
Start crop Point End crop Point

MSA length = 1941
A T T T T A T T T C T AC TGT AGGTG - - A T A T CGC T T C TGTGA - - - - - - T A T T A T TGT AACAGT T AAA T T T CA T CGC T ACGACC T C TGTGTGC T AGC T CA T AAA T - - - - - - - - - - T T TGTGT T T T A T TGAAC T T CAAA T T AG - AAAGGGCGTGGCA T T A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T T T T TGT AA T A T T AGT AA
T A T T A T T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - AAAACC T A T T A T AA TGT AACAGT CAAA T T T CC T CGCAA TGACC T C TGTGTGC T AGC T CA T AAA T - - - - - - - - - - C T TGTGT T T T A T TGAAC T T CAAA T T AGAAAAGGACGCGGCAA T AA T AA T T AA T AA T T CAA T T ACAAAA T AAAC T T T AAA T AAAACAGTGAA T AAACA T AA
TGC TGC T CCA T CCAA T AAA TGAAA T A T T AC T ACAA T AGAAGA T T AAA T AC TGT AACAGT CAAA T T T CC T CGCAACGACC T C TGTGTGC T AGC T CA T AAA T - - - - - - - - - - C T TGTGT T T T A T TGAAC T T CGAA T T AGAAAAGGGCGCGGCAA T AC T AA - T TGCAA T ACAA T A T T T AGA T AAA T - - T T - - T AGAC - - - - - - T T AGT T A T A -
AA T T T C T T T AC T T TGT A T A TG - AA T T T CGCCCAAA T AA - - T AA T A T A T A T TGT AACAGT CAAA T T T CC T CGCAACGACC T C TGTGT T C T AGC T CA T AAA T - - - - - - - - - - C T TGTGT T T T A T TGAAC T T CAAA T T AGGAAAGGGCGTGGCAA T A T CAA T A TGCAAGAAAA T C T ACAAAA T AA T T T T T - - T AAACAC T T C TGCGT T AA T C -
T AA T A T AA T T T T T T T CCGA - - T AAGA T T T CAGA T ACAGAA TGT T A T ACGA TGT AACAGT CAAA T T T CC T CGCAACGGCC T C TGTGTGC T AGC T CA T AAA T - - - - - - - - - - C T TGTGT T T T A T TGAACC T CAAA T T AG - AAAGGGCGTGGCAACGAAAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T T T CAAGCACA T T T T T AC
T AA T T CGT T A T T A T A T AGACGAAA - - - CAGCGACAAGAAACA T T CA TGT T TGT AACAGT CAAA T T T CC T CGC T ACGACC T C TGTGTGC T AGC T CA T AAA T - - - - - - - - - - C T TGTGT T T CA T TGAAC T T CAAA T T AG - AAAGGGCGTGGCA TGT T T - - - - T ACGACAAAGT TGCGACA - - - - - - - - - - - - - - AA T CCAA T ACA T T T C TG -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AACAGT CAAA T T T CC T CGCAACGACC T C TGTGTGC T AGC T CA T AAA T - - - - - - - - - - C T TGTGT T T T A T TGAAC T T CGAA T T AG - AAAGGGCGTGGCAGT CA T - - - - ACCA T T T A T AACGCAAGAA - - - - - - - - - - TGGAC T CCGCCCCGA T T C T A -
T A T TGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA TGT AACAGT CAAA T T T CCCCGCAACGACC T C TGTGTGC T AGC T CA T AAA T - - - - - - - - - - C T TGTGT T T T A T TGAAC T T CAAA T T AG - AAAGGGCGTGGCAC T AA T - - - - - - T AA T T AGAC T T TGAAA T TGAGT T T - - - - - - - - - - - - - - A T AAAGACGA
T A T T AA T C T A T T C TGT - - - - - - - - - - - - - - - - - - - - - - - - - A T C T A T T CGTGT AACAGT CAAA T T T CC T CGCAACGACC T C TGTGTGC T AGC T CA TGAA T - - - - - - - - - - C T TGTGT T T T A T TGAAC T T CAAA T T AGAAAAGGACGCGGCA T T CGT - - - - T T AC T AAAAA T TGAC T T AAA - - - - - - - AA T AGAA T A T T A T ACAGGGT T C -
AAACAC T T T T T T A T AGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AACAGACAAA T T T CC T CGCAACGACC T C TGTGTGC T AGC T CA T AAA T - - - - - - - - - - C T TGTGT T T T A T TGAAC T T CAAA T T A T AAAAGGACGCGGCA TGT TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAAGCAAAGGCA TGGT T T T AA
AACAACGC T A - - - - - - - - - - - - AA T T AAA TGAAAGAAGT ACC T C T AAAAGTGT AACAGT CAAA T T T CC T CCC T ACGACC T C T T TGTGC T AGC T CA T AAAA - - - - - - - - - - C T TGTGT T T T A T TGAACC T CAAA T T AGAAAAGGACGCAGCAAAAGAAAGT T ACAA T C T AA T AAAAA T AAAGA T - - - - - - TGCA T C TGT AGA TGT T AGT AA
TGT T A T T A TGT T T TGCAAA T AAGGT AC T ACCGGGTGT T AA T T T AAAA T A T TGT AACAGT CAAA T T T CC T CGCAGCGACC T C TGTGTGC T AGC T CA T AAAA - - - - - - - - - - C T TGTGT T T T A T TGAAC T T CAAA T T AG - AAAGT T TGTGGGA T T T C T AA T TGA T AA T T T CA T T C T AGAAA T AC T T A T T AAAAAAAAAAA T TGT AA T T ACAA
TGT CAC TGT ACCGT A TGG - - - AGAAA T CCA TGT AAA T T AAAGGT T AAA T A TGT AACAGT CAAA T T T CC T CGCAACGACC T C TGTGTGC T AGC T CA T AAA T - - - - - - - - - - C T T A TGT T T T A T TGAAC T T CGAA T T AG - AAAGGGCGTGGCA T TGT A - - - - T A T A T T T T T A T T A T T A T T T T A T T T T T T T AAGGAC T T T AAGACAGCCA TGG
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TE: rnd_1_family_228.fasta.b.bed_uf.bed_g_1.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: 1941bp; fragments: 2397; full length: 323 (>=1746.9bp)
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TE: rnd_1_family_228.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 2241bp; fragments: 2396; full length: 0 (>=2016.9bp)
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TE: rnd_1_family_228

 size: 422bp; fragments: 1194; full length: 343 (>=379.8bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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