
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.
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	Phage Name: Noella
	Institution: Merrimack College
	Other emails: 
	email: leblancstraj@merrimack.edu
	1: Yes
	2: Yes
	3: Yes
	4: Yes
	6: Yes
	5: Yes
	9: Yes
	10: Yes
	11: Yes
	12: Yes
	13: Yes
	14: Yes
	15: Yes
	16: Yes
	Describe: PECAAN was used by the students in Genetics lab to find start sites and functions using our own modified version of the PECAAN guide. They used Staterator, and the GeneMark output as well as Glimmer calls and Phamerator maps to assign start sites. Blast from PhagesDB and NCBI as well as HHPred and the CDD were used to assign functions. LeBlanc reviewed the student annotations, checked the tRNAs, added synteny notes (students will do this next year) and annotated the translational frame shift using the Sequences (very helpful) and Pham maps function of PECAAN and annotations published in GenBank for homologous phage.CDS 12884 - 13258    /note=function confirmed by HHpredCDS 13383 - 13745    /note=HHPred data calls this a "minor capsid protein"or "Phage head-tail joining protein" or "head-tail joining protein"CDS 14101 - 14517    /note=HHpred functions include minor tail protein with e-value that is too highCDS 15248 - 15631    /note=ribosomal slippage join (15248-15606) (15606-16044)CDS 23060 - 23362    /note=In the Phagesdb BLAST, the e-value was 6e-54 and had a score of 206, the NCBI BLAST also had a minor tail protein as its highest probability. Gilmer and starterator said the start site was 23015 but there is a gap of -49 which is too big, and GeneMark had a start sight of 23060 but the reading frame did not include all of the genome. The reading frame showed the second largest genome.CDS complement (25722 - 27224)    /note=Todacoro called this as a Y-int, all others as S-int. Week HHpred evidence for S-intCDS complement (33097 - 33696)    /note=Selected diff start site to include all cp and match a Staterator site used more oftenCDS complement (35708 - 35917)    /note=Start site agrees with GeneMark and Glimmer.CDS complement (36711 - 37478)    /note=GeneMark, Glimmer, and Starterator all agree that the start is 37478. It has the second longest ORF. The gene gap is -4.CDS complement (38331 - 38738)    /note=Gene added to cover cp and gap. Has same function as 5' gene.  HHPred shows segment identity to DNA primase.  Another candidate for a translational frame shift? @38410, 3rd of 4 Gs in reverse direction.CDS complement (44139 - 44480)    /note=Amino acids  57-169 are homologous to immunity repressor from Quinnkirro, Todacorro Margo and Texage. See gene 71. Consistent with this being a clear plaque mutant as observed by the students. This start was picked most often but only in 69 of 238 proteins.CDS complement (44299 - 44649)    /note=Amino acids 1-54 homologous to immunity repressor from Quinnkirro, Todacorro Margo and Texage. See gene 70. Consistent with this being a clear plaque mutant as observed by the students.
	Your Name: Janine LeBlanc-Straceski
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