Using Unipro UGENE software to align sequences
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In Unipro software, open both files at once
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This will open up a window where you can choose to align the sequences
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This action saves a new file with the aligned sequences
In the new file go to Actions=> Align=> Align with ClustalW..
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This will align your forward and reverse sequences into the consensus sequence




Now export your consensus sequence file to your local folder
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Make sure to save it in ““.fas” format




