
Start crop Point End crop Point

MSA length = 1304
T T AGA T T T T T AAAAGT CGC T T A T T AAAGA T AC TGT AA T T T T T T T T T AAA T - - - - AGT AAC T T AGGGT AA T A TGGAA T T CCC T T T T T A T T T T CCCA T A T AA - - - - - - - - - - TGGGGGA T CCCA T A T T ACCCGGT A T A T T T CA T A T T ACCCAAA T T T AC T C T A T T A T T T T T TGT AAA T T T A T T CGT AGCAAAACGACAGT T T TGT T A T CGT C
AAA TGT T T T T T T A T T AGAAA T A T A T T T C T T T A TGT AA T CAA T T - - - - - TGA T A T AGT AA T T T CGGGT AA T ACGGAA T ACCA T T T T T A T T T T T C T T T A T AA - - - - - - - - - - TGGGGGA T CCCA T A T T ACCCGGT C T A T T T CA T A T T ACCCGAA T T T AC T C T A T CA T A T A T T AC T T AACAACGT AAAACAAAAC T AGACAA T T A T TGA - - - -
T T A T A - - - T T T TGA T AC TGT T A T A T T T A T C TGT A T T T T A T T T T A T TGA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGGGCA T CCCA T A T T ACCCGGT CAA T A T CA T A T T ACCCGAA T T T AC T C T AC T AA T AGA TGT TGAGT AAC T T AC T A T AGGT T AGAGGAA TGAAGAG - - - -
GT A T AA T T A T T AGA - - - - - - - - - - - - - - - - - - T A T A T TGGCAA T A T AGACA T T T AGT AA T T T CGGGT AA T ACGGAA T ACAA T T T T T A T T T T CCCA T A T AA - - - - - - - - - - T AGGGGA T CCCA T A T T ACCCAGT C T A T T T CA T A T T ACCCGAA T T T AC T C T C T AGT A TGT T A T T AAGA T T C T TGC T - CACAACGAAGT T ACAGGGGGTGT A
T T T T ACGCGC TGGCGT TGT T CGT CCGAGAA T A T C T ACCA T A T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAGGGA T CCCA T A T T ACC TGT T C T A T T T CA T A T T ACCCGAA T T T AC T C T A T - - - - - - - - A T T AAGT C TGGTGAAC T T AGAC T AAGGT CAAA T CAA TGT A
A T A T T T T T T CC T AGTGT A T C T T T C TGTGT T CGT CGA T T AC T CGT T T AAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGGGGA T CC T ACGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T AA T AACAA T T AA T T T AC TGAAAGT A T CC T AAAAACA T T A T A T A - - - A
AAA T AA T CC T T AAA T T AAAA T AAA T CCA T CAA T T T A T T ACGT T AA T AA T T A T AAGGT AA T T T CGGGT AA T A T AGAA T ACCA T T T T T A T T T T CCGA T A T AA - - - - - - - - - - T TGGGGA T CCCA T A T T AGC TGGT C T A TGA T A T A - - - - - - - - - - - - - - - - - GAGA T T T A T CA - - - - - - - - - - TGT AGA T AAACAAGGA T AC T A T AAA - - - -
T T T T AA T A T T CAGCGGT T CAAAAC TGT AAGGC T T T T T TGT T T C T T T A T T T T CA T AGT AA T C T CGGGT AA T A TGGAA T ACCA T T T T T A T T T T CCCA T A T AA - - - - - - - - - - T AGGGGA T CCCA T A T T ACCCGGT C T A T T T CGT A T T ACCCAAA T T T AC T C T AGT AA T AGCAGT AGAA T AAAC TGCGGCA T T A T T AAA T T T A T AC T AA T A T A
T T - - - - GT T T TGAGGA T ACA T AGACGAAA T T T CA T AC TGA T A T T TGAA T T A T A - AGT AAA T T AGGGT AA T A T AGAA T ACCA T T TGT A T T T T CCCC T A T T A - - - - - - - - - - T AGGGGA T CCCA T A T T ACCAGACC T A T T T CA T A T T ACCCGAA T T T AA T T A T T T T T A T A T TGC T TGGACA T T TGCA - CA TGAAAAAGC T T T CGGCA - - - - -
T T - - - - - - - - - - - - - - - - T T T AACAA T AAAAA T ACGA T A T T T T T T T ACA T A T A T AA T AAC T T AGGGT AA T A TGGAA T ACCA T T T T T T T T T T T CCA T A T AA - - - - - - - - - - TGGGGGA T CCCA T A T T ACCCGGT C T A T T T CA T A T T ACCCAAA T T T AC T C T A - - - - - - - - - A T T AA T T CA T A T A T A - - - - - - - - - - - - - - - - - - - - - TGT A
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TE: rnd_5_family_611.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 1304bp; fragments: 305; full length: 7 (>=1173.6bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1304 bp
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TE: rnd_5_family_611.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1609bp; fragments: 282; full length: 0 (>=1448.1bp)
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TE consensus self dotplot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_611

 size: 738bp; fragments: 266; full length: 1 (>=664.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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