
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  ?
6. as the oc entat on been recreated to match the information in the feature table?
7. a e t  ends been ad sted th eb based a o n and o  t scan 
8. as the a esh t n the ta  asse b  cha e one been annotated he e a cab e

9.  e e s be  enerate a genome profile  and e e  e n .  For the

YourPhageName_CompleteNotes.dnam5 file:

a. a e any duplicate genes (or any with the same stop coordinate?) been e ed
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. e a  th ee nes o  nct ona  e dence desc bed o   ene
e. Do the notes contain the initial Glimmer/GeneMark data from the autoannotation?

For the YourPhageName .dnam5 file:
a. a e any duplicate genes (or any with the same stop coordinate?) been e ed
b. Is the Notes field empty nc d n  h dden a s?)
c. Do the function na es 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. d o  se  to annotate o  ha e
 so ease desc be ho  n the te t e d  a te  est on 11.

11. esc be an  ss es  s ec c enes a   e e nab e  sa s ac  es e
and a an  e  ns ec n n e a  n  e e .

https://seaphagesbioinformatics.helpdocsonline.com/untitled-16
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Aliter Annotation Comments 
 
Gene 1: Annotated as in HortumSL17, Catalina, and other A9 bacteriophages. 
 
Note: Genes 17, 18, 19, 20, 21, and 22 all share homology with the head-to-tail 
adaptor. If only one head-to-tail adaptor function is acceptable, it should be Gene 22 
(See notes below for the individual genes). Please review. 
 
Gene 17:�Annotated as head-to-tail adaptor as in HortumSL17 (If only one head-to-
tail adaptor function is acceptable, then consider changing this function from head-to-
tail adaptor to NKF) 
 
Gene 18:� Annotated as head-to-tail adaptor (weak homology to Bacteriophage SPP1 
and Portal gp15) (If only one head-to-tail adaptor function is acceptable, then 
consider changing this function from head-to-tail adaptor to NKF) 
 
Gene 19:� Annotated as head-to-tail adaptor as in HortumSL17 and Eidsmoe (If only 
one head-to-tail adaptor function is acceptable, then consider changing this function 
from head-to-tail adaptor to NKF) 
 
Gene 20:� Possible Function as head-to-tail adaptor (weak homology to Portal gp15 
(If only one head-to-tail adaptor function is acceptable, then consider changing this 
function from head-to-tail adaptor to NKF). 
 
Gene 21:� Annotated as head-to-tail adaptor as in HortumSL17 and Eidsmoe (If only 
one head-to-tail adaptor function is acceptable, then consider changing this function 
from head-to-tail adaptor to NKF) 
 
Gene 22:� head-to-tail adaptor significant homology to Bacteriophage SPP1, gp15. If 
only one head-to-tail adaptor function is acceptable, it should be Gene 22 
 
Genes 25 and 26: tail assembly chaperone (Frameshift 16915 annotated) 
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