 950
Phamished 59, DNA primase/helicase, 950
FriarPreacher_57, DNA primase/helicase, 950
Vaishali2d_56, DNA primase/helicase, 950
KLucky39_56, function unknown, 950
SDchargel1_57, DNA primase/helicase, 950
OSmaximus_59, DNA primase/helicase, 950
UAch1_57, DNA primase/helicase, 950
Hetaeria_57, DNA primase/helicase, 950
Vaticameos_55, DNA primase/helicase, 935
Shival_56, function unknown, 935

Burr_58, DNA primase/helicase, 935
Nacho_8059, DNA primase/helicase, 935
Riggan_59, DNA primase/helicase, 935
Craff_61, DNA primase/helicase, 935
Prickles_59, DNA primase/helicase, 915
Daka_Draft_58, function unknown, 915
Zaider_58, DNA primase/helicase, 915
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Description Score Score Cover value Ident = ACCeSSion
() DNA polymerase/primase [Mycobacterium phage Soto] 1920 1920 99% 0.0 ©9.89% YP 009100851
(O DNA polymerase/primase [Mycobacterium phage Colbert] 1919 1919 99% 0.0 99.89% YP_009191050.1
() DNA primase/helicase [Mycobacerium phage Antonia] 1919 1919 99% 0.0 99.79% AZS127031
O hypothetical protein DODDSVILLE_58 [Mycobacterium phage Dodss 1918 1918 99% 0.0 99.79% AXC36A0L1
() DNA polymerase/primase [Mycobacterium phage Suffolk] 1917 1917 99% 00 ©99.79% YP 0030057031
O DNA polymerase/primase [Mycobacterium phage Eremos] 1916 1916 99% 00 99.79% YP 0091911511
() DNAprimase/helicase [Mycobacterium phage Phamished] 1915 1915 99% 00 99.68% AKOG23351
() DNAprimase/helicase [Mycobacerium phage Vaishali2d] 1915 1915 99% 0.0 99.47% QGJIEG1
O hypothetical protein KLUCKY39_56 [Mycobacterium phage KLucky39] 1914 1914 99% 00 9968% AEJ952421
O DNA polymerase/primase [Mycobacterium phage OSmaximus] 1914 1914 99% 00 ©99.58% YP 0091989171
O DNAprimase/helicase [Mycobacterium phage SDchargel1] 1912 1912 99% 0.0 99.58% AGKAT4IE1
) DNAprimase/helicase [Mycobacterium phage Hetaeria] 1910 1910 99% 0.0 99.47% ALA4S6EB1
o phage Shival] 1854 1854 96% 0.0 99.89% YP_0091892941
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'DNA polymerase/primase [Mycobacterium phage Colberl]
SequencelD: YP_000181050.1 Length: 050 Number ofMatches: 1
»Sse 1 more slels)
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e AV Ve AL VB TAAAL rVERAL
Sofct 121 LATIDKAVLDRYLKRYLTLYAERYPE P AVEVCESALVWOES ALAAFVERAL 180
Query 151 PEDIGHOOUPPPTWITSGIAGIOGOLADOSSUSSOGGHE VI TVEOETLTLPRILGAAT 260
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Starts : 52 ORF Start : 51878 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop : 48936 5'End 80.0 543 600 105 —I
ORFlength:2883  3'End|(00 00 00 74
LIT T IIT [ TTT I I [ [T ITTT T]st846

Shine D |algarno |Sequence of the Region [Start|Start ORF /

2 |Score Space Upstream of the Start  |Codon|Position |Length
441 8 CCGCCCTAGATGTAGGGGTICCG TTG 51848 2883

2 483 8 CACGAAACGAACAGGACCARAC GTG 51743 2748

3 33¢ 8 CGACRACCGTGACCCCGAGGCG  GTG 51€77 2€82

4 510 S CCCCGAGGCGGTGCGCGCGTTIC  GTG 51€€S 2€70

S 378 7 CGCCGATATCGGGCTGTCGATC ATG 51€32 2€37

€ 1€8 7 GCTGGCCACCTCAGACARGGCA GTG 514€7 2472

7 33¢ 8 CAAGGCAGTGCTCGACCGCTAT TTG 51452 24587

8 185 9 CGACCGCTATTTGAAGCGGTAC TTG 51440 2445
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
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Distribution of 100 Blast Hits on the Query Sequence

| Mouse-over to show defline and scores. Click to show alignments
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Score  E

Sequences producing significant alignments: (bits) Value

Tooj_57, function unknown, 75 169 2e-42
Soto_57, function unknown, 75 169 2e-42
SDcharge11_58, function unknown, 75 169 2e-42
Roscoe_59, function unknown, 75 169 2e-42
Prickles_60, function unknown, 75 169 2e-42
Nacho_6060, function unknown, 75 169 2e-42
Mikota_57, function unknown, 75 169 2e-42
KingVeVeVe_57, function unknown, 75 169 2e-42
Eremos_58, function unknown, 75 169 2e-42
Dingo_57, function unknown, 75 169 2e-42
Daka_Draft_6@, function unknown, 75 169 2e-42
Colbert_57, function unknown, 75 169 2e-42
Chunky_57, function unknown, 75 169 2e-42
Cheet0_58, function unknown, 75 169 2e-42
BlueHusk_Draft_60, function unknown, 75 169 2e-42
AbsoluteMadlad 59, function unknown, 75 169 2e-42
Zaider_59, function unknown, 75 167  6e-42
Virgeve 58, function unknown, 75 167  6e-42
Valjean_58, function unknown, 75 167 6e-42

Swiphy Draft 62, function unknown, 75 167 6e-42
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>Tooj_57, function unknown, 75
Length = 75

Score = 169 bits (429), Expect = 2e-42
Identities = 75/75 (160%), Positives = 75/75 (100%)

Query: 1 MTENCQHYYGNDGSGWLTCVKCGATPPGDSREKQNIGTVRAGLPHLDPCVCTINDMTGAV 60
MTENCQHYYGNDGSGHL TCVKCGATPPGDSREKQNIGTVRAGLPHLDPCVCTINDMTGAV
Sbjct: 1 MTENCQHYYGNDGSGWLTCVKCGATPPGDSREKQNIGTVRAGLPHLDPCVCTINDMTGAV 60

Query: 61 TDYACGRALVAVPPP 75
TDYACGRALVAVPPP
Sbjct: 61 TDYACGRALVAVPPP 75

>Soto_57, function unknown, 75
Length = 75

Score = 169 bits (429), Expect = 2e-42
Identities = 75/75 (160%), Positives = 75/75 (100%)

Query: 1 MTENCQHYYGNDGSGWLTCVKCGATPPGDSREKQNIGTVRAGLPHLDPCVCTINDMTGAV 60
MTENCQHYYGNDGSGHL TCVKCGATPPGDSREKQNIGTVRAGLPHLDPCVCTINDMTGAV
Sbjct: 1 MTENCQHYYGNDGSGWLTCVKCGATPPGDSREKQNIGTVRAGLPHLDPCVCTINDMTGAV 60

Query: 61 TDYACGRALVAVPPP 75
TDYACGRALVAVPPP
Sbjct: 61 TDYACGRALVAVPPP 75
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RID BGHZBP2HO13 (Expires on 07-21 04:30 am)
Database Name nr
Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental
samples from WGS projects
Program BLASTP 2.14.1+ b Citation

Query ID [cl|Query_137969
Description unnamed protein product
Molecule type amino acid
Query Length 76

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

emphic Summary

© Show Conserved Domains
No putative conserved domains have been detected

Distribution of the top 23 Blast Hits on 23 subject sequences &
Mouse over to see the title, click to show alignments
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i Alignments [ZDownioad  GenPept Graphics Distance tree of resulis Multiple alignment o
S Scor | S| over | s | 2ememon
O hypothetical protein PBI_SOTO_57 [Mycobacterium phage Soto] 157 157 98% 4e-48 100.00% YP_009100866.1
O hypothetical protein PBI_EMPTEE_58 [Mycobacterium phage EmpTee] 155 155 98% 1e-47 9867% AID590571
O hypothetical protein AU153 gp58 [Mycobacterium phage Pops] 155 155 98% 3e-47 97.33% YP_ 0091900151
O hypothetical protein KLUCKY39_57 [Mycobacterium phage KLucky39] 154 154 98% 4e-47 9867% AEJ952431
O hypothetical protein NUMBERTEN_58 [Mycobacterium phage Numberten] 154 154 98% 6e-47 9867% AHNSA1731
O hypothetical protein SEA_KAILASH_59 [Mycobacterium phage Kailash] 152 152 98% 3e-46 96.00% ATNS96741
O hypothetical protein PBI_SUFFOLK_57 [Mycobacterium phage Suffolk] 152 152 98% 5e-46 96.00% YP_009005704.1
O hypothetical protein AVU74_gp060 [Mycobacterium phage OSmaximus] 149 149 98% 4e-45 9467% YP_ 0091989151
=] 149 149 98% 6e-45 9333% ALA4S6691
=] 148 148 98% 1e-44 9467% AVRI6T301
=] 624 624 35% 4e-10 9250% YP 0090433331
O hypothetical protein PBI_SWISH_60 [Mycobacterium phage Swish] 624 624 35% 4e-10 9250% YP_ 0091875701
O hypothetical protein SEA_KLOPPINATOR_59 [Mycobacterium phage Kioppinator] 620 620 35% 4e-10 9250% QCJ76831
O hypothetical protein FGG33_gpa7 [Mycobacterium phage Benedict 589 589 44% 50-00 6471% YP_ 0096379631
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Download + GenPept Graphics

hypothetical protein PBI_SOTO_57 [Mycobacterium phage Soto]
Sequence ID: YP_009100866 1 Length: 75 Number of Matches: 1
»See 13 more title(s)

Range 1: 1 to 75 GenPept Graphics

¥ Next & Descriptions

Score Expect Method Identities Positives Gaps
157 bits(397) 4e-48 Compositional matrix adjust. 75/75(100%) 75/75(100%) 0/75(0%)

Query 1 HTENCQHYYGNDGSGHLTCVKCGATPPGDSREKQNIGTVRAGLPHLDPCVCTINDMTGAV 6@
MTENCQHYYGNDGSGHLTCVKCGATPPGDSREKQNIGTVRAGLPHLDPCVCTINDHTGAV
Sbjct 1 HTENCQHYYGNDGSGHLTCVKCGATPPGDSREKQNIGTVRAGLPHLDPCVCTINDMTGAV 6@

Query 61 TDYACGRALVAVPPP 75
TDYACGRALVAVPPP
Sbjct 61 TDVACGRALVAVPPP 75

Related Information
Gene - associated gene details

AlphaFold Structure - 3D structure displays
Identical Proteins - Identical proteins to
YP_009100866.1

Download v GenPept Graphics
hypothetical protein PBI_EMPTEE_58 [Mycobacterium phage EmpTee]
Sequence ID: AID59057.1 Length: 75 Number of Matches: 1

»See 9 more title(s)

Range 1: 1 to 75 GenPept Graphics

¥ Next A Previous 4 Descriptions

Score Expect Method Identities  Positives Gaps
155 bits(393) 1e-47 Compositional matrix adjust. 74/75(99%) 75/75(100%) 0/75(0%)

Query 1  HTENCQHYYGNDGSGHLTCVKCGATPPGDSREKQNIGTVRAGLPHLDPCVCTINDMTGAV 6@
HTE+CQHYYGNDGSGHLTCVKCGATPPGDSREKQNIGTVRAGLPHLDPCVCTINDHTGAV
Sbjct 1 HTESCQHYYGNDGSGHLTCVKCGATPPGDSREKQNIGTVRAGLPHLDPCVCTINDMTGAY 6@

Query 61 TDVACGRALVAVPPP 75
TDYACGRALVAVPPP
Sbjct 61 TDVACGRALVAVPPP 75

Related Information

Identical Proteins - Identical proteins to
AIDS9057.1
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hypA
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Structure Initiative, No
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finger domain
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novo protein; HET: AIB; 1.28A {N/A}

; zf-WRNIP1_ubi ; Werner helicase-
interacting protein 1 ubiquitin-binding
domain
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Starts: 7 ORF Stat : 2562 Can1 Ceh2 Can3 Length
Selected: 1 ORFStop 3016 S'End 835 835 684 57 4
ORFLengh: 435 3End 510 798 709 310

[ I I I [T ]2727
[Shine D [algarno [sequence of che Region [scarc|scarc [oar

3 |score |space [Upscream of che scarc |Codon|Posivion [tengen

1 s 0 (GOGCAGAGGGGATGRTGE0RGE |GG 2648|369

2 Jse2 7 (GOGTCGATGGCTGCACGACTEE |GTG 2705 31z

3 |2s0 s (GGATGCCAACGCACGOCGICIG |ATG 2798 219

s |2ss B (GCTGCACCATCAGGCGTGEACT |GTG 2055 |16z

s |27 s (CGAGCGGCTGCTTGRCR0GCCT GT6 2957 60

e |2s0 s TGGCGCGCCIGIGATCICGGAA |TTG (2965 48

7 |2ss 7 TGTGATCICGGARTIGIGOGAG |ATG 2078 |39
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Statts : 5 ORF Start : 52110 Cdn1 Cdn2 Cdn3 Length

Selected: 1 DRFStop :51862 SEnd[868 421 711 114 _Dosumert |
ORFlength:249  3End|00 00 00 82

I I I ] 52086

Shine D |algarnc [Sequence of the Region [Start|scarc oRF

¢ |score |[space [upstream of the start |codon|Position [Length
1 is4e 7 ATCCGGCACAAGGTGGGCGGCC |ATG 52089 |228

2 420 B AGARAAGCAGAATATCGGCACC |GTG 51975 114

3 378 7 GTGCGTCTGCACGATCAATGAC ATG 51924 €3

4 350 S GATCAATGACATGACCGGGGCG GTG s1s12 s1

s 294 8 GTGCGGTCGTGCGCTCGTAGCT GTIG 5187¢€ 15
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(204 letters)

Distribution of 100 Blast Hits on the Query Sequence

| Mouse-over to show defline and scores. Click to show alignments
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Score  E

Sequences producing significant alignments: (bits) Value

Zaider_60, function unknown, 203 427 e-120
Valjean 59, function unknown, 203 227 e-120
Tooj_58, function unknown, 203 227 e-120
Spartan300_59, function unknown, 203 227 e-120
Roscoe_60, function unknown, 203 227 e-120
Prickles_61, function unknown, 203 227 e-120
Olive_59, function unknown, 207 227 e-120
Numberten_59, function unknown, 203 227 e-120
Eremos_59, function unknown, 203 227 e-120
Daka_Draft_61, function unknown, 207 227 e-120
Chunky_58, function unknown, 203 227 e-120
Cheet0_59, function unknown, 203 227 e-120
Boehler_59, function unknown, 203 227 e-120
AbsoluteMadlad 60, function unknown, 203 227 e-120
Soto_58, function unknown, 203 426 e-119
Oliverialter_58, function unknown, 203 426 e-119
Newman_58, function unknown, 203 426 e-119
Mikota_58, function unknown, 203 426 e-119
K1imbOn_59, function unknown, 203 426 e-119
HSavage_58, function unknown, 203 426 e-119
Dingo_58, function unknown, 203 426 e-119
Crownjwl_59, function unknown, 203 426 e-119
Horchata_58, function unknown, 203 425 e-119
DoesntMatter_57, function unknown, 203 224 e-119
Adriana_60, function unknown, 209 424 e-119
Virapocalypse_60, function unknown, 203 424 e-119
True_58, function unknown, 203 424 e-119
Simielle Draft_61, function unknown, 203 424 e-119
Sigman_60, function unknown, 203 424 e-119
Roy17_58, function unknown, 203 424 e-119
Plmatters_58, function unknown, 203 424 e-119
Phunky_58, function unknown, 203 224 e-119

Phareon_58, function unknown, 203 224 e-119
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>Zaider_60, function unknown, 203
Length = 203

Score = 427 bits (1099), Expect = e-120
Identities = 203/203 (160%), Positives = 203/203 (100%)

Query: 1  MTIKPCTCDVGGYCPMHGCPHKTGDRACRCADEMHTTRGQQPTEVPVDYVGINGLMRHHG
MTIKPCTCDVGGYCPMHGCPHKTGDRACRCADEMHTTRGQQPTEVPVDYVGINGLMRHHG
Sbjct: 1 MTIKPCTCDVGGYCPMHGCPHKTGDRACRCADEMHTTRGQQPTEVPVDYVGINGLMRHHG

Query: 61 HERPKPGTVGIGTPPQIAVKGAPERMAESEALRASLKGAPERPEIPPTGQLAEDIAREAL
HERPKPGTVGIGTPPQIAVKGAPERMAESEAL RASLKGAPERPEIPPTGQLAEDIAREAT
Sbjct: 61 HERPKPGTVGIGTPPQIAVKGAPERMAESEALRASLKGAPERPEIPPTGQLAEDIAREAL

Query: 121 GLFNGPRQATYGDAADNFGVTASMWSATLGTEVTAEQUALCLAALKIARLRETPDHHDSH
GLFNGPRQATYGDAADNFGVTASMWSAILGTEVTAEQVAL CLAALKTARLRETPDHHDSW
Sbjct: 121 GLFNGPRQATYGDAADNFGVTASMWSATLGTEVTAEQUALCLAALKIARLRETPDHHDSH

Query: 181 VDAVAYIALGAGVMIRHKVGGHD 203
VDAVAYTALGAGVMIRHKVGGHD
Sbjct: 181 VDAVAYIALGAGVMIRHKVGGHD 203

>Valjean_59, function unknown, 203
Length = 203

Score = 427 bits (1099), Expect = e-120
Identities = 203/203 (160%), Positives = 203/203 (100%)

Query: 1  MTIKPCTCDVGGYCPMHGCPHKTGDRACRCADEMHTTRGQQPTEVPVDYVGINGLMRHHG
MTIKPCTCDVGGYCPMHGCPHKTGDRACRCADEMHTTRGQQPTEVPVDYVGINGLMRHHG
Sbjct: 1 MTIKPCTCDVGGYCPMHGCPHKTGDRACRCADEMHTTRGQQPTEVPVDYVGINGLMRHHG

Query: 61 HERPKPGTVGIGTPPQIAVKGAPERMAESEALRASLKGAPERPEIPPTGQLAEDIAREAL
HERPKPGTVGIGTPPQIAVKGAPERMAESEAL RASLKGAPERPEIPPTGQLAEDIAREAT
Sbjct: 61 HERPKPGTVGIGTPPQIAVKGAPERMAESEALRASLKGAPERPEIPPTGQLAEDIAREAL

Query: 121 GLFNGPRQATYGDAADNFGVTASMWSATLGTEVTAEQUALCLAALKIARLRETPDHHDSH
GLFNGPRQATYGDAADNFGVTASMWSAILGTEVTAEQVAL CLAALKTARLRETPDHHDSW
Sbjct: 121 GLFNGPRQATYGDAADNFGVTASMWSATLGTEVTAEQUALCLAALKIARLRETPDHHDSH

Query: 181 VDAVAYIALGAGVMIRHKVGGHD 203
VDAVAYTALGAGVMIRHKVGGHD
Sbjct: 181 VDAVAYIALGAGVMIRHKVGGHD 203

)

)

120

120

180

180
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BGKAD2S3013 (Expires on 07-21 04:53 am)
Icl|Query_11276
unnamed protein product

Molecule type amino acid
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Program BLASTP 2.14.1+ b Citation

Other reports: »Search Summary [Taxonomy_reports] [Distance tree of results] [Multiple alignment] [MSA viewer]

Analyze your query with SmartBLAST

s £ 10 125

b N,
HT IKPC TCOV G H CPHK TRORACRC ACENHTTR GOPTEV Y VGINGLYRHHEHERPKFGTV GIGTFPQ L AVKGAPERYHE SEALRFSLKERPERFE IFFT GLL AEDIAREAL CLFNGFROATY COACNFGVTASUSH ILGTEVTAELHALCLARLK IR RETPCHDSUNDAVRY LALGACVH IRHKVGEH

Distribution of the top 100 Blast Hits on 100 subject sequences &
Mouse over to see the title, click to show alignments
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Color key for alignment scores
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‘hypothetical protein M046_gp58 [Mycobaclerium phage Newman]

hypothetical protein Nacho_0061 [Mycobacterium phage Nacho]

hypothetical protein SEA_HORCHATA_58 [Mycobacterium phage Horchatal

hypothetical protein SEA_DOESNTMATTER_57 [Mycobacterium phage DoesntMatter]

‘hypothetical protein KLUCKY39_58 [Mycobacterium phage KLucky39]

hypothetical protein SEA_ADRIANA_60 [Mycobacterium phage Adriana]

hypothetical protein SEA_ANTONIA_59 [Mycobacterium phage Antonia]

P57 [Mycobacterium phage Shival]

Description Max | Total Query
Score Score Cover
418 418 99%
4“7 47 99%
415 415 99%
415 415 99%
414 414 99%
414 414 99%
414 414 99%
414 414 99%
413 413 99%
413 413 99%
412 412 99%
412 412 99%

E
value

3e-147
Te-147
3e-146
5e-146
Te-146
1e-145
1e-145
1e-145
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BIDownload v GenPept Graphics
hypothetical protein AU108_gp59 [Mycobacterium phage Eremos]
Sequence ID: YP_009191153.1 Length: 203 Number of Matches: 1
»See 11 more title(s)

Range 1: 1 to 203 GenPept Gray

Score Expect Method Tdentities Positives Gaps
417 bits(1071) 7e-147 Compositional matrix adjust. 203/203(100%) 203/203(100%) 0/203(0%)

Query 1 MTIKPCTCDVGGYCPMHGCPHKTGDRACRCADEMHTTRGQQPTEVPVDYVGINGLHRHHG 68
HTIKPCTCDVGGYCPHHGCPHKTGDRACRCADEMHTTRGOQPTEVPVDYVGINGLHRHHG
Sbjct 1 HTIKPCTCDVGGYCPMHGCPHKTGDRACRCADEMHTTRGQQPTEVPVDYVGINGLMRHHG 60

Query 61  HERPKPGTVGIGTPPQIAVKGAPERMAESEALRASLKGAPERPEIPPTGQLAEDIAREAT 120
HERPKPGTVGIGTPPQIAVKGAPERMAESEAL RASLKGAPERPE IPPTGQLAEDIAREAT
Sbjct 61  HERPKPGTVGIGTPPQIAVKGAPERMAESEALRASLKGAPERPEIPPTGQLAEDIAREAT 120

Query 121 GLFNGPROATYGDAADNFGVTASHHSATLGTEVTAEQVALCLAALKIARLRETPDHHDSK 180
‘GLFNGPRQOATYGDAADNFGVTASHKSATLGTEVTAEQVAL CLAALKTARL RETPDHHDSH
Sbjct 121 GLFNGPROATYGDAADNFGVTASHHSATLGTEVTAEQVALCLAALKIARLRETPDHHDSK 180

Query 181 VDAVAYIALGAGVMIRHKVGGHD 203
VDAVAYTALGAGVHIRHKVGGHD
Sbjct 181 VDAVAYIALGAGVMIRHKVGGHD 203

[®IDownload v GenPept Graphics

hypothetical protein M046_gp58 [Mycobacterium phage Newman]
Sequence ID: YP_0080521351 Length: 203 Number of Matches: 1
> See 7 more title(s)

Range 1: 1to 203 GenPept Graphics
Score Expect Method Tdentities Positives Gaps
415 bits(1067) 3e-146 Compositional matrix adjust. 202/203(99%) 202/203(99%) 0/203(0%)

Query 1 MTIKPCTCDVGGYCPMHGCPHKTGDRACRCADEMHTTRGQQPTEVPVDYVGINGLHRHHG 68
HTIKPCTCDVGGYCPHHGCPHKTGDRACRCADEMHTTRGOQPTEVPVDYVGINGLHRHHG
Sbjct 1 HTIKPCTCDVGGYCPMHGCPHKTGDRACRCADEMHTTRGQQPTEVPVDYVGINGLMRHHG 60

Query 61  HERPKPGTVGIGTPPQIAVKGAPERMAESEALRASLKGAPERPEIPPTGQLAEDIAREAT 120
HERPKPGTVGIGTPPQIAVKGAPERMAESEAL RASLKGAPERPE IPPTGQLAEDIAREAT
Sbjct 61  HERPKPGTVGIGTPPQIAVKGAPERMAESEALRASLKGAPERPEIPPTGQLAEDIAREAT 120

Query 121 GLFNGPROATYGDAADNFGVTASHHSATLGTEVTAEQVALCLAALKIARLRETPDHHDSK 180
‘GLFNGPRQOATYGDAADNFGVTASHKSATLGTEVTAEQVAL CLAALKTARL RETPDHHDSH
Sbjct 121 GLFNGPROATYGDAADNFGVTASHHSATLGTEVTAEQVALCLAALKIARLRETPDHHDSK 180

Query 181 VDAVAYIALGAGVMIRHKVGGHD 203
VDAVAYTALGAGVHIRHK GGHD
Sbjct 181 VDAVAYIALGAGVMIRHKAGGHD 203
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Number of Hits: 3
Query MSA diversity (Neff): 4.47876
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152757

Starts : 15 ORF Start : 52771 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop :52082 5'End 444 889 339 54
ORFLength:630  IEnd 00 00 O 1
T TT [ T 1 I [T _TT 1
algarno |Sequence of the Region [Start|Start [ORF
Space [Upstream of the Start Codon|Position |Length
8 CCCCGCCTGAGTTICTTGATCAG |GTG 52758 €78
8 ACCGAGCAGATATGGGATCGCA |ATG 52705 €24
7 TGGGATCGCAATGGTTGAAGGT |ATG |52€93 €12
8 CATCAAACCGTGCACGTIGIGAT GIG S52€¢€€ 585
7 TGATGTGGGCGGATACTGCCCG ATG 52¢€48 5€7
8 TGCGTGCCGCTGCGCCGACGAG  ATG 52594 513
€ GAGGGGTCAGCAGCCCACCGAG GTIG 525€1 480
7 CTATGTCGGCATCAACGGACTC ATG 52528 447
8 CGTCAAGGGCGCACCCGAGCGC ATG 52438 357
8 CGACGCCGCCGACRAATTICGGG GIG 5227€ 185
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"Gapped BLAST and PSI-BLAST: a new generation of protein database search
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Sequences producing significant alignments:

Daka_Draft_62, function unknown, 619
Legolas_62, DNA polymerase I, 619
Burr_60, DNA polymerase I, 619
Zelda_61, DNA polymerase I, 619
Xavier_59, DNA polymerase I, 619
Serendipity_60, DNA polymerase I, 619
Potter_59, DNA polymerase I, 619
MRabcd_60, DNA polymerase I, 619
Mosaic_59, DNA polymerase I, 619
MitKao_60, DNA polymerase I, 619
Leelot_61, DNA polymerase I, 619
Lasso_61, DNA polymerase I, 619

Held 60, DNA polymerase I, 619
Daffy_60, DNA polymerase I, 619
Bluephacebaby_66, DNA polymerase I, 619
Mikota_59, DNA polymerase I, 619
Colbert_59, DNA polymerase I, 619
UncleHowie_59, DNA polymerase I, 619
Slatt_61, DNA polymerase I, 619
Samaymay_6@, DNA polymerase I, 619
QueenBeane_6@, DNA polymerase I, 619
Nyala_Draft_61, function unknown, 619
Murdoc_59, DNA polymerase I, 619
Maru_60, DNA polymerase I, 619
Lego3393 59, DNA polymerase I, 619
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>Legolas_62, DNA polymerase I, 619

Length = 619

Score = 1219 bits (3153), Expect = 0.8
Tdentities = 614/619 (99%), Positives = 617/619 (99%)

Query: 1
Sbjct: 1

Query: 61
Sbjct: 61
Query: 121
Sbjct: 121
Query: 181
Sbjct: 181
Query: 241
Sbjct: 241
Query: 301
Sbjct: 301
Query: 361
Sbjct: 361
Query: 421
Sbjct: 421
Query: 481
Sbjct: 481
Query: 541
Sbjct: 541
Query: 601

Shjct: 601

MTDILDAPVRVPSRSWSDPLLGARMHTGEHAVRF GAEFVRQAERGPANTIALATDIETPG
MTDI+DAPVRVPSRSWSDPLLGARMHTGEHAVRF GAEFVRQAERGPANTIALATDIETPG
MTDIIDAPVRVPSRSWSDPLLGARMHTGEHAVRF GAEFVRQAERGPANTIALATDIETPG

LDNSFTINCVTMAKAQPDSGRVHSILLDPRRDEQHAALVAEMYALAGPVILHNAPFDIPP
LDNSFTINCVTMAKAQPDSGRVHSLLDPRRDEQHAALVAEMYALAGPVILHNAPFDIPP
LDNSFTINCVTMAKAQPDSGRVHSILLDPRRDEQHAALVAEMYALAGPVILHNAPFDIPP

LFHAGLMTGEVIKKRIVDTVVLARFALPEPPPYGQAKTLTALATRYLGLSEFKGGMERAF
LFHAGLMTGEVIKKRIVDTVVLARFALPEPPPYGQAKTLTALATRYLGLSEFKGGMERAF
LFHAGLMTGEVIKKRIVDTVVLARFALPEPPPYGQAKTLTALATRYLGLSEFKGGMERAF

KAAGYKTQQAGYEGMDIDSPIYRQGAMADTVATLALEPVMRRRAIEWTLDHPFEVYGATT
KAAGYKTQQAGYEGMDIDSPIYRQGAMADTVATLALEPVMRRRAIEWTLDHPFEVYGATT
KAAGYKTQQAGYEGMDIDSPIYRQGAMADTVATLALEPVMRRRAIEWTLDHPFEVYGATT

VAEAEAILDTQEIVHRMMLWRSALGINVDREYLDRYLNQVADEQAIYTADLAAHGLDGGT
VAEAEAILDTQEIVHRMMLWRSALGINVDREYLDRYLNQVADEQAIYTADLAAHGLDGGT
VAEAEAILDTQEIVHRMMLWRSALGINVDREYLDRYLNQVADEQAIYTADLAAHGLDGGT

GKGAKLVQYLAERSELPQPWPRTPKGALRATKADL EALATVNPLAKAQLSLANTEKTLGY
GKGAKLVQYLAER ELPQPWPRTPKGALRATKADL EALATVNPLAKAQLSLANTEKTLGY
GKGAKLVQYLAERGEL PQPWPRTPKGALRATKADL EALATVNPLAKAQLSLANTEKTLGY

LTKVSTQAAVTGRCHPQVATLGASATGRMSYGSPELQQFPKDARPTLCDDGDGLTSIDWS
LTKVSTQAAVTGRCHPQVATLGASATGRMSYGSPELQQFPKDARPTLCDDGDGLTSIDWS
LTKVSTQAAVTGRCHPQVATLGASATGRMSYGSPELQQFPKDARPTLCDDGDGLTSIDWS

QIEPVTMANMARDIDFLAAYEAGEDLYGPTMLAAGIDRPTSKVVLLSSMYGSGIAKLAAL
QIEPVTMANMARDIDFLAAYEAGEDLYGPTMLAAGIDRPTSKVVLLSSMYGSGIAKLAAL
QIEPVTMANMARDIDFLAAYEAGEDLYGPTMLAAGIDRPTSKVVLLSSMYGSGIAKLAAL

TGHTEESTAQIKRQMFAAMKRSAKWMVKVEEVAAQFGRVITAGGRILPVDEGGIFKAVNY
TGHTEESTAQIKRQMFAAMKRSAKWMVKVEEVAAQFGRVITAGGRILPVDEGGIFKAVNY
TGHTEESTAQIKRQMFAAMKRSAKWMVKVEEVAAQFGRVI TAGGRILPVDEGGIFKAVNY

TVQGSAYDVLANTIVEMYRRGMTDELYLAMHDEVVVATTVSAEVQE IMSTPPEF LIRWAE
TVQGSAYDVLANTIVEMYRRGMTDELYLAMHDEVVV+T V+AEVQEIMSTPPEFLIRWAE
TVQGSAYDVLANTIVEMYRRGMTDELYLAMHDEVVVSTPVAAEVQE IMSTPPEF LIRWAE

RTPVLRTDRADMGSQWLKV 619
RTPVLRTDRADMGSQWLKV
RTPVLRTDRADMGSQWLKV 619
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>Burr_60, DNA polymerase I, 619

Length = 619

Score = 1217 bits (3149), Expect = 0.8
Tdentities = 613/619 (99%), Positives = 617/619 (99%)

Query: 1
Sbjct: 1

Query: 61
Sbjct: 61
Query: 121
Sbjct: 121
Query: 181
Sbjct: 181
Query: 241
Sbjct: 241
Query: 301
Sbjct: 301
Query: 361
Sbjct: 361
Query: 421
Sbjct: 421
Query: 481
Sbjct: 481
Query: 541
Sbjct: 541
Query: 601

Sbjct: 601

MTDILDAPVRVPSRSWSDPLLGARMHTGEHAVRF GAEFVRQAERGPANTIALATDIETPG
MTDI+DAPVRVPSRSWSDPLLGARMHTGEHAVRF GAEFVRQAERGPANTIALATDIETPG
MTDIIDAPVRVPSRSWSDPLLGARMHTGEHAVRF GAEFVRQAERGPANTIALATDIETPG

LDNSFTINCVTMAKAQPDSGRVHSILLDPRRDEQHAALVAEMYALAGPVILHNAPFDIPP
LDNSFTINCVTMAKAQPDSGRVHSLLDPRRDEQHAALVAEMYALAGPVILHNAPFDIPP
LDNSFTINCVTMAKAQPDSGRVHSILLDPRRDEQHAALVAEMYALAGPVILHNAPFDIPP

LFHAGLMTGEVIKKRIVDTVVLARFALPEPPPYGQAKTLTALATRYLGLSEFKGGMERAF
LFHAGLMTGEVIKKRIVDTVVLARFALPEPPPYGQAKTLTALATRYLGLSEFKGGMERAF
LFHAGLMTGEVIKKRIVDTVVLARFALPEPPPYGQAKTLTALATRYLGLSEFKGGMERAF

KAAGYKTQQAGYEGMDIDSPIYRQGAMADTVATLALEPVMRRRAIEWTLDHPFEVYGATT
KAAGYKTQQAGYEGMDIDSPIYRQGAMADTVATLALEPVMRRRAIEWTLDHPFEVYGATT
KAAGYKTQQAGYEGMDIDSPIYRQGAMADTVATLALEPVMRRRAIEWTLDHPFEVYGATT

VAEAEAILDTQEIVHRMMLWRSALGINVDREYLDRYLNQVADEQAIYTADLAAHGLDGGT
VAEAEAILDTQEIVHRMMLWRSALGINVDREYLDRYLNQVADEQAIYTADLAAHGLDGGT
VAEAEAILDTQEIVHRMMLWRSALGINVDREYLDRYLNQVADEQAIYTADLAAHGLDGGT

GKGAKLVQYLAERSELPQPWPRTPKGALRATKADL EALATVNPLAKAQLSLANTEKTLGY
GKGAKLVQYLAER ELPQPWPRTPKGALRATKADL EALATVNPLAKAQLSLANTEKTLGY
GKGAKLVQYLAERGEL PQPWPRTPKGALRATKADL EALATVNPLAKAQLSLANTEKTLGY

LTKVSTQAAVTGRCHPQVATLGASATGRHMSYGSPELQQFPKDARPTLCDDGDGLTSIDHS.
L+KVSTQAAVTGRCHPQVATLGASATGRHMSYGSPEL QQFPKDARPTLCDDGDGLTSIDHS
LSKVSTQAAVTGRCHPQVATLGASATGRHMSYGSPELQQFPKDARPTLCDDGDGLTSIDHS

QIEPVTMANMARDIDFLAAYEAGEDLYGPTMLAAGIDRPTSKVVLLSSMYGSGIAKLAAL
QIEPVTMANMARDIDFLAAYEAGEDLYGPTMLAAGIDRPTSKVVLLSSMYGSGIAKLAAL
QIEPVTMANMARDIDFLAAYEAGEDLYGPTMLAAGIDRPTSKVVLLSSMYGSGIAKLAAL

TGHTEESTAQIKRQMFAAMKRSAKWMVKVEEVAAQFGRVITAGGRILPVDEGGIFKAVNY
TGHTEESTAQIKRQMFAAMKRSAKWMVKVEEVAAQFGRVITAGGRILPVDEGGIFKAVNY
TGHTEESTAQIKRQMFAAMKRSAKWMVKVEEVAAQFGRVI TAGGRILPVDEGGIFKAVNY

TVQGSAYDVLANTIVEMYRRGMTDELYLAMHDEVVVATTVSAEVQE IMSTPPEF LIRWAE
TVQGSAYDVLANTIVEMYRRGMTDELYLAMHDEVVV+T V+AEVQEIMSTPPEFLIRWAE
TVQGSAYDVLANTIVEMYRRGMTDELYLAMHDEVVVSTPVAAEVQE IMSTPPEF LIRWAE

RTPVLRTDRADMGSQWLKV 619
RTPVLRTDRADMGSQWLKV
RTPVLRTDRADMGSQWLKV 619
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BGM26PEP013 (Expires on 07-21 05:06 am)

Icl|Query_18917 Database Name nr
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Molecule type amino acid samples from WGS projects
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Other reports: > Search Summary [Taxonomy, reports] [Distance tree of results] [Multiple alignment] [MSA viewer]
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11 Alignments o

Max  Total Query E Per.

