
Start crop Point End crop Point

MSA length = 7555
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A TGA T T AACGTGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AGGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CGTGCA T AA T - - - - - - AGTGCCGT AACACCGAA TGT T T CGT AA T AAAA TG
T AA T T T TGCACA T T - AGT TGT TGT T T T T T T T A T T C T AAAAGGT T CCAA TGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT AA TGT CAAC T T T T T T TGT A T A T TGT A T T T T C T ACC T T T T T TGCAAAC T A T
AGAAAACAA TGT AC T - - - - - - - - - - T - - - - - - - - - - C T T T A T T T AACA T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGAC T T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T A T A T AA T - T TGT CA T T T AAA T TGT T T ACCAAAAACAGCGAAC T CGAA
- - - - - - - - - - - - - - - CAAAAC T A T T - - - - - - - - - T T AAAGT T T C TGCA T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T A T AAAA T T T T A T T AA T AA T A TGT A TGT A TGT A T T T AGAAA TGAAGA T
AAACGA TGAAA T A T T - - - - - - - - - - - - - - - - - - - - - GC T TGGAAAA T ACA TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGTGAAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAACGA TGAAA T A T T - - - - - - - - - - - - - - - - - - - - - GC T TGGAAAA T ACA TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGTGAAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T A T AAAGT T CACA - AAAAA T T - - - - - - - - - - - - - - - A T A T T A T T CCA T C TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T CACA T T T T T T A T CA TGT T CGT AA T T A TGT AA T T A T A T T A T AAC T ACC
AA T CCA T CAGT T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T ACA T T TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA T A T A T A - - - - - - AC T CAA T T T CCA T CGGA TGT T AA T TGA T AACAAA
C T T T T TGA T A T A T T - AAAAA T T AG - - - - - - - - - - C T AAA T T T C T CACA TGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGTGT T A T T T T T T - - - - - - - - - - - CGA T C T A T A T T T T T CAA T AC T AA T
AAAAC T T T T T CA T T - AAAAA T T A - - - - - - - T A T T CAAA T TGA T A T ACA TGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C T T TGC T AC T T A T T - AAGT A - - - - - - - - T T CAC T C T A - - - - - GAAACACGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACGTGT C TGC T T T C - - - - - - - - - - - - - T T C T CC T T T AA T AAA T AAAGAA
GTGGGGT A T T A T T C - AAAAAC T AGT T T A T T T A T T A T ACC T TGT T T AGA T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T A T AAAA - - - - - - - A T A T A T ACAAGGGT ACAGT T TGA T AAAAGAAAAG
T T C T T T AAC T C T T - - - - - - - - - - - - - - - - - - - - - CAAA T AAAA T CGT AC T TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT T AC T AGACGA - - - - - - AACA T AA T T T C TGT T C TGGGAC TGAAA T ACAAAG
T T T CGT T AAC T CAC - GAAGA T CA T T T CAGT CA T T - T AACCCC T T CACGTGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CGTGCA T A T T - - - - - - - - - - - - - - - - - - - - - - - - T T TGAGAAAAA T CCA T
AAC T A T AA - - - - - - - AAAAA - - - - - T - - - - - - - - - - ACGCGGT CCACACGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACGCAACAA - C T T C - ACAAGCAAAACA T AC T AAC T CCAAAAACGAA T AA
AGGCAGTGAGGT T T - - - - - - - - - - - - - - - - - - - - - - AAGT T T A T AA TGT T TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T T AAGAC - - - - - - - - - - - T A T T ACGA T CAAA T A T T ACGA T AAAAAAA
AAC T AGAAC T TGT C T AAAAGT A T T T T T T TGCA T - - - CGC T AGGTGGCAC T TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CAC T AAAA T A T T C T T - ACCAGT ACCACAGCA T AAC T T - - - - - - - AACCAG
T A TGT ACGCCGA T T - - - - - - - - - - - AC T T T T A - - - - - - - - - - - - - - CA T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T AAAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T A T AAACA - - - - - - AACGAAA T TGT AACAGAA TGGGAAAAAAAACAA T
- - - - - - - - - - - - - - - AAAAA T TGT T - C T T C T A T T - - - - - - - - - - - - CACA TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACAGGCAC T - - - - - - - - - - - - - - - - - - T T T T A T T A T T T A T AAAGAA T A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGAGA T CCCA TGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGCAACAA - - - - - - A T TGGACAAACCAGT CAGT AC T T AGAAAACAGAA
AAAAAAAAA T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T AGT T TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT AGT T AAAAAA - - T T C T AGT AGA T T AAAA T T AGAGGAACGAAAAAACAAAA
GA T AGC T A T T T T T T - AAAAA T T - - - - - - - - - - - - - - - - - - - - - - - - CACGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACGAAA T A - - T T T T - - - - - - - - - - - GAGT T TGT T T CGAGT AAA T A T AAG
- - - - - - - - - - - - - - - AA T AA T CAGAC - - - - - - - - - - - GA TGGT T AACA TGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGTGT TGT - - - - - - ACCAGT A T TGTGA T T T AA TGT A T AAAAAA T T AGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAAGA T TGC TGTGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT TGTGCAAAA T - T T T T - A T AAAC T AAAA TGAC T AA T T C T AA TGACGT AAAC
