
Start crop Point End crop Point

MSA length = 5988
T A T T AAAC - T T AA T A T C T CAA T A T A TGTGT A T AACAAGAAAAAAGAGGAA - - - - - - - - - - - - - - - AGT AAACA TGT A T AGTGT AGT C T A T A T T T T AGAC T - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T ACA - - - - - - - - - - - - - CA T T T A T T TGAA TGT A T T TGAAAC T AA T C - - - T T A T T
T AGAA T AC T AA TGGCCC T T T A TGT CCC T T AAGTGC TGT T AAGA - TGT AAA TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGT AAA T A - - - - - - T T T A T A T A T T T A T AA T C T T T CC T AAAA - - A - - - AAAA
T A T CGT AC T T AGCC T TGT C T ACAC T TGCCGAGGCGCAAAAAAAAGT AGTGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA T AGTGT T TGT - - - CGGA T AA T T T AAAAC - - - - - - - - - - - - - - AAC T A TGT
T A T TGTGAGT CGAGT TGA TGA T CGCCAACACGACGT CC T T ACAA TGGTGT TGT TGGGT T AAC T ACGGCAACCC TGT AAAGCGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T AGAGGTGT C T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T ACA T TGGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACAAGTGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T ACA - - - - - - - - - - - - - ACAAGA T T T ACAGAA - - - - - - - - - - - - - - - - - - - - - -
CGT AGT T T - T T AAA T T T A T TGT A T T TGT A T ACA T T A T CA TGCA - T A T AA T TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA - - - - - - - - - - - - - - - - A T AA T T AAAAAAC T T T T C T TGAA - - - - - - - TGC T
T A T CGTGC - T T A T A T T AA T T C T A T T T A T T AA T T T T A T T A T C T A - - - T AA T TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAA T AA T T T T A - - - - - AAA T AAA T T AGAAC - - T T CCA T CCAA - - - - - - AAGT
T A T CAAA T - T AAAAC T C T T AAAACGAAAGGGT A T T T A T A T A T A - - - - AAGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA T AAAGTG - - - - - - - A TGT A T T T T T T AAA - - - - - - - - - - - - - - AAA - T A T T
AA T CGC T T - T CAA T T CAGT CACAAC T T T CCA T A T AA T T T AAAA - - - AACA TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCCCA T ACA - - - - - - - - - - - - - CA T A T AC T T AAAAAA - - - - - - - - - - - - - - - - - - - - - -
TGGT T CGA T A T AGGA TGACAA T A T TGGCAA T A T AAA T T T T AAAAGGAGCC TGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T ACAGAGCCC T T A - - - - GAGACAGT TGACCGT - T T CC T CCA TGA T T - - - CGT T A
T ACAA T A T T T AAAA T T T T TGC - - - - - - - - - - AAA T T TGGT AAA - - - - - - - TGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T ACA TGT T C T A - - - - - - CAAC T T T T TGT T CAA - - - T A T T CA T AA T T - AA T - - - -
T A T T ACGT TGT AAAC TGT T T T T A T AGCAA T T AA T TGT T C T ACAA T CCAGT TGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T ACACCAGT T T - - - - - - AA T A T CA T TGAA T AAA T C T T T T TGGAA T T AGA T AA T A
T A T T A T AC - ACAAAA TGT TGT T A T T TGGTGAAAGT T TGAAACA - GAA TGGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA - - - - - - - - A T AAA T AAGGAA T T T AAAAA - T T T A T CA T CA - - - - - - - AGT T
AA T AA T AA - CAAAA T T CAAAGTGC T AAA TGGAAAAAAGGTGAA - T AGTGT TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA - - - - - - - - - T C T A T A T A T A T T T T A T T AGT T CAGT CCA T T A T T AAA - GTGT
TGC T T T AG - - CAAAAGT T C T ACA T T TGAAAGAA T C T C T AAAAA - AGAAGGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGAAGG - - - - - - - - - AAA T AA T T AAAAAG - - - - - - - - - - - - - - - - - - - - - -
CGACA T AC - - CAA T A T ACC T A T A T - - - GCGAAAA TGT A - - - - - - - - - - GGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGT AGGCA TGT A T T TGGGT AAGT A TGT AA T T T TGTGT T TG - - - - - - - - - - T
T A T TGT AC - T CAAA T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGG - - - - - - - - - - - - ACGC T T T T AAAGGGT T T T T T C T A T AA - - GAA TGAGC