R Score Score Cover value Ident | AN
O DNA polymerase | ycobacterium phage Legolas] 1261 1261 99% 00 99.19% AZS08619.1
) DNA polymerase | (Mycobacterium phage Colbert] 1250 1250 99% 00 99.03% YP 0091910531
) DNA polymerase | iycobacterium phage Serendipity] 1250 1250 99% 00 99.03% AEJ27651
O DNApolymerase | [Mycobacterium phage Micota] 1258 1258 99% 00 99.03% ATNS0991
O DNApolymerase | (Mycobacterium phage Burr 1258 1258 99% 00 99.03% QuY7STI91
O polymerase | [Mycobacterium phage Uncletiowie] 1258 1258 99% 00 98.87% YP 0091652391
) DNA polymerase | {Mycobacterium phage Lulumae] 1258 1258 99% 00 98.87% ASz7a4ia1
) DNA polymerase | [Mycobacterium prage CamL] 1258 1258 99% 00 98.87% AzS069351
) DNA polymerase | [Mycobacterium phage Cannibai] 1257 1257 99% 00 98.87% AzFe759i1
) DNA polymerase | (Mycobacterium phage Vortex] 1256 1256 99% 00 98.87% YP 0091987341
O DNA poymerase | [Mycobacterium phage Manal 1256 1256 99% 0.0 9887% AOQ2II041
) DNA polymerase | [Mycobacterium phage DuchessDung] 1256 1256 99% 00 98.87% AVRTE7321

O DNA polymerase | [Mycobacterium phage SDcharget1] 1256 1256 99% 0.0 98.87% AGKS74391
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[BDownload v GenPept Graphics

DNA polymerase | [Mycobacterium phage Legolas]
Sequence ID: AZS08619.1 Length: 619 Number of Matches: 1

Range 1: 1 to 619 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
1261 bits(3263) 0.0 Compositional matrix adjust. 614/619(99%) 617/619(99%) 0/619(0%)

Query 1 MIDILDAPVRVPSRSHSDPLLGARMHTGEHAVRFGAEFVRQAERGPANTIALATDIETPG 68
HMTDI{DAPVRVPSRSHSDPLLGARNHTGEHAVRF GAEFVRQAERGPANTIALATDIETPG
Sbjct 1 MIDIIDAPVRVPSRSHSDPLLGARMHTGEHAVRFGAEFVRQAERGPANTIALATDIETPG 68

Query 61  LDNSFTINCVTHAWAQPDSGRVHSILLDPRRDEQHAALVAEHYALAGPVILHNAPFDIPP 120
LDNSFTINCVTHAWAQPDSGRVHSTL LDPRRDEQHAALVAEHYALAGPVILHNAPFDIPP
Sbjct 61  LDNSFTINCVTMAWAQPDSGRVHSTLLDPRRDEQHAALVAEHYALAGPVILHNAPFDIPP 120

Query 121 LFHAGLHTGEVIKKRIVDTVVLARFALPEPPPYGOAKTLTALAIRYLGLSEFKGGHERAF 180
LFHAGLMTGEVIKKRIVDTVVLARFALPEPPPYGQAKTLTALATRYLGLSEFKGGHERAF
Sbjct 121 LFHAGLHTGEVIKKRIVDTVVLARFALPEPPPYGOAKTLTALATRYLGLSEFKGGHERAF 180

Query 181 KAAGYKTOQAGYEGHDIDSPIVRQGAMADTVATLALEPVHRRRAIEWTLDHPFEVYGATT 240
KAAGYKTQQAGYEGHDIDSPTYRQGAMADTVATLALEPVHRRRATENTLDHPFEVYGATT
Sbjct 181 KAAGYKTQQAGYEGHDIDSPIVRQGAMADTVATLALEPVHRRRATEWTLDHPFEVYGATT 240

Query 241 VAEAEAILDTQEIVHRMMLWRSALGINVOREYLDRYLNQUADEQAIYTADLAAHGLDGGT 380
VAEAEATLDTQE IVHRMHLHRSALGINVDREYLDRYLNQVADEQATY TADLAAHGLDGGT
Sbjct 241 VAEAEATLDTQEIVHRMMLWRSALGINVOREYLDRYLNQUADEQATYTADLAAHGLDGGT 380

Query 301 GKGAKLVQYLAERSELPQPHPRTPKGALRATKADLEALATVNPLAKAQLSLANIEKTLGY 360
GKGAKLVQYLAER ELPQPHPRTPKGALRATKADLEALATVNPLAKAQLSLANIEKTLGY
Sbjct 301 GKGAKLVQYLAERGELPQPHPRTPKGALRATKADLEALATVNPLAKAQUSLANTEKTLGY 360

Query 361 LTKVSTOAAVTGRCHPQUATLGASATGRHSYGSPELQQFPKDARPILCDDGDGLTSIDNS 420
LTKVSTQAAVTGRCHPQUATLGASATGRISYGSPELQQFPKDARPTLCODGDGLTS IDKS
Sbjct 361 LTKVSTOAAVTGRCHPQUATLGASATGRHSYGSPELQQFPKDARPTLCDDGDGLTSIDNS 420

Query 421 QIEPVTHANMARDIDFLAAYEAGEDLYGPIMLAAGIDRPTSKVVLLSSHYGSGIAKLAAL 480
QIEPVTHANHARDIDF LAAYEAGEDL YGPTHL AAGIDRPTSKVVL LSSHYGSGIAKLAAL
Sbjct 421 QIEPVTHANMARDIDFLAAYEAGEDLYGPTMLAAGIDRPTSKVVLLSSHYGSGIAKLAAL 480

Query 481 IGHTEESTAQIKRQHFAAMKRSAKHMVKVEEVAAQFGRVITAGGRILPVDEGGIFKAVNY 540
TGHTEESTAQIKRQHFAAMKRSAKHIVKVEEVAAQFGRVI TAGGRTL PVDEGGTFKAVNY
Sbjct 481 IGHTEESTAQTKRQMFAAMKRSAKHMVKVEEVAAQFGRVITAGGRILPVDEGGIFKAVNY 540

Query 541 TVQGSAYDVLANTIVEMYRRGHTDELYLAMHDEVVVATTVSAEVOETHSTPPEFLIRNAE 600
‘TVQGSAYDVLANTIVEMYRRGHTDELYLAMHDEVVV+T V+AEVQEIHSTPPEFLIRWAE
Sbjct 541 TVQGSAYDVLANTIVEMYRRGHTDELYLAMHDEVVVSTPVAAEVQETHSTPPEFLIRNAE 600

Query 601 RTPVLRTDRADHGSQHLKV 619
RTPVLRTDRADMGSQHLKY
Sbjct 601 RTPVLRTDRADHGSQHLKV 619
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DNA polymerase | [Mycobacterium phage Colbert]
Sequence ID: YP_009191053 1 Length: 619 Number of Matches: 1
»See 1 more title(s)

Range 1: 1 to 619 GenPept Gray

Score Expect Method Tdentities Positives Gaps
1259 bits(3257) 0.0 Compositional matrix adjust. 613/619(99%) 617/619(99%) 0/619(0%)

Query 1 MIDILDAPVRVPSRSHSDPLLGARMHTGEHAVRFGAEFVRQAERGPANTIALATDIETPG 68
HMTDILDAPVRVPSRSHSDPLLGARNHTGEHAVRF GAEFVRQAERGPANTIALATDIETPG
Sbjct 1 MIDILDAPVRVPSRSHSDPLLGARMHTGEHAVRFGAEFVRQAERGPANTIALATDIETPG 68

Query 61  LDNSFTINCVTHAWAQPDSGRVHSILLDPRRDEQHAALVAEHYALAGPVILHNAPFDIPP 120
LDNSFTINCVTHAWAQPDSGRVHSTL LDPRRDEQHAALVAEHYALAGPVILHNAPFDIPP
Sbjct 61  LDNSFTINCVTMAWAQPDSGRVHSTLLDPRRDEQHAALVAEHYALAGPVILHNAPFDIPP 120

Query 121 LFHAGLHTGEVIKKRIVDTVVLARFALPEPPPYGOAKTLTALAIRYLGLSEFKGGHERAF 180
LFHAGLMTGEVIKKRIVDTVVLARFALPEPPPYGQAKTLTALATRYLGLSEFKGGHERAF
Sbjct 121 LFHAGLHTGEVIKKRIVDTVVLARFALPEPPPYGOAKTLTALATRYLGLSEFKGGHERAF 180

Query 181 KAAGYKTOQAGYEGHDIDSPIVRQGAMADTVATLALEPVHRRRAIEWTLDHPFEVYGATT 240
KAAGYKTQQAGYEGHDIDSPTYRQGAMADTVATLALEPVHRRRATENTLDHPFEVYGAT+
Sbjct 181 KAAGYKTQQAGYEGHDIDSPIVRQGAMADTVATLALEPVHRRRATEWTLDHPFEVYGATS 240

Query 241 VAEAEAILDTQEIVHRMMLWRSALGINVOREYLDRYLNQUADEQAIYTADLAAHGLDGGT 380
VAEAEATLDTQE IVHRMHLHRSALGINVDREYLDRYLNQVADEQATY TADLAAHGLDGGT
Sbjct 241 VAEAEATLDTQEIVHRMMLWRSALGINVOREYLDRYLNQUADEQATYTADLAAHGLDGGT 380

Query 301 GKGAKLVQYLAERSELPQPHPRTPKGALRATKADLEALATVNPLAKAQLSLANIEKTLGY 360
GKGAKLVQYLAER ELPQPHPRTPKGALRATKADLEALATVNPLAKAQLSLANIEKTLGY
Sbjct 301 GKGAKLVQYLAERGELPQPHPRTPKGALRATKADLEALATVNPLAKAQUSLANTEKTLGY 360

Query 361 LTKVSTOAAVTGRCHPQUATLGASATGRHSYGSPELQQFPKDARPILCDDGDGLTSIDNS 420
L+KVSTOAAVTGRCHPQUATLGASATGRIISYGSPELQQFPKDARPTLCODGDGLTS IDKS
Sbjct 361 LSKVSTOAAVTGRCHPQUATLGASATGRHSYGSPELQQFPKDARPTLCDDGDGLTSIDNS 420

Query 421 QIEPVTHANMARDIDFLAAYEAGEDLYGPIMLAAGIDRPTSKVVLLSSHYGSGIAKLAAL 480
QIEPVTHANHARDIDF LAAYEAGEDL YGPTHL AAGIDRPTSKVVL LSSHYGSGIAKLAAL
Sbjct 421 QIEPVTHANMARDIDFLAAYEAGEDLYGPTMLAAGIDRPTSKVVLLSSHYGSGIAKLAAL 480

Query 481 IGHTEESTAQIKRQHFAAMKRSAKHMVKVEEVAAQFGRVITAGGRILPVDEGGIFKAVNY 540
TGHTEESTAQIKRQHFAAMKRSAKHIVKVEEVAAQFGRVI TAGGRTL PVDEGGTFKAVNY
Sbjct 481 IGHTEESTAQTKRQMFAAMKRSAKHMVKVEEVAAQFGRVITAGGRILPVDEGGIFKAVNY 540

Query 541 TVQGSAYDVLANTIVEMYRRGHTDELYLAMHDEVVVATTVSAEVOETHSTPPEFLIRNAE 600
‘TVQGSAYDVLANTIVEMYRRGHTDELYLAMHDEVVV+T V+AEVQEIHSTPPEFLIRWAE
Sbjct 541 TVQGSAYDVLANTIVEMYRRGHTDELYLAMHDEVVVSTPVAAEVQETHSTPPEFLIRNAE 600

Query 601 RTPVLRTDRADHGSQHLKV 619
RTPVLRTDRADMGSQHLKY
Sbjct 601 RTPVLRTDRADHGSQHLKV 619
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of Jun 24, 2023
442,359 sequences; 85,581,019 total letters

Query= Daka_5
(46 letters)

Distribution of 100 Blast Hits on the Query Sequence

Mouse-over to show defiine and scores. Click to show alignments
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Number of Hits: 169
Query MSA diversity (Neff): 10.2279
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7SXQ_B

NP_216145.1

6VDE_B

4XVK_A

7ZUS_AAA
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Apicoplast DNA polymerase; DNA
polymerase, exonulease, apicoplast,
Plasmodium falciparum,
REPLICATION, TRANSFERASE; HET:
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TRANSFERASE; 2.713A
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Starts : 51 ORF Start : 54506 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORF Stop :52690  5'End 500 87.5 2 24
ORF Length: 1917 3'End 10

T T | I | | [T T JTT_THTIITT ] 54571
Shine D |algarno |Sequence of the Region |Start|starc ORF ’

2 |score Space Upstream of the Start |Codon|Position |Length
31s 8 AGCTCGCCGACAAGTTCGTCAC |ATG 54573 1884

2 €93 7 GGCTACAGGGCGGTGCCAAAGC |ATG 54545 18€0

3 1€8 7 GACCGACATCCTCGACGCCCCC  GTIG 54525 183¢€

4 240 S CATCCTCGACGCCCCCGTGCGG  GTG 54518 1830

s 255 S CGATCCGCTGCTCGGTGCCCGC ATG 54477 1788

€ 357 7 CATGCACACCGGCGAGCACGCG GIG 5445¢ 17€7

7 252 7 CAACTCGTTCACGATCAATTGC GIG 54342 1€s3

8 378 7 GTITCACGATCAATTGCGIGACG ATG 5433¢ 1€47
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(153 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

<40 40-50

N ]
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Score  E

Sequences producing significant alignments: (bits) Value

Usavi_Draft_63, function unknown, 152 314 S5e-86
Tooj_68, function unknown, 152 314 5e-86
Suffolk_60, function unknown, 152 314 5e-86
Roscoe_62, function unknown, 152 314 5e-86
Roliet 59, function unknown, 152 314 5e-86
Prickles_63, function unknown, 152 314 5e-86
Oliverialter_60, function unknown, 152 314 5e-86

5e-86
5e-86

Newman_60, function unknown, 152 314

KlimbOn_61, function unknown, 152 314

Tnverness_60, function unknown, 152 314 5e-86
Gyarad_0060, function unknown, 152 314 5e-86
Frankicide Draft_62, function unknown, 152 314 5e-86
Daka_Draft_63, function unknown, 152 314 5e-86
Crownjwl_61, function unknown, 152 314 5e-86
Colbert_60, function unknown, 152 314 5e-86
Chunky_60, function unknown, 152 314 5e-86
Cheet0_61, function unknown, 152 314 5e-86
AbsoluteMadlad 62, function unknown, 152 314 5e-86
Basato_62, function unknown, 152 312 2e-85





image675.png
>Usavi_Draft_63, function unknown, 152
Length = 152

Score = 314 bits (804), Expect = 5e-86
Tdentities = 152/152 (160%), Positives = 152/152 (100%)

Query: 1  MLEIWDKDHLESLPDGTIIEWQRIVGDETSTAVAYVRSEVEGAETHAIACKFNECLCERV
MLEIWDKDHLESLPDGTIIEWQRIVGDETSTAVAYVRSEVEGAE THATACKFNECLCERV
Sbjct: 1  MLEIWDKDHLESLPDGTIIEWQRIVGDETSTAVAYVRSEVEGAETHAIACKFNECLCERV

Query: 61 VWISPGGWQPLTPEQAGINYPARVVRIGPGNDDRVVTPSTPPAHPPMSVRMAALDAAARY
VWISPGGWQPLTPEQAGINYPARVVRIGPGNDDRVVTPSTPPAHPPMSVRMAALDAAARY
Sbjct: 61 VWISPGGWQPLTPEQAGINYPARVVRIGPGNDDRVVTPSTPPAHPPMSVRMAALDAAARY

Query: 121 RAGDAINSRVSADLVTELADKFVTWLQGGAKA 152
RAGDAINSRVSADLVTELADKFVTWLQGGAKA
Sbjct: 121 RAGDAINSRVSADLVTELADKFVTWLQGGAKA 152

>Tooj_6@, function unknown, 152
Length = 152

Score = 314 bits (804), Expect = 5e-86
Tdentities = 152/152 (160%), Positives = 152/152 (100%)

Query: 1  MLEIWDKDHLESLPDGTIIEWQRIVGDETSTAVAYVRSEVEGAETHAIACKFNECLCERV
MLEIWDKDHLESLPDGTIIEWQRIVGDETSTAVAYVRSEVEGAE THATACKFNECLCERV
Sbjct: 1  MLEIWDKDHLESLPDGTIIEWQRIVGDETSTAVAYVRSEVEGAETHAIACKFNECLCERV

Query: 61 VWISPGGWQPLTPEQAGINYPARVVRIGPGNDDRVVTPSTPPAHPPMSVRMAALDAAARY
VWISPGGWQPLTPEQAGINYPARVVRIGPGNDDRVVTPSTPPAHPPMSVRMAALDAAARY
Sbjct: 61 VWISPGGWQPLTPEQAGINYPARVVRIGPGNDDRVVTPSTPPAHPPMSVRMAALDAAARY

Query: 121 RAGDAINSRVSADLVTELADKFVTWLQGGAKA 152
RAGDAINSRVSADLVTELADKFVTWLQGGAKA
Sbjct: 121 RAGDAINSRVSADLVTELADKFVTWLQGGAKA 152

120

120

120

120
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RID BGN3AHRDOIN (Expires on 07-21 05:23 am)

Query ID Icl|Query_539258 Database Name nr
Description unnamed protein product Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental

Molecule type amino acid samples from WGS projects
Query Length 153 Program BLASTP 2.14.1+ b Citation

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

@mphic Summary

© Show Conserved Domains
No putative conserved domains have been detected

Distribution of the top 100 Blast Hits on 100 subject sequences &
Mouse over to see the title, click to show alignments

Color key for alignment scores
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‘Alignments. o
Description s’f:e STZ:'E g‘;:g v;“e |§Z.rn Accession
O hypothetical protein M046_gp60 [Mycobacterium phage Newman] 311 311 99% 1e-106 100.00% YP_0080521371
O hypothetical protein HETAERIA_61 [Mycobacterium phage Hetaeria} 309 309 99% 66106 99.34% ALA4S6721
O hypothetical protein PBI_SDCHARGE11_61 [Mycobacterium phage SDcharget1] 309 309 99% 66-106 99.34% AGKS74401
O hypothetical protein PBI_SOTO_60 [Mycobacterium phage Soto] 308 308 99% 26105 9868% YP_009100869 1
O hypothetical protein SEA_HORCHATA_60 [Mycobacterium phage Horchata] 307 307 99% 3e-105 9868% ATNSS3041
O hypothetical protein CL95_gp063 [Mycobacterium phage JacAtac] 307 307 99% 4e-105 9803% YP_009018376 1
(O hypothetical protein Lopsy_63 [Mycobacterium phage Lopsy] 307 307 99% 4e-105 98.03% WEF398091
O hypotnetical protein SEA_HSAVAGE_60 [Mycobacterium phage HSavage] 307 307 99% 4e-105 98.68% AXHE56111
O hypothetical protein AU108_gp61 [Mycobacterium phage Eremos] 306 306 99% 6e-105 9868% YP 0091911551
O hypothetical protein AVU74_gp063 [Mycobacterium phage OSmaximus] 306 306 99% 6e-105 9868% YP 0091989211
O hypothetical protein SEA_MIKOTA_60 [Mycobacterium phage Mikota] 306 306 99% 9e-105 98.03% ATN90999.1
O hypothetical protein SEA_DUCHESSDUNG_63 [Mycobacterium phage DuchessDung] 306 306 99% 1e-104 97.37% AVR767331
O hypothetical protein VORTEX_61 [Mycobacterium phage Vortex] 305 305 99% 20104 97.37% YP_0091987351
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Download v GenPept Graphics

hypothetical protein M046_gp60 [Mycobacterium phage Newman]
Sequence ID: YP_008052137.1 Length: 152 Number of Matches: 1
> See 13 more fitle(s)

Range 1: 1 to 152 GenPept Gray

Score Expect Method Tdentities Positives Gaps
311 bits(796) 1e-106 Compositional matrix adjust. 152/152(100%) 152/152(100%) 0/152(0%)

Query 1 MLEIWDKDHLESLPDGTITEWQRIVGDETSTAVAYVRSEVEGAETHAIACKFNECLCERV 60
MLETWDKDHLES LPDGT I TEKQRIVGDETSTAVAYVRSEVEGAE THATACKFNECLCERV
Sbjct 1 MLEIWDKDHLESLPDGTITEWQRIVGDETSTAVAYVRSEVEGAETHATACKFNECLCERV 60

Query 61  VWISPGGHQPLTPEQAGINYPARVVRIGPGNDDRVVTPSTPPAHPPMSVRMAALDAAARY 120
VWISPGGHQPLTPEQAGINYPARVVRIGPGNDDRVVTPSTPPAHPPHSVRHAALDAAARY
Sbjct 61  VWISPGGHQPLTPEQAGINYPARVVRIGPGNDDRVVTPSTPPAHPPMSVRMAALDAAARY 120

Query 121 RAGDAINSRVSADLVTELADKFVTHLQGGAKA 152
RAGDATNSRVSADLVTELADKFVTHLQGGAKA
Sbjct 121 RAGDAINSRVSADLVTELADKFVTHLQGGAKA 152

Download v GenPept Graphics

hypothetical protein HETAERIA_61 [Mycobacterium phage Hetaeria]
Sequence ID: ALA45672.1 Length: 152 Number of Matches: 1
»See 1 more title(s)

Range 1: 1to 152 GenPept Graphics
Score Expect Method Tdentities Positives Gaps
309 bits(792) 6e-106 Compositional matrix adjust. 151/152(99%) 151/152(99%) 0/152(0%)

Query 1 MLEIWDKDHLESLPDGTITEWQRIVGDETSTAVAYVRSEVEGAETHAIACKFNECLCERV 60
MLEIWDKDHLES LPDGT I TEKQRIVGDETSTAVAYVRSEVEGAE THATACKFNECLCERV
Sbjct 1 MLEIWDKDHLESLPDGTITEWQRIVGDETSTAVAYVRSEVEGAETHATACKFNECLCERV 60

Query 61  VWISPGGHQPLTPEQAGINYPARVVRIGPGNDDRVVTPSTPPAHPPMSVRMAALDAAARY 120
VWISPGGHQPLTPEQAGINYPARVVRIGPGNDDRVVTPSTPPAHPPHSVRHAALDAAARY
Sbjct 61  VWISPGGHQPLTPEQAGINYPARVVRIGPGNDDRVVTPSTPPAHPPMSVRMAALDAAARY 120

Query 121 RAGDAINSRVSADLVTELADKFVTHLQGGAKA 152
RAGDATNSRVSADLVTELADKFVTHLQGGA A
Sbjct 121 RAGDAINSRVSADLVTELADKFVTHLQGGANA 152
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Score  E

Sequences producing significant alignments: (bits) Value
Zonia_s, function unknoun, 45 102 se-23
zeldas, function unknoun, 45 12 se-23
Yoshand_s, function unknown, 45 12 se-23
Xavier 5, function unknoun, 45 12 se-23
Vortex_s, function unknoun, 45 12 se-23
Vivaldi_s, function unknown, 45 12 se-23
Vista_s, function unknoun, 45 12 se-23
Virgeve s, function unknown, 45 loa  se-23
Virapocalypse s, function unknoun, 45 loa  se-23
Valjean_s, function unknown, 45 loa  se-23
Vaishali2a s, function unknown, 45 12 se-23
Usavi_Draft_6, function unknoun, 45 12 se-23
Unclefowie 5, function unknown, 45 12 se-23
UAch1_S, function unknoun, 45 12 se-23
Tooj_5, function unknoun, 45 loa  se-23
TomBombadil 5, function unknown, 45 104  8e-23
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Number of Hits: 3
Query MSA diversity (Neff): 3.3893
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Nr

Hit

PF07423.14

3C5T_B

NP_215904.1

Name

; DUF1510 ; Domain of unknown function
(DUF1510)

Exendin-4; ligand-bound G protein-
coupled receptor extracellular domain,
G-protein coupled receptor, Glycoprotein,
Membr

integration host factor MihF
[Mycobacterium tuberculosis H37Rv]

Probability
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Starts : 9 ORF Start : 55049 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop :54546 5End 888 B56 563 96
ORFLength:504  IEnd /00 00 O 50
I I I T 154399
Shine D |algarno |Sequence of the Region |Start|starc ORF
2 |score Space Upstream of the Start  |Codon|Position |Length
1 294 8 CCCGGCATCACCGAGGCCCGCG  ATG 55004 459
2 350 s CGGCGACGAGACCAGCACGGCG |GTG 54508 3€3
3 359 7 GACCAGCACGGCGGTGGCCTAC |GTIG 54899 354
4 294 7 CGAGTGCCTGTGCGAGCGCGIC |GTG 54824 279
s 255 s GATCAACTACCCGGCGCGCGIC |GTG 54752 207
€ 189 8 GACACCGCCTGCCCACCCGCCG |ATG | 54€8€ 141
7 1€9 € GCCTGCCCACCCGCCGATGICG |GTG | 54€80 13s
8 441 7 CCACCCGCCGATGTCGGTIGCGT |ATG | 54€74 125
s 252 8 CGCCCTCGACGCCGCCGCCCGC |GTG | 54€47 102
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(41 letters)

Distribution of 100 Blast Hits on the Query Sequence

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

Color Key for Alignnent Scores
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Score  E

Sequences producing significant alignments: (bits) Value

Xavier_61, function unknown, 40 85  5e-17
Waterdiva_62, function unknown, 4@ 85 5e-17
True_61, function unknown, 40 85 5e-17
Tomlarah_63, function unknown, 40 85 5e-17
TomBombadil 62, function unknown, 4@ 85 5e-17
Timmi_61, function unknown, 40 85 5e-17
Telesworld 6@, function unknown, 40 85 5e-17
Surely_62, function unknown, 40 85 5e-17
Sophia_61, function unknown, 40 85 5e-17
Solosis_61, function unknown, 40 85 5e-17
Slatt_63, function unknown, 40 85 5e-17
Skippy_63, function unknown, 4@ 85 5e-17
Simielle Draft_64, function unknown, 40 85 5e-17
Shival_66, function unknown, 4@ 85 5e-17
Serpentine_0062, function unknown, 40 85 5e-17
SassyCat97_61, function unknown, 40 85 5e-17
Samaymay_62, function unknown, 40 85 5e-17
Riggan_63, function unknown, 4@ 85 5e-17
OueenBeane 62. function unknown, 48 85 5e-17
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>Xavier_61, function unknown, 40
Length = 40

Score = 85.1 bits (209), Expect = 5e-17
Tdentities = 39/48 (97%), Positives = 40/40 (100%)

Query: 1 MSAGSRGDPRPRQPTTTERNRTMTAKSTPDHPGITEARDA 40
M+AGSRGDPRPRQPTTTERNRTMTAKSTPDHPGITEARDA
Sbjct: 1 MNAGSRGDPRPRQPTTTERNRTMTAKSTPDHPGITEARDA 40

>Waterdiva_62, function unknown, 46
Length = 40

Score = 85.1 bits (209), Expect = 5e-17
Tdentities = 39/48 (97%), Positives = 40/40 (100%)

Query: 1 MSAGSRGDPRPRQPTTTERNRTMTAKSTPDHPGITEARDA 40
M+AGSRGDPRPRQPTTTERNRTMTAKSTPDHPGITEARDA
Sbjct: 1 MNAGSRGDPRPRQPTTTERNRTMTAKSTPDHPGITEARDA 40
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RID BGR7ENSXOIN (Expires on 07-21 06:00 am)

Query ID cl|Query_811736 Database Name nr
Description unnamed protein product Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental
Molecule type amino acid samples from WGS projects
Query Length 41 Program BLASTP 2.14.1+ b Citation

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

E)Graphit: Summary
© Show Conserved Domains

No putative conserved domains have been detected

Distribution of the top 21 Blast Hits on 21 subject sequences &
Mouse over to see the title, click to show alignments
Color key for alignment scores

W <40 W40-50 W 50-80 W 80-200 W >=200
1 16 24 32 40
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Alignments_[SjDownload + GenPept Graphics Distance tree of results Multiple alignment o
e Séoo Scar0 Covr vaue | loon | AcEeS5on
O hypothetical protein SEA_BURR_62 [Mycobacterium pha 790 790 97% 4e-18 97.50% Qwy797811
O gp60 [Mycobacterium phage Shivall 790 790 97% 4e-18 97.50% YP 0091892951
O hypothetical protein SEA_VIRAPOCALYPSE_63 [Mycobacterium phage Virapocalypse] 770 770 97% 2e-17 9500% ATNG23831
O hypothetical protein SEA DURGA_65 [Mycobacterium phage Durgal 770 770 97% 3e-17 9500% AZS076871
O hypothetical protein SEA_LEMONSLICE_63 [Mycobacterium phage LemonSlice] 766 766 7% 4e-17 9500% ASR757041
O hypothetical protein SEA_AELIN_62 [Mycobacterium phage Aclin] 763 763 97% 5e-17 9500% QSM000011
O hypothetical protein SEA_ROSCOE_63 [Mycobacterium phage Roscoe] 763 763 97% 5e-17 9500% AZS09741
O hypothetical protein SEA_ZELDA_63 [Mycobacterium phage Zelda] 763 763 7% 6e-17 9500% AZFes2741
O hypothetical protein Nacho_0064 [Mycobacterium phage Nacho] 739 739 97% 5e-16 9250% AGC340181
O hypothetical protein SEA_CRAFF_65 [Mycobacterium phage Crafl 724 724 97% 2e-15 90.00% AXC373811
O hypothetical protein SEA_KIMBROUGH_63 [Mycobacterium phage Kimbrough] 720 720 97% 3e-15 90.00% QUD542541
O hypothetical protein SEA_KLIMBON_62 [Mycobacterium phage KImbOn] 704 704 97% 1e-14 87.50% AXQ840171
O hypothetical protein SEA_ROBYN_62 [Mycobacterium phage Robyn] 674 674 97% 2013 8500% QBI99G021
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ownload + GenPept Graphics

hypothetical protein SEA_BURR_62 [Mycobacterium phage Burr]
Sequence ID: QWY79781.1 Length: 40 Number of Matches: 1

Range 1: 1 to 40 GenPept Graphics

Score Expect Method Identities  Positives Gaps
79.0 bits(193) 4e-18 Compositional matrix adjust. 39/40(98%) 40/40(100%) 0/40(0%)

Query 1  HSAGSRGDPRPRQPTTTERNRTHTAKSTPDHPGITEARDA 40
+AGSRGDPRPRQPTTTERNRTHTAKSTPDHPGITEARDA
Sbjct 1 NTAGSRGDPRPRQPTTTERNRTHTAKSTPDHPGITEARDA 40

EiDownload - GenPept Graphics

gp60 [Mycobacterium phage ShiVval]
Sequence ID: YP_009189208 1 Length: 40 Number of Matches: 1

> See 39 more title(s)

Range 1: 1 to 40 GenPept Graphics

Score Expect Method Identities  Positives Gaps
79.0 bits(193) 4e-18 Compositional matrix adjust. 39/40(98%) 40/40(100%) 0/40(0%)

Query 1  HSAGSRGDPRPRQPTTTERNRTHTAKSTPDHPGITEARDA 40
H+AGSRGDPRPRQPTTTERNRTHTAKSTPDHPGITEARDA
Sbjct 1 HNAGSRGDPRPRQPTTTERNRTHTAKSTPDHPGITEARDA 40
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>Zonia_s, function unknoun, 45
Length = 45

Score = 104 bits (259), Expect = 8e-23
Identities = 45/45 (100%), Positives = 45/45 (100%)

Query: 1 NADQGFYFEVDGQRFDQRVEAAHCDLYGYHYSATQWVDPNAPIA 45
HADQGFYFEVDGQRF DQRVEANAHCDLYGYHYSATQWVDPNAPHA
Sbjct: 1 MADQGFYFEVDGQRFDQRVEANAHCDLYGYHYSATQWVDPNAPKA 45

>zelda_s, function unknoun, 45
Length = 45

Score = 104 bits (259), Expect = 8e-23
Identities = 45/45 (100%), Positives = 45/45 (100%)

Query: 1 NADQGFYFEVDGQRFDQRVEAAHCDLYGYHYSATQWVDPNAPIA 45
HADQGFYFEVDGQRF DQRVEANAHCDLYGYHYSATQWVDPNAPHA
Sbjct: 1 MADQGFYFEVDGQRFDQRVEANAHCDLYGYHYSATQWVDPNAPKA 45
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Number of Hits: 1
Query MSA diversity (Neff): 1.34189
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Starts: 3 OFRF Start : 55152 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop :54937 5End 857 286 571 21
ORF Length: 156 3'End |0 0
| I ]
Shine D |algarno |Sequence of the Region |Start|starc ORF
2 |score Space Upstream of the Start |Codon|Position |Length
1 iS04 8 TGCGTGATGACCGACGGGCACR TG 55140 144
2 378 8 ATTGCCCGGCGARCGCACGAGT |GTIG  |S511% 123
3 525 7 AACCACAGAAAGGAACCGCACC |ATG 55053 57
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Vaticameos_60, function unknown, 51
PhatCats2014_63, function unknown, 51
Nacho_6065, function unknown, 51
K1limbOn_63, function unknown, 51
Banjo_62, function unknown, 51
AbsoluteMadlad_63, function unknown, 51
YouGoGlencoco_64, function unknown, 51
Waterdiva_63, function unknown, 51
Vivaldi_64, function unknown, 51
Vista_62, function unknown, 51
Squid_62, function unknown, 51
Soto_61, function unknown, 51
Sigman_63, function unknown, 51
Shival_61, function unknown, 51
Serpentine_0063, function unknown, 51
SDcharge11_63, function unknown, 51
Placalicious_64, function unknown, 51
Piglet_0063, function unknown, 51
Nicole21 64, function unknown, 51
Morty_64, function unknown, 51
Mana_62, function unknown, 51
Lulumae_60, function unknown, 51
Lego3393_61, function unknown, 51
KLucky39_61, function unknown, 51
Jillium_63, function unknown, 51
JacAttac_64, function unknown, 51
Tnverness_62, function unknown, 51
Hocus_62, function unknown, 51
Gyarad_0062, function unknown, 51
FugateOSU_64, function unknown, 51
FluffyNinja_64, function unknown, 51
Naffu 69 Fiunetion unknown 61
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>Vaticameos_60, function unknown, 51
Length = 51

Score = 120 bits (301), Expect = le-27
Tdentities = 51/51 (160%), Positives = 51/51 (100%)

Query: 1 MMAREICQDLADDVFDGDEQWCDITGDHHVCVMTDGHIARRTHECECGITH 51
MMARETCQDLADDVFDGDEQWCDITGDHHVCVMTDGHIARRTHECECGITW
Sbjct: 1 MMAREICQDLADDVFDGDEQWCDITGDHHVCVMTDGHIARRTHECECGITH 51

>PhatCats2014_63, function unknown, 51
Length = 51

Score = 120 bits (301), Expect = le-27
Tdentities = 51/51 (160%), Positives = 51/51 (100%)

Query: 1 MMAREICQDLADDVFDGDEQWCDITGDHHVCVMTDGHIARRTHECECGITH 51
MMARETCQDLADDVFDGDEQWCDITGDHHVCVMTDGHIARRTHECECGITW
Sbjct: 1 MMAREICQDLADDVFDGDEQWCDITGDHHVCVMTDGHIARRTHECECGITH 51
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o

Max Total Query E Per.

Descton Score Score | Cover value | Ident | AN
O hypothetical protein Nacho_0065 [Mycobacterium phage Nacho] 105 105 98% 3e-28 100.00% AGC340191
O hypothetical protein SEA_SOLOSIS_63 [Mycobacterium phage Solosis] 107 107 98% B8e28 96.08% AzS324351
O hypothetical protein VISTA_62 [Mycobacterium phage Vista] 103 103 98% 9e-28 98.04% YP 0030168511
O hypothetical protein AU159_gp061 [Mycobacterium phage Colbert] 103 103 96% 2e-27 100.00% YP_ 0031910551
O hypothetical protein SEA_JAKEO_64 [ycobacterium phage JakeO] 103 103 98% 2e-27 96.08% AZS0S355A
O hypothetical protein HETAERIA_62 (Mycobacterium phage Hetaeria] 102 102 98% 3027 96.08% ALA4SET31
O hypothetical protein PBI_PG1_63 [Mycobacterium phage PG1) 102 102 96% 6e-27 98.00% NP_9438411
O hypothetical protein Lopsy_64 [Mycobacterium phage Lopsy] 100 100 98% 1e-26 94.12% WFF3Ss101
O hypothetical protein SEA_KAHVE_63 [Mycobacterium phage Kahve] 100 100 96% 2026 96.00% AXC354461
O hypothetical protein AVVS4_gp064 Mycobacterium phage Kikipoo] 100 100 96% 2026 96.00% YP_0052086121
() hypothetical protein SEA_TOOJ_61 [lycobacterium phage Too]] 100 100 96% 3e-26 96.00% WAB107331
O hypothetical protein SEA_BURR_63 (Mycobacterium phage Bur] 100 100 96% 3e-26 96.00% QUY7STE21
O hypothetical protein PBI_ZONIA_64 \ycobacterium phage Zonial 994 994 98% 6e26 9216% AIM504931
O hypothetical protein SEA_BLUEPHACERABY 63 [Mycobacterium phage Bluephacebay] 990 990 96% 9e-26 94.00% QSMOO3E11
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Download ~ GenPept Graphics

hypothetical protein Nacho_0065 [Mycobacterium phage Nacho]
Sequence ID: AGC34019.1 Length: 51 Number of Matches: 1
»See 5 more title(s)

Range 1: 1 to 51 GenPept Graphics

Score Expect Method Identities Positives Gaps
105 bits(261) 3e-28 Compositional matrix adjust. 51/51(100%) 51/51(100%) 0/51(0%)

Query 1  MMAREICQDLADDVFDGDEQWCDITGDHHVCVHTDGHIARRTHECECGITH 51
FHARETCQDL ADDVFDGDEQHCDITGDHHVCVMTDGHI ARRTHECECGITH
Sbjct 1 MMARELCQDLADDVFDGDEQHCDITGDHHVCVHTDGHTARRTHECECGITH 51

BIDownload + GenPept Graphics

hypothetical protein SEA_SOLOSIS_63 [Mycobacterium phage Solosis]
Sequence ID: AZS32435.1 Length: 169 Number of Matches: 1

Range 1: 119 to 169 GenPept Graphics

Score Expect Method Identities  Positives Gaps
107 bits(268) 8e-28 Compositional matrix adjust. 49/51(96%) 51/51(100%) 0/51(0%)

Query 1 MMAREICQDLADDVFDGDEQHCDITGDHHVCVMTDGHIARRTHECECGITH 51
+#1ARE TCQDLADDVFDGDEQHCDITG+HHVCVMTDGHI ARRTHECECGITH
Sbjct 119 VMAREICQDLADDVFDGDEQHCDITGEHHVCVMTDGHIARRTHECECGITH 169
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Starts : 9 ORF Start : 55654 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORF Stop :55097 5'End500 875 563 48
ORFLength:558  3'End 533 776 845 175
| | I I I 55416

Shine D |algarno |Sequence of the Region |Start|starc ORF A
2 |score Space Upstream of the Start |Codon|Position |Length
1 357 8 CGGCCACCAAGCAGTTCGCGAT |GTG 55432 33¢
2 420 8 CCGAGGACGACCCCGCGTTCGA |TTG 55384 288
3 420 8 TCGACGGTGTGCTCGTGGACCC |GTG 55294 198
4 240 S CGACACCGACAATCGAGGTIGCC GTIG §5252 15¢
S 273 7 CACCGACAATCGAGGTGCCGIG ATG 55245 153
€ 357 8 ATGCCAAGACCTCGCCGACGAC GIG 55213 117
7 359 7 CGACATCACCGGCGATCACCAC GIG S551¢€s €5
8 255 9 CACCGGCGATCACCACGTGTGC CGTG 55159 €3 v
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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.

