
Start crop Point End crop Point

MSA length = 5990
A T T CC T A T C T ACACGACGT CC T T ACA T CGGTGGA T AAGGT T CAGCA - - GT 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 A T T CCC T T CAGAGCAACCAGT CC - AG - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - A T AA T T T AA T CGCCAA T T CAGT CACAAC T T ACA 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 ACACAAC - A T CC T T T T AGAAGAAGGA TGG - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - CGGT AGT AA TGGT AGT T AAGAAGGTGAGT - AA 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 AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GGT T CGAA TGA T T T CA T A TGGCAAAA T T A TGAA T A T AAA T T T T AAA T CCC 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 ACAGAGC - A - T CC T C TGAGAGACAGT TGA T A T A TGGT AAAGA T T T - - - - TGT A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AAAA T A T C TGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - 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 AAACAAC - - - - - - T T AA T AAAAAACA T T TGGT T CA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - ACCA - - - - - - - - - - - - - - - - AGTGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - T T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T ACAACA - - A - T CA TGGGGGAGGAAGT AGA T T AA T AGA T - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - C T ACAAA T A T - - - T AGGT A TGT A T AGT - GT TGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - T T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T ACACCAG - A - - - - - - - - - - - - - - - - - - - - T T AA T A T AAGA - - - - - - - - - TGT A
- - - - - - - - - - - - - - - - T A T A T T AACAACAC T A - - - - - GA T T CAAAA T A T T TGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - T T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T ACAGTG - - - - - - - - - - - - - - - - - - - - - - - T - AACAGT AAA T A T T CAAACCA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAA - - - - - - - - - - - - - - - - AGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - T T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGGC - - A - CAC T T T ACC T T AC T T T AAA T T AAA TGGAAA T AA T CAAC T T CC T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAC T - - - - - - - - - - - - T T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T ACAC T T A T AGAAGT T TGGAC TGC T A T TGT T - - - - - - - - - - - - - - - - - - - T ACA
- - - - - - - - - - - - - CA T AA T AA T AAAA T T CAAA T T CAAAGTGC T AAA T AGT 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 ACAAGTGT A T CCA T T AAGAAGAAAGGAGG - - A T AGAAAA - - - - - - - - - - - - - -
A - - - - - - - - AA T T CGT AGT T T T T AAA T T - - T A T TGT A T T TGT A T ACA - 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 AAAA T T A TGT TGA T A T AAAAAA T A - - AACGTGAGA - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - A T T TGGA TGGTGC T AGCAAAAGT T C T ACA T 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 ACAGAAG - - - T AA T T AAAAAGAGA T AA - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGT CAAA T TGGA - - - - - CGTGT 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 ACAGGAC - GT T T C T A T AGGAGA T AGACGA - - - - - AC T AA T A T CGGTGT C - - - -
A - CA T CGT CA - - - 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 - - - GT T C T T T C TGGGT AAGT A TGT - - - - - - AGACC T T C T T TGT TGCCA
AAC T T 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 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - AAGGT C T T AGT T T TGT T AA T T AAA T T A T T T A T T - 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 TGACGCCCA T ACAA T AG - A - - - - - - - - - - - - - - - - - - - - - - - A T TGT AACC T T T T T T T AAA T A
AA T A - - - - - A - - - - A T CGTGC T T A T A T T AA T T T A T T AA T T T T A T T A 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 AA - - - - T T T T A T A T AAAAA T AA - - - - - A T - - - - - - - - - - - - - - - - - - -
A - AA T AAC T AA T T ACAA T TGC TGGT A T - - - T AGT T AAAA T T AA T T AA - C 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 - - - - - - - - - - - - - AAAC T AAAA T CGC - - - - - GTGAA T T T C T T CGTG - - - -
AC T - - - - - - A - - - - AGGGT A T T T A T A T A T A - - - - - - - - - - - - - - - - - - AGTGT 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 AAA - - - T T T T T AAA T CAAAAAGAGA - - - A T T ACAA - - T T C T AA T AACCG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 T T C TGAAAAA T AAAA T T A - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - AAA T A T CACAACA T T - - T A T T T AGAA TGT A T AAAAGC 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 AGTGCAA T TGCGAGT TGAA T AC T A T T AA TGAGGAGTGT T TGAA T AA TG
- - - - - - - - - - - - - - - - - - - - - - - - T A T - - - CAGT T A - - - - - - - - - - - - - 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 ACAGT T - - AA TGCCAGGAAA T AAAGAGGA - - - - - ACGAAAACAAA T A T CAACA
- - - - - - - - - - - - - - - GCA T AGCA T T A T CAA T AGC TGA T A T T T T T T C T - GT TGT TGGGT T AAC T ACGGCAACC T TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T CAAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGGTGCA T T T T T T TGAAAAAAA T T A - - - - - T T CAAAA T T AACA T T T C T AAA
A T T T T T T T T A - T CAAAAAGAGT CGT A T T A T CAA T TGGT T T ACCCAC 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 ACAACCA T - - T T T C TGAAAAA - AAAA T T A - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - TGT AC TGT T A T AGC T A T T T CCGA T T T A T T T C - TGTGT 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 T T T T CGAGT T AA T TGCGGA - A T - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T ACAGAG - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A
- - - - - - - - - - - - - - - - AA T AGCAAAAA T A TGAA T T AAAA T T AACAA T - A 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 A - - - - - - - - - - - - - - - - - - - - - - - ACCA T AGAAAC T T A - - - C T T T
AGTGACA T T AA T T A T TGA TGC T AA T A T TGA T AGC T T A T T T A T A T T A - - TGTGT 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 ACAGGG - - - - TGT T T CAAGAAACA TGTGC - - - GT AGGGA T A T T CC T C T CGA T A
TGT C T T T - - - - CCAGGAA T A T TGT CAGAGGAA T C T AA T T T T TGCC T T - CC 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 CAC T A T T T T TGC T AGGGAGAGT A T T T T A T C TGT AGC T ACGGGGT AAACG
- - - - - - - T T A - AACAAAA TGT TGT T A T T - - TGGTGAAAGT T TGAAA - - 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 ACA - - - - - - - TGGT T T AAGCAAAA T AAGG - - - - T AAAAAC T A TGT T A T CA T CA
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TE: ltr_1_family_989.fasta.b.bed_uf.bed_g_3.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: 5990bp; fragments: 143; full length: 27 (>=5391bp)
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No TE domain detected

After TEtrimmer 5990 bp
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TE: ltr_1_family_989.fasta.b.bed_uf.bed_g_3.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: 6290bp; fragments: 143; full length: 27 (>=5661bp)
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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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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)
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