
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� $QQRWaWLRQ *XLGe VecWLRQ �
V LQGLcaWeG

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? 6ecWLRQ �����
3. Have the genes been renumbered such that they go sequentially from 1 to the highest

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

�������

�. )RU WKH LWHPV EHORZ� Jenerate a genome profile� DQG UHYLHZ WKH IROORZLQJ. 6ecWLRQ ����

For the YourPhageName_CompleteNotes.dnam5 file:
D. +DYH any duplicate genes (or any with the same stop coordinate?) EHHQ UHPRYHG"
E. Does every gene have one and only one complete set of Notes (see fig 12.2 in the

Annotation Guide)?
F. Do the functions in the Notes match the official function list?
G. Is the function field EMPTY for all features?
H. Do the notes contain the initial Glimmer/GeneMark data from the autoannotation?

For the YourPhageName .dnam5 file:

D. +DYH any duplicate genes (or any with the same stop coordinate?) EHHQ UHPRYHG"
E. Is the Notes field empty for all the features with no known function?
F. Do the function naPes in the Notes match the official function list� when aSSOicabOe?
G. Is the function field EMPTY for all features?

�. 'HVFULEH DQ\ LVVXHV RU VSHFLILF JHQHV WKDW \RX ZHUH XQDEOH WR VDWLVIDFWRULO\ UHVROYH� DQG
ZDUUDQW IXUWKHU LQVSHFWLRQ LQ WKH 4XDOLW\ &RQWURO UHYLHZ.
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May 10, 2016 
 
Dear SMART member, 
 
Please find attached the Hope College Fall 2015/Spring 2016 Mycobacteriophage 
Krueger annotation files and author list. Krueger is a Subcluster K6 phage with high 
identity to other newly sequenced K6 phages. Below is a series of notes highlighting 
things we believe you should be aware of regarding the annotation. 
 
Many large gaps throughout genome: Krueger appears to contain a large number of 
gaps greater than 100 bases, some ranging to several hundred bases. We have looked 
through each of these regions and minimized them where possible by extending ORFs to 
their longest starts or adding a limited number of genes. We believe that the gaps as they 
stand in the annotated version do not contain legitimate ORFs. 
 
Additions: We added three ORFs – gp68, gp74, gp98. 
 
Of Special Note: 

gp18 and gp19 – gp19 is called to reflect a programmed translational frameshift 
and annotated (along with gp18) as a tail assembly chaperone immediately 
upstream of the tape measure protein. 
gp21-gp28 – Each of these has been annotated as a minor tail protein. Please verify 
that this is warranted in each case. 

 
Thank you for your efforts on the QC process. Please let me know if you have any 
questions or concerns. 
 
Sincerely, 
 

 
 
Aaron A. Best, Ph.D. 
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