
Start crop Point End crop Point

MSA length = 6063
AAG - - - - - - - - - - - - - - - - - - T T T AAGA T AAAGTGT - AAGT T A T C T A T AC TGT CAAGAAAAA TGGCC T A T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T AC T AA T - - - - - - - - - - - - - - - - A T CC T TGAGTGAC TGA - AA TGA T T AA T C
AAC T T AA TGT AG - - - - - - - - - T T TGAA T AC TGAAA T - - - - - - - - - CA T A T TGT CAAGAAAAA TGGCGT A T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA - T AGTGGACCCACGGAA T CCGT AACAA T A T T AA T TGT C T T T AACAAAAA T AC T A T T T AAAAA T T TG - - - T ACA T C T T T
AAA T T AAAA T AAGT ACA T T CA T A TGTGT T A T AACA T T T AGCCA T T AC T A T TGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAC T A T T A T A - - A T T A T T A T T AAAA T A TGCCCAGT A T A T T T T T T AGAAAAA T CC
GAA - - - - - - - - - - - - - - - - - - - ACACACCAA TGT A T T TGT C T AAGT A T A T TGT CAAGAAAAA TGGCC T A T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA - T AGTGGACCCACGGAA T CCGT AACAA T A T T AAGGGTGAAGGT T AAAGAAA T CC T AAAA T AC T T CGT AGGAGACAACG
AAA - T AAC T CGGT T A T T T TGGT T TGAAAAACGGT AA - - - AGAGAAAGT A T TGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAGT A TGT T T - - C T T T T A T CGAGA T - CCCC T AAAAA T A T T TG - - - T AC T T A T T A
T AG - TGAAAA T AAA - - - - - - - - - T A T AGAGTGA T A T - - - - - - - - - - A T AC TGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A TGGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T AC T T T C - - GT AAAAC T CA T AG - AGGA T CA T A TGA T T T A - - - T AAA T A T AC
AAA - CAAAGACAAAC T A TGCA - - - - - - - - - - - - - - - - TGA T T T T A TGT A T TGT CAAGAAAAA TGGCC T A T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAGT A T T T TG - - GA T C T T T T T AAAA T AC T CGA TGA T AA T T T T T AACAGT T AC T A
T A T - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T T T A T A T A T A T A T A T TGT CAAGAAAAA TGGCC T A T CCGCCAGAAAC T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T A T AAAA - - C T AC T A T AC T T AA - - - - - - - - TGT AA T T T A - - C T ACA T A T T C
T AA - T AA T T T CAA T T T T CGT A - - T AAA T A TGGA TGT T T T CAGGAAAA T A T TGT CAAGAAAAA TGGCGT A T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T A T T T T A - - AC T T C T A T AGGT A - AGTGT CAAAAAA T T T A - - A T AAA T A T T T
AAGT T AAAC TGGA T A T CCGTGT A T A T ACCAAAA TGGT C T A T T AAACA T A T TGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T A T AAA T T AGT AA T A T AAAAAC T AC T T T T AGAAGC T T T A T AA T AGTGA T T T
AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AAAGA T AA T A T TGT CAAGAAAAA TGGCC T A T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - G - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAGT T AAAAC TGGCGAAC T T T TGT A T T T CGAAGGGGT T A T AACAAAA T A T TGT CAAGAAAAA TGGCC T A T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T A T CAAGTGA T A T T T T TGGAAA T AA T T T T AAA T T C T T T T - - - CAGT T AA T T
CAA T T AAAAA T AA T A T T T TGT T T TGT AGGGA TGCAC T T T T AAAAACA T AC TGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T ACC T T T TG - - - - - - - - - - - - - AAAGCA TGAA TGA T T T T T - - T AGA T AA T C
T AA - TGAAA - - - - - - - - - - - - - - TGAC T AGCGACA T T C T CGGGAACGT AC TGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AA - T AACAA T T A T C T C T T AA T T C T A T T AGAGACA T - - - - - - - A T AA T A T TGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA - T AGTGGACCCACGGAA T CCGT AACAA T A T T A T T - - AAAA T AA T - - - - - - - ACGT CGT CCAGT T T C - - - CAGT TGGCC
T AA - T AACAA T T A T C T C T T AA T T C T AGT AGAGACA T - - - - - - - A T AA T A T TGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA - T AGTGGACCCACGGAA T CCGT AACAA T A T T A T T - - AAAA T AA T - - - - - - - ACGT CGT CCAGT T T C - - - CAGT TGGCC
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TE: rnd_5_family_1353.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 6063bp; fragments: 22522; full length: 0 (>=5456.7bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 6063 bp
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TE: rnd_5_family_1353.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 6363bp; fragments: 22736; full length: 0 (>=5726.7bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_1353
 size: 948bp; fragments: 10200; full length: 222 (>=853.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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