
Start crop Point End crop Point

MSA length = 1649
- T AAC T T AAGAACCAC T A T T AAA T T AAAGT T TGAA T C T T T T A - - CAAGA T TGT AACGT T T T T AGT T CGT T ACA TGT C T T T T T T A T A T A T AA T A T A TGA TG - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGT TGT T T AAAAAACGC T ACAAGA TGT T T AAA T AA - - - - GAAAAAA T CGA T AGGT T T T AA - T T T AAAAAAA
T T AA T C T AAAGA T A TGTGC TGCAC T TGGGT CGGT A T T T AC - - - - - - A TGC TGT AACGT T T T T AGT T CGT T ACA TGCC T T T T T T A T A T A T AA T A T A TGA TG - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGT TGT T AAAAAAACGC T ACAA TGTGTGGAAA T AA - - - CA T AGGGA T C T T AAGCGT T T AA - T T A T CGCAAG
A T AAA T T T A T A - - - - - - - - - - - - - - - - GA T T TGA T C T A T TGA T T T AA TGGTGT AACGT T T T CAGT T CGT T ACA TGT C T T T T T T A T A T A T AA T A T A TGA TG - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGT AGTGGT AGT TGT T T AAAAAACGC T ACAA TGGA T T T T AGT T T T AA T AACA TGA T AAACAA T A T C T AA - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACA TGT C T T T T T T A T A T A T AA T A T A TGA TG - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGT TGT T T AAAAAACGC T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T A T A T A T AA
T T AAC T A TGAGACCAGAC TGAAA - - - - - - - - - - - - - - - - - - - - - T AA T AC TGT AACGT T T T T AGT T CGT T ACA TGT C T T T T T T A T A T A T AA T A T A TGA TG - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGT AGT AGT TGT T T AAAAAACGC T ACAA T AC T AC T AAAAA T TGA T A T T AAAA T A T T CAACA - - - - - - T T AAAAGTGA
A T AAAC TGGAGAGAGTGGC - AAGT TGAAA T T TGT TGCCAC T T C - T CA T AA TGT AACGT T T T T AGT T CGT T ACA TGT C T T T T T T A T ACA T AA T A T A TGA TG - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGT TGT T T AAAAAACGC T ACACA T AA T T TGGCGCC TGCGAGAAAA T T CGAAAC T A T T CA T - T T AC T CGT AA
T T AAA T AAACAACA - - - - - - - - - - - AA T A T T T T A T ACGT CGAC TGT ACGT TGT AACGT T T T T AGT T CGT T ACA TGT C T T TGA T - - - T A TGA T A T A TGA TG - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGT TGT T T AAAAAACGC T ACAACGT CACCGCAAA T TGA TGCAAA T T TGT CGAA T - - - - - - T T T A T TGA TGA
GT ACC T TGGAAA T AGT ACC TGGA T - AAAA T A TGAAAC T C T TGT T C T ACC T - - - - - - - - - - - - - - - - - - - - ACA TGT CC T T T C T A T C T A T AAAAGGT AA T A - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGT TGT T T AAAAAACGCAACACA T AA T T TGGCGCC TG - - - - - - - - - - - - - - - - - - - - - - - CCCAAA T T AAG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T A T A T A T A T A T A T AA T A T A T A T AA T A TGA TG - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGT TGT T T AAAAAACGC T ACAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT AGT T T T AAG - - - - - - - - - - - - - - - T AA T T TGA T A T T T T T A T - T AA T T T TGT AACGT T T T T AGT T CGT T ACA T A T C T T T T T T A T A T A T AA T A T A TGA TG - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGT TGT T T AAAAAACGC T ACAA T T T A T A T A TGT AC TGA T AAAACAAAAC T AA T AA T T T A T - - - - - - - - - - -
CCA TGCAAAAA T AA T TGA T T AAA T - - - - - - - - - - - - - - - - - - - - AAA T T T TGT AACGT T T T T AGT T CGT T ACA TGT C T T T T T T A T A T A T AA T A T A TGA TG - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGT TGT T AAAAAAGCGC T ACAA T T T A T T CAAAA T A T AA T A T A TGAACAC T AGA T AA T TGACCCA T CAGT T T
T T ACA TGT ACAGT A TGT CCCGGA T T A T TGT T TGT T AC T T T T A T T TGACA T TGT AACGT T T T T AGT T CGT T ACA TGT C T T T T T T A T A T A T AA T A T A TGA TG - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGTGGT T T AAAAAACGC T ACAACA T T T TGAAAAAA - - - - AAA T T A T T C T T CA T T AA T T AAC T T T A T AC T T C
GT ACC T TGGAAA T AGT ACC TGGA TGAAAA T A TGAAAC T C T TGT T C T ACC T - - - - - - - - - - - - - - - - - - - - ACA TGT CC T T T C T A T C T A T AAAAGGT AA T A - - - - - - - - - - T CCGA TGAAAAGC TGCCGT T CGCAGTGGT AGT TGT T T AAAAAACGCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_3_family_414.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: 1649bp; fragments: 9767; full length: 230 (>=1484.1bp)
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TE: rnd_3_family_414.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: 1949bp; fragments: 9548; full length: 0 (>=1754.1bp)
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TE consensus genomic coverage plot (bp)
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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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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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