
Start crop Point End crop Point

MSA length = 6016
GT T T CCAGACACA T AGA T C T A T - T AA T T T T AAAC - - AC T C T ACA T A 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACA T T A T - - - - - - AAA T AAA T T ACAACC T T C T T A - - - - - - - CCAAGTGGT AC T
AGAGT T T AAAAAGTGT A T T T A T C T C T T T T T CGC T T - T C T AAAGT TGA 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGCCGTGACAA T A T C - T CGAAAAAAAAAACAGCACAAAGT T - - - GC T C TGAAA TGA TGC T
CCA T T T AAAAA T CAAAAGT T T T A - - GCCGAAAACAAAA T T T A TGACA 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T
A T TGT T AAAAGT A T AA T T T CA T A T - AC T T T AGAG - - - - - - CGGGGGAAGT - GT 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 - - - - - - - - - - C T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAC T A T - - T T T CAGAAAAAAAA T AGA T T TGGTGAGGC TGT TGCGACGT TGCC
AA T T T T AAAAA T ACA T A T T TGT A - - - T T T T AGA T - - - - - - T T AA T AA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACA - - - - - - - - - - - - - - - - - - - - - - T A TGTGGTGACAGCGA T AA T A TGT AA T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGAAAAAA 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - - - - - - - - - - - - - - AA T AACA T A T T T - - - - - - - - - - - - - - - - - - -
A T TGT A T T AAA T A T C T AAC T A T T T - - T T T T AAA T - - AA T AAAAA T CA 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - T T CAGA T T CCA T TGGAAAC TGGGT T - - - - - - - - - - - - - - - - - - -
A T C T T TGAAAC T A T CAAAACA T A - - - - - - - - - - - - - - - - T T T AA 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A TGT AAAGCGA T C
GT T A T TGT T AA T ACAAGAA T A T ACA - CCA T AAA T AACGAC T T AGAGA 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - T T CGAGGAA T AAAAAAAC T A T AA T A - - - T CAC TGAA T AA TGC T C
A T T AGT A T A T A T A T A T A T A T A T A T AAA T A T A T A T A - - - - - - - - - - T ACAGTGT 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 T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - T T A T AAAAA T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T TGGT TGGCAGA T A T AACCACAAAACC T CAAA T AGC T A T T A TGCAA 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - C T ACAAAAGGAC T AAAA T C - - - - - - - - - - - - - - - - AGT AGAAC T
- CA T T T AAAAA T T T AA T T T T - - - - - ACC T T AAAAAA - - - - - - - - - - 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 - - - - - - - - - - C T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - - - - - - - - - - - - A T T AAAA T A T AACA - - - - - - - T AAAA T A T AAC T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T C T T 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A TGT T A TGGAAA T
T T CAGT AAA T A T A T CGCA T T AAA T - GC T T AAAA T - - AAAA T TGAAAA 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - - T T CAAAAACGGT AAGGT T T AAGTG - - - - TGA T AAACC T T AA T C
T A T AA T AAAACCA T T T T T TGT TGT AA T T T T AAA T AAC T AAGAAGGT 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 - - - - - - - - - - T T T A T T A T A T AC T A T A T ACC T AAGAA T T AGGCA T A T A - - - - - - - - - - - - - T T A T T AA T T AAGA T T AAA T A T AAAC T T A T T T - - - T T TGTGT AGT A T TGCC
GAGT T T TGAA T T A TGT CGT C T T A - - - T T T AAAA T AA T A T T CGT T 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T AA T T T AAGGGAAGGTGCCAAAA TGAC T - - - - - - - T AAAAA TGGGT T
AGAAA T AAAAA T A T AC T T C TGGAG - - CC T T AAC T AAAA T T T AAAAAA 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T AAGT C T AGAAGCAAAA T A T ACAAGT CCAAAGCA T T T T T AAAGAAC T
C T T T T CAAAAGT C T A T AA T T T TGT - - - - - - - - - - - - - - - - - T AA TGA 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - - - - - - - - - - - - - AGAA T A T T AAA T T - - - ACGA T AAAA T A T AAC T
- - - - - - - - - - - - - - - - - - - - - - - - - - T T T TGAGT - - T T AA T CAA T AA 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T AAAA T T T CAGA T T T A T T T A T C T TGA T A T C - - - AA T AA T A T A T AAAA T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T - - T C T CACAAA T AAGAAA TGT T T T A T A - - - - - - - - - - - - - - - - - - -
AACC T C T AGAAAA T A - - - - - - - - - - - - - - - - - - - - - T T TGC T AGA TGT 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 T T A T T A T A TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAGT A T - - A T T AAAAAAA T A T C T AGA T T T T T T AAAAA T AGCAAAAC T A T A T A
AGTGT T T T T AAAA T AACCA TGGA T - A T T T AAAA T AA T TGACA T A TGA 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T AGT A T CAAA T AAAGT AAAAACA T ACCGAAAGT CAACGAAAACAA T T
CAAGAA T AAAAAA T AAAGT T T T T T - A T A T AGAA T AAGT CA T TGT AA 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACA T T A T AA T AACAAAA T TGT TGAA T AGGTGC T T - - - C T AAA T AAAA T AAAC T
GT A T ACAAAAAGAAAAC T A T T T A T T A T T AAA T A T - - T T CCGCCCAAA 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 - - - - - - - - - - C T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGCCGTGACAA T A T - - - - - - - - - - - - - T T AA T T ACA T AC T T - - - A T TGTGGT AGT T AA T A
