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MSA length = 4416
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T TGA T T A T A T T T T T AC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGT CGCAGTGT T T CCGGCAGAAGACGGCCCC T TGT T A TGGAAAAAAA - - - - - AAAAA T CCACGAA TGAAGAAAAA T C T - - - - - - - - - - - - - - - - - - - - -
CGAGACA T T T A T AAA T AGT TGGAA T - - - - - - - - - - - - CCAAAGGA T - - - - GGA T CA T A T A T AA T AA T CC TGAAAGC T AAAAAAA T AGCAGAGGGAACC TG - - - - - - - - - - AGGT CGCAGTGT T T CCGGCAGAGGACGGCCCC T T A T TGTGGAAAAAAAAAAA - - - - - - - - AAAA T AC T A T AA T AAAGT - TGAAGT T TGA TGCGTGGAGGC
- - - - - - - - - - - - - - - - - - TGAAAAC T T - - - - - - - - - - - - - - - - AA T T CCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGT CGCAGTGT T T CCGGCAGAGGACGGCCCC T TGA T A TGGAAAAAAAAA T T CGAAAA T AAAAA T A T TGAC T CAAAAC T T AGAGACAGT T T T A T T T A T T T
CGAGGTGT CAAAA T ACAA TGGAAACA T AGC TGCGGAACAAGAGAA T T T CAGGAGCACAAAAAAGAA T CC TGAAAGC T AAAAAAA T AGCAGAGGGAACC TG - - - - - - - - - - AGGT CGCAGTGT T T CCGGCAGAGGACGGCCCC T TGT T A TGAAAAAAAAAAAA - - - - - - - - AAAAAAAGT AA T CAAA T TGTGGTGGT TGT CC TGCCCACAA
- GGGT T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAA T C TGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGT CGCAGTGT T T CCGGCAGAGGACGGCCCC T TGCA T TGAGAAAAAAAAAAAAGAAA T - - AAA TGT T T T C T T T AA T A T CGCCCAACC T T A T T T ACACAA
- AGA T T AAAAAA - - - - - - - GGAAAGAAAGT CCAGACACACAAA T C T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGT CGCAGTGT T T CCGGCAGAGGACGGCCCC T TGCA T TGAGAAAAAAAAAAAAAAAAAAC T CA T A T TGAC T T T A T A T T T TGACAC T C T CA T AAACA T TG
CGAGGTGT CAAAA T ACAA TGGAAACA T AGC TGCGGAACAAGAGAA T T T CAGGAGCACAAAAAAGAA T CC TGAAAGC T AAAAAAA T AGCAGAGGGAACC TG - - - - - - - - - - AGGT CGCAGTGT T T CCGGCAGAGGACGGCCCC T TGT T A TGAAAAAAAAAAAA - - - - - - - - AAAAA T A TGACA T A T A T C - - - - - - - - - - - - - - - T CGACAA
T ACAC T T T CACAA T A T CA T T AAA T CA T C T C T T T T T AA T ACGA TGA T C T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGT CGCAGTGT T T CCGGCAGAGGACGGCCC T T TGT T A TGGAAAAAAAACCGT AGAAGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CGAGGTGT CAAAA T ACAA TGGAAACA T AGC TGCGGAACAAGAA T A T T T CGGGAGCCCAAAAAAGAA T CC TGAAAGC T AAAAAAA T AGCAGAGGGAACC TG - - - - - - - - - - AGGT CGCAGTGT T T CCGGCAGAGGACGGCCCC T TGCA T TGAGAAAAAAAAAAAAAAA - - ACAAACCGT T ACCCAAA T T T T TGGC T A T T T CA T T - - - - - - -
- - GAA T A T T AGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGT CGCAGTGT T T CCGGCAGAGGACGGCCCC T T A T TGTGGAACAAAAAAA T CAACAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CGAGGTGT CAAAA T ACAA TGGAAACA T AGC TGCGGAACAAGAGAA T T T CAGGAGCACAAAAAAGAA T T C TGAAAGC T AAAAAAA T AGCAGAGGGAACC TG - - - - - - - - - - AGGT CGCAGTGT T T CCGGCAGAGGACGGCCCC T TGT T A TGGGAAAAAAAAAAG - - - - - - - ACAGT AA TGGGT CA T AGT - - GACGT C T T C T AAGCC T ACAG
- - CAA TGT T C T T A T ACA T TGGCAACGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGT CGCAGTGT T T CCGGCAGAGGACGGCCCC T T A T TGTGGAAAAAAAAA TGT - - - - - - - - - - - - - - - - - - - - - - - - - - CAAA TGC T T A T T T T CGGAGA T
TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGT CGT AGTGT T T CCGGCAGAGGACGGCCCC T T AC TGCGAAGAAAAAAAAACAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CGGAC TGAAAAA - - - - - - - T A T AAAAAAAA T A T A TGAAACAAA T TGGT C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGT CGCAGTGT T T CCGGCAGAGGACGGCCCC T TGCA T TGAGAAAAAAAAAAAAACAA T ACAGACGT CCG - - - - - - - - - TGGACACGT CGT T T T T CA T AA
- - GGGT CCAAAAGCAC T A T T AAAAAAAAGCCA T C TGT T AGT ACA T T T AGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGT CGCAGTGT T T CCGGCAGAGGACGGCCCC T TGT T A TGGAAAAAAAA T T ACAACAA T ACGAC T AGGGGGC T AAA T C T TGGTGGA TGC T CGT AGCCCAC
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TE: ltr_1_family_864.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 4416bp; fragments: 8275; full length: 63 (>=3974.4bp)
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After TEtrimmer 4416 bp
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TE: ltr_1_family_864.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 4768bp; fragments: 7986; full length: 0 (>=4291.2bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_864
 size: 11172bp; fragments: 11747; full length: 1 (>=10054.8bp)
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