
Open both sequences for primers 1 and 2; put trace file and 
sequence file to see them together for one sample

Scroll both files to the end; click on the sequence file; put the cursor at the position you 
want to delete; change mode to ‘Edit’; click on ‘delete’



Scroll both files to the beginning; repeat the editing using ‘backspace’



Save the sequence in ‘fasta’ format



Do the editing for the other sequence; then 
close all the windows

Then, open both forward and reverse 
edited sequences



Select the reverse sequence;
copy it (right click) to the window with the forward
sequence



Select the reverse sequence;
Do reverse compliment



Then select both sequences; 
Do alignment



Click on ‘Run ClustalW’



In the new window, select both 
sequences again; 
Create consensus sequence



Select concensus sequence and 
open a new alignment window



Copy the concensus sequence in the 
new alignment window

Then double click on the concensus
sequence; rename it in the new 
window; click on ‘Apply and Close’



Save the renamed concensus
sequence in ‘fasta’ format; close all 
the other windows, don’t save 
anything else


