
Start crop Point End crop Point

MSA length = 1191
CC T AGT A T AGTGAGAGAAACAA T T C T A T CCCGT CA T A TGGAAGAACA T C TGCC T A TGA T AA T CAA TGAAA T CCC T T T CAAAA T CC T C T A TGGC T AA T ACC - - - - - - - - - - GGC T AA TGA T CC TGGTGA T CGA TGCC T AGGAAAAAAAAAC T - - - - - - - - - - C T T ACCC T CAAAA T T T CA T T CGAA T CAC T AAAAG - - - - - - - - - - - - - - -
CC T AGT ACAGTGAGAGAAACAA TGC T A T CCCGT CA T A TGGAAGAACA T C TGCC T ACGA T AA T CAA TGAAA T CCC T T T CAAAA T CC T CCA TGGC T AA T ACC - - - - - - - - - - GGC T AA TGA T CC TGGTGA T CGA TGCC T AGGAAAAAAAAAGT T AGT A T AA - GTGT A T TGGT T TGGT T TGGT ACC TGT T A T T CAAAAAA T TGGA T AAA T A T A
A T T AA - - - - - - - A T T T A T AAAA T A T T C T CCCAC - - - - - - - - - - - AGA T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGC T AA TGA T CC TGGTGA T CGA TGCC T AGGAAAGAAAAAAAAAA - - AAAA - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T CAGA T AAAAAACGAGA T T TG
T CCAA - - - - - - - AGA T A T T AAA T A T C T T TGGAAAA T T CGC T CGAGT AC T CGGT T A T A T T AA T CAA TGAAA T CCC T T T CAAAA T CC T CCA T AGC T AA T ACC - - - - - - - - - - GGC T AA TGA T CC TGA TGA T CGA TGCC T AGGAAAAAAAAACA - - - - - - - - - - - - - - - - GACA T CGC T CGA T T A TGAACGAGCGA TGAACGCAAGCGA T T C T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGC T AA TGA T CC TGGTGA T CGA TGCC T AGAAAAAAAAA T A T TGA T AAAAGA TGT T AC T C T T T T A T T T T AAA TGGAACACCCAGT A T A T T A T T CCGA T A TG
GC TGC - - - - - - - AGAAAACAAGCGT CGT T ACACAA TGGAAA T AAGA T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGC T AA TGA T CC TGGTGA T CGA TGAC T AGGAAAAAAAAGAA TGT T AAAAAA TGT CGTGA T A T TGACA T A T T T T T AA TGC T AAAC T T A TGGCGT TGA T T T A
CA T AGT A T AGTGAGAGAAACAA TGC T A T CCCGT CA T A TGGAAGAACA T C TGCC T A TGA T AA T CAA TGAAA T C T C T T T CAAAA T CC T CCA TGGC T AA T ACC - - - - - - - - - - GGC T AA TGA T CC TGGTGA T CGA TGT C T AGAAAAAAA - - - - - - - - - - - - - - - - - T T ACGT CGAGGT A T TGT T C T TGT C - - - - - - - - - - - - - - - - - - - - - - -
A T CAA T C T AGTGAAGGAA TGAA T A - - - - - - - AAAA TGT T AAAAAA TGT A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGC T AA TGA T CC TGGTGA T CGA TGCC T AGGAAAAAAACACAGT T CAAAAAA T A T T T T T CAGGA T A T TGA T CA TGGA TGCAAAAAAC TGGAAA T T AA T T T A
C T CC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGA T CC TGGTGA T CGA TGCC T AGGAAAAAAAAAGACC T - - - - - - C T AC T T T T AA T T T T CA T AA T T T T C T ACGT AAAAAA TGT - - - - - - - - - - - -
GC TGA T A T AGTGAGAGAAACAA TGC T A T CCCGT CA T A TGGAAGAACA T C TGCC T A TGA T AA T CAA TGAAA T CCC T T T CAAAA T CCCCCA TGGC T AA T ACC - - - - - - - - - - GGC T AA TGA T CC TGGTGA T CGA TGCC T AGGAAAAAAAAAAAGAA TGAAA - C T A T A T A T T T T T T A T T T A T T T A T T AA T A T C T C TGAAAC T A T CGAAA T A T A
T T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCAAA T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGC T AA TGA T CC TGGTGA T CGA TGCCGAGGAAAAAAAAAA T A T T T AAAAAAAA T AA TGA T ACAC T T T T A T T TGGGAC T A T C T AGT AGT - - - - - - - A T T T A
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 size: 1191bp; fragments: 797; full length: 0 (>=1071.9bp)
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No TE domain detected

After TEtrimmer 1191 bp
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 size: 1562bp; fragments: 667; full length: 0 (>=1405.8bp)
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TE: rnd_4_family_3624

 size: 745bp; fragments: 659; full length: 147 (>=670.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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