
Start crop Point End crop Point

MSA length = 4072
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA TGTGAGT T AGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT CCCCGGCGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - T T CA TGT AGA T T T TGT - - - - - - - - - - T T AGAGCGT T TGCACACACACCGGCAAAGCCGGTGCCGT TGCCGGAGCCGT T CCCGGCGT - - - - - - - - - - T T CAGC T CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T T A - - - T A T CC T TGT T A - - - AGT A T T AA T AAAGT T AA T C T A T T A T A - GT T T
AACGT AC T C - - - - - - - - - CGT AAAA T T AGT - T T - T T ACGC T T AGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT CCCCGGCGT - - - - - - - - - - T T CAGC T CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T CACCAA T C T CACC T T T T - - AAAC T T T AA T AAACGAA T T T A - - - - - - - - T T
AA T AAGACAGGAAGC T - A T ACC T T CGTGT AGAA T AAC T AC T T AGAGCGT T TGCACACACACCGGCAAAGCCGGTGCCGT TGCCGGAGCCGT CCCCGGCGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - ACGT AAC T CCG - - - - A - - - - - AGT AAGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGCCCCCGGCGT - - - - - - - - - - T T CAGGT CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T T ACGGT T T T CACCGT T T - - - - - - - - - - T AAAA - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGACCGAAGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT CCCCGGCGT - - - - - - - - - - T T CAGC T CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T AACGGCACGCA T T AC TGTG - - - - - - - - - - - - - - - - - - - - - T CGC T T A T T T
AA - - - - - - - - - - T CCA - ACAAGA T T T TGT T C T A - - - - - C T T AAGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGGCCCCGGCGT - - - - - - - - - - T T CAGGT CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CAGGT A T T - - - - - - - - - - - GA T AA T T T CGT - T - - GAACCA T T AGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT CCCCGGCGT - - - - - - - - - - T T CAGC T CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T - - - - - T AC T C T T A T T T - - - GACC T T T T T T AAGT AAACGT A T - AC T - TGT T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T T C T T AGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT CCCCGGCGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A TGT A T T T
AAAAA T C TGAAA T T T T T A T T T T T T T T CA TG - - - - - - - - CC T T AGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGGCCCCGGCGT - - - - - - - - - - T T CAGC T CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T T ACC T CA TGT AC T - - - - - - - ACGAA T AC - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - T - AAAA TGT T T T A - - - - A - - - - - T T T T AGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGGCCCCGGCGT - - - - - - - - - - T T CAGC T CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T - - CGT T T T T AA TGA T T T - - AA T TGT T T TGAAAGT T AC T T AA T AGT - - - - -
AAAAGCGCAGA T T T C T T AGT A T AACACA T TGGGAGT AGCGT T AGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT CCCCGGCGT - - - - - - - - - - T T CAGC T CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T T A T AGT A T ACAGGAA TGT AA T T A TGT T T - - - - - - - - - - - - T T - - - - - - - -
- - - - - - - - - - GT T T T TGGT C T CGT T A T A - - - - AAACACCC T AAGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGGCCCCGGCGT - - - - - - - - - - T T CAGC T CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T - - A T A T CC T T A T AA T T T - - - - - TGC T CAGAAACA TGT C T A - - A T T - T T A T
- - - - - - A T TGA T T T T - T AAGC TGT CA TGT TGTGACCACCC T AAGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT CCCCGGCGT - - - - - - - - - - T T CAGC T CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T AA TGA T - - - - - - - - - - - - - GA TGT A T T CAA T A T T T A T T T A T T - - - - - - - -
- - - - - - - - - - AC TGGC T AAGT ACC T T CCGTG - - - ACACAC T AAGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT CCCCGGCGT - - - - - - - - - - T T CAGC T CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T AA - - - - - - - - - - - - - - - - - AA T T T T T T T T AAA T ACGTGCA T TGT T AAC T C
