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Sequence Editing

1. Open forward and reverse primer ABI files in two windows of Chromas

2. Export forward file in FASTA format

3. Open exported file in Notepad

4. Selecting sequence between “N”s use NCBI BLAST to confirm that your sequence is Mytilus Cytochrome Oxidase III sequence 

5. If happy, then go back to Chromas (second window) and select the “Reverse Complement” function under Edit 

6. Now Export that second file in FASTA format

7. You now have two files exported. Create a third file that contains those two files in FASTA format (forward and reverse)
8. Open ClustalX on desktop and load that third file (that has both sequences saved in it, in FASTA format)
9. Select “Do Complete Alignment” (under “Alignment” pull-down menu) and use the alignment as a reference when you edit your final sequence file. 