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(146 letters)

Distribution of 100 Blast Hits on the Query Sequence

| Mouse-over to show defline and scores. Click to show alignments
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Score  E

Sequences producing significant alignments: (bits) Value

Hsavage_62, function unknown, 145 305 2e-83
Fringe_68, function unknown, 145 305 2e-83
DoesntMatter_61, function unknown, 145 305 2e-83
Podrick_63, function unknown, 145 304 5e-83
Frankicide Draft_65, function unknown, 165 304 5e-83
Trypo_66, function unknown, 145 303 7e-83
Zonia_65, function unknown, 145 302 2e-82
Roy17_62, function unknown, 145 300  6e-82
Lulumae_61, function unknown, 145 300  6e-82
Kwksand96_65, function unknown, 165 300  6e-82
JacAttac_65, function unknown, 145 300  6e-82
Gyarad_0063, function unknown, 145 300  6e-82
Antonia_63, function unknown, 145 300  6e-82
Vista_63, function unknown, 145 299 2e-81
Three0h3D2_65, function unknown, 145 299 2e-81
Suffolk_62, function unknown, 165 299 2e-81
Squid_63, function unknown, 145 299 2e-81
Shival_62, function unknown, 145 299 2e-81
Serpentine_0064, function unknown, 145 299 2e-81
Pipsqueak_62, function unknown, 145 299 2e-81
Mosaic_62, function unknown, 145 299 2e-81
Morty_65, function unknown, 145 299 2e-81
MitKao_64, function unknown, 145 299 2e-81
Megatron_64, function unknown, 145 299 2e-81
Leelot_64, function unknown, 145 299 2e-81
KingVeVeVe_63, function unknown, 145 299 2e-81
Hertubise_63, function unknown, 145 299 2e-81

Held_63, function unknown, 145 299 2e-81
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>Hsavage_62, function unknown, 145
Length = 145

Score = 305 bits (782), Expect = 2e-83
Tdentities = 145/145 (160%), Positives = 145/145 (100%)

Query: 1  MSRGGGVYLGNPRRDRPAAPITREIHPMFTDPRIRSAFLAGVAAGAALGVTVGAALVLTA
MSRGGGVYLGNPRRDRPAAPT TRETHPMF TDPRIRSAF LAGVAAGAALGVTVGAALVLTA
Sbjct: 1  MSRGGGVYLGNPRRDRPAAPITREIHPMFTDPRIRSAFLAGVAAGAALGVTVGAALVLTA

Query: 61 LPDDVSVPRPGLSVTETAATKQFAMNPADPAPTPEDDPAFDCRYHGNHICGPLNVDGYAP
LPDDVSVPRPGLSVTETAATKQFAMWPADPAPTPEDDPAF DCRYHGNHICGPLNVDGYAP
Sbjct: 61 LPDDVSVPRPGLSVTETAATKQFAMNPADPAPTPEDDPAFDCRYHGNHICGPLNVDGYAP

Query: 121 GLYIDGVLVDPWPVDPASTPTIEVP 145
GLYIDGVLVDPWPVDPASTPTIEVP
Sbjct: 121 GLYIDGVLVDPWPVDPASTPTIEVP 145

>Fringe_68, function unknown, 145
Length = 145

Score = 305 bits (782), Expect = 2e-83
Tdentities = 145/145 (160%), Positives = 145/145 (100%)

Query: 1  MSRGGGVYLGNPRRDRPAAPITREIHPMFTDPRIRSAFLAGVAAGAALGVTVGAALVLTA
MSRGGGVYLGNPRRDRPAAPT TRETHPMF TDPRIRSAF LAGVAAGAALGVTVGAALVLTA
Sbjct: 1  MSRGGGVYLGNPRRDRPAAPITREIHPMFTDPRIRSAFLAGVAAGAALGVTVGAALVLTA

Query: 61 LPDDVSVPRPGLSVTETAATKQFAMNPADPAPTPEDDPAFDCRYHGNHICGPLNVDGYAP
LPDDVSVPRPGLSVTETAATKQFAMWPADPAPTPEDDPAF DCRYHGNHICGPLNVDGYAP
Sbjct: 61 LPDDVSVPRPGLSVTETAATKQFAMNPADPAPTPEDDPAFDCRYHGNHICGPLNVDGYAP

Query: 121 GLYIDGVLVDPWPVDPASTPTIEVP 145
GLYIDGVLVDPWPVDPASTPTIEVP
Sbjct: 121 GLYIDGVLVDPWPVDPASTPTIEVP 145
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120

120
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RID BHDZR6RNO13 (Expires on 07-21 12:28 pm)

Query ID Icl|Query_94427 Database Name nr
Description unnamed protein product Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental

Molecule type amino acid samples from WGS projects
Query Length 146 Program BLASTP 2.14.1+ b Citation

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

© Graphic Summary

© Show Conserved Domains
No putative conserved domains have been detected

Distribution of the top 90 Bast Hits on 90 subject sequences &
Mouse over to see the title, click to show alignments
Color key for alignment scores
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11 Alignments o

Max Total Query E Per.

R Score Score Cover value Ident | /CoeSSOn
O hypothetical protein SEA_DOESNTMATTER_61 [Mycobacterium phage DoesniMatter] 289 289 99% 398 100.00% AVO249131
O hypothetical protein SEA_PODRICK_63 [Mycobacterium phage Podrick] 288 288 99% 1697 9931% AXQ649061
O hypothetical protein SEA_TRYPO_66 [Mycobacterium phage Trypo] 287 287 99% 2697 9931% AV0212751
O hypothetical protein PBI_ZONIA_65 [Mycobacterium phage Zonia] 286 286 99% 6697 9862% AIM504941
O hypothetical protein CL95_gp065 [Mycobacterium phage JacAttac] 285 285 99% 1696 9862% YP_ 0090183781
O hypothetical protein SEA_KWKSANDI6_65 [Mycobacterium phage Kwksandge] 285 285 99% 2096 97.93% AXH4T7631
O hypothetical protein AU108_gp63 [Mycobacterium phage Eremos] 284 284 99% 4696 97.93% YP_ 0091911571
O hypothetical protein VISTA_63 [Mycobacterium phage Vista] 284 284 99% 4e-96 9793% YP_009016852.1
O nypothetical protein PBI_KINGVEVEVE_63 [Mycobacterium phage KingVeVeVe] 283 283 99% 5696 97.93% AHYS43321
O hypothetical protein PBI_SOTO_62 [Mycobacterium phage Soto] 283 283 99% 796 97.93% YP_0091008711
O hypothetical protein PBI_SUFFOLK_62 [Mycobacterium phage Suffolk] 284 284 99% T7e96 97.93% YP_009005709.1
O hypothetical protein PIGLET_0064 [Mycobacterium phage Piglet] 283 283 99% 1695 9724% AGC339241
[ hypothetical protein PBI_PHAMISHED_66 [Mycobacterium phage Phamished] 282 282 99% 2e-95 97.24% AKO623421
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BIDownload v GenPept Graphics

hypothetical protein SEA_DOESNTMATTER_61 [Mycobacterium phage DoesntMatter]
Sequence ID: AVO24913 1 Length: 145 Number of Matches: 1

»See 2 more fitle(s)

Range 1: 1 to 145 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
289 bits(739) 3e-98 Compositional matrix adjust. 145/145(100%) 145/145(100%) 0/145(0%)

Query 1 MSRGGGVYLGNPRRDRPAAPTTREIHPHFTDPRIRSAFLAGVAAGAALGVTVGAALVLTA 68
MSRGGGVYLGNPRRDRPAAPT TRETHPHF TDPRIRSAF LAGVAAGAALGVTVGAALVLTA
Sbjct 1 MSRGGGVYLGNPRRDRPAAPTTREIHPHFTDPRIRSAFLAGVAAGAALGVTVGAALVLTA 68

Query 61  LPDDVSVPRPGLSVTETAATKQFAMKPADPAPTPEDDPAFDCRYHGNHICGPLNVDGYAP 120
LPDDVSVPRPGLSVTETAATKQFAHKPADPAPTPEDDPAFDCRYHGNHICGPLNVDGYAP
Sbjct 61  LPDDVSVPRPGLSVTETAATKQFAMKPADPAPTPEDDPAFDCRYHGNHICGPLNVDGYAP 120

Query 121 GLYIDGVLVDPWPVDPASTPTIEVP 145
GLYIDGVLVDPHPVDPASTPTIEVP
Sbjct 121 GLYIDGVLVDPWPVDPASTPTIEVP 145

[®IDownload v GenPept Graphics

hypothetical protein SEA_PODRICK_63 [Mycobacterium phage Podrick]
Sequence ID: AXQ64906.1 Length: 145 Number of Matches: 1

Range 1: 1to 145 GenPept Gray
Score Expect Method Tdentities Positives Gaps
288 bits(736) 1e-97 Compositional matrix adjust. 144/145(99%) 144/145(99%) 0/145(0%)

Query 1 MSRGGGVYLGNPRRDRPAAPTTREIHPHFTDPRIRSAFLAGVAAGAALGVTVGAALVLTA 68
MSRGGGVYLGNPRRDRPAAPT TRETHPHF TDPRIRSAF LAGVAAGAALGVTVGAALVLTA
Sbjct 1 MSRGGGVYLGNPRRDRPAAPTTREIHPHFTDPRIRSAFLAGVAAGAALGVTVGAALVLTA 68

Query 61  LPDDVSVPRPGLSVTETAATKQFAMKPADPAPTPEDDPAFDCRYHGNHICGPLNVDGYAP 120
LPDDVSVPRPGLSVTETAATKQFANKPADPAPTPEDDP_FDCRYHGNHICGPLNVDGYAP
Sbjct 61  LPDDVSVPRPGLSVTETAATKQFAMKPADPAPTPEDDPTFDCRYHGNHICGPLNVDGYAP 120

Query 121 GLYIDGVLVDPWPVDPASTPTIEVP 145
GLYIDGVLVDPHPVDPASTPTIEVP
Sbjct 121 GLYIDGVLVDPWPVDPASTPTIEVP 145
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O hypothetical protein KLUCKY39 5 [Mycobacterium phage Klucky3] 990 990 97% 9e26 100.00% AEJOS1911
O hypothetical protein M046_gp05 [Mycobacterium phage Newman] 978 978 97% 225 100.00% YP 0080520821
O hynothetical protein PBI PG1 5 [Mycobacterium phage PG1] 971 971 97% de25 9778% NP 0437831
O hypothetical protein SEA YOUGOGLENCOCO_5 [Mycobacterium phage YouGoGlencor 963 963  97% 8e-25 97.78% AZS112461
O hypothetical protein SEA COBRA 5 [Mycobacterium phage Cobral 951 951 97% 2e24 9556% AVRS5841




image709.png
Number of Hits: 103
Query MSA diversity (Neff): 2.69673

Detected sequence features: sTransmembrane segment(s)

Visualization
Resubmit Section

28 56
C—

8A
TR




image710.png
Nr

Hit

8AU6_A

NP_216214.1

PF11382.11

PF12732.10

4WL1_e

Name

Regulatory protein Cg1604; bacterial

cell division peptidoglycan hydrolysis,

regulatory protein, CELL CYCLE; HET:
MSE; 2

copper transporter MctB
[Mycobacterium tuberculosis H37Rv]

; MctB ; Copper transport outer
membrane protein, MctB

; YtxH ; YtxH-like protein

Lipopolysaccharide biosynthesis
protein WzzE; ECA, Enterobacterial

Probability

93.59

91.75

91.12

75.94

70.22

E-value

0.17

0.51

0.61

53

22

Score

44.09

4213

40.39

28.78

28.64

SS

3.2

3.7

35

43

Aligned
cols

29

28

28

18

36

Target
Length

321

314

292

103

356




image711.png
Starts : 10

Selected: 1

ORF Start
ORF Stop

: 55905

Ldn1 LdnZ Cdn3  Length

155243 5'End 838 612 B53 147
ORF Length : 657 3'End|00 00 00 34

Sequence of the Region |Start|start  |omF
Upstream of the Start [Codon|Position [Length
8 GAACTCATGACCCGGCCATCCG |GTG 55893 |€45
2 |225 B CGETGGGCCTCGACCGGCCACC |GTG (55746 498
3 441 8 CATATGTCGGGCAAGTATTGAC |GIG 55686 438
4 €0s 7 GATCACAAGGGAGATCCACCCC ATG S55€0s 357
s 4€2 8 CGCCGCCGGGGCCGCGCTAGGC  GTG 55539 251
€ 357 8 CGTGACCGTCGGCGCGGCGCTG  GTG §5s18 270
7 378 7 TGCGGCCACCAAGCAGTTCGCG  ATG 55434 18¢
8 143 € GCCCGGTCTCTACATCGACGGT GTIG 55308 €0
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
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Sequences producing significant alignments:

Oliverialter_63, function unknown, 119
Tnverness_64, function unknown, 119
Eremos_64, function unknown, 119
Daka_Draft_66, function unknown, 119
Colbert_63, function unknown, 143
Chunky_64, function unknown, 119
Prickles_67, function unknown, 119
Newman_63, function unknown, 119
Zelda_66, function unknown, 119
Xavier_64, function unknown, 141
Vortex_64, function unknown, 119
TomBombadil_65, function unknown, 119
Surely_65, function unknown, 119
Squid_64, function unknown, 119
Schueller_Draft_66, function unknown, 119
Schadenfreude_65, function unknown, 119
Riggan_66, function unknown, 119
RedMaple_66, function unknown, 143
Puhltonio_64, function unknown, 119
Potter_63, function unknown, 119
Phunky_63, function unknown, 119
OSmaximus_66, function unknown, 119
MRabcd_65, function unknown, 119
Mosaic_63, function unknown, 119
Morgushi_64, function unknown, 119
MitKao_65, function unknown, 119
Mana_64, function unknown, 119
LostAndPhound_65, function unknown, 119
Leelot_65, function unknown, 119
Kikipoo_66, function unknown, 143
TsaacEli_66, function unknown, 143
TIridoclysis_65, function unknown, 119
HSavage 63, function unknown, 119
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MTNNLPAPAGPRLRDAASTPLSQAPTSVLAFALGYAAARPQHANTFGPFCAMVEELMTRP.
MTNNLPAPAGPRLRDAASTPLSQAPTSVLAFALGYAAARPQHANTFGPFCAMVEELMTRP 60

SGATDPGPLGGYDQRTVFGSIMATIPPETARQLAMLYQAQRGQRWASTGHREGRAPGGR 119
SGATDPGPLGGYDQRTVFGSIMATIPPETARQLAMLYQAQRGQRWASTGHREGRAPGGR
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MTNNLPAPAGPRLRDAASTPLSQAPTSVLAFALGYAAARPQHANTFGPFCAMVEELMTRP 60
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O hypothetical protein AU159_gp063 [Mycobacterium phage Colbert] 240 240 99% 2079 100.00% YP_009191057.1
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PinheadLarry_65, function unknown, 69 149 3e-36
Derpp_66, function unknown, 69 185 3e-36
Craff_69, function unknown, 69 185 3e-36
Cher_86, function unknown, 72 180 1e-33
Tonlarah_67, function unknown, 119 34 1e-13
Serpentine_0066, function unknown, 110 T2 1e-1s
Piglet 6865, function unknown, 116 T2 1e-1s
Gareth_66, function unknown, 110 T2 1e-1s
DaddyDanicls_63, function unknown, 110 T2 1e13
Chorkpop_66, function unknown, 43 & 2e-13
AbsoluteMadLad_66, function unknown, 122 22 ze1s
Signan_66, function unknown, 119 o8 se-12
Eremos_65, function unknown, 119 68 se-12
EmpTee 65, function unknown, 119 68 se-12
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Length = 69

Score = 149 bits (375), Expect = 3e-36
Identities = 68/69 (98%), Positives = 68/69 (98%)

Query: 1 MYAHVISPPSRARARDSVPAEHPFCQGSISRSITTTSLOHGLOKVGRIKASKLGVFLIP 60
MY HVISPPSRARARDSVPAEHPFCQGSTSRSITTTWSLOHGLOKVGRIKASKLGVFLIP
Shjct: 1 MYTHVISPPSRARARDSVPAEHPFCQGSTSRSITTTHSLOHGLOKVGRIKASKLGVFLIP 60

Query: 61 PCPRPRWPR 69
PCPRPRWPR
Sbjct: 61 PCPRPRWPR 69

>Derpp_66, function unknown, 69
Length = 69

Score = 149 bits (375), Expect = 3e-36
Identities = 68/69 (98%), Positives = 68/69 (98%)

Query: 1 MYAHVISPPSRARARDSVPAEHPFCQGSISRSITTTSLOHGLOKVGRIKASKLGVFLIP 60
MY HVISPPSRARARDSVPAEHPFCQGSTSRSITTTWSLOHGLOKVGRIKASKLGVFLIP
Shjct: 1 MYTHVISPPSRARARDSVPAEHPFCQGSTSRSITTTHSLOHGLOKVGRIKASKLGVFLIP 60

Query: 61 PCPRPRWPR 69
PCPRPRWPR
Sbjct: 61 PCPRPRWPR 69
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» See 2 more title(s)
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HY_HVISPPSRARARDSVPAEHPFCQGSISRSITTTHSLDHGLDKVGRIKASKLGVFLIP
Sbjct 1 HYTHVISPPSRARARDSVPAEHPFCQGSTSRSITTTHSLDHGLDKVGRIKASKLGVFLNP 60

Query 61 PCPRPRWPR 69
PCPRPRWPR
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Range 1: 110 66 GenPept Graphics

Score Expect Method Identities  Positives  Gaps
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HY_HVISPPSRARARDSVPAEHPFCQGSISRSITTTHSLDHGLDKVGRIKASKLGVFLIP
Sbjct 1 HYTHVISPPSRARARDSVPAEHPFCQGSTSRSITTTHSLDHGLDKVGRIKASKLGVFLNP 60
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Mouse-over to show defline and scores. Click to show alignments
Color Key for Alignnent Scores
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Sequences producing significant alignments: (bits) value
PhrodoBaggins_67, function unknown, 71 19 3e-36

>PhrodoBaggins_67, function unknown, 71
Length = 71

Score = 149 bits (375), Expect = 3e-36
Tdentities = 76/71 (98%), Positives = 71/71 (166%)
Query: 6 VKTRNRLNAMSTALTCRTRKSASGRYFARGTSARPTELPSDTQCVARYTFIGYGPTHGIE 65
+KTRNRLNAMSTAL TCRTRKSASGRYFARGTSARPTELPSDTQCVARY TFIGYGPTHGNE
Sbjct: 1 MKTRNRLNAMSTALTCRTRKSASGRYFARGTSARPTELPSDTQCVARYTFIGYGPTHGIE 60

Query: 66 NVTGETRYGPR 76
NVTGETRYGPR

Sbjct: 61 NVIGETRYGPR 71
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Starts: 5 ORF Start : 56307 Cdn1 Cdn2 Cdn3 Length

Selected: 1 ORFStop :56576 5'End[1000 1000 00 3 —,
ORFlength:270  JEnd 618 507 520 226
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Shine D |algarno |Sequence of the Region |Start|starc ORF
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, bebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3202.

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query:
(255 letters)

Distribution of 100 Blast Hits on the Query Sequence

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

Vortex_66, function unknown, 254
Vivaldi_67, function unknown, 254
UncleHowie_64, function unknown, 254
Trypo_68, Tunction unknown, 254
Tallgrassi 65, function unknown, 254
Squiggle_66, function unknown, 254
Squid_66, function unknown, 284
slatt_67, function unknown, 254
Scrick_Draft_67, function unknown, 254
Roliet_64, function unknown, 254
Prickles_68, function unknown, 284
Potter_63, function unknown, 254
Plmatters_65, function unknown, 254
Placalicious_67, function unknown, 284
Phleuron_65, function unknown, 254
Phipps_66, function unknown, 254
Hulan_66, function unknown, 254
Horgushi_65, function unknown, 254
Matalotodo_Draft_66, function unknown, 254
Legolas_68, function unknown, 254
Lego3393_64, function unknown, 284
KingVeveVe_65, function unknown, 254
Held 65, function unknown, 254
Gyarad_0066, function unknown, 254
Grand2640_65, function unknown, 254
Fugateosu 67, function unknown, 284
Friarpreacher_65, function unknown, 254
Etaye_66, function unknown, 254
Durga_69, function unknown, 254
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>Vortex_66, function unknown, 254
Length = 254

Score = 522 bits (1344), Expect = e-143
Tdentities = 254/254 (166%), Positives = 254/254 (166%)

Query: 1 MGTKTSPVRLOMDLDEFTGHVNDLLGYDTQLGENTRIWRRSRIVINTLGSGSAFAKELNA 60
MGTKTSPVRLDMDLDEF TGHVNDLL GYDTQLGENTRIWRRSRIVINTLGSGSAFAKELNA
Shjct: 1 MGTKTSPVRLOMDLDEFTGHVNDLLGYDTQLGENTRIWRRSRIVINTLGSGSAFAKELNA 60

Query: 61  AMDAAVGSVGVAEGLCHGTNKRVYRRHYARHTKTVVRSEAVKKRCPELWLAARKPSFRIG 120
AMDAAVGSVGVAEGLCHGTNKRVYRRHYARHTKTVVRSEAVKKRCPELWLAARKPSFRIG
Shjct: 61 AMDAAVGSVGVAEGLCHGTNKRVYRRHYARHTKTVVRSEAVKKRCPELWLAARKPSFRIG 120

Query: 121 CDTKTAPVAVPKIRPGYVGKLIEAKTEAAQRLKYAREHELRVKDHLYTTTFGIEAEDGHT 180
CDTKTAPVAVPKIRPGYVGKL TEAKTEAAQRL KYAREHELRVKDHLY TTTFGIEAEDGHT
Shjct: 121 CDTKTAPVAVPKIRPGYVGKLIEAKTEAAQRLKYAREHELRVKDHLYTTTFGIEAEDGHT 180

Query: 181 GNPPYALSDGWVIGHTKTQRYSEALAKEKAPEFGVDLTEITEVVTVPPRVEYWGDLTGT 240
(GPPYALSDGHVIGHTKTQRYSEALAKEKAPEFGUDL TETTEYVTVPPRVEYWGDLTGT
Shjct: 181 GNPPYALSDGWVIGHTKTQRYSEALAKEKAPEFGVDLTETTEYVTVPPRVFYWGDLTGT 240

Query: 241 EGSLEDYEGDGYAD 254
EGSLEDYEGDGYAD.
Shjct: 241 EGSLEDYEGDGYAD 254

>Vivaldi_67, function unknown, 254
Length = 254

Score = 522 bits (1344), Expect = e-143
Tdentities = 254/254 (166%), Positives = 254/254 (166%)

Query: 1 MGTKTSPVRLOMDLDEFTGHVNDLLGYDTQLGENTRIWRRSRIVINTLGSGSAFAKELNA 60
MGTKTSPVRLDMDLDEF TGHVNDLL GYDTQLGENTRIWRRSRIVINTLGSGSAFAKELNA
Shjct: 1 MGTKTSPVRLOMDLDEFTGHVNDLLGYDTQLGENTRIWRRSRIVINTLGSGSAFAKELNA 60

Query: 61  AMDAAVGSVGVAEGLCHGTNKRVYRRHYARHTKTVVRSEAVKKRCPELWLAARKPSFRIG 120
AMDAAVGSVGVAEGLCHGTNKRVYRRHYARHTKTVVRSEAVKKRCPELWLAARKPSFRIG
Shjct: 61 AMDAAVGSVGVAEGLCHGTNKRVYRRHYARHTKTVVRSEAVKKRCPELWLAARKPSFRIG 120

Query: 121 CDTKTAPVAVPKIRPGYVGKLIEAKTEAAQRLKYAREHELRVKDHLYTTTFGIEAEDGHT 180
CDTKTAPVAVPKIRPGYVGKL TEAKTEAAQRL KYAREHELRVKDHLY TTTFGIEAEDGHT
Shjct: 121 CDTKTAPVAVPKIRPGYVGKLIEAKTEAAQRLKYAREHELRVKDHLYTTTFGIEAEDGHT 180

Query: 181 GNPPYALSDGWVIGHTKTQRYSEALAKEKAPEFGVDLTEITEVVTVPPRVEYWGDLTGT 240
(GPPYALSDGHVIGHTKTQRYSEALAKEKAPEFGUDL TETTEYVTVPPRVEYWGDLTGT
Shjct: 181 GNPPYALSDGWVIGHTKTQRYSEALAKEKAPEFGVDLTETTEYVTVPPRVFYWGDLTGT 240

Query: 241 EGSLEDYEGDGYAD 254
EGSLEDYEGDGYAD.
Shjct: 241 EGSLEDYEGDGYAD 254
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B1IT0J7V016 (Expires on 07-21 22:56 pm)

Icl|Query_33821
unnamed protein product
Molecule type amino acid

Query Length 255

Database Name nr

Description All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental

samples from WGS projects
Program BLASTP 2.14.1+ b Citation

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

e ‘Graphic Summary

© Show Conserved Domains

Analyze your query with SmartBLAST

No putative conserved domains have been detected

Distribution of the top 20 Blast Hits on 20 subject sequences &
Mouse over to see the title, click to show alignments

Color key for alignment scores
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Alignments Gen ults Multiple alignment o
S Scoro|Scere| Gover| v | lire | 5on

O hypothetical protein SEA_SQUID_66 [Mycobacterium phage Squid] 52 526 99% 0.0 100.00% ALH46170.1
O hypothetical protein UNCLEHOWIE_64 [Mycobacterium phage UncleHowie] 525 525 99% 0.0 100.00% YP 0091652441
O hypothetical protein PIPSQUEAK_64 [Mycobacterium phage Pipsqueak] 525 525 99% 0.0 99.61% AJD&23841
O hypothetical protein PBI_SOTO_64 [Mycobacterium phage Soto] 525 525 99% 0.0 9961% YP 0091008731
O hypothetical protein SEA_PHERGIE_67 [Mycobacterium phage Phergie] 524 524 99% 0.0 9961% AVEO0E02
O hypothetical protein VISTA_65 [Mycobacterium phage Vista] 524 524 99% 0.0 9961% YP 0090168541
O hypothetical protein SEA_HORCHATA_64 icobacterium phage Horchata] 524 524 99% 0.0 9961% ATN89308.1
O hypothetical protein MURDOC. 64 [Mycobacterium phage Murdoc] 523 523 99% 0.0 9921% AE0939361
O hypothetical protein SEA_VERITAS_66 [Mycobacterium phage Veritas] 510 510 96% 00 99.60% AZS10967.1
O hypothetical protein FLUFFYNINJA_67 [Mycobacterium phage FluftyNinja] 509 509 96% 0.0 99.19% AJAI3I761
O hypothetical protein CL79_gposs [Mycobacterium phage Oline] 503 503 95% 2e-179 100.00% YP 0090143281
O hypothetical protein PBI_SWISH_67 [Mycobacterium phage Swish] 502 502 95% 3e-179 99.50% YP 0091875771
O hypothetical protein SEA_PHENGHISKHAN_67 [Mycobacterium phage PhenghisKhan] 502 502 95% 5e-179 99.59% AVE00523.1
O hypothetical protein SEA_MANA_65 [Mycobacterium phage Mana] 496 496 95% 7e-177 98.77% AOQ277104
O hypothetical protein SEA_KLOPPINATOR_67 [Mycobacterium phage Kloppinator] 436 436 99% 1e-152 83.92% QGJETEY11
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Download + GenPept Graphics

hypothetical protein SEA_SQUID_66 [Mycobacterium phage Squid]
Sequence ID: ALH46170.1 Length: 284 Number of Matches: 1
» See 6 more title(s)

Range 1: 31 to 284 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
526 bits(1356) 0.0 Compositional matrix adjust. 254/254(100%) 254/254(100%) 0/254(0%)

Query 1 MGTKTSPVRLDMDLDEFTGHVADLLGYDTQLGENTRIKRRSRNVINTLGSGSAFAKELNA 60
MGTKTSPVRLDMDLDEF TGHVADLLGYDTQLGENTRIKRRSRNVINTLGSGSAFAKELNA
Sbjct 31 MGTKTSPVRLDMDLDEFTGHVADLLGYDTQLGENTRIKRRSRNVINTLGSGSAFAKELNA 90

Query 61  AMDAAVGSVGVAEGLCHGTNKRVYRRHHAAHTKTVVRSEAVKKRCPELWLAARKPSFRHG 120
AMDAAVGSVGVAEGL CHGTNKRVYRRHHAAHTKTVVRSEAVKKRCPE LWL AARKPSFRMG
Sbjct 91  AMDAAVGSVGVAEGLCHGTNKRVYRRHHAAHTKTVVRSEAVKKRCPELWLAARKPSFRHG 150

Query 121 CDTKTAPVAVPKIRPGYVGKLIEAKTEAAQRLKYAREHELRVKDHLYTTTFGIEAEDGNT 180
CDTKTAPVAVPKIRPGYVGKL IEAKTEAAQRLKYAREHELRVKDHLYTTTFGIEAEDGNT
Sbjct 151 CDTKTAPVAVPKIRPGYVGKLIEAKTEAAQRLKYAREHELRVKDHLYTTTFGIEAEDGNT 210

Query 181 GNPPYALSDGHVIGHTKTORYSEALAKEKAPEFGVDLTEITEYVIVPPRVEYVVGDLTGT 240
GHPPYALSDGHVIGHTKTQRYSEAL AKEKAPEFGVDL TEITEYVTVPPRVFYVVGDLTGT
Sbjct 211 GNPPYALSDGWVIGHTKTQRYSEALAKEKAPEFGVDLTEITEYVTVPPRVFYVVGDLTGT 270

Query 241 EGSLEDYEGDGYAD 254
EGSLEDYEGDGYAD
Sbjct 271 EGSLEDYEGDGYAD 284
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Download + GenPept Graphics

hypothetical protein UNCLEHOWIE_64 [Mycobacterium phage UncleHowie]
Sequence ID: YP_009168244 1 Length: 254 Number of Matches: 1
» See 28 more title(s)

Range 1: 1 to 254 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
525 bits(1353) 0.0 Compositional matrix adjust. 254/254(100%) 254/254(100%) 0/254(0%)

Query 1 MGTKTSPVRLDMDLDEFTGHVNDLLGYDTQLGENTRIKRRSRNVINTLGSGSAFAKELNA 60
MGTKTSPVRLDHDLDEF TGHVADLLGYDTOQLGENTRIKRRSRNVINTLGSGSAFAKELNA
Sbjct 1 MGTKTSPVRLDMDLDEFTGHVADLLGYDTQLGENTRIKRRSRNVINTLGSGSAFAKELNA 60

Query 61  AMDAAVGSVGVAEGLCHGTNKRVYRRHHAAHTKTVVRSEAVKKRCPELHLAARKPSFRHG 120
AHDAAVGSVGVAEGL CHGTNKRVYRRHHAAHTKTVVRSEAVKKRCPE LWL AARKPSFRMG
Sbjct 61  AMDAAVGSVGVAEGLCHGTNKRVYRRHHAAHTKTVVRSEAVKKRCPELWLAARKPSFRHG 120

Query 121 CDTKTAPVAVPKIRPGYVGKLIEAKTEAAQRLKYAREHELRVKDHLYTTTFGIEAEDGNT 180
CDTKTAPVAVPKIRPGYVGKL IEAKTEAAQRLKYAREHELRVKDHLYTTTFGIEAEDGNT
Sbjct 121 CDTKTAPVAVPKIRPGYVGKLIEAKTEAAQRLKYAREHELRVKDHLYTTTFGIEAEDGNT 180

Query 181 GNPPYALSDGHVIGHTKTORYSEALAKEKAPEFGVDLTEITEYVIVPPRVFYVVGDLTGT 240
GHPPYALSDGHVIGHTKTORYSEAL AKEKAPEFGVDL TETTEYVTVPPRVFYVVGDLTGT
Sbjct 181 GNPPYALSDGWVIGHTKTQRYSEALAKEKAPEFGVDLTEITEYVTVPPRVFYVVGDLTGT 240

Query 241 EGSLEDYEGDGYAD 254
EGSLEDYEGDGYAD
Sbjct 241 EGSLEDYEGDGYAD 254
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Number of Hits: 11
Query MSA diversity (Neff): 4.90284
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8GZU_4A

Name

RNA annealing protein YRAT; mRNA
export, HYDROLASE-RNA complex; HET:
BEF, ADP; 2.6A {Saccharomyces
cerevisiae}

Hypothetical protein fixU, nifT;
hypothetical protein,
Rhodopseudomonas palustris,
Structural Genomics, PSI-2, Protein S
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Phage protein; Electron transport
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protein, Tetrahymena thermophila,
ELECTRON TRANSPORT; HE
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Starts : 22 ORF Start : 56404 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop :57294 5End B47 706 706 51
ORFLength: 831  J'End 451 790 622 802

TTTITT M TTIT 1T [ Il ] 564
Shine D |algarno |Sequence of the Region [Start|Start [ORF

2 |score Space Upstream of the Start |Codon|Position |Length
180 s AMAAGCGCCTCTGGGCGCTACT |TTG | 5€440 8sS
260 € GAGCTGCCGTCAGATACGCAGT |GTIG | 5€451 804

3 300 s CTGCCGTCAGATACGCAGTGIG |TTG  5€494 801

4 441 8 TGTGTTGCARGATATACTTITIIA TIG 5€512 783

S 483 7 TTTATTGGGTACGGTCCGACIC ATG 5€530 7€5

€ 4€2 7 CATGGGAACGAARACGTCACCG GIG S€S51 744

7 359 8 AACGTCACCGGTGAGACTCGAT ATG 5€5€3 732

8 43s S CCTCGATGAGTTCACCGGACAT GIG 5€5950 708

S 4€s S CGCCAAGGAACTCAACGCCGCT ATG S€713 582
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Starts: 2. ORF Star : 3054 Cdn1 Cen2 Cdn3Length
Selected: 1 ORFStop 3221 SEnd 810 762 286 63
ORFLengh: 168 3End|480 875 583 73
I 13192
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, bebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3202.

