
Start crop Point End crop Point

MSA length = 858
C TGT TGGT T TGGAGT T T - - - - - - - - - - - - - - - - - - - - - - - - - GT TGT CCCGAA T A T T T CAC T CA TGT ACAAAAAA T CCCA T A TGAAGCGGGT AA T T T T CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T C T A T A T T C T T TGGAC T CC T C - - - - - - - - - - - - - - - - - -
C TGT TGGT T TGGAGT T T - - - - - - - - - - - - - - - - - - - - - - - - - GT TGT CCCGAA T A T T T CAC T CA TGT ACAAAAAA T CCCA T A TGAAGCGGGT AA T T T T CG - - - - - - - - - - AAAA T T A T CGGT AA T T T TGA TGCAC T TGAGT AA T T AC T T CCGAAAA T - - - - - - - - - - - CCGT T TGTGT T T T T AACAC T T A T CGA - - - - - - CA T CGGTGT C
- - - - - - - - - - - - - - - - - - - - CCAAAAAAA T T T T CAA T AA T C T T T CGGT - CGAA T A T T T T AC T AA TGT ACAAAAAA TGCCA T AGGAAGCGGGT AA T T T T CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGA T T T CCGT A T A T T C T AGC T CC T A T T A - - - - - - - - - - - - - CCC T A T T
C T T T TGA T A TGA T C T T TGTGT ACAAAAAA T CCCA T A T AA T AA T T T T CGGCGAA T A T T T CAGT CA TGT ACAAAAAA T T CCA T A TGAAACGGGAAA T T T T CG - - - - - - - - - - AAAA T T A T CGGT AA T T T TGA TGAACGAGTGT AA T T AC T T CCGAAAA T T T CAAAAGA T CCAAAA T AAA T T C T T T T T T AC T T T TGC - - T AA - - - - - - - - - - -
C T ACGAA T T T AGAGA T TGCGT AAA T AA T T TGAA T T CCAA - - - - T T TGT AAGAA T A T T T CAC T AA TGT ACAAAAAA T CCCA T A TGAAGCGGGT AA T T T T CG - - - - - - - - - - AAAA T T A T CGGT AA T T T TGA TGCAC T T AGGT AA T T AC T T CCGAAAA T T T TGA T CAA T T A TGA T T AC T T T A T T CAC T A T T A T AACGA T AA - - AGT AAC T T A
- - - - - - - - - - - - - - - - - GT A T AAGAAAAA T CAGT A T T AGT AA T T T CCAAAGAA T AC T T CAC T CA TGT ACAAAAAA T CCCA T A TGAAGCGGGT AA T T T T CG - - - - - - - - - - AAAA T T A T CGGT AA T T T TGA TGCAC T TGGGT AA T T AC T T CCGAAAA TGGCAACA T A T T T T T C T TGCAC TGT T T AGA T T T AC T T AGA - - - GCGT AGA T T T T
- - - - - - - - - - - - - - - - - A TGT AA TGAA TGA T AA T AA T AA - - - - - - - - - - AGAA T A T T T CAC T CA TGT ACAAAAAA T CCCA T A TGAAGCGGGT AA T T T T CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGAGC TGAAACA T T T AC T T TGACAAAAA T AGAGGT CCA TGT T
T CAGCCA T T T T AAGC T TGCGCA T A T AAA T A T AC T C T T AA - AGC T T T T TGAGAA T A T T T CAC T CA TGT ACAAAAAA T CCCA T A TGAAGAGGGT AA T T T T CG - - - - - - - - - - AAAA T T A T CGGT AA T T T TGA TGCAC T TGGGT AA T T AC T T CCGAAAA T - - - - - - - - - - - - T AGT TGA T T T A T AAGT AA T T A T AAAGA T AAGCAGCAA T T TG
- - - - - - - - - - - - - - - - - A TGCAAA - - - - - - - - - - - - - - - - AA T T T CGTGAGAA T A T T T CAC T CA TGT ACAAAAAA T CCCC T AGGAAGCGGGT AA T T T T CG - - - - - - - - - - AAAA T T A T CGGT AA T T T TGA TGCA - - - - - - - - - - - - - - - - - - - - - - - - - - CACAAA - - CA T TGTGCA T T T T T T T CAA T T A T CGT - - T T A - TGT T A T T C T T
A T A T T AGT A T A T A T T A T - - - - - - - - - - - - - - - - - - - - - - T A T A T T T C T T CGAA T A T T T CAC T CA TGT ACAAAAAGT CCCA T A TGAAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGGAGT T AC T A TGA T T T T T T T T A T T A T T A T AA T - - - - - - - - - - - - - - - -
A T T CAAA T T T AAAGGT C - - - - - - - - - - - - - - - - - - - - - - T A T A T T T C T T TGAA T A T T T CGC T CA TGT ACAAAAAA T CCCA T A TGAAGCGGGT AA T T T T CG - - - - - - - - - - AAAA T T A T C TGT AA T T T TGA TGCAC T TGGGT AA T T AC T T CCGAAAA T T T C TGAAAA T T T AA TGT AAA T AACA T A TGT T AA T AGG - - T AAGT A T A T A T T C T
- - - - - - A T T AAC TGT T CA TGT T AAC T AA T T T T CACA T AA T AA T AGAGT AAGAA T A T T T CAC T CA TGT AC - AAAAA T CCCA T T TGAAACGGGT AA T T T T CG - - - - - - - - - - AAAA T T A T CGGT AA T T T TGA TGCA T T TGGGT AA T T AC T T CCAA T AA T T T CACAAAA T T T T A T C T A T T CAA T T T CC T A T TGGGT TGA - - - GT T T CA T TGT T
C T T AGAGGT CGCAGTGT ACA T AGT T CGGCCCC T T AA T AG - - - - - - - - - - CGAA T A T T T CAC T CA TGT ACAAAAAA T CCCA T A TGAAACGGGT AA T T T T CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGTGAGT TGAC T T TGCA T T AGT AAAGACGA T AGT - AGAA T T A T T A T T C TG
C T T CA TGT T ACGAAC T TGT A T AAAAGAAAA T ACCACC T T AGAAA T AC T ACGAA T A T T T AAC T CA TGT ACAAAAAA T CCCA T A TGAAGAGGGT AA T T T T CG - - - - - - - - - - AAAA T T A T T AA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T A T T C T TGT T T AAAGG - - - - - GT A T T A T T CAC
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TE: rnd_4_family_48.fasta.b.bed_uf.bed_g_2.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: 858bp; fragments: 3504; full length: 7 (>=772.2bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 858 bp
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TE: rnd_4_family_48.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1163bp; fragments: 3248; full length: 0 (>=1046.7bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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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_48

 size: 525bp; fragments: 2732; full length: 85 (>=472.5bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 525 bp
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After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains
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Before TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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