
Start crop Point End crop Point

MSA length = 1574
AAA TGGGA T ACAA T A TGTGT AAGA T T AA T T AA T T TGGT T T T T AA - - - - - T A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAAA T A T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T T T AAA T A - - - - - - - - - - - T T C T T AGGGT T T CCACAAAAAC T T TGGAAAA T
AGGGGGGAAGT T AA T CACCGCGACC TGA T C T A T TGTGT CCCCAAA T TGT T A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT AAC T ACAAA T AAC T CCA T C T CCGA T A T CAGT CGT ACCAAAGT TGGCACGAA T
AAA T CAAA TGT T A T AAGAA T C TGT T T - - - - - - - - - - - - - - - - - - AGAA T AC T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T A TGAC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T CGAACAG
- - - - - - - - - - - - - - - - - - - - - - - - - - AA T C T A T T C T C TGT C TGAGCCA T T A T ACAC TGA T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC - - - - - - - - - AGGGCC T A T TGTGGC T - - - - - - - - - - - - - TGC T ACAAAA
AAGA T TGAAACGGAAGGT T T C T AGT ACAGACA T C T T C T T TGTGGC T T CAAA T ACAC TGC T CCAAGA T A T T AACGCACCAC T T AA T AA T T T CAGAAA - - - - - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T T T ACGGCCAA TGGAGA T T T T T ACCA T CGT T T TGAGGAAC T T T CCGCGT T A
GGAAA TGAAGAAA T T CAA T T TGCCA T AA T T AGC T C T T T C - - - - - - - AAA T A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT AGT TGAAC T T AA T CACCC T T A T CA T A T CCA T T ACA T CAAGAA TGCAACAGAC
AGGAA TGC T T A T T CAAGACCA TGT T T CGCA T A T T T T A T T T T T - - CGAAAAC T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CCGA T C T T AACCC T AACAC T AACA T C T CAAGAA T A
GGAACCAAAAAAA T AAGAA T A T AG - - - - - - - - - - - - - - - - - - GAA T ACA T A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA TGTGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T AAAAGT A T AA T T CCC T T T T T AA T AAAA T T T A T ACAAAAA - - - - - - - - - - -
AAACAAAAC T TGGTGT AGT T CACCCAAACAGA T T T C T T CA T T - - CAAGAAA T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T A T - - - - - - - - - A T A T T T TGT AAAG - - - - - - - - - - - - - - - - T AGT ACGT AA
AAACAAAAC T TGGTGT AGT T CACCCAAACAGA T T T C T T CA T T - - CAAGAAA T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T A T - - - - - - - - - A T A T T T TGT AAAG - - - - - - - - - - - - - - - - T AGT ACGT AA
- - - - - - - - - - - - - - - - - - - - - - - - - - AAAA TGT T T T TGT T A T - - T AAAACA T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT AGT T AA T C T - - A T A T T T A T T C T T T CGGC T T T AC TGCAA - - - - T T T AGCAA TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T - - AAAAA T - - - - - - - - - - - - - - - - - - - - - - T T AAGAAAGT - - - - - CAAAA
- - - - - - AC T CACA T C T AACGAAAAC T T A T T AA TGGCA T T T T CAAGAGAA T A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGGT AGT T T - - - - - - - T AAGA T C T T ACCAGAAAAGCA T T AA T A TGAA T T CGAC T AAG
T TGGGACACCC TGT A T AA T ACAAGCAAA T A TGCA T T T T T A T A - - T T A T A T A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T AA T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T A T - - - - - - - - T T T C T T CGT CAACAACGACGA T A T TGGAC T T TGCAC T AA T
ACAACAAACAAAA T A T CGGCAAAACCC T T CCC T T T T T C T T T T - - - - - - - - - T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T T T - - - - - - - - - GA T T CC T CCCGT ACCGA TGAAGCCGGAAG - - - - - - - - - -
AGGAA TGGT T A TGT A TGCC T A TGT C T AACACA T T T T A T T T T AAAA T T A T T A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGA T AA T T T C T TGGAGCAGTGT A - - - AAGAC T A - T T CA T CC T T T T T T ACCAC T T T CAAAGAAAC - T T T A T AA TG
