Actinobacteriophage Genome Annotation Submission Cover Sheet

This Cover Sheet will accompany each genome’s annotation file(s) submission and succinctly describe the work that your students and you have done.  This document ensures that the work done was as complete and thorough as it could be.  Most important to the QC reviewer, denote where the trouble spots were in your annotation and how they were resolved.

Phage Name. Phrampa
Your Name. Brian Burnes
Your Institution. Mississippi University for Women
Your email. bsburnes@muw.edu
[bookmark: Text5]Additional emails. (for correspondence).       

Describe any issues or specific genes that you would like to highlight for the QC reviewer.  This includes any genes that you had questions about or received help with or that warrant further inspection in the QC review process.  Include those genes that you deliberated on and/or want to strongly advocate for.  If you contacted SMART, workshop facilitator, or a buddy school for help, please document.

1. We used the whole genome Starterator report…would love to have that earlier for the next one.

[image: ]



2. We had a duplicated section of the genome, so we indicated that on the gene notes.
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3. We had questions about identifying starts, so we asked for guidance.
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(continued)
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Please record yes/no for each of the questions below.  If further explanation is needed, please add this item to the above box.

In the submitted DNA Master file (Yes/No):

Yes 1.  Does the genome sequence in your submitted DNA Master file match the nucleotide fasta file posted on phagesDB (same number of bases, no N bases, etc.)?
Yes 2.  Are all the genes ‘Valid” when you click the Validation button?
Yes 3.  Are the genes (and matching LocusTag numbers) sequential, starting with #1, counting by 1s.
Yes 4.  Are the Locus Tags the “SEA_PHAGE NAME” format?
Yes 5.  Has the documentation been recreated from the Feature Table to match the latest file version?
Yes. 6.  Have tRNAs followed the tRNA protocol, COPYING tRNA-AMINOACID type (DNA equivalent of the anti-codon) from Aragorn output - ﻿tRNA-Gln(ctg) - AND the ends been adjusted to match the Aragorn output?  
Yes, we looked but found no frameshift. 7.  Has the frameshift in the tail assembly chaperone been annotated correctly (if applicable)?
Yes  8.  Have you cleared your Draft_Blast data and have you re-Blasted the submitted DNA Master file?
Yes  9.  Has every gene been described and supported in your Supporting Data file?
Yes 10. Did you investigate ‘gaps’?  
Yes 11.  Did you delete the genes that you meant to delete?

Now, make a profile of the file you plan to send.  (And you can save this file for Review to Improve!)

[bookmark: Text6]       1.  Have any duplicate genes been deleted?
[bookmark: Text7]       2.  Has the Notes field been cleared (using the automated buttons)?
[bookmark: Text8]       3.  Do the gene numbers and locus tags match?
[bookmark: Text9]       4.  Are the correct Feature_Types correctly selected (most will be ORFs, but check that tRNAs and tmRNAs are correctly labeled)?
[bookmark: Text10]       5.  Do the function names in the Product field either match the official function list or say “Hypothetical Protein”?
[bookmark: Text11]       6.  Has the Function field been cleared (using the automated buttons)?




How are you documenting your gene calls in class? Choose any/all that apply:
x PECAAN output
[bookmark: Text23]      DNA Master shorthand (previously used format)
[bookmark: Text24]      Spreadsheet
[bookmark: Text25]      Powerpoint
[bookmark: Text26]      Word document (must be easily searchable)
[bookmark: Text27][bookmark: Text36]      Other:  Describe.      

What is the file type (sort) submitted for QC to document your gene calls?  Choose only one.:
x PECAAN output
[bookmark: Text29]      DNA Master shorthand (previously used format)
[bookmark: Text30]      Spreadsheet
[bookmark: Text31]      Powerpoint
[bookmark: Text32]      Word document (must be easily searchable)
[bookmark: Text33][bookmark: Text34]      Other:  Describe.       
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Link to this post | posted 21 Oct, 2025 20:47

Hi Chris,

‘Would you be able to run cluster FC phage Phrampa? Thanks!

Brian

bburnes
Edit Delete Quote this postin a reply

Link to this post | posted 29 Nov, 2025 02:44

S0 sorry | missed this message. | usually come to this thread every week but we have had no new
phage since middle of October. | have posted phage Phrampa in the O.. folder here:

https://wustl.box.com/v/Actino-phage

cdshaffer Quote this postin a reply
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HiBrian,

Yep, that forum post should help.

