
Start crop Point End crop Point

MSA length = 1657
- T C T A T T TGAGAAAGGAGCAGA T CGA - - - - - - - - - T A T T TGT CCAAAGT T TGT AACGT T T T T AGT T CGT T ACA TGT T T T T TGT A T A TGA T A T A TGA TGT C - - - - - - - - - - ACCGACGAAAAGC TGCCGT T CGCAGTGGT AAA TGT T AAAAAAACGT T A T AAGT T T - - - - - - - A TGAC T A T T AACAA T T CCACCAAC T ACGT CGAAAC TGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGT AACGT T T T T AGT T CGT T ACA TGT T T T T TGT A T A TGA T A T A TGA TGT C - - - - - - - - - - ACCGACGAAAAGC TGCCGT T CGCAGTGGT AA T TGT T AAAAAAACGT T A T AA T AC TGAC T ACA T T A T TGT T T T A T AAGC T AA T T A T T TGT A TGGA T A T AAC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACAGT TGT AACGT T T T T AGT T CGT T ACA TGT T T T T TGT A T A TGA T A T A TGA TGT C - - - - - - - - - - ACCAACGAAAAGC TGCCGT T CGCAGTGGT AAA TGT T AAAAAAACGT T A T ACAGT AC T T T A T AAC TGACA T T T T T AAC TGAACAGT CC T A T CGTGCAAAA T
ACCC T CC T TGAGT T A T AA T T CA T C - - ACA - - - - - - T AACCCA T CA T ACA T TGT AACGT T T T T AGT T CGT T ACA TGT T T T T TGT A T A TGA T A T A TGA TGT C - - - - - - - - - - ACCGACGAAAAGC TGCCGT T CGCAGTGGT AA T TGT T AAAAAAACGT T A T AACA TGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - A T A - - - - - - T AGT ACCAGT AGTGT TGT AACGT T T T T AGT T CGT T ACA TGT T T T T TGT A T A TGA T A T A TGA TGT C - - - - - - - - - - ACCGACGAAAAGC T ACCGT T CGCAGTGT T AAA TGT T T AAAAAACGT T A T AGTGT T T A - - - - - CA T AACC T CAAAAA TGGAAAAA T T T A - - - - - - - - - - - -
- GAAA T C T CGAGA T CCAGAGGGAAAA - - - - - - - - T T T T AACC T AAAACAC TGT AACGT T T T T AGT T CGT T ACA TGT T T T T TGT A T A TGA T A T A TGA TGT C - - - - - - - - - - ACCAACGAAAAGC TGCCGT T CGCAGTGGT AAA TGT T AAAAAAACGTGA T AACACCA T - - - - - - - - A T T CGCGGGAAA T T C T AAA T T T A T T CGT AAAAAA T
- T T T T TGT TGGGAGC TGACA T T C T TGA T AAA T T T T T AAA TGGAA T ACCC T TGT AACGT T T T T AGT T CGT T ACA TGT T T T T TGT A T A TGA T A T A TGA TGT C - - - - - - - - - - ACCGACGAAAAGC TGCCGT T CGCAGTGT T AAA TGT T - AAAAAACGT T A T ACCC TGT A T T A - AC T TGT T A TGAAC T T A T T AAAAA T A T A - - - GCA T AC T A T
A - - - - - - - - - - - - - - - - - - - - - - - - - ACG - - - T T T T A T A T A T T A T AGGTGTGT AACGT T T T T AGT T CGT T ACA TGT T T T T TGT A T A TGA T A T A TGA TGT C - - - - - - - - - - ACCGACGAAAAGC TGCCGT T CGCAGTGGT AAA TGT T AAAAAAACGT T A T AGGTGA T T T T T T AGT TGGT T T CAA T CGA T CAA TGA TGT T T AGGCAAGC T T T
A T C T T T - - - - - T AAA TGA TGT A T ACAA T AAA T T - - - - - - - - GAAAGAACGTGT AACGT T T T T AGT T CGT T ACA TGT T T T T TGT A T A TGA T A T A TGA TGT C - - - - - - - - - - ACCGACGAAAAGC TGCCGT T CGCAGTGT T AAA TGT T - AAAAAACGT T A T ACCC TGT A T T A - AC T TGT T A TGAAC T T A T T AAAAA T A T A - - - GCA T AC T A T
- - - - - - - - - - - - - - - - AA T A T T T CAAGT AAGCGT T CC T C T CGT A T AA TGGTGT AACGT T T T T AGT T CGT T ACA TGT T T T T T AA T CA T AA T - - - - - - - - - - - - - - - - - - - - ACCAACGAAAAGC TGCCGT T TGCAGTGGT AAA TGT T AAAAAAACGT T A T AAGC T T AA - - - - - - - - - - - - - - - - - - GAC T AAAAGT T T A T T T A T T CA TGT T