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(101 letters)

Distribution of 100 Blast Hits on the Query Sequence

Mouse-over to show defline and scores. Click to show alignments ]
Color Key for Alignnent. Scores
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Sequences producing significant alignments: (bits) Value

Zonia_68, function unknown, 100
Yoshand_68, function unknown, 100

Vortex 67, function unknown, 100

Vivaldi_68, function unknown, 100

Vista_66, function unknown, 100

Unclefowie_65, function unknown, 100

Tyrionl_68, function unknown, 100

Trypo_69, function unknown, 100

Thora_66, function unknown, 100

Swish_68, function unknown, 100

Squiggle_67, ribbon-helix-helix DNA binding domain protein, 100
Squid_67, function unknown, 100

Soto_65, function unknown, 100

slatt_68, function unknown, 100

SDchargell_67, function unknown, 100

SassyCat97_66, function unknown, 100

Puhltonio b6, function unknown, 168

Prickles_69, function unknown, 168

Podrick 67, ribbon-helix-helix DNA binding domain protein, 168
Placalicious_68, ribbon-helix-helix DNA binding domain protein, 168
Pipsqueak_65, function unknown, 168

Pinkman_67, DNA binding domain protein, 168

Pinheadlarry_67, function unknown, 100

PhrodoBaggins_69, function unknown, 100

PhrankReynolds_67, function unknown, 100

Phleuron_66, function unknown, 168

Phipps_67, function unknown, 100

Phergic_68, function unknown, 100

Phenghiskhan_68, function unknown, 108

Phamished_69, DNA binding domain protein, 168

Oline_67, function unknown, 100

Hurdoc_65, function unknown, 100

Mulan 67, ribbon-helix-helix DNA binding domain protein. 108
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>Zonia_68, function unknown, 168
Length = 100

Score = 212 bits (539), Expect = 3e-55
Tdentities = 168/166 (166%), Positives = 166/168 (166%)

Query: 1 MARCPCGPPEQFWYIFLTHMSAPSRHTRRQPARGRPAGEVPIIVLWPIRGPITIRQRMKIAC 60
MARCPCGPPEQFWYIFLTHSAPSRHTRRQPARGRPAGEVPIIVLWPTRGPTTIRQRMKIAC
Shjct: 1 MARCPCGPPEQFWYIFLTMSAPSRHTRRQPARGRPAGEVPIIVLWPIRGPITIRQRMKIAC 60

Query: 61 AEEGLTYAGLIEKFLDERDEKIRRQLAAQKSPLHRPKREI 100
AEEGLTYAGLTEKFLDERDEKTRRQLAAQKSPLHRPKRET
Sbjct: 61 AEEGLTYAGLIEKFLDERDEKIRRQLAAQKSPLHRPKREI 100

>Yoshand_68, function unknown, 168
Length = 100

Score = 212 bits (539), Expect = 3e-55
Tdentities = 168/166 (166%), Positives = 166/168 (166%)

Query: 1 MARCPCGPPEQFWYIFLTHMSAPSRHTRRQPARGRPAGEVPIIVLWPIRGPITIRQRMKIAC 60
MARCPCGPPEQFWYIFLTHSAPSRHTRRQPARGRPAGEVPIIVLWPTRGPTTIRQRMKIAC
Shjct: 1 MARCPCGPPEQFWYIFLTMSAPSRHTRRQPARGRPAGEVPIIVLWPIRGPITIRQRMKIAC 60

Query: 61 AEEGLTYAGLIEKFLDERDEKIRRQLAAQKSPLHRPKREI 100
AEEGLTYAGLTEKFLDERDEKTRRQLAAQKSPLHRPKRET
Sbjct: 61 AEEGLTYAGLIEKFLDERDEKIRRQLAAQKSPLHRPKREI 100
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RID BIKPESTIO016 (Expires on 07-21 23:12 pm)
Database Name nr

Query ID cl|Query_72008
Description unnamed protein product Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental
Molecule type amino acid samples from WGS projects
Program BLASTP 2.14.1+ b Citation

Query Length 101

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

@mphic Summary

© Show Conserved Domains
No putative conserved domains have been detected

Distribution of the top 37 Blast Hits on 37 subject sequences &
Mouse over to see the title, click to show alignments
Color key for alignment scores
W <40 W40-50 W 50-80 W 80-200

60 80 100

1 20 40
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T} Alignments )
Doscrpton Seore Seo Covr vaie g AG55550n

O hypothetical protein CL79_gp067 [Mycobacterium phage Oline] 205 205 99% 2066 100.00% YP 0090143291

O hypothetical protein TALLGRASSMM_66 [Mycobacterium phage TallGrassM 204 204 99% 666 99.00% AER492761

O ribbon-helix:helix DNA binding domain protein [Mycobacterium phage Kioppinator] 196 196 99% 5¢-63 94.00% QGJST7271

O hypothetical protein SEA_ZELDA_68 [Mycobacterium phage Zeida] 165 165 81% 8e-51 100.00% AZF952391

O hypothetical protein Gyarad_0067 [Mycobacterium phage Gyarad] 118 118 58% 1e32 98.31% AGC341291

O hypothetical protein AVU74_gp068 [Mycobacterium phage OSmaximus] 816 816 98% 20-17 47.47% YP_ 0091989261

O hypothetical protein M046_gp66 [Mycobacterium phage Newman] 774 774 85% 6e-16 5057% YP_ 0080521431

O hypothetical protein PBI_PG1_67 [Mycobacterium phage PG1] 770 770 85% 9e-16 5057% NP 9438451

O ribbon-helix-helix DNA binding domain protein [Mycobacterium phage Crownjul] 766 766 85% 1e-15 5057% AYDS33521

O hypothetical protein SEA_KAHVE_68 [Mycobacterium phage Kahve] 763 763 85% 2e-15 5057% AXC354511

O hypothetical protein SEA_STRUGGLE_68 [Mycobacterium phage Struggle] 732 732 58% 3e-14 5032% AZS103431

O hypothetical protein AU153 gp66 [Mycobacterium phage Pops] 732 732 58% 3e-14 5032% YP 0091900231

O hypothetical protein SEA_COSMOLLI16_69 [Mycobacterium phage Cosmoliite] 732 732 58% 3e-14 5032% AZS072081

O hypothetical protein 15G62_gp66 [Mycobacerium phage CRB2] 720 720 77% 5e-14 5256% YP_ 0099499201
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BIDownload v GenPept Graphics

hypothetical protein CL79_gp067 [Mycobacterium phage Oline]
Sequence ID: YP_009014329 1 Length: 100 Number of Matches: 1
> See 67 more title(s)

Range 1: 1 to 100 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
205 bits(522) 2e-66 Compositional matrix adjust. 100/100(100%) 100/100(100%) 0/100(0%)

Query 1 MARCPCGPPEQFWYIFLTMSAPSRHTRRQPARGRPAGEVPNVLWPIRGPITIRQRMKIAC 60
MARCPCGPPEQFWYTF LTHSAPSRHTRRQPARGRPAGEVPNVLHPRGPTTIRQRHKIAC
Sbjct 1 MARCPCGPPEQFWYIFLTMSAPSRHTRRQPARGRPAGEVPNVLWPIRGPITIRQRMKIAC 60

Query 61 AEEGLTYAGLIEKFLDERDEKIRRQLAAQKSPLHRPKREI 100
AEEGLTYAGL TEKFLDERDEKTRRQLAAQKSPLHRPKRET
Sbjct 61 AEEGLTYAGLIEKFLDERDEKIRRQLAAQKSPLHRPKREI 100

Download + GenPept Graphics

hypothetical protein TALLGRASSMM_66 [Mycobacterium phage TallGrassMM]
Sequence ID: AER40276.1 Length: 100 Number of Matches: 1

Range 1: 1to 100 GenPept Graphics
Score Expect Method Identities Positives Gaps
204 bits(518) 6e-66 Compositional matrix adjust. 99/100(99%) 99/100(99%) 0/100(0%)

Query 1 MARCPCGPPEQFWYIFLTMSAPSRHTRRQPARGRPAGEVPNVLWPIRGPITIRQRMKIAC 60
MARCPCGPPEQFWYTF LTHSAPSRHTRRQPARGRPAGEVPNVLHPRGPTTIRQRHKIAC
Sbjct 1 MARCPCGPPEQFWYIFLTMSAPSRHTRRQPARGRPAGEVPNVLWPIRGPITIRQRMKIAC 60

Query 61 AEEGLTYAGLIEKFLDERDEKIRRQLAAQKSPLHRPKREI 100
AEEGLTYAGLTEKFLDERDEKIRRQLA QKSPLHRPKRET
Sbjct 61 AEEGLTYAGLIEKFLDERDEKIRRQLATQKSPLHRPKREI 100




image756.png
Number of Hits: 250
Query MSA diversity (Neff): 4.99087
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Nr

Hit

11RQ_B

PF07764.14

2BNW_C

4AALA

2KEL_A

Name

omega transcriptional repressor;
transcriptional repressor, ribbon-
helix-helix, GENE REGULATION; 1.5A
{Streptococcus pyo

; Omega_Repress ; Omega
Transcriptional Repressor

ORF OMEGA; DNA-BINDING-
REGULATORY PROTEIN COMPLEX,
RIBBON-HELIX-HELIX, RHH,
MET)/ARC SUPERFAMILY,
COOPERATIVE DNA BINDIN

ORF E73; VIRAL PROTEIN,
EXTREMOPHILE, ARCHAEA, RIBBON-
HELIX-HELIX PROTEINS, DNA-
BINDING PROTEINS; NMR
{SULFOLOBUS VIRUS

Uncharacterized protein 56B;
PROTEIN, HOMODIMER, RIBBON-
HELIX-HELIX, TRANSCRIPTION
REPRESSOR; NMR {Sulfolobus
islandicus

Probability

98.41

98.41

98.4

98.23

98.22

E-value

0.0000028

0.000003

0.0000045

0.000012

0.000012

Score
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SS
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44
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7
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58
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Starts: 4 ORF Start : 57264 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop :57608 5End 611 556 556 54
ORFLength:345  J'End|518 635 683 247
I | I ]
Sequence of the Region |Start|start ORF
Upstream of the Start |Codon|Position |Length
ACGCAGACTGAGCAGTGAGGCG |GTG  |5730€ 303
ATTCTGGTATATCTTCCTAACC |ATG |573€0 245
GTIG
ATG

(CCCGGCGEGAGAGETTCCCRAC 57423 180
(GCCGATCACCATCCGECAGCGT 57471 138
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, bebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3202.

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(61 letters)

Distribution of 100 Blast Hits on the Query Sequence

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

Color Key for Alignnent Scores
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Sequences producing significant alignments:

Sheila 65, function unknown, 60
Robyn_69, function unknown, 68
PinheadLarry_68, function unknown, 60
Phleuron_67, function unknown, 68
Mikota_66, function unknown, 60
Grand2640_67, function unknown, 60
Dingo_66, function unknown, 60
CharlieGBrown_67, function unknown, 60
Carthage_69, function unknown, 60
AltPhacts_67, function unknown, 60
Vaishali2d_69, function unknown, 60
Zonia_69, Tunction unknown, 60
Windsor_69, function unknown, 60
ueher20_66, function unknown, 60
Vortex_68, function unknown, 60
Vivaldi_69, function unknown, 60
Virgeve 67, function unknown, 106
Virapocalypse_70, function unknown, 60
Usavi_Draft_71, function unknown, 60
Unclefowie_66, function unknown, 60
TyrionL_69, function unknown, 60
Trypo_76, function unknown, 60
To0j_67, function unknown, 60
Toni_69, function unknown, 60
Thora_67, function unknown, 60
Telesworld 67, function unknown, 60
Swiphy_Draft_73, function unknown, 60
Suffolk_67, Tunction unknown, 60
Squiggle_68, function unknown, 60
Squid_68, function unknown, 60
Solosis_67, function unknown, 60
Soile_7, function unknown, 60
Slatt_69, function unknown, 60
simielle_Draft_70, function unknown, 60
Signan_69, function unknown, 60
ShiVal 67, function unknown, 60
SDchargell_63, function unknown, 60
Scrick_Draft_69, function unknown, 60
Schueller_Draft_68, function unknown, 60
Schadenfreude_69, function unknown, 60
Roscoe_69, function unknown, 66
Rimpan 78 function unknown. 60

Score
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>Sheila_65, function unknown, 68
Length = 60

Score = 130 bits (327), Expect = le-30
Tdentities = 66/60 (166%), Positives = 66/60 (166%)

Query: 1 MTMTELNGMTDDELRARLGLTPVDRPQTMEERTEAHVVRAMPEPEVCGVCDGKGCGDCYA 60
MTMTELNGMTDDELRARL GLTPVDRPQTMEERTEAHVVRAMPEPEVCGVCDGKGCGDCYA
Shjct: 1 MTMTELNGMTDDELRARLGLTPVDRPQTHEERTEAHVVRAMPEPEVCGVCDGKGCGDCYA 60

>Robyn_69, function unknown, 68
Length = 60

Score = 130 bits (327), Expect = le-30
Tdentities = 66/60 (166%), Positives = 66/60 (166%)

Query: 1 MTMTELNGMTDDELRARLGLTPVDRPQTMEERTEAHVVRAMPEPEVCGVCDGKGCGDCYA 60
MTMTELNGMTDDELRARL GLTPVDRPQTMEERTEAHVVRAMPEPEVCGVCDGKGCGDCYA
Shjct: 1 MTMTELNGMTDDELRARLGLTPVDRPQTHEERTEAHVVRAMPEPEVCGVCDGKGCGDCYA 60
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Edit and Resubmit ~ Save Search Strategies > Formatting options - Download VoullfllT How to read this page ~ Blast report description  NEW. Click here to use the new BLAST results pag;

Job title: Protein Sequence

BIMFCRTC016 (Expires on 07-21 23:25 pm)

Database Name nr
Description All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental

samples from WGS projects
Program BLASTP 2.14.1+ b Citation

Icl|Query_18785
unnamed protein product
Molecule type amino acid

Query Length 61

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

emphic Summary

© Show Conserved Domains
No putative conserved domains have been detected

Distribution of the top 42 Blast Hits on 42 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 10 20 30 40 50 60
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‘Sequences producing significant alignments:
Select: All None Selected:0

‘Alignments
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hypothetical protein SEA_CHARLIEGBROWN_67 [Mycobacterium phage CharlieGBrown]

'DNA binding protein with SAP Domain [Mycobacterium phage Prann]

hypothetical protein PBI_SDCHARGE11_68 [Mycobacterium

iage SDcharget1]

hypothetical protein PBI_SUFFOLK_67 [Mycobacterium phage Suffolk]

‘hypothetical protein M046_gp67 [Mycobacterium phage Newman]

hypothetical protein SEA_CHAELIN_70 [Mycobaclerium phage Chaelin

hypothetical protein SEA_TIMMI_68 [Mycobacterium phage Timmi

‘hypothetical protein SEA_INCHWORN_70 [Mycobacterium phage Inchworm]

hypothetical protein SEA_KLIMBON_68 [Mycobacterium phage KlimbOn]

‘hypothetical protein AU159_gp067 [Mycobacterium phage Colbert]

‘hypothetical protein AU098_gp068 [Mycobacterium phage Apizium|

hypothetical protein SEA_MAGICS_68 [Mycobacterium phage Magics]

hypothetical protein SEA_JIMINY_69 [Mycobacterium phage Jiminy]

Description Max  Total Query
Score Score Cover
123 123 98%
122 122 98%
121 121 98%
120 120 98%
120 120 98%
120 120 98%
120 120 98%
121 121 98%
120 120 95%
121 121 98%
120 120 98%
19 119 98%
19 119 98%
19 119 98%
19 119 98%

E
value

3e-35
6e-35
3e-34
3e-34
4e-34
4e-34
6e-34
Te-34
8e-34
8e-34
1e-33
1e-33
2e-33
3e-33
4e-33

Per.
Ident

100.00%
98.33%
98.33%
98.33%
98.33%
98.33%
96.67%
98.33%

100.00%
98.33%
98.33%
96.67%
96.67%
96.67%
96.67%

Accession

A0Q28828 1
APD21111.1
AGKB7447.1
YP_009005714.1
YP_008052144.1
QID51116.1
AZS10667.1
UTN91331.1
AHY84336.1
QOP64621.1
AXQ64022.1
YP_009191061.1
YP_009191261.1
QNJ59805.1

QIG61748.1
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Download v GenPept Graphics
hypothetical protein SEA_CHARLIEGBROWN_67 [Mycobacterium phage CharlieGBrown]
Sequence ID: AOQ28828.1 Length: 60 Number of Matches: 1

> See 9 more title(s)

Range 1: 110 60 GenPept Graphics
Score Expect Method Identities Positives Gaps
123 bits(309) 3e-35 Compositional matrix adjust. 60/60(100%) 60/60(100%) 0/60(0%)

Query 1 MTHTELNGMTDDELRARLGLTPVDRPQTHEERTEAHVVRAUPEPEVCGVCDGKGCGDCYA 60
MTMTELNGHTDDELRARLGLTPVDRPQTHEERTEAHVVRAHPEPEVCGVCDGKGCGDCYA
Sbjct 1 NTHTELNGMTDDELRARLGLTPVDRPQTHEERTEAHVVRAUPEPEVCGVCDGKGCGDCYA 60

BIDownload ~ GenPept Graphics
DNA binding protein with SAP Domain [Mycobacterium phage Prann]
Sequence ID: APD21111.1 Length: 60 Number of Matches: 1
»See 1 more title(s)

Range 1: 110 60 GenPept Graphics
Score Expect Method Identities  Positives Gaps
122 bits(307) 6e-35 Compositional matrix adjust. 59/60(98%) 60/60(100%) 0/60(0%)

Query 1 MTHTELNGMTDDELRARLGLTPVDRPQTHEERTEAHVVRAUPEPEVCGVCDGKGCGDCYA 60
MTHTELNGHTDDELRARLGLTPVDRPQTHEERTEAHVVR +HPEPEVCGVCDGKGCGDCYA
Sbjct 1 NTHTELNGMTDDELRARLGLTPVDRPQTHEERTEAHVVRSHPEPEVCGVCDGKGCGDCYA 60
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Nr

Hit

PF19252.2

6TE9_A

8CEZ K

PF20099.2

PF19871.2

7V2H_c

Name

; HIND ; HIND motif

Phage portal protein, HK97 family;
"neck", "portal”, "capsid”, "tail tube",
VIRUS; 3.58A {Rhodobacter capsulatus}

Portal protein; portal, HK97,
bacteriophage, packaging, VIRAL
PROTEIN;{Hendrixvirus}

; DUF6489 ; Family of unknown function
(DUF6489)

; DUF6344 ; Family of unknown function
(DUF6344)

NADH dehydrogenase [ubiquinone] 1
beta subcomplex subunit 8,
mitochondrial; Respiratory, Complex,
ELECTRON TRANSPORT; HE

Probability

81.04

70.76

60.25

56.99

51.94

51.53

E-value

4.2

9.4

23

23

30
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Score

20.25

26.14

24.83

23.19
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21.61

SS

21
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15
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25
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Starts : 10 ORF Start : 57335 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop :57787 5End|500 938 500 48
ORF Length: 453 F'End|569 663 673 304
| T [T T ] 57443
Shine D |algarno |Sequence of the Region [Start|Start [ORF
2 |score Space Upstream of the Start |Codon|Position |Length
8 CGGGAGAGGTTCCCAACGTGCT |(GTG 57434 354
2 359 8 TCCGGCAGCGCATGAAGATCGC |ATG 57482 30€
3 273 8 TACATCGTCCGARACGAGAGAT |ATG |57€0S 183
4 €30 7 GTCCGAAACGAGAGATATGACC ATG 57€11 177
S 357 7 GACCATGACCGAGCTCAACGGC ATG 57€29 155
€ 231 7 GCCCGTCGACCGCCCTCAGACC ATG 57€89 99
7 33¢ 7 GGAAGAGCGCATAGAGGCCCAC GTIG 57713 75
8 338 € AGAGCGCATAGAGGCCCACGIG GIG 5771€ 72
S 338 € AGAGGCCCACGTGGTGCGCGCG ATG 57728 €3
10 (325 € GCCCGAGCCCGAGGTICTGCGGC GTG 57745 35
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, bebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3202.

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(232 letters)

Distribution of 100 Blast Hits on the Query Sequence

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

Color Key for Alignnent Scores
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Sequences producing significant alignments: (bits) Value
Zaider_71, function unknown, 231 a53 e-127
Vaticaneos_67, function unknown, 231 353 e-127
Valjean 69, helix-turn-helix DNA-binding protein, 231 353 e-127
Tonlarah_71, DNA binding protein, 231 353 e-127

Spartan300_69, helix-turr

elix DNA-binding protein, 231 353 e-127

Riggan_71, helix-turn-helix DNA-binding protein, 231 353 e-127
Professorx_68, function unknown, 231 353 e-127
Plmatters_68, function unknown, 231 353 e-127
Phunky_68, function unknown, 231 353 e-127
Phamished_71, function unknown, 231 353 e-127
Omniscient_71, function unknown, 231 353 e-127
Mecca_70, Tunction unknown, 231 353 e-127
Heshane_69, function unknown, 231 353 e-127
Lumine 71, helix-turn-helix DNA binding domain, 231 353 e-127
Lego3393_68, function unknown, 231 353 e-127
Kimbrough_71, function unknown, 231 353 e-127
Iridoclysis_69, function unknown, 231 353 e-127
HSavage_63, function unknown, 231 353 e-127
Gophee_71, function unknown, 231 353 e-127
Friarpreacher_68, function unknown, 231 353 e-127
EmpTee_69, function unknown, 231 353 e-127
Doesntiatter_67, function unknown, 231 353 e-127
Dirtiuice_70, helix-turn-helix DNA binding domain protein, 231 353 e-127
Daka_Draft_70, function unknown, 231 353 e-127
Cheet0_69, DNA binding protein, 231 353 e-127
Burr_78, RNaseE, 231 353 e-127
Bishoperium_70, function unknown, 231 353 e-127
Virapocalypse_71, function unknown, 231 351 e-127
True_68, Rilasee, 231 a1 e-127
Telesworld 68, helix-turn-helix DNA-binding protein, 231 51 e-127
Simielle_Draft_71, function unknown, 231 a1 e-127
Signan_70, function unknown, 231 a1 e-127
Puhltonio_68, function unknown, 231 a1 e-127

Pricklec 71 fumction unknown 231 251 o127
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>Valjean_69, helix-turn-helix DNA-binding protein, 231
Length = 231

Score = 453 bits (1166), Expect = e-127
Tdentities = 231/231 (166%), Positives = 231/231 (166%)

Query: 1 MTDTPQIDTDEVDTEFAELVAASIEERRGRVLLVRLAGSTFKTIAQAVGVSIGTVRKDYD
MTDTPQTDTDEVDTEFAELVAASTEERRGRVL LMRLAGS TFKTIAQAVGVSIGTVRKDYD
Sbjct: 1 MIDTPQIDTDEVDTEFAELVAASIEERRGRVLLVRLAGSTFKTIAQAVGVSIGTVRKDYD

Query: 61 TALAAHLDDPPDMMIARQRAVITDIMRANYPSHLNGDKEAAQTTLKALDREAKLFGLDAP
TALAAHLDDPPDMHIARQRAVITDIMRANYPSHLNGDKEAAQT L KALDREAKLFGLDAP
Shjct: 61 TALAAHLDDPPDMMIARQRAVITDIMRANYPSHLNGDKEAAQTTLKALDREAKLFGLDAP

Query: 121 TRVLAQUNNDDFAVEAARL TEHIQKIDPNELKELARAGQTQQPRPQDRPAAQDTTDEPLD
‘TRVLAQUNDDFAVEAARL TEHTQKTDPHEL KELARAGQTQQPRPQDRPAAQDTTDEPLD
Shjct: 121 TRVLAQUNNDDFAVEAARL TEHIQKTDPNELKELARAGQTQQPRPQDRPAAQDTTDEPLD

Query: 181 VELAEDGAQGPERDPAGAVADTAETGVESVAAAEPDDDYDDKSHLODDDTA 231

VELAEDGAQGPERDPAGAVADTAE TGVESVAAAEPDDDYDDKSHLODDDTA
Shjct: 181 VELAEDGAQGPERDPAGAVADTAETGVESVAAAEPDDDYDDKSHLODDDIA 231

>Tomlarah_71, DNA binding protein, 231

Length = 231
Score = 453 bits (1166), Expect = e-127
Tdentities = 231/231 (166%), Positives = 231/231 (166%)

Query: 1 MTDTPQIDTDEVDTEFAELVAASIEERRGRVLLVRLAGSTFKTIAQAVGVSIGTVRKDYD
MTDTPQTDTDEVDTEFAELVAASTEERRGRVL LMRLAGS TFKTIAQAVGVSIGTVRKDYD
Sbjct: 1 MIDTPQIDTDEVDTEFAELVAASIEERRGRVLLVRLAGSTFKTIAQAVGVSIGTVRKDYD

Query: 61 TALAAHLDDPPDMMIARQRAVITDIMRANYPSHLNGDKEAAQTTLKALDREAKLFGLDAP
TALAAHLDDPPDMHIARQRAVITDIMRANYPSHLNGDKEAAQT L KALDREAKLFGLDAP
Shjct: 61 TALAAHLDDPPDMMIARQRAVITDIMRANYPSHLNGDKEAAQTTLKALDREAKLFGLDAP

Query: 121 TRVLAQUNNDDFAVEAARL TEHIQKIDPNELKELARAGQTQQPRPQDRPAAQDTTDEPLD
‘TRVLAQUNDDFAVEAARL TEHTQKTDPHEL KELARAGQTQQPRPQDRPAAQDTTDEPLD
Shjct: 121 TRVLAQUNNDDFAVEAARL TEHIQKTDPNELKELARAGQTQQPRPQDRPAAQDTTDEPLD

Query: 181 VELAEDGAQGPERDPAGAVADTAETGVESVAAAEPDDDYDDKSHLODDDTA 231
VELAEDGAQGPERDPAGAVADTAE TGVESVAAAEPDDDYDDKSHLODDDTA
Shjct: 181 VELAEDGAQGPERDPAGAVADTAETGVESVAAAEPDDDYDDKSHLODDDIA 231

120

120

120

120
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RID BIMZSS5W201N (Expires on 07-21 23:34 pm)

Query ID Icl|Query_821648 Database Name nr

Description unnamed protein product Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental
Molecule type amino acid samples from WGS projects
Query Length 232 Program BLASTP 2.14.1+ b Citation

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

E)Graphit: Summary
© Show Conserved Domains

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

125 r 75 20 25 2

4 p 5 e 1o
Query soq. N
SRS

Distribution of the top 100 Blast Hits on 100 subject sequences &
Mouse over to see the title, click to show alignments

Color key for alignment scores
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T} Alignments o

Max  Total Query E Per.

Destibtoy Score Score Cover value | Ident | AN
O hypothetical protein PBI_EMPTEE 69 {Mycobacterium phage EmpTee] 457 457 99% Ge-162 100.00% AIDS9065.1
O hypothetical protein SEA_PRICKLES_ 71 [Mycobacterium phage Prickes] 455 455 Q9% 4e-161 9957% QGHT55941
O Rnase € Mycobacterium phage JacAttac 454 454 99% Ge-161 9957% YP 0090163831
O hypothetical protein SEA_LULUMAE 67 [Mycobacterium phage Lulumae] 453 453 Q9% 36160 9913% ASZ734601
O helixtum-helix DNA binding domain protein Mycobacterium phage Toni] 451 451 Q9% 26150 9870% UYLETSeT
O hypothetical protein SEA_OLIVERWALTER 70 {Mycobacterium phage Olveriatter] 449 449 99% Ge-159 9870% AWS0831
O Roase € (Mycobacterium phage Soto] 447 447 99% 4e-158 9827% YP 009100761
O hypothetical protein SEA_CHI DISH_70 [Mycobacterium phage Chilgish] 447 44T 99% O9e-158 O745% AXCITIZA
O hypothetical protein SEA_ALTPHACTS_68 [Mycobacterium phage AtPhacts] 446 446 Q9% 1e-157 O7.84% AVO246241
O hypothetical protein PBI_PHATCATS2014_71 [Mycobacterium phage PhatCats2014 442 442 99% 6Ge-156 O7.01% ANT419351
O helixtum-helix DNA binding protein [Mycobacterium phage Tooj] 440 440 99% 36155 96.98% wWAB107391
O hypothetical protein SEA_SHEILA_66 [Mycobacterium phage Sheila] 440 440 99% 5e-155 96.17% AIN918151
() hypothetical protein SEA_DERPP_70 [Mycobacterium phage Derpp] 439 439 99% B8e-155 9658% AOQ2EE3L1
O hypothetical protein SEA_PLACALICIOUS_70 [Mycobacterium phage Placalicious] 439 439 Q9% 1e-154 9658% AXHA3611
O hypothetical protein SEA_KAILASH_68 [Mycobacterium phage Kailash] 439 439 99% 1e-154 96.98% ATNS96E3 1
O hypotheical protein SEA_DINGO_67 [Mycobacterium phage Dinga] 439 439 99% 1e154 96.17% ATNSS7781
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[®Download v GenPept Graphics

hypothetical protein PBI_EMPTEE_69 [Mycobacterium phage EmpTee]
Sequence ID: AID59068.1 Length: 231 Number of Matches: 1
> See 24 more fitle(s)

Range 1: 1 to 231 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
457 bits(1176) 6e-162 Compositional matrix adjust. 231/231(100%) 231/231(100%) 0/231(0%)

Query 1 MIDTPQTDTDEVDTEFAELVAASIEERRGRVLLHRLAGSTFKTIAQAVGVSIGTVRKDYD 68
MTDTPQTDTDEVDTEFAELVAASTEERRGRVL LMRLAGSTFKTTAQAVGVSIGTVRKDYD
Sbjct 1 MIDTPQTDTDEVDTEFAELVAASTEERRGRVLLHRLAGSTFKTIAQAVGVSIGTVRKDYD 68

Query 61  IALAAHLDDPPDMMIARQRAVITDIMRANYPSHLNGDKEAAQTILKALDREAKLFGLDAP 120
TALAAHLDDPPDHMIARQRAVITDIMRANYPSHLNGDKEAAQT TLKALDREAKLFGLDAP
Sbjct 61  IALAAHLDDPPDMMIARQRAVITDIMRANYPSMLNGDKEAAQTILKALDREAKLFGLDAP 120

Query 121 TRVLAQUNNDDFAVEAARLIEHIQKIDPNELKELARAGQTQQPRPQDRPAAQDTTDEPLD 189
‘TRVLAQUNNDDF AVEAARL TEHTQKTDPNEL KELARAGQTQQPRPQDRPAAQDTTDEPLD
Sbjct 121  TRVLAQUNNDDFAVEAARLTEHIQKTDPNELKELARAGQTQQPRPQDRPAAQDTTDEPLD 189

Query 181 VELAEDGAQGPERDPAGAVADTAELGVESVAAAEPDDDYDDHSHNLDDDDIA 231
VELAEDGAQGPERDPAGAVADTAE LGVESVAAAEPDDDYDDKSHLDDDDIA
Sbjct 181 VELAEDGAQGPERDPAGAVADTAEIGVESVAAAEPDDDYDDKSNLDDDDIA 231

[Download v GenPept Graphics

hypothetical protein SEA_PRICKLES_71 [Mycobacterium phage Prickles]
Sequence ID: QGH75504.1 Length: 231 Number of Matches: 1

Range 1: 1to 231 GenPept Graphics
Score Expect Method Tdentities Positives Gaps
455 bits(1171) 4e-161 Compositional matrix adjust. 230/231(99%) 230/231(99%) 0/231(0%)

Query 1 MIDTPQTDTDEVDTEFAELVAASIEERRGRVLLHRLAGSTFKTIAQAVGVSIGTVRKDYD 68
MTDTPQTDTDEVDTEFAELVAASTEERRGRVL LMRLAGSTFKTTAQAVGVSIGTVRKDYD
Sbjct 1 MIDTPQTDTDEVDTEFAELVAASTEERRGRVLLHRLAGSTFKTIAQAVGVSIGTVRKDYD 68

Query 61  IALAAHLDDPPDMMIARQRAVITDIMRANYPSHLNGDKEAAQTILKALDREAKLFGLDAP 120
TALAAHLDDPPDHMIARQRAVI DIMRANYPSHLNGDKEAAQTILKALDREAKLFGLDAP
Sbjct 61  IALAAHLDDPPDMMIARQRAVIIDIMRANYPSMLNGDKEAAQTILKALDREAKLFGLDAP 120

Query 121 TRVLAQUNNDDFAVEAARLIEHIQKIDPNELKELARAGQTQQPRPQDRPAAQDTTDEPLD 189
‘TRVLAQUNNDDF AVEAARL TEHTQKTDPNEL KELARAGQTQQPRPQDRPAAQDTTDEPLD
Sbjct 121  TRVLAQUNNDDFAVEAARLTEHIQKTDPNELKELARAGQTQQPRPQDRPAAQDTTDEPLD 189

Query 181 VELAEDGAQGPERDPAGAVADTAEIGVESVAAAEPDDDYDDKSNLDDDDIA 231
VELAEDGAQGPERDPAGAVADTAE TGVE SVAAAEPDDDYDDHSHNLDDDDTA
Sbict 181 VELAEDGAQGPERDPAGAVADTAEIGVESVAAAEPDDDYDDWSNLDDDDIA 231




image776.png
Number of Hits: 250
Query MSA diversity (Neff): 7.0953

Detected sequence features: =Coiled coil segment(s)

Visualization

Resubmit Section

21 61
—— )

70H5_A




image777.png
Nr

Hit

2A09_ A

PF11242.11

PF19575.2

7)0Q_4

PF05344.14

SCOP_d2ao9%a1

2L0K A

Name

Phage protein; Structural genomics,
nine-fold NCS., PSI, Protein Structure
Initiative, Midwest Center for
Structural Gen

; DUF2774 ; Protein of unknown
function (DUF2774)

» HTH_58 ; Helix-turn-helix domain

Small Terminase subunit; viral
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DNA BINDING PROTEIN, VIR
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a.4.1.17 (A:13-132) Phage protein
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, bebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3202.

Database: Actinobacteriophage Proteins as of Jul 15, 2023
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Sequences producing significant alignments:

To0j_69, function unknown, 194
Daka_Draft_71, function unknown, 194
Virapocalypse. 72, function unknown, 194
Vaticameos_68, function unknown, 194
True_69, function unknown, 194
Spartan300_70, function unknown, 194
ProfessorX_69, function unknown, 194
Prickles_72, function unknown, 194
Orwigg_Draft_71, function unknown, 194
Lumine_72, function unknown, 194
LuckyMarjie_68, function unknown, 194
JangoPhett 59, function unknown, 194
Hsavage_69, function unknown, 194
Doesntiatter_68, function unknown, 194
Bluephacebaby 70, function unknown, 194
Bishoperium_71, function unknown, 194
Beaglebox 69, function unknown, 194
Telesworld 69, function unknown, 198
Oliverualter_71, function unknown, 198
Lego3393_69, function unknown, 198
Frankicide_Draft_73, function unknown, 194
Olive_69, Tunction unknown, 194
Phunky_69, function unknown, 194
Manad_70, function unknown, 198
Colbert_69, function unknown, 198
Riggan_72, function unknown, 194
Antonia_70, function unknown, 194
ABU_70, function unknown, 198
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>Virapocalypse_72, function unknown, 194

Score

Length = 194

112

400 bits (1029), Expect

Tdentities = 193/194 (99%), Positives = 193/194 (99%)

Query:
Shjet:
Query:
Shjet:
Query:
Shjet:
Query:

Sbjct:

1 MPETGPLIKHTAVLSERHLVVELPGRHHDVLPSEFPEIVSACERRARAADAHGLELGG
MPETGPLIKHTAVLSERHLVVVELPGR HDVLPSEFPEIVSACERRARAWADAHGLELGG
1 MPETGPLIKHTAVLSERHLVVELPGRRHDVLPSEFPEIVSACERRARAADAHGLELGS

61 LGVYSSASCEGKPARVGVSFEVVVGKGE TDADQSPAGHLDRWRHSGGRLOWKRIIVEIRSD
L6VYSSASCEGKPARVGVSF EVVGKGE LDADQSPAGHLDRWRWSGGRLDWNRNVENRSD.
61 LGVYSSASCEGKPARVGVSFEVVVGKGE TDADQSPAGHL DRWRHSGGRLOKRIIVNIRSD

121 QREGRKLVAREEGDNIVAFPRLASVDHASAAPCGAGGSGASGHTGQKSSQUSYHAVVDDR
QREGRKLVAREEGDIIVAFPRLASVDHASARPCGAGGSGASGHTGOKSSQUSYHAVVDDR
121 QREGRKLVAREEGDNIVAFPRLASVDHASAAPCGAGGSGASGHTGQKSSQUSYHAVVDDR

151 NNGELLDRPEDGAQ 194
NNGELLDRPEDGAQ
151 NNGELLDRPEDGAQ 194

>Vaticameos_68, function unknown, 194
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1 MPETGPLIKHTAVLSERHLVVELPGRRHDVLPSEFPEIVSACERRARAADAHGLELGS

61 LGVYSSASCEGKPARVGVSFEVVVGKGE TDADQSPAGHLDRWRHSGGRLOWKRIIVEIRSD
L6VYSSASCEGKPARVGVSF EVVGKGE LDADQSPAGHLDRWRWSGGRLDWNRNVENRSD.
61 LGVYSSASCEGKPARVGVSFEVVVGKGE TDADQSPAGHL DRWRHSGGRLOKRIIVNIRSD

121 QREGRKLVAREEGDNIVAFPRLASVDHASAAPCGAGGSGASGHTGQKSSQUSYHAVVDDR
QREGRKLVAREEGDIIVAFPRLASVDHASARPCGAGGSGASGHTGOKSSQUSYHAVVDDR
121 QREGRKLVAREEGDNIVAFPRLASVDHASAAPCGAGGSGASGHTGQKSSQUSYHAVVDDR

151 NNGELLDRPEDGAQ 194
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RID BIP3DPY3016 (Expires on 07-21 23:53 pm)

Query ID [cl|Query_151781 Database Name nr
Description unnamed protein product Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental

Molecule type amino acid samples from WGS projects
Query Length 195 Program BLASTP 2.14.1+ b Citation

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

© Graphic Summary
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W <40 W40-50 W 50-80 W 80-200 W >=200
1 30 60 90 120 150 180





image784.png
11 Alignments

o

Description

‘hypothetical protein SEA_TOOJ_69 [Mycobacterium phage Tooj]

hypothetical protein SEA_VIRAPOCALYPSE_72 [Mycobacterium phage Virapocalypse]

hypothetical protein SEA_LEGO3393_69 [Mycobacterium phage Lego3393

‘hypothetical protein AU159_gp069

cobacterium phage Colbert]

‘hypothetical protein HL05_gp070 [Mycobacterium phage Manad]

hypothetical protein SEA_PHUNKY_69 [Mycobacterium phage Phunky]

hypothetical protein SEA_OLIVE_69 [Mycobacterium phage Olive]

hypothetical protein SEA_RIGGAN_72 [Mycobacterium phage Riggan]

‘hypothetical protein ABU_70 [Mycobacterium phage ABU|

hypothetical protein SEA_ANTONIA_70 [Mycobacterium phage Antonia]

‘hypothetical protein PBI_SWISH_T2 [Mycobacterium phage Swish]

hypothetical protein SEA_CHARLIEGBROWN_69 [Mycobacterium phage CharlieGBrown]

hypothetical protein PBI_ZONIA_72 [Mycobacterium phage Zonia]

0Oo0oo0ooo0oo0ooooooooao
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YP_009191063.1
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hypothetical protein SEA_TOOJ_69 [Mycobacterium phage Tooj]
Sequence ID: WAB10740 1 Length: 194 Number of Matches: 1

Range 1: 1 to 194 Genpept Gray

Score Expect Method Tdentities Positives Gaps
391 bits(1005) 4e-137 Compositional matrix adjust. 194/194(100%) 194/194(100%) 0/194(0%)

Query 1 MPETGPLIKHTAVLSERHLVVVELPGRHHDVLPSEFPEIVSACERRARAKADAHGLELGG 60
MPETGPLIKHTAVL SERHLVVVELPGRHHDVL PSEFPE TVSACERRARAWADAHGLELGG
Sbjct 1 MPETGPLIKHTAVLSERHLVVVELPGRHHDVLPSEFPEIVSACERRARAKADAHGLELGG 60

Query 61  LGVYSSASCEGKPARVGVSFEVVVGKGEIDADQSPAGHLDRNRHSGGRLDHHRNVENRSD 120
LGVYSSASCEGKPARVGYSFEVVVGKGE TDADQSPAGHLDRKRHSGGRLDMWRNVFNRSD
Sbjct 61  LGVYSSASCEGKPARVGVSFEVVVGKGEIDADQSPAGHLDRNRHSGGRLDHHRNVFNRSD 120

Query 121 QREGRKLVAREEGDNIVAFPRLASVDHASAAPCGAGGSGASGHTGOKSSQUSYHAVVDDR 180
QREGRKLVAREEGDNIVAFPRLASVDHASAAPCGAGGSGASGHTGQKSSQUSYHAVVDDR
Sbjct 121 QREGRKLVAREEGDNIVAFPRLASVDHASAAPCGAGGSGASGHTGQKSSQUSYHAVVDDR 180

Query 181 NNGELLDRPEDGAQ 194
NNGELLDRPEDGAQ
Sbjct 181 NNGELLDRPEDGAQ 194

[BDownload v GenPept Graphics

hypothetical protein SEA_VIRAPOCALYPSE_72 [Mycobacterium phage Virapocalypse]
Sequence ID: ATN92390.1 Length: 194 Number of Matches: 1
> See 12 more fitle(s)

Range 1: 1 to 194 GenPept Gray

Score Expect Method Tdentities Positives Gaps
388 bits(997) 6e-136 Compositional matrix adjust. 193/194(99%) 193/194(99%) 0/194(0%)

Query 1 MPETGPLIKHTAVLSERHLVVVELPGRHHDVLPSEFPEIVSACERRARAKADAHGLELGG 60
MPETGPLIKHTAVLSERHLVVVELPGR HDVLPSEFPEIVSACERRARAWADAHGLELGG
Sbjct 1 MPETGPLIKHTAVLSERHLVVVELPGRRHDVLPSEFPEIVSACERRARAKADAHGLELGG 60

Query 61  LGVYSSASCEGKPARVGVSFEVVVGKGEIDADQSPAGHLDRNRHSGGRLDHHRNVENRSD 120
LGVYSSASCEGKPARVGYSFEVVVGKGE TDADQSPAGHLDRKRHSGGRLDMWRNVFNRSD
Sbjct 61  LGVYSSASCEGKPARVGVSFEVVVGKGEIDADQSPAGHLDRNRHSGGRLDHHRNVFNRSD 120

Query 121 QREGRKLVAREEGDNIVAFPRLASVDHASAAPCGAGGSGASGHTGOKSSQUSYHAVVDDR 180
QREGRKLVAREEGDNIVAFPRLASVDHASAAPCGAGGSGASGHTGQKSSQUSYHAVVDDR
Sbjct 121 QREGRKLVAREEGDNIVAFPRLASVDHASAAPCGAGGSGASGHTGQKSSQUSYHAVVDDR 180

Query 181 NNGELLDRPEDGAQ 194
NNGELLDRPEDGAQ
Sbjct 181 NNGELLDRPEDGAQ 194
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Joint Center for Structural Genomics,
JCSG, Protei
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Selected: 1 ORFStop :53120 5End|875 533 458 72
ORF Length : 855 FEnd|551 824 668 733
1 [T I TT T | [ [T
Sequence of the Region |Start|start ORF
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CGTGCTCAGCGAGCGCCATCIC GTG 585583 528
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, bebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3202.

