
Start crop Point End crop Point

MSA length = 1685
AA T T A T T A TGAGAAAGAAAAGA T AAAC TGAAAACAAAAGA - - - - - - - - - - - - - - - - - A T AA T TGTGT AACGT T T T T AGT T CGT T ACAGGT C T T T T T T A T A - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGCGGT T T AAAAAACGC T ACAA T TGT - - - - - - - - - - - - - - - - - - - T AA T T CGA T A T T A T T TGT CAACC T T T
T T T TGT T T T AGTGGAC T AA T TGT T T A T T A T T A T T T A - - TGAC TGT T T T AA - - - - - - - A T AA T AA TGT AACGT T T T T AGT T C T T T ACA TGT C T T T T T T A T A - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGTGGT T T AAAAAACGC T ACAA T AAG - - T AAAACAGC T A T A T T A T T AAC TGAA T CA T C T C TGAAAGCCC T T
T T T AAGGGT A T AAAAAA T A T ACC T AC TGAA T A T ACA T A T AAAA T T T CA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGT TGT T T AAAAAACGC T ACAA T ACA - - AA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T
T T T AGT T T TGGC T TGT AAACAAA T AA T AAAGA T T T AAGT A T A T T T T T A T T T AGT T C T AACAC T T TGT AACGT T T T T AGT T CGT T ACA TGT C T A T T T T ACA - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGTGGT T T AAAGAACGC T ACAAC T T A - - AA T AAAAA T AA T AAA T A - - - - - - - - - - - - - - - - - - - - GCCGT C
T A T AA T AGA T AGAA T A T AAC T A T T AA T T T AGA T A T A T A T AAACACGGA T T T A - - - - - T CAA T A T TGT AACGT T T T T AGT T CGT T ACGTGT C T T T T T T A T A - - - - - - - - - - T CCAA TGAAAAGC TGCCGT T CGCAGTGGT AGTGGT T T AAAAAACGC T ACAA T A T T AAAAAAAAGCC T T T AA T AA T C TGT T AGC T AGAA T CA T ACGT T T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T T AA T CAC T T AC T T T A - - - - - T T CC TGC TGT AACGT T T T T AGT T CGT T ACA TGT C T T T T T T A T A - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGTGGT T T AAAAAACGC T ACAC TGCA T AAA T AAAAAAAA T AA T AA - AC T T CAA T AA T T T A T AAAC - - - T TG
T T CCAC T C T T T AAGTGT CA - T A TGT A T A T T AAC T - - - - - - - - - - - - - - - - - - - - - - - - T CA T A T TGT AACGT T T T T AGT T CGT T ACA TGCC T T T T T T A T A - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGTGGT T T AAAAAACGCAACAA T A T T T - - - - - - - - - - - - - - - - - - T AA T A T AA TGT T T - - - - - - - - - - - - T
CGCCAC TGC T AAGA T A T TGGT A T T AA T AAAAA T CAA T AGA T AC T T AA T AC T AGT T C T TGAAAAGTGT AACGT T T T T AGT T CGT T ACA TGC T T T T T T T A T A - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGTGGT T T AAAAAACGC T ACAAAAGT - AAA T AAAGT T T AAGT ACA - - - - - - AC TGA T AC T T AAAG - - - T A T
- - A T A T T T T AGGAAAAAAA - AA T T CA T T A T AAC T A T A T T AACAGT T A T T A - - - - - - - T T T ACA T TGT AACGT T T T T AGT T CGT T ACA TGT C T T T T T T A T A - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGT TGT T T AAAAAACGC T ACAACA T C - - AACAAAAAA T A T A T AAA T AAC T TGACGT T T T T T ACAGG - CCC T
T A T CC T T A T A T AAAA T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T C TGCAACAC TGT AACGT T T T T AGT T CGT T ACA TGT C T T T T T T A T A - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGTGGT TGT T T AAAAAACGC T ACAACACA T AAAAGAAAA T AA T AA T AA - - - - - - - - - - - - - - - - - - - - - - - T T T
TGCGA T T T T T AGAAAAAAA T AGCCGA T T AAC T C T AAAACAACA T T CC T T - - - - - - - - - - - - - C T TGT AACGT T T T T AGT T CGT T ACA TGT C T T T T T T A T A - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGT TGT T T AAAAAACGC T ACA T T C T AC - AA T AA TGA T T T T AAAAA T A T TGT AACA T T AGGT A T AC - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AC TGGGCCA T A T T TGCA T ACAA T T C TGC T A T TGTGT AACGT T T T T AGT T CGT T ACA TGT C T T T T T T ACA - - - - - - - - - - T CCGA TGAAAAGC TGC TGT T CGCAGTGGT AGTGGT T T AAAAAACGC T ACAA T TGT T - - - - - - - - - - - - - - - - - - T A T CGGGCCAGGC T T TGAA TGCCC T T
T T AAACAAC T AAAAAGAAA T T A T T T A T T AGT A T T T ACGCACAA T T T A T C T T AGT T C T AAAACAC TGT AACGT T T T T AGT T CGT T ACA TGT C T T T T T T A T A - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGT TGT T T AAAAAACGC T ACAACAC T - AA T T AAAGAC T T T AAA T T CAAGT AAGTGA T T T T C - - - - - - - T T T
- - - - - - - - - - - - - - - - - - - - - - - T CAC T A T AC T T ACC T AAA T AA T T AAA T - - - - - - - AAAAGA T TGT AACGT T T T T AGT T CGT T ACA TGT T T T T T T T A T A - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGT TGT T T AAAAAACGC T ACAA - - - - - - GA T A T AAAC T C T AC T AA - - - - - - - - - - - - - - - - - - - - - - - T T T
T C T AA T T T T T T ACGAAGAACACCCCGT AGCCACAGAACGGACA T - - - - - - - - - - - - - - ACGT AC TGT AACGT T T T T AGT T CGT T ACA TGT C T T T T T T A T A - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGT T A T T T AAAAAACGC T ACAGT AC T - - - GT AAAAA T T A T TGCA T - - A T T T AAC T C T T AC T AAACA T TGT T
CCAAAC T CC T AAAAA T CAA - AA TGCGT T T T T A TGGT AA T A T AA T T T CGT T - - - - - - - AACA T T C TGT AACGT T T T T AGT T CGT T ACA TGT C - T T T T T A T A - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGT TGT T T AAAAAACGC T ACAA T T C T T ACACAAAA T T T A T T T AAA T T C T T T AACA T T T T T T AAAA - - - - - -
CA TGGC T C T AACAAAAA T A - AA T T T AC TGAAAA T T AAGAACC T A T T AC T T - - - - - - - A T AGT AC TGT AACGT T T T T AGT T CGT T ACA TGT C T T T T T T A T A - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGT TGT T T AAAAAACGC T ACAGT ACA T - - - - - AAAA T TGTGT AAA T C T C T T A T T T T T TGT TGCAGGCCGT C
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TE: rnd_3_family_414.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: 1685bp; fragments: 9720; full length: 235 (>=1516.5bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer 1685 bp
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TE: rnd_3_family_414.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: 1985bp; fragments: 9322; full length: 0 (>=1786.5bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_3_family_414

 size: 1384bp; fragments: 7270; full length: 450 (>=1245.6bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 1384 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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