
Start crop Point End crop Point

MSA length = 6040
- - - - - - - - - - - - - - - - - - - - T A T A T A T A T A T A T A T A - - - - - - - - - - - - AGTGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T A T A T - - - - - - - - - - - T A T - - - - - - - AAAA - - AA T C - AA T AAAGAAAGACA T T ACAGGAAA
A T A T AGA T T T CAAAAAGAAGC T CGA TGGTGT AGA T A - - - - - - - - - - A T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AGA T C T A T T T CCAAAAA - AA T T AAAC T ACACCGC T AAAA T - - T T A T T T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACA T T A T A T AA - - - T T C T A T - - CGT CA T T AAAAAA T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T A T T TGT AGT A T AAAA - - - AACAA T AGAGT AAC T A - - - - - - - - - - A T AGTGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A TGT AC - - - - - - - - - - A T AAAA T CAGT AGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T CACA T T CCGTGT AAGT AGAA T CA T C T AAAGAAC TGAAA T - - - - - - - - A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T AA T A - - - T T A T A T - - T T AA T T T AAAACAA - - GA T ACA T T AA TGT - - - - - - - - - - - - - - - -
T T TGT TGCAGC T CGAGAAAA T A T ACC T AAGAAGGT A - - - - - - - - - - - - A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T A T ACC T AAGAA T T AGGCA T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T TGT T A T T ACA T A - - - - - - - - - - - - - - - - - - - C T A T AAACAAA
A T AA T T A T TGT T AAAAG - - - T A T AA T T T CA T AAA T - AAA T C T T AA T A - AGTGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAC T A T T T T A - A T T T A T T - - A T T AA T T T CGGGT CG - - - - - GT A T T T A - - - CA TGTGTGGAAGT AAA
A T T T T T C T T T T CAAAAG - - - T A T AA T T T TGCAAA T - AAA T - - - - - - - - A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - - - - A T T T A T A - - A T AAAA T CAAGGCCCGGAA T A T A T T T CGC T CA T T C T T AGAAA T AAA
ACA T TGT CAGT T C T AGT - - - A T T AGC T A T A T T C T T A - - - - - - - - - - - - AGTGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T A T T T - - - - - - - - - - - T A TGT T A TGGAAA T - - AA T TGGA T A T A T T AGAA T T T T T CAA T AAA
- - - - - - - - - - - - - - - - - - AA TGT AAA T AAACAAC TG - - - - - - - - - - - - A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAGT A T A T AA - A T T T AGA T - - T AAA T T T AGTGAA T - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CA T T AGA T CA T T AAAGGAAA T A T CA TGA T ACAGGT A - - - - - - - - - - GT A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAGT A T CA T A - T T T T A T A - - - T A T T A T CAGT AAA T - - A T T C T AC T AAAA TGT C T T T T T AA T A - - - -
A T T T TGGT A T T T CCAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T C T CAA TGCCA TGT - - C T CA T CCAACAAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGAGGTGTGACAA - - - - - - - - - - - - - - - - - - T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T T AA T A T C T T TGAAAC - - - T A T CAAAACA T A - - - - AAA T - - - - - - - - A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T C T T A - - - T T - - - - - ACAAAGCCAAAAA TG - - - - T A T A T ACAGGGTGTGT CA T T T AAAAAA
GGAAGGT ACGT C T AA TG - - - GGCGAA T T CGTGACAAGA T CC T - - - - - - C T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGCCGTGACA - - - - - - - - - - - - - - - - - - - T A TGCCCAAGGGC T - GAGTGT T C T T CGGT CA T CGCA T AAAA T ACC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T - - - - - - - - AA TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T AA T ACA T A T T T A T A - - - CAAAC T T AAGGAA T AGAA T A T A T T AA T AACA T T T A T T T A T A T A T T
GGAAAC T T CGGCAACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA - - - - - - - - - TGT A T AA T A T A TGT CC T AAAA TG - GAAGGT AGAAA TGT T A T T T T T - - - - - - - - -
