
Start crop Point End crop Point

MSA length = 874
T T T T T C T ACA - - - - - - - - - - - - - - - AGAAAAA T AAAACAG - - - - - - - AAA T CAAA T CAAA T CAAAC T T T A T T T C T A T A T ACAA T T CAA T ACAA T ACA T AA - - - - - - - - - - CCA T A T CGT T AAACAAAAGT T A T T T TGGAC T T TGCA T AGGCGT TGCCAA T CACA T CGCAAAAA T T AA T A - - - T T T T A TGA TGT T TGAAAGAAAAAA T AGT
C T T A T AAGGA T - - - - - - - - CAA T A TGAAACAACAC T A T CA - - - - - - - AGT T T T AAACA T A T CAAAA T T T A T T T C T A T A T ACAA T T CAA T ACAA T ACA T AA - - - - - - - - - - CCA T A T AGT T AAACAAAAGT T A T AA TGGA T T T T ACAAAGGCA T TGT AAA T T AC T T T CAA T AAA T T ACAAAAAAAA T AC T A T ACC T C T T AAGAGGT ACACG
C T AACAGAGA - - - - - - - - - - - - - - - GACAC T T T AAA T CAA - - - - - - - AC T T CAAA T CAAA T CAAACGT T A T T T C T A T A T ACAA T ACAA T ACAA T ACA T AA - - - - - - - - - - CCA T A T AGT T AAACAAAAGT T A T AA TGGA T T T T ACAAAGGCA T TGT AAA T T AC T T T T AA T AAA T T ACAA - - - - T T T AC T A T ACC T C T T AAGAGGT ACAGT
T T CCGTGACACACCACGAGC T AGGGAGAAAAAAAGTGGT A T TGC - - - AAA T CAAA T CAAA T CAAAC T T T A T T T C T A T A T A - - - - - CAA T ACAA T ACA T AA - - - - - - - - - - CCA T A T AGT T AAACAAAAGT T A T AA TGGA T T T - - - - - - - - - - - - - - - - - - T AC T T TGAA T T T A T T CAAA - AAACC T T TGA T - - - - - T T AAAGCGAACA - -
T T C T CAAAAA T AA T A TGT A