
Start crop Point End crop Point

MSA length = 987
GCAACAGCC T T C T CAC T CCAAC T T AA T AAGA T CC T AG - - - T CCACACCAGTGT TGT T ACAA T AGGT ACAA T TGT AC T A T T T TGGGT ACA T T TGA T AGT CA - - - - - - - - - - AGT ACAA T T T CGACACCA T T T A T AGT ACAAAAA T T T T TGCCC T TGT AACAACGC TGT T CCACACAAAAGT AACAGT TGCC T - - - - - - - - - - - - - - - - A T A
T AAAAA T CC T T AGT A TGGCCGCCGA T CGAA T T T T T AGGC T T C T AAAGCAGTGT TGT T ACAA T AGGT ACAA T TGT AC T A T T T TGGGT ACA T T TGA T AGT CA - - - - - - - - - - AGT ACAA T T CCGACACCA T T T A T AGT ACAAAAA TGT T TGCCC T TGT AACAACGC TGGT C T AAAGT CAGAAA T C T T A T T AC T A T AC TGGT ACA T T TGT AGA
AGTGAAGCC T - T T T A T C T T A TGT T AAAGGAA T T T TGACC T T T T TGCGCAGTGT TGT T ACAA T AGGT ACAA T TGT AC T A T T T TGGGT ACA T T TGA T AGT CA - - - - - - - - - - AGT ACAA T T T CGACACCA T T T ACAGT ACAAAAA T T T T TGCCC T TGT AACAACGC TGGT T T TGCG - - - - - - - - - - - - - - - - - - - - GGGACAAAAACCACGA
CA T ACAG - - - - - - - ACGAAGGAACAGAAAC T T T T - - - - - - T T CGAGCCAGTGT TGT T ACAA T AGGT ACAA T TGT AC T A T T T TGGGT ACA T T TGA T AGT CA - - - - - - - - - - AGT ACAA T T T CGACACCA T T T A T AGT ACAAAAA T T T T TGCCC T TGT AACAACGC TGT T T CGAGC - - - - - - - - - - - - - - - - - - - - CC T T CCCAAACACACA
GGAGAAC - - - - CAGAAGCCGTGGT CAC TGA T C T T - - - - - - - - - - - - - CAGTGT TGT T ACAA T AGGT ACAA T TGT AC T A T T T T AGGT ACA T T TGA T AGT CA - - - - - - - - - - AGT ACAA T T T CGACACCA T T T A T AGT ACAAAAA T T T T TGCCC T TGT AACAACGC TG - - - - - - - - T T AGT T AAAA T T CGGC T - - - - - - - - - - - - - - - - C TG
AAA T CAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAAGACCAGTGT TGT T ACAA T AGGT ACAA T TGT AC T A T T T TGGGCACA T T TGA T AGT CA - - - - - - - - - - AGT ACAA T T T CGACACCA T T T A T AGT ACAAAAA T T T T TGCCC T TGT AACAACGC TGCCAAAGACAAAA T AACCA T T CCGCC - - - CCAGT CAAAGT ACC T A
TGT AAA TGC T T AACAGA T CAGC TGA TGGGA T T T T - - - ACC T CCAAACCAGTGT TGT T ACAA T AGGT ACAA T TGT AC T A T T T TGGGT ACA T T TGA T AGT CA - - - - - - - - - - AGT ACAA T T T CGACACCA T T T A T AGT ACAAAAA T T T T TGCCC T TGT AACAACGC TGC T CCAAA - - CAGT AAACC T - - - - - - - - - C TGACAAAAC T AAAAA
T A T ACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCAGTGT TGT T ACAA T AGGT ACAA T TGT AC T A T T T TGGGT ACA T T TGA T AGT CA - - - - - - - - - - AAGACAA T T T CGACACCA T T T A T AGT ACAAAAA T T T T TGCCC T TGT AACAACGC TGT A T ACAAC - C T A T T AACAGT T T A T T - - - T T TGC T AAAC TGT - T A
T A T AAA T - - - - CACACGGCAGGC T AAC T C T C T T T T AGAC T AAGT AACCAGTGT TGT T ACAA T AGGT ACAA T TGT AC T A T T T TGGGT ACA T T TGA T AGT CA - - - - - - - - - - AGT ACAA T T T CGACACCA T T T A T AGT ACAAAAA T T T T TGCCC T TGT AACAACGC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA
AGAAAAACCGT TGCA T CCC T AGT AAAAGGCCA T C T AGAC T T T A T CACCAGTGT TGT T ACAA T AGGT ACAA T TGT AC T A T T T T AGGT ACA T T TGA T AGT CA - - - - - - - - - - A T T ACAA T T T CGACACCA T T T A T AGT ACAAAAA TGT T TGCCC T TGT AACAACGC TGT T T A T CAC T T TGA T A T CAGGT - - - - - - - - - - - - - - - - - - - - - - G
CACA T T T CA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGC T CGCAA TGT TGT T ACAA T AGGT ACAA T TGT AC T A T T T TGGGT ACA T T TGA T AGT CA - - - - - - - - - - AGT ACAA T T T CGACACCA T T T A T AGT ACAAAAAGT T T TGCCC T TGT AACAACGC TGA T TGC T CGT T AGGAA T TGCAC TGC T A TGAGTGCCGAAGCGCGT A
CA T ACCCCC T T TGGT TGT CGAAA T AA T AGGT T T T CAAA - - - - - - - - CCAGTGT TGT T ACAA T AGGT ACAA T TGT AC T A T T T TGGGT ACA T T TGA T AGT CA - - - - - - - - - - AGT ACAA T T T CGACACCA T T T A T AGT ACAAAAA T T T T TGCC T T TGT AACAACGC TGA T CCA T AC T T TGGAA T TGT T T CG - - A T AGCGGTGCAGA - - - GCG
TGAGT AA - - CCA T C T CGT CGT CCGACAAGCC T T C - - - - - - CCGAGACCAGTGT TGT T ACAA T AGGT ACAA T TGT AC T A T T T TGGGT ACA T T TGA T AGT CA - - - - - - - - - - TGT ACAGT T T CGACACCA T T T A T AGT ACAAAAA T T T T TGCCC T TGT AACAACGC TGACCGAGAC T T CGACAACA T T T T T T T - - - A T TGT T AAAA TGTGGA
AAGAGAC - - - - - - - - - - - - - - - CAAAGAGCA T C T - - - - - - CCGGCACCAGTGT TGT T ACAA T AGGT ACAA T TGT AC T A T T T TGGGT ACA T T TGA T AGT CA - - - - - - - - - - AGT ACAA T T T CGACACCA T T T A T AGT ACAAAAA T T T T TGCCC T TGT AACAACGC TGT CCGGCAC T T AGGGT ACGGT T T T - - T T AGCAGCAGAAGCCAACA
T - - - - - - - - - - CGAGAA T CGCAA T A T TGCGA T T T CGGA - - CGGC T T CCAGTGT TGT T ACAA T AGGT ACAA T TGT AC T A T T T TGGGT ACA T T TGA T AGT CA - - - - - - - - - - AGT ACAA T T T CGACACCA T T T A T AGT ACAAAAA T T T T TGCC T T TGT AACAACGC TG - - - - - - - - C T CAGTGCCGTGT CG - - A T ACCGGTGCGAACGAGC T
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TE: ltr_1_family_957.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: 987bp; fragments: 3671; full length: 43 (>=888.3bp)
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 size: 1287bp; fragments: 3672; full length: 0 (>=1158.3bp)
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TE: ltr_1_family_957

 size: 5033bp; fragments: 7444; full length: 1 (>=4529.7bp)
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