
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
Laura3
NA

Laura3
No

Laura3
Tail assembly chaperone(s) not identified/found in genome of Chikenjars.

Laura3
NA


	Phage Name: Chikenjars
	Institution: University of Nebraska-Lincoln (UNL)
	Other emails: 
	email: cchia1@unl.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: Phamerator does not call forward ORF 51562-51681 but ORF called by DNA Master (draft gp77). Numbering between DNA Master file and Phamerator still correspond since DNA Master original gp8 (reverse) was deleted (extended original gp9).

Draft_47 (35052-34681; Rev; previously Draft_48) is a candidate to delete: it is an ORPham and overlaps forward gp46, 48, 49. A second candidate to delete is Draft_51 (35923-36039; Rev) [previously Draft_52]. Though it is one of 3 members of Pham 19724, it is only 117 bp but not called in Duffington.

Please note: one of the student authors is Phoebe B Peña. The accent mark does not consistently remain on the cvs file when I open/close and re-opem the file.
	Your Name: Catherine Chia
	8: Off
	7: 
	17: Yes
	18: 