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACCC T T AGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT CCCCGGCGT - - - - - - - - - - T T CAGC T CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T - - T T A TGT T T A T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGACCGT T AGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGC - - - - - - - - - CGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TG - - - - - - - - - A T T T T T AAA T TGT T CAAAA T AAA T T T AA T AA T T A T CA
AAGCACG - - - - - - - - - T A TG - - GGT A TGGT - CAA T AAGCCAAAGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT CCCCGGCGT - - - - - - - - - - T T CAGC T CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T AA TGT CGCGGGCGGT T T T AAC T AAA T T T AAAA T TGA T T T A T AA T C T T T C T
CAAAGCCGGCGCCGAC T A TGCCGGTGTGT T - - A - - CGC T C T T AGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT CCCCGGCGT - - - - - - - - - - T T CAGA T CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T T A - - - - - - - - - - - - - - - - - T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAGGC T AAGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT CCCCGGCA T - - - - - - - - - - T T CAGC T CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T AAC T ACA T C T CGGT T T T CAC T T A T T T T T T CAA T CGA T ACA T C T T TGAA T A
- - - - - - - - - - - - - - - - - GGGCCGGTGCGACG - - - GAGC T C T AAGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT CCCCGGCGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - T A TGC TGACGT AGGGT - - GAGTGC T T AGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT T CCCGGCGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCACAGT AAGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT CCCCGGCGT - - - - - - - - - - T T CAGC T CCGA T ACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T AAAAA T T T T CAAACC TGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - ACGA - - - TGCAACC TGGA - T A T CCACCGT T AGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT CCCCGGCGT - - - - - - - - - - T T CAGC T CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T T AGT ACC T CCGCA T T T T T A T AAGC T AC TGCA T T AGCCAAA T TGT T - GC T T
T A T A T T CCAAA T A T C - - - - - - - - - - - - - - T - - - - - - ACCA T T AGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT CCCCGGCGT - - - - - - - - - - T T CAGC T CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T T ACAA T T T T T ACCA T C T - - T ACGT AAAAAAACGT CGT T T A T T AC T - AGT T
- - - - - - - - - - - - - - - G - AGCAC T AC TGAG - - - - - - - AGCC T AAGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT CCCCGGCGT - - - - - - - - - - T T CAGC T CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T AA T CA T CC T TGTGAAGT T AAA TGGCCAACAA TGAA - - - - - - - - - - - - - - -
- - - - - - - - GAGA T AGACA T T TGCGCC T A T TGT AAAAAACC T T AGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT CCCCGGCGT - - - - - - - - - - T T CAGC T CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T T AGGA T A T CAA T A - - - - - - T CAA T T T C T T AA T T AAAGT T T - - - - - - A T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - GAA - - - - - - ACCC T T AGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT CCCCGGCGT - - - - - - - - - - T T CAGC T CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T T AAAGT T T T T AC T T T CA - - AAAA T A T T T CAAAAACGT T T A - - - - - - AGTG
- A T T T T CAAAA T T T T A T ACGACGA T A T AGT - - - - - - AGAA T AAGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT CCCCGGCGT - - - - - - - - - - T T CAGC T CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T T AAGGT T T AAAA T A T T T - - GA T AAA T T CCAAC T AAGTGT AC T C T T - GGT A
AAC T T T CAGGAAACCG - ACCA T AACCAAGT - - - - CAGCC T T AAGAGCGT T TGCACACACACCGGCAAAGCCGGAGCCGT TGCCGGAGCCGT CCCCGGCGT - - - - - - - - - - T T CAGC T CCGACACCGGCACCGA T T T TGCCGGCGTGTGTGAAAGCGC T C T AAA T A T T T T CGT AC T T T T A T A TGCC T AGGCGT T AAA T A T T - - - - - - GGTG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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 size: 4072bp; fragments: 35083; full length: 0 (>=3664.8bp)
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 size: 4393bp; fragments: 35053; full length: 0 (>=3953.7bp)
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TE: ltr_1_family_557
 size: 4011bp; fragments: 23502; full length: 0 (>=3609.9bp)
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