- - - - - - - - - - - - - - - - - - - - - TGT T T - - - - - - T C T A T T T TGGT T AA T T A T TGT AACGT T T T T AGT T CGT T ACA TGT T T T T TGT A T A TGA T A T A TGA TGT C - - - - - - - - - - ACCGACGAAAAGC TGCCGT T CGCAGTGT T AAA TGT T T AAAAAACGT T A T A T T A T T C TGAG - T T CAACA T T T CA T AGT CAAAGAAGA T ACACAAACAA TGT
- T T C T T T T CGGAGGAGGGCAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AACGT T T T T AGT T CGT T ACA TGT T T T T TGT A T A TGA T A T A TGA TGT C - - - - - - - - - - ACCGACGAAAAGC TGCCGT T CGCAGTGT T AAACGT T AAAAAAACGT T A T AAA T CC T T - T A T AAC T A T TGT T AC T TGAAAAAGAA T T T AAC T AC TGAGTGT
A T A T AA T T T AA T A T ACAA T AAAC T T AAC - - - - - - - - - - - - - - - - AC T AC T TGT AACGT T T T T AGT T CGT T ACA TGT T T T T TGT A T A TGA T A T A TGA TGT C - - - - - - - - - - ACCGACGAAAAGC TGCCGT T CGCAGTGGT AA T TGT T AAAAAAACGT T A T A T AC T AGT T T A - AA T A T A T T T T T AAAGAC T ACGAA T T T ACACGT AGA - CA T
- - - - - - - - - - - - - - - - - - - - - TGGGGA T AAA T - - - - - - - - - GAAGAAA T C TGT AACGT T T T T AGT T CGT T ACA TGT T T T T TGT A T A TGA T A T A TGA TGT C - - - - - - - - - - ACCGACGAAAAGC TGCCGT T CGCAGTGT T AAACGT T AAAAAAACGT T A T ACA T T T T T A T A T A T A T A T TGT T T T T AGT T CGACAC T C TGT T T A T T T T T T T T
AACCA T T T T T CAGT A TGGCAGT T T CC - - - - - - - T C T T T T T C T TGA T A T A T T A T AACGT T T T T AGT T CGT T ACA TGT T T T T TGT A T A TGA T A T A TGA TGT C - - - - - - - - - - ACCGACGAAAAGC TGCCGT T CGCAGTGGT AA T TGT T T AAAAAA TGT T A T AA T A T T - - - - - - - - - - - C T T TGGAAA T AC T AAAAAGT CA - - - - - - - - - AA T
A T A T T T T T AAAAA T A TGAGAAAAAAAA T AAA T TGCAAGT CAGA T T AAAA T TGT AACGT T T T T AGT T CGT T ACA TGT T T T T TGT A T A TGA T A T A TGA TGT C - - - - - - - - - - ACCGACGAAAAGC TGCCGT T CGCAGTGGT AAA TGT T AAAAAAACGT T A T AAAA T TGT T - - - - GGGT C T T TGAAAGAGCGT CGAA T A T A - - - - - - - - GT A T
T T CCA T T T C T AAA TGTGA T AA T T T T CA T - - - - - T T TGGT T AAGAGCGT A T TGT AACGT T T T T AGT T CGT T ACA TGT T T T T TGT A T A TGA T A T A TGA TGT C - - - - - - - - - - ACCGACGAAAAGC TGCCGT T CGCAGTGGT AA T TGT T AAAAAAACGT T A T AGT A T TGT T T - - - A T TGC T C TGT ACAGAGT AA T AA T C T A T A T A T ACAGAA T
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TE: rnd_3_family_414.fasta.b.bed_uf.bed_g_1.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: 1657bp; fragments: 7154; full length: 268 (>=1491.3bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer 1657 bp
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TE: rnd_3_family_414.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1957bp; fragments: 6989; full length: 0 (>=1761.3bp)

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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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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