AAAA - - - AAAA TGT A TGA TGC T A T C T AA T ACACCC T C T - - - - - - - - - - - AA T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T A T AAAA T T AA T TGTGCC T A TGT T A - C T A T AACA T TGAAA T TGCAAGGAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - AACAC T T T AAC T T T T T AA T CC T A T A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGC TGT A T A TGT A T AC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T AAAAAAA T A T AAA T AAA T AGT A T A T A T T CAA T T T T T T T T T - - A TGA T AA T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T T A - - - - - - - - T T CA T T TGAC T A TGAA TGT CA T C T CAAAAAC T T T AGT A T C
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T T T AGA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAAAAA T A TGAGA T C T AAGGT AGCCACACACAGA T CA T T T T T AA T CGCA T A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T - - AAAA T C - - - - CA TGC T T TGGTGGCAA T TGCA TGGGGT T T TGT A T ACG -
- - - - - - - - - - - - - - - - - - - - - - - - - - GA TGCGA TGGC T T C T T - - T AC T A T A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T - - - - - - - - - - T T T A T C T CC T T T CA - - - - - - - - - - - - - - - - T T T T ACACGT
AGAAGAAAA T C T ACAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - AAAGAGT T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T T T - - - - - - - T T TGA T CCAACGGAGACCAA T T TGT CAGTGGT T T T AC T AA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T A T T AAAAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T T T AAAC T T - - TGT AA T T AA TGA T A T T AAC T A TGAAAA T CA TGCAA T AAA T
- - - - - - - - - - - - - - - - - - - - - - - - - - AA T ACAA T T C T T T T T T - - GT T A T T A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAAAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T T T AAAC T T - - TGT AA T T AA TGA T A T T AAC T A TGAAAA T CA TGCAA T AAA T
GCGAACAAC T AAAAACAGT A T AGAAAAA T A T CAAC T A T CA T TGGA T C T A T C T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A - - - - - - - - - - - - T CAA T C T A T CGT A TGGC T T ACACA - - - - - T CAAAAAA T A
- - - - - - - GAAAAA T AAAGGC T CAA T T TGC T CACC TGA T T A T CAAAAAAA T A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T T T - - - - - - - - - T TGT T T T A T T T TGA T T C TGA T A T ACC T AGCCA T A T T AAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T T T T - - T TGT AAA T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T A T A TGAAA
C TGT AGAAC T C T A T A T AA T T T AAAAAAA T ACAAAA TGT CGT T AAA T T A T T A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A TGAAAA T T - - - T ACA T T T T A T CA T AAA T T TGA T AGAGAAA T T C T CAGAAAA
AAGT A T AGACAGA T T T A T CAGT AAGA - - - - - - - - - - - - - - - - - - AAACA T A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T AAAGAA T T A - CA TGCGCA T T A T CAA T CCC T T T AAAAACAGTGCGACAGA T
AAA T - - T A T T AAA T A T AACC T A T - - - - - - - - - - - - - - - - - - - - - - - - - A T A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T A T A T T T T AAA T T T A T T T T CC T T T AA T C T TGCCACAAGT AGT T T AGAA T AA
- - - - - - - A T T AGGT ACAAA T A T AACGGACACC T T A T A T T TGT - - - - - - - - - T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T A TGAA T T - T A T TGT T T T T A T T T T A T CGCCAA T AGAAA - - - T AC T ACA T T A
T CAA TGAAC T T AAAACA T AAAGAAC T AA T A T AGTGT A T T T T AAA TGT A T T A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T T A T T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T - - - - - - - - - - - - - - - - - - T T AACAAC T A T T A T AAACAAA T T T T AACAAA -
