
Start crop Point End crop Point

MSA length = 912
T TGAGC T T T T CAAAA T T AA T AA T A T CA T A T CA T A T A T AA T A T C T A T A T ACAAAC T T AA T AA T A T A T ACAA T CA T T T T T A T AAC T T AGT T AAAGA T ACGAA - - - - - - - - - - A T A T T AAAGT CC T A T T CC T C T AAA T T T A T AGAAC T AC TGTGT T A T A TGGGC TGAACAGAC T T T AGCAGCCC T T T C T CAGCC T AAAGT T T AGAAAA T C T AA
A T AGAA T T T TGGAAA - - - - - - - - - CCC TGTGTGGC T T AAGA T T ACGA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T T AAAGTGC T A T T AC T T T AAA T T T A T AGAAC T AC T T TGT T AGC TGGGA TGGA T T T AA T TGA T T CGA T T T T T C T T TGAAGA T A T T T T A T TGC T T TGAA
- - - - - - - - - - - - - - - - - - A T AAC T T CA T C TGA T T T ACAAAC T T CACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T AAAAGCCC T A T T AC T C T AA T T T T A T AGAAC T AC T T TGT T AGC TGGGAGAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGGAGGA T T - - -
C T AA T C T T AACCAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T AAAAGCCC TGT T AC T C T AAA T T T A T AGAAC T AC T T TGT T AGC TGGGGA - - - A T T AGGGCAGC T AC T T T T T AAC TGC T A T T TGGT TGAAGT AGC T CG
C T AACC T T ACCCCAGT TG - A T A T C T T T TGCCA T T T T T CAGA T ACC T A T ACAAAC T T AA T AA T A T A T ACAA T CA T T T T T A T AAC T T A T T T AAAGA T ACGAA - - - - - - - - - - A T A T AAAAC T CC T A T T AC T C T AAA T T T A T AGAAC T AC T T TGT T AGC TGGGA T - - T ACAACAAA T T T T AA T T T T C T AGTGCGAGT C T A T T AAAA T A - - - - -
TGGA T C T T CAGGAAGACAAACGC T T A T T AA T AC T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT AAAAGT CC T A T T AC T C T AAA T T T A T AGAAC T AC T T TGT T AGC TGGGTGT CACCAAGT AGAA T T A TGT T T TGGC - - AAAGT T TGT CGGAAAA T C T AA
- - - - - - - - - - - - - - - - - - A T AAC T T CA T C TGA T T T ACAAAC T T CACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T AAAAGCC T T A T T AC T CCAAA T T T A T AGAAC T AC T T TGT T AGC TGGGAGAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGGAGGA T T - - -
C T AA T C T T AACCAAGT T A - A T A T C T C T TGCCA T A T T TGAGA T CCCCA T ACAAAC T T AA T AA T A T A T ACAA T CA T T T T T A T AAC T T AGT T AAAGA T ACGAA - - - - - - - - - - A T A T AAAAGCCC TGT T AC T C T AAA T T T A T AGAAC T AC T T TGT T AGC TGGGT A TGAAAAAACCC TGCAA TGT T T T C TGTGACAA T A TGT TGAA - - - - - - - -
C T AA T C T T AACCAAGT T A - A TG - - T C T TGCCA T T T T TGAGA T CCCCA T ACAAAC T T AA T AA T A T A T ACAA T CA T T T T T A T AAC T T AGT T AAAGA T ACGAA - - - - - - - - - - A T A T AAAAGCCC TGT T AC T C T AAA T T T A T AGAAC T AC T T TGT T AGC TGGGTG - - - - - - - - - - - TGCAA TGT T T T T T C T T A T AAAC T T T TG - - - - - - - - - -
T TGAGC T T T T CAAAA T T AA T AA T A T CA T A T CA T A T A T AA T A T C T A T A T ACAAAC T T AA T AA T A T A T ACAA T CA T T T T T A T AAC T T AGT T AAAGA T ACGAA - - - - - - - - - - A T A T T AAAGTGC T A T T T C T C T AAA T T T A T AGAAC T AC TGTGT T A T A TGGGC TGAACACAC T T T ACCAGCCC T T T C T CAGCC T AAAGT T T AGAAAA T C T AA
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 size: 912bp; fragments: 114; full length: 4 (>=820.8bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer 912 bp
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 size: 1267bp; fragments: 101; full length: 0 (>=1140.3bp)
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TE: rnd_5_family_1440
 size: 717bp; fragments: 156; full length: 1 (>=645.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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