
Start crop Point End crop Point

MSA length = 3196
GAAAA T AACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T ACACAGGCAA T A TGACC T T AGA TGT CGAAGCC T T AAAAAAAAAAAAAAC T AGT A TGAGT AACA TGCAACAA T T T AAA T T TGT T AA T - - - ACC T AA TG
GT AAA T ACAA T T T T A T T T A T T T T T A T T TGAGAA T T T T TGTGT T AAA TGA T TGT T T A T C T AAAA - - - - - - - - - - T C T ACACAGGCGA T A TGACC T T AGA TGT TGAAGCC T T AAAAAAAAAAAAA T T T TGC T T CAA T AGCAAACA T CAA T T CGT AGT T C T T - - - - T AAA T TGAAA
GT AAA T A T - - - - - T A T TGA T C T A T A T T TGC T AA T T T A TGTGA T AAA T AAA T A T T T A T CACAAA - - - - - - - - - - T C T ACACAGGCGA T A TGACC T T AGA TGT CGAAGCC T T AAAAAAAA T AAAA T T TGA T T T A TGTGAAGAAAA - - - - - A TGT A T T T CC T AA T C TGACC TGACG
GT A TGCCACAA T C T A T T T A T T T A T A T T TGCGAA T T T T TGTGT T AAA T AA T TGT T T A T C T AAAA - - - - - - - - - - T C T ACACAGGCGGT A TGACC T T AGA TGT CGAAGCC T TGA T AAAAAAAAAAA T T T A T T T A T T T AA T A T ACA T CAA T T CGT AC TGCA T AA T C - - AA T T AAAA
GT A TGCCACAA T C T A T T T A T T T A T A T T TGCGAA T T T T TGTGT T AAA T AA T TGT T T A T C T AAAA - - - - - - - - - - T C T ACACAGGCGGT A TGACC T T AGA TGT CGAAGCC T TGA T AAAAAAAAAAA T T T A T T T A T T T AA T A T ACA T CAA T T CGT AC TGCA T AA T C - - AA T T AAAA
GT A TGT AACAA T C T A T T T AC T T A TGT T TGCGT A T T C T C T TGT TGAA T AA T TGT T T A T C T AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T C T T T T AAA T - - - - - - - - - - - - - - - - - - T T T CC T - - - - T AA T T T T AGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T ACACAGGCGA T A TGACC T T AGA T A T CGAAGCC T T AAAAAAAAAAAAAA T T T A T T T A T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T ACACAGGCGA T A TGACC T T AGA TGT CGAAGCC T T AAAAAAAAC T - - - AC T T T T T T A T A T AAAAA T CA T CAA T T CAAAGA T CA T - - - C T AGT A T A T AG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T ACACAAAAAACA T A T CA T T AGA T A T TGGGGCA T C - - - - - - - - - - - - - T T T T T T T A T AA TGAAAAAAC T CAA T C T AAAC T T T T T ACAAGAAAC T CAAG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T ACACAGGCGA T A TGACC T T AGA TGT CGAAGCCA T AAAAAAAAAAA T T A T T AA T T CA T T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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 size: 3196bp; fragments: 212; full length: 2 (>=2876.4bp)
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 size: 3802bp; fragments: 211; full length: 0 (>=3421.8bp)
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TE: rnd_5_family_3495

 size: 3377bp; fragments: 197; full length: 9 (>=3039.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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