
Start crop Point End crop Point

MSA length = 2482
GT A T CCAAA T CA TGT AA T CA TGGGAC T T T AA TGT T AA T T TGT T AGA T A T TGA T AAAGT A T A T AAAAAAC T ACAACA TGAGGACACAA T T T CGT TGT AAAA - - - - - - - - - - A TGAAAAGAA TGTGT T AA T AAAGAA T TGT T T CAAAAAAAAAGAAGAAA TGT A TGCA TGAGTGTGAAAACGCACC T T AAAA T AGT AAAGT T TGA T A T C T T T
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A T A T CCAAA T CA TGT AA T CA TGGGAC T T T AA TGT AAA T T TGT T AGA T A T TGA T AAAGT A T A T AAAAAAC T ACAACA TGAGGACACAA T T T CGT TGT AAAA - - - - - - - - - - A TGAAAAGAA TGTGT T AA T AAAGAA T TGT T T CAAAAAAAAAA - - - - - - - - - - - - - AAGAGGA TGAAACCACCCC T CAAA T T T ACAA T A T T T T T T A T T T AA
GT A T C T AAA T CA TGT AA T CA TGGGAC T T T AA TGT AAA T T TGT T AGA T A T TGA T AAAGT A T A T AAAAAAC T ACAACA TGAGGACACAA T T T CGT TGT AAAA - - - - - - - - - - A TGAAAAGAA TGTGT T AA T AAAGAA T TGT T T CAAAAAAAAAAAA T AAA T A T AGA T C T AAA T T AAAA TGTGT T T C T CGT AA T AC TGAC TGT TGA T A T T CCC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T ACGT CGA TGAA T T - - - - - - - - - - - - AAACCAGAGT CA T CA T A T AG
T A T AAGT AA T CA TGT AA T CA TGGGAC T T T AA TGT AAA T T TGT T AGA T A T TGA T AAAGT A T A T AAAAAAC T ACAACA TGAGGACACAA T T T CGT TGT AAAA - - - - - - - - - - A T AAAAAAAAA T TGT T - - T AAACA T T TGT T AAAGA - - - - - - - - - - - - - - - T AAC T ACA T T AAC TGAC TGT T AGCAC TGA T T AA T AA T TGC T CCAAA T AC T
C T - - - - - - - - - - - - - - - - - - - - - - - CGC T AACACCAC T C T T CGAGT T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGAAAAGAA TGTGT T AA T AAAGAA T TGT T T CAAAAAAAAA T AA T AAA T A T AC T T A T T T AGCCCAGT C T AAGCCCCAGAGT AACGAAA T T CC T AA T T C T A
A TGT T TG - - - - - - - - AC T CA TGGGGC T C T C T C T C T C T C T C T TGAGA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGAAAAGAA TGTGT T AA T AAAGAA T TGT T T CAAAAAAAAAG - - - - - - - - - - T C T AGGAC T AAGAAAAAAGTGCCC T AACAAACCAAAACCGGAA T CA T C
T T AAA T AAA T T A T T A T A T AAA T AA T T T T T CGGGCCA T T T T T C T AGA T CCCGCCAAAACA T A T A T ACA T T CA T AACA TGAGGAGACAGT T T CA T TGT AAAA - - - - - - - - - - A T CAAAAGAA T A TGT T AA T AAAGAA T TGT T T CAAAAAAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAACAA T AGT T - - - - - - - - -
AGT T CAGAA T - - - - - - - - - - - - - - - C T T TGT C T T CAC T T T T C T CGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CAAGTGA T T T T T T T AA T AA T CA TGTGA T T T AAA T AAAAAAAA T AAA T A T T T C T A T AACAGA T A T AA T AGA T AA T AAA T AAAAAA T AAC TGT AA T TGT T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGCCGT TGT T C T AGT C T TG
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 size: 2482bp; fragments: 89; full length: 6 (>=2233.8bp)
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 size: 2783bp; fragments: 89; full length: 3 (>=2504.7bp)
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TE: rnd_5_family_2435

 size: 3312bp; fragments: 45; full length: 5 (>=2980.8bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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