- - - - - - - - - - - - - - - - - - - - - - - - - AC T AAAAA TGA TGA T A T AGAAA 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - A T T T CA TGTGT A T CAAACA T A T A T C T - - - A T TGGT AGAAAGAA T C
- - - - - - - - - - - - - - - - - - - - - - - - - A T T AAAAGT - - T AAAAA T T C TGT 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 T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAGT A T - - - T T CGAAGGGGAC T A T AACAAAA T A - - - - - - - - - - - - - - - - - - -
T ACGT C T AA TGGGCGAA T T CGTG - - AGC T T TGA T - - - - - CCC T AACGT 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 - - - - - - - - - - C T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGCCGTGACA - T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC TGT ACGGTGGAGAC
GGAGT CAAAAA T A T CGA T T A T T T - - - T CGT T A T T A - T AA TGT AA 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 - - - - - - - - - - C T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - GC T CGGGT T T C TGCAAAC T T T AA T A - - - A T T AAGAAA T T T AAAC
AAA T A T AAACA T ACA TGT AAA T A - - - - - - - - - - - - - - - - AACAAC TGT 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 T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAGT A T - - A T T T AAA TGGA T AGAAAACAAAA T CAAGAGGA TGAAA TGGAA T T
AAA T T CGCAAAAC T AAAGA T A T A - - GT T C T AGC TGGA T T A T TGT 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 - - - - - - - - - - C T T A T T A T T TGC T A TGCCCC T AGT CA T AACCGA T AAAAGAAGT ACCACCAGT A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGCGGC T T CGGCA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGAGGTGTGACAA T A T - ACGT CAGCGA TGGC T A TGAAGT AGCAAAACCGGCAA T AGT ACGT C
CGT A T T AAAACGT T AACAAAACA - - A T C T AGT A T AA T A T CAAGT ACA 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGCCGTGACAA T A T - - - - - - - - - AA T A T CAGAAAAA T AA T T - - - T CAA T AAAAAAACGT T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AGCCCACAAAA TGGGGTGCGACAA T A T - AA T T T AAAAAAAGAA T CA T CAAGA T T - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - T T T T T AA T T - - GGA TGGT T TGA T AC 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 T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T ACA T CCA T A TGT T T AA TGCAAGCA T A TGT AAAA T AAGCAAAGAAAA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T TGGT 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGCCGTGACA T T A T - - T T A TGAAAAGAAAAAA T ACAAAA T AGAA - - - - TGAAAGAGGGCC
AA T T T T AAAAA T ACA T A T T CGT A - - - T T T T AGA T - - - - - - T T AA 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T - - - - - - - - - - - - - - - - - A TGAA T T AGT TGAAAA TGAGAAAA T T AAA T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T TGAAAAA 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - AC T T T T T A T - - AGGGTGTGACA 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGAAAA TGG - - - - - - - - GT A T AA T A T A T ACACAGT C - - - A T AGT AACAGTGAA T C
CA T T T T AAA TGT CACC T T AAGTGT A - C T T AAAA T AACCGACCCGA 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 - - - - - - - - - - C T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGCCGTGACACAAGGCACGCAAAACGGGT AAACGT AAA T T CAAAC TGGTGAGA TGAGCC T
AAC T T CAAACA T C T T C T T T TGAA - - - T T T CAAAAA - - - - - - - - - - - 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T A - T T T T AC T CAGT T TGAGAA T T T CC T A - - - GT T T TGTGT T AAAA T T
ACA T CCAAA T AGA T A - - - - - - - - - - - - - - - - - - - - - A T AC T TGGC 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - T T T CGAA T T T CGCGT A T A T A T A T T T - - - T C T C TGCAA T A T AA TG
GC T A T CACAACAACAA T A T CAGA - - - - - - - - - - - - - GGT T CACA T CA 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - T T AA TGCA T T AA TGGAAA T T TGCCG - - - CCAGT CAAA T AAGA T C
AAAC T T AAAGAAC TGCC T ACCAA T AA T T T AGT A T A T T T T T AGT T TGC 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAC T A T - AC T T CCAACC T CCCAACAGT AA T A T T - - - CAAA T CA T ACACCGT C
GAAA T CGGGAA T AGAA T T A T CGTGA - - - - - - - - - - - C 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 - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAAGT A - - A T AAAAA T AAGT AAAAAAGT T CGT AGT A - - - - - - - - - - - - - - - -
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TE: ltr_1_family_665.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_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 6016bp; fragments: 1381; full length: 11 (>=5414.4bp)
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No TE domain detected

After TEtrimmer 6016 bp
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 size: 6339bp; fragments: 1386; full length: 10 (>=5705.1bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_665
 size: 1412bp; fragments: 266; full length: 31 (>=1270.8bp)
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No TE domain detected

Before TEtrimmer 1412 bp
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