
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 �LncOXdLnJ hLdden PaUNs?)
c. Do the function naPes 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. '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

	Phage Name: Maxo
	Institution: William and Mary
	Other emails: 
	email: mssaha@wm.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: The longest ORFs between 27955-28133 and 3385-3756 have BLASTp support (Q1-S1 matches), but they creates a 45bp and 21bp overlaps respectively.
Gaps between genes 38 (28110-28376) and 39 (28456-28713) (80bp) and between genes 48 (32851-33390) and 49 (33417-35450) (26bp) can be shorten extending genes 38 and 48 respectively. However, these extensions do not have support from BLASTp, Glimmer, and GeneMark. 
Gene 68 (immunity repressor protein (43834-43661)), is the longest ORF, however, it matches Q1-S44. Unlike other similar phages (Kampy, Ohfah and Morrow), a immunity suppressor gene in Maxo seem to be split into two (gene 68 and gene 69).  
No significant BLAST/HHpred results were found for a gap between genes 87 and 88 (50162-50043 and 51044-50874 respectively). 
When we BLAST (both NCBI BLASTp and Phagesdb BLASTp) gene 14 (10940-11480) by cutting/pasting residue sequence, resulting BLAST results match with scaffolding protein (Q1-S1) of multiple phages. However, results saved in DNA master show Q24-S24.

	Your Name: Margaret Saha
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