
Start crop Point End crop Point

MSA length = 5665
A T A T T T T T T - - - - - - - - - - - - - - - - - - - - - AA T T T T T A T TGCGTGT T ACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGTGT AAAAAAAA T AAA T T T C T T CA T T CA T CGTGT T C T T TGCGGGAAA T C
AA T AC T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGTGT AAAAAAAA T AAA T T T C T T CA T T CA T CGTGT T C T T TGCGGGAAA T C
GGT AC T T CGT CAA T TGT T T TGGT T AAAA T A - T A T T T T T T T T T AAGT T AAAA T T - ACA T A TGA T ACGT CC T T TGAC T A T A T AACCCC T ACGGGGAGACAAG - - - - - - - - - - AGTGT AAAAAAAA T AAA T T T C T T CA T T CA T CGTGT T C T T TGCGGGAAA T C
AGT T T T T T A - T AA T AGT T T T T A T AAGGA TGGT T T T T T ACCC T AAC T C T AAA T T A T T T T CGGT CAGAACC T T TGAC T A T A T AACCCC T ACGGGGAGACAAG - - - - - - - - - - AGTGT AAAAAAAA T AAA T T T C T T CA T T CA T CGTGT T C T T TGCGGGAAA T C
A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGTGGA T CAGCC T T TGAC T A T A T AACCCC T ACGGGGAGACAAG - - - - - - - - - - AGTGT AAAAAAAA T AAA T T T C T T CA T T CA T CGTGT T C T T TGCGGGAAA T C
AAAA T T T C T - - - - - - - - - - - - - T T AAGA T AA T T T A T AGT T T CAAA T T AACA T T AA T A T T TGT TGAAACC T T TGAC T A T A T AACCCC T ACGGGGAGACAAG - - - - - - - - - - AGTGT AAAAAAAA T AAA T T T C T T CA T T CA T CGTGT T C T T TGCGGGAAA T C
AAAA T T T C T - - - - - - - - - - - - - T T AAGA T AA T T T A T AGT T T CAAA T T AACA T T AA T A T T TGT TGAAACC T C TGAC T A T A T AACCCC T ACGGGGAGACAAG - - - - - - - - - - AGTGT AAAAAAAA T AAA T T T C T T CA T T CA T CGTGT T C T T TGCGGGAAA T C
GA T C T T T C T A T AA T TGT T T T - - - - - - - - - - A T C T T T T A T T C T CA T T T T AA - - - - T T T T AAGT CACAA T C T T TGAC T A T A T AACCCC T ACGGGGAGACAAG - - - - - - - - - - AGTGT AAAAAAAA T AAA T T T C T T CA T T CA T CGTGT T C T T TGCGGGAAA T C
GAAAC T T - - T CAAA TGT - - - - - T T AAGA T A - - - - T T TGTGT CAAGT T - - - - - - - - - A TGTGAAA T AACC T T TGAC T A T A T AACCCC T ACGGGGAGACAAG - - - - - - - - - - AGTGT AAAAAAAA T AAA T T T C T T CA T T CA T CGTGT T C T T TGCGGGAAA T C
AAA T CACCC T T AA T TGC T CC T A - - - - - - - - A T AC T T T AC T T TGGA T T AC T - - - T T AGTGGGT T TGGGT C T T TGAC T A T A T AACCCC T ACGGGGAGACAAG - - - - - - - - - - AGTGT AAAAAAAA T AAA T T T C T T CA T T CA T CGTGT T C T T TGCGGGAAA T C
AAAACGT CCC T AA - - - - T T A T A - - - - - - - - AAAACA T AC - - - - - - - - - - - - - - - CAGAGAGGTGAAACC T T TGAC T A T A T AACCCC T ACGGGGAGACAAG - - - - - - - - - - AGTGT AAAAAAAA T AAA T T T C T T CA T T CA T CGTGT T C T T TGCGGGAAA T C
GAA T A T T T C - - - - - - - - - - - - - - - - - - - - - A T T T T TGA T T T T T T T T TGA T A - - - AGA TGGGT CGT CACC T T TGAC T A T A T AACCCC T ACGGGGAGACAAG - - - - - - - - - - AGTGT AAAAAAAA T AAA T T T C T T CA T T CA T CGTGT T C T T TGCGGGAAA T C
CA TGT AC T T T T CAGGGT CC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT A T AACC T T TGAC T A T A T AACCCC T ACGGGGAGACAAG - - - - - - - - - - AGTGT AAAAAAAA T AAA T T T C T T CA T T CA T CGTGT T C T T TGCGGGAAA T C
ACA T T T C TGT T TGT TGT T T T T A - - - - - - - - AGA T C T AGT A T AAAGT T AACGGAAGAA TGT A T T AAA T CC T T TGAC T A T A T AACCCC T ACGGGGAGACAAG - - - - - - - - - - AGTGT AAAAAAAA T AAA T T T C T T CA T T CA T CGTGT T C T T TGCGGGAAA T C
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 size: 5665bp; fragments: 8930; full length: 10 (>=5098.5bp)
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 size: 5817bp; fragments: 8930; full length: 10 (>=5235.3bp)
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TE: rnd_5_family_8316

 size: 6100bp; fragments: 684; full length: 3 (>=5490bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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