
Start crop Point End crop Point

MSA length = 5560
T T TGCAACCCCAACGACC T AAAGCCAAAAAAAGAGGGAAGT T A T T T A T A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - AGACAGCGCAGAA TGAAGT TGT T AA TGT AAGT ACCAGT AAA T CA T TGAGT C T TGGCA T T T CCCGAA T T TGT T ACC T T A TGT A T T ACCC T TGT TGA T T CCC
GT TGT T A TGT ACGGAA T C T ACAA - - - - - AA T AAAA T T A T A T T T AA TGT T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGACAGCGCAGAA TGAAA T T C T T AA TGT AAGT ACCAGT CAA T CGT TGAGT C T TGGCA T T T CCCGAA T T TGT T AC T T T A TGT A T T ACCC T TGT TGA T T T A T
T T C T C T CAGT T T T T TGAA T AC T AA T T T AAAAA T AA T T A T A T CGT CCA T A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - AGACAGGGAAGAA TGAAGT TGT T AA TGT AAGT ACCAGT AAA T CA T TGAGT C T TGGCA T T T CCCAAAA T TGT T A T ACAC TGT A - - - - - - - - - - - - - - - - - -
T TGACCA TGT CAAC - - - - - - CAGGC T T AAAAAGAGT AA TGAGGT AAA T A T TGT CAGGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - AGACAGGGAAGAA TGAAGT TGT T AA TGT AAGT ACCAGT AAA T CA T TGAGT C T TGGCA T T T CCCGAA T T TGT T ACC T T A TGT A T T ACCC T TGT TGA T T CCC
T T CC TGT TGT T T T AA T AA T ACC T T CA T A - - - - - - - - - - - - - - - - - - - - GT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGACAGGGAAGAA TGAAGT TGT T AA TGT AAGT ACCAGT AAA T CA T TGAGT C T TGGCA T T T CCCGAA T T TGT T ACC T T A TGT A T T ACCC T T A T TGA T T CC T
T T T ACAAA T T T T AC T T T T CA T AA T T T C T - - - - - - - - - - - - - - - - GT A T A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - AGACAAGGAAGAA TGAAGT TGT T AA TGT AAGT ACCAGT AAA T CA T TGAGT C T TGGCA T T T CCCGAA T T TGT T ACC T T A TGT A T T ACCC T T A T TGA T T CC T
GGT T T AAGT A T AA T AAA T T ACC T T T CC - AAAAA T A T AGCACAC T TGA T A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T TGCA T CAAA T TGGGAAAA - - - - - - - - - - AGACAGGGAAGAA TGAAGT TGT T AA TGT AAGT ACCAGT AAA T CA T TGAGT C T TGGCA T T T CCCGAA T T TGT T ACC T T A TGT A T T ACCC T T A T TGA T T CC T
T A T A T A T A T T A T A T A T A T T A T A T A T C T - GAC T A T A T A T T A T A T A T A TGAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGACAGGGAAGAA TGAAGT TGT T AA TGT AAGT ACCAGT AAA T CA T TGAGT C T TGGCA T T T CCCGAA T T TGT T ACC T T A TGT A T T ACCC T T A T TGA T T CC T
C T T T TGAAC T AGA TGGCA T A TGT CCA T AA T T A T T A T CACCAAAAGAA T A T TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T T T C T TGGT A T T TGGT C T AC T T T T - - - - - - - - - - - - - - - - - AA T AA T AC TGT CAAGAC T T AAA T A T AGGCCAAC T TGGGT T T ACA T CAAA T TGGGAAAA - - - - - - - - - - AGACAGGGAAGAA TGAAGT TGT T AA TGT AAGT ACCAGT AAA T CA T TGAGT C T TGGCA T T T CCCGAA T T TGT T ACC T T A TGT A T T ACCC T T A T TGA T T CC T
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 size: 5560bp; fragments: 2449; full length: 0 (>=5004bp)
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TE: ltr_1_family_1036.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 5860bp; fragments: 2698; full length: 0 (>=5274bp)
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TE: ltr_1_family_1036
 size: 3963bp; fragments: 673; full length: 1 (>=3566.7bp)
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