
Start crop Point End crop Point

MSA length = 1965
GT T T CA TGA T CAAGCGG - - - - - A T A T A T T A - - AAAA T T C - - - - - T T A TGGCAGTGGCGGC T CGT CAGGGT AGACAAGGT AGGCGGCGCC T ACCC T ACAA T - - - - - - - - - - TGT CGCC T ACCCAGT CCCACGGGT CACGAGCCGCCAC TGT C T AA TGTGT AAGTGACAGT CGT A T A T T CACAGGT AAA T TGT A T - CA T T T AAAA T - - - - - -
- - - - - - - - - - - - - - - - GTGT TGAGA TGT C T T T AGT C T AAA T TGCC TGAC T CAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCGCC T ACCC T ACAA T - - - - - - - - - - TGT CGCC T ACCCAGT CCAACGGGT CACGAGCCGCCAC TGA T AGAAA - - T AAC T AAGA T C T AAA T - - T T T T AAA T AC T AAA - - - - - - - - - - - - - T CGACA T
- - - - - - - - - - - - - AAGGT AGT AAAA TGC T A T T AGGAGGAA T ACAC T T TGCCAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCGCC T ACCC T ACAA T - - - - - - - - - - TGT CGCC T ACCCAGT CCAACGGGT CACGAGCCGCCAC T - - - - - - - - - - - - - - - - - GCAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT T T CA TGA T CAAGCGG - - - - - A T A T A T T A - - AAAA T T C - - - - - T T A TGGCAGTGGCGGC T CGT CAGGGT AGACAAGGT AGGCGGCGCC T ACCC T ACAA T - - - - - - - - - - TGT CGCC T ACCCAGT CCCACGGGT CACGAGCCGCCAC TGT C T T A TGTGT AAGTGACAGT CGT A T A T T CACAGGT AAA T TGT A T - CA T T T AAAA T - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - A T T T A T - - - - - - - - - - - - GT AGACCAGTGGCGGC T TGT CAGGGT AGGCAAGGT AGGCGGCGCC T ACCC T ACAA T - - - - - - - - - - TGT CGCC T ACCCAGT CCCACGGGT C T CGAGCCGCCAC TGA TGT AGA T A T AAGCAA TGA T T A T AAA T T T T T T AA TGCAAAA T C TGT A T A T CACCAC TGAAG
- - - - - - - - - - - - - - - - - - - - - - AGACACCCC - - - - - - - - - T AC T A T AAAGCAGTGGCGGC T CGT CAGAGT AGGCAAGGT AGGCAGCGCC T ACCC T ACAA T - - - - - - - - - - TGT CGCC T ACCCAGT CCCACGCGT CACGAGCCGCCAC TGC T A T AAA TGT A - - - - - - - - - - - - - - - - T T TGAAAAA T T C TGT T TGAA T ACAAAGA T T AAGG
- - - - - - - - - - - - - - - - - - - - - - AGACACCCC - - - - - - - - - T AC T A T AAAGCAGTGGCGGC T CGT CAGAGT AGGCAAGGT AGGCAGCGCC T ACCC T ACAA T - - - - - - - - - - TGT CGCC T ACCCAGT CCCACGCGT CACGAGCCGCCAC TGC T A T AAA TGT A - - - - - - - - - - - - - - - - T T TGAAAAA T T C TGT T TGAA T AAAAAGA T T AAGG
- - - - - - - - - - - - - - - - - - - - - - AAC TGT CAA T AAAGT C T T AACA T T TGGACAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCGCC T ACCC T ACAA T - - - - - - - - - - TGT CGCC T ACCCAGT CCCACGGGT CACGAGCCGCCAC TGCA T T - TGTGT A T A TGT ACAC TGTGT A T T T T CA T AAAGT T T T T T CACA T T C - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - T A T TGT CA - - AAAAA T T CGTGT T CA TGGCAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCGCC T ACCC T ACAA T - - - - - - - - - - TGT CGCC T ACCCAGT CCCACGGGT CACGAGCCGCCAC TG - - - - - - - - - - - T A TGGT T C T T T TGT A T CA T T CAA T C T C T T T T T T - - - - - - - - - - - - - - - - -
