
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($B 3+$*(1$0(�?
6. +as the 'ocXPentatLon been recreated to match the information in the feature table?
7. +aYe t51$ ends been adMXsted ZLth Zeb�based $UaJoUn and�oU t51$scan 6("
8. +as the IUaPeshLIt Ln the taLO assePbO\ chaSeUone been annotated �ZheUe aSSOLcabOe"�

9. )RU WKe LWePs beORZ� Jenerate a genome profile� and UeYLeZ WKe IROORZLnJ.  For the

YourPhageName_CompleteNotes.dnam5 file:

a. +aYe any duplicate genes (or any with the same stop coordinate?) been UePRYed"
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. $Ue aOO thUee OLnes oI IXnctLonaO eYLdence descULbed IoU (9(5< Jene"
e. Do the notes contain the initial Glimmer/GeneMark data from the autoannotation?

For the YourPhageName .dnam5 file:
a. +aYe any duplicate genes (or any with the same stop coordinate?) been UePRYed"
b. Is the Notes field empty for all the features with no known function �LncOXdLnJ hLdden

PaUNs?
c. Do the function naPes in the Notes match the official function list"
d. Is the function field EMPTY for all features?
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10. 'Ld \oX Xse 3(&$$1 to annotate \oXU ShaJe"
,I� so SOease descULbe hoZ Ln the te[t ILeOd  aIteU TXestLon 11.

11. 'escULbe an\ LssXes RU sSecLILc Jenes WKaW \RX ZeUe XnabOe WR saWLsIacWRULO\ UesROYe�
and ZaUUanW IXUWKeU LnsSecWLRn Ln WKe 4XaOLW\ &RnWURO UeYLeZ.

https://seaphagesbioinformatics.helpdocsonline.com/untitled-16
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	Describe: PECAAN was used for initial annotation by the class and then the files were checked and polished in DNA Master. 

Gene 84 looked like it may be a truncated MPME1 gene. There is a region in another frame just upstream of this gene that also BLAST aligns with an MPME1 gene. However, gene 84 was left as NKF because there was not enough evidence to call this function. 

Gene 93 is an orpham. We looked in all the ORFs in this area trying to locate a "better" gene but could not find one. We left it as is because if we removed this gene, it would create a huge gap. 

There are some additional gaps towards the end of the genome. These gaps were investigated thoroughly to no avail. 
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