
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: Lilmac1015
	Institution: Colorado State University-Pueblo
	Other emails: 
	email: amaya.garciacostas@csupueblo.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: This genome belongs to a very new cluster with 4 genomes, 1 we already annotated ourselves (Prairie), 2 of them we have in draft ourselves -including this one (Klevey and Lilmac1015- and a fourth one, annotated by a different institution (Bumble).  The two finalized genomes are Prairie (ours) and Bumble (from a different institution).  I am worried about propagating issues/inconsistencies that I think have already appeared in the first two genomes in this cluster.  This is the second draft genome submitted from this cluster this summer, the other one being Klevey; both of them are very very similar, and many of the issues outlined here are the same for both phage).  The SS tool felt a bit hopeless in that for many of our genes, the pham consisted of genes from the two draft genomes!
We have erred on the side of keeping most genes, even if there weren’t counterparts on the database, as these might be unique genes just for now that later appear on other phage.
Lastly, I think I might be supposed to switch the coordinates for the last few transcribed in the reverse direction, but I am not 100% sure and not confident enough to just do it.  My apologies.

• Gene 1 and 2 (1; 428): small terminase and large terminase: not annotated as such in the other 2 phage (instead: hypothetical and large terminase), and not supported by BLAST but based on HHPred and synteny, feel like these two are the small and large terminases

• Gene 4 (3372): Annotated functions of two top hits in the only two other phage in cluster have two different annotations: Bumble has capsid maturation protease; Prairie has MuF-like minor capsid protein; we went with Bumble’s since current list of allowed functions has MuF-like minor capsid protein as hypothetical … Should Prairie be corrected?  
• Gene 7 (6693):  Prairie and Bumble function annotations differed (head fiber protein vs hypothetical) and we went with Prairie, head fiber protein (plus supported by HHPRed) 
• Gene 20 (15544): Bumble’s function is LysM-like endolysin, but that is not in the list of functions that we could find, so we kept it as the simpler endolysin … but have doubts! (Gene 28 is also an endolysin)
• Gene 22 (17570): chose the start to match Prairie -and now also LO- but it is different than Bumble
• Genes 16, 24 and 30 and 52 and 66(12098; 19002; 22495; 35053; 41664): We took these out last year out of Prairie, but they appear now in every FH draft (Prairie, Klevey, Lilmac, … maybe Bumble?) so we are wondering whether to keep them in database as hypothetical?  (they are all genes somewhat closely related among the three FH phage that we know of)
• Gene 46 (32593), RepA-like replication initiator in Prairie but Bumble gene 39: helix-turn-helix DNA binding domain protein; we went with Prairie’s
• Gene 70 (44276) and 73(44902): are these unique genes? There is not even homology to anything in other FH genomes; too concerned about large gap to take them out
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