
Start crop Point End crop Point

MSA length = 4299
ACC T T TGT TGGC T T T CAC T CGT ACAA T T T T AAGGGT A TGGC T T A T CGGAGTGT TGT ACA T T T T CAGGC TGTGT CAGT ACGAA T A TGACAC TGT T T A T T T T - - - - - - - - - - A T T T T T AA T T TGAGT TGGCCGC T TGAAAAAAAAAAA T T T TGGCAC T T ACAA - - - - T AGT T T CAAAGA T A T AAA T AAA T A T A T A T T T T T CAGCC T T T T AAA
T AAA T CAA TGA - GT T CGC T CGTGT A T T TGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T T AA T T TGAGT TGACCGC T TGAAAAAAAAAA - - T T TGGT CC T T ACAC T T T TGA T T T T T AAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAA
A T C T T TGT TGGC T T T CAC T CGT ACAA T T T T AAGGGT A TGGC T T A T CGGAGTGT TGT ACA T T T T CAGGC TGTGT CAGT ACGAA T A TGACAC TGT T T A T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T AA T AAGT T T C T A T TGT T T TGT T T C T - - - -
A T C T T TGT TGGT T T T CAC T CGT ACAA T T T T AAGGGT A TGGC T T A T CGGAGTGT TGT ACA T T T T CAGGC TGTGT CAGT ACGAA T A TGACAC TGT T T A T T T T - - - - - - - - - - A T T T T AA T T T TGAGT TGACCGC T TGAAAAGAA T T T T T T T TGGCCC T T ACA T AAA T T AAGT A T AAAAA T AAAAA TGAAGGCAC TGCCC T CGCGAA T ACGAA
T TGTGCAC TGGC TGT CA T T CGGACGA T TGT AAG - - - - - - - - - - - - CGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T T AA T T TGAGT TGACCGC T TGAAAAAAAAA - T T T T TGGCCC T T ACACA TGT T AAA T TGAAAA T T A T A TGAAAAAA T A T T A T CAC T AGT AA T AAGGT
ACC T T TGT TGGC T T T CAC T CGT ACAA T T T T AAGGGT A TGGC T T A T CGGAGTGT TGT ACA T T T T CAGGC TGTGT CGGT ACGAA T A TGACAC TGT T T A T T T T - - - - - - - - - - A T T T T T AA T T TGAGT TGACCGC T TGAAAAAAAAAA T T T T TGGCCC T T ACACA T T T T T AC T CCGAA T AG - - - - - - - AACA T A T T T T T T T T AAACA T C - - - A
AC TGT T AA T - - - - - - - - - - - A T ACGA T CGT AGGAAC T TGGT A T ACGGGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T T AA T T TGAGT TGACCGC T TGAAAAAAAAAA T T T - - GGCCC T T ACA T T T C T T AGAAA T AAAAA T - - - - - - - AA T A T T T AA T T T T T AA TGAGAA T AC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGAGTGT TGT ACA T T T T CAGGC TGTGT CAGT ACGAA T A TGACAC TGT T T A T T T T - - - - - - - - - - A T T T T T AA T T TGAA T TGACCGC T TGAAAAAAAAAA T T T TG - GCCC T T ACAA T A T T T AA TGAGAAAAA T A T AAA T AAA T T T C T T T T A T C T AC T T T - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T AA T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T T AAAAA T - - - - - - - GTGT AC T T A T AA T CAAGAAGT A T AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T C T AA T T T TGAGT TGACCGC T TGAAAAAAAAA T A T T - - GGCCC T T ACA T T T A T T T A T T T T AAAC T T - - - - - - - AA T T T T T T T T A T T T T T TGT T CA T A T
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TE: rnd_5_family_6907.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_ce.fa_gs.fa_bc.fa
 size: 4299bp; fragments: 1696; full length: 1 (>=3869.1bp)
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After TEtrimmer 4299 bp
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TE: rnd_5_family_6907.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: 4611bp; fragments: 1598; full length: 0 (>=4149.9bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_6907

 size: 2522bp; fragments: 535; full length: 12 (>=2269.8bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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