AAGT AAAA T T A T T T A TGCCA T T AAA - - - - - - - - - - - - - - - - - AA - - - - - T A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T AAGGAC T - - - - - - - - - - - - - - - - - AA T AACAAA T T AAAGT CC T AA T AAA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T T C T - - - - - - - - - T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A - - - GACAGGGA T TGA T T T TG - - - - AACACCA T T AGGGAGGC T T C T AAAAAC
AAAAA T A T T AGCAC T T A T T T AAGAC T - - - - - - - - - - - - - - - - - - C TGT A T A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T A TGAAAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGAACGAAA
T AAAAC T AACCAGCAAGT T TGCAAACAAAGCGC TGT T A T T T TGAA TGGAAA T ACAC TGC T CCAAGAAA T T AACGCACCACC T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A TGAAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A - - - AGGAGCG - CCCC T ACCCCAGCA T CC T T CAGGCAGAAA T T A T CGAAAGA
- - - - - - - - - - - - - - - - - - - - - - - - - - ACAA T A T TGTGT T T T T - - GCA T T AA T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T - - - - - - - - - - T AGA T T T T A T T A T AGCCACC T AA T C - - - - - T T CAAAAA T A
AAGGGGGACAAAA T AGACC T C T AAGGT A T ACAA T C T ACA T C T AA - - CAA T A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AGT T T C T TGGAGCAGTGT A T T T AA T A T T A - T T T A T T C T A T AA TGT C T TGT A T A T CAC TGA T A T T ACAAA T
T T A T T CAA T T AAA T A T ACC T A T AAC - - - - - - - - - - - - - - - - - - - - - - - - AA T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T AAAAA T T T - T T A TGT CA TGT AGT AAC TGT CAGA T TGA T T - T T TGACA T A T
AAA T AGCAA T AGGT A T AA T T T A T AAAGA TGC T A T T T A T T T A T A T - - T AA T A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A - - - AAAA T AA - - - - - - - - - - - - - - - - - TGT T A T A T T AGCAGT AAAACAAAA
GACC - - CA T T CAA T A T AA T T A TGACCCA T CAAA T CAC T T AA T A T - - T A T AA T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T A T TGA T T - AA TGT T AC T T A T A T T AGTGGT T A TGT CA - - - - C T C T A T AAAG
AAACAAA T CAA TGT A T A T TGT T AGT C - - - - - - - - - T A T T T T A - - AAGT AAA T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T AA - - - - - - - A T A T A T A T T T T T C T A - - - - - - - - - - - - - - - - - - - - - - - - - -
GGGT TGAA T T T AAAA T AACAAAGA T T AA T A - - - - - - A T T T T AAA - - - - - AA T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT AC - - - - A T T T - - - - - - - - - - - - - - - - - A T A T CCAA T CGGT TGT T AGACA T A T
GAAAC T A T T T T T CCACA T CAA T A T C T CACA - - - - - - - - - - - - AA - - - - - - A T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA TG - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T - - AAA T C T A - T A T T TGT T A T T T T A - - - - - - A T AAAAGAA T ACCAAAAGCG
AGA TGAAAA T T T A T A T A T C T T T A - - - AA T AAAAAGTGT TGCAAAAAC T T AC T ACAC TGC T CCAAGAAA T T AACGCACCAC T T AA T AA T T T CAGAAAAA T A - - - - - - - - - - AA T T A T T AAGAAA T T TGT T AGTGGTGCGT T AA T T T C T TGGAGCAGTGT A T - - - - - - - - - - - - - - - - - - - - T A T AGT CA T T T T A T AAAAA T T T T AA T AAAG





0 500 1000 1500

0
1

2
3

4
TE: rnd_5_family_492.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa

 size: 1574bp; fragments: 111; full length: 69 (>=1416.6bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500

75
80

85

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 500 1000 1500

0
50

0
10

00
15

00

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 500 1000 1500

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1574 bp
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 size: 1874bp; fragments: 111; full length: 0 (>=1686.6bp)
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 size: 976bp; fragments: 110; full length: 9 (>=878.4bp)
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