A T A T T TGACC T AA T TGT AA T T - - - - - - - - - - - - - - - T A T T TGAAA T AGC T CAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCGCC T ACCC T ACAA T - - - - - - - - - - T A T CGCC T ACCCAGT CCAACGGGT CACGAGCCGCCAC TGCCAGAGA - - - - - - - - - - - - - - - - - - - - T T T AGGAAGA T A TGGGT T CACAA T AAAA T AAAA T
AA T CCGCCACAAA T T - - T A T T AAGT A T T T T T - - - - - AAAA TGT AACAAA T CAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCGCC T ACCC T ACAA T - - - - - - - - - - TGT CGCC T ACCCAGT CCAACGGGT CACGAGCCGCCAC TGT AACAAA - - - - - - TGA T T A T CAAAA - - T T T T CAAACC T T CA TGT T T A T A T T A T - T A T A T T T
AAA T CAACGCA T A T TGC T A T T AAGC T T T T C T C - AAAAAAA TGT - - - A T ACCAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCGCC T ACCC T ACAA T - - - - - - - - - - TGT CGCC T ACCCAGT CCAACGGGT CACGAGCCGCCAC TGTGT TGCAGGCAA T TGAA T A T T AA - - - - T T T T AAAAA T T T AA T T TGCAAAA TGCA T A T A T T T
ACA T C TGT TGGC T ACGT AC T T AAAAC T T T C T T - - - - - - - - - - - - - - - - - - CAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCGCC T ACCC T ACAA T - - - - - - - - - - TGT CGCC T ACCCAGT CCAACGAGT CACGAGCCGCCAC TGA T AAACA - - - - - C T AAC TGACAAAA T T T T T CGGGA - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - TGGAA T T AAAACACAAAAG - AA T T T AGTGT AA T AACCAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCGCC T ACCC T ACAA T - - - - - - - - - - TGT CGCC T ACCCAGT CCAACGGGT CACGAGCCGCCAC TGGT AA T AA - - T AA T T AAA T AC T AA T C - - T T T C T AAGGT - - - - - - - - - - - - - - - - - - - - - - - -
AAGCAACAAC T T T T T T CCA T T TGCA T T - - - - - - - - - T A T AGAA T AAAAGACAGTGGCGGGT CGT CAGGGT AGGCAAGGT AGGCGGCGCC T ACCC T ACAA T - - - - - - - - - - TGT CGCC T ACCCAGT CCAACGGGT CACGAGCCGCCAC TGA T AAAAG - - CA - C TGT T T A T CAA T A - - TGA T A TGA T A T T CAC TGCAACGT T T CAAGCC T T C
AA T T TGT CAGCAGTGGT T AC - - - - - - - - - - - - - - - - - - - - T AA T AAACAACAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCGCC T A T CC T ACAA T - - - - - - - - - - TGT CGCC T ACCCAGT CCAACGGGT CACGAGCCGCCAC TGCAA T AGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
ACAC TGT C TGT AGA T C T CAC T AAAA T CCCA T T AAAAA T T A T AGAA TGT AGCAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCGCC T ACCC T ACAA T - - - - - - - - - - TGT CGCC T ACCCAGT CCAACGGGT CACGAGCCGCCAC TGGAA TGT A - - - - - GT CA T T AC TGAAA - - T T ACAAA - - - - - - - - - - - - - - - - - - - - - - - - - - -
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 size: 1965bp; fragments: 50890; full length: 35 (>=1768.5bp)
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TE: rnd_5_family_79.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 2265bp; fragments: 40114; full length: 0 (>=2038.5bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_79
 size: 1468bp; fragments: 2613; full length: 45 (>=1321.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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