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(161 letters)

Distribution of 100 Blast Hits on the Query Sequence

Mouse-over to show defline and scores. Click to show alignments ]
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Score  E
Sequences producing significant alignments: (bits) Value

Zaider_73, function unknown, 140 283 1e-76
True_76, function unknown, 140 283 1e-76
Telesworld 70, function unknown, 140 283 1e-76
Soto_69, function unknown, 140 283 1e-76
Roscoe_72, function unknown, 148 283 1e-76
Riggan_73, function unknown, 148 283 1e-76
Prickles_73, function unknown, 148 283 1e-76
Omniscient_73, function unknown, 140 283 1e-76
Mecca_72, Tunction unknown, 140 283 1e-76
Lumine_73, function unknown, 140 283 1e-76
LuckyMarjie_69, function unknown, 140 283 1e76
Lego3393_76, function unknown, 148 283 1e-76
KingVeveVe_70, function unknown, 140 283 1e76
JangoPhett 70, function unknown, 140 283 1e76
Frankicide_Draft_74, function unknown, 148 283 1e-76
Dione_70, function unknown, 140 283 1e-76
Daka_Draft_72, function unknown, 140 283 1e-76
Crownjwl_78, function unknown, 140 283 1e76
Cheetd_71, function unknown, 140 283 1e-76
Boehler 71, function unknown, 148 283 1e-76
Bishoperium_72, function unknown, 140 283 1e76
Beaglebox 78, function unknown, 148 283 1e-76
Basato_71, function unknown, 148 283 1e-76
AltPhacts_70, function unknown, 140 283 1e-76
48U_71, function unknown, 140 283 1e-76
AbsoluteMadLad_71, function unknown, 140 283 1e-76
Samaymay_72, function unknown, 140 282 2076
QueenBeane_72, function unknown, 140 282 2076
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>Zaider_73, function unknown, 148
Length = 140

Score = 283 bits (723), Expect = 1e-76
Tdentities = 148/148 (166%), Positives = 146/148 (106%)

Query: 1 MSDDLDRQRLWNNGHTDDEVIEGTGAVFDATVLYGQTDDVDAHLADAVKTGQLPGDPAAY 60
MSDDLDRQRLINNGHTDDEVIEGTGAVFDATVLYGQTDDVDAHLADAVKTGQLPGDPAAY
Sbjct: 1 MSDDLDRORLWNNGHTDDEVIEGTGAVFDATVLYGQTDDVDAHLADAVKTGQLPGDPAAY 60

Query: 61 DARDERTFLASMRDSTDVTVRTLGVLGVWLLDNGVTHPHRGARALLAELAEYDLQTVIGA 120
DARDERTFLASHRDSTDVTVRTLGVLGVALLDNGVTHPHRGARALLAELAEYDLQTVIGA
Sbjct: 61 DARDERTFLASMRDSTDVTVRTLGVLGVWLLDNGVTHPHRGARALLAELAEYDLQTVIGA 120

Query: 121 DLDTFIREIQRLRDERGGTA 140
DLDTFIREIQRLRDERGGTA
Sbjct: 121 DLDTFIREIQRLRDERGGTA 140

>True_76, function unknown, 148
Length = 140

Score = 283 bits (723), Expect = 1e-76
Tdentities = 148/148 (166%), Positives = 146/148 (106%)

Query: 1 MSDDLDRQRLWNNGHTDDEVIEGTGAVFDATVLYGQTDDVDAHLADAVKTGQLPGDPAAY 60
MSDDLDRQRLINNGHTDDEVIEGTGAVFDATVLYGQTDDVDAHLADAVKTGQLPGDPAAY
Sbjct: 1 MSDDLDRORLWNNGHTDDEVIEGTGAVFDATVLYGQTDDVDAHLADAVKTGQLPGDPAAY 60

Query: 61 DARDERTFLASMRDSTDVTVRTLGVLGVWLLDNGVTHPHRGARALLAELAEYDLQTVIGA 120
DARDERTFLASHRDSTDVTVRTLGVLGVALLDNGVTHPHRGARALLAELAEYDLQTVIGA
Sbjct: 61 DARDERTFLASMRDSTDVTVRTLGVLGVWLLDNGVTHPHRGARALLAELAEYDLQTVIGA 120

Query: 121 DLDTFIREIQRLRDERGGTA 140
DLDTFIREIQRLRDERGGTA
Sbjct: 121 DLDTFIREIQRLRDERGGTA 140
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RID BIPKB7DSOIN (Expires on 07-22 00:01 am)

Icl|Query_493349 Database Name nr

unnamed protein product Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental
Molecule type amino acid samples from WGS projects
Query Length 141 Program BLASTP 2.14.1+ b Citation

Other reports: > Search Summary [Taxonomy, reports] [Distance tree of results] [Multiple alignment] [MSA viewer]
Analyze your query with SmartBLAST
E)Graphi(: Summary
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‘hypothetical protein PBI_SOTO_69 [Mycobacterium phage Soto]

hypothetical protein SEA_CAML_72 [Mycobacterium phage Carml ]

‘hypothetical protein SEA_VALJEAN_71 [Mycobacterium phage Valjean]
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hypothetical protein PBI_SOTO_69 [Mycobacterium phage Soto]
Sequence ID: YP_009100878 1 Length: 140 Number of Matches: 1
> See 21 more fitle(s)

Range 1: 1 to 140 GenPept Graphics
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MSDDLDRQRLUNNGHTDDEVIEGTGAVFDATVLYGQTDDVDAHL ADAVKTGQLPGDPAAY

DARDERTFLASMRDSTDVTVRTLGVLGVHLLDNGVTHPHRGARALLAELAEYDLQTVIGA.
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hypothetical protein SEA_CAML_72 [Mycobacterium phage CamL]
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Starts : 10 ORF Start : 53072 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop :53533 5End|842 684 316 57

ORF Length : 468 F'End|451 860 752 364
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algarno |Sequence of the Region |Start|starc ORF

Space Upstream of the Start |Codon|Position |Length

8 ACCGGCCCGAGGACGGTGCCCA | ATG 55117 423
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8 CTCGATGCGCGACAGCACTGAC GTG 59348 1s2
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7 CGTGACCGTGCGCACCCICGGT GIG 593¢€9 171

8 GCGCACCCTCGGTGIGCICGGC GIG 59378 1l€2

7 CCCGCACAGGGGAGCACGTIGCG TTIG 59425 111
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Virapocalypse_74, function unknown, 61
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Signan_73, function unknown, 61
Samaymay_73, function unknown, 61
QueenBeane_73, function unknown, 61
LuckyMarjic_70, function unknown, 61
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>Virapocalypse_74, function unknown, 61

Length = 61
Score = 143 bits (361), Expect = le-34
Tdentities = 61/61 (166%), Positives = 61/61 (166%)

Query: 1 MAAPRISPFRDRFGRYCGPLKIKTAAVLDPAPYDDLDHCIGCHRHAVDGHEHGCPYRGAN 60
MAAPRIISPFRDRFGRYCGPLKTKTAAVLDPAPYDDLDHCIGCHRHAVDGHEHGCPYRGAK
Shjct: 1 MAAPRISPFRDRFGRYCGPLKIKTAAVLDPAPYDDLDHCIGCHRHAVDGHEHGCPYRGAN 60

Query: 61D 61
o
Sbjct: 61D 61

>Veritas_72, function unknown, 61
Length = 61

Score = 143 bits (361), Expect = le-34
Tdentities = 61/61 (166%), Positives = 61/61 (166%)

Query: 1 MAAPRISPFRDRFGRYCGPLKIKTAAVLDPAPYDDLDHCIGCHRHAVDGHEHGCPYRGAN 60
MAAPRIISPFRDRFGRYCGPLKTKTAAVLDPAPYDDLDHCIGCHRHAVDGHEHGCPYRGAK
Shjct: 1 MAAPRISPFRDRFGRYCGPLKIKTAAVLDPAPYDDLDHCIGCHRHAVDGHEHGCPYRGAN 60

Query: 61D 61
o
Sbjct: 61D 61
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RID BIR8G4HA016 (Expires on 07-22 00:13 am)
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samples from WGS projects
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Other reports: »Search Summary [Taxonomy_reports] [Distance tree of results] [Multiple alignment] [MSA viewer]
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Putative conserved domains have been detected, click on the image below for detailed results.
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11 Alignments o
S Sore|Sens| Gover v | liry | s5on
O hypothetical protein CL95_gp073 [Mycobacterium phage JacAttac] 128 128 98% 4e-37 100.00% YP_0090153361
O hypothetical protein KNT94_gp64 [Mycobacterium phage KingTut] 127 127 98% 7e-37 98.36% YP_ 0100965771
O hypothetical protein PBI_SOTO_70 [Mycobacterium phage Soto] 127 127 98% 1e-36 98.36% YP_ 0091008791
O hypothetical protein PBI_PG1_73 [Mycobacterium phage PG1] 126 126 98% 3e-36 98.36% NP 9438511
O hypothetical protein VISTA_72 [Mycobacterium phage Vista] 125 125 98% 56-36 96.72% YP_ 0090168611
O hypothetical protein FANG. 74 [Mycobacterium phage Fang] 125 125 98% 8e-36 96.72% ADAS38991
O hypothetical protein SEA_HELD_71 [Mycobacterium phage Held] 125 125 98% 9e-36 96.72% AOZ64208.1
O hypothetical protein MORGUSHI_71 [Mycobacterium phage Morgushi] 124 124 98% 2035 9508% AE0940891
mM 497 499 QR0. 2Aa AE QR 7O0L Al AAELOA 4
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Download v GenPept Graphics
hypothetical protein CL95_gp073 [Mycobacterium phage JacAttac]
Sequence ID: YP_009018386 1 Length: 61 Number of Matches: 1

> See 15 more fitle(s)

Range 1: 1 to 61 GenPept Graphics

Score Expect Method Identities Positives Gaps
128 bits(321) 4e-37 Compositional matrix adjust. 61/61(100%) 61/61(100%) 0/61(0%)

Query 1 MAAPRNSPFRDRFGRYCGPLKIKTAAVLDPAPYDDLDHCIGCHRHAVDGHEHGCPYRGAW 60
MAAPRNSPFRDRFGRYCGPLKIKTAAVLDPAPYDDLDHC TGCHRHAVDGHEHGCPYRGAN
Sbjct 1 MAAPRNSPFRDRFGRYCGPLKIKTAAVLDPAPYDDLDHCIGCHRHAVDGHEHGCPYRGAN 60
Query 61 D 61
0

sbjct 61 D 61

Download + GenPept Graphics

hypothetical protein KNT94_gp64 [Mycobacterium phage KingTut]
Sequence ID: YP_010096577.1 Length: 61 Number of Matches: 1
»See 4 more title(s)

Range 1: 1 to 61 GenPept Graphics

Score Expect Method Identities  Positives Gaps
127 bits(320) 7e-37 Compositional matrix adjust. 60/61(98%) 61/61(100%) 0/61(0%)

Query 1 MAAPRNSPFRDRFGRYCGPLKIKTAAVLDPAPYDDLDHCIGCHRHAVDGHEHGCPYRGAW 60
MAPRNSPFRDRFGRYCGPLKIKTAAVLDPAPYDDLDHC +GCHRHAVDGHEHGCPYRGAN
Sbjct 1 MAAPRNSPFRDRFGRYCGPLKIKTAAVLDPAPYDDLDHCVGCHRHAVDGHEHGCPYRGAN 60
Query 61 D 61
0

sbjct 61 D 61
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s 252 7 GTTCGGGCGCTACTGCGGCCCC  TTG 59580 125
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Jinghui Zhang, Zheng Zhang, bebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3202.
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Score  E

Sequences producing significant alignments: (bits) Value
Puhltonio_72, function unknown, 114 226 1e-s9
Hurdoc_71, function unknown, 114 226 1e-s9
Lasso_73, function unknown, 114 226 1e-s9
Kloppinator_74, function unknown, 114 226 1e-s9
Daka_Draft_74, function unknown, 114 226 1e-s9
Burr_74, function unknown, 114 226 1e-s9
Altwerkus_73, function unknown, 114 226 1e-s9
Rabcd_74, function unknown, 114 225 2e-s9
Squiggle_73, function unknown, 114 225 3e-s9
Vortex_73, function unknown, 114 224 e-s9
Vivaldi_7, function unknown, 114 224 e-s9
Vaishali2a 75, function unknown, 114 224 e-s9
UAch1_75, Function unknown, 114 224 e-s9
Pinkman_74, function unknown, 114 224 e-s9
Manad_73, function unknown, 114 224 e-s9
Kikipoo_76, function unknown, 114 228 4e-59
Jiminy 74, function unknown, 114 228 4e-59
IsaacEli_76, function unknown, 114 224 e-s9
Hocus_72, function unknown, 114 224 e-s9
Hetaeria 74, function unknown, 114 224 e-s9
Hertubise_74, function unknown, 114 224 e-s9
Harvey_71, function unknown, 114 224 e-s9
Cosnol1i16_76, function unknown, 114 224 e-s9
Antonia_73, function unknown, 114 224 e-s9
Aelin_73, function unknown, 114 224 e-s9
Tooj_71, function unknown, 155 224 se-s9
Robyn_75, function unknown, 114 224 7e-s9
Kuadwo_73, function unknown, 114 224 7e-s9
Carthage_74, function unknown, 114 228 7e-59
Fozzie_Draft_73, function unknown, 114 223 se-so
Nicole21 75, function unknown, 114 223 1le-ss
Katniss_76, function unknown, 114 223 1le-ss
Schadenfreude_74, function unknown, 114 223 2e-s8
Uncleowie_71, function unknown, 114 222 2e-s8
TallgrassHi_73, function unknown, 114 222 2e-s8
Newnan_72, Function unknown, 114 222 2e-s8
Virapocalypse_75, function unknown, 114 222 3e-s8
True_72, function unknown, 114 222 3e-58
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>Puhltonio_72, function unknown, 114
Length = 114

Score = 226 bits (577), Expect = le-59
Tdentities = 114/114 (166%), Positives = 114/114 (166%)

Query: 1 MAMTTEPVTAPHYIEHRVRLTRDEARAVAAGTYVPGTVPVHGAPTVIDKRAQUARRQOAE 60
MAMTTEPVTAPHTEHRVRL TRDEARAVAAGTYVPGTVPVHGAP TVIDKRAQUARRQQAE
Shjct: 1 MAMTTEPVTAPHMIEHRVRLTRDEARAVAAGTYVPGTVPVHGAPTVIDKRAQUARRQOAE 60

Query: 61 RDAQAAWVRQAAGTLWMSAQRVSPARREKTLTKRAELITAALAKGLOLGGLTV 114
RDAQAAWVRQAAGT LIWSAQRVNSPARREKTL TKRAEL TTAALAKGLDLGGLTV.
Shjct: 61 RDAQAAMVROAAGTLWMSAQRVNSPARREKTLTKRAELITAALAKGLDLGGLTV 114

>hurdoc_71, function unknown, 114
Length = 114

Score = 226 bits (577), Expect = le-59
Tdentities = 114/114 (166%), Positives = 114/114 (166%)

Query: 1 MAMTTEPVTAPHYIEHRVRLTRDEARAVAAGTYVPGTVPVHGAPTVIDKRAQUARRQOAE 60
MAMTTEPVTAPHTEHRVRL TRDEARAVAAGTYVPGTVPVHGAP TVIDKRAQUARRQQAE
Shjct: 1 MAMTTEPVTAPHMIEHRVRLTRDEARAVAAGTYVPGTVPVHGAPTVIDKRAQUARRQOAE 60

Query: 61 RDAQAAWVRQAAGTLWMSAQRVSPARREKTLTKRAELITAALAKGLOLGGLTV 114
RDAQAAWVRQAAGT LIWSAQRVNSPARREKTL TKRAEL TTAALAKGLDLGGLTV.
Shjct: 61 RDAQAAMVROAAGTLWMSAQRVNSPARREKTLTKRAELITAALAKGLDLGGLTV 114
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RID BIS4WYVX013 (Expires on 07-22 00:28 am)

Query ID Icl|Query_94430 Database Name nr
Description unnamed protein product Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental
Molecule type amino acid samples from WGS projects
Query Length 115 Program BLASTP 2.14.1+ b Citation

Other reports: B Search Summary [Taxonomy, reports] [Distance tree of results] [Multiple alignment] [MSA viewer]
Analyze your query with SmartBLAST
E)Graphi(: Summary

© Show Conserved Domains
No putative conserved domains have been detected
Distribution of the top 68 Blast Hits on 68 subject sequences &

Mouse over to see the title, click to show alignments
Color key for alignment scores
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11 Alignments - Download o
S Sore|Sers| oo v | liry | s5on
O hypothetical protein PUHLTONIO_72 [Mycobacterium phage Puitonio] 226 226 99% 3e-74 100.00% ACU41901
O hypothetical protein SEA MRABCD, 74 [Mycobacterium phage MRabed] 224 224 99% 1e73 99.12% AZS09059.1
O hypothetical protein SEA_SQUIGGLE_73 [Mycobacterium Phage Squiggle] 224 224 98% 1e-73 100.00% AZF9ss781
O hypothetical protein SEA_TOOJ_71 [Mycobacterium phage Tooil 226 226 99% 2073 9825% WAB107741
O hypothetical protein HL0S5_gp073 [Mycobacterium phage Manad] 224 224 99% 2073 99.12% Y 0090433481
O hypothetical protein SEA_KWADWO_73 [Mycobacterium phage Kwadwol 223 223 99% 3e73 9825% AZS084651
O hypothetical protein SEA_CARTHAGE_74 [Mycobacterium phage Carthage] 223 223 99% 3e73 9825% QBI98346.1
O hypothetical protein SEA_KATNISS_76 [Mycobacterium phage Katniss] 223 223 99% 6e73 9825% QzD984531
O hypothetical protein SEA_SCHADENFREUDE_74 [Mycobacterium phage Schadenfreude] 223 223 99% T7e73 9825% AYQ9E7491
O hypothetical protein SEA_NICOLE21_75 [Mycobacterium phage Nicole21 223 223 99% Te73 99.12% URP22051
O hypothetical protein UNCLEHOWIE_71 [Mycobacterium phage UncleHowie] 222 222 99% 1e72 97.37% YP_0091682511
O hypothetical protein TALLGRASSMM_73 [Mycobacterium phage TallGrassh] 222 222 98% 1e72 99.12% AER492831
O hypothetical protein SEA_DONSANCHON_70 [Mycobacterium phage DonSanchon] 222 222 99% 1e72 97.37% AXH675881
[m] 222 222 99% 1e72 97.37% Y 0090183871
[m] 221 221 99% 2072 9825% YP 0080521491
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Download + GenPept Graphics

hypothetical protein PUHLTONIO_72 [Mycobacterium phage Puhltonio]
Sequence ID: ACU41909.1 Length: 114 Number of Matches: 1
»See 5 more fitle(s)

Range 1: 1 to 114 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
226 bits(576) 3e-74 Compositional matrix adjust. 114/114(100%) 114/114(100%) 0/114(0%)

Query 1 MANTTEPVTAPHMIEHRVRLTRDEAAAVAAGTYVPGTVPVHGAPTVIDKRAQNAARQQAE 60
MANTTEPVTAPHMIEHRVRL TRDEAAAVAAGTYVPGTVPVHGAPTVIDKRAQNAARQQAE
Sbjct 1 MANTTEPVTAPHMIEHRVRLTRDEAAAVAAGTYVPGTVPVHGAPTVIDKRAQNAARQQAE 60

Query 61  RDAQAANVRQAAGTLKNSAQRVNSPARREKTLTKRAELITAALAKGLDLGGLTV 114
RDAQAAWVRQAAGT LINSAQRVNSPARREKT L TKRAEL ITAALAKGLDLGGLTV.
Sbjct 61  RDAQAANVRQAAGTLHNSAQRVNSPARREKTLTKRAELITAALAKGLDLGGLTV 114

EIDownload + GenPept Graphics

hypothetical protein SEA_MRABCD_74 [Mycobacterium phage MRabcd]
Sequence ID: AZS09059.1 Length: 114 Number of Matches: 1

Range 1: 1to 114 GenPept Gray
Score Expect Method Tdentities Positives Gaps
224 bits(572) 1e-73 Compositional matrix adjust. 113/114(99%) 114/114(100%) 0/114(0%)

Query 1 MANTTEPVTAPHMIEHRVRLTRDEAAAVAAGTYVPGTVPVHGAPTVIDKRAQNAARQQAE 60
MANTTEPVTAPHMIEHRVRL TRDEAAAVAAGTYVPGTVPVHGAPTVIDKRAQNAAR +QAE
Sbjct 1 MANTTEPVTAPHMIEHRVRLTRDEAAAVAAGTYVPGTVPVHGAPTVIDKRAQNAAREQAE 60

Query 61  RDAQAANVRQAAGTLKNSAQRVNSPARREKTLTKRAELITAALAKGLDLGGLTV 114
RDAQAAWVRQAAGT LINSAQRVNSPARREKT L TKRAEL ITAALAKGLDLGGLTV.
Sbjct 61  RDAQAANVRQAAGTLHNSAQRVNSPARREKTLTKRAELITAALAKGLDLGGLTV 114
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Nr

Hit

PF12091.11

PF07862.14

PF10078.12

7253.Q

PF11387.11

Name

; DUF3567 ; Protein of unknown function
(DUF3567)

; Nif11; Nif11 domain

; DUF2316 ; Uncharacterized protein
conserved in bacteria (DUF2316)

Myeloperoxidase inhibitor SPIN;
Oxidoreductase, protein inhibitor,
Complex; HET: FUC, NAG, MAN, CSO, EDO,
BMA, HEC; 2.28

; DUF2795 ; Protein of unknown function
(DUF2795)

Probability
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Sequences producing significant alignments:

Zonia_6, RuvC-like resolvase, 184
Zelda_6, RuvC-like resolvase, 184
Zaider_7, RuvC-like resolvase, 184
YouGoGlencoco_6, RuvC-like resolvase, 184
Xavier_6, RuvC-like resolvase, 184
Vista_6, RuvC-like resolvase, 184
Virgeve_6, RuvC-like resolvase, 184
Virapocalypse_6, RuvC-like resolvase, 184
Vaticameos_6, RuvC-like resolvase, 184
Valjean_6, RuvC-like resolvase, 184
Usavi_Draft_7, function unknoun, 184
UncleHowie_6, RuvC-like resolvase, 184
UAch1_6, RuvC-like resolvase, 184
True_6, RuvC-like resolvase, 184
Toni_6, RuvC-like resolvase, 184
TomBombadil_6, RuvC-like resolvase, 184
Timmi_6, RuvC-like resolvase, 184
ThreeOh302_6, RuvC-like resolvase, 184
Telesuorld 6, RuvC-like resolvase, 184
TallGrasshi_6, RuvC-like resolvase, 184
Swish_6, RuvC-like resolvase, 184
Swiphy_Draft_6, function unknown, 184
Squiggle_6, RuvC-like resolvase, 184
Squid_6, RuvC-like resolvase, 184
Spartan36e_6, RuvC-like resolvase, 184
Sophia_6, RuvC-like resolvase, 184
Solosis_6, RuvC-like resolvase, 184
Soile_6, RuvC-like resolvase, 184
slatt_6, RuvC-like resolvase, 184
Simielle Draft_7, function unknoun, 184
Sigman_6, RuvC-like resolvase, 184
shival_6, RuvC-like resolvase, 184
Serpentine_66, RuvC-like resolvase, 184
Serendipity_6, RuvC-like resolvase, 184
Scoot17¢_6, RuvC-like resolvase, 184
SassyCat07_6, RuvC-like resolvase, 184
Samaymay_6, RuvC-like resolvase, 184
Riggan_6, RuvC-like resolvase, 184
Redbiaple_6, RuvC-like resolvase, 184
QueenBeane_6, RuvC-like resolvase, 184
Prickles_6, RuvC-like resolvase, 169
Pops_6, RuvC-like resolvase, 184
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Statts : 7 ORF Start : 53584 Cdn1 Cdn2 Cdn3 Length .
Selected: 1 ORF Stop : 60087 5End 793 B55 759 &7 —‘,
ORF Length : 504 FEnd|557 868 728 343

[ I [ I I ] 59684
Shine D |algarno |Sequence of the Region [Start|start  [omr
¢ |score |[space [upstream of the start |codon|Position [Length
1 i3ss 8 CATTGCATCGGCTGCCACCGGC |ATG 59656 432
2 33¢ 8 CGGCGGGCAACGGGCCTATGCT |GIG (59743 345
3 a1s 8 GCAACGGGCCTATGCTGTGGCC |ATG 59745 |339
4 231 7 CGAGCCGGTTACCGCCCCGCAC  ATG 59779 308
s 255 S TGGCACCTACGTTCCCGGCACG  GTG 59854 234
€ 255 S GCGTGACGCTCAGGCGGCGTGG  GTG 59544 144
7 231 8 CAAGGGCCTCGATCTCGGCGGG TTG €007€ 12
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, bebb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, MNucleic Acids Res. 25:3389-3202.

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query:
(201 letters)

Distribution of 100 Blast Hits on the Query Sequence

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

Color Key for Alignnent Scores
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Score
Sequences producing significant alignments: (bits) Value

Vortex_74, function unknown, 200
Virapocalypse_76, function unknown, 200
Vaticameos_72, function unknown, 200
Trypo_76, Tunction unknown, 200

Toni_75, function unknown, 200
Swiphy_Draft_78, function unknown, 200
Squid_74, function unknown, 200
Spartan300_74, function unknown, 200
Soile_76, Tunction unknown, 200
Prickles_76, function unknown, 268
Phatlouie_Draft_78, function unknown, 208
Phareon_73, function unknown, 268
Hutante_76, function unknown, 200
Jangophett 73, function unknown, 200
Eugenia_Draft_76, function unknown, 208
Durga_77, function unknown, 200
DelRivs_Draft_73, function unknown, 200
Daka_Draft_75, function unknown, 200
Craff_77, Tunction unknown, 200
Childish_75, function unknown, 200
Chaelin_76, function unknown, 200
Bluephacebaby_74, helix-turn-helix DNA binding domain protein, 200
Zaider_76, function unknown, 200
uindsor_75, helix-turn-helix DNA binding domain protein, 200
Wallhey 76, function unknown, 200
Vivaldi_75, function unknown, 200
Valjean_74, function unknown, 200
Usavi_Draft_77, function unknown, 200
Tooj_72, function unknown, 200
Tonlarah_76, function unknown, 200
Suffolk_73, function unknown, 200
Soto_72, function unknown, 200
simielle_Draft_75, function unknown, 200
Signan_75, function unknown, 200

Sheila 71, function unknown, 200
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206 e-113
206 e-113
206 e-113
206 e-113
206 e-113
206 e-113
206 e-113
206 e-113
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206 e-113
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>Vortex_74, function unknown, 268
Length = 200

Score = 406 bits (1044), Expect = e-113
Tdentities = 208/260 (166%), Positives = 208/208 (166%)

Query: 1 MIDTLDRDDLDSDIEAAPLPAWQPDHSLUPATLAGSPVTHKQLRPPDRAWAVAVLRRIGY 60
MTDTLDRDDLDSDIEAAPLPAWGPDHSLUPATLAGSPVTHKQLRPPDRAWAVAVLRRIGY
Shjct: 1 MIDTLDRDDLDSDIEAAPLPAWQPDHSLUPATLAGSPVTHKQLRPPDRAWAVAVLRRIGY 60

Query: 61 TAELTADWLSCSLRLVHTISADSAVLVQLYLOHTETTGNEHRHLASEVARLAEALADAEA 120
‘TAELTADWLSCSLRLVHTISADSAVLVQLYLDHTETTGNEHRHLASEVARLAEALADAEA
Shjct: 61 TAELTADWLSCSLRLVHTISADSAVLVQLYLDHTETTGNEHRMLASEVARLAEALADAEA 120

Query: 121 AAERYRQQRDRLIAVGSSDKSTFPCGCPRTRYNTYVAPKTGKAGCRHHRTLAVARHRARK 180
AAERYRQQRDRLIAVGSSDKSTFPCGCPRTRYNTYVAPKTGKAGCRHHRTLAVARHRARK
Shjct: 121 AAERYRQQRDRLIAVGSSDKSTFPCGCPRTRYNTYVAPKTGKAGCRHHRTLAVARHRARK 180

Query: 181 RQATGVASGHGQSHEGAGHP 200
RQATGVASGHGQSNEGAGHP
Shjct: 181 ROATGVASGHGOSHEGAGHP 200

>Virapocalypse_76, function unknown, 200
Length = 200

Score = 406 bits (1044), Expect = e-113
Tdentities = 208/260 (166%), Positives = 208/208 (166%)

Query: 1 MIDTLDRDDLDSDIEAAPLPAWQPDHSLUPATLAGSPVTHKQLRPPDRAWAVAVLRRIGY 60
MTDTLDRDDLDSDIEAAPLPAWGPDHSLUPATLAGSPVTHKQLRPPDRAWAVAVLRRIGY
Shjct: 1 MIDTLDRDDLDSDIEAAPLPAWQPDHSLUPATLAGSPVTHKQLRPPDRAWAVAVLRRIGY 60

Query: 61 TAELTADWLSCSLRLVHTISADSAVLVQLYLOHTETTGNEHRHLASEVARLAEALADAEA 120
‘TAELTADWLSCSLRLVHTISADSAVLVQLYLDHTETTGNEHRHLASEVARLAEALADAEA
Shjct: 61 TAELTADWLSCSLRLVHTISADSAVLVQLYLDHTETTGNEHRMLASEVARLAEALADAEA 120

Query: 121 AAERYRQQRDRLIAVGSSDKSTFPCGCPRTRYNTYVAPKTGKAGCRHHRTLAVARHRARK 180
AAERYRQQRDRLIAVGSSDKSTFPCGCPRTRYNTYVAPKTGKAGCRHHRTLAVARHRARK
Shjct: 121 AAERYRQQRDRLIAVGSSDKSTFPCGCPRTRYNTYVAPKTGKAGCRHHRTLAVARHRARK 180

Query: 181 RQATGVASGHGQSHEGAGHP 200
RQATGVASGHGQSNEGAGHP
Sbjct: 181 ROATGVASGHGQSNEGAGHP 200
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RID BITOCYV3013 (Expires on 07-22 00:42 am)

Query ID cl|Query_51056 Database Name nr

Description unnamed protein product Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental
Molecule type amino acid samples from WGS projects
Query Length 201 Program BLASTP 2.14.1+ b Citation

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

© Graphic Summary

© Show Conserved Domains

No putative conserved domains have been detected

Distribution of the top 100 Blast Hits on 100 subject sequences &
Mouse over to see the title, click to show alignments

Color key for alignment scores
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11 Alignments o

Max  Total Query E Per.