A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CGACAGA T T T T ACA TGTGT T A T ACAACGT T T T T CCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGT A T AAC T T C T T TGAAAA TGT AA T A T T C TGT CAGC TGT AAAAAAGAG
T A T T AA T A TGT T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T ACAA TGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT AA TGCAAA T A - - - - - - GAC T A T A T T A T A T T T T AA T T T T T AGAAA - - - - - -
A T AAGT T T T T CA T T - AAAAAGT A T - - - - T T T A T T C TGT T TGAAAGCCAGGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CAGGACGAAA - T T A T - GT A TGT TGGACA T T A T AGT T T T A TGAAAAAA T AG
A T T T A T TGT A T A T T T A TGA T T AA T T - T TGT T A T T - - A T AGT CGT CCCA T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T A TGT AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T T TGT A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT TGT AAAAGA T - - - - - - AA T T TGAA T A TGT CA TGTGGT T T AC TGAAGT AAG
A TGT AAGT T A T A T T - GGAA T C T A T T - T T T C T A T T - - - - - - - - - - - - CA T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T T T T T T T AA T AAC TGT T TGT T CAA T T A T T AAAAGT TGAGT CA T A T T A T T AA T T T T T AC T CGGGTGACAACAAAGCCA T CGT AA T AACAA T
GTGTGTGTGC TGT T T - - - - - - - - - - - T CC T TG - - - - - AGCGAAACACGTGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CGTGT CAC T T - - - - - - AGT T A T T T T T T AA T A T AAA TGT A T TGAGACCGAG
GT A T T CCAAA T A T C - A T AGA T T A T T T - - T T CA T - - - A T AGGT T T CCCA T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T ACGT AAA - T T T T CA T C T AA TGT A T CA TGT AA T CACGGTGT AAC T T A T
ACA T T A T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T ACC T A TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CC T A T A T AAA - - - - - - - - - - - - - - - - CCA T T CAGC T T T C T AAAGA T AA T C
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT ACA TGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T T T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGTGA T T C - - T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT ACA TGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T T T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGTGA T T C - - T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T T T - - - - - - - - - - - AA T AA T T A TG - T T T C T A T T - - A T AAA T T T T ACACGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACGGGAGGC - - - - - - A T AAA T A T TGCA T TGAAAAGC T A T AAAAA - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T CA T T T T ACACGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACGTGAC TG - - - - - - CA T AGAGT T CCGGTGAC TGCCGA TGAC TGCCGA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAACACA TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACACAA T A T T T TGC TGGCAAGGCAGT T A TGCGACAAACACGAAGCGAC T
A TGA T A T A T T A T T T - - - - - - - - - - - - T T T T T AC - - - - - - - - - - - - - AAC T TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA TGA T T AAAAGT TGAGT AAC T T A T AA T - - - - - - A T T T A T TGT T C T CC T T AGCAAAA T AGAAAAA T A T
- - - - - - - - - - - - - - - AAAAGT CA T T - - - - - - - - - - - GT T T T T T AAACGTGTGT T A T ACAACGT T T T CCCA T AAGGAC T A T A T AAAAAGAGA T T A T T C T CA - - - - - - - - - - AGGA T T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CGTGCGT A T C - - - - - - - - - - - - - - TGTGGT CAAGTGA T T C TGAGAGTGAC
GAAAACCACCGT C T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CACGTGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T T T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACGGAAAA T - T T T T T A T T AAAGAAA TGA T ACACA T T AAAACAACAAAAA
T A T T A T T A T T A T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CACC TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - AAGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACC T AAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T T AGT CA T T A T TGC - - - - - - - - - - - - - - - - - - - - - GT ACCGT T AACGC T TGT T A T ACAACGT T T T CCCA T AAGAAC T A T A T AAAAAGACA T T A T T C T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAGCAGAA TGA T A T - GAAAA T - - - - - - - - - - - - - - - AACCAAGT T T AA TGTGT T A T ACAACA T T T T CCCA T AAGAAC T A T A T AAAAAAACA T T A T T C T CA - - - - - - - - - - AGGAA T AAAA T A T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT AA TGT AAACA - - C T T T - - - - - - - - - - T A T T T T A TGAAACAGAAAAAAA T A
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TE: ltr_1_family_839.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 7555bp; fragments: 626; full length: 77 (>=6799.5bp)
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No TE domain detected

After TEtrimmer 7555 bp
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TE: ltr_1_family_839.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 7855bp; fragments: 628; full length: 76 (>=7069.5bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_839
 size: 7591bp; fragments: 7537; full length: 0 (>=6831.9bp)
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No TE domain detected

Before TEtrimmer 7591 bp
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