
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 for all the features with no known function (including hidden

marks?
c. Do the function names in the Notes match the official function list?
d. Is the function field EMPTY for all features?
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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: Burwell21
	Institution: Queens University of Charlotte
	Other emails: 
	email: katsanosj@queens.edu 
	1: Yes
	2: Yes
	3: Yes
	4: Yes
	6: Yes
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	11: Yes
	12: Yes
	13: Yes
	14: Yes
	15: Yes
	16: Yes
	Describe: PECAAN was used to check student annotations for accuracy.  It convenient for acquiring data from multiple databases concurrently and it does not require a lot of waiting for the search.  Very useful! -ORF 25921-26067- CP atypical coding potential, that does not cover entire ORF.  Short ORF ( 147 bp).  Strong sequence similarity with genes in the NCBI database. -ORF 30674-30766 - Very, short gene (93 bp).  CP: Yes.  However, only 2 phage with sequence similarity.   -ORF 31299-31421(rev) - Short gene (123 bp), CP: atypical GeneMarkS.  Sequence similarity to other phage genomes (2 hits). -ORF 42397-42759 -No coding potential.  Strong sequence alignment with genes of other phage.  F: HNH endonuclease.  Selecting this start as is suggested by starterator (disagrees with glimmer) allows for 1:1 alignment -ORF 45036-45266 - No coding potential, however, shows sequence similarity with genes of other phage. -ORF 45409-45570 - No coding potential, however, shows sequence similarity with genes of other phage. -ORF 45551-45697- No coding potential.  Low sequence similarity.  Coding potential shows up in reverse sequence on GeneMark (and reverse gene on Phamerator map).  Did blast search on sequences in reverse frame, but did not get any hits.  Inclined to delete gene.  -ORF 47273-47491- No coding potential.  Sequence similarity to genes of other phage.  Also, at the right end of the genome a gene was called by glimmer, but not GeneMark.  Every time I went to the end of the genome to do annotation I would get an error message “Tbregions.  Cannot perform operations on a closed dataset”  This happened multiple times and I could not manipulate the file.  I finally deleted the gene and resolved the issue.  I attempted to add the gene and eventually got the same error message.  Below are the annotation notes for that gene:  Original Glimmer call @bp 57802 has strength 0.52** not called by GeneMark57082-58032  SSC: 57289-58032 CP: No, (only atypical) SCS:  Neither-cs  ST:SS Blast-Start:  WillSterrel, NCBI, Q1:S1, 100%, 0 Gap: 86 bp LO: Yes RBS: Kibler 6, Karlin Medium Z=2.673 FS=-3.595  F:HNH endonuclease  SIF-Blast:  HNH endonuclease, NCBI, WillSterrel, AOQ28555, 100% 0, SIF-HHPred: NKF (HNH endonuclease, PDB, 5HOM_A)  SIF-SYN:  NKF 
	Your Name: Joanna Katsanos 
	8: Yes
	7: Yes
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	18: Yes


