
Start crop Point End crop Point

MSA length = 3062
T CAAAA T T AA - - - - - - CCGAGA T ACGGGGGC T AGACGC T AGGGGA T C T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CGT A T T TGAAGGC T T A T T T T C T TGGAC T A - T AAA TGC T C T CCA T A TGT - T T CAA TGTGAC T T AGA T T AAGCC TGGT TGA T ACGT CCAAGT A T AC T T CG
T CGAAAA T AAA T T AAA T TGAAA T AAAA T CAGT CCA T T CAA T ACAGAA T A T T AGT CCAAGAAAA T AAGCC T T CAAA T ACGAA TGT T TGGGAAAAAC T TGAA - - - - - - - - - - T T CGT A T T TGAAGGC T T A T T T T C T TGGAC T A T T AAGT AAAAA T T A T A T A T T T T T AGTGT T TGT T A T A T A T AA T A T AC T T AGT A T T - T T AAGA T TGT T AC T
T TGCAGCCA T ACGC TG - - AACACCCCACCA T AC T AAACAAC - - - - - - - - - T AGT CCAAGAAAA T AAGCC T T CAAA T ACGAA TGT T TGGGAAAAAC T TGAA - - - - - - - - - - T T CGT A T T TGAAGGC T T A T T T T C T TGGAC T A T T AA - - - AAAACAA T A T A T - - - - - - - - - - - - - - - - T AAAAGT T CGGT CGGTGT CC T TGAAA T C T TGT CA
CCAAAAA T A T A T AAAA - - GAAA T ACAA T CGAGGGAACCAA TGCCCGA T AA T AGT CCAAGAAAA T AAGCC T T CAAA T ACGAA TGT T TGGGAAAAAC T TGAA - - - - - - - - - - T T CGT A T T TGAAGGC T T A T T T T C T TGGAC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AAA T A TGCCCGA T A T - - - - - - - AC TGT T T C T
T CAAAA T T AA - - - - - - T CGAGA T AGGGGGC T AGAAGC T AGGGGA TGC T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CGT A T T TGAAGGC T T A T T T T C T TGGAC T A T AGAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAGAGCACAGACAGCAA - - - - - - - GGCC T T T A T
T CACAAACC T - - - - - - T TGT AA T - - - - - - - - - - - - - - - - - - - - - - - - - - T T AGT CCAAGAAAA T AAGCC T T CAAA T ACGAA TGT T - GGGAAAAAC T TGAA - - - - - - - - - - T T CGT A T T TGAAGGC T T A T T T T C T TGGAC T A T T AAA T AGT T T TGA T A T A T T T T T AA T A T T T T AAGGAAGGGGAAAAACCGACGA T CC T T A T A TGGAA T T T
ACACGAGCGCA T T AAA T TGCAACAGAGACACC T T AGACAAC TGT T AGAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CGT A T T TGAAGGC T T A T T T T C T TGGAC T A - - - - - - - AGACC T ACA - - - TGT AGA TGT T T T C T AAAAAAAGT A TGA T T T TGC T T AAAAA T AA T AA T T T T
ACACAGC T A T AC T CGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - G - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CGT A T T T CAAGGC T T A T T T T C T TGGAC T A - - - - - - - - - - - - - - - - - - - T CC T AGTGT T CC T ACA - - - - - - - - - - - - - - - - - - - C T T T A T A T CGGGT T T
ACACAGC T A T AC T CGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - G - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CGT A T T T CAAGGC T T A T T T T C T TGGAC T A - - - - - - - - - - - - - - - - - - - T CC T AGTGT T CC T ACA - - - - - - - - - - - - - - - - - - - C T T T A T A T CGGGT T T
A T AGAAC T C T A T CC T A T T T T T A T AAAA TGC T T T CAA T T AACC T ACAA T AGT AGT CCAAGAAAA T AAGCC T T CAAA T ACGAA TGT T TGGGAAAAACA TGAA - - - - - - - - - - T T CGT A T T TGAAGGC T T A T T T T C T TGGAC T A T T AGAGACACCC T A T A T A T - T T CAAGA T T T T T CAACAAGAGCA T ACGT TGACC T T T T CCAAC T AA T T CC
CCGAAA T T T TGAGAGGT CGT CA T AAAGTGGA TGCAC T CGA T A TGT AC T AA T AGT CCAAGAAAA T AAGCC T T CAAA T ACGAA TGT T TGGGAAAAAC T TGAA - - - - - - - - - - T T CGT A T T TGAAGGC T T A T T T T C T TGGAC T A - - - - - - - T AAA T C T T A T A - - - - CGA TGT T TGC TG - GAAGAA T A T T T CAGGGCC T - CGACAAA T A T A T A T
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TE: rnd_1_family_231.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_ce.fa_gs.fa_bc.fa
 size: 3062bp; fragments: 8614; full length: 0 (>=2755.8bp)
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No TE domain detected

After TEtrimmer 3062 bp
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TE: rnd_1_family_231.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: 3365bp; fragments: 6666; full length: 0 (>=3028.5bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_231

 size: 713bp; fragments: 3010; full length: 156 (>=641.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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