
Start crop Point End crop Point

MSA length = 3360
AA T CA T T T T A T T A T T A TGTGT TGT A T AA T T ACAGC TGGGGGT TGGAAC TGT AACCAAAA T T ACCAGTGGCGGC T CGT CAGGGT AGGCC T C TGAGGCCGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGAGGTGT A TGA T AGA T ACCAA T T T AA T AGTGC T A T AAAC T AGT ACAAA
T AACAAC T AGT T A T CA T T T TGTGT A T T AAAACAAAAAAA T T T C T CAGA TGCAA T AAAC T T ACACAGTGGCGGC T CGT CAGGGT AGGCC T C TGAGGCCGCG - - - - - - - - - - AC T T A TGT CGCC T CACC T T CC T A TGT ACCCACGAGCCGCCAC TGC - - - - - - - - - - - - - - - - - - - - - AGAC - - - - - - - - - - A T T TGA T A TGA T T C T A T T AG
A T AAA T T AAAA T ACCAGCAAAAA TGT TGTGT CA T TGT CAAA T T CGA T A T T T AA T AAA T TGAA T CAGTGGCGGC T CGT CAGGGT AGGCC T C TGAGGCCGCG - - - - - - - - - - AC T T A TGT CGCC T CACC T T CC T A TGT ACCCACGAGCCGCCAC TGCAAA T A T TGGAAGT T TG - AGTGAAA T C T A T T AAA T AA T A T T T TGT A T T T ACA T CCA
A - - - GGT T T AA T C T T AA T AGAAAC - C T T AGCCGGAAA T AAA T T AAAAC - T T AC T AAGCCGT TGCAGTGGCGGC T CGT CAGGGT AGGCC T C TGAGGCCGCG - - - - - - - - - - AC T T A TGACGCC T CACC T T CC T A TGT ACCCACGAGCCGCCAC TGCA T AAA T T AAAAC T T TGAAAAAAAA T CAA T T T AA T AA T TGAA T AAAAA T A TGCA TG
AA - - A T T T TGT TGT T AA T AGGT A T A T C T T TGC T T AAAAACA T T AAAAA T T T AA T AAAA T AACACAGTGGCGGC T CGT CAGGGT AGGCC T C TGAGGCCGCG - - - - - - - - - - AC T T A TGT CGCC T CACC T T CC T A TGT ACCCACGAGCCGCCAC TG - AACAACAGAA T A T T AAAAAAAA TGC - - - - - - - - - - AGAA T A T A T AGACA T AC T AA
GAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCACAGTGGCGGC T CGT CAGGGT AGGCC T C TGAGGCCGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AGAAC T T T AAAAA T AACCAAAGT AAGA T T A T TGCA T AAA T C TGT AGT
AAAAAC T CAAC T A T CAAAAGA T AAACAAA T T T T T AAAA T CA TGCA T AGT A - - - - T AA T TGAC T CAGTGGCGGC T CGT C - - - - - AGGCC T C TGAGGCCGCG - - - - - - - - - - AC T T A TGT CGCC T CACC T T CC T A TGT ACCCACGAGCCGCCAC TGGAAAA T T T T CA T CA T AAAAAAACCGT CAGT T T AA T AAAAA T ACA T AGGT A T ACACA
AA T T A TGA T AC T T T T AGCGGGT A T - T CCA T ACAAAGAAA T T T CGAAAG - C T AA T AGGGTG - - GCAGTGGCGGC T CGT CAGGGT AGGCC T C TGAGGCCGCG - - - - - - - - - - AC T T A TGT CGCC T CACC T T CC T A TGT ACCCACGAGCCGCCAC TGCGAAAACGGAAAGA TGGAAACAAAA T - - - - - - - - - - A T T T T A TGGGT A T A TGTGGA
CAACAGC T TGT AAACAAAAGACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CAACAGC T TGT AAACAAAAGACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_777.fasta.b.bed_uf.bed_g_2.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: 3360bp; fragments: 199; full length: 5 (>=3024bp)
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TE: rnd_5_family_777.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 3675bp; fragments: 199; full length: 5 (>=3307.5bp)
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TE: rnd_5_family_777

 size: 1102bp; fragments: 542; full length: 23 (>=991.8bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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