
Start crop Point End crop Point

MSA length = 16728
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT T AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGG - - - - - - - - - - CACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC T AA - - - - - - T TGGAA T AC T CAA TGCA T C T A T T - - - - - - - - - - - - - - - - - - -
GT T T C T AGT C T TGT C T AAAAA T AGT T T ACGA T T T A T T A T A T T T AA T T T - - - - AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGG - - - - - - - - - - CACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC T CAC TGACAACACAAAAA T T A T - - T T A T T A T T A T T AGT T ACCAA T T - - - - -
T TGA T T AA T A T T AGT AAAAGA T AAGC T A T AA T TGAA T - T A T T T AAC T T - - - - AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGG - - - - - - - - - - CACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC - - - C T C T CGT C T CA T T T A T CCA - - T T T T T A T T - T CGGT T A T CGT T T TG - - -
A T T A T T AA T T A T - - - - - - AA T T AAAC T CA T A T TGAGT - - - T T T T AC T T - - - - AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGG - - - - - - - - - - CACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC - - - - - - T CA T TGT AC TGGGT AA - - T A T T T AA T - T T T A T T TGAAA T CC T - - -
AGGGGT AA T AA TGGTG - AAAA T A T CC T A T AGT AGAACACGT TGAG - - - - - - - AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGG - - - - - - - - - - CACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC TGAC T A T AA T CGCGT TGA T T CA TGT T T T T AC T A T CAC T CA T CAGT C T T AGA
AA T AA T AA T T A T T AA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGG - - - - - - - - - - CACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC - - - - - - - - - - - - - - - - - - - - - - - - - T T T T A T T - T T A T T T T T AGCC T CAGGA
- - - A T T T A TGA T ACC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT T AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGG - - - - - - - - - - CACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A TGA T T TGT AGAA T T T A - CC T AAAA T A T AAACA T AAC - - - - - - - - - - - - - - - AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGG - - - - - - - - - - CACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC T C - - T AAC T T T T CA T AAGT T AG - - - - - - T A T T - T T AGACAGT AGT T TGAGG
- - - - - T AA T AA T AAA TG - GT A T A T A T T T TGACA T A T T AGAGT CAAA T CAGT T AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGG - - - - - - - - - - CACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC T TGC T A T AGT T T T A TGAAAAAA - - - - - - T AGT - AA T A T T T T ACA T TGAAAA
AAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT CAGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGG - - - - - - - - - - CACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC TGA - - - - - - - - - - - - - - - - - - - - - TGT C TGAAA - - - - - - - - - - - - - - - - - -
- - - - CCAA T CGCAAC TGAGT ACAGA T T C T CA T CGA T T - T A T T T AAC - - - - - - AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGG - - - - - - - - - - CACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC T AA - - - - - - - - - - - - - - - - - - - T ACACC TGCAAC T AAC T T CA TGTGA T AGA
T CGAGCAGCAGT A T AGGGGA T AAAA T CC T T A T A T T T CA T ACC T CACA TGA T T AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGG - - - - - - - - - - CACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC T T T T T AGAA T T T T C TGAAA T TGTGT T T T CAGT A - - - - - - - - - - - - - - - - - -
AA T A T T TGT ACCGCACG - GT CCAGT T CGT TGT C T AGC - T T T T T AAC T - - - - - AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGG - - - - - - - - - - CACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC - - - C T A T T T T AGT AGT T T T CCA - - GA T T TGGAA T T AC TGGGAAC TGGG - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA TGAAAC - - - - - - - - - - - - - - - AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGG - - - - - - - - - - CACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC T AC - - - - - - - - - - - - - - - - - - - - - TGT T TGT T A T CAGT T ACC TGGC T AGGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA TGT T C - - - - - - - - - - - - - - - AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGG - - - - - - - - - - CACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC - - - - T A TGT T CAAA T AAACAAG - - - - - CCA T T - T AA T T CA TGT A T T AAAGG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGA T AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGG - - - - - - - - - - CACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC TGA T CAAGC T T CCACCCA T TGA TGC T T C T A T AA T AGAAAAGAAGCCA T AAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T AAAGGA - - - - - - - - - - - - - - AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGG - - - - - - - - - - CACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC TGC - - - - - - - - - - - - - - - - - - - - - T T T C TGCCA - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGG - - - - - - - - - - CACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC T T AC T A T T A T T T TGGTGGCCCACGT C T T T A T CG - - - - - - - - - - - - - - - - - -





0 5000 10000 15000

0
5

10
15

20
25

TE: rnd_4_family_735.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 16728bp; fragments: 16486; full length: 61 (>=15055.2bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 16728 bp
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TE: rnd_4_family_735.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 17028bp; fragments: 16474; full length: 54 (>=15325.2bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_735

 size: 15107bp; fragments: 11047; full length: 128 (>=13596.3bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 15107 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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