
Start crop Point End crop Point

MSA length = 1706
- - - - - - - - - - - - - - - - - - - - - - - - AAAA - - - AGT T T C T TG - - - - - - - - - - - - - - - - - C T T T CAC TGGCAGAGGCAA T T AACCAC T C T T T C T C T ACAGGCA - - - - - - - - - - AACAAGAGAAA T C T T A T AGCAA T AAAGCAA TGA T TGA T TGA T TGA T TGA T TGC - T AACAAGT C T TGTGT A T TGT T AACAAGTGT T T TGTGA T A - - - TGTG
AGGA T ACGA T - - GGT A T C T CGACCAAGA - - - TGC T T C T CAGAC TGCCAGA TGGC T C T CAA T CAC TGGCAGAGGCAA T T AACCAC T C T T T C T C T ACAGGCA - - - - - - - - - - AACAAGAGAAA T C T T A T AGCAA T AAAGCAA TGA T TGA T T - - - - GA T TGA T TGA - T T A T AGGC T T T AGTGT CAA T T T CGAAA TGA T T AA T T ACG - - - TGCA
AGGA T ACGA T - - GGT A T C T CGACCAAGA - - - TGC T T C T CAGAC TGCCAGA TGGC T C T CAA T CAC TGGCAGAGGCAA T T AACCAC T C T T T C T C T ACAGGCA - - - - - - - - - - AACAAGAGAAA T C T T A T AGCAA T AAAGCAA TGA T TGA T TGA T TGA T TGA T T AA - T CGA T T A T T T TGGAC T T A T T TGAAAAAC TGT AAAGAGTG - - - T ACA
CGGCCAAAA T T AC T T A T T CCGT T T TGAAA T A T A T T T T T T AGT A T T CACAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACAAGAGAAA T C T T A T AGCAA T AAAGCAA TGA T TGA T TGA T TGA T TGAGGAAACC TGACA T T T T T TGGCC T CACC T T AAGT CAAAAC T AGT T CA T TGAA
AGAAC T T T T C T A T T T A T T T CA T C TGAGA T CA TGT A T T T AA TGGAA T CGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACAAGAGAAA T C T T A T AGCAA T AAAGCAA TGA T TGA TG - A T TGA T TGA T AACAACA TGCACC T CCGCGT A T CC T CAGGT A T C T T AGGCGGAGT AC T T TG
T ACA T AGAA T TGT C T CGC T T CA T T AAAAA T ACAA T T T T T T A T CA T T A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACAAGAGAAA T C T T A T AGCAA T AAAGCAA TGA T TGA T TGA T CAC T T - - - - - - - C TGT ACA T T T T AGAC TGCCAC TGT T A T CC TGTGT T AGT T - - - - - - -
AGGA T ACGA T - - GGT A T C T CGACCAAGA - - - TGC T T C T CAGAC TGCCAGA TGGC T C T CAA T CAC TGGCAGAGGCAA T T AACCAC T C T T T C T C T ACAGGCA - - - - - - - - - - AACAAGAGAAA T C T T A T AGCAA T AAAGCAA TGA T TGAA T TG - AAA T TGA TGAA - T TGAA TGT T A T T A T CACAAA T T AAAAAAGAAAAA T AA T A T AC TGT A
AAGA T T T A T T T AGT T T AC T CAAC TGT AAA T T TGC T T C T CAGAC TGC T AGGCGGC T C T CAA T CAC TGGCAGAGGCAA T T AACCAC T C T T T C T C T ACAGGCA - - - - - - - - - - AACAGGAGAAA T C T T A T AGCAA T AAAGCAA TGA T TGA T TGA T TGA T TGA T TGAAC TGCA T T T C T C T AAA T T AA T A T AGT AA T C T A T AC T A T T A T AC TGTG
AGGA T ACGA T - - GGT A T C T CGAACAAGA - - - TGC T T C T CAGAC TGCCAGA TGGC T C T CAA T CAC TGGCAGAGGCAA T T AACCAC T C T T T C T C T ACAGGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGG - CCGGGC T T CA T - - - - - - - - - - - - AAAA T C T T AAAGT A T A - - - - - - -
A TGGT AAAC T - - - - - - - - - CGGCCAGAA - - A T AA T T T T CAAC T T A T AA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACAAGAGAAA T C T T A T AGCAA T AAAGCAA TGA T TGA T TGA T TGA T TGA T T AGGCAAGA TGT T T T T T T T T T AAA T AGAACGCC T T C T A T A T T A TGC - - - -
GA T A T AAAAC T AA T T A T T T CAA T AAAGAA T - T C T A T T T AAA T CAA T AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACAAGAGAAA T C T T A T AGAAA T AAAGCAA TGA T TGA T TGA T TGA T TGA T T A T AAC TGACA T T A TGA T AA T AA T TGT CAAA T AA T AAACGACA - - - - - - -
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 size: 1706bp; fragments: 148; full length: 8 (>=1535.4bp)
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After TEtrimmer 1706 bp
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 size: 2012bp; fragments: 148; full length: 0 (>=1810.8bp)
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TE: rnd_5_family_8767

 size: 882bp; fragments: 117; full length: 25 (>=793.8bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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