
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"SEA_ PHAGENAME"?
6. Has the Documentation been recreated to match the information in the feature table?
7. Have tRNA ends been adjusted with web-based Aragorn and/or tRNAscan SE?
8. Has the frameshift in the tail assembly chaperone been annotated (where applicable?)

9. For the items below, generate a genome profile, and review the following.  For the

YourPhageName_CompleteNotes.dnam5 file:

a. Have any duplicate genes (or any with the same stop coordinate?) been removed?
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. Are all three lines of functional evidence described for EVERY gene?
e. Do the notes contain the initial Glimmer/GeneMark data from the autoannotation?

For the YourPhageName .dnam5 file:
a. Have any duplicate genes (or any with the same stop coordinate?) been removed?
b. Is the Notes field empty (including hidden marks?)
c. Do the function names 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. Did you use PECAAN to annotate your phage?
If, so please describe how in the text field  after question 11.

11. Describe any issues or specific genes that you were unable to satisfactorily resolve,
and warrant further inspection in the Quality Control review.

https://seaphagesbioinformatics.helpdocsonline.com/untitled-16

	Phage Name: StewieGriff
	Institution: Baylor University
	Other emails: 
	email: tamarah_adair@baylor.edu
	1: Yes
	2: Yes
	3: Yes
	4: Off
	6: Yes
	5: Yes
	9: Yes
	10: Yes
	11: Yes
	12: Yes
	13: Yes
	14: Yes
	15: Yes
	16: Yes
	Describe: Arthrobacter Phage Blair was recently annotated using the PECAAN tool and the genes that were called match to other published AN phages using the NCBI/HHPRED/CDD evidence.  Blair has been submitted. These StewieGriff files were made by copying the documentation from BLAIR.Since the naming rules have been updated, some of the gene names do not match exactly (4,7,17, for example).  Also, we are not sure where the evidence is for the original call for minor tail protein (gene 14), so this may need to be corrected to Hypothetical protein.1 F Unknown 43 348 306 ORF Hypothetical Protein2 F Unknown 345 560 216 ORF Hypothetical protein 3 F Unknown 591 806 216 ORF Hypothetical Protein4 F Unknown 800 2290 1491 ORF terminase 5 F Unknown 2294 2497 204 ORF Hypothetical Protein6 F Unknown 2549 3709 1161 ORF portal protein7 F Unknown 3706 5289 1584 ORF major capsid and protease fusion protein8 F Unknown 5293 5649 357 ORF head-to-tail connector complex protein9 F Unknown 5652 6008 357 ORF Hypothetical Protein10 F Unknown 6013 6435 423 ORF major tail protein11 F Unknown 6435 6812 378 ORF minor tail protein12 F Unknown 6818 7168 351 ORF Hypothetical Protein13 F Unknown 7279 9276 1998 ORF tape measure protein14 F Unknown 9270 11087 1818 ORF minor tail protein15 F Unknown 11092 11610 519 ORF Hypothetical Protein16 F Unknown 11607 12056 450 ORF lysin A, peptidase domain17 F Unknown 12053 12694 642 ORF lysin A 18 F Unknown 12694 12903 210 ORF holin 19 F Unknown 12884 13150 267 ORF Hypothetical Protein20 F Unknown 13218 13472 255 ORF helix-turn-helix DNA binding domain21 R Unknown 13501 13773 273 ORF helix-turn-helix DNA binding domain22 F Unknown 13883 14116 234 ORF HTH DNA binding protein, MerR-like23 F Unknown 14113 14781 669 ORF helix-turn-helix DNA binding domain24 F Unknown 14768 14983 216 ORF Hypothetical Protein25 F Unknown 14980 15276 297 ORF Hypothetical Protein26 F Unknown 15263 15529 267 ORF HNH endonucleaseBlair shares 99% identity with 0 gaps with StewieGriff.Score = 28716 bits (15550),  Expect = 0.0 Identities = 15554/15556 (99%), Gaps = 0/15556 (0%)The Genes for Blair and StewieGriff were all called the same.The Documentation was copied from Blair to StewieGriff and the minimal files are identical except for the names.Also included are the author sheets with the Pitt authors added. Below is the text used in the comment for the NCBI submission.Phage isolation, DNA preparation and annotation analysis performed            at Baylor University, Waco, TX.            Sequencing performed using Illumina with approximate coverage of            6696x at Pittsburgh Bacteriophage Institute, Pittsburgh, PA.            Assembly performed with Newbler and Consed software as of Nov,            2009.            Supported by Science Education Alliance, Howard Hughes Medical            Institute, Chevy Chase, MD.
	Your Name: Tamarah Adair
	8: Yes
	7: Yes
	17: Yes
	18: Yes


