
Pre-QC Phage Genome Annotation Checklist 

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

Additional emails: 
 (For correspondence) 

Please check each box indicating completion of each task. Annotation Guide section #'s indicated

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? Section 9.3.2
3. Have the genes been renumbered such that they go sequentially from 1 to the highest

number? Section 9.3.3
4. Have all old BLAST hits been cleared, and all gene features reBLASTed? Section 9.3.4
5. Are the locus tags the phage name? Section 9.3.3
6. Has the Documentation been recreated to match the information in the feature table?Section 1.4
7. Have tRNA ends been adjusted with web-based Aragorn and/or tRNAscan SE? Section

9.5.3-4

8. For the items below, generate a genome profile, and review the following. Section 11.3

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 (see fig 12.2 in the

Annotation Guide)?
c. Do the functions in the Notes match the official function list?
d. Is the function field EMPTY for all features?
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 for all the features with no known function?
c. Do the function names in the Notes match the official function list, when applicable?
d. Is the function field EMPTY for all features?

9. 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: Lukilu
	Institution: The College of St. Scholastica
	Other emails: 
	email: dwesthol@css.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: To whom it may concern,

Attached you will find our annotated genome for the cluster C1 Mycobacteriophage Lukilu.  Although we are confident in our annotation there are some areas that may require more in-depth analysis, which are listed hereafter:

Starterator was not run on Lukilu due to functional problems.  Starterator was unable to find Lukilu in the "Whole phamerated genome" selection even with an updated Actino database in Phamerator.  When we chose the "Whole unphamerated genome" selection, we consistently encountered an error message. 

A gene was added at coordinates 30399-30659.  This gene was not called by either Glimmer or Genemark, had no good BLAST matches with other phage proteins, and has a non-canonical TTG start codon.  However, it was identified via LC-MS/MS on infected cell pellets, so it was added.  

-Gene 187 was deleted due to lack of coding potential with M. smeg (SSC: 129644 - 129522 read backwards), unusually short ORF (123 bp), and no 1:1 BLAST matches.
-Gene 195 was deleted due to lack of coding potential (SSC: 133476 - 133538), short ORF (63 bp), and while there were 1:1 BLAST matches, they lacked functions and with phages we had yet to encounter. Additionally, the sequence, while 1:1, only matched with a segment of an apparently longer protein that the other phages had. 
-The final Gene, originally Gene 225 (Gene 223 after deletions) has unconfirmed SSC, Coding Potential, and SD score. 

Thank you for your work in verifying the quality of our annotation!
	Your Name: Daniel Westholm
	7: Yes
	8: Yes


