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Assuming you have edited the sequence trace in Chromas or Finch and saved it or exported it as a text
file...

Copy the sequence by highlighting the whole sequence and select EDIT --> COPY
Then google "NCBI" and select or click on "BLAST"

The first choice under Basic BLAST is "Nucleotide-Nucleotide Blast" - If you make that choice you
should see an empty text box titled, " Enter Query Sequence" as in Figure 1 below.
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Figure 1 - Interface to the BLAST sequence search program

Wait the requisite number of seconds and then click "format."

Which sequences matched the one from your trace?!! Hopefully you got a Mytilus species! Otherwise it's
"back to the drawing board."
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