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MSA length = 8130
AC T T CA - ACAAGT TGT T A TGT AAC T TGGC T AAA T T CC - - C T T T A T T A TGT AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T A TGT AACAGT AGT A - - - - - - - - - - - - - - - - - A T A T C T AC T AA T T A T T TGAAAA
A T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAGGT ACGCGAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CGCGCACAC TGACC - - - - - - - - - - - - - - - - - AGCCGCACGAA T - T T T T T T T C T
AGCCC T AAA T A T T T T T CCAGT AAGACGACGGAA T T T CGAA T TGGA T AGC T AA T T A T A T CCACGT AGCCGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAACA - - - - - - - - - - - - - - - - T - - - - - - - - - - - - - - GTGCCCA TGGA T - T A TGGA T A T
A T A T T CAACCAGT T A T T TGGAAGGT C T A T T CAA T TGT CA TGT T T AACAC T AA T T A T A T CCA TGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CAC T AAC T AA T CAGT T T - - - - - - - - - - - - - - GCAA T T T T AAA T - T A T CGT CA T
CAC T C T - AC T AA T CCC T TGGTGAGCAGGCAGAA T T T C - - T T C T C T AGGCAAA T T A T A T CCACGT AGC TGGGT ACA T CACCGGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC TGGCA T T C T T TGACC - - - - - - - - - - - CGA T - - A T CGCGT T AAGT A - - - - - - - - -
AGA T C T AA T ACA T T T T CA T AGAAA T TGA T AGAA T - - - - - - - - - GT T AGCAAA T T A T A T CCA TGT AGC TGGGT ACGT CACC TGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGCA T T - - - - - - - - GA T - AAA T - - T CAAAC T - - - - - - - - - - - - - T T CCA T T T T
T A T AA T - ACC T A T AACAAAAAAAA T TGAGA - - - - - - - - - C T CAC TGACC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT A T T AGCGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGTGT AGT AAA T CA - - - - - - - - - - - CAGA - - A T CCAGACAA T CA - - - - - - - - -
- - - - - - - - - - - - T C T CAGAGAAAGT CAACAGAA T T T T T A - - - - CA T CGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CGC T A T T T AA T T T AGT T - - AA T - - ACAGA T CACCAC T A T T AA T - T A T T A T T AA
T A T AA - - - - - - - - - - - - - - - - - - - - - - - - - GAAA - - - - - CA TGGT T AGCGAA T T A T A T CCACGT AGC TGGGT ACGCCACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGCGAA - - - - - - - - - - - - - - - - - - ACAAA T T A T TGTGGTGA T T T T T T TGC T T T
- - - - - - - - - - - - A T T T AA T AAAAAA TGACAGAAA T T C - - - - - - - - - - GCGAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC TGGCGAACGCAC T TGA T TGAGT TG - AGGAA T T - - - - - - - - - AAG - T A T TGCGA T
- - - - - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CAG - - - - GT T AGCGAA T T A T A T CCACGT AGCCGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGCGGACC T AGCCG - - - - - - - - - - - - - - - - - GCCA T A T T AGA T T - - - - - - - - -
- - - - - - - A T T AGT T T T ACAC TGGACGCGCG - - - - - - - - - - - - - T T T CGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CGC T AACCA TGT T AGT CAAA T A TGACAAA T T A T TGTGGTGA T T - T T T T T A T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGTGAAAGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC T AAC T T T T T A T - - - - - - - - - - - - - - - - - A T T T C T ACAGT T T T T T T T AA T T
AGACGT - A T T A T CGC T CAGAAACCGCC T T TGA T T - - - GAAAA T A T T AAC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AAC T AACGGAC T AC T T C - AAA T - - - CAAAA T C T TGCAAAAAA T - T AGTGCC T T
AAA T C T - A T AAA T T A T AGAGGT AC T T AGT T - - - - - - - - - - - - - GT ACGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CGC TGCCAGGCAAG - - - GAGGC T A - - - - - - - GT A T T T ACGAA T T T T C TGAC T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T CC T ACGCGAA T T A T A T CCACGT AGC TGGGT ACA T CACCGGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CGCGA T AAC T T C T A - - - - - - - - - - - - - - - - - T T A T T CACAAAC - T T T T T AA T C
- - - - - - - - - - - - A T T T ACCAAA T T T TGAC TGAA - T T TGG - - - - GT T AGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC TGT - - - - - - - - GT T - AAA TG - ACAAA T - - - - - CGGT AAGT - T A T TGA TGG
T AA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T C - - AGT CGT CAGCGAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGCGT A T TGA - - - - - - - - - - - - - - - - - - - - - T C TGTGA T AAA T T CCC TGAGT C
CACA T T - - T TGTGTGTGAAAAACACCCGGT - - - - - - - - - T CCGAAACGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TG - T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CGC T AACAGA T A T T - - - GCAA TGA - - - - - - - - - - - - - - - - - - - - T T T T CGT C T
AGC T AGGCA TGGCAC T T AAGAAAAC TGACG - - - - - - CGAAAGAGAGAGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC T AACC T CC T AC - - - - GCA T CA - CGGGCAGT AA T AACAGAAGT A T TGACAC
- - - - - - - - - - - - - - - - - - - GAACGC T CGT T - - - - - - - - - - - - - - - T CGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCAGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T - - - - - - - - - - - - - - A T T - AGA TGAACAAA T T A T TGTGGTGAA T - T AGTGT T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGAGAACGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CGC T AA T AACC T T - - - - - - - - - - - - GAAG - - - - - - - - - - - - - - - CA T AA TGC T
A T C T C TGC T T A T T T CA T AGAGGT A T CC T T T - - - - - - - - - T C TGGT T AGT AAA T T A T A T CCA TGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGT A T T CCAGC TGC - - - - - - - - - - - T AGA - - GGTGC T AAGA T C - T T A T C T T A T
CGACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T AGT AAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGT A T ACC T ACA T A - - - - GAA T - - - - - - - - - - - - - - - - - - - - - - TGGT AAAGT
AACGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGTGCAAGGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC TGGC T AACGC T C T CCA T TGAAAA - - - - - - - - - AGGT CCACAGA T - T A T AAGAAC
T T T TGT AA TGAA T AA T C T TGAGAA T T TGAA - - - - - - - - - A T T CGT T AGCGAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAACAAGTGAA - - - - - - - - - - - - - - - - - - ACGAA T T A T TGTGGTGA T T T C T T T CC T A T
AA TGGA - GT T A T T T CAC T AA TGAAACGGT T - - - - T T - - - T ACA TGT T CC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T ACCCAAAAA T - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC TGT - - - - - - - - GT T - AAA TG - ACAAA T - - - - - CGGT AAGT - T A T TGA TGG
T CAAA T AA T T T T T T T T CGCAAAAAAAAAA TGGA T A T CGA T A T AGT T AGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC T AAAA T A T T ACGT T - AAA T - - - T AAA T - AC T AC T A T AGGT - T T T TGAAAC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T AAAACGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC T A T T CAA T T AC T T C - GAA TGA - CAAA T T AAAGTGGCAAAC - T T T T AAAAA
AGA T T T AA T T T A T T C T T CCGCAAA T A T A T TGCGT TGCGAC T TGGT T AGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC T A T T CAA T - - - GT TGAAA TGA - CAAA T T AGAGTGGCGAAC - T T T T AAAAA
AGA T T T AA T T CA T T C T T CCGCAAA T A T A TGGAGGTGCGAC T TGGT T AGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC T A T T CAA T - - - GT TGAAA TGA - CAAA T T AAAGTGGCGAAC - T T T T AAAAA
TGCCC - AACA T A T T T T CCAGCAAGACGACGGAA T T T CGAAA T TGAAAGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC T AACCAA - - - - GC T - - - - - - - - - - - - - - A TGCCCA TGGA T - T A T AGA T A T
T - - - - - - ACGAGA T ACAA T T AAAA T AAGCG - AA T - - - GA - A T AC T ACGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CGC T AACGT A T A TGGT A - AAAAGGT CACA - - AGT T T T AAAAA T - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGTGT T AGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC T A T C T - - - - - - - - - - AAC T - - - - - - - - - T T T T TGGCA T A T T T T T TGT ACC
TGT T C - GGAAGAAGC T ACAGAGAGT T CGC TGAAGT T C - - - - - - - T T AGCGAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC - - - - - - - - - - - GT A - A - ACGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - T
T - - - - - - - T CAGAGT T T AAAACAGTGCGCG - - - - - - - GT - - - - GACAGCGAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGCGT T CAGCCACAGT CAAAC TGAA T AAAGA - - T ACGAAAAA T T TGT CGCAA T
GCGTGT AA T T T T TGGT TGGA T TGGT T T AGT - - - - - - - - - GT TGGT T AGCGAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGCGTGGT T A T T TG - - - - - - - - - - T TG - - T TGT T T T T AC T AA T - T T T T A T A T T
A T T TGT - T CCGA T T T T C T CGAAAA - - - - - - - - - - - - - - - CGGCGT A T AC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T T AC T AACAAGA T CA - - - - - - - - - - ACAAAC TGTGT T C T TGGT C - T T T CGGT A T
CA T A T T - AAA T A T T T T ACA T CAGAA T T A T AGT A T - - - - - GA T TGT T AGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T AGC T AAAA T A T T AG - - - - - - - - - - - - - - - - - T T T A TGA T AAC T - GT T TGT CA T
CCCAC - CA T CGA T T C T T AAAAGCGCC TGAA - - - - - - - - - - - - - GAGCGCGAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CGCGT T T T T TGT TGGGT - T CA T TG - - - - - - - A T T T CGT T AA T T T T T A TGT T A T
AAAA T T AAGC TGGCGT AC T T AAAAAC TGT T - - - - - - - - - AA T CGA TGGC T AA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC TGGC T AACGAG - - - - - - - - AAGTGA - T A - - - - A T TGA T T AGA T T - T C T T AA T T A
- - - - - - - A T CA T T C T T - - - - - - - - - - - - - - - - - - - - - - - CGCA T T T CGCGAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC T CGCGAAGC T C TGAAGGT - - - - - - - - - - - - - - A T CA TGAACAA T - T T T T AAAA T
CAAAC - A T T T AAA T CCGAAAAAAA T ACAA T - - - - T T T - - - - - - - - - AGCGAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TG - T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAAGCC - - GAGT T TGT T A T AAAAAACCGCGGAA T - - - - - T AACAAAGGCAAA T T A T A T CCACGT AGC TGGGT ACGT CACCCGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAAAGAAAAC TGGCAC TGTGGT T T T - - - GAAAC T A - - - - - T CA T A T T TGCAAA T T TGTGGCGT T
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TE: ltr_1_family_421.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: 8130bp; fragments: 744; full length: 45 (>=7317bp)
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No TE domain detected

After TEtrimmer 8130 bp
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TE: ltr_1_family_421.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 8430bp; fragments: 752; full length: 35 (>=7587bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_421

 size: 4812bp; fragments: 502; full length: 1 (>=4330.8bp)
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No TE domain detected

Before TEtrimmer 4812 bp
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