
Start crop Point End crop Point

MSA length = 596
AGCAGT T AG - T T CACCGCAA T CACAC T T A T A - - - - - - GT T T AA T T T AA T A - - - - - - - - - - - - CGT T T CA T AAAC T AACACGTGGT A TGCA TGGT T A T ACA - - - - - - - - - - T T CC T T CAC T A T T ACGCGT ACGAAGT T AGCCGGGT CAGC T AGT AGAAAAA T AGA T AAA T T AA - - - - - - - - - - - - - - - - - - - - - - - - T A T T T T A T AACAAA
CGCAC T TGGT AC T CC TGT AGCCACGAGGGCGCCAAAA T CACAA T CGCCCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T A TGGT A T ACA TGGT T A T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T A T C T AAC T A T T AAC T T ACCAAGGT T A T AGGT CACA T CC - - - - - - - AA
CGCAGT T AG - T T CACCGCAA T CA TGC T T A T A T T AAAAGT T T AA T T T T A T A T CA T T T T TGGT T TGT T C T A T A T AGAAACACGTGGT A T ACA TGGT T A T ACA - - - - - - - - - - AC T C T T CAC T A T T AGGCGT AAGAAGT T AGCCGGGT CAGC T AA T AAAAAAA TGAGGAG - - - - - T C T T CCCAGT A T T T T T C T T TGT AGC T T T TGCGCGACAG
- - - - - - - - - T T T T AC - - - - - - - - - - - - - - - - - - - - - - GT T T AA T T T AAAA T CA T T T T TGGT AAGT T T T A T AGCC T AACA TGTGGT A T A T A TGGT T A T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC T CCA T T AAAGAA
CGCAGT T AG - T T CACCGCAA T CACGC T T A T A T T AAAA T T T T AA T T T AA T A T CA T T T T TGGT AAGT T T T A T AGAC T AACACGTGGT A T ACGTGA T T A T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC T A T AGT A T AG - TGT C T T A T AAAAC T T T T AGT C T A T T T T T A T T A T T AAA
CGCAGT T AG - T T CACCGCAA T CACGC T T A T A T T CAAAGT T T AA T T T AA T A T CA T T T T T TGT AAGT T T T A T AGAC T AACGC T TGGT A T ACA TGT T T A T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T AAAG - GT AA - T T T T TGAGAAAGA T T T T CAA T AGAA T C T AGT T T TGAA
CAAAACGAGT T CCGCCAGT T T CA T A T T T CGGT T A T AAA T T A T AA T T AA T A - - - - - - - - - - - - - - - - - - - - - - - - AGAAACA TGA T A T ACA T TGT T A T A T A - - - - - - - - - - T T C T T T CCC T A T T AGGCGT ACGAAGGT AGCCGGGT CAAC T AGT AA T AAAAA TGAAGCC T CCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A TGGTGGAA
AGCAACCGA T A T CA T CGC - - - - - - - - - - ACAGGGAGA T AAAAA T AGT A T A - - - - - - - - - - - - - - - - - - - - - - - - - AAAAAGT AA T ACAAGT AA T T A T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AAAA - - - - - T T T ACCCACAA - - - - - - - - - - - - - - - - - CA T CAAAAAA
CGCAGT T AG - T T CA T CGCAA T CACGC T T A T A T T AAAAGT T T AA T T T AA T A T CA T T T T TGGT AAA T T T T A T AGAGT AACACGTGGT A T ACA TGGT T A T ACG - - - - - - - - - - T T CC T T CAGT A T T AGGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACAAAGCGT T T - T T AA T AA T AGAGT T TGAACGT CA T C T C T AC T AAA T AA
- - - AA T T AA - - - - - - - - - - - - - - - - - - - AGAC T AA T T A T T AAA T T AA T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGC TGA T A T CGGT C T A TGCAGTGGCA T T T T A - - - - - - - - - - - - - - - - - AG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAGT T T T A T TGAC T AACACGTGGT A T ACA TGGT T A T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T AA T A T A T TG - C TGT ACA T AAAGT A T C T AGAAAA T A T T TGTGACC T AG
- GCAGC TGT T TGT AC TG - - - - - - - - - - - AGACACAGGA T AAAA T ACGGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - - - - - - - T T CC T T CAC T A T CAGG - - T ACGAAGT T AGCCGGGT CAGC T AGTGAAAA T AA T T A T AAAAAAA T C T ACA T ACAAAA T A T T CAA T AAA - - - - - - - - - - - - - -
- ACGGT AAA - T C T AC T AAGAAAAAA - - - A T A T ACAGC T T T CCGT T AAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CC T T CAC T A T T AGGCGT ACGAAGT T AGCCGGGT CAGC T AGT AAAAAAA T T T AA T A T C T AA T C T C T T CACGCA T A T T T CA T T A T AGGT C T A T TGACAAG
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TE: rnd_5_family_484.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: 596bp; fragments: 6898; full length: 9 (>=536.4bp)
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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 596 bp
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TE: rnd_5_family_484.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: 913bp; fragments: 5991; full length: 0 (>=821.7bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 100 200 300 400 500 600 700

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_5_family_484

 size: 593bp; fragments: 102; full length: 2 (>=533.7bp)
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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

Before TEtrimmer 593 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
ORFs
PFAM domains



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

TE consensus after TEtrimmer (bp)
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