
Start crop Point End crop Point

MSA length = 422
AA T C T T T T CAAA T - - T T AA T A T TGAAAACC T C - - - - - - - A TGT C T C T A T T - - - - - - - - - - - - - GAAAAC T AGGGT T ACCAGA TGAAAACGGGT CCACCCA - - - - - - - - - - T AA T AAAAA T CCGGACA TGT CCGGA T T AA T CCGGACGT C TGGT AACCC T AA - - - - - - - GGAAACAAAA TGT TGA TGT T T T CGCCAAA T AACACCC TGCGG
- - - - - - - - - - - - - T T CGAACA T ACCAGA T A T T - A T A TGT AAC T CACGAAAGGCAA T TGA T AACAA T C T A T AGAGT T ACCAGA TGGAAACGTGT CCACCCA - - - - - - - - - - T AA T AAAAA T CCGGACA TGT CCGAA T T A T T CCGGACGT C TGGT AACCC T ACAAA T C T ACAAC T T CGAACAGACACA T T A TGAC T A T T - AAAACA TGAAAG
T A T C T T AGT CAAC T C T C T T CC T T T AGAA T A T CAACA T CAGT T CCAGAA T A - - - - - - - - - - - - - - - T ACA T AGGGT T ACCAGA TGAAAACGTGCCCACCCA - - - - - - - - - - T AA T AAAAA T CCGGC T A TGT CCGGA T T AA T CCGGACGT C TGGT AACCC T AGTGC T ACCCGAA T T AACCAGAAC T TGT T T T CC T T AC T T AA T C T A T T AAAC
- - - - T A T A T AAAA - - - T T T TGT T AGA T A T A T T AGCA T A T T A TGT T A T A T TGACAA T T AA T AA T T A T T T C T AGGGT T ACCAGA TGAAAACGTGT CCACCCA - - - - - - - - - - T AA T AAAAA T CCGGACA TGT CCGGA T T AA T CCGGAC T T C TGGT AACCC T A T T CA T T T C T AA - - - - - - - - - - CC T TGT T T TGAACGA T - T A T CCA T CGT T C
CAACAA T A T CAA T - T A T A T C T T TGC T T A T AC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACAA T T AGGGT T ACCAG - - - - AAACGTGT CCACACA - - - - - - - - - - T AA T AAAAA T CCGT ACA TGT CCGGA T T AA T CCGGACGT C TGGT AACCC T AC T T ACAA T AAA - - T AACAAA T T T AGAA T T T CGT AGT C T T A T T T A TGAAAC
AAAA T C TGTGAACA TGGC T T A TGACGT ACA T CGT CAAA T A T T T TGA TGACGGCCA T TGA T TGC TGT A T C T AGGGT T ACCAGA TGAAAACGTGT CCACCCA - - - - - - - - - - T AA TGAAAA T CCGGACA TGT CCGGA T T AA T CCGGACGT C TGGT AACCC T ACGTGT A T T AAAGCGGAGAC TGA T T TGT T CCGAGCGGT - AA TGT ACCAC T T
- - - - T A T A T CAA T - - GAA T CACAA TGT A T A T AAACA T T T TGGCCAGT T T T - - - - - - - - - - - - - - - - - - - T AGGGT T ACCAGA TGAAAACGTGT CCACCCA - - - - - - - - - - T AA T AAAAA T CCGGAC T TGT CCGGA T T AA T CCGGACGT C T AGT AACCC T AA T - - - - - - - - - - - - - AAA TGGCCA T AA T T T AAAAACC T TGT A T A T C T T AC
T A T C T A T A TGAA T - - - AAA T A T T CCACA T A T AGGT A TGT AAGT T T A T A T A - - - - - - T AA T AA T - - T CA T T AGGGT T AGCAGA TGAAAACGTGT CC T CCCA - - - - - - - - - - T AACAAAAA T CCGGACA TGT CCGGA T T AA T CCGGACGT C TGGT AACCC T A T T T C T CA TGAACAAAAAA T ACACA T A T T T T TGAAAA - - - ACGCGT T AGT A
AAC T T ACA T T AAC T CGA T T T A T TGAAAAAGACAA T AGC TGGT TGTGCAGTGGCAA TGAA T AA T - - GGCA T AGGGT T ACCAGA TGAAAACGT CCCCACCCA - - - - - - - - - - T AAGAAAAA T CCGGACGTGT CCGGA T TGA T CCGAACGT C TGGT AACCC T A T - - - - - - - - - - - - - - AA TGGCA T AAC T T T T CAC TGG - - T AAGCGACAC TG
GT T T T T C T T T AA T T T T C T T TGT AAAAAA T AA T - T T A T CAGTGT T T AC T T C - - - - - - - - - - - - - T ACA T A T TGGGT T ACCAGA TGAAAACGTGT CCACCCA - - - - - - - - - - T AA T AAAAA T CCGGACA TGT CCGGA T T AA T CCGGACGT T TGGT AACCC T AGT T AC - - - - - - A T ACAAACGT T CA T T T A T T T AC T TGC T - - - - - - - - - - - -
T ACA T C T AA T AGC T T AAAA T C T TGAA T A TGT T - - - - - - - - - - - - - - CA T TGGT AAC T AAAAA T T A T C T A T AGGGT T ACCAGA TGAAAACGT A T CCAGCCA - - - - - - - - - - T AA T AGAAA T CCGGACA TGT CCGGA T T AA T C TGGA T A T T TGGT AACCC T A T A T A T C T CGGA T ACC T T AGAA T AAC T T T T T T AGGTGT A T ACACGA T AGCG
AA T T T T CA TGAA T - T T T AAAGT T CAA T A T A T T - - - - - - T TGT T C T A T ACC - - - - - - - - - - - - - T AAAAGT AGGGT T ACCAGA TG - AAACGT A TGCACCCA - - - - - - - - - - T AA TGAAAA T CCGGACA TGT CCGGA T T AA T CCGGACA T C TGGT AACCC T AC T - - - - - - - - - T AAAAGT AGC T CACC T T C T AGC T CACC - - - - - - - - - - - -
T A T T T T T A - AAA T - - - CA T T AA T T T T T A T A T T AA T AA T T A T T T T T A T T T A - - - - - - - AA T A T T - - T T C T T AGGGT T ACCAGGTGAAAACGTGT CCAC T CA - - - - - - - - - - T AA T AAAAA T CCGGACA TGT CCGGA T T AA T CCGAACGT C TGGT AACCC T A T TGC TGC TGA - - - - - - - - - - - ACA TGT T T TGAAC T A - - - AAGT AC T T T T A
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TE: rnd_1_family_347.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: 422bp; fragments: 1763; full length: 269 (>=379.8bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 422 bp
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TE: rnd_1_family_347.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: 725bp; fragments: 1749; full length: 0 (>=652.5bp)

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_1_family_347

 size: 408bp; fragments: 2084; full length: 322 (>=367.2bp)
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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 408 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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