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MSA length = 1985
GC T CCAAAGC T T T TGA T A T A T T T T C T T T T AACGT T T T CAA T AAAA T A T AGTGTGACCAACGGA T C TGT AGC T ACGGGGT A T CGGCAGGGGAACGCAGT TG - - - - - - - - - - A T T T T T T T T T C T CGCA T T CC T T CCGT AGC T T CAGA T CCGC TGGT CAAACAGT A T AAGC T A TGAAACA T TGGAAA T CGACGT T A T - - - - CGA T CCACGA T A
CGC T A T T T T A T T A T AAA T CACGCGTGT T TGGAA T T T TGGA TGTGGT A T AGTGTGACCAACGGGT C TGT AGC T ACGGGGT A T CGGCAGGGGAACGCAGT TG - - - - - - - - - - A T T T T T T T T T C T CGCA T T CC T T CCGT AGC T T CAGA T CCGC T AGT CAAAC T A T AC T CCGACCCGAA T AGT ACGACGCGACGT AG - A T T A - - - - - - - - - - CA
A T CCGAA T A T ACAGGGTGAA T TGT A T T CCGGAAAC T T C TGCAGCA T A T AGTGTGACCAACGGA T C TGT AGC T ACGGGGT A T CGGCAGGGGAACGCAGT TG - - - - - - - - - - A - T T T T T T T T C T C T CA T T CC T T CCGT AGC T T CAGA T CCGC TGGT CAAACAGT A T A T CCGGAGA T ACAGGGTGT AGAAA T T T CA T A T TGGGA TGAAAA T TG
T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T T T T T T C T CGCA T T CC T T CCGT AGC T T CAGA T CCGC TGGT CAAACGGT A T A T T - - - - - - - - - - - - - - - - - GAAACA T T T T - - - - A T T CAAGGT A TG
T CA TGA T CAAAAGCAAAA - - - GTGGA T T CAAGCAGC T CGACGAAA T A T AGTGTGACCAACGGA T C TGT AGC T ACGGGGT A T CGGCAGGGGAACGCAGT TG - - - - - - - - - - A T T T T T T T T T C T CGCA T T CC T T CCGT AGC T T CAGA T CCGC TGGT CAAACAGT ACA T A - A T CAAAAAA T T AAA T AGGCA T A T AC - A T AGA T T AGTGGT A T A
G - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T AGTGTGACCAACGGA T C TGGAGC T ACGGGGT A T CGGCAGGGGAACGCAGT TG - - - - - - - - - - A T T T T T T T T T C T CGCA T T CC T T C TGT AGC T T CAGA T CCGC TGGT CAAACAGT AC T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT AAGGT T AA
C - - - - - - - - - - - - - - - - - T T C T T TGT T CC T AC T AC T C T AGTGGCGT A T AGTGTGACCAACGGA T C TGT AGC T ACGGGGT A T CGGCAGGGGAACGCAGT TG - - - - - - - - - - A T T T T T T T T T C T CGCA T T CC T T CCGT AGC T T CAGA T CCGC TGGT CAAACAGT AAC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - C T TG - - - - - - - - - - T A
A T CCGA T T AAACC T ACA T CACA T A T T T T CCGCC T TGT A T ACCACA T A T AGTGTGACCAACGGA T C TGT AGC T ACGGGGT A T CGGCAGGGGAACGCAGT TG - - - - - - - - - - A T T T T T T T T T C T CGCA T T CC T T CCGT AGC T T CAGA T CCGC TGGT CAAACAGT A T AGACCCAGT CGCAC TGCCGCAAAACA T T A T - - - - A T A T T TGA T T T C
GCCCAA T CC T C TGTGAAA T ACA T T A T T T T T AGT T T T T CAGGT A T A T A T AGTGTGACCAACGGA T C TGT AGC T ACGGGGT A T CGGCAGGGGAACGCAGT TG - - - - - - - - - - A T T T T T T T T T C T CGCA T T CC T T CCGT AGC T T CAGA T CCGC TGGT CAAACAGT AC T T - - T C T T ACACA T TGT AGAAAGAAA T T C T AGTGA T ACGTGT T T T A
GTGCAA T T T T A T T T AAAACGC T T T T T A T T T AAAA T C TGAGC T AGA T A T AGTGTGACCAACGGA T C TGT AGC T ACGGGGT A T CGGCAGGGGAACGCAGT TG - - - - - - - - - - A T T T T T T T T T C T CGCA T T CC T T CCGT AGC T T CAGA T CCGC TGGT CAAACGGT AGGT ACCC T AA T A T AGT T TGAAAGAGCA T T T - A T TGA T ACAAGGTGT T
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TE: ltr_1_family_572.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 1985bp; fragments: 26564; full length: 81 (>=1786.5bp)
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TE: ltr_1_family_572.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 2285bp; fragments: 26479; full length: 0 (>=2056.5bp)
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TE: ltr_1_family_572
 size: 7721bp; fragments: 4197; full length: 0 (>=6948.9bp)
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