
Start crop Point End crop Point

MSA length = 1534
AC T AC T T T T AA T A T ACCA T A T ACGAGT A T T T T T T A TGAAA TGAAGACAGAAGCAAGGT C T T T AAAC TGT ACAGGT TGCC T CACGT AGCAC T C T CGGCGAG - - - - - - - - - - GGAC TGTGGT AAGGGGAAGAGTGAGGCAACC TGT T CAA T T T AAAGACC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T CCAA T A - - - - - - - - - - - - - - - - - - T T CCAC TGCCAAGGT AGTGA - - GC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - G - - - - - - - - - - GT AC TGAGGT AAGAGGAAGAGTGAGGCAACC TGT ACAGT T T AAAGACC T TGA T T T T C T T C T ACC TGT TGCGGT AAC T C T C T T T T T C T CACA T AGT T A TGT
A TGAAACGT AGA TGGT T ACC T A TGAGT T CCGT CCACCA TGCA TGGAGAACAA T AAGGT C T T T AAAC TGT ACAGGT TGCC T CACC T AGCAC T CACAGCGAG - - - - - - - - - - GGAC TGAGGT AAGGGGAAGAGTGAGGCAACC TGT T CAA T T T AAAGACC T TGGACA T T AAGTGCA T CAAAA T T TGACGAAA T A TGCAGT A T A T CAA T AA T T
A T AAAA T T T ACGGGAAAAA TGAAGGGT T CACGACACCGAGCGC TGTGAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT A T T AC T T TGGGCGAG - - - - - - - - - - GGAC TGAGGT AAGGGGAAGAGTGAGGCAACC TGT T CAA T T T AAAGACC T TGGT TGCCAGA TGT AACA T AA T - - - - - T CAGA T TGT AACA T A T T T T CGACG
GCAACA T T - - CACAAGT AA T T ACAA - - - - - - - - - - - - - - - - - - - - - - - ACAACAAGGT C T T T AAAC TGT ACAGGT TGCC T CACGT AGCAC T C T CGGTGAG - - - - - - - - - - GGAC TGAGGT AAGGGGAAGAGTGAGGCAACC TGT CCAAC T AAGAGGC TGT A T C T CAGAAAC T AC T T A T CGT AGAA T - AAAA T T C T AA T AAGT AAA T CGGC
A TGACA T T AAAA T T AACAA T T AC T A - - - - - - - - - - - - - - - - - - - - - - - A T CACAAGGT C T T T AAAC TGT ACAGGT TGCC T CACGT AGCAC T C T CGGCGAG - - - - - - - - - - GGAC TGAGGT AAGGGGAAGAGTGAGGCAACC TGT T CAA T T T AAAGACC T TGGA T CACAA T T ACC T AA TGA TGT AAC T AAAC T T T C TGT A T A TGA T T T T T T
AGACAA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGAC TGAGGT AAGGGGAAGAGTGAGGCAACC TGT T CAA T T T AAAGACC T TGC T TGGCGAGTGCC T AA T CGAC T CAC T CGAACCGGCGTGAA TGAGCAGTG
CCAAGAC T - - - - CACAGAC T T AGCAAC T A TGGT CA T ACCACAC TGAGGGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGAC TGAGGT AAAGGGAAGAGTGAGGCAACC T CC T CAA T T T AAAGACC T T AGT CAGT AAC TGT AAGCGAC TGT A - - - - - - - - - - - - - - - - - - - - - - - - - -
A T CAAA T T TGT A T AAAGAGT T T CGG - - T CA T ACC T CCAA T TGA TG - - - AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGAC TGAGGT AAGGGGAAGCGTGAGGCAACC TGT T CAA T T T AAAGACC T TGGT T T T CAGGAGCCCCACA T C T CGT C T CA TGCCGTGCCGTGT T T A TGT C T
AGAA T A T T T - GGT AGT T AA T T AACAGT T A T T AAC T CAGAA T AGT CAGAGAAACAAGGT C T T T AAAC TGT ACAGGT TGCC TGACGT AGCAC T C T CGGCGAG - - - - - - - - - - AAA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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 size: 1534bp; fragments: 283; full length: 0 (>=1380.6bp)
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No TE domain detected

After TEtrimmer 1534 bp
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 size: 1842bp; fragments: 276; full length: 0 (>=1657.8bp)
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TE: rnd_5_family_1395

 size: 707bp; fragments: 292; full length: 2 (>=636.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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