
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.

Genome Annotation Submission Cover Sheet


	Phage Name: Ebony 
	Institution: Queens of Charlotte 
	Other emails: easterwj@queens.edu
	email: katsanosj@queens.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: • Region between 1-367bp.  Auto-annotation did not identify any genes.  This is consistent with Mulciber and Jabith as is evident by Phamerator maps.  Additionally, GeneMark does not show any coding potential.  • Gene Added- 2395-2658 (for).  No coding potential, however, the BLASTx indicated protein function HNH endonuclease.  Consistent with Mulciber and Jabith.  • Translational Frameshift.  (16405-17213).  -2 frameshift.   Consistent with Mulciber and Jabith and codes for a tail assembly chaperone.  • Gene Added- 38059-38448 (rev).  Coding potential present, BLAST indicates 1:1 alignment with Jabith DNA primase.• Gene deleted – 39876-39956 (for).  Does not align with other genes in the A11 subcluster.  It is a forward gene in a group of reverse genes.  Coding potential does exit in the -1 frame. Reversing the gene was examined, however, did not align with any other genes.  • Gene Added -42076-42225 (rev).  Coding potential is low, however, blast search indicates 1:1 alignment with Jabith gp71 which is a DNA binding protein.  • Gene deleted – 47388-47444 (rev).  Only 57 bp long.  No Coding potential.  NCBI and HHpred produced no hits.  • Gene deleted – 47441-47539 (rev).  Only 99 bp long.  No coding potential.  NCBI and HHpred produced no hits.  *Deleting the above two genes creates 185 bp gap.   This is not consistent with Mulciber or Jabith, but leaving as two small genes was not consistent either.  • The following large gaps are consistent with A11 finalized annotations (Mulciber, Et2Brutus, Jabith) and there is no coding potential or gene function has been identified: 16296-16405, 25420-25582, 25946-26075, 34695-34871, 44933-45119
	Your Name: Joanna Katsanos
	7: Yes
	8: Yes


