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MSA length = 4188
AC T T CC - - - - - - - - - - - - - - - T T T T T T AAAAGC T T A TGACC T - - CCCAAA TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T A T T T T A T T A T C T CC T A T T T CGAAC - - - - - - - - - - - - - ACCAAACACAA TGA TGT A - - - - - - - GCACAC T TGCCCA
GCC T T CA T AACACAAAAGAGA T A T A T TGAAAAA T T A - - - - C T - - T AA T AA TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACAAA T A T T AA T A TGAC T AA TGCCAA T CC T T T AAA - GA T T ACA T C T T TGT C T A
ACACCCA - - - - - CAGA T T CGGT A T T TGAA T AA T T C T CGCAA T - - C T AGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACAA T T AC TGAACCAACAAA TGCCAAACA T A T C T A - AAA T AGA T A T C TGCACC
GC T AC TGT AACA T A TGA T AAGT T A T ACAAAGT ACGACCA T T T CAAAAAGGTGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACAAAAGC TGGGAGAAAAGGT AGTGT TGCGA T TGA TGGAAGGA T TGGAACACA
AGT C T TG - - - - - CAGCAAGACCAAGAC TGGA T CC - - - - - - - - - - - - - TGC TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACA - - - - C T TGCAAGACCAAGACCAAGAC T AC T T A T T AGAGAACAAGACCA T A
GT T C TGGT AAC T CAAGAC T AAGA T CA TGACAAA T C T TGT T A T CACAAC T A TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACAAA T A T ACGAA T A T CGAAGGACAACCAGACA TGCGAA T AAGAA T C T ACC T C
AAAAGT A - - - - - - AA T A T AAA T AGGT TGGT T T C T AA T AC T C T T A - - - - T C TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAAC - - - - - - - - - - - - - - - - - - - - AC T A T C T AA T T T A T CAGT - - GT AAAAC TGT A
AGCAC T AAAACACAA T A T AAA T T A T T CAGT A T CCCACAGCACCAAGA T C T TGT TGAAA T A T T AGTGT T CAACGA T AA T T A T T T T TGT T AGGT T T CC T T T T - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACAG - - - C T CACACC T T ACGCAAGCA T CC T A TGT A T - - - - - - - TGAAAA T A T C
AC T T C TGTGAAAAAAAGT AA T T T T T TGT AAACACCAC TGCGT - - AACGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T CC T A T T T CGAACAAA T ACCGT T AGT T C T C T AGACGGT C T T CCGT C T T AA T CAGT T CAGGT AAA
- - - - - - - - - - - AAAA T AAAAAAAA T AAAAAAAAC T T T T T AGT CAAAAGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAC T T TGT T T A T T CGT ACGT TGT A T C T T T T A T T A T C T AC T A T T T CGAACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAACACAAACA T A
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 size: 4188bp; fragments: 390; full length: 0 (>=3769.2bp)
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 size: 4488bp; fragments: 389; full length: 0 (>=4039.2bp)
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TE: rnd_5_family_586

 size: 6023bp; fragments: 175; full length: 2 (>=5420.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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