
Start crop Point End crop Point

MSA length = 4309
AAAGA TGAGAC T T ACCAGAAAC T A - - - - - - - - - - - AGT A T A T AAGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGGC T AAAGAGAACC T AGC TGAAGT A T ACAGGAAA T AGT CGT AAGT AC T
AAA T C TGAAA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T TGCCGAACCCCGT TGACCCA T TGGC T TGGGCA T T T C T AC T T A T C T C TGC T AGGACC T A TGCA T AGAGAAACA T AAAA T AAAA - - - GGTGT CA T T T CC
A TGT T T CAA T TG - - - - - - - - - - - - T T CCA T AGGT CCA TGCA TGAA T AA T T - - - - - - - - - - - C T ACAGAGACAAC T AGAGACGA T CAAGC T AA T ACAGAAA - - - - - - - - - - AC T T T CCGAACCCCGT TGACCCA T TGGC T TGGGCA T C T C T AC T T A T C T C TGGCA T T A T AC T C - C T T CC T T AA T C T T T T T AGT CAA - - - AGTGT T A T CCA T
ACA T T CCAGACGGC T AAAGCAGT T C TGCAAAGT T T - A T A TGCAGGT CA - - AA T T AAACAGG - T ACAGAGACAAC T AGAGACGA T CAAGC T AA T AGGCAAA - - - - - - - - - - CC T TGCCGAACCCCGT TGAC T CA T T AGC T TGGGCA T C T C T AC T T A T C T C TGCAGGT AC T AGG - AAA TGA T AGA T A T T T A - - - - - - - - - GT T AC TGA TGT T
C T A T T ACAAC T T T T T T AGC T AA T T C T T CAGA T T T T AA TGCA T A T T T T A T T AA T T A T CCA T A T T ACAGAGACAAC T AGAGACGA T CAAGC T AA T AGGCAAA - - - - - - - - - - CC T TGCCGAACCCCGT TGAC T CA T T AGC T TGGGCA T C T C T AC T T A T C T C TGT T A T T A T C T AC - GC T TGT CAGA T A T T T ACAAAAG - - - - - - - - TGT T C T T
GT AAGT AAAA T C T A T T A TGCAC T T T C T AAAA T T T T - - - GT A T AGT T T - - - - - T T T T CAGTG - - - CGGAGACAAC T AGAGACGA T CAAGT T AA T AGGCAAA - - - - - - - - - - CC T TGCCGAACCCCGT TGAC T CA T T AGC T TGGGCA T C T C T AC T T A T C T C T AGTGACAGA T T T AA T C T ACAA T A T A T T A T CGT CAAAAC - A T A T AA T T A T T
GT T T T T CAA T T T T A T AAAA T AA T A T T T CACAA T T T AGT A TGTGGT C TGC T A T T T T T CC T T A T CACAGAGACAAC T AGAGACGA T CAAGC T AA T AGGCAAA - - - - - - - - - - CC T TGCCGAACCCCGT TGAC T CA T T AGC T TGGGCA T C T C T AC T T A T C T C TGGT - - - - - - - - - ACA T TGT TGT T T A T T CA T TGT CAAAAAC T A T T T C T T A T
ACA T A T AAAC T C T A T CAGT AA TGACAA TGACAGT T AGAA T A T AAAA T A T T AA T TGTGT T T A T T T CAGAGACAAC T AGAGACGA T CAAGC T AA T AGGCAAA - - - - - - - - - - CC T TGCCGAACCCCGT TGAC T CA T T AGC T TGGGCA T C T C T AC T T A T C T C TGA T - - - - - - - - - - CA T T AGAAGT CA T T T A T C T A TGGAAA T T AGT A T TGT T
ACA T T TGA T A T T T A T CAGC T AA T T T T A T AAAC T T T A T T A T A TGAC T T A T T AA T T A T ACAAA T T ACAGAGACAAC T AGAGACGA T CAAGC T AA T AGACAAA - - - - - - - - - - CC T TGCCGAACCCCGT TGAC T CA T T AGC T TGGGCA T C T C T AC T T A T C T C TGA T CC T A T A T ACAGT T T A T AGGA T C T AAGT AAAAAAAAAGT C T T A T C T T T
A T ACGCGAAA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGT CC T CG - - - CAGAGACAAC T AGAGACGA T CAAGC T AA T AGGCAAA - - - - - - - - - - CC T TGCCGAACCCCGT TGAC T CA T T AGC T TGGGCA T C T C T ACC T CGGCCACGT A T TGT CAA T - GCC T ACCAAC T - - - - - - - - - - - - - - - T CGCGA T TGT C
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TE: rnd_4_family_278.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 4309bp; fragments: 6660; full length: 24 (>=3878.1bp)
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 size: 4613bp; fragments: 6546; full length: 23 (>=4151.7bp)
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TE: rnd_4_family_278

 size: 1843bp; fragments: 440; full length: 4 (>=1658.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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