The end determination of phages is a very tel
replicates.

In this case, Cluster FC has a direct terminal repeat of 16743 bp. So those first 37 genomes are likely at the right end
of the genome and should match as identically as possible.

g feature of the phage’s biology - most likely relating to how the phage.

Best,

From: Brian S Bumes <bsburmes@muw.edu>
Date: Wednesday, November 19, 2025 at 3:49PM
Deborah <djs@pitt.edu>
Subject: Re: Genome Exchange Request

Debbie,

1had a very nice and productive discussion with Sally regarding the genome QC for phage MUWow. Is it possible for
me to submit an updated genome announcement for MUWow?

Also, we are just about finished with annotating phage Phrampa. We noticed that genes 1-37 are duplicated at the
end (genes 256-292). I there a way to annotate that? I found this discussion
(nttps://seaphages.org/lorums/onic/5355/), butit does not address how to annotate a large duplication.

Thani

Brian
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Calling start in FC phage Phrampa

Link to this post | posted 01 Oct, 2025 20:17

b/

bburnes
Edit Delete

Hiall,

Our class is looking at Gene 1 (stop 685). which is called by glimmer and genemark (Both), the gene is
long enough (120 nt = 40aa), has good coding potential (Yes), has SYNTENY (Yes with FC phages MIMI,
TAUIA, and ATUIN), is the only gene in the region (Yes), and has a function predicted, (Hypothetical
Protein).

We need help choosing a start. Both starts 1 and 10 are called by Glimmer and GeneMark. In
STARTERATOR, start 1 has two MA's while start 10 has six MA's. Start 1 has lower RBS scores (Z-score of
1.399 and a final score of -6.961), and start 10 has a z-score of 2.024 and a final score of -4.608. Start 1
also has the longest open reading frame. Start 1 gives s 1:1 matches to the highest GenBank hit, while
Start 10 gives us 1:1 matches to the second and third GenBank hits. Basically, the highest RBS scores
g0 with start 10, but the longest open reading frame and the top hits go with start 1. Which would be a
better start?

Thanks!

Quote this postin a reply

Link to this post | posted 02 Oct, 2025 01:05

debbie

Hi Brian,
When | look at the Starterator report, | see one common start for every phage listed - it is technically
threaded through the starts listed as 9, 10 and 11. Which is the start that corresponds to bp 110.
Remember that starterator s a clustal alignment and as the sequence diverges, small discrepancies at
the nucleotide level can be present.

Twould call 110 as the start.

debbie

Quote this postin a reply
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Thanks!

Quoce i postina reply.
bburnes
Edit Delete

nkto this post | posted 03 Oct, 2025 1724

“This raises an interesting issue about starterator numbering and while not directly related to the

question at hand above (start 1 vs start 10) itis an important point in interpretation of starterator
results and why Deb talks about starts 9, 10 & 1.

Iwill give a super simple example of why it is recommended that if there are two (or more) starts that
Iook very close in the graphical track you can consider them “the same”. Here are two made up.
sequences that demonstrates how small sequence changes can lead lustal to artifcially create
different start numbers. | will use a tiny sequence right around a start codon with the smallest possible
change of the insertion of a single base. Here are the two sequences:

cccaTaece
B
cccanTaece

‘When dlustal aligns these two the result will align like this:

ccca-Tacee

L LT
cdshaffer cccaaTaCcC

‘When starterator looks at this alignment the two strands do not have identical locations (the top strand
has an ATG starting at base 4 of the alignment and the bottom strand has an ATG starting at base 5 of
the alignment). So these two sequences will get different start numbers. But these two sequences.
really do have the same start, as Deb says, this is an issue with how clustal does the alignment as
sequences diverge.

Bottom line: don't over interpret different start numbers to mean *absolutely must be different starts if
they are different numbers", instead look at the tracks at the top of the report, f the starts are tightly
clustered you can assume that there are minor base differences but the starts all very likely trace back
toa single start in the common ancestor and can thus be considered "the same start".

Quoce i postina reply.

nkto this post | posted 03 Oct, 2025 17:42

‘Thanks, that s  good point to keep in mind. | appreciate your comment.

Quote this postin a reply