Description Score Score Cover value | dent | ACCesson

[ hypothetical protein VORTEX_74 {Mycobacterium phage Vortex] 408 408 99% 1e-143 100.00% YP 0091967451
O hypothetical protein PBI_HARVEY 72 [Mycobacterium phage Harvey] 407 407 99% 26143 9950% AEK08E241

O hypothetical protein M046_gp73 [Mycobacterium phage Newman 407 407 99% 4e-143 9950% YP 0080521501
O hypothetical protein SEA_KWADWO_74 [Mycobacterium phage Kyiadvio] 406 406 99% Be-143 9950% AZS084691

O hypothetical protein KLUCKY39 73 [Mycobacterium phage KLucky3s] 406 406 99% 9e-143 99.00% AE.S5259.1

u] cobacterium phage Jiminy] 406 406 99% 1e-142 99.00% QIGE17541

=] 405 405 99% 1e-142 9950% YP 0090168631
=] 405 405 99% 2e-142 99.00% NP 9438531
O hypothetical protein HETAERIA_75 (Mycobacterium phage Hetaeria 405 405 99% 3e-142 9850% ALAYSGE51

O hypothetical protein SEA_GARETH_75 [Mycobacterium phage Gareth] 404 404 99% 4e-142 99.00% AXC375%1

O nypothetical protein SEA_KL OPPINATOR_75 [Mycobacterium phage Kloppinator] 404 404 99% 6e-142 9850% QGJETE981

O hypothetical protein PBI_EMPTEE 74 [Mycobacterium phage EmpTee] 403 403 99% 2e-141 9850% AIDSH0731

O HTH DNA binding domain protein {Mycobacterium phage Swish] 402 402 99% Se-141 9850% YP 0091575861
O hypothetical protein SEA_KATNISS_77 [Mycobacterium phage Katniss] 401 401 99% 9e-141 9850% QzD9BASA1

() HIH DNA binding domain protein [Mycobacterium phage Prann] 400 400 99% 26140 98.00% APD21117A

O hypothetical protein UNCLEHOWIE_72 [Mycobacterium phage UncleHowe] 400 400 99% 3e-140 99.00% YR 0091652521
O hypothetical protein PBI_YOSHAND_76 [Mycobacterium phage Yoshand 400 400 99% 3e-140 98.00% AEK104561

O hypothetical protein ABU_74 (Mycobacterium phage ABU] 308 308 99% 1e-139 9850% AEsS42381
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hypothetical protein VORTEX_74 [Mycobacterium phage Vortex]
Sequence ID: YP_009198748 1 Length: 200 Number of Matches: 1
> See 16 more fitle(s)

Range 1: 1 to 200 GenPept Gray

Score Expect Method Tdentities Positives Gaps
408 bits(1049) 1e-143 Compositional matrix adjust. 200/200(100%) 200/200(100%) 0/200(0%)

Query 1 MIDTLDRDDLDSDIEAAPLPAHQPDHSLVPATLAGSPVTHKQLRPPDRAWAVAVLRRHGY 60
MTDTLDRDDLDSDIEAAPLPAHQPDHSLVPATLAGSPVTHKQLRPPDRAKAVAVLRRHGY
Sbjct 1 MIDTLDRDDLDSDIEAAPLPAHQPDHSLVPATLAGSPVTHKQLRPPDRAWAVAVLRRHGY 60

Query 61  TAELTADWLSCSLRLVHTISADSAVLVQLYLDHTETTGNEHRMLASEVARLAEALADAEA 120
TAELTADHLSCSLRLVHTTSADSAVLVQLYLDHTETTGHEHRML ASEVARLAEALADAEA
Sbjct 61  TAELTADHLSCSLRLVHTISADSAVLVQLYLDHTETTGNEHRMLASEVARLAEALADAEA 120

Query 121 AAERYRQQRDRLIAVGSSDKSTFPCGCPRTRYNTYVAPKTGKAGCRHHRTLAVARHRARK 180
AAERYRQQRDRL TAVGSSDKS TFPCGCPRTRYNTYVAPKTGKAGCRHHRTLAVARHRARK
Sbjct 121 AAERYRQQRDRLIAVGSSDKSTFPCGCPRTRYNTYVAPKTGKAGCRHHRTLAVARHRARK 180

Query 181 RQATGVASGHGQSNEGAGHP 268
ROATGVASGHGQSNEGAGHP
Sbjct 181 RQATGVASGHGQSNEGAGHP 268

Download ~ GenPept Graphics
hypothetical protein PBI_HARVEY_72 [Mycobacterium phage Harvey]
Sequence ID: AEK08824.1 Length: 200 Number of Matches: 1

»See 1 more title(s)

Range 1: 1 to 200 GenPept Gray
Score Expect Method Tdentities Positives Gaps
407 bits(1047) 2e-143 Compositional matrix adjust. 199/200(99%) 200/200(100%) 0/200(0%)

Query 1 MIDTLDRDDLDSDIEAAPLPAHQPDHSLVPATLAGSPVTHKQLRPPDRAWAVAVLRRHGY 60
MTDTLDRDDLDSDIEAAPLPAHQPDHSLVPATLAGSPVTHKQLRPPDRAAVAVLRRHGY
Sbjct 1 MIDTLDRDDLDSDIEAAPLPAHQPDHSLVPATLAGSPVTHKQLRPPDRAWAVAVLRRHGY 60

Query 61  TAELTADWLSCSLRLVHTISADSAVLVQLYLDHTETTGNEHRMLASEVARLAEALADAEA 120
TAELTADHLSCSLRLVHTTSADSAVLVQLYLDHTETTGHEHRHL ASEVARLAEALADAEA
Sbjct 61  TAELTADHLSCSLRLVHTISADSAVLVQLYLDHTETTGNEHRMLASEVARLAEALADAEA 120

Query 121 AAERYRQQRDRLIAVGSSDKSTFPCGCPRTRYNTYVAPKTGKAGCRHHRTLAVARHRARK 180
AAERYRQQRDRL TAVGSSDKS TFPCGCPRTRYNTYVAPKTGKAGCRHHRT LAVARHRARK
Sbjct 121 AAERYRQQRDRLIAVGSSDKSTFPCGCPRTRYNTYVAPKTGKAGCRHHRTLAVARHRARK 180

Query 181 RQATGVASGHGQSNEGAGHP 268
RO+ TGVASGHGQSNEGAGHP
Sbjct 181 RQSTGVASGHGQSNEGAGHP 268
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Nr

Hit

NP_215249.1

NP_214959.1

6IN7_B

6DVC_F

PF07638.14

NP_216585.1

PF11242.11

Name

ECF RNA polymerase sigma factor SigL
[Mycobacterium tuberculosis H37Rv]

ECF RNA polymerase sigma factor Sigk
[Mycobacterium tuberculosis H37Rv]

RNA polymerase sigma-H factor; Sigma
factor, TRANSCRIPTION; 1.96A
{Pseudomonas aeruginosa (strain ATCC
15692 / DSM 22644

ECF RNA polymerase sigma factor SigL;
Mycobacterium tuberculosis, RNA
polymerase, ECF sigma factor,
TRANSFERASE, TRANSFE

; Sigma70_ECF ; ECF sigma factor

ECF RNA polymerase sigma factor SigC
[Mycobacterium tuberculosis H37Rv]

» DUF2774 ; Protein of unknown function
(DUF2774)

97.6

97.54

97.52

97.49

97.48

97.46

E-value

0.0013

0.0012

0.0023

0.0035

0.0029

0.0018

0.00083

Score

51.31

51.78
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48.45
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SS
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177
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>Zelda_6, RuvC-like resolvase, 184

Score

Length - 184

351 bits (901), Expect = 4e-97

Identities - 169/169 (166%), Positives = 169/169 (166%)

Query:
sbjct:
Query:
sbjct:
Query:

sbjct:

1 MCLVSLPPSVELGSHHGQCVTVGAPAATPDKSKRAMARRVKALVDQIRWVFDDDRPDLVY
HCLVSLPPSVELGSHHGQCVTVGAPAATPDKSKRAHARRVKALVDQIRWVFDDDRPDLVV
16 MCLVSLPPSVELGSHHGQCVTVGAPAATPDKSKRAMARRVKALVDQIRWVFDDDRPDLVY

61 METLAFAAKGEGVWVLPWIFGKVIELCEEFDVELLCAGTSQVKKYATGKGNADKDTVHLT
METLAFAAKGEGVWVLPHIFGKVIELCEEFDVEL LCAGTSQUKKYATGKGNADKDTVHLT
76  METLAFAAKGEGVHVLPWIFGKVIELCEEFDVELLCAGTSQUKKYATGKGNADKDTVHLT

121 VAKRWPELAPANNNEADSACLAATGCHYLGQPLGEPTVYQTEVLDKIGP 169
VAKRWPELAPANNNEADSACLAATGCHYLGQPLGEPTVYQTEVLDKIGP
136 VAKRWPELAPANNNEADSACLAATGCHYLGQPLGEPTVYQTEVLDKIGP 184

>zaider_7, RuvC-like resolvase, 184

Score

Length - 184

351 bits (901), Expect = 4e-97

Identities - 169/169 (166%), Positives = 169/169 (166%)

Query:
sbjct:
Query:
sbjct:
Query:

sbjct:

1 MCLVSLPPSVELGSHHGQCVTVGAPAATPDKSKRAMARRVKALVDQIRWVFDDDRPDLVY
HCLVSLPPSVELGSHHGQCVTVGAPAATPDKSKRAHARRVKALVDQIRWVFDDDRPDLVV
16 MCLVSLPPSVELGSHHGQCVTVGAPAATPDKSKRAMARRVKALVDQIRWVFDDDRPDLVY

61 METLAFAAKGEGVWVLPWIFGKVIELCEEFDVELLCAGTSQVKKYATGKGNADKDTVHLT
METLAFAAKGEGVWVLPHIFGKVIELCEEFDVEL LCAGTSQUKKYATGKGNADKDTVHLT
76  METLAFAAKGEGVHVLPWIFGKVIELCEEFDVELLCAGTSQUKKYATGKGNADKDTVHLT

121 VAKRWPELAPANNNEADSACLAATGCHYLGQPLGEPTVYQTEVLDKIGP 169
VAKRWPELAPANNNEADSACLAATGCHYLGQPLGEPTVYQTEVLDKIGP
136 VAKRWPELAPANNNEADSACLAATGCHYLGQPLGEPTVYQTEVLDKIGP 184

>YouGoGlencoco_6, RuvC-like resolvase, 184

Length = 184

75

120

135

75

120

135
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Starts : 13 ORF Start : 60080 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop :60631  5'End[1000 722 389 54 u’
ORF Length: 612 JEnd|546 841 638 547
| 11 [T 1 ] 601
Shine D |algarno |Sequence of the Region Start ORF

g
3

¢ |score |[space [upstream of the start |codon|Position [Length
1 i3ss 8 CTCGGCGGGTTGACTGICTGAC |ATG  €008% €03
2 351 € CAGCGACATCGAGGCGGCCCCG |TTG 60143 |549
3 273 8 GTGGCAGCCCGACCACAGCCTC |GTG 60173 |S519
4 182 € CGCCATTCTCGCCGGATCTICCG  GTG €0200 452
s 441 8 TCTCGCCGGATCTCCGGTGACC ATG €020€ 48¢
€ 357 8 GCCGCCGGATCGTGCGTIGGGCG  GTG €0242 450
7 378 7 GGATCGTGCGTGGGCGGTGGCG  GTG €0248 444
8 420 7 GGCGGTGGCGGTGCTGCGGCGC ATG €02¢€0 432
9 252 7 GCTGTCGTGCTCGCTGCGTICTIG GTG €0314 378
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(79 letters)

Distribution of 100 Blast Hits on the Query Sequence

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

Color Key for Alignnent Scores
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Score  E

Sequences producing significant alignments: (bits) Value

Zelda_76, function unknown, 78 171 4e-43
Zaider_77, function unknown, 78 171 4e-43
YouGoGlencoco_76, function unknown, 78 171 4e-43
Windsor_76, function unknown, 78 171 4e-43
Weher20_73, function unknown, 78 171 4e-43
Waterdiva_77, function unknown, 78 171 4e-43
Wallhey 77, function unknown, 78 171 4e-43
Vortex_75, function unknown, 109 171 4e-43
Vista 75, function unknown, 78 171 4e-43
Veritas_75, function unknown, 78 171 4e-43
Valjean_75, function unknown, 78 171 4e-43
UncleHowie_73, function unknown, 78 171 4e-43
TyrionL_76, function unknown, 78 171 4e-43
Trypo_77, function unknown, 78 171 4e-43
Tooj_73, function unknown, 78 171 4e-43
Tomlarah_77, function unknown, 78 171 4e-43
TomBombadil_76, function unknown, 78 171 4e-43
Three0h3D2_78, function unknown, 78 171 4e-43
Telesworld_74, function unknown, 78 171 4e-43
Swiphy_Draft_79, function unknown, 78 171 4e-43
Surely_76, function unknown, 78 171 4e-43
Squiggle 75, function unknown, 78 171 4e-43

Soto_73, function unknown, 78 171 4e-43
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>Zelda_76, function unknown, 78
Length = 78

Score = 171 bits (434), Expect = de-43
Identities = 78/78 (100%), Positives = 78/78 (100%)

Query: 1 MSAATGGVGQFAKRGGRRGGGYRGFKSKKQWRWAWATKQPWARKKAHETKGGKVVRYRRL 60
MSAATGGVGQFAKRGGRRGGGYRGFKSKKQWRWAWATKQPWARKKAHE TKGGKVVRYRRL
Sbjct: 1 MSAATGGVGQFAKRGGRRGGGYRGFKSKKQWRWAWATKQPWARKKAHETKGGKVVRYRRL 60

Query: 61 PESKHSGHRGRRGPSRKG 78
PESKHSGHRGRRGPSRKG
Sbjct: 61 PESKHSGHRGRRGPSRKG 78

>Zaider_77, function unknown, 78
Length = 78

Score = 171 bits (434), Expect = de-43
Identities = 78/78 (100%), Positives = 78/78 (100%)

Query: 1 MSAATGGVGQFAKRGGRRGGGYRGFKSKKQWRWAWATKQPWARKKAHETKGGKVVRYRRL 60
MSAATGGVGQFAKRGGRRGGGYRGFKSKKQWRWAWATKQPWARKKAHE TKGGKVVRYRRL
Sbjct: 1 MSAATGGVGQFAKRGGRRGGGYRGFKSKKQWRWAWATKQPWARKKAHETKGGKVVRYRRL 60

Query: 61 PESKHSGHRGRRGPSRKG 78
PESKHSGHRGRRGPSRKG
Sbjct: 61 PESKHSGHRGRRGPSRKG 78
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RID BITGN6PTO13 (Expires on 07-22 00:51 am)

Query ID Icl|Query_24242
Description unnamed protein product
Molecule type amino acid
Query Length 79

Database Name nr
Description All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental

samples from WGS projects
Program BLASTP 2.14.1+ b Citation

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

emphic Summary

© Show Conserved Domains
No putative conserved domains have been detected

Distribution of the top 90 Blast Hits on 90 subject sequences &
Mouse over to see the title, click to show alignments
Color key for alignment scores
W<40 W40-50 W 50-80 W80-200

W

1 10 20 30 40 50 60 70
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‘Alignments o
S Sore|Sene| o v | e | sesson

O hypothetical protein PBI_PG1_76 [Mycobacterium phage PG1] 151 151 98% 3e-45 100.00% NP 9438541
O hypothetical protein M046_gp74 [Mycobacterium phage Newman] 148 148 98% 1e-44 100.00% YP_0080521511
O gor4 Mycobacterium phage Shival 147 147 98% 3e-44 9872% YP 0091893121
O hypothetical protein SEA_SERENDIPITY_ 76 [Mycobacterium phage Serendipity] 147 147 98% 3e-44 98.72% AEJ927351
O hypothetical protein SEA_SCHADENFREUDE. 76 [Mycobacterium phage Schadenfreude] 147 147 98% 3e-44 9872% AYQ9ETSIA
O hypothetical protein SEA_CHER_76 [Mycobacterium phage Cher] 146 146 98% 1e-43 97.44% QWYB03571
O hypothetical protein SEA_KWADWO_75 [Mycobacterium phage Kwadwo] 145 145  98% 20-43 O7.44% AZS084701
O hypothetical protein SEA_PINKMAN_76 [Mycobacterium phage Pinkman] 145 145 98% 3e-43 97.44% A0Q293311
O hypothetical protein SEA_MIKOTA_73 [Mycobacterium phage Mikota] 145 145 98% 4e-43 97.44% ATN91012.1
[m] 144 144 98% 6e-43 96.15% ACU419111

‘hypothetical protein PUHLTONIO_74 [Mycobacterium phage Puhitonio)
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Download + GenPept Graphics

hypothetical protein M046_gp74 [Mycobacterium phage Newman]
Sequence ID: YP_008052151.1 Length: 78 Number of Matches: 1
»See 104 more title(s)

Range 1: 1 to 78 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
148 bits(374) 1e-44 Compositional matrix adjust. 78/78(100%) 78/78(100%) 0/78(0%)

Query 1 HSAATGGVGQFAKRGGRRGGGYRGFKSKKQWRWANATKQPHARKKAHETKGGKVVRYRRL 60
MSAATGGVGQFAKRGGRRGGGYRGFK SKKQHRWANATK QPHARKKAHE TKGGKVVRYRRL
Sbjct 1 HSAATGGVGQFAKRGGRRGGGYRGFKSKKQWRWAMATKQPHARKKAHETKGGKVVRYRRL 60

Query 61 PESKHSGHRGRRGPSRKG 78
PESKHSGHRGRRGPSRKG
Sbjct 61 PESKHSGHRGRRGPSRKG 78

Download + GenPept Graphics

gp74 [Mycobacterium phage ShiVval]
Sequence ID: YP_009189312.1 Length: 78 Number of Matches: 1
> See 12 more fitle(s)

Range 1: 1 to 78 GenPept Graphics

Score Expect Method Identities  Positives Gaps
147 bits(372) 3e-44 Compositional matrix adjust. 77/78(99%) 78/78(100%) 0/78(0%)

Query 1 HSAATGGVGQFAKRGGRRGGGYRGFKSKKQWRWANATKQPHARKKAHETKGGKVVRYRRL 60
MSAATGGVGQFAKRGGRRGGGYRGFK SKKQHRWAHATKQPHARKKAHE T+GGKVVRYRRL
Sbjct 1 HSAATGGVGQFAKRGGRRGGGYRGFKSKKQWRWANATKQPHARKKAHETRGGKVVRYRRL 60

Query 61 PESKHSGHRGRRGPSRKG 78
PESKHSGHRGRRGPSRKG
Sbjct 61 PESKHSGHRGRRGPSRKG 78
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Number of Hits: 1
Query MSA diversity (Neff): 2.38901

Visualization

Hitlist
Show 25 %  Entries
Nr Hit Name

1 PF09905.12  ; VF530; DNA-binding protein
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35
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Probability
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Starts: 4 ORF Start : 60648 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop :60986 SEnd|742 581 839 93 ;”',
ORFLength:333  J'End 646 859 641 235
I I ] 60697

Sequence of the Region |Start|start ORF
Upstream of the Start |Codon|Position |Length
GCCACGGGGGTAGCCTCAGGCC |ATG  €0€57 330
ACGCCAGCGCGGCACGATCTICG |ATG | €0750 237

GTIG

GTIG

(CCACGAGACCARGGGCGECRAG €0303 78
(CGAGACCAAGGGCGGCARGETE €0312 75
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Selected: 1 ORFStop :337  5End 500 800 400 30
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(70 letters)

Distribution of 100 Blast Hits on the Query Sequence

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

Color Key for Alignnent Scores
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N
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Score  E

Sequences producing significant alignments: (bits) Value

Zonia_78, function unknown, 69 144 7e-35
Xavier_77, function unknown, 69 144 7e-35
Wallhey 78, function unknown, 69 144 7e-35
Vivaldi_77, function unknown, 69 144 7e-35
Veritas_76, function unknown, 69 144 7e-35
UncleHowie_74, function unknown, 69 144 7e-35
UAch1_78, function unknown, 69 144 7e-35
Trypo_78, function unknown, 69 144 7e-35
Toni_77, function unknown, 69 144 7e-35
Timmi_76, function unknown, 69 144 7e-35
Soto_74, function unknown, 69 144 7e-35
Serendipity_77, function unknown, 69 144 7e-35
Schadenfreude_77, function unknown, 69 144 7e-35
Puhltonio_75, function unknown, 69 144 7e-35
Prickles_78, function unknown, 69 144 7e-35
Potter_73, function unknown, 69 144 7e-35
Phunky_75, function unknown, 69 144 7e-35
Phleuron_75, function unknown, 69 144 7e-35
Pherdinand_Draft_8e, function unknown, 69 144 7e-35
Phareon_75, function unknown, 69 144 7e-35
OSmaximus_77, function unknown, 69 144 7e-35
Murdoc_74, function unknown, 69 144 7e-35
MRabcd_77, function unknown, 69 144 7e-35
Morgushi_75, function unknown, 69 144 7e-35
MitKao_77, function unknown, 69 144 7e-35
MiniBoss_Draft_74, function unknown, 69 144 7e-35
MichaelPhcott_75, function unknown, 69 144 7e-35
Mecca_77, function unknown, 69 144 7e-35
Maskar_78, function unknown, 69 144 7e-35
Mag7_75, function unknown, 69 144 7e-35
LostAndPhound_76, function unknown, 69 144 7e-35
LeiMonet_Draft_79, function unknown, 69 144 7e-35
Legolas_78, function unknown, 69 144 7e-35
Lasso_76, function unknown, 69 144 7e-35

Kwadwo_76, function unknown, 69 144  7e-35
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>Zonia_78, function unknown, 69
Length = 69

Score = 144 bits (363), Expect = 7e-35
Tdentities = 69/69 (100%), Positives = 69/69 (100%)

Query: 1 MMSFDATVRAAAADLKVGDTLTHEGRTYTVAEFDRRRRERPASWGGPYICTTIVWAEGYL 60
MMSFDATVRAAAADLKVGDTLTHEGRTYTVAEFDRRRRERPASWGGPYICTTIVWAEGYL.
Sbjct: 1 MMSFDATVRAAAADLKVGDTLTHEGRTYTVAEFDRRRRERPASWGGPYICTTIVWAEGYL 60

Query: 61 TRLEDWTV 69
TRLEDWTV
Sbjct: 61 TRLEDWTV 69

>Xavier_77, function unknown, 69
Length = 69

Score = 144 bits (363), Expect = 7e-35
Identities = 69/69 (100%), Positives

69/69 (160%)

Query: 1 MMSFDATVRAAAADLKVGDTLTHEGRTYTVAEFDRRRRERPASWGGPYICTTIVWAEGYL 60
MMSFDATVRAAAADLKVGDTLTHEGRTYTVAEFDRRRRERPASWGGPYICTTIVWAEGYL.
Sbjct: 1 MMSFDATVRAAAADLKVGDTLTHEGRTYTVAEFDRRRRERPASWGGPYICTTIVWAEGYL 60

Query: 61 TRLEDWTV 69
TRLEDWTV
Sbjct: 61 TRLEDWTV 69
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BIUSNRMPO16 (Expires on 07-22 01:02 am)

Icl|Query_2969
unnamed protein product
Molecule type amino acid

Query Length 70

Database Name nr

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

© Graphic Summary

© Show Conserved Domains
No putative conserved domains have been detected

Distribution of the top 27 Blast Hits on 27 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
1 10 20 30 40 50 60 70

Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental
samples from WGS projects
Program BLASTP 2.14.1+ b Citation
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i Alignments o
S Sore|Sers| Gover v | iy | 5on
O hypothetical protein PBI_SOTO_74 [Mycobacterium phage Soto] 141 141 98% 5e-42 100.00% YP_0091008331
O hypothetical protein CL95_gp077 [Mycobacterium phage JacAttac] 140 140 98% 8e-42 9855% YP_ 0090183901
O hypothetical protein FANG_78 [Mycobacterium phage Fang] 140 140 98% 2e-41 9855% ADAB39031
O hypothetical protein AU153 gp75 [Mycobacterium phage Pops] 140 140 98% 2e-41 9855% YP_ 0091900321
O hypothetical protein SEA_TOOJ_74 [Mycobacterium phage Too] 139 139 98% 2e-41 9855% WAB107441
O hypothetical protein M046_gp75 [Mycobacterium phage Newman] 139 139 98% 3e-41 9855% YP 0080521521
O hypothetical protein PBI_PG1_77 [Mycobacterium phage PG1] 139 139 98% 3e-41 97.10% NP 9438551
O hypothetical protein SEA_SPARTAN300_76 [Mycobacterium phage Spartan300] 139 139 97% 5e-41 100.00% AZF956801
O hypothetical protein SEA_HIGHSTUMP_78 [Mycobacterium phage HighStump] 139 139 98% 5e-41 97.10% AVD99919.1
O gp77 [Mycobacterium phage Orion] 138 138 O7% Oe-41 9853% yP 6551731
O transiation intiationy elongation factor [Mycobacterium phage Prann] 138 138 98% Qe-41 97.10% APD211191
O hypothetical protein AU159_gp075 [Mycobacterium phage Colbert] 138 138 98% 1e-40 97.10% YP_ 0091910691
O hypothetical protein PBI_SUFFOLK_74 [Mycobacterium phage Suffolk] 137 137 98% 1e-40 97.10% YP_009005721.1
O hypothetical protein CL79_gpo76 [Mycobacterium phage Oline] 137 137 98% 1e-40 97.10% YP 0090143351
) hypothetical protein SEA LULUMAE 74 [Mycobacterium phage Lulumae] 137 137 98% 1e-40 97.10% ASZ73437.4
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Download + GenPept Graphics

hypothetical protein PBI_SOTO_74 [Mycobacterium phage Soto]
Sequence ID: YP_009100883 1 Length: 69 Number of Matches: 1
> See 57 more fitle(s)

Range 1: 1t0 69 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
141 bits(356) 5e-42 Compositional matrix adjust. 69/69(100%) 69/69(100%) 0/69(0%)

Query 1 HMSFDATVRAAAADLKVGDTLTHEGRTYTVAEFDRRRRERPASHGGPYICTTIVKAEGYL 60
PHSFDATVRAAAADL KVGDTL THEGRTYTVAE FDRRRRERPASHGGPYICTTIVWAEGYL
Sbjct 1 MMSFDATVRAAAADLKVGDTLTHEGRTYTVAEFDRRRRERPASHGGPYICTTIVKAEGYL 60

Query 61 TRLEDWIV 69
TRLEDWTV
sbjct 61 TRLEDWTV 69

BiDownload + GenPept Graphics

hypothetical protein CL95_gp077 [Mycobacterium phage JacAttac]
Sequence ID: YP_009018390.1 Length: 69 Number of Matches
> See 39 more fitle(s)

Range 1: 110 69 GenPept Graphics

Score Expect Method Identities  Positives Gaps
140 bits(354) 8e-42 Compositional matrix adjust. 68/69(99%) 69/69(100%) 0/69(0%)

Query 1 HMSFDATVRAAAADLKVGDTLTHEGRTYTVAEFDRRRRERPASHGGPYICTTIVKAEGYL 60
FHSFDATVRAAAADL KVGDTL THEGRTYTVAE FDRRRRERPASHGGPY+CTTIVWAEGYL
Sbjct 1 MMSFDATVRAAAADLKVGDTLTHEGRTYTVAEFDRRRRERPASHGGPYVCTTIVKAEGYL 60

Query 61 TRLEDWIV 69
TRLEDWTV
sbjct 61 TRLEDWTV 69
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Number of Hits: 247
Query MSA diversity (Neff): 1

Note: your query alignment consists of only 1 sequence(s).
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SCOP_d3treal

SCOP_dérjial

SCOP_d1uebal

Name

b.34.5.0 (A:2-63) automated matches
{Corynebacterium glutamicum [TaxId:
1718]} | CLASS: All beta proteins,
FOLD: SH3-lik

b.34.5.0 (B:3-65) automated matches
{Escherichia coli [Taxld: 562]} | CLASS:
All beta proteins, FOLD: SH3-like
barrel, S

b.34.5.0 (A:3-65) automated matches
{Coxiella burnetii [Taxld: 777]} | CLASS:
All beta proteins, FOLD: SH3-like
barrel,

b.34.5.0 (A:1-63) automated matches
{Staphylococcus aureus [TaxId:
930611} | CLASS: All beta proteins,
FOLD: SH3-like ba

b.34.5.2 (A:1-63) Elongation factor P N-
terminal domain {Thermus
thermophilus HB8 [TaxId: 300852]} |
CLASS: All beta pro
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Starts: 3 ORF Start : 61336 Cdn1 Cdn2 Cdn3 Length 7

Selected: 1 ORFStop :61061 SEnd[00 00 1000 3 —‘,
ORFLength: 276 F'End|5391 571 571 64

algarno |Sequence of the Region |Start|starc ORF

Space Upstream of the Start |Codon|Position |Length

7 AACTACAGAGAGAAGARCGATC |ATG | €1270 210
7 TACAGAGAGAAGAACGATCATG |ATG | €12€7 207
7 ATACCTCACCCGCCTCGAGGAC GTG  €1075 15
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DeepTMHMM - Predictions

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(140 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

<40 40-50

N

0 50 100
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Sequences producing significant alignments:

Zaider_79, function unknown, 139
Windsor_78, function unknown, 139
Waterdiva_79, function unknown, 139
Vortex_77, function unknown, 139
Vista_77, function unknown, 139
Tomlarah_79, function unknown, 139
TomBombadil_78, function unknown, 139
Surely_78, function unknown, 139
Suffolk_75, function unknown, 139
Sophia_76, function unknown, 139
Shival 76, function unknown, 139
Sheila_74, function unknown, 139
Serpentine_0079, function unknown, 139
SDcharge11_77, function unknown, 139
SassyCat97_76, function unknown, 139
Roy17_76, function unknown, 139
Roscoe_78, function unknown, 139
Roliet_75, function unknown, 139
ProfessorX_76, function unknown, 139
Pinheadlarry_77, function unknown, 139
Piglet_0078, function unknown, 139
Phipps_77, function unknown, 139
Phamished_78, function unknown, 139
Oosterbaan_78, function unknown, 139
Omniscient_79, function unknown, 139
Oliverialter_78, function unknown, 139
Oline 77, function unknown, 139
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>Zaider_79, function unknown, 139
Length = 139

Score = 294 bits (753), Expect = 4e-80
Tdentities = 139/139 (160%), Positives = 139/139 (100%)

Query: 1  MREVLSTGGLDNTDFYGIVVHMNANTAAAAKLELVKVEDHEGTGECPACGRTGLRWICVM 60
MREVLSTGGLDNTDFYGIVVHMNANTAAAAKL ELVKVEDHEGTGECPACGRTGLRWICVM
Sbjct: 1 MREVLSTGGLDNTDFYGIVVHMNANTAAAAKLELVKVEDHEGTGECPACGRTGLRWICVM 60

Query: 61 NDGSRAGVECAKKLLGYRPAPKHYNWVPEF TAVAEYVEAGQTFVLWQHNTSGQTRETRNG 120
NDGSRAGVECAKKLLGYRPAPKHYNWVPEF TAVAEYVEAGQTFVLWQHNTSGQTRETRNG
Sbjct: 61 NDGSRAGVECAKKLLGYRPAPKHYNWVPEF TAVAEYVEAGQTFVLWQHNTSGQTRETRNG 120

Query: 121 TLVAVGGARAAWQRRGWIA 139
TLVAVGGARAAWQRRGHTA
Sbjct: 121 TLVAVGGARAAWQRRGWIA 139

>Windsor_78, function unknown, 139
Length = 139

Score = 294 bits (753), Expect = 4e-80
Tdentities = 139/139 (160%), Positives = 139/139 (100%)

Query: 1  MREVLSTGGLDNTDFYGIVVHMNANTAAAAKLELVKVEDHEGTGECPACGRTGLRWICVM 60
MREVLSTGGLDNTDFYGIVVHMNANTAAAAKL ELVKVEDHEGTGECPACGRTGLRWICVM
Sbjct: 1 MREVLSTGGLDNTDFYGIVVHMNANTAAAAKLELVKVEDHEGTGECPACGRTGLRWICVM 60

Query: 61 NDGSRAGVECAKKLLGYRPAPKHYNWVPEF TAVAEYVEAGQTFVLWQHNTSGQTRETRNG 120
NDGSRAGVECAKKLLGYRPAPKHYNWVPEF TAVAEYVEAGQTFVLWQHNTSGQTRETRNG
Sbjct: 61 NDGSRAGVECAKKLLGYRPAPKHYNWVPEF TAVAEYVEAGQTFVLWQHNTSGQTRETRNG 120

Query: 121 TLVAVGGARAAWQRRGWIA 139
TLVAVGGARAAWQRRGHTA
Sbjct: 121 TLVAVGGARAAWQRRGWIA 139
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RID BIV4HF2WO013 (Expires on 07-22 01:19 am)

Query ID cl|Query_27740 Database Name nr
Description unnamed protein product Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental

Molecule type amino acid samples from WGS projects
Query Length 140 Program BLASTP 2.14.1+ b Citation

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

© Graphic Summary

© Show Conserved Domains
No putative conserved domains have been detected

Distribution of the top 73 Blast Hits on 73 subject sequences &
Mouse over to see the title, click to show alignments

Color key for alignment scores
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Alignments [/Downioad ~_GenPept Graphics Distance free of results Multiple alignment o

S Stoe Scave Cover vaue |l PES50n
O hypothetical protein M046_gp76 [Mycobacterium phage Newman] 280 280 99% 3e-08 100.00% YP_0080521531
O hypothetical protein PBI_SWISH_79 [Mycobacterium phage Swish] 288 288 99% 4e-08 99.28% YP 0091875891
O hypothetical protein SEA_CHUNKY_78 [Mycobacterium phage Chunky] 287 287 99% 8008 99.28% AVJ494421
O hypothetical protein HETAERIA_78 [Mycobacterium phage Hetaeria] 287 287 98% 1e-07 100.00% ALA456881
O hypothetical protein SEA_SLATT_ 78 [Mycobacterium phage Siati] 287 287 99% 1e-07 99.28% QUD541651
O hypothetical protein SEA_CHARLIEGBROWN_76 [Mycobacterium phage CharlieGBrown] 287 287 99% 1e-97 9928% AOQ288371
O hypothetical protein NUMBERTEN_77 [Mycobacterium phage Numberten] 286 286 99% 2097 9856% AHNB41921
O hypothetical protein SEA_KEITHERIE_ 81 [Mycobacterium phage Keitherie] 286 286 99% 2007 99.28% AZF9ETA31
O hypothetical protein SEA_RIGGAN_78 [Mycobacterium phage Riggan] 286 286 98% 3e-07 99.28% AZFosTEA1
O hypothetical protein SEA WALLHEY. 79 [Mycobacterium phage Wallhey] 286 286 98% 3007 99.28% AZS110801
m] ‘hypothetical protein PBI_PHATCATS2014_79 [Mycobacterium phage PhatCats2014] 286 286 99% 3e-97 97.84% ANT419431
O hypothelical protein PBI_VIVALDI_78 [Mycobaclerium phage Vivald]] 286 286 99% 3e-07 97.84% AWS03101
O hypothetical protein SEA_VIRAPOCALYPSE_79 [Mycobacterium phage Virapocalypse] 286 286 98% 3e-07 99.28% ATN923971
O hypothetical protein PBI_YOSHAND_79 [Mycobacterium phage Yoshand] 286 286 98% 4e-07 98.55% AEK104691
O hypotnetical protein SEA_VERITAS_77 [Mycobacterium phage Veritas] 286 286 99% 4e-97
M hunathetical nratein Crownivd 76 IMveahacteriim ahane Crownii 285 285 09% 8e.97
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[BIDownload v GenPept Graphics

hypothetical protein M046_gp76 [Mycobacterium phage Newman]
Sequence ID: YP_008052153.1 Length: 139 Number of Matches: 1
> See 63 more fitle(s)

Range 1: 1 to 139 Genpey

Score Expect Method Tdentities Positives Gaps
289 bits(739) 3e-98 Compositional matrix adjust. 139/139(100%) 139/139(100%) 0/139(0%)

Query 1 MREVLSTGGLDNTDFYGIVVHHNANTAAAAKLELVKVEDHEGTGECPACGRTGLRHICVM 68
MREVLSTGGLDNTDFYGIVVHHNANTAAAAKL ELVKVEDHEGTGECPACGRTGLRHICVH
Sbjct 1 MREVLSTGGLDNTDFYGIVVHHNANTAAAAKLELVKVEDHEGTGECPACGRTGLRHICVM 68

Query 61  NDGSRAGVECAKKLLGYRPAPKHYNKVPEFTAVAEYVEAGQTFVLWQHNTSGOTRETRNG 120
NDGSRAGVECAKKLLGYRPAPKHYNKVPEF TAVAEYVEAGQTFVLIQHNTSGQTRETRNG
Sbjct 61  NDGSRAGVECAKKLLGYRPAPKHYNWVPEFTAVAEYVEAGQTFVLIQHNTSGQTRETRNG 120

Query 121 ILVAVGGARAANQRRGHIA 139
ILVAVGGARAANQRRGNIA
Sbjct 121 ILVAVGGARAAWQRRGHIA 139

= Download v GenPey

hypothetical protein PBI_SWISH_79 [Mycobacterium phage Swish]
Sequence ID: YP_009187589 1 Length: 139 Number of Matches: 1
> See 9 more title(s)

Graphics

Range 1: 1to 139 GenPept Graphics
Score Expect Method Tdentities Positives Gaps
288 bits(738) 4e-98 Compositional matrix adjust. 138/139(99%) 139/139(100%) 0/139(0%)

Query 1 MREVLSTGGLDNTDFYGIVVHHNANTAAAAKLELVKVEDHEGTGECPACGRTGLRHICVM 68
HRE+LSTGGLDNTDFYGIVVHHNANTAAAAKLELVKVEDHEGTGECPACGRTGLRHICVH
Sbjct 1 MREILSTGGLDNTDFYGIVVHHNANTAAAAKLELVKVEDHEGTGECPACGRTGLRHICVM 68

Query 61  NDGSRAGVECAKKLLGYRPAPKHYNKVPEFTAVAEYVEAGQTFVLWQHNTSGOTRETRNG 120
NDGSRAGVECAKKLLGYRPAPKHYNKVPEF TAVAEYVEAGQTFVLIQHNTSGQTRETRNG
Sbjct 61  NDGSRAGVECAKKLLGYRPAPKHYNWVPEFTAVAEYVEAGQTFVLIQHNTSGQTRETRNG 120

Query 121 ILVAVGGARAANQRRGHIA 139
ILVAVGGARAANQRRGNIA
Sbjct 121 ILVAVGGARAAWQRRGHIA 139
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Number of Hits: 108
Query MSA diversity (Neff): 2.51677

Note: your query alignment consists of only 9 sequence(s).
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Aligned Target
Hit Name Probability E-value Score ss cols Length

2X5C_B HYPOTHETICAL PROTEIN ORF131; 78.13 32 34.93 1.6 25 131
VIRAL PROTEIN; HET: GOL; 1.8A
{PYROBACULUM SPHERICAL VIRUS}

B6HT)_A Nucleic-acid-binding protein 72.29 12 27.16 3.1 37 119
containing a Zn-ribbon; translation
initiation, ribosome, Sulfolobus
solfataricus, translat

SCOP_d2gnra_ b.40.4.15 (A:) Hypothetical protein 68.02 16 27.87 3 33 137
$502064 {Sulfolobus solfataricus
[Taxid: 2287]} | CLASS: All beta
proteins, FOLD: OB

PF19563.2 ; DUF6085 ; Family of unknown 63.81 12 30.98 1.9 22 125
function (DUF6085)

