
Start crop Point End crop Point

MSA length = 1612
T AAAAAA T A T CCAGAGTGT AAAAAGGCCAGGGGTGA T T T T T A T CCACAA - - - - CAGGGCCGAGCCGTGCCGGGGGTGCAAGGGGTGCA TGGCACCCGGGC - - - - - - - - - - C T TGCACCCGGGCGGCAGA T ACCC T AGGC T CGGCCC TGT CCAA - - - - - - - T A T ACA TGAGT T T A TGAAA T AA T A - - - - - - - - - - - - - - - - A T AA T A T T CA
- - - - GAGCAGT TGT T A T - A - AAA T TGT CCAAA T C T - T AAGT TGT T AA T AA T ACCAGGGCCGAGCCGTGCCGGGGGTGCAAGGGGTGCA TGGCACCCGGGC - - - - - - - - - - C T TGCACCCGGGCGGCAGA T ACCC T AGGC T CGGCCC TGCA T AAAAA T T AA T AACC T T ACGGT T T C T T AAGT AGA T TGAA T T AA T AA T T C - - T A T T A T ACA
- - - AAAA T AGT CAA T A T - ACGT AC TGT C T TGA T CA - T T TGGT T T T ACCAA - - - CAGGGCCGAGCCGTGCCGGGGGTGCAAGGGGTGCA TGGCACCCGGGC - - - - - - - - - - C T TGCA T CCGGGCGGCAGA T ACCC T AGGC T CGGCCC TG - - - - - - - A T T AAGGCAAACA TGT C T T CAGA TGAAGA T T AGAAAAAGAGT CC - - CAAAA TGGA
TGA TGCGT CGT CAGCGAGT A TGGCAGT A T A T AGT A - - - - - - - - - - - - - - - - - - CAGGGCCGAGCCGTGCCGGGGGTGCAAGGGGTGCA TGGCACCCGGGC - - - - - - - - - - C T TGCACCCGGGCGGCAGA T ACCC T AGGC T CGGCCC TGGT AGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGGT AAGT CAC T CCGGAAA T C T CCC
AA TGAAGC TGGT AGTGC - T T CGCGCCC T C T AACCC - T CC TGC - - - - - - - - - - - CAGGGCCGAGCCGTGCCGGGGGTGCAAGGGGTGCA TGGCACCCGGGA - - - - - - - - - - C T TGT ACCCGGGCGGCAGA T ACCC T AGGC T CGGCCC TGCC T CGAGAC T AG - - - - - - - - - - - - - - - - - - - - - - - - - - TGGT T T A T AGT T CAA T AA T C T C T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T T - T T T TGT T AAA T TGT T ACCAGGGCCGAGCCGTGCCGGGGGTGCAAAGGGTGCA TGGCACCCGGGC - - - - - - - - - - C T TGCACCCGGGCGGCAGA T ACCC T AGGC T CGGCCC TGCGT AAAAA TGAA TGT AGGTGCA T T T T T T A T AGGAAA T C T CGT AA T T T CGT T T C T A T T A T A TG
- A T AGTGTGGCGAGCGGGAAAAAGCAAACGAAACGAC T AAC T AGAAAAGA T A T CAGGGCCGAGCCGTGCCGGGGGTGCAAGGGGTGCA TGGCACCCGGGC - - - - - - - - - - C T TGCACCCGGGCGGCAGA T ACCC T AGGC T CGGCCC TGAC T A - - - - - T AA - A T CGT T C T AC T T T CCAAGTGGAA - CAC T T AAAGCGCACAAGAACC TGGA
A T C TGAA T AGT T AAGA TGAAGACACGT T CA T A T T A T T T T T T T T T AAA T AA T CCCAGGGCCGAGCCGTGCCGGGGGAGCAAGGGGTGCA TGGCACACGGGC - - - - - - - - - - C T TGCACCCGGGAGGCAGA T ACCCCAGGC T CGGCCC TGA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGTGT AAAGA T T T T T AGA T C T T T AA
T AAGGAAACACGGGAA TGA T TGAA TGT CAAAGACAA T T C T T T T CGA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T TGCACCCGGGCGGCAGA T AACC T AGGC T CGGCCC TGTGCAA T AA T T AA - A T C T T T A TGT T C T T T AA T T CGAA - - - - - - - - - - - - - - - - - - - - CA T T T A
T AGAGT TGGGC - - - - - - - AAAGA T TGAACGAGT CG - T T CA T T TGAACGAA T ACCAGGGCCGAGCCGTGCCGGGGGTGCAAGGGGTGCA TGGCACCCGGGC - - - - - - - - - - C T TGCACCCGGGCGGCAGACACCC T AGGC T CGGCCC TG - - - - - - - - - - - - - A T CC TGGT A T T CACCAC T T AGGA T CAA T TGAA T CGTGGAA T AA - - - - - -
T A T AGGAGA T ACAGT AC - GAAAA T ACCACAGGA T C - T T T CGCCGAACGA T T ACCAGGGCCGAGCCGTGCCGGGGGTGCAAGGGGTGCA TGGCACCCGGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGCC T T ACGT T T T - - - - - - - - - - - - - GGT CAA T T T T T C T A T T A T A TGCA
- - - - - - - - - - - - - - - - - - AGCA T TGGC T CAAGCCAA T T T T T T TGT AC - - - - - - CAGGGCCGAGCCGTGCCGGGGGTGCAAGGGGTGCA TGGCACCCGGGC - - - - - - - - - - C T TGCACCCGGGCGGCAGA T ACCC T AGGC T CGGCCC TG - - - - - - - - - - - - T C T C T T TGT A TGT T T TGCCGAGAA - - - - - - - - - - - - - - - AA T T T T C T CCA
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 size: 1612bp; fragments: 4477; full length: 152 (>=1450.8bp)
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 size: 1912bp; fragments: 4478; full length: 0 (>=1720.8bp)
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TE: rnd_1_family_417

 size: 434bp; fragments: 2195; full length: 969 (>=390.6bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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