
Start crop Point End crop Point

MSA length = 952
T A T T A TGT T T CC T ACA T AA T A T T ACA T T T T T T A T A T T T T - - - - - - - - - - - CAAAGGTGCCCA T T CACA T ACAGT T CGT CGGCAGT CCAGAAC TGT A - - - T - - - - - - - - - - CAGT CC T AGAAC TGACGGCGAAC TGT A TGT - - - - GGGCACC T T AAGA T A T T TGCGCAGT CGAA T T TGGCAAAAA T TGTGCACC - - - - A T AC TGT CGT CAC
GGT T C T C T T T AA T AGGAA T C T CCAAGT TGC T AGAA T T T T TGAGGA TGT AGT AAAGGTGCCC T T T T ACA T ACAGT T CGCCGGCAGT CCAGAAC TGT CGA T T - - - - - - - - - - CAGT CC T AGAACCGCCGT CGAAC TGT A TGTGAA TGGGCACC T T AAG - - - - A T T AGGAGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AC T T A T - - - - - CCA T A - A T AA TGAGA T C T T C T C T AAC T C - - - - - - - - - C T T AAAGGTGCCCA T T CACA T ACAGT T CGCCGGCAGT CCAGAAC TGT CGA T T - - - - - - - - - - CAGT C T T AGAAC TGCCGGTGAAC T C T A TGTGAA TGGGT ACC T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACGT ACGT T - - - - C T CC T CCCGT CC T
A T CA - - - - - - - - - - - - - - T AA TGGCA T T T T C T T T A T ACC T A T CGT TGACGT AAAGGTGCCCA T T CACA T ACAGT T CGCCGGCAGT CCAAAAC TGT CGA T T - - - - - - - - - - CAGT CC T AGAAC TGCCGGTGAAC T C T A TGTGAA TGGGCACC T T AA T - - - T AA TGAAAA T ACAAAGT A T T AAAAGA T AAACGT T - - - - T T T C T T C T AC TGT
GACC T AC T T T A T TGC T - - T A T T T AGT T CGT T AA T T TGTGC T TGGA T T AGGT AAAGGT ACCCA T T CACA T ACAGT T CGCCGGCAGT CCAAAAC TGT CGA T T - - - - - - - - - - CAGT CC TGGAAC TGCCGGCGAAC TGT A TGTGAA TGGACACC T T TGT ACA - C T T AAGGTGCGT A T T CAC T TGAAACCAAACGCGT CAA T CCGGGGGCGC T C
AC T T - - - - - - - - - - - - - - T ACCAGAACCGT C TGC T T C T CAAGT - AAACCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAAC TGT CGA T T - - - - - - - - - - CAGT CC T AGAAC TGCGGGCGAAC T A T A TGTGAA TGGGCACCGT AAGA T A T T CAGAAGT T ACGACAAAGCAAAAAA TGTG - - - - - - - A T T CC T T CAGT T CA
T C T T TGCC T AA T T - - - - - T C T T CAGC T T C T C T AGT C T T T C T T TGA T C T CC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGT CC T AAAAC TGCAGGAGAA T TGT A TGTGT A TGGGCACC T T AGT A T A T A T C T AAGT T AAAA T T AA T T A T AAA T T AAACACC T T AGT T CC T A T AA T C T C
GA T CGGC T T ACGT ACA - - GT CCAAAA T T C T C T T TGT A T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T - - - - - - - - - - CAGT T C T AGAAC T T CCAGCGAAC TGT A TGTGAA TGGGCACC T T AACC T T T AC T A T TGGC T CAA T T CGT AAA T AGT AGT ACGCC - - - AA T T A T T T TGAC T T
GCA T T TGT T TGTGA T A - - T AA T C T T CC T T T CAGCAC T T CCGT CGCCAAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGT T T AAAACC TGCCGGCGAAC TGCA TGTGAA T AGGCACC T T AA T - - - - CC T T AAAAAAGGGCACAGTGAAAA T CCCACGCC - - - - - - - - - - - - - - - - -
GCGT CCC TGT A T T ACAAAAC T TGTGCC T T T T T C T ACGT T - - - - GAAAA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGT CC T AGAAC TGCCGGTGAAC TGT A TGTGT A TGGGCACC T T AA T - - - - - - - - AAGAGAC T A T A TGACAGGAGT TGTGTGT C T T AA T T T C TGT AA T T T T
A T CAA T T T T T A T T A T T A - C T T T AGT A T TGT A TGT A TGAC T A T C - A T AACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGT CC T AGAAC TGCCGGTGAAC TGT A TGTGAA TGT TGACAGCAAG - - - - AA T AAAACAGCAAC T CAA T AAAAAA T AAACAC T C T ACGGT C T ACC T CCGT
A T CGAGA T C T ACCACCCA T T C T AGGACACCC TGT A T A T T - - - - GAAAAAGT AAAGGTGCCCA T T CACA T ACAGT T CGCC TGCAGT CGAAAAC TGT CGA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T ACAAC TGGT AG
GCC T CGGC TGT A TGGCAA - - - - - - - - - - - - - - - - - T T T T T AC T CC T A T T T T A - - GGTGCCCA T T CGCA T ACAGT T CGCCGGCAGT ACAGT ACAGT AG - - - - - - - - - - - - - CAGT CC T AGAA TGGGCGT AAAAA T T T AC - - - - - - - - - - - - - - - - - - - - - - A T CAGAAACCCGA T A T T T T AA - - - - - - - - - - - - T T A - - - - - - - - - - - T T T
GT T AGT - - - - - - - - - - AAAA T CGAAAAAACC TGCGT CA T AGTGC TGAAAGT AAAGGT ACCCA T T CACA T ACAGT T CGCCGGCAGT CCAGAAC TGT CAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AC T - - - A T T T TGT TGA T T T T
A T T A T AC T T AAA T - - - AGT AC T AAGT T C TGAGAAA T T T C T T CG - - - AGT A T T AAGA TGCCCA T T CACA T ACAGT T CGCCGGAAGT CCA T AAC TGT CAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGAGCCA T T T C
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TE: rnd_4_family_1773.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_bc.fa_ce.fa_gs.fa_bc.fa
 size: 952bp; fragments: 866; full length: 25 (>=856.8bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 952 bp
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TE: rnd_4_family_1773.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_bc.fa_se.fa_rc.fa
 size: 1257bp; fragments: 742; full length: 0 (>=1131.3bp)
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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 Extended plot Blue lines are boundaries
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TE: rnd_4_family_1773

 size: 966bp; fragments: 775; full length: 24 (>=869.4bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 966 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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