
Start crop Point End crop Point

MSA length = 3946
GT T AGA T T T AA T T T T AAA T AGT AC T AC T AA TGGT T TGT T T - AAAGT AAA T TGGCAACGTGGCA T TGT CCGGGAAA T A T CGT AAA T T A T T T T TGA T C TGCA - - - - - - - - - - AAAAGAC TGAACAAAGAGAGACCAGTGAGAAGAGT A TGGGAGGCAAAAAG
T T AAC T T TG - T T A T T AC T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGGCAACGTGGCA T TGT CCGGGAAA T A T CGT AAA T T A T T T T TGA T C TGCA - - - - - - - - - - AAAAGAC TGAACAAAGAGAGACCAGTGAGAAGAGT A TGGGAGGCAAAAAG
A TGA T T A T T - T T T T T AC T T A - TGT T A TGT T A TGT T T A T T T T AAA T T A T A T TGGCAACGTGGCA T TGT CCGGGAAA T A T CGT AAA T T A T T T T TGA T C TGCA - - - - - - - - - - AAAAGAC TGAACAAAGAGAGACCAGTGAGAAGAGT A TGGGAGGCAAAAAG
A T AA T C T T CA T T T T T T A T T AGT T C TGT T TGC T A T T CGT CC T CAA T T A T A T TGGCAACGTGGCA T TGT CCGGGAAA T A T CGT AAA T T A T T T T TGA T C TGCA - - - - - - - - - - AAAAGAC TGAACAAAGAGAGACCAGTGAGAAGAGT A TGGGAGGCAAAAAG
A T AACCAA T A T T T C T ACGAAAAA T T AAC T A TGA T A T A T T T T AAA T T A - - T - - - - - - - - - - A T A T A T A T AA T T AAC T A TGA T AAA T T A T T T T TGA T C TGCA - - - - - - - - - - AAAAGAC TGAACAAAGAGAGACCAGTGAGAAGAGT A TGGGAGGCAAAAAG
A T AGAGGT T AA T T T AAAAAAAAC T T T A T CA T T AC T T T T T T T AAA T TGTGA T T T T T A T AAAC T T T TGT CCGGGAAA T A T CGT AAA T T A T T T T TGA T C TGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T T AGGA T T A - - - T TGAA T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAGAC TGAACAAAGAGAGACCAGTGAGAAGAGT A TGGGAGGCAAAAAG
- - - - - - - - - - T T T T T T C T AA - GGT TGTGCA T CCCCAA T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAGAC TGAACAAAGAGAGACCAGTGAGAAGAGT A TGGGAGGCAAAAAG
A T T A T T A T T - AC T T T T A T T AGT A T T T T T TGT TGCC T A T T A T AAA T T A T AGTGGCAACGTGGCA T TGT C TGAGAAA T A T CGT AAA T T A T T T T TGA T C TGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAGGC TGAACAAGGAGAGACCAGTGAGAAGAGT A TGGGAGGCAAAAAG
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 size: 3946bp; fragments: 294; full length: 29 (>=3551.4bp)
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 size: 4096bp; fragments: 294; full length: 28 (>=3686.4bp)
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TE: rnd_5_family_12266
 size: 3851bp; fragments: 301; full length: 29 (>=3465.9bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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