5M3K_E 2,4-diacetylphloroglucinol 62.48 27 26.71 33 34 146
biosynthesis protein PhiB;
acyltransferase, Pseudomonas
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Statts: 6 ORF Start : 61821 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop :61351 SEnd[57.1 714 429 63 —",
ORF Length : 471 3'End |0. 0
| 1T |
Shine D |algarno |Sequence of the Region

] 61766

A

art|Start [ORF

¢ |score |[space [upstream of the start |codon|Position [Length
1 483 7 CCCTCACCGGCGGGETTTTTCG |TTG | €1770  |420
2 462 8 CTTTTACGGTATIGTTGTCCAC |ATG | €1707 357
3 4e2 7 CACCGGGCTGCGGTGGATCTGC |GIG 61596  |24€
4 S54¢€ 7 CGGGCTGCGGTGGATCTGCGTIG  ATG €1593 243
S 357 7 CGCCCCCAAGCACTACAACTGG GTIG €1s12 1€2
€ 483 8 CGTCGAGGCCGGGCAGACGTIC GTIG €l4¢€1 111
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

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

Database: Actinobacteriophage Proteins as of Jun 24, 2023
442,359 sequences; 85,581,019 total letters

Query= Daka_7
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Distribution of 100 Blast Hits on the Query Sequence

Mouse-over to show defiine and scores. Click to show alignments
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(48 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

<40 40-50
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Score  E

Sequences producing significant alignments: (bits) Value

Veritas_78, function unknown, 47 96  4e-20
TallGrassMM 78, function unknown, 47 96 4e-20
Solosis_77, function unknown, 47 96 4e-20
Schueller_Draft_78, function unknown, 47 96 4e-20
Pinkman_79, function unknown, 47 96 4e-20
Phleuron_77, function unknown, 47 96 4e-20
OSmaximus_79, function unknown, 47 96 4e-20
MichaelPhcott_77, function unknown, 47 96 4e-20
Mcshane_78, function unknown, 47 96 4e-20
Manad_78, function unknown, 47 96 4e-20
Mag7_77, function unknown, 47 96 4e-20
Longacauda_80, function unknown, 47 96 4e-20
Kailash_77, function unknown, 47 96 4e-20
TInchworm_80, function unknown, 47 96 4e-20
Haimas_77, function unknown, 47 96 4e-20
FriarPreacher_77, function unknown, 47 96 4e-20
Fozzie Draft_79, function unknown, 47 96 4e-20
Daka_Draft_79, function unknown, 47 96 4e-20
Cornobble Draft_77, function unknown, 47 96 4e-20
BatteryCK_77, function unknown, 47 96 4e-20
Apizium 78, function unknown, 47 96 4e-20
Zonia_8e, function unknown, 47 94 1e-19
Zelda_79, function unknown, 47 94 le-19
Zaider_80, function unknown, 47 94 le-19
YouGoGlencoco_79, function unknown, 47 94 le-19
Yoshand_80, function unknown, 47 94 le-19
Windsor_79, function unknown, 47 94 le-19
Weher20_76, function unknown, 47 94 le-19
Waterdiva_80, function unknown, 47 94 le-19
Wallhey 80, function unknown, 47 94 le-19
Vortex_78, function unknown, 47 94 le-19
Vivaldi_79, function unknown, 47 94 le-19

Vista 78, function unknown, 47 94 1e-19
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>Veritas_78, function unknown, 47
Length = 47

Score = 95.5 bits (236), Expect = 4e-20
Tdentities = 47/47 (160%), Positives = 47/47 (100%)

Query: 1 MAHLNDFVVRNARAAATENRRRLEAELAADGIHTLDDLNDEIDAYFA 47
MAHLNDFVVRNARAAATENRRRLEAELAADGIHTLDDLNDEIDAYFA
Sbjct: 1 MAHLNDFVVRNARAAATENRRRLEAELAADGIHTLDDLNDEIDAYFA 47

>TallGrassMM 78, function unknown, 47
Length = 47

Score = 95.5 bits (236), Expect = 4e-20
Tdentities = 47/47 (160%), Positives = 47/47 (100%)

Query: 1 MAHLNDFVVRNARAAATENRRRLEAELAADGIHTLDDLNDEIDAYFA 47
MAHLNDFVVRNARAAATENRRRLEAELAADGIHTLDDLNDEIDAYFA
Sbjct: 1 MAHLNDFVVRNARAAATENRRRLEAELAADGIHTLDDLNDEIDAYFA 47
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RID

Query ID
Description
Molecule type
Query Length

BIVUWYGVO013 (Expires on 07-22 01:31 am)

Icl|Query_89000
unnamed protein product
amino acid

48

Other reports: »Search Summary [Taxonomy_reports] [Distance tree of results] [Multiple alignment] [MSA viewer]

emphic Summary

© Show Conserved Domains

Database Name

Description

Program

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

samples from WGS projects
BLASTP 2.14.1+ b Citation

Analyze your query with SmartBLAST

No putative conserved domains have been detected

Distribution of the top 10 Blast Hits on 10 subject sequences &
Mouse over to see the title, click to show alignments

W <40

1
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18

27

Color key for alignment scores
W40-50
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‘Sequences producing significant alignments:
Select: All None Selected 0

o
S Sore|Sers| Gover v | liry | 5on
=] 920 920 97% 4e-23 100.00% YP 0090433531
[m] 901 901 97% 20-22 97.87% YP_ 0080521541
O hypothetical protein PBI_HARVEY_76 [Mycobacterium phage Harvey] 894 894 O7% 5022 O7.87% AEK085251
O hypothetical protein SEA_BEAGLEBOX_76 [Mycobacterium phage Beaglebox] 87.8 878 O7% 2021 9574% QGH784%1
O hypothetical protein AU153_gp77 [Mycobacterium phage Pops] 87.8 878 O7% 20-21 9574% YP 0091900341
O hypothetical protein PBI_PG1_79 [Mycobacterium phage PG1] 87.4 874 7% 3e-21 9574% NP 9438571
O hypothetical protein SEA_CHARLIEGBROWN_77 [Mycobacterium phage CharlieGBrown] 87.4 874 O7% 3e-21 9574% A0Q288351
O hypothetical protein SEA_TRYPO_80 [Mycobacterium phage Trypo] 551 551 7% 20-08 8542% AVO212891
O hypothetical protein SEA_BRIAKILA_74 [Mycobacterium phage Briakila] 497 497 91% 3e-06 59.09% UYL86527.1
O hypothetical protein RITA1961_75 [Mycobacterium phage Rita1961] 485 485 91% 7e06 59.09% QDK01707.1
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BDownload ~ GenPept Graphics
hypothetical protein HLO5_gp078 [Mycobacterium phage Manad]
Sequence ID: YP_009043353 1 Length: 47 Number of Matches: 1

> See 16 more fitle(s)

Range 1: 110 47 GenPept Graphics
Score Expect Method Identities Positives Gaps
92.0 bits(227) 4e-23 Compositional matrix adjust. 47/47(100%) 47/47(100%) 0/47(0%)

Query 1 MAHLNDFVVRNARAAATENRRRLEAELAADGIHTLDDLNDEIDAYFA 47
MAHLNDFVVRNARAAATENRRRLEAELAADGTHTLDDLNDE IDAYFA
Sbjct 1 MAHLNDFVVRNARAAATENRRRLEAELAADGIHTLDDLNDEIDAYFA 47

Download v GenPept Graj
hypothetical protein M046_gp77 [Mycobacterium phage Newman]
Sequence ID: YP_008052154.1 Length: 47 Number of Matches: 1

> See 157 more fitle(s)

Range 1: 110 47 GenPept Graphics
Score Expect Method Identities  Positives  Gaps
90.1 bits(222) 2e-22 Compositional matrix adjust. 46/47(98%) 46/47(97%) 0/47(0%)

Query 1 MAHLNDFVVRNARAAATIENRRRLEAELAADGIHTLDDLNDEIDAYFA 47
MAHLNDFV RNARAAATENRRRLEAELAADGIHTLDDLNDEIDAYFA
Sbjct 1 MAHLNDFVARNARAAATENRRRLEAELAADGIHTLDDLNDEIDAYFA 47
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Number of Hits: 168
Query MSA diversity (Neff): 1.61513

Detected sequence features: =Coiled coil segment(s)

Note: your query alignment consists of only 5 sequence(s).
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Nr

Hit

PF12482.11

3MAB_B

SCOP_d1y88al

SCOP_d4i2aa2

PF20451.1

Name

; DUF3701 ; Phage integrase protein

uncharacterized protein; NYSGXRC,
PSI-2, STRUCTURAL GENOMICS,
PROTEIN STRUCTURE INITIATIVE, NEW
YORK SGX RESEARCH CENTER

a.60.4.3 (A:128-184) Hypothetical
protein AF1548, C-terminal domain
{Archaeoglobus fulgidus [Taxld: 2234]}
| CLASS: All

a.60.12.0 (A:243-302) automated
matches {Mouse (Mus musculus)
[TaxId: 10090]} | CLASS: All alpha
proteins, FOLD: SAM dom

; Calmod_bind_M ; Calmodulin binding
protein central domain

Probability
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81.3

81.15

72.34
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Starts : 1 ORF Start : 61943 Cdn1 Cdn2 Cdn3 Length
00 0 —,

Selected: 1 ORF Stop : 61806 5'End|00 00
ORFlength:144  FEnd(00 00 1000 3

] 61948
Shine D |algarno |Sequence of the Region [Start|start  [omr

¢ |score |[space [upstream of the start |Codon|Position [Length
1 ]sae 8 CAACTACAGAGAGAAGATCGAA |ATG 61945  |144
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Sequences producing significant alignments:

Tooj_7, function unknoun, 145
Serpantine 07, function unknoun, 143
Roy17_7, function unknoun, 148
Robyn_7, function unknoun, 145
prickles_7, function unknown, 148
Pops_7, Tunction unknown, 148
Pipsqueak_7, function unknown, 148
Piglet_007, function unknown, 148
Omniscient 7, function unknown, 148
Olivertialter_7, function unknoun, 148
Newnan_7, function unknown, 148
Mitkao 7, function unknown, 148
Lulumae_7, function unknown, 148

Score

e

(bits) Value

ae-81
ae-a1
ae-a1
ae-a1
ae-a1
ae-a1
ae-a1
ae-a1
ae-a1
ae-a1
ae-a1
ae-a1
4e-81
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Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(88 letters)

Distribution of 100 Blast Hits on the Query Sequence

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

Color Key for Alignnent Scores
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N
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oeore o b

Sequences producing significant alignments: (bits) Value

Yoshand_81, function unknown, 87 179 2e-45
TyrionL_80, function unknown, 87 179 2e-45
True_78, function unknown, 87 179 2e-45
Three0h302_82, function unknown, 87 179 2e-45
Simielle Draft_80, function unknown, 87 179 2e-45
Sigman_80, function unknown, 87 179 2e-45
Prickles_81, function unknown, 87 179 2e-45
Pherdinand_Draft_83, function unknown, 87 179 2e-45
Phareon_78, function unknown, 87 179 2e-45
Oliverialter_80, function unknown, 87 179 2e-45
Nyala_Draft_80, function unknown, 87 179 2e-45
Mulan_79, function unknown, 87 179 2e-45
LuckyMarjie_77, function unknown, 87 179 2e-45
Labeouficaum 80, function unknown, 87 179 2e-45
JacAttac_80, function unknown, 87 179 2e-45
TIridoclysis_79, function unknown, 87 179 2e-45
Fringe_84, function unknown, 87 179 2e-45
FluffyNinja_81, function unknown, 87 179 2e-45
Fang_81, function unknown, 87 179 2e-45
DoesntMatter_77, function unknown, 87 179 2e-45
Derpp_80, function unknown, 87 179 2e-45
Daka_Draft_8@, function unknown, 87 179 2e-45
Cornobble Draft_79, function unknown, 87 179 2e-45
Chah_82, function unknown, 87 179 2e-45
Carthage 80, function unknown, 87 179 2e-45
Banjo_77, function unknown, 87 179 2e-45
Adriana_80, function unknown, 87 179 2e-45
AbsoluteMadlad 79, function unknown, 87 179 2e-45
Tooj_77, function unknown, 87 179 3e-45
Robyn_81, function unknown, 87 179 3e-45
Horchata_77, function unknown, 87 179 3e-45
Eremos_79, function unknown, 87 179 3e-45
Antonia_79, function unknown, 87 179 3e-45
Aelin 79, function unknown, 87 179 3e-45
Vivaldi_80, function unknown, 87 178 3e-45

Schadenfreude 88, function unknown, 87 178  4e-45
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>Yoshand_81, function unknown, 87
Length = 87

Score = 179 bits (454), Expect = 2e-45
Identities = 87/87 (100%), Positives

87/87 (100%)

Query: 1 MKLCAACQAASDKWLDYRITPSIKIASGSARDDTLDGVRDRRAARFQEWRDTINRQQALL 60
MKLCAACQAASDKWLDYRITPSIKIASGSARDDTLDGVRDRRAARFQEWRDTINRQQALT
Sbjct: 1 MKLCAACQAASDKWLDYRITPSIKIASGSARDDTLDGVRDRRAARFQEWRDTINRQQALL 60

Query: 61 RKQCVSAGHVTIVDVELPGLDNTDIGG 87
RKQCVSAGHVTIVDVELPGLDNTDIGG
Sbjct: 61 RKQCVSAGHVTIVDVELPGLDNTDIGG 87

>TyrionL_80, function unknown, 87
Length = 87

Score = 179 bits (454), Expect = 2e-45
Identities = 87/87 (100%), Positives = 87/87 (100%)

Query: 1 MKLCAACQAASDKWLDYRITPSIKIASGSARDDTLDGVRDRRAARFQEWRDTINRQQALL 60
MKLCAACQAASDKWLDYRITPSIKIASGSARDDTLDGVRDRRAARFQEWRDTINRQQALT
Sbjct: 1 MKLCAACQAASDKWLDYRITPSIKIASGSARDDTLDGVRDRRAARFQEWRDTINRQQALL 60

Query: 61 RKQCVSAGHVTIVDVELPGLDNTDIGG 87
RKQCVSAGHVTIVDVELPGLDNTDIGG
Sbjct: 61 RKQCVSAGHVTIVDVELPGLDNTDIGG 87
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BK25EG15016 (Expires on 07-22 03:19 am)

Icl|Query_72668 Database Name nr
unnamed protein product Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental
Molecule type amino acid samples from WGS projects
Query Length 88 Program BLASTP 2.14.1+ b Citation

Other reports: »Search Summary [Taxonomy_reports] [Distance tree of results] [Multiple alignment] [MSA viewer]
Analyze your query with SmartBLAST
E)Graphi(: Summary

© Show Conserved Domains

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

2 3 " 1 5 ™ o o
Query seq.  MKLCAACOAASDKULDYRITPSIKIASGSARDDTLODGVRDRRAARFOQEWRDT INROQALIRKOCYSAGHYTIVDVELPGLONTDIGGZ
Superfanilies Fbal

Distribution of the top 40 Blast Hits on 40 subject sequences &
Mouse over to see the title, click to show alignments

Color key for alignment scores
W <40 W40-50 W 50-80 W 80-200 W >=200
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1} Alignments o

Max | Total Query E Per.
sl Score Score gavg value | ident | ACOSSIOn
O hypothetical protein CL95_gp080 [Mycobacterium phage JacAttac] 178 178 98% 4e56 100.00% YP_0090183931
O hypothetical protein Lopsy_81 [Mycobacterium phage Lopsy] 177 177 98% Te56 98.85% WFF398261
O hypothetical protein AU108_gp79 [Mycobacterium phage Eremos] 177 177 98% B8e56 98.85% YP 0091911731
O hypotnetical protein PBI_VIVALDI_80 [Mycobacterium phage Vivaidi] 177 177 98% 1e55 98.85% AIMS03121
O hypotnetical protein SEA_SCHADENFREUDE_80 [Mycobacterium phage Schadenfreude] 177 177 98% 1e55 98.85% AvQgs7ssi
O hypotetical protein PBI_SWISH_81 [Mycobacterium phage Swish] 176 176  98% 2e-55 98.85% YP 0091875911
O hypothetical protein [Mycobacterium phage Prann] 176 176  98% 3e-55 98.85% APD21122.1
O hypothetical protein SEA_KATNISS_82 [Mycobacterium phage Katniss] 176 176 97% 3e55 100.00% QZD8459.1
O hypothetical protein SEA_SERENDIPITY_0 [Mycobacterium phage Serendipity] 176 176  98% 4e55 97.70% AEJ92757.
O hypothetical protein PBI_PHATCATS2014_81 [Mycobacterium phage PhatCats2014] 176 176  98% T7e55 98.85% ANT419451
O hypothetical protein AU159_gp078 [Mycobacterium phage Colber] 173 173 98% 3e54 96.55% YP_0091910721
O hypotnetical protein PBI_SUFFOLK_77 [Mycobacterium phage Suffolk] 172 172 98% 9e54 9540% YP_0030057241
O hypotnetical protein PBI_BLACKSTALLION_81 [Mycobacterium phage BlackStallion 176 176  98% 1e53 98.85% ASJ798731
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hypothetical protein CL95_gp080 [Mycobacterium phage JacAttac]
'P_009018393.1 Length: 87 Number of Matches:
> See 22 more fitle(s)

Range 1: 1 to 87 GenPept Graphics

Scor Expect Method Identities Positives Gaps
178 bits(451) 4e-56 Compositional matrix adjust. 87/87(100%) 87/87(100%) 0/87(0%)

Query 1 HKLCAACQAASDKWLDYRITPSIKIASGSARDDTLDGVRDRRAARFQEWRDTINRQQALT 60
FKLCAACQAASDKWLDYRITPS TKIASGSARDDTLDGVRDRRAARFQENRDTINRQQALT
Sbjct 1 HKLCAACQAASDKWLDYRITPSIKTASGSARDDTLDGVRDRRAARFQEWRDTINRQQALT 60

Query 61 RKQCVSAGHVTIVDVELPGLDNTDIGG 87
RKQCVSAGHVTIVDVELPGLDNTDIGG
Sbjct 61 RKQCVSAGHVTIVDVELPGLDNTDIGG 87

EIDownload + GenPept Graphics

hypothetical protein Lopsy_81 [Mycobacterium phage Lopsy]
WFF39826 1 Length: 87 Number of Matches: 1

to 87 Genpept Graphics

Score Expect Method Identities  Positives Gaps
177 bits(450) 7e-56 Compositional matrix adjust. 86/87(99%) 87/87(100%) 0/87(0%)

Query 1 HKLCAACQAASDKWLDYRITPSIKIASGSARDDTLDGVRDRRAARFQEWRDTINRQQALT 60
HK+CAACQAASDKWLDYRITPS TKIASGSARDDTLDGVRDRRAARFQENRDTINRQQALT
Sbjct 1 HKMCAACQAASDKWLDYRITPSIKTASGSARDDTLDGVRDRRAARFQEWRDTINRQQALT 60

Query 61 RKQCVSAGHVTIVDVELPGLDNTDIGG 87
RKQCVSAGHVTIVDVELPGLDNTDIGG
Sbjct 61 RKQCVSAGHVTIVDVELPGLDNTDIGG 87
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Number of Hits: 26
Query MSA diversity (Neff): 2.5216
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Nr

Hit

PF00424.21

6CF2_F

2X7L.Q

6BSY_A

4LQX A

Name

; REV; REV protein (anti-repression
trans-activator protein)

Protein Rev; HIV-1, Rev, RNA aptamer,
RNA BINDING PROTEIN-RNA complex;
3.0A {Oryctolagus cuniculus}

PROTEIN REV; NUCLEAR EXPORT,
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TRANSCRIPTIONAL REGULATION;
3.17A {synthetic construct}
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2.25A {Human immunodeficiency virus
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Starts : 3 ORF Start : 62447 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop :62004 5End|844 489 B44 135
ORFlength:444  3IEnd(00 00 00 -89
I I 62397
Shine D |algarno |Sequence of the Region |Start|starc ORF
2 |score Space Upstream of the Start |Codon|Position |Length
1 714 7 ATTTTCGAGGCGGTGCCCTGAT |GTG  €2402 3935
2 210 7 ACAACCGGCCTCGGGGCGAGCG |GTG €22¢€7 2¢€4
3 273 7 CGTCACGATTGTICGATGITGAG TIG €203s 3€
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>Too3_7, function unknoun, 145
Length = 145

Score = 298 bits (762), Expect = 4e-51
Identities = 148/148 (100%), Positives = 148/145 (100%)

Query: 1 HTIDNPATLALALVILTLAVARVTRLVNSDKISDPIRVAIASRVRHHTLIAAEAEAHNQS 60
HTIDNPATLALALVILTLAVARVTRLVNSDKISDPIRVATASRVRHHTLTAAEAEAHNQS.
Sbjct: 1 NTIDNPATLALALVILTLAVARVTRLVNSDKISDPIRVAIASRVRHHTLIAAEAEAHNQS 60

Query: 61 QRAAEAHRREARWAGVYEFVQCPHCIGHWVSLGGAAVLVIVIKYSHTLDWWALLPVALAY 120
QRAAEAHRREARUAGVY EFVQUPNCTGHKVSLGGAAVLVHVIKYSHTLDWWALLPVALAY
Sbjct: 61 QRAAEAHRREARWAGVYEFVQCPWCTGHWVSLGGAAVLVWVIKYSHTLDKNALLPVALAV 120

Query: 121 SHLVGVLARFADTEEIEIEDAAEDELDD 145
SHLVGVLARFADTEEIETEDAAEDELDD
Sbjct: 121 SHLVGVLARFADTEEIEIEDAAEDELDD 145

>Serpentine_007, function unknoun, 145
Length = 143

Score = 298 bits (762), Expect = 4e-51
Identities = 148/148 (100%), Positives = 148/145 (100%)

Query: 1 HTIDNPATLALALVILTLAVARVTRLVNSDKISDPIRVAIASRVRHHTLIAAEAEAHNQS 60
HTIDNPATLALALVILTLAVARVTRLVNSDKISDPIRVATASRVRHHTLTAAEAEAHNQS.
Sbjct: 1 NTIDNPATLALALVILTLAVARVTRLVNSDKISDPIRVAIASRVRHHTLIAAEAEAHNQS 60

Query: 61 QRAAEAHRREARWAGVYEFVQCPHCIGHWVSLGGAAVLVIVIKYSHTLDWWALLPVALAY 120
QRAAEAHRREARUAGVY EFVQUPNCTGHKVSLGGAAVLVHVIKYSHTLDWWALLPVALAY
Sbjct: 61 QRAAEAHRREARWAGVYEFVQCPWCTGHWVSLGGAAVLVWVIKYSHTLDKNALLPVALAV 120

Query: 121 SHLVGVLARFADTEEIEIEDAAEDELDD 145
SHLVGVLARFADTEEIETEDAAEDELDD
Sbjct: 121 SHLVGVLARFADTEEIEIEDAAEDELDD 145
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Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs”, Nucleic Acids Res. 25:3389-3402.

Database: Actinobacteriophage Proteins as of Jul 15, 2023
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Sequences producing significant alignments:

Yoshand_82, function unknown, 46
Tooj_78, function unknown, 46
Swish_82, function unknown, 46
Prickles_82, function unknown, 46
Pherdinand_Draft_84, function unknown, 46
FluffyNinja_82, function unknown, 46
Daka_Draft_81, function unknown, 46
Chah_83, function unknown, 46
Banjo_78, function unknown, 46
Orwigg Draft_81, function unknown, 46
Eugenia_Draft_83, function unknown, 46
EmpTee_80, function unknown, 46
Vivaldi_81, function unknown, 46
Sigman_81, function unknown, 46
Scoot17C_82, function unknown, 46
Robyn_82, function unknown, 46
Oliverialter_81, function unknown, 46
Mulan_80, function unknown, 46
Manad_80, function unknown, 46
Lopsy_Draft_8@, function unknown, 46
KingTut_72, function unknown, 46
Katniss_83, function unknown, 46
JacAttac_81, function unknown, 46
Iridoclysis_80, function unknown, 46
Fozzie Draft_81, function unknown, 46
Fang_82, function unknown, 46
DoesntMatter_78, function unknown, 46
Dione_79, function unknown, 46
Colbert_79, function unknown, 46
Antonia_80, function unknown, 46
Aelin_80, function unknown, 46
Adriana_81, function unknown, 46
ThreeOh3D2 83 function unknown A6
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>Yoshand_82, function unknown, 46
Length = 46

Score = 94.7 bits (234), Expect = 7e-20
Tdentities = 46/46 (100%), Positives = 46/46 (100%)

Query: 1 MWPDLADVGTVALIGSVAGALYPLTRVLLARIDRRRARDNRPRGER 46
MWPDLADVGTVAL IGSVAGALYPLTRVLLARIDRRRARDNRPRGER
Sbjct: 1 MWPDLADVGTVALIGSVAGALYPLTRVLLARIDRRRARDNRPRGER 46

>Tooj_78, function unknown, 46
Length = 46

Score = 94.7 bits (234), Expect = 7e-20
Tdentities = 46/46 (100%), Positives = 46/46 (100%)

Query: 1 MWPDLADVGTVALIGSVAGALYPLTRVLLARIDRRRARDNRPRGER 46
MWPDLADVGTVAL IGSVAGALYPLTRVLLARIDRRRARDNRPRGER
Sbjct: 1 MWPDLADVGTVALIGSVAGALYPLTRVLLARIDRRRARDNRPRGER 46
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RID BK2XGJ20013 (Expires on 07-22 03:32 am)

Database Name nr
Description All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental

samples from WGS projects
Program BLASTP 2.14.1+ b Citation

Query ID cl|Query_98180
Description unnamed protein product
Molecule type amino acid
Query Length 47

Other reports: »Search Summary [Taxonomy_reports] [Distance tree of results] [Multiple alignment] [MSA viewer]
Analyze your query with SmartBLAST
@Graphic Summary

© Show Conserved Domains
No putative conserved domains have been detected

Distribution of the top 23 Blast Hits on 23 subject sequences
Mouse over to see the title, click to show alignments
Color key for alignment scores
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Alignments [=/Downioad ~ GenPept Graphics Distance free of results Multiple alignment

od
s e

O recombination directionality_factor [Mycobacterium phage Swish] 901 901 97% 2022 100.00% YP_0091875921
O hypothetical protein PBI_EMPTEE_80 [Mycobacterium phage EmpTee] 897 897 97% 322 9783% AID590791
O recombination directionality facor [lMycobacterium phage JacAttac] 890 890 97% 6022 9783% YP_00350183941
O hypothetical protein THREEQH3D?_83 [Mycobacterium phage ThreeOh3D2] 886 886 97% 1e21 9565% AER91951
O hypothetical protein SEA_FRINGE_85 [Mycobacterium phage Fringe] 874 874 97% 2021 9565% AZS078321
O hypothetical protein SEA_MORTY_82 Mycobacterium phage Morty] 863 863 97% 921 9348% AXC348621
O nypotnetical protein SEA_REDMAPLE_81 [Mycobacterium phage Rediapie] 813 813 89% 4e-18 9762% AZS121351
O hypothetical protein PDRPv_86 [Mycobacterium phage PDRPY] 805 805 89% 4e-18 9524% AKF123711
O hypothetical protein SEA_HAIMAS_79 [Mycobacterium phage Haimas] 793 793 97% 4e-18 83.02% AUV604821
O hypothetical protein [Mycobacterium phage Prann] 809 809 89% 5018 9762% APD211231
(=] 805 805 89% T7e-18 9524% YP_009190036.1
(m} 805 805 89% T7e-18 9524% YP_008052156.1
O hypothetical protein SEA_OLIVE_79 [Mycobacterium phage Olive] 805 805 89% T7e-18 9524% AWH143191
O hypothetical protein CL79_gp080 Mycobacterium phage Oline] 790 790 97% 8e-18 8113% YP_0050143421
O hypothetical protein AUOS8_gp080 [Mycobacterium phage Apizium] 786 786 97% 9e-18 8113% YP_0091912731
O hypothetical protein SEA_TELESWORLD_79 [Mycobacterium phage Telesworld 786 786 97% 1e-17 79.25% QuD51227.1
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BIDownload ~ GenPept Graphics
recombination directionality factor [Mycobacterium phage Swish]
Sequence ID: YP_009187592 1 Length: 46 Number of Matches: 1
»See 6 more title(s)

Range 1: 110 46 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
90.1 bits(222) 2e-22 Compositional matrix adjust. 46/46(100%) 46/46(100%) 0/46(0%)

Query 1 MWPDLADVGTVALIGSVAGALYPLTRVLLARIDRRRARDNRPRGER 46
MWPDLADVGTVALTGSVAGAL YPLTRVL LARIDRRRARDNRPRGER
Sbjct 1 MWPDLADVGTVALIGSVAGALYPLTRVLLARIDRRRARDNRPRGER 46

Download + GenPept Graphics

hypothetical protein PBI_EMPTEE_80 [Mycobacterium phage EmpTee]
Sequence ID: AID59079.1 Length: 46 Number of Matches: 1

Range 1: 110 46 GenPept Graphics

Score Expect Method Identities  Positives Gaps
89.7 bits(221) 3e-22 Compositional matrix adjust. 45/46(98%) 46/46(100%) 0/46(0%)

Query 1 MWPDLADVGTVALIGSVAGALYPLTRVLLARIDRRRARDNRPRGER 46
MWPDLADVGTVAL+GSVAGALYPLTRVL LARIDRRRARDNRPRGER
Sbjct 1 MWPDLADVGTVALVGSVAGALYPLTRVLLARIDRRRARDNRPRGER 46
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Statts : 7 ORF Statt : 62626 Cdn1 Cdn2 Cdn3 Length

Selected: 1 ORF Stop :62264 5'End|733 1000 600 45
ORFLength: 383 J'End|500 333 667 10

I 1 ] 62568

algarno |Sequence of the Region |Start|starc ORF
Space Upstream of the Start |Codon|Position |Length
8 CCGACACCGTGACCGTGGGCGA |GTG €2572 309

2 231 8 GCCGCGCCTACCTCGTGGTCGA |GTG €2527 2¢€4

3 273 7 GCGCCTACCTCGTGGTCGAGTIG |GTG  €2524 2€1

4 504 8 TCATTTTCGAGGCGGTGCCCTIG  ATG €2404 141

s 31s 8 CGACCTCGCCGATGICGGCACC GIG €2374 111

€ 345 S CACCGTGGCGCTCATCGGCAGC  GTG €235€ 93

7 195 S TGCCCTGTACCCGCTCACGCGG GIG €232¢ €3
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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.

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters
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Score  E

Sequences producing significant alignments: (bits) Value

Prickles_83, function unknown, 76 161  6e-40
Daka_Draft_82, function unknown, 76 161  6e-40
Haimas_80, function unknown, 76 159 3e-39
Pops_80, function unknown, 76 158 4e-39
Lopsy_Draft_81, function unknown, 76 157 8e-39
Vaishali2d_83, function unknown, 76 156 le-38
Colbert_80, function unknown, 76 156 le-38
Antonia_81, function unknown, 76 155  4e-38
Aelin 81, function unknown, 76 155  4e-38
Vivaldi_82, function unknown, 76 152 2e-37
Sigman_82, function unknown, 76 152 2e-37
OSmaximus_82, function unknown, 76 152 2e-37
Kikipoo_84, function unknown, 76 152 2e-37
JacAttac_82, function unknown, 76 152 2e-37
TsaacEli_84, function unknown, 76 152 2e-37
TIridoclysis_81, function unknown, 76 152 2e-37
Hertubise_82, function unknown, 77 152 2e-37
Harvey_79, function unknown, 76 152 2e-37
Fringe_86, function unknown, 76 152 2e-37
EmpTee_81, function unknown, 77 152 2e-37
Dione_80, function unknown, 76 152 2e-37
Scoot17C_83, function unknown, 76 151 6e-37
RedMaple 82, function unknown, 76 151 6e-37
Placalicious_81, function unknown, 76 151 6e-37
PG1_81, function unknown, 76 151 6e-37
Orion_81, function unknown, 76 151 6e-37
Matalotodo_Draft_83, function unknown, 76 151 6e-37
Fozzie Draft_82, function unknown, 76 151 6e-37
Badfish_83, function unknown, 76 151 6e-37
Pipsqueak_79, function unknown, 76 149 2e-36

Mulan 81, function unknown, 76 149  2e-36
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>Prickles_83, function unknown, 76
Length = 76

Score = 161 bits (407), Expect = 6e-40
Identities = 76/76 (100%), Positives = 76/76 (100%)

Query: 1 MSDLSSVSGVRRRADTVTVGEWVDIPHRRRAYLVVEWCGTDVDGTTYLAGHTHDGVPHVR 60
MSDLSSVSGVRRRADTVTVGEWVDIPHRRRAYLVVEWCGTDVDGTTYLAGHTHDGVPHVR
Sbjct: 1 MSDLSSVSGVRRRADTVTVGEWVDIPHRRRAYLVVEWCGTDVDGTTYLAGHTHDGVPHVR 60

Query: 61 TLTPGAMVNVIFEAVP 76
TLTPGAMVNVIFEAVP
Sbjct: 61 TLTPGAMVNVIFEAVP 76
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>Haimas_8@, function unknown, 76
Length = 76

Score = 159 bits (401), Expect = 3e-39
Identities = 75/76 (98%), Positives = 75/76 (98%)

Query: 1 MSDLSSVSGVRRRADTVTVGEWVDIPHRRRAYLVVEWCGTDVDGTTYLAGHTHDGVPHVR 60
MSDLSSVSGVRRRADTVTVGEWVDIPHRRRAYLVVEWCGTDVDG TYLAGHTHDGVPHVR
Sbjct: 1 MSDLSSVSGVRRRADTVTVGEWVDIPHRRRAYLVVEWCGTDVDGMTYLAGHTHDGVPHVR 60

Query: 61 TLTPGAMVNVIFEAVP 76
TLTPGAMVNVIFEAVP
Sbjct: 61 TLTPGAMVNVIFEAVP 76
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RID BK3RBPRX016 (Expires on 07-22 03:45 am)

Query ID cl|Query_50257
Description unnamed protein product
Molecule type amino acid
Query Length 77

Database Name nr
Description All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental

samples from WGS projects
Program BLASTP 2.14.1+ b Citation

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

emphic Summary

© Show Conserved Domains
No putative conserved domains have been detected

Distribution of the top 29 Blast Hits on 29 subject sequences &
Mouse over to see the title, click to show alignments
Color key for alignment scores
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Description

‘hypothetical protein SEA_PRICKLES_83 [Mycobacterium phage Prickles]

hypothetical protein SEA_HAIMAS_80 [Mycobaclerium phage Haimas]

‘hypothetical protein AU159_gp080 [Mycobacterium phage Colber]

‘hypothetical protein Lopsy_83 [Mycobacterium phage Lopsy]

hypothetical protein SEA_ANTONIA_81 [Mycobacterium phage Antonia]

hypothetical protein PBI_HERTUBISE_82 [Mycobacterium phage Hertubise]

‘hypothetical protein AVU74_gp082 [Mycobacterium phage OSmaximus]

‘hypothetical protein AU110_gp083 [Mycobacterium phage Badfish]

‘hypothetical protein SEA_PLACALICIOUS_81 [Mycobacterium phage Placalicious]

‘hypothetical protein PIPSQUEAK_79 [Mycobacterium phage Pipsqueak]

‘hypothetical protein M046_gps0 [Mycobaclerium phage Newman]

Max  Total Query
Score | Score | Cover
154 154 98%
152 152 98%
151 151 98%
150 150 98%
150 150 98%
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Accession

QGH75606.1
AUV60483.1
YP_009190037.1
YP_009191074.1
WFF39828 1
AZS127274
AEK09075.1
YP_009198940.1
YP_009018395.1
NP_943859.1
YP_009190139.1
AXH46372.1
AJD82399.1

YP_008052157.1
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ownload v GenPept Graphics

hypothetical protein SEA_PRICKLES_83 [Mycobacterium phage Prickles]
Sequence ID: QGH75606.1 Length: 76 Number of Matches: 1

Range 1: 1t0 76 GenPept Graphics

Score Expect Method Identities Positives Gaps
154 bits(389) 5e-47 Compositional matrix adjust. 76/76(100%) 76/76(100%) 0/76(0%)

Query 1 HSDLSSVSGVRRRADTVTVGEWVDIPHRRRAYLVVENCGTDVDGTTYLAGHTHDGVPHVR 60
HSDLSSVSGVRRRADTVTVGEHVDIPHRRRAYLVVENCGTDVDGT TYLAGHTHDGVPHVR
Sbjct 1 MSDLSSVSGVRRRADTVTVGEWVDIPHRRRAYLVVEWCGTDVDGTTYLAGHTHDGVPHVR 60

Query 61 TLTPGAMVNVIFEAVP 76
TUTPGAHVNVIFEAVP
Sbjct 61 TLTPGAMVNVIFEAVP 76

ownload v GenPept Graphics

hypothetical protein SEA_HAIMAS_80 [Mycobacterium phage Haimas]
: 76 Number of Matches: 1

Range 1: 1t0 76 GenPept Graphics

Score Expect Method Identities  Positives  Gaps
152 bits(384) 3e-46 Compositional matrix adjust.  75/76(99%) 75/76(98%) 0/76(0%)

Query 1 HSDLSSVSGVRRRADTVTVGEWVDIPHRRRAYLVVENCGTDVDGTTYLAGHTHDGVPHVR 60
HSDLSSVSGVRRRADTVTVGEHVDIPHRRRAYLVVENCGTOVDG TYLAGHTHDGVPHVR
Sbjct 1 MSDLSSVSGVRRRADTVTVGEWVDIPHRRRAYLVVENCGTDVDGHTYLAGHTHDGVPHVR 60

