
Start crop Point End crop Point

MSA length = 2576
TGT C T AA T T A T A T C TGT A T T C T AA T T T C T T TGAGT AA T T T C T AA T T AAAC TGAGT TGAAGGAGTGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGG - - - - - - - - - - CA T CAACA T CCAGAA T T T TGTGGGT T A T AAGA T T AAAAC - - - T A T C T AAA T T A T CA TGT CA - - T AA T A T T A TGAAA T C T - - - A T T T T T T T T AA T A T TGGT
TGT C T AA T - - T A T C TGT A T T C T AA T T T C T T TGAGT AA T T T C T AA T T AAAC TGAGT TGAAGGAGTGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGG - - - - - - - - - - CA T CAACA T CCAGAA T T T TGTGGGT T A T AC TGT T - AAA TGT T T A T T T AAACGT T CGT - - - - - - - - - - - T TGT CAAA TGT - - - GT T CGT T TGAAAAGCAC T
TGT C T AA T - - - - - - - - T A T T C T AA T T T C T T TGAGT AA T T T T T AA T T AAAC TGAGT TGAAGGAGTGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGG - - - - - - - - - - CA T CAACA T CCAGAA T T T TGTGGGT T A T AAGGTG - - - A T - - - T AA T T A - - CAA T CA T T T CA - - C T T AA T TGACACGT - - - - - - T T T T T T TGT AAAA T AAC
T T T TGT AC - - - - - - - - - - - - - - - - - - T T T T T - - - TGA T T T T C - - - - - - - - - - - - - - - - - - - - - TGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGG - - - - - - - - - - CA T CAACA T CCAGAA T T T TGTGGGT T A T A T T C TG - - - - - A T T T - - - - - - - T AA T T C TGTGT T C T C T A TGT A TGT TGTGT T - - C T T C T T T T C T TGAGAAGT
T AGT T AA T A T AAGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCGAGGTGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGG - - - - - - - - - - CA T CAACA T CCAGAA T T T TGTGGGT T A T AA - - - G - - - - - - - - - - - - - - - - T T A T CA T A T A T - - - - T T AC T A T A T A T T A T T CA T C T ACC T T TGAA T AAGAA
TGT T ACGT T A TGAA TGT AC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGG - - - - - - - - - - CA T CAACA T CCAGAA T T T TGTGGGT T A T AAGGT AAAGT T A T T T A T T T T AGCAC T T C TGCAC - - A T T TGT CA T AGAC T - - - - - - - - - - - - - - - - GAA TGAG
CAC T TGA T A TGC T T CA - - - - - - - - - - CC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGG - - - - - - - - - - CA T CAACA T ACAGAA T T T TGTGGGT T A T AAA TGT - - - - - - - - - - - - - - - - AA T ACGC - - - - - - T A T A T A T A T CAAA TGCCAA T A TGGT AC T A T AGAAGGT
TGT T T AGCCGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGG - - - - - - - - - - CA T CAACA T CCAGAA T T T TGTGGGT T A T ACCGT T - - - - - A T T T A T T - A - - AGT T CGCC T C - - - - - TGC T TGTGGAGT - - - - - - - - - - T T T CAGA T ACAA T
T A T T T CGTGAGT T AAG - - - - A T AAA T T C T T T CAGAAAGT T CAAA T T AAGCCGAC T T - - - - - - - TGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGG - - - - - - - - - - CA T CAACA T CCAGAA T T T TGTGGGT T A T AAC T T T AAAA T AC T T A - - - AGA T CA T TGT C T AC - - - - CACA T T CAAAGT - - - - - AACA T T T A T T AGAA TGT T
TGGT CCC T TGT A TGGA - GT T CAAGT TGC T T TGA T T AA T CGC T - - - - - - - - - - - - - - GAACGAGTGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGG - - - - - - - - - - CA T CAACA T CCAGAA T T T TGTGGGT T A T AAGAAA - - - - - - T T TG - - - - - - GGCC TGT C T C T T C T C T TGT TGT TGA T CGT T A - TGC T T C T A TGCGGCCAGA
TGT T T AA T AGT ACA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGG - - - - - - - - - - CA T CAACA T CCAGAA T T T TGTGGGT T A T AA T A T T - - - - - - - - - - - - - - - - T T T T CA T T C T T ACCA T TGT T C T CGA T TGT T AGCC T A T T T C T AAAAGCAAA
A T T T T AA T - - - - - - - - - - - - - - - - - - T C T T T - - - - - - - - - - - - - - T AA T A - - - - - - - - - - - - - TGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGG - - - - - - - - - - CA T CAACA T CCAGAA T T T TGTGGGT T A T - AA T A T T AAA T - - - - - - - - - - - AAA T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAACAA T
CGGT CAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AACGAAAA T T T A T T T T CA T TGTGC T TGCC T T CGG - - - - - - - - - - CA T CAACA T CCAGAA T T T TGTGGGT T A T AAAA T A - - - - - - - - - - - - - - - - TGT T T A T T T T T T A TGT CA T T A T TGAC T - - - - - A T T T T CA T T C T AAGT A T C
T C T T T A T T A T CA T A T A T A T T C T AA T C T CC T T - - - - - - - - - - - - - T T AAAC - - - - - - - - - - - - - TGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGG - - - - - - - - - - CA T CAACA T CCAGAA T T T TGTGGGT T A T AAAC T T AAAAC - C T T A T T CAAA T AA T TGT T T T C - - T TGGT T T ACGGCGTGT T AAGGT T CGT ACAAAAACAA T
T CC T CAC T T C T AGACA - - - - - - - - - - - - - - - - - - TGACGGC T AA T AGAA T T AGGT T - - - - - - - TGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGG - - - - - - - - - - CA T CAACA T CCAGAA T T T TGTGGGT T A T AACA T T - - - - - - - - - - - - - - - - A T C T CCGGT CGT C T C TGCC TGGA T ACC - - - - AC T T T T T A T TGTGGACA T A
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TE: rnd_5_family_9115.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: 2576bp; fragments: 566; full length: 87 (>=2318.4bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 2576 bp
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TE: rnd_5_family_9115.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: 2882bp; fragments: 566; full length: 0 (>=2593.8bp)

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_9115

 size: 6530bp; fragments: 1010; full length: 18 (>=5877bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 6530 bp
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(windowsize = 25, threshold = 50.00  10/10/25)
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