
Start crop Point End crop Point

MSA length = 940
CG - - - - - CC T AACAACACGACCA T TGAC - A T T C T T AGAAA TGT ACC TGAGT A T ACCGGGTGT T T CAAA T T CGGC T C T CACCA T TGGGA T C T CGGAAACGG - - - - - - - - - - CAA TGGTGAGAGCCGAA T T TGAAACACCCGGT A T A T A - - - - - - - A T A T T AAA T AA T A TGAAAAAAACA TGAAACA T T A T T C T CGT T A T AA T T AAA - - - T A
T T - - - - GT AGTGTGGGT T A TGC T C T CGTGT A T T AAGT A TGT A T AGA - - T A T AAACC TGGTGT T T CAAA T T CGGC T T T CACCAA TGGGA T C T CGGAAACGG - - - - - - - - - - CAA TGGTGAGAGCCGAA T T TGAAACACCCGGT A T A T A T T - - - - - - - - - - - A T TGA T T T AAC T T ACC TGTGA TGT T CGA T CA T AA T T T T AGT A - - - - - - T A
T T AAAA - GGCGT AAA T T T TGC T C T AGCACCAGCAAAAACACC T ACCC T CA T A T ACCGGGTGT T CCAAA T T CGGC T C T CACCA T TGGGA T C T CGGAAACGG - - - - - - - - - - CAA TGGTGAGAGCCGAA T T TGAAA T ACCCGGT A T ACA - - - - - - - - - - - - - AAAA T TGTGT TGT TGA T T AGT CAAA T T TGTGT T AAAA T AAA T AAA T A T C T
T AAAAA T T A T T T T T A T T T CA T T T T T AG - A T T T T A T A T ACA T A T AA T - - CA T A T ACCGGGTGT T T CAAA T T CGGC T C T CACCA T TGGGA T C T CGGAAACGG - - - - - - - - - - CAA TGGTGAGAGCCGAA T T TGAAACACCCGG - - - - - - - - - - - - - - - - - - - - - - - - - - T - A T A T ACC T AAAA T T AA T AGT T T T TGT AA T A T - - - - - T A T - G
TGAAA T T T AGAAC T T T T T CAC T CCCAC T T T AGTGT ACAC - - - - - - - - - T A T A T ACCGGGTGT T T CAAA T T CGGC T C T CACCA T TGGGA T C T CCGAAAGGG - - - - - - - - - - CAA TGGTGAGAGCCGAA T T TGAAACACCCGGT A T A T A - - - - - - - - - - T AAA T A T A T A T - A T A T A T A T A T A T T AC T CCAAAGT TG - - - - - - - - - - - - - - - G
T T - - - - T TGTGGCGAACA T AGT A T T AA T CAAA T TGC T AGA T A T AC T T T TGT A T ACCGGGTGT T T CAAA T T CAGCACACACCA T TGGGACC T CGGAAACAG - - - - - - - - - - CAA TGGTGAGAGCCGAA T T TGAAACACCCGGT A T AGGTGT T - - - GTGT T A T T CAAC T TGAAACGCA T T AGGCGC T CGCGGT CCCA T - - - - - - - - - - - - CA
GAAAAAGTGACGC TGT T T T T T T C T T CG - - - - - - - - - - - - - - A T CGT - - T A T A T ACCGGGTGT T T CAAA T T CGGC T C T CACCA T T AGGA T C T CGGAAAC TG - - - - - - - - - - CAA TGA TGAGAGCCGAA T T TGAAACACCCGGT A T ACA - C T T T T T A T A T T AA T CA T T C T - GA T CA T A T A TGA T AC T CC TGT C T T CA T AAAAA T AAA T A T CG
T AAAGA T TGGA T CAGT T T TGC T T T TGA TGT T T T T T T T AA T T AA T T T T T CC T A T ACCGGGTGT T T CAAA T T CGGC T C T CACCA T TGGGA T C T CGGAAACGG - - - - - - - - - - CAA TGGTGAGAGCCGAA T T TGAAGT ACCCGGT A T AC T TGT C T C T A T A T T AAAAAA T T T - CAA TGT C T TGAC TGAACGTGT T C TGCCA T A T TGAAA - - - - A
T T - - - - T AC TGA T CGT A T AA T T T TGGGAAAAAAA T ACGAA T AAA T AGT T A T A T ACCGGGTGT T T CAAA T T CGGC T C T CACCAA TGGGA T C T TGGAAACGG - - - - - - - - - - CAA TGGTGAGAGCCGAA T T TGAAACACCCGGT A T AC T T A T T - - - - - - - - - T TGAA T T TGAAA T AAAGT T TGCAACGA T T T T C TGT AAAGGA T - - - - - - T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T A T ACCGGGTGT A T CAAA T T CGGC T C T CACCA T TGGGA T C T CGGAAACGG - - - - - - - - - - CAA TGGTGAGAGCCGAA T T TGAAACACCCGGT A T A T T T T T T T T T - - - - - - A T TGA T T T - - - - - - T ACAAAACCC T T CGAC T T T T A T T AAGAC - - - - - - - -
- - - - - - - - - - - - - - - - A T AA T CA T AGA TGAACCA T A T AGA T T AAC T TGCA T A T ACCGGGTGT T T CAAA T T CGGT T C T CACCA T TGGGA T C T CGGAAACGG - - - - - - - - - - CAA TGGTGAGAGCCGAA T T TGAAACACCCGGT A T A T - - - - - - - - - - - - - - AACAACA T - - - - - GT AAACAAACCA T T TGT T T A T T T ACAGT T - - - - - - TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T A T ACCAGGTGT T T CAAA T T CGGC T C T CACCA T TGGGA T C T CGGAAACGG - - - - - - - - - - CAA TGGTGGGAGCCGAA T T TGAAACACCCGGT A T A T T T A T T T T C - - - - - - T T CAACGT - T AA T A T ACAGGGT CC TGCAACAGTGCGGTGGGC - - - TGT T C
T T CAAA - T T CGA T TGCGT AA T T T T T AGT A T ACGA T AGGT A T A T T A T T A T T T A T ACCGGGTGT T CCAAA T T CGGC T C T CACCA T T TGGA T C T CGGAAACGG - - - - - - - - - - CAACGGTGAGGGCCGAA T T T T AAACACAAGGT AGGT AC T T T T T T A T A T T AAAAAA T C T - AAA T ACC T A TGT T AAACA T A T T T TGA T A TGT A - AC T T A T - G
T T - - - - - TGT AGT T CC T T C T T T T TGGT T T T T T T A T TGAAA TGTGA T T CA T T A T ACAGAGCGT T T CAAA T T CGGC T CCCACCA T TGGGA T C T CGGAAACGG - - - - - - - - - - CAA TGGTGAGAGCCGAA T T TGAAACACCCGGT A T ACA T T T T - - - - - - - - - AAAGAC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T CG
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 size: 940bp; fragments: 7906; full length: 1044 (>=846bp)
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 size: 1242bp; fragments: 7895; full length: 0 (>=1117.8bp)
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TE: rnd_1_family_126
 size: 927bp; fragments: 8154; full length: 1056 (>=834.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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