Patrick Schmitz, 28 January 2010


A brief history of SEQUIN.
Download SEQUIN at http://www.ncbi.nlm.nih.gov/projects/Sequin/
Format the files you will submit for each gene separately (I personally use Nexus files) and add the basic modifiers under the sequences which will save you a lot of time (see below for an example of a coding nuclear gene submission in a phylogenetic study) :

#Nexus

BEGIN DATA;

dimensions ntax=216 nchar=708;

format datatype=DNA missing=?;

matrix

cp83 CAACCGAGTAAGTACAAAAATTGGCAGCTCAATGAAGAGTGTCGGTGAAGTTATGTCTATTGGTAGGAATTTTGAGGAAGCATTCCAAAAGGCTCTTCGAATGGTTGATGAAAATGTAACTGGTTTCGATCCCAACATTGAGAAAGTTAATGAAAATGAGCTCAGAGAACCAACTGACAAACGTATGTTTGTTTTGGCAGCTGCTCTCAAACAGGGTTATTCCATAGAAAAACTTTACGAATTAACTAAAATTGACAAATGGTTTCTTGCTAAACTAAAAAGTATTATTGATTACTATAAAGTACTCGAGGCTGTGAATCCTGGATTAATTACTTTTGATATAATAAAGAAAGCGAAACAAATTGGATTTTCTGATAAACAAATTGCCAGTGCTATAAAAAGTACGGAATTGGCTGTTCGTAAACAGAGAGAAGAATTTAAAATTACCCCATTTGTCAAGCAAATCGATACAGTTGCAGCTGAATGGCCCGCTTCGACCAATTACCTCTACCTAACATATAACGGGATTACACATGACATAAAGTTCCCGGGTGATTTTATTATGGTATTAGGCTCAGGTGTATATAGAATTGGAAGTTCAGTTGAATTCGATTGGTGTGCGGTAGGATGCTTGAGAGAATTGAGAAACCAAGGCAAGAGAACCATTATGGTAAATTATAATCCTGAAACTGTCAGTACCGATTATGA

[etc]…….

;

End;

BEGIN ncbi;

sequin

>[organism=Hyposmocoma eliai][molecule=DNA][moltype=Genomic DNA][location=genomic][country="USA: Hawaii, Kauai"] [specimen voucher=UHIM cp83]

[etc]…

END;

Don’t forget to replace [location=genomic] with [location=mitochondrion] if you submit a mitochondrial gene.

So now you are ready to submit.

Click on Sequin.exe

Click start New Submission for GenBank. 

In the Submitting Author panel, fill out all the missing information. If you already have done this for another Sequin file, you can Import all this information from the other .sqn file: Submission>Import Submitter Info.
In the Sequence format panel, click Phylogenetic study, Alignment, and Original Submission.

In the Organism and Sequences panel, first import your Nexus nucleotide alignment file. An alignment reading summary panel should pop up. If something is wrong at this point, it will tell you what to change in your Nexus file. If everything is fine go further and click next until you arrive to the next panel which will be your Sequin file that you will save in .sqn: File>Save as, and submit to GenBank at gb-sub@ncbi.nlm.nih.gov.

In the Final panel, you will have to give the name of the gene, the name of the protein, the translation reading frame, and peptide sequence, etc: Annotate>Coding Regions and Transcripts>CDS. The easiest way is that you do it for the first sequence and then use: Edit>Feature propagate. To see all the warning and errors you did (and there will be a lot I imagine): Search>validate, but I am used to not follow the recommendations and just annotate the sequences before submitting the Sequin file to GenBank. It worked until yet.
