
Start crop Point End crop Point

MSA length = 1599
A T T A T CA T T AAC T AGT T AAAAGTGAACAA TGT A T A T T CA T T T AA T T AGCAGAAAGTGT T CA T CA - - - - C T AGTGAGAAAGAAAA T C T AGGA T C T AGTGGG - - - - - - - - - - AC T CACCACC T ACACAACAAC T CA T CACCACGCGA TGGGTGCGAA TGT T T CGACAGT CGACGCA T TGT TGT T - GAGAA T T C T T AAAAAA T ACGAA - - T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAAAA T C T AGGA T C T AGTGGG - - - - - - - - - - AC T CACCACC T ACACAACAAC T CA T CACCACGCGA TGGGTGCGAA TGT T T CGACAGGCGACGCAC TGT TGT T - GAGAA T T C T T AAAAA T T ACGAA - - T T T
T AAAGACCC T ACCAGGT CGAAA TGAAA T T T T T AA T A T AAAAAAACCGT TG - AAAA T AA T AA T T AA T A T A T A T ACA T A T AGAAAA T C T AGGA T C T AGTGGG - - - - - - - - - - AC T CACCACC T ACACAACAAC T CA T CACGACGCGA TGGGTGCGAA TGT T T CCAC T AGT CAGT CGAGAC T A T T AA T A TGT CCA T AAC T T TGGCGAGA T AAC
AGAA T A T C T T AAC T A T C T AAGA TGAAGAAC T ACAGA T ACAAA T A T AAGCAGAAAGTGT T CA TGA - - - - C T AGTGAGAAAGAAAA T C T AGGGT C T AGTGGG - - - - - - - - - - AC T CACCACC T ACACAACAAC T CA T CACCACGCGA TGGGTGCGAA T T A T T T AAC T T A T T A T T T A TGA T T A - - - - - - - - T T T A T T A T T CACGT AAAACCA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T AAGCAGAAAGTGT T CA TGA - - - - CCAGTGAGAAAGAAAA T C T AGGAAC T AGTGGG - - - - - - - - - - AC T CACCACC T ACACAACAAC T CA T CACCACGCGA TGGGTGCGAA TGT T T CGACAGT CGACGCAC TGT TGT T - GAGAA T T C T T AAAAAA T ACGAA - - T T T
T T AA T A T T T T C T T T AGT T T AA T T AAGAGA T T T AA T A T T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T T T AGAAAA T C T AGGA T C T AGTGGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAGAGT AAAAACACCA T T A - - GAAAAA T CAA TGT TGT A T ACAGAC T T T C
A T T ACA T TGG - - - - - - - - - - - - AAAAA T A T T AGGCA TGC TG - - - - - - - - - - - - - - - - - - - - - - - T T A T T CA T T T T AAAAGAAAA T C T AGGA T C T AGTGGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAACGAGT T T T T T ACGC T A T T ACAGT T T T TGCCAGT T T TGTGAAA T - - -
AGCA T A TGCGCGT CGA T TGT AA TGCGGT T TGT AACGTGC T T T T A T AGGAG - - - - GCGT TGA TGT T AAC TGGA TGA T A T AGAAAA T C T AGGA T C T AGTGGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CAGT AAA T A T T T AGT A T T A - - - AAAC T T TGA T ACCC T TGGAGAAA T - - -
- - - - - - - - - - - - - - - - - - - - - - TGAAACA T T A T AGT T T T AAA T A TGGT AA - - - - - - - - - - - - - - - T A T T AAA T AA T T T AGAAAA T C T AGGA T C T AGTGGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAA T T AAA T CGCCACCGC T A - - A - - - - - T C T T CAAAAGAGGCGAAA T C T T
AC T A T A T T AGAGA TGGAGAAC T TGAAAGT CC TGAGAC TGT A T T A TGAGTGAAAGAGGT ACAAGA T T A T C T A T A T C T ACAGAAAA T C T AGGA T C T AGTGGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAA TGAAGT T T T AACA T CAC T ACAAAGT T CA T AA T A T T AACAAAA T T A T
AGT A T A T AA T - - - - A T A T A T A T T AA T A T AC T A T A T A T A T A T A T A T ACGCAGAAAGTGT T CA TGA - - - - C T AGTGAGAAAGAAAA T C T AGGA T C T AGTGGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAGAAGA T A T C T T T TGC T AGT - - - - - - - - - - - - - - - - - - - - - - - - - TGC
AAAA T ACA T T TGT AA T T AGT AGT AAGAAGT T A T ACA T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T AAAGAAAA T C T AGGA T C T AGTGGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T TGT T T C T AA T T CA T A T AAGT T AAA T A T T T T AAAA T T ACAA T AAA TGT - - - - - - - - - - - - - - - T T A T T AAAA T T T T CAGAAAA T C T AGGA T C T AGTGGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_4_family_1431.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_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 1599bp; fragments: 1485; full length: 0 (>=1439.1bp)
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No TE domain detected

After TEtrimmer 1599 bp
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TE: rnd_4_family_1431.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: 1968bp; fragments: 1461; full length: 0 (>=1771.2bp)
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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_4_family_1431
 size: 2555bp; fragments: 1302; full length: 18 (>=2299.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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