
Start crop Point End crop Point

MSA length = 17215
AC TGT T T T T T T T T CA T AA T AGA T T CGA T C T C T T AA T T T CGGCAC TGT C T T T - - - - - - - - - - C T T C TGAGT C T T T TGC T AC T AAGTGCCGC T T T T TGGC T TGA T TGAGGT T TGA T ACAGA TGA T A T T T T TGAAAAA T T T AA T AA
AC TGT T T T T T T T T CA T AA T AGA T T CGA T C T C T T AA T T T CGGCAC TGT C T T T - - - - - - - - - - C T T C TGAGT C T T T TGC T AC T AAGTGCCGC T T T T TGGC T TGA T TGAGGT T TGA T ACAGA TGA T A T T T T TGAAAAA T T T AA T AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T C TGAGT T T T T TGC T AC T AAGTGCCGC T T T T T AGT C T AA T AGGGAGT CCA T TGAAACGA T T T T T T CAACAGA TGGAAC T A
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- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - TGT T T T T T T T T CA T AA T AGA T T CGA T C T C T T AA T T T CGGCAC TGT C T T T - - - - - - - - - - C T T C TGAGT C T T T TGC T AC T AAGTGCCGC T T T T TGGC T TGA T TGAGGT T TGA T ACAGA TGA T A T T T T TGAAAAA T T T AA T AA
AC TGT T T T T T T T T CA T AA T AGA T T CGA T C T C T T AA T T T CGGCAC TGT C T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AC TGT T T T T T T T T CA T AA T AGA T T CGA T C T C T T AA T T T CGGCAC TGT C T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- C TGT T T T T T T T T CA T AA T AGA T T CGA T C T C T T AA T T T CGGCAC TGT C T T T - - - - - - - - - - C T T C TGAGT C T T T TGC T AC T AAGTGCCGC T T T T TGGC T TGA T TGAGGT T TGA T ACAGA TGA T A T T T T TGAAAAA T T T AA T AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_4_family_1830.fasta.b.bed_uf.bed_g_4.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: 17215bp; fragments: 8783; full length: 0 (>=15493.5bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer 17215 bp
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TE: rnd_4_family_1830.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa_rc.fa
 size: 17255bp; fragments: 4770; full length: 0 (>=15529.5bp)
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TE consensus genomic coverage plot (bp)
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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_4_family_1830
 size: 1287bp; fragments: 1272; full length: 38 (>=1158.3bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 1287 bp
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After TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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