Query 61 TLTPGAMVNVIFEAVP 76
TUTPGAHVNVIFEAVP
Sbjct 61 TLTPGAMVNVIFEAVP 76
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Select: All None Selected:0

T Alignments 1=/ Download hics Distance tree of results Multiple alignment o
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O hypothelical potein 1046 go07 [Mycobaclerium phage Newman) 293 293 99% 6e-100 100.00% YP 0080520841
O hypothetical protein HL05 o007 [Mycobacterium phage Manad] 293 293 99% 1e-99 99.32% YP 0090432821
O hypothetical protein FLUFEYNINJA 7 [Mycobacterium phage FluffyNinial 294 294 99% 199 9932% AJAAINTY

O hypothetical protein SEA MEGATRON 7 [Mycobacterium phage Megatron] 292 292 99% 2099 9932% AWS01221

O hypothetical protein PBI SUFFOLK 7 [Mycobacterium phage Suftol] 292 292 99% 2099 99.32% YP 0090056541
O hypothetical potein AU0S8 gp007 [Mycobacterium phage Apizium] 291 291 99% 3e-99 98.65% YP 0091912001
O hypothetical protein SEA MORTY 7 [Mycobacterium phage Morty] 291 291 99% 4e99 9932% AXCIATEB1

(O hynothetical protein SEA DOESNTMATTER 7 [Mycobacterium phage DoesniMatter] 292 292 99% 5¢-99 98.65% AV024850.1
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Sortase, SUPFAM: Sortas

hypothetical protein Rv3683
[Mycobacterium tuberculosis H37Rv]

Sortase; sortase-fold, hydrolase,
sortase, eight-stranded beta barrel,
transpeptidase, housekeeping sortase,
surface pro

Class A sortase SrtA; Sortase,
transpeptidase, BETA BARREL,
HYDROLASE; 1.8A {Staphylococcus
aureus} SCOP: b.100.1.1

Probability

66.11

56.89

55.66

40.86

37.58

E-value

43

22

15

96

110

Score

19.83

22

26.2

20

18.17

SS

1.7

28

26

Aligned
cols

42

28

44

37

Target
Length

82

145

319

170

145




image900.png
Starts : 13 ORF Start : 62667 Cdn1 Cdn2 Cdn3 Length

Selected: 1 ORFStop :62404 5'End|778 444 444 27
ORF Length : 264 3'End|00 00 00 -23
T I [ I [T T [ ] 62663
Shine D |algarno |Sequence of the Region Start [ORF L

g
3

¢ |score |[space [upstream of the start |codon|Position [Length
1 7 GACCGCTATGAGTGGTTGACCA |GIG | €2664 |26l

2 255 B GCACGGGCTGTCTCCGAGAACC |ATG 62637 234

3 188 7 CGGGCTGTCTCCGAGAACCATG |ATG 62634 231

4 398 7 CATGATGAGTGATCTGAGCAGC GTIG €2€1€ 213

S s88 7 TGATCTGAGCAGCGTGAGCGGG GTIG €2€07 204

€ 273 8 GGTGCGCCGCCGCGCCGACACC  GTG €258€ 183

7 33¢ 8 CCGCCGCGCCGACACCGTGACC  GTG €2580 177

8 273 8 GCACCGCCGCCGCGCCTACCIC  GTIG €253s 132

S 255 S TGCCGGGCACACCCACGACGGG GTIG €24¢€5 €€

10 441 8 CACCCACGACGGGGTGCCGCAC GTIG €24¢€0 57

11 2€0 € CGGGGTGCCGCACGTGCGCACGE  TTIG €2451 48 \




image901.png
_ DeepTMHMM - Most Likely Topology | Type: Globular
Outside

Membrane

Inside
0 10 20 30 40 50 60 70

DeepTMHMM - Posterior Probabilities
1.0

Probability
o o
o [

o
»

o
N

—— Inside

o
o

0 10 20 30 40 50 60 70
Sequence




image902.png
Reference:
Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schiffer,

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

Database: Actinobacteriophage Proteins as of Jul 15, 2023
442,309 sequences; 85,584,065 total letters

Query=
(68 letters)

Distribution of 11 Blast Hits on the Query Sequence

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

Color Key for Alignnent Scores

<do 40-50

N

0 50





image903.png
Score  E

Sequences producing significant alignments: (bits) Value

Prickles_84, function unknown, 67 136 2e-32
OSmaximus_83, function unknown, 67 136 2e-32
Kikipoo_85, function unknown, 67 136 2e-32
TsaacEli_85, function unknown, 67 136 2e-32
Hertubise_83, function unknown, 67 136 2e-32
Harvey_80, function unknown, 67 136 2e-32
EmpTee_82, function unknown, 67 136 2e-32
Daka_Draft_83, function unknown, 67 136 2e-32
Colbert_81, function unknown, 67 136 2e-32
Robyn_84, function unknown, 67 131 6e-31
Carthage_83, function unknown, 67 131 6e-31

>Prickles_84, function unknown, 67
Length = 67

Score = 136 bits (342), Expect = 2e-32
Identities = 67/67 (100%), Positives = 67/67 (100%)

Query: 1 MSGLYEKVLDVLTAETHALTRRVREDVTSMIACGDPVPGGITELLDALDRYEWLTSAARA 60
MSGLYEKVLDVLTAETHALTRRVREDVTSMIACGDPVPGGI TELLDALDRYEWLTSAARA
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Query 1 PGEDGGRYTRONIAPHCLLCSCROGORRTAAILAAKRRAA 100
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EJDownload v GenPept Graphics
hypothetical protein VISTA_84 [Mycobacterium phage Vista]
Sequence 1D: YP_009016873.1 Length: 36 Humber of Matches: 1
b See 40 more ftle(s)

Range 1: 1 to 36 Genbept Graphics
Score Expect  Tdentities Positives Gaps
121 bits(278) 5es2  35/38(100%) 36/36(100%) o/38(0%)

Query 1 HSRPTAPGKCPHITTWITRAGRMVEICARCRRQIS 35
SRPIAPGKCPAITTWITRAGRAVE ICARCRROTS
Sbict 1 HSRPIAPGKCPHITTWITRAGRVEICARCRRQIS 36

EJDownload v GenPept Graphics
hypothetical protein PBI_SOTO_82 [Mycobacterium phage Soto]
Sequence ID: YP_009100891 1 Length: 36 Humber of Matches: 1
»See 14 more ttle(s)

Range 1: 1 to 36 Genbept Graphics

Score Expect  Tdentities
118 bits(272) sesi 33/38(37%) 36/36(100%) o/38(0%)

Query 1 HSRPTAPGKCPHITTWITRAGRHVEICARCRRQIS 35
SRPIAPGKCPAITTVVITRAGRAVE -CARCRRQIS
Sbict 1 HSRPIAPGKCPHITTWITRAGRHVEVCARCRRQIS 36

EJDownload v GenPept Graphics
hypothetical protein SEA_MITKAO_85 [Mycobacterium phage Mitkao]
Sequence I0: AOT23725 1 Lengh: 36 Humber of Matches: 1
»See 5 more title(s)

Range 1: 1 to 35 GenPept Graphics

Seore Expect  Tdentities Gaps
118 bits(272) se3i 35/35(100%) 35/35(100%) o/35(0%)

Query 1 HSRPTAPGKCPHITTWITRAGRMVEICARCRRQI 35
SRPIAPGKCPAITTWITRAGRAVEICARCRRQL
Sbict 1 HSRPIAPGKCPHITTWITRAGRVEICARCRRG 35

E¥Download v GenPept Graphics

hypothetical protein AUT10_gp086 [Mycobacterium phage Badfish]
Sequence 1D: YP_009190142 1 Length: 36 Humber of Matches: 1
»See 4 more ftle(s)

Range 1: 10 36 GenPept Graphics

Score Expect  Tdentities Positives Gaps
116 bits(257) 3230 35/38(57%) 35/38(57%) o/38(0%)

Query 1 HSRPIAPGKCPHITTWITRAGRHVEICARCRRQIS 35
MSRPIA GKCPAITTWITRAGRAVEICARCRRQIS
Sbjct 1 HSRPTAQGKCPHITTWITRAGRWVEICARCRRGTS 35
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Score  E

Sequences producing significant alignments: (bits) Value

Yoshand_87, function unknown, 59 121 5e-28
Wallhey 87, function unknown, 59 121 5e-28
Virgeve_84, function unknown, 59 121 5e-28
Veritas_85, function unknown, 59 121 5e-28
Simielle Draft_86, function unknown, 59 121 5e-28
Shival_84, function unknown, 59 121 5e-28
Schueller_Draft_85, function unknown, 59 121 5e-28
Roscoe_86, function unknown, 59 121 5e-28
Prickles_87, function unknown, 59 121 5e-28
Plmatters_84, function unknown, 59 121 5e-28
Phunky_84, function unknown, 59 121 5e-28
PhrankReynolds_84, function unknown, 59 121 5e-28
Phleuron_83, function unknown, 59 121 5e-28
Phergie_86, function unknown, 59 121 5e-28
Pherdinand_Draft_89, function unknown, 59 121 5e-28
Phenghiskhan_86, function unknown, 59 121 5e-28
OSmaximus_87, function unknown, 59 121 5e-28
Olive_83, function unknown, 59 121 5e-28
Newnan_83, function unknown, 59 121 5e-28
MiniBoss_Draft_82, function unknown, 59 121 5e-28
MichaelPhcott_84, function unknown, 59 121 5e-28
Manad_85, function unknown, 59 121 5e-28
Mag7_84, function unknown, 59 121 5e-28
Lopsy_Draft_85, function unknown, 70 121 5e-28
Lego3393_84, function unknown, 59 121 5e-28

Lasso_85, function unknown, 59 121  5e-28
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>Yoshand_87, function unknown, 59
Length = 59

Score = 121 bits (304), Expect = 5e-28
Tdentities = 59/59 (160%), Positives = 59/59 (100%)

Query: 1 MKLSDAAAKLTALAEQYPDAEIDVWFGGDYGQCPVVDIESPVASLDIDNTDDVVWWRFA 59
MKLSDAAAKL TALAEQYPDAE IDVWFGGDYGQCPVVDIESPVASLDIDNTDDVVVVRFA
Sbjct: 1 MKLSDAAAKLTALAEQYPDAEIDVWFGGDYGQCPVVDIESPVASLDIDNTDDVVWVRFA 59

>Wallhey 87, function unknown, 59
Length = 59

Score = 121 bits (304), Expect = 5e-28
Tdentities = 59/59 (160%), Positives = 59/59 (100%)

Query: 1 MKLSDAAAKLTALAEQYPDAEIDVWFGGDYGQCPVVDIESPVASLDIDNTDDVVWWRFA 59
MKLSDAAAKL TALAEQYPDAE IDVWFGGDYGQCPVVDIESPVASLDIDNTDDVVVVRFA
Sbjct: 1 MKLSDAAAKLTALAEQYPDAEIDVWFGGDYGQCPVVDIESPVASLDIDNTDDVVWVRFA 59
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RID BK6Y15ZA016 (Expires on 07-22 04:40 am)
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O hypothetical protein Lopsy_86 [Mycobacterium phage Lopsy] 120 120 98% 6e-34 100.00% WEF398311
O hypothetical protein M046_gp33 [Mycobacterium phage Newman] 119 119 98% 1e-33 100.00% YP 0080521601
O hypothetical protein PBI_SUFFOLK_82 [Mycobacterium phage Suffolk] 17 117 98% 7e33 98.31% YP 0090057291
O hypothetical protein SEA_CHARLIEGBROWN_84 [Mycobacterium phage CharlieGBrown] 17 117 98% 1e-32 98.31% A0Q288451
O hypothetical protein THORA_84 [Mycobacterium phage Thora] 116 116 98% 2032 98.31% AEJ918671
O hypothetical protein PBI_PG1_84 [Mycobacterium phage PG1] 15 115 98% 7e32 96.61% NP 9438621
O hypothetical protein CL79_gpo8s [Mycobacterium phage Oline] 14 114 98% B8e32 96.61% YP 0090143471
O hypothetical protein SEA_ROLIET._83 [Mycobacterium phage Rolief] 114 114 98% 2031 94.92% AzS125161
O hypothetical protein SEA_DERPP. 85 [Mycobacterium phage Derpp] 12 112 98% 1e30 94.92% AOQ286461
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Download + GenPept Graphics

hypothetical protein Lopsy_86 [Mycobacterium phage Lopsy]
Sequence ID: WFF39831.1 Length: 70 Number of Matches: 1

Range 1: 12 to 70 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
120 bits(301) 6e-34 Compositional matrix adjust. 59/59(100%) 59/59(100%) 0/59(0%)

Query 1 HKLSDAAAKLTALAEQYPDAEIDVHFGGDYGQCPVVDIESPVASLDIDNTODVWWRFA 59
HKLSDAAAKL TALAEQYPDAE IDVWFGGDYGQCPVVDIESPVASLDIDNTDDVVVVRFA
Sbjct 12 HKLSDAAAKLTALAEQYPDAEIDVHFGGDYGQCPVVDIESPVASLDIDNTODVVWRFA 76

Download + GenPept Graphics

hypothetical protein M046_gp83 [Mycobacterium phage Newman]
Sequence ID: YP_008052160.1 Length: 59 Number of Matches: 1
» See 41 more title(s)

Range 1: 110 59 GenPept Graphics

Score Expect Method Tdentities Positives Gaps
119 bits(299) 1e-33 Compositional matrix adjust. 59/59(100%) 59/59(100%) 0/59(0%)

Query 1 HKLSDAAAKLTALAEQYPDAEIDVHFGGDYGQCPVVDIESPVASLDIDNTODVWWRFA 59
HKLSDAAAKL TALAEQYPDAE IDVWFGGDYGQCPVVDIESPVASLDIDNTDDVVVVRFA
Sbjct 1 HKLSDAAAKLTALAEQYPDAEIDVHFGGDYGQCPVVDIESPVASLDIDNTODVVWRFA 59
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Score  E

Sequences producing significant alignments: (bits) Value

Zonia_87, function unknown, 86 186 2e-47
Zaider_88, function unknown, 86 186 2e-47
YouGoGlencoco_87, function unknown, 86 186 2e-47
Xavier_86, function unknown, 86 186 2e-47
Windsor_87, function unknown, 86 186 2e-47
Weher20_84, function unknown, 86 186 2e-47
Wallhey 88, function unknown, 86 186 2e-47
Vortex_85, function unknown, 86 186 2e-47
Vivaldi_87, function unknown, 86 186 2e-47
Vista_86, function unknown, 86 186 2e-47
Virgeve_85, function unknown, 86 186 2e-47
Virapocalypse_88, function unknown, 86 186 2e-47
Vaticameos_84, function unknown, 86 186 2e-47
Valjean_86, function unknown, 156 186 2e-47
Usavi_Draft_9@, function unknown, 156 186 2e-47
UncleHowie_83, function unknown, 86 186 2e-47
UAch1_88, function unknown, 86 186 2e-47
TyrionL_87, function unknown, 86 186 2e-47
True_85, function unknown, 86 186 2e-47
Tooj_84, function unknown, 86 186 2e-47
Toni_86, function unknown, 86 186 2e-47
Tomlarah_88, function unknown, 156 186 2e-47
TomBombadil 87, function unknown, 86 186 2e-47
Timmi_86, function unknown, 156 186 2e-47
Three0h3D2_88, function unknown, 86 186 2e-47

Thora 85. function unknown, 86 186 2e-47
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>Zonia_87, function unknown, 86
Length = 86

Score = 186 bits (472), Expect = 2e-47
Identities = 86/86 (100%), Positives = 86/86 (100%)

Query: 1 MSCFAVGHRVIVRPENGYDDPVSAEFGPMAGHYGKVVEIDPAPHDSATLITVEIVGRVDG 60
MSCFAVGHRVIVRPENGYDDPVSAEFGPMAGHYGKVVE IDPAPHDSATLITVE IVGRVDG
Sbjct: 1 MSCFAVGHRVIVRPENGYDDPVSAEFGPMAGHYGKVVEIDPAPHDSATLITVEIVGRVDG 60

Query: 61 PVSPAICVDRVDPQWVFYPHELDHID 86
PVSPATCVDRVDPQWVFYPHELDHID
Sbjct: 61 PVSPATCVDRVDPQWVFYPHELDHID 86

>Zaider_88, function unknown, 86
Length = 86

Score = 186 bits (472), Expect = 2e-47
Identities = 86/86 (100%), Positives = 86/86 (100%)

Query: 1 MSCFAVGHRVIVRPENGYDDPVSAEFGPMAGHYGKVVEIDPAPHDSATLITVEIVGRVDG 60
MSCFAVGHRVIVRPENGYDDPVSAEFGPMAGHYGKVVE IDPAPHDSATLITVE IVGRVDG
Sbjct: 1 MSCFAVGHRVIVRPENGYDDPVSAEFGPMAGHYGKVVEIDPAPHDSATLITVEIVGRVDG 60

Query: 61 PVSPAICVDRVDPQWVFYPHELDHID 86
PVSPATCVDRVDPQWVFYPHELDHID
Sbjct: 61 PVSPATCVDRVDPQWVFYPHELDHID 86
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samples from WGS projects
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Query Length 87 Program BLASTP 2.14.1+ b Citation
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Description

hypothetical protein SEA_FREYA_84 [Mycobacterium phage Freya]

hypothetical protein SEA_BANJO_84 [Mycobacterium phage Banjo]

‘hypothetical protein AU110_gp088 [Mycobacterium phage Badfish]

‘hypothetical protein PBI_KINGVEVEVE_85 [Mycobaclerium phage KingVeVeVe]

‘hypothetical protein SEA_MANA_85 [Mycobacterium phage Manal]

‘hypothetical protein M046_gps4 [Mycobaclerium phage Newman]

‘hypothetical protein SEA_TIMMI_86 [Mycobacterium phage Timmi]

‘hypothetical protein PBI_PHAMISHED_87 [Mycobaclerium phage Phamished]

‘hypothetical protein MURDOC_83 [Mycobacterium phage Murdoc]
‘hypothetical protein SEA_MULAN_86 [Mycobacterium phage Mulan]
‘hypothetical protein SEA_TELESWORLD_85 [Mycobacterium phage Telesworld]
‘hypothetical protein KNT94_gp78 [Mycobacterium phage KingTut]

‘hypothetical protein SEA_KAHVE_87 [Mycobacterium phage Kahve]

hypothetical protein SEA_CHARLIEGBROWN_85 [Mycobacterium phage CharlieGBrown]
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Download + GenPept Graphics

hypothetical protein PBI_PG1_85 [Mycobacterium phage PG1]
Sequence ID: NP_943863.1 Length: 86 Number of Matches: 1
» See 150 more fitle(s)

Range 1: 1 t0 86 GenPept Graphics

Score Expect Method Identities Positives Gaps
175 bits(443) 7e-55 Compositional matrix adjust. 86/86(100%) 86/86(100%) 0/86(0%)

Query 1 HSCFAVGHRVIVRPENGYDDPVSAEFGPHAGHYGKVVEIDPAPHDSATLITVEIVGRVDG 60
MSCFAVGHRVIVRPENGYDDPVSAEF GPHAGHYGKVVE IDPAPHDSAT L ITVELVGRVDG
Sbjct 1 MSCFAVGHRVIVRPENGYDDPVSAEFGPHAGHYGKVVEIDPAPHDSATLITVEIVGRVDG 60

Query 61 PVSPAICVDRVDPQHVFYPHELDHID 86
PVSPATCVDRVDPQWVFYPHELDHID
Sbjct 61 PVSPAICVDRVDPQWVFYPHELDHID 86

EIDownload + GenPept Graphics

hypothetical protein SEA_FREYA_84 [Mycobacterium phage Freya]
Sequence ID: QWY82933.1 Length: 165 Number of Matches: 1

Range 1: 80 to 165 GenPept Graphics

Score Expect Method Identities Positives Gaps
177 bits(450) 8e-55 Compositional matrix adjust. 86/86(100%) 86/86(100%) 0/86(0%)

Query 1 MSCFAVGHRVIVRPENGYDDPVSAEFGPHAGHYGKVVEIDPAPHDSATLITVEIVGRVDG 60
MSCFAVGHRVIVRPENGYDDPVSAEFGPHAGHYGKVVE IDPAPHDSATL ITVEIVGRVDG
Sbjct 80 MSCFAVGHRVIVRPENGYDDPVSAEFGPHAGHYGKVVEIDPAPHDSATLITVEIVGRVDG 139

Query 61  PVSPAICVDRVDPQUVFYPHELDHID 86
PVSPAICVDRVDPQUVFYPHELDHID
Sbjct 146 PVSPAICVDRVDPQUVFYPHELDHID 165
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Starts : 10 ORF Start : 64084 Cdn1 Cdn2 Cdn3 Length
Selected: 1 DRFStop :63524  5'End 2 _ Dooument |
ORFLength:561  3End 00 00 00 20
| [T T [ 1 [T 1T |
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s 294 8 CTGCTTTGCCGTAGGGCACCGC GTG €3757 234
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Score  E

Sequences producing significant alignments: (bits) Value

Zonia_88, function unknown, 65 139 3e-33
Zelda_88, function unknown, 65 139 3e-33
Zaider_89, function unknown, 65 139 3e-33
YouGoGlencoco_88, function unknown, 65 139 3e-33
Yoshand_89, function unknown, 65 139 3e-33
Xavier_87, function unknown, 65 139 3e-33
Windsor_88, function unknown, 65 139 3e-33
Weher20_85, function unknown, 65 139 3e-33
Waterdiva_89, function unknown, 65 139 3e-33
Wallhey 89, function unknown, 65 139 3e-33
Vortex_86, function unknown, 65 139 3e-33
Virgeve 86, function unknown, 65 139 3e-33
Virapocalypse_89, function unknown, 65 139 3e-33
Veritas_87, function unknown, 65 139 3e-33
Vaticameos_85, function unknown, 65 139 3e-33
Vaishali2d_89, function unknown, 65 139 3e-33
UncleHowie_84, function unknown, 65 139 3e-33
UAch1_89, function unknown, 65 139 3e-33
TyrionL_88, function unknown, 65 139 3e-33
Trypo_88, function unknown, 65 139 3e-33
True_86, function unknown, 65 139 3e-33
Toni_87, function unknown, 65 139 3e-33
TomBombadil_88, function unknown, 65 139 3e-33
Three0h3D2_89, function unknown, 65 139 3e-33
Thora_86, function unknown, 65 139 3e-33
Telesworld_86, function unknown, 65 139 3e-33

Swish_89, function unknown, 65 139 3e-33
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>Zonia_88, function unknown, 65
Length = 65

Score = 139 bits (349), Expect = 3e-33
Tdentities = 65/65 (100%), Positives = 65/65 (100%)

Query: 1 MTAPEKARKDRLRPVPRAGLKQIRNGEARYCPSCQTLRRQTDMRITKGGVPICIGCRDNS 60
MTAPEKARKDRLRPVPRAGLKQIRNGEARYCPSCQTLRRQTDMRITKGGVPTCIGCRDNS.
Sbjct: 1 MTAPEKARKDRLRPVPRAGLKQIRNGEARYCPSCQTLRRQTDMRITKGGVPICIGCRDNS 60

Query: 61 PRVIG 65
PRVIG
Sbjct: 61 PRVIG 65

>Zelda_88, function unknown, 65
Length = 65

Score = 139 bits (349), Expect = 3e-33
Tdentities = 65/65 (100%), Positives = 65/65 (100%)

Query: 1 MTAPEKARKDRLRPVPRAGLKQIRNGEARYCPSCQTLRRQTDMRITKGGVPICIGCRDNS 60
MTAPEKARKDRLRPVPRAGLKQIRNGEARYCPSCQTLRRQTDMRITKGGVPTCIGCRDNS.
Sbjct: 1 MTAPEKARKDRLRPVPRAGLKQIRNGEARYCPSCQTLRRQTDMRITKGGVPICIGCRDNS 60

Query: 61 PRVIG 65
PRVIG
Sbjct: 61 PRVIG 65
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Description unnamed protein product Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental
Molecule type amino acid samples from WGS projects
Query Length 66 Program BLASTP 2.14.1+ b Citation
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130 98% 1e-37 9692% YP_009100894.1

Accession

© Alignments

BIDownload v GenPept Graphics
hypothetical protein PBI_PG1_86 [Mycobacterium phage PG1]
Sequence ID: NP_943864.1 Length: 65 Number of Matches: 1
> See 180 more fitle(s)

Range 1: 1o 65 Genept Graphics

Score Expect Method Identities Positives Gaps
131 bits(330) 2e-38 Compositional matrix adjust. 65/65(100%) 65/65(100%) 0/65(0%)

Query 1 HTAPEKARKDRLRPVPRAGLKQIRNGEARYCPSCQTLRRQTDMRITKGGVPICIGCRDNS 60
MTAPEKARKDRLRPVPRAGLKQIRNGEARYCPSCQT LRRQTDHRITKGGVP TCLGCRONS
Sbjct 1 HTAPEKARKDRLRPVPRAGLKQIRNGEARYCPSCQTLRRQTDMRITKGGVPICTGCRDNS 60

Query 61 PRVIG 65
PRVIG
sbjct 61 PRVIG 65

¥ Next & Descriptions

Related Information
Gene - associated gene details

AlphaFold Structure - 3D structure displays
Identical Proteins - Identical proteins to
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BIDownload v GenPept Graphics
hypothetical protein VISTA_87 [Mycobacterium phage Vista]
Sequence ID: YP_009016876.1 Length: 65 Number of Matches: 1
> See 13 more fitle(s)
Range 1: 1o 65 Genept Graphics

Score Expect Method Identities  Positives Gaps.
131 bits(329) 4e-38 Compositional matrix adjust. 64/65(98%) 65/65(100%) 0/65(0%)

Query 1 HTAPEKARKDRLRPVPRAGLKQIRNGEARYCPSCQTLRRQTDMRITKGGVPICIGCRDNS 60
MTAPEKARKDRLRPVPRAGLKQIRNGEARYCPSCQT LRRQTDHR+TKGGVPTCLGCRONS
Sbjct 1  MTAPEKARKDRLRPVPRAGLKQIRNGEARYCPSCQTLRRQTDMRVTKGGVPICIGCRDNS 6@

¥ Next A Previous 4 Descriptions

Related Information
Gene - associated gene details
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Starts : 4 ORF Start : 64059 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop :63781 5'End|69.4 833 633 108 —I
ORFlength:279  JEnd/00 00 00 26

I I I 163977
Shine D [algarno [Sequence of the Region [Start|starc  [omr
¢ |score |space |upstream of the start |codon|Position [Length
1 i2s2 7 GACAGCTCGGCCCCGTGGTGCG |ATG  |€3978  |198
2 462 7 GTACTGCCCGAGCTGCCAGACC |TTG |€3870 |90
3 378 7 GACCTTGCGCCGACAGACCGAC ATG €3852 72
4 252 7 GTGCCGCGACAACTCACCGAGG GTIG €3792 12
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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:

ProfessorX_87, function unknown, 73
Burr_89, function unknown, 73
AbsoluteMadlad_87, function unknown, 73
UAch1_9@, function unknown, 74
SDchargel1_88, function unknown, 74
Prickles_90, function unknown, 74
PhatCats2014_88, function unknown, 74
Megatron_90, function unknown, 74
Hetaeria 89, function unknown, 74
Gophee_88, function unknown, 74
Daka_Draft_89, function unknown, 74
Colbert_87, function unknown, 74
Squiggle 88, function unknown, 73
RedMaple_88, function unknown, 73
MitKao_89, function unknown, 73
K1imbOn_88, function unknown, 73
Held 87, function unknown, 73
Antonia_88, function unknown, 73
Vista 88. function unknown. 73
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>ProfessorX_87, function unknown, 73
Length = 73

Score = 160 bits (404), Expect = le-39
Identities = 73/73 (100%), Positives = 73/73 (100%)

Query: 1 MIATAPGVALRGTPVDCAQCGHTVTPVVGTFPDNTAVGTLSGRWREFWIVPAHRAYGHGY 60
MIATAPGVALRGTPVDCAQCGHTVTPVVGTFPDNTAVGTLSGRWREFWIVPAHRAYGHGY
Sbjct: 1 MIATAPGVALRGTPVDCAQCGHTVTPVVGTFPDNTAVGTLSGRWREFWIVPAHRAYGHGY 60

Query: 61 CTGSGRQLGPVVR 73
CTGSGRQLGPWR
Sbjct: 61 CTGSGRQLGPVWR 73

>Burr_89, function unknown, 73
Length = 73

Score = 160 bits (404), Expect = le-39
Identities = 73/73 (100%), Positives = 73/73 (100%)

Query: 1 MIATAPGVALRGTPVDCAQCGHTVTPVVGTFPDNTAVGTLSGRWREFWIVPAHRAYGHGY 60
MIATAPGVALRGTPVDCAQCGHTVTPVVGTFPDNTAVGTLSGRWREFWIVPAHRAYGHGY
Sbjct: 1 MIATAPGVALRGTPVDCAQCGHTVTPVVGTFPDNTAVGTLSGRWREFWIVPAHRAYGHGY 60

Query: 61 CTGSGRQLGPVVR 73
CTGSGRQLGPWR
Sbjct: 61 CTGSGRQLGPVWR 73
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Query ID cl|Query_80251 Database Name nr
Description unnamed protein product Description Al non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental

Molecule type amino acid samples from WGS projects
Query Length 74 Program BLASTP 2.14.1+ b Citation

Other reports: »Search Summary [Taxonomy_reports] [Distance tree of results] [Multiple alignment] [MSA viewer]
Analyze your query with SmartBLAST
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No putative conserved domains have been detected
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Mouse over to see the title, click to show alignments
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‘hypothetical protein PBI_PG1_87 [Mycobacterium phage PG1

hypothetical protein SEA_ANTONIA_88 [Mycobacterium phage Antonia]

hypothetical protein PUHLTONIO_85 [Mycobacterium phage Puhitonio]

‘hypothetical protein SEA_DATI_86 [Mycobacterium phage Dati]
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hypothetical protein SEA_CHUNKY_88 [Mycobacterium phage Chunky]
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‘hypothetical protein UNCLEHOWIE_85 [Mycobacterium phage UncleHowie]
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Download v GenPept Graphics
hypothetical protein SEA_PROFESSORX_87 [Mycobacterium phage ProfessorX]
Sequence ID: AVO25971.1 Length: 73 Number of Matches: 1

» See 2 more title(s)

Range 1: 1 to 73 GenPept Graphics

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

Query 1 MIATAPGVALRGTPVDCAQCGHTVIPVVGTFPDNTAVGTLSGRHREFWIVPAHRAYGHGY 60
MIATAPGVALRGTPVDCAQCGHTVTPVVGTFPDNTAVGTL SGRHREFWIVPAHRAYGHGY
Sbjct 1 MIATAPGVALRGTPVDCAQCGHTVTPVVGTFPDNTAVGTLSGRHREFWIVPAHRAYGHGY 60

Query 61 CTGSGROLGPVWR 73
CTGSGRQLGPWR
Sbjct 61 CTGSGRQLGPWR 73

BIDownload ~ GenPept Graphics
hypothetical protein SEA_MITKAO_89 [Mycobacterium phage MitKao]
Sequence ID: AOT23729 1 Length: 73 Number of Matches: 1
> See 4 more title(s)

Range 1: 1 to 73 GenPept Graphics

Score Expect Method Identities  Positives  Gaps
147 bits(370) 4e-44 Compositional matrix adjust.  72/73(99%) 72/73(98%) 0/73(0%)

Query 1 MIATAPGVALRGTPVDCAQCGHTVIPVVGTFPDNTAVGTLSGRHREFWIVPAHRAYGHGY 60
MIATAPGVALRGTPVDCAQCGH VTPVVGTFPDNTAVGTLSGRHREFWIVPAHRAYGHGY
Sbjct 1 MIATAPGVALRGTPVDCAQCGHEVTPVVGTFPDNTAVGTLSGRHREFWIVPAHRAYGHGY 60

Query 61 CTGSGROLGPVWR 73
CTGSGRQLGPWR
Sbjct 61 CTGSGRQLGPWR 73
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Starts: 8 ORF Start : 54586 Cdn1 Cdn2 Cdn3 Length
Selected: 1 ORFStop :63975 5End|77.8 778 556 27
ORFLength:612  J'End 625 847 586 334
LI I I I ] 64215

Shine D |algarno |Sequence of the Region |Start|starc ORF
2 |Score Space Upstream of the Start |Codon|Position |Length
1 441 7 CGCCCGTGCGAGTGGGCAGCGT | ATG  €422¢€ 252
2 231 7 CCAAGGCCATCGGCGGTGGACC ATG  €4199 228
3 525 7 AGGCCATCGGCGGTGGACCATG GIG  €419€ 222
4 231 7 GGTGATCGCCACCGCGCCGGGA  GTIG €4175 201
S 357 7 TTIGTGCACAGTGCGGCCACACC GTIG €4127 153
€ 399 8 CCGGTGGCGTGAGTICTIGGATC GIG €4045 75
7 294 8 CTCGGGCCGACAGCTCGGCCCC  GTG €398¢ 12
8 270 S GGGCCGACAGCTCGGCCCCGTG  |GTG €3983 9
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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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Score  E

Sequences producing significant alignments: (bits) Value

Vivaldi_90, function unknown, 61 129 3e-30
Tooj_87, function unknown, 61 129 3e-30
Swish_91, function unknown, 61 129 3e-30
Prickles_91, function unknown, 61 129 3e-30
Mikota_85, function unknown, 61 129 3e-30
Megatron_91, function unknown, 61 129 3e-30
Hocus_88, function unknown, 61 129 3e-30
Hamish_87, function unknown, 61 129 3e-30
Haimas_87, function unknown, 61 129 3e-30
Fang_91, function unknown, 61 129 3e-30
Daka_Draft_9@, function unknown, 61 129 3e-30
Colbert_88, function unknown, 61 129 3e-30
Antonia_89, function unknown, 61 129 3e-30
AbsoluteMadlad_88, function unknown, 61 129 3e-30
Serendipity_89, function unknown, 61 127 1e-29
ProfessorX_88, function unknown, 61 127 1e-29
Mosaic_87, function unknown, 61 127 1e-29
Cannibal 9@, function unknown, 61 127 1e-29
Burr_90, function unknown, 61 127 1e-29
Apizium_88, function unknown, 61 127 1e-29
Xavier_89, function unknown, 61 125 3e-29

TallGrassMM 89, function unknown, 61 125  3e-29
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>Vivaldi 90, function unknown, 61
Length = 61

Score = 129 bits (323), Expect = 3e-30
Tdentities = 61/61 (100%), Positives = 61/61 (100%)

Query: 1 MSATNLVPDLVAVMSTGRHARALLIAKQPTPNYAGRHRAPEVEPPVRVGSVWAKAIGGGP 60
MSATNLVPDLVAVMSTGRHARAL L TAKQPTPNYAGRHRAPEVEPPVRVGSVWAKAIGGGP
Sbjct: 1 MSATNLVPDLVAVMSTGRHARALLIAKQPTPNYAGRHRAPEVEPPVRVGSVWAKAIGGGP 60

Query: 61 W 61
W
Sbjct: 61 W 61

>Tooj_87, function unknown, 61
Length = 61

Score = 129 bits (323), Expect = 3e-30
Tdentities = 61/61 (100%), Positives = 61/61 (100%)

Query: 1 MSATNLVPDLVAVMSTGRHARALLIAKQPTPNYAGRHRAPEVEPPVRVGSVWAKAIGGGP 60
MSATNLVPDLVAVMSTGRHARAL L TAKQPTPNYAGRHRAPEVEPPVRVGSVWAKAIGGGP
Sbjct: 1 MSATNLVPDLVAVMSTGRHARALLIAKQPTPNYAGRHRAPEVEPPVRVGSVWAKAIGGGP 60

Query: 61 W 61
W
Sbjct: 61 W 61
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Sequences producing significant alignments: (bits) Value

Zonia_91, function unknown, 73 152 3e-37
Xavier_90, function unknown, 73 152 3e-37
Weher20_88, function unknown, 73 152 3e-37
Wallhey 92, function unknown, 73 152 3e-37
Vortex_89, function unknown, 73 152 3e-37
Vivaldi_91, function unknown, 73 152 3e-37
Veritas_90, function unknown, 73 152 3e-37
Valjean_89, function unknown, 73 152 3e-37
Usavi_Draft_93, function unknown, 73 152 3e-37
UncleHowie_87, function unknown, 73 152 3e-37
UAch1_92, function unknown, 73 152 3e-37
Tyrionl_91, function unknown, 73 152 3e-37
Trypo_91, function unknown, 73 152 3e-37
Tooj_88, function unknown, 73 152 3e-37
TomBombadil 91, function unknown, 73 152 3e-37
TallGrassMM_90, function unknown, 73 152 3e-37
Surely_91, function unknown, 73 152 3e-37
Squiggle 90, function unknown, 73 152 3e-37
Soto_88, function unknown, 73 152 3e-37
Solosis_89, function unknown, 73 152 3e-37
Simielle Draft_91, function unknown, 73 152 3e-37
Sigman_9@, function unknown, 73 152 3e-37
Shival 89, function unknown, 73 152 3e-37
Sheila 85, function unknown, 73 152 3e-37
SDcharge11_90, function unknown, 73 152 3e-37
Schueller_Draft_9@, function unknown, 73 152 3e-37
Roscoe_90, function unknown, 73 152 3e-37

Roliet 88, function unknown, 73 152  3e-37




