
Start crop Point End crop Point

MSA length = 2745
AA T A T T T T AGA T A T C T ACAA TGT T T T T CGT TGTGACAGAAAA T A T CA TGGGGGGGT T T C T AAA T CAC TGT CCGGGCAC T A T AGC TGGT T CGGA T C T C TGT - - - - - - - - - - GC TGT TGAGTGGTGT A T A T T AAA T - - - A T AAA T AAA T AAA T AAA T A - - - - AA T AAA T A T T AACAAAAGGT C T AGCAG - - - T AC T CCA T AAAGAAGT AGCA
AA T A T T T T AGA T A T C T ACAA TGT T T T T CGT TGTGACAGAAAA T A T CA TGGGGGGGT T T C T AAA T CAC TGT CCGGGCAC T A T AGC TGGT T CGGA T C T C TGT - - - - - - - - - - GC TGT TGAGTGGTGT A T A T T AAA T - - - - AAAA T AAA T AAA T AAA T A - - - - AAA T AAGT C T A T CC T TGGGT - TGT CAGA T T TGC T CGA TGTGGCAGT T CCA
TGCGT AA TGAAAA - - - - - AA T T CCGT T CAGT ACGACACAAAA - - - - - - - - - - AGC T T T C T AAA T CAC TGT CCGGGCAC T A T AGC TGGT T CGGA T C T C TGT - - - - - - - - - - GC TGT TGAGTGGTGT A T A T T AAA T - - - - AAAA T AAA T AAA T AAA T A - - - AAAAAAGGGT TGT CCA T AGGC - - - - - - - - - - - - - - - - - - - - GT AGGT AGAA
CA T - - - T T AAA T A T CCGAGA T T AA T T CC - - - - - - - - - - AAAAAA T AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC TGT TGAA TGGTGT A T A T T AAA T - - - AAAAA T AAA T AAA T AAA T A - - - - AAAAAAA T T AA T AA T TGGT T - T ACGAA - T T T A T C T T A TG - - - - AGTGCCA
CGTGGT ACAGT T A T C TGCGGGT CACCA T T T AACCC T AGA TGACGT CA TGGGGGGGT T T C T AAA T CAC TGT CCGGGCAC T A T AGC TGGT T CGGA T C T C TGT - - - - - - - - - - GC TGT TGAA TGGTGT A T A T T AAA T T T AGAAAA T A T A T AA T T AAAGCAAAACGT T AAAAGAAGAAACAGGT C TGT AAAA - - - - - - - - - - - AAAAAA T AGAA
CGTGGT ACAGT T A T C TGCGGGT CACCA T T T AACCC T AGA TGACGT CA TGGGGGGGT T T C T AAA T CAC TGT CCGGGCAC T A T AGC TGGT T CGGA T C T C TGT - - - - - - - - - - GC TGT TGAA TGGTGT A T A T T AAA T T T AGAAAA T A T A T AA T T AAAGCAAAACGT T AAAAGAAGAAACAGGT C TGT AAAA - - - - - - - - - - - AAAAAA T AGAA
T A T AA T A T AGAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGGGT T T C T AAA T CAC TGT CCAAGCAC T A T AGC TGGT T CGGA T C T C TGT - - - - - - - - - - - - TGT TGGA T AA T AA T T A T T AAAA T T AGAAAA T AA T T T T T T T AA T - - - - - AA T T AGGT T TGGAAC T CAGT C TGT CA T A T T T A T T TGT AAAA T C TGTGACA
T A T - - - - - - - - - - - - T T A T A T T AC T T AGA T TGT A T T AAAAAAA T T - - TGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC TGT TGAA TGGTGT A T A T T AAA T A T A T AAAA T AAA T AAA T AAA T AA T ACAA TGAAGACAA T ACACAA T T C T ACGAAGT CCA T ACAAGGAGGT AGGAAAA
TGT A T T A T AGGT A T T C T AGAA T CAGC TGA T CA T A T T AGT AAAAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T T CAA T T AA T AA T T T T AAA T T C T AAAAA TGAACAAAA T AGCAAAAAAA T T AAAA T T AA T AAA T CGT - - - - - - - - T T T A T T T CAAA - - - - AA T CAAA
T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC TGT TGAA T T A T ACGT A T T AAA T - - AAAAAA T AAAAA T AAAAA T AAAAAAAA T AA T A T AGGA T A T TGA T - T T CAACAGT TGT CCCA TG - AAAAA T AAAA
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 size: 2745bp; fragments: 370; full length: 18 (>=2470.5bp)
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 size: 3137bp; fragments: 324; full length: 2 (>=2823.3bp)
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TE: rnd_4_family_2716
 size: 3768bp; fragments: 447; full length: 0 (>=3391.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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