
Start crop Point End crop Point

MSA length = 381
AA T A T T T T AAGT T C TGT T T CA T T T T A T TGC T T CA T T T T T AAA T AGA T T T T T TGT AA T A TGT T CAAAGAAA TGT T T T T AAAAAA T C T A TGT A T T T T CAC T C - - - - - - - - - - AAGACAGT T ACAAAAAGCA TGT AC T AGT AAA - - - T T AA T T AAAC - - - - - - AAC T A T C TGT AAAAAAA T T AGT T T C T CGT TGGA T - - - - T TGA TGGAAGAA
AA T A T T T T AAGT T C TGT T T CA T T T T A T TGC T T CA T T T T T AAA T AGA T T T T T TGT AA T A TGT TGAAAGAAA TGT T T T T AAAAAA T C T A TGT A T T C T CAC T T - - - - - - - - - - AAGACAGT T ACAAAAAGCA TGT AC T AGT AAA - - - T T AA T T AAAC T A T CAAAAA T A T C TGT AAAAAAA T T AGT T T C T CGT TGGA T - - - - T TGA TGGAAGAA
AA T A T T A T AAGT T C TGT T T CA T T T T A T TGC T T CA T T T T T AAA T AGA T T T T T T T - AA T A TGT T CAAGT AAA TGT T T T T AAAAAA T C T A TGT A T T T T CAC T T - - - - - - - - - - T AGA T C TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGAGGA TGGGAA TGAAGACGT T T T C T A TGAC T T A T T A - - - - - - - AA T T A
AA T A T T A T AAGT T C TGT T T CGT T T CGT TGC T T CA T T T T T AAA T AGA T T T T T T T AAA T A T T T T CAAA T AAA TGT C T T T AAAAAA T C T T T T T A T T T T CAC T T - - - - - - - - - - AAAA T CGA T ACAAAAAGCA TGT AC T AGT AAA T A T T T AA T T AAAC T A T T AAACGT T C T T T AAGTGCAA T T - - - - - - - - - - - - - - - - - - - - - - - - GAAGAAA
AA T A T T A T AAGT T C TGT T T T - T T T T A T TGC T T T A T T T T TGAA T AGA T T T T T T T T AA T A TGT T CAAA T AAA TGT T T T T AAAA T A T C T A TGT A T T T T CAC T T - - - - - - - - - - GGT ACCAACA - AAAACGTGT A T A T T A T T AAA T A T T T AA T T AAAC T A T T AA - - - - CGT T T A T C T CCAA T TGT C T CA T CA T TGT C T AA T A T T T T CGAAAAGG
AA T A T T A T AAGT T C TGT T T T A T T T T A T TGC T T CA T T T T T AAA T AGAC T T T T T T T AA T A TGT T CAAA T AAA TGT T T T T AAAAAA T C T A TGT A T T T T CAC T T - - - - - - - - - - GCAA T TGA T AAGACGAACACGCACAA TGAAAAA T - - - - - T AAA T T AGT AA - - - - AGT T CAGAACCAAAAAA T T CA T AAC T AC T T - - - - T T T T A T AAGACA
AA T A T T A T AAGT T A TGT T T T A T T T T A T TGC T T CA T T T T T AAA T CGA T T T T T T T - AACA TGT T CAAA T AAA TGT T T T T AAAAAA T C T A TGT T T T T T CA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T T T T T T CGT A T T CACCCA T T CAACAC TGACA T CAAA T CAGAAGCGGCA
AA T A T T A T AAGT T C TGT T T CGT T T CGT TGC T T CA T T T T T AAA T AGA T T T T T T T AAA T A T T T T CAAA T AAA TGT T T T T AAAAAA T C T T TGT A T T T T CAC T T - - - - - - - - - - AAAA T CGA T ACAAAAAGCA TGT AC T AGT AAA T A T T T AA T T AAAC T A T T AAACGT T C T T T AAGTGCAA T T - - - - - - - - - - - - - - - - - - - - - - - - GAAGAAA
AA T A T T A T AAGT T C TGT T T CA T T T T A T TGC T T CA T T T T T AAA T AGA T T T T T T T - AA T A TGT T T AAA T AAA TGT T T T T AAAAAA T C T A TGT A T T T T CAC T T - - - - - - - - - - CAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAG - - - - - - - - - - - - - - - - - - - - TGCAAAGCCA T AA T AC T CGTGAAAACA
AA T A T T A T AAGT T C TGT T T CA T T T T A T TGC T T CA T T T T T AAA T AGA T T T T T T T T AA T A TGT T CAAA T AAA TGT T T T T AAAA - A T C T A TGT A T T T T CAC T T - - - - - - - - - - AGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T C T T CAAC T T T AGAAA - - - - - - - - - - - - - - - - - - - - - - - AAAAAAG
AA T A T T A T AAGT T C TGT T T CA T T T T A T TGC T T CA T T T T TGAA T AGA T T T T T T T T AA T ACGT T CAAA T AAA TGT T T T T AAAAAA T C T A TGT A T T T T CAC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACA T T T T T CAAA T T AAAGAAGT C TGTGT T T C T A T AA T A T T T A T T AAGGAA
AA T A T T A T AAGT T C TGT T T CA T T T T A T TGC T T CA T T T T T AAA T AGA T T T T T T T T AA T A TGT T CAAA T AAA TGT T T T TGAAAAA T C T A TGT A T T T T CAC T T - - - - - - - - - - GT AA T CGCC - - - - - - - - - - GGT AC T AGT AAA T A T C T AA T AAAA T T - - - - - - - - - - - - C T TGA TGCAGT T AGT T C T T - - - - - - - - - - - - C T A T T CGACA T A
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TE: rnd_4_family_48.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa

 size: 381bp; fragments: 1782; full length: 0 (>=342.9bp)
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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 381 bp
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TE: rnd_4_family_48.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa

 size: 748bp; fragments: 1925; full length: 0 (>=673.2bp)

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 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 525 bp



0 50 100 150 200 250 300 350

ORF1

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  09/10/25)

TE consensus after TEtrimmer (bp)
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