
Phage Name: 
Your Name: 
Your Institution: 
Your email: 

Additional emails: 
 (For correspondence) 

Please check each box indicating completion of each task. If you are not sure how to do something,
please see the Online Bioinformatics manual page "How to Pass Preliminary Review".  

1. Does the genome sequence in your final contain the same number of bases and is it the
same as the posted sequence on phagesdb.org?

2. Are all the genes “valid” when you click the “validate” button?
3. Have the genes been renumbered such that they go sequentially from 1 to the highest

number?
4. Have all old BLAST hits been cleared, and all gene features reBLASTed?
5. Are the locus tags the"SEA_ PHAGENAME"?
6. Has the Documentation been recreated to match the information in the feature table?
7. Have tRNA ends been adjusted with web-based Aragorn and/or tRNAscan SE?
8. Has the frameshift in the tail assembly chaperone been annotated (where applicable?)

9. For the items below, generate a genome profile, and review the following.  For the

YourPhageName_CompleteNotes.dnam5 file:

a. Have any duplicate genes (or any with the same stop coordinate?) been removed?
b. Does every gene have one and only one complete set of Notes
c. Do the functions in the Notes match the official function list?
d. Are all three lines of functional evidence described for EVERY gene?
e. Do the notes contain the initial Glimmer/GeneMark data from the autoannotation?

For the YourPhageName .dnam5 file:
a. Have any duplicate genes (or any with the same stop coordinate?) been removed?
b. Is the Notes field empty (including hidden marks?)
c. Do the function names in the Product field either match the official function list or 

say "Hypothetical Protein"?
d. Is the Function field empty (including hidden marks?) 
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10. Did you use PECAAN to annotate your phage?
If, so please describe how in the text field  after question 11.

11. Describe any issues or specific genes that you were unable to satisfactorily resolve,
and warrant further inspection in the Quality Control review.

https://seaphagesbioinformatics.helpdocsonline.com/untitled-16

	Phage Name: Linetti
	Institution: University of Central Oklahoma
	Other emails: 
	email: hkotturi@uco.edu
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	Describe: Gene 8 - SMART members can look at this gene. Glimmer and genemark have different start sites. We are choosing GeneMark 4749 due to better Z-score and longer ORF. It has -14 overlap.Gene 10 - SMART members should look at this gene function. This may be terminase small subunit next to large subunit.Gene 13 - SAMRT members can look at this gene. There is a hydrolase domain.Gene 14 - SMART Members can look at this gene. Not suggested by Glimmer or GeneMark. We found this gene in the ~320bp gap between genes in GeneMarkS analysis. Also, found in other members of this subcluster.Gene 20 - No changes were made to this gene. Matches HHPRED hit 5A21_D for gp15 SPPI.Gene 30 - SMART Members can look at this gene. the start site has been changed from 33932 to 33929 to get the longest ORF and -4 overlap. The Z-score is same for both start sites.Gene 33 - SMART Members can look at this gene. Using synteny this could be holin. No changes were made to this gene.Gene 37 - SMART Members can look at this gene. Not predicted by Glimmer. No changes were made to this gene. This is a membrane protein as it has multiple transmembrane domains predicted by TMHMM and SOSUI.Gene 38 - Glimmer and GeneMark has different suggested start sites. We are choosing Glimmer call at 41276 as it gives the longest ORF with best Final scores and Z-scores. Evidence for membrane protein as the protein has multiple transmembrane domains as confirmed by TMHMM and SOSUI.Gene 40 - No changes were made to this gene. Evidence of transmembrane domain found using TMHMM and SOSUIGene 41 - No changes made to this gene. HHPred hit matches Cas4 family nucleases to the crystal structure 3H4R_A and PF12705.7.Gene 44 - Glimmer and GeneMark have different start sites. We are choosing GeneMark as it gives the longest ORF and -4 overlap with a better Z score and Final score.Gene 45 - SMART Members should look at this gene. It is only 95 bp long. It is seen in close relatives in the subcluster. The only reason we think of keeping it is that the gene has transmembrane domain detected by TMHMM and SOSUI.Gene 48 - SMART Members can look at this gene. Both Glimmer and GeneMark suggest 45939 as a start site with Z score of 2.657 and a Final score of -3.551. We think the start site can be moved to 46140 as it gives the longest ORF with a Z score of 1.886 and a Final score of -4.825. The start site we picked closes the gap from 222 bp to 21 bp.Gene 51 - SMART Members can look at this gene. Changes the start site from glimmer and GeneMark suggested 47502 with Z-score of 1.99 and final score of -5.698 to 47526. This new start site gives  -4 overlap with the longest ORF with Z-score and final score of 1.36 and -5.98.Gene 53 - SMART Members can look at this gene. Glimmer and GeneMark suggest 48608 as a start site with a Z-score of 3.015 and a final score of -2.505. This start leaves a gap of 101 bp. We think the start site should be extended to 48647 with a Zscore of 1.72 and a final score of -5.22. This new start site leaves a gap of 62 bp.Gene 54 - SMART Members can look at this gene. NCBI and PhagesDB BLAST show NKF. However, HHPRED gives hit to nucleoside deoxyribosyltransferase with 99.6 probability and 86.8 % coverage.Gene 67 - SMART members can look at this gene. Changed the start site from Glimmer and GeneMark suggested 57284 to 57299 with a bit lower Z score (from 3.094 to 2.356) and final score (from 2.35 to 4.82) to get -4 overlap and longer ORF.Gene 68 - SMART Members can loo at this gene. Glimmer (57847) and GeneMark (57775) suggest different start sites. Glimmer start site has the best Z score (2.79) and a final score (-2.98). But this gives a 50bp overlap which is unusual. We are choosing GeneMark start site with Z score (2.128) and a final score of -5.416 with a gap of 22 bp.Gene 72 - Glimmer and GeneMark suggest different start sites. We are choosing Glimmer suggested site as it has the best score. It is supported by BLAST and Starterator.Gene 75 - No changes were made to this gene. TMHMM and SOSUI predict a transmembrane domain.Gene 87 - No changes were made to this gene. TMHMM and SOSUI show the transmembrane domain.Gene 88 - No changes were made to this gene. TMHMM and SOSUI show a transmembrane domain.Gene 102 - SMART Members can look at this gene. Glimmer and GeneMark suggest different start sites. Glimmer start site at 74458 gives a -44 bp overlap. So, we are choosing GeneMark start 74413. We think this gene should be deleted as it is only 93 bp long. There is a transmembrane domain suggested by both TMHMM and SOSUI.Gene 103 - SMART Members can look at this gene. Glimmer and GeneMark have different suggested start sites. Glimmer start 74537 has a Z score of 2.181 and a final score of -5.50. GeneMark start 74549 has a Z score   2.181 and a final score of -5.50. Both have a TTG start site. However, we think we should extend the start site to 74567, it gives a -4 overlap with gene 102 with a Z score of 2.315 and a final score of -4.82. Extending this gene also makes gene 102 a good candidate for deleting.Gene 107 - This is an Orpham.
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