
Start crop Point End crop Point

MSA length = 2387
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AGT T T A T T AAACAGAA T AAGAGGT T AGACAGA T CGCAA T T AA TGGCGGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAACGGT T T T T C T ACA TGT T AA T AAA T AGA T AA T T A T T AGTGT T T T A T CAGC TGAGAA TGT T TGC T T CGT TGGAGGT T T T T T T T T T TGT - - T T T T T T A
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AA T T T T T AAAAAAAAAAAAAAGA T T AA T AAAACAC T AA T AA T T A T C T A T T T AA TGT AAA T T T T T T A T T T T C T T A T T T CGAA T T A T T A T AAA T T AA T T C TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGC TGAAAA TGTGTGT TGCAC T TGGGAGC T AGA T T C T AGT T A T ACA T T A
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 size: 2387bp; fragments: 90; full length: 0 (>=2148.3bp)
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 size: 3037bp; fragments: 102; full length: 0 (>=2733.3bp)
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 size: 1058bp; fragments: 290; full length: 27 (>=952.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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