
Start crop Point End crop Point

MSA length = 1307
T T T CCCAGT T CCA - - - - AGGAGAAAAA T T T C T AAAA TGGT T T TGT TGGTGT AAAGGCGCA T T C T CACGAC TGGTGT A T T TGACAAACA T T TGA T A T TGGA - - - - - - - - - - T ACGCAAA T A T TGGCGT AC T TGCCAAGT AGACCAGT CGTGAGAA TGCGCCA T AAAA TGA T TGA T T TGGCAAAAAAAAA T C - - - - - - - - - - - - - - - - - - - -
T C T C T T T T T TGT T T T TG - - ACACA T AGC T CACAAAC TGA T AA T A T T T A TGT AAAGGCGCA T T C T CACGAC TGGTGT A T T TGACAAACA T T TGA T A T TGGA - - - - - - - - - - T ACGCAAA T A T TGGCGT A T T TGCCAAA T ACACCAGT CGTGAGAA TGCGCC T T AA - - - - - - - - - - - - - - - - - - - - - - T A T T T T TGT A T T T T T T T C T AA T T C
T TGCCACA T T T - - T CAGGT AACAGTGA T T T CAAA T T TGACA T CGACGA T C T AAAGGCGCA T T C T CACGAC TGGTGT A T T TGACAAACA T T TGA T A T TGGA - - - - - - - - - - T ACGCAAA T A T TGGCGT A T T TGCCAAA T ACACCAGT CGTGAGAA TGCGCC T T AGGG - - - - - - - - - - - - - - AAAAA T T A T ACAGGGTGAGT C T T AAA T AAG
CC T A T A T T CCC T A T A T AA T ACAAA TGT T TGT CAAGT ACACCAGCC T - - - - - - AAGACGCA T T C T CACGAC TGGTGT A T T TGACAAACA T T TGA T A T TGGA - - - - - - - - - - T ACGCAAA T A T TGGCGT A T T T T CCAAA T ACACCAGT CGTGAGAA TGGCGCA T T CGAC TGT C T AC T TGGCAAGT A T T T T T T - - - - - - - - - - - - - - - - - - - -
T TGCCAGACCC TGT A TGA T AAAAA T AC T TGCCAAGT AGACCAGT C T - - - - - - AAGGCGCA T T C T CACGAC TGGTGT A T T TGACAAACA T T TGA T A T TGGA - - - - - - - - - - T ACGCAAA T A T TGGCGT A T T TGCCAAA T ACACCAGT CGTGAGAA TGCGGC T T AAGAA TGGCCA T AGGGT C T AAGGT T A T T ACAGGAAA T A TGT T T ACAGA
T TGC T T AAAGGCAC T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCC T T AAGGCGCA T T C T CACGAC TGGTGT A T T TGACAAACA T T TGA T A T TGGA - - - - - - - - - - T ACGCAAA T A T TGGCGT A T T TGCCAAA T ACACCAGT CGTGAGAA TGCGCC T T T CGAA T ACC TGT A T A T T A T T AAA T T T T T T T T CA T AA T T T T T C T AA T A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C TGT AAAGGCGGA T T C T CACGAC TGGTGT A T T TGACAAACA T T TGA T A T TGGA - - - - - - - - - - T CCGCAAA T A T TGGCGT AC T TGCCAAGT AGACCAGT CGTGAGAA TGCGCCA T AA - - - - - - - - - - - - - - - - - - - - - - TGT T T CAAAA T A T T T T T T TGCACG
T T - - - - - - - - - - - - - - - - T AA TGGGAAA T AGAAAA T CGACGA TG - - C T C T T AAAGGCGCA T T C T CACGAC TGGTGT A T T TGACAAACA T T TGA T A T TGGA - - - - - - - - - - T ACGCAAA T A T TGGCGT A T T TGCCAAA T ACACCGGT CGTGAGAA TGCGCC T T AACA T T AA T A T T AAAA T C T CAAAC T T T ACCAGAA T T T T T T T T CA T CA T
T TGC T CAGCCGT A T T TG - - - - ACGCAGT T T T T T C T AGAA T CGT A T - TGT A T AAAGGCGCA T T C T CACGAC TGGTGT A T T TGACAAACA T T T AA T A T TGGA - - - - - - - - - - T ACGCAAA T A T TGGCGT A T T TGCCAAA T ACAC T AGT CGTGAGAA TGCGCC T T AAGA T AGGCA T AGAAGAA T AA T T T T A T C T A T T T A T A T A T ACC T ACA T A
T CGCCAGACCC TGT A TGA T AAAAA T AC T TGCCAAGT AGACCAGT C TGCCA T AAAGGCGCA T T C T CACGAC TGGTGT A T T TGACAAACA T T TGA T A T TGGA - - - - - - - - - - T ACGCAAA T A T TGGCGT A T T TGCCAAA T ACACCAGT CGTGAGAA TGCGCC T T - - - AA T A T CAGT A T AGT AAAAAA T TGT T - - - - - - - - T A T T T TGACAAA
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TE: rnd_1_family_259.fasta.b.bed_uf.bed_g_4.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: 1307bp; fragments: 3425; full length: 239 (>=1176.3bp)
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 size: 1607bp; fragments: 3454; full length: 0 (>=1446.3bp)
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TE: rnd_1_family_259

 size: 1311bp; fragments: 3419; full length: 231 (>=1179.9bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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