T T T T A T ACGT CAAAGGA T TGT T ACAAGAGGAAAA - - - - - - - - - - T A T T A T TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAA T T A T TG - - - - - - AA TGCA T T TGT C T AG - T T T T CCCGCGT C T T AA T AC T C
TGT CA TGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T AGGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCCCA T ACAA T AGGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AACAAGT T T ACAA T TGC TGGT A T T AGT T AAAA T T AA T T AAC T - T AAAC T TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAAAAC T AAAA T A T T T T T C T A T A T T A TGAA T T T T CCGT CAG - - - - - - - AA T A
TGACA T AC - - T AGC T T A T T T A T A T T - - - - - - - - - - - - - - - - - - - AGGGTGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA - - - - - - - - - - - - - - GGGTGT T T CAAGAA - T T C T CGT AGG - - - - - - - A T A T
TGT C T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA - - - - - - - - - - - - - A T AGT T T C TGAAAAA - - - - - - - - - - - - - - - - - - - - - -
T AAAACAC - T AAA T A T CACAACA T T T A T T T AGAA TGT A T AAAAAAGT AGC TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGT AGCCA T AGT T TGC T A T AAA T TGCGAGT C T TGT CCACGC - - AAA T AA T T
T ACC T T A T - - - - - - - - - - - - GCA T T T A TGGACA T T A T AA T A T A - AGT T AC TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A
GA T T T AGT T A T AAAA TGA T T C T A T T T AAGGGAGC T T T AA T AAA - - GTGT T TGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T ACAGTGT T T A T A - - - - T AAA T A T T CAAACA - - A T T T T T TGAAA T T - - - - - - - -
TGT C T CAA - T T AA T T T T T T T A T CCGAAAC T AAAGT T T CAAAAA T AACCA T TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAACCA T T T T A - - - - ACAGT T T C TGAAAAA - - - - - - - - - - - - - - - - - - - - - -
CA TGACGT A T AAGA T CAA T AACGA T T A TGA TGACCA T CGCAAA - TGGCAGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGGCAGTG - - - - - - CAAGGGTGT CAGCA T T C T T AC T T T AAC T C - - - T ACGT
T A T AA T AG - GGAAAA TGT T A T T AACAA T AGCAAAAA T A TGACA - T ACCA T AGC TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - TGAC T - - - - - - - T A T CGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAACCA T C T - - - - - - AA TGAAA T CGAAA TGT T T T - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T T A T CAAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA - - - - - - - - - T AC T T T CGT C T A T AA TGAA T T C T T T T T TGA - - - - - - - AA T T
AA T CA T AC TGT AGGT TGT C T T C T T CGAAGGTGCCCAGGT T ACA - - GTGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T ACAGAGA T TG - - - - - - - AAGTGA TGAAA - - - - A T T A T T CGT AAA T - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGCC T AAACAGA T A T AACACA T T T AAA TGA T CAAAGAG - - - - - - - - - - - - - - - - - AAGAA
TGCC T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CACC TGT TGGGT T AAC T ACGGCAACCC T A T AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAGC T AACGTGAAA T T C T AA T AA T A T TGACGCC T C T ACA T CACCAC T - - - - - GGCGAA T T TGAGGAA - T T T AC T T CAAA - - - - - C T T A T
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TE: ltr_1_family_989.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 5988bp; fragments: 143; full length: 27 (>=5389.2bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 5988 bp
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TE: ltr_1_family_989.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 6288bp; fragments: 143; full length: 27 (>=5659.2bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_989
 size: 5387bp; fragments: 144; full length: 1 (>=4848.3bp)
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No TE domain detected

Before TEtrimmer 5387 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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