
Start crop Point End crop Point

MSA length = 5133
AAACAA T T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T A T AAGA TGGCGC TGT T AAGT CGA TGACCGCGTGC T TGTGCAGC T CCAAA T A T T - - - - - - - - - - GT AA T T T T T C T T T T T T TGAA T AAAGAC T T T T T A T T A T T A T T A T T A T T A T T A T T A T T CAGGCACAAAAAA T ACAAACAAAA T T T T CACAAAA T C TGG - CCC
ACACAC T T T T ACAAAGGCAA T T AAA T AAAAGGACAAGA T TGT CAAA T ACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AA - - - T T T T T T T T TGGAA T AAAAGC T T T T T A T T A T T A T T A T T A T T T AACA T A T T CAGCGGT T T CCGGT AA T T A T TGAC T AAGT CCAGT T CCCGGTGGA
A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AA T T T T T C T T T T T T TGAA T AAAGAC T T T T T A T T A T T A T T A T T A T T A T T A T A T AGCGGCGGACAAACACA T T TGCAAA T T A T T T A TGT T T C T AACCCA T
A T ACACGGTGCGT CGGACA T C T A T A TGGAA T T T T T AAGT T A T C T A TGAC T AGA TGGCGC TGT T AAGT CGA TGACCGCGTGC T TGTGCAGC T CCAAA T A T T - - - - - - - - - - GT AA T T T T T T T T T T T T TGAA T AAAGAC T T T T T A T T A T T A T T A T T A T T A T T A T T A T A - - GGAGC T - - - - - - - - ACGCCGCAC T CCCGCCAGACCC TGT CCA
A T A T T CC T T CAACAGAA T TGT T T CAGAACGT T CACCCC T CA TGAA T T T CC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AA T T T T T C T T T T T T TGAA T AAAGAC T T T T T A T T A T T A T T A T T A T T A T T A T T - - - - - - - - - - - CAAAA T AA T T T T AAA T TGTGCACA T TGT C T CC T CCC
- - - - ACCC TGTGC T AGAAAAC T AAACACGA T C T T CAAGC - - - A TGGAAAGAGA TGGCGC TGT T AAGT CGA T AACCGCGTGC T TGTGCAGC T CCAAA T A T T - - - - - - - - - - GT AA - - - - T T T T T T T T TGAA T AAAGAC T T T T T A T T A T T A T T - A T A T T A T T A T T A T A - - AAAA T T T AAAA T AAA T A T TGCAA T CCAGT TGAGACC TG - - - -
CCGAAC TGT A T T CCGGAAAC T T CGGCAGCA T A T T T TGCAGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AA T T T T T T CC T T T T TGAA T AAAGAC T T T T T A T T A T T A T T A T T T T T A T T A T A T C T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGG
AAAAAA T A T A T T T CAGAAAGT T TGGCGT AGAA T T T T AAACA T TGGA T T CGAGA TGGCGC TGT T AAGT CGA TGACCGCGTGC T TGTGCAGC T CCAAA T A T T - - - - - - - - - - GT AA T T T T T T T T T T T T TGAA T AAAGAC T T T T T A T T A T T A T T A T T A T T A T T A T T A T T CAA T A T T T CAAAGT AAGT ACAGACCA T C T AAAGT AAA T AG - T T A
AAA T T CCA T T A T T ACA T T AAC T ACAAAAAA T A T T T TGGC T CCC TGAAAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AA - T T T T T T T T T T T TGAA T AAAGGC T T T T T A T T A T T A T T A T T A T T A T T C T - - - - - - - - - - - - - - - - - - - A T CGGAGGA TGT C T AC T CCAAA TGA TGGA
ACAAACGGT A T A T CC T C T AA T T ACA TGGAAGT TGT T T CAAGCACA T TGGA TGA TGGCGC TGT T AAGT CGA TGACCGCGTGC T TGTGCAGC T CCAAA T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T ACCCAAAGACAGCAGAGGT CCGGAGAGAGT C TGCAGGAA T T TG - - AA
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TE: rnd_4_family_1352.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_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 5133bp; fragments: 118; full length: 11 (>=4619.7bp)
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No TE domain detected

After TEtrimmer 5133 bp
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TE: rnd_4_family_1352.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_se.fa
 size: 5499bp; fragments: 111; full length: 10 (>=4949.1bp)
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TE: rnd_4_family_1352

 size: 1715bp; fragments: 146; full length: 42 (>=1543.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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