
Start crop Point End crop Point

MSA length = 146
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT CGACCCAAGGT C TGT T CCCAGAAGAA T C T C TGAC T AGT CAGCGCGT T T C T T A T TGGT TGA - - - - - - - - - - ACCAA TGAGAAACGTGC TGAC T AGT CAGGGA T T C T T C TGAGAACAGACC T CGAA T AA T C T CGT T CAGC T T CACGA T T T AA T T ACGT A T AC T T T A T T TGT T
AC T T T AAA T AC TGA T A T T - - - - - - - - - - - - - - - - - - - - - - - GA T TGGAGGT C TGT T CCCAGAAGAA T C T C TGAC T AGT CAGCGCGT T T C T T A T TGGT TGA - - - - - - - - - - ACCAA TGAGAAACGTGC TGAC T AGT CAGAGA T T C T T C TGGGAACAGACC T TGGGT A T T A T T CC T C T C T T TGT T CAGT ACA T T A T A - AACGCA T TGT AC T T
AA T T TGAA TGAC T - - - - - GA TGA T CA T A T AGT T A T TGAGGAGT T A T CAGT T C T A T T C T CAGAAGAA T CCC TGAC T AGT CAGCGCGT T T C T T A T TGGT TGA - - - - - - - - - - ACCAA TGAAAAACGTGC TGAC T AGT CA TGGA T T C T T C TGAGAACAGACC T A T CA - - - - - - T A T T AACCACAA T CA T AA - - - - - - - - - - A TGGT T A T T A T A
A T T T T AAA TG - - - - - - - - - - - - - - - - T AAAA T T ACA TGGGT CA T T TGAGGT C TGT T C T CAGAAGAA T CCC TGAC T AGT T AGCGCGT T T C T T A T TGGT TGA - - - - - - - - - - ACCAA T AAAAAACGTGC TGAC T AGT CAGGGA T T C T T C TGAGAACAGACC T A T CA T - CGA T T CA T T T C T AAAC T AAC T A - - - - - - - - - - ACGT CGGT T T T T
T ACC T AA T - - - - - - - - - - T T T TGT CACA T AA T T A T AC - - - - GT T T A T AGGT C TGT T C T CAGAAGAA T CCC TGAC T AGT CAGCACGT T T C T CA T TGGT T AA - - - - - - - - - - ACCAA TGTGAAACGTGC TGAC T AGT CAGGGA T T C T T C TGAGAACAGACC T T A T A T - C T A T T T AGT T C T A T AA T AA T T AAAA T A T A T AAACGTGT A T A T T T
AAAGT AAAAACA TGT AACAACCACC T T A T AA T TGTGC T AA T T A T AA TGGCCC TGT T C T CAGAAGAA T CCC TGAC T AGT CAGCGTGT T T C T T A T TGGT TGA - - - - - - - - - - ACCAA TGAGAGACGTGC TGAC T AGT CAGGGT T T C T T C TGAAAACAGACC T AA T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CA T C TGACAAA T
T CACCGGAAA TGAC T A T T A T T T T T AA T AGCA T T T TGT T T AC T T T A T TGGCCC TGT T C T CAGAAGAA T CCC TGAC T AGT CAGCGCA T T T C T T A T TGGT T CA - - - - - - - - - - CCCAA TGAGAAACGTGC TGAC T AGT CAGGGA T T C T T C TGGAAACAGACC T A T T CACGGT T T TGT T AC T T T A T T CGA T AGAAAA TGA T T T C T AA T A TGGT T
AC T C T CAA T AAA T A T T T T - - - - - - - - - - - - - - - - - - - AGAACACA TGAGGT C TGT T CCCAGAAGAA T CCC TGAC T AGT CAGCGCGT T T C T T A T TGGT TGA - - - - - - - - - - A T CAA TGAGACGTGT - - TGAC T AGT CAGGGA T T C T T C TGGGAACAGACC T A TGGT - CGAGT CGAAGA TGT AA T T ACCGAAC T T TGT AAAA T A T CA T TGT T
T ACC T AA T AA T A T C - - T T T A T T A T T AGAAAA T AAGAC TGAAAA T AACAGGT C TGT T CCCAGAAGAA T C T C TGAC T AGT CAGTGCGT T T C T T A T TGGT TGA - - - - - - - - - - ACCAA TGAGAAACGTGC TGAC T AGT CAGGGA T T C T T C TGGGAACAGACC T AACGT - T TG - - - - - - C TGA T AA T AA T CACAACAA T T - - A T T T T CA T AGT T
TGTGTGAAAA T ACC T A T T T AAAACCACGA T AAAACGT CGAACA T T T AAGGT C TGT T C T T AGAAGAA T T CC TGACGAGT CAGCACGT T T C T T A T TGGT TGA - - - - - - - - - - AACAA TGAGAAAC T T T CAGAC T AGT CAGGGA T T C T T C TGAGAACAGACC T T A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T T TGT T A T T
A T T T T ACGCGAGT T T A - - T TGCGCACGGAAA T T T T ACCA T CGT CA T AAGGT C TGT T CCCAGAAGAA T C T C TGAC T AGT CAGCGCGT T T C TGA T TGGT TGA - - - - - - - - - - ACCAA TGAGAAACGTGC TGAC T AGT CAGGT A T T C T T C T AGAAACAGACC T A T AAAA - - - - - - - - - - - - - - AA T T T T CGT ACCACGTGA T CGCGCACAC T A
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TE: rnd_5_family_2297.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: 146bp; fragments: 556; full length: 450 (>=131.4bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 146 bp
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TE: rnd_5_family_2297.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: 446bp; fragments: 394; full length: 0 (>=401.4bp)

TE consensus (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_2297
 size: 148bp; fragments: 520; full length: 416 (>=133.2bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 148 bp



Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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