Prepared by Cameron McPherson
(Research Assistant, Lamp Lab, 2021-2022)

Using NCBI Blast to ID sequences

Navigate to the NCBI Nucleotide blast homepage
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Select “Choose File” to upload your consensus sequence

Scroll to the bottom of the page and make sure “Highly similar sequences” is selected
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Click on BLAST
Your results will be found here
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Downloading a sequence from GenBank

Navigate to the NCBI GenBank website and enter species along with gene of interest in search
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GenBank Overview

What is GenBank?

GenBank @ is the NIH genetic an ion of all publicly i DNA (Nucleic Acids
Research, 2013 Jan;41(D1):D36-42). is part of the International Nucleotide Sequence Database Collaboration, which
the DNA DataBank of Japan (DDBJ), the European Nucleotide Archive (ENA), and GenBank at NCBI. These three izath
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Submission Tools

Search GenBank

data on a daily basis.

A GenBank release occurs every two months and is available from the ftp site. The release notes for the of provide
detailed information about the release and notifications of upcoming changes to GenBank. Release notes fof previous GenBank releases
are also available. GenBank growth statistics for both the traditional GenBank divisions and the WG:! ision are available from each
release.

An annotated sample GenBank record for a isiae gene many of the features of the GenBank flat file
format.

Access to GenBank

There are several ways to search and retrieve data from GenBanl|
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Update GenBank Records




Scroll down to results and pick the entry you want to downloa
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Ailanthus altissima voucher bal30 ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit
(rbeL) gene, partial cds; chloroplast

552 bp linear DNA

Accession: MF694658.1 Gl: 1474380175
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Ailanthus altissima voucher H. George s.n., CM atpB-rbcL intergenic spacer, partial sequence;
and ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit (rbcl.) gene, partial cds;
chloroplast

744 bp linear DNA

Accession: JX307353.1 Gl: 476002269
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Click on “Send to” and make sure “Complete Record”, “File”, and “FASTA” are selected
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Direct Submission

Finally, select “Create File” to download the séquénce as a .fasta file




