Genome Annotation Submission Cover Sheet

Preliminary Annotation Review Checklist 5-15-2018

Phage Name: LilDestine

Your Name: Joseph Ross

Your Institution: Xavier University of Louisiana

Your email: .
jross@xula.edu

Additional emails: jross1025@hotmail.com
(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?

Are all the genes “valid” when you click the “validate” button?

Have the genes been renumbered such that they go sequentially from 1 to the highest
number?

Have all old BLAST hits been cleared, and all gene features reBLASTed?
Are the locus tags the"SEA _ PHAGENAME"?
Has the Documentation been recreated to match the information in the feature table?

Have tRNA ends been adjusted with web-based Aragorn and/or tRNAscan SE?
Has the frameshift in the tail assembly chaperone been annotated (where applicable?)
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For the items below, generate a genome profile, and review the following. For the

YourPhageName_CompleteNotes.dnamb5 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 .dnamb5 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.

In many cases notes will contain the statement “No apparent GM CP” or words to that effect.
For these ORFs it is difficult or impossible to discern coding potential in the region of the
indicated stop codon for the ORF on the GeneMark CP graphic (generated via the GeneMark
website itself). “Yes” is chosen in Pecaan in the coding potential menu in all these cases
because a choice of “no” seemed to imply that visible CP was being left out.

Start for the last (presumptive) proein-encoding ORF was chosen more or less arbitrarily to
maximize ORF length.


https://seaphagesbioinformatics.helpdocsonline.com/untitled-16
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	Describe: 
In many cases notes will contain the statement “No apparent GM CP” or words to that effect.  For these ORFs it is difficult or impossible to discern coding potential in the region of the indicated stop codon for the ORF on the GeneMark CP graphic (generated via the GeneMark website itself).  “Yes” is chosen in Pecaan in the coding potential menu in all these cases because a choice of “no” seemed to imply that visible CP was being left out.

Start for the last (presumptive) proein-encoding ORF was chosen more or less arbitrarily to maximize ORF length.

The original autoannotation in PECAAN called a tRNA at start/stop 65016/65089 (forward).  External Aragorn agreed with this as did ScanSE but the COVE score was about 25, so the call was rejected.

The frameshift ahead of the tape measure was annotated mainly by very naïve modelling on Breezona, which has ORF start/stops here that differ from LilD by only one or two base pairs. A putative “slippery sequence” was identified and the point of shift was called at the end of this.  It was accepted because it passed validation.  I always have great difficulty actually following the amino acid sequence in these cases so please check. The annotation was done “manually” i.e. only in DNAM itself and not via PECAAN as the “add gene” function in PECAAN was not functional at that time.  

Large gaps were investigated via NCBI BLASTx and also checking for CP via GeneMark output.  There is a large gap around 76kb that contains a small peak of coding potential; related published genomes have several small ORFs there but BLASTx results were very poor.  Addition of a gene to cover the small CP peak yielded difficult to interpret BLASTp results on both the phagedb and NCBI databases, so the added gene was deleted.

LilDestine was originally annotated by Xavier students in the Spring of 2016 and results were presented in the form of a poster at the SEAPHAGES symposium that year.  Just now PECAAN was used to produce an updated annotation that features updated BLAST and HHPred data, the currently acceptable SEAPHAGES notes style, function terminology etc.
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