
Start crop Point End crop Point

MSA length = 15832
A T TGAA - - - - - - T AAAA T T T T AA T - - - - - - - - - - - - - - - - AAACA T TGACA T T T AA T T TGAAACAA TGT C T T T T T A T TGTGT TGA T T A T TGA T A T T T T T T - - - - - - - - - - CC TGC T CCAC TGC T CCAC TGGCGCAGAAACCCCC T T C T ACC T C T AC T - T AGAC T C T T T CAAGT CC T CGGT T AAAGAGT T AAGCCGT AGT AACGCAGAA T C
C T T T AAA T T T T A - - T A T T A T CAAGA - - - - - - - - T A T T T T T AAAA T T T AAAA T T T AA T T TGAAAAGA T T T C - - - - - - - - - - - T AAA T T AA T AA T A TGC T T T - - - - - - - - - - CC TGC T CCAC TGC T CCAC TGGCGCAGAAACCCCC T T C T ACC T C T AC TGAGC T T T AA TGA TGAACCCCGGT C TGAACC TGA - - T T TGT T T AACAGG - AGT C
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC TGC T CCAC TGC T CCAC TGGCGCAGAAACCCCC T T C T ACC T C T AC T - - - ACCGT A TGA T T T CAACCAA - - - - AA TGGGACACCC TGT ACACAAG - - - - -
A TGCACA T C T T A T A T A TGT T T CAGA T T TGT A TGAA T T T T T - AAA T T T AGT T T T T AA T T T CAAAAAA T T T C T T T T T AA T T T T T AAA T - - - - AA TGTGT T T T - - - - - - - - - - CC TGC T CCAC TGC T CCAC TGGCGCAGAAACCCCC T T C T ACC T C T AC T - - - - - T T CGT T AAGT CGT ACA T T T AGAGAA TGCCAACGCAC T AGCGGT CAGTG
C T T AAAA T T T T A T - CAA T T T T T AGA T T T A T T T T T AA T T T T AAAA T T TGGT A T T T AA T T TGAAAAAA T T T CA T T T T A T T T T T T AAA T T A T T AA T A TGT T T T - - - - - - - - - - CC TGC T CCAC TGC T CCAC TGGCGCAGAAACCCCC T T C T ACC T C T AC T T AAA T TGT T T T A T A T C T A T CAAA T A T AAAA T AGTGC T T T AACCGCAAGAAA TG
T T AGAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC TGC T CCAC TGC T CCAC TGA TGGTGAAACCCCC T T C T ACC T C T AC T - - AA T TGA T T T T T TGT CA T T T T A T A T AAAA T AA - - - - - - - - - - - - - - - - - - - -
GT T AAA - - T T T A T AAAACA T T AAAACACGC T T T T A T T T T CAA T A - - - AA T AC T T AAC T TGAAAAAA T T T C T C T T TGT T T T T T AAAC T A T T AGT A TGT T T T - - - - - - - - - - CC TGC T CCAC TGC T CCAC TGGCGCAGAAACCCCC T T C T ACC T C T AC TGAAAACGT T T CCAGACACACAAA T A - T ACAGGGTGGCCCA T T AGTGTGCAA T A
C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC TGC T CCAC TGC T CCAC TGGCGCAGAAACCCCC T T C T ACC T C T AC TGAAA T A T C T T T T T T AAC TGT A T T C T T AAAA T AA T A T T T T T T T AACAGGAAC T C
GCCGAAA T T T T CAACA T T T C TGGTGT T TGT T T T T A T T C T TGT AA T T C T AC - - - - - - - - - - - AAAAAA T T A T T T C T A T T T T T T AAA T T A T T AACACGTGC T - - - - - - - - - - CC TGC T CCAC TGC T CCAC TGGCGCAGAAACCCCC T T C T ACC T C T AC TGAAA T AAAA T AA T A T ACAAAA T A T CGAAAA T A T AGAAC T AGT T ACGT - GCA T T
- - - - - - - T T T T A T A T A T T CC TGA T A T T TGT T T T - - - - - - - - - - - - T T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT A T CA T TGT T T T T T AAACA T ACAAAGC T T - GGT T T A T T T A T A T AGT A T T
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TE: rnd_5_family_757.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 15832bp; fragments: 14047; full length: 3 (>=14248.8bp)
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No TE domain detected

After TEtrimmer 15832 bp
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TE: rnd_5_family_757.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 16306bp; fragments: 13883; full length: 3 (>=14675.4bp)
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TE: rnd_5_family_757

 size: 9738bp; fragments: 10307; full length: 84 (>=8764.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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