GAAA T T CCAGT T CCAAG - - - - - - - - - - - - - - - - - - - AAACC T - - - - - - A T TGT CAAGGT TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AA T CCACAAAA TGGGCCGTGACAA T A T T ACA T - - - - - - - - - - T T T A T T TGAAAAAC - - - - - - - - - - - - GGT CAAGT T T CCGAAAAGA
A T AGT CA T TGT A T T AAA - - - T C T AAC T A T T TGGA T T AAA T C T AAGT A T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T T T CA - A T T T AAA T AGT A T AC T AAAAGAC T - A - - T AAAA T AGGA T TGT T CC T ACACA T A TG
A T AAA T A TGT T AAAAAGT AAAACAA T A T CAGAAA T A - - - - - - - - - T A T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T T A TGT AGT TGGAA T A T CAC T TGGAAAAAA - GAA TGT T T T AA T T TGT T T AGT TGAAA TGAA
AAACGT AAAA T A T AAAC - - - - - - - - - - - - - - - - - - - AAA T - - - - - - - - A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - - - - T T T T AAA T T A TGT T T T T AAGT AA T - A - - T A T AAAAA T A T T A T A T T TGGAAGCAAA
A T T T ACA T C TGT CAGAAAAA TGT A T T T A T CAAAA T AGT T TGC T AA T A T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGCCGTGACAA T A T T A T T T - - - - - - - - - - T A TGA T CGAAAAAAAGAGT C T T T T TGAACAAAGTGT CACAA T A T A
A T A TGT T ACA T CCAAA T - - - AGA T AA T AC T TGGC T A - - - - - - - - - - - - A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T T T T C - - - T T A T A T - T T A T AA TGGGT CGC T - - - - T A T A T T T - - - - - - - - - - - - - - - - - - - -
AGAA T T AA T T T T AAAAA - - - T ACA T A T T CGT A - - - - - - - - - - T AA T A T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - - - - - - T T - - - - - - TGAAC T T AA T AA T C - - - - - A T A T T T AAGT AA TGTGGT T AAGCAAA
A T A T ACA T A T A T A T A T AAAA T A T A T A T A T A T A T A T AA T A T - - - - - - - - A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T A T A T T - - - - - - - - T A T A T A T A T A T A T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T CAA T T AAA T T T AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A TGA T A - - - - - - - - - - A T A T A T T T A T AA T A T - G - - - - - - - - - - - - - - - - - T C T AGAAGCAAA
A T A T A T CGCA T T AAAAA - AA TGCAA T T T CA T AAA - - GAA T - - - - - - - - A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T T T CA - A T T T A T A T T A T AGAC T CCAAAAA T - - - - T A T A T ACAGGA TGT T CCA T T T AAAAAA
CGT C T T A T T T T T T AAAA - AA - - - - - - - - - - - - - - - - AAA T - - - - - T A T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - - - - - - - - - - - - - - T A T T C T T T TGAAC T - - - A T A T T T T AAGGGAAGGTGCCAAAA TGAC
- - - - - - - - - - - - - - - - - - AA T ACAC TGACACAAACC T AA T - - - - - - - - A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T C T C T - - - - - A T A T - - TGAAA T C T ACAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T AA T T A T TGT T AAAAG - - - T A T AA T T T CA T AAA T - AAA T C T T AA T A - AGTGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: ltr_1_family_1030.fasta.b.bed_uf.bed_g_1.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_bc.fa_ce.fa_gs.fa_bc.fa
 size: 6040bp; fragments: 1426; full length: 5 (>=5436bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 6040 bp
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TE: ltr_1_family_1030.fasta.b.bed_uf.bed_g_1.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_bc.fa_se.fa
 size: 6344bp; fragments: 1410; full length: 5 (>=5709.6bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_1030

 size: 1278bp; fragments: 252; full length: 57 (>=1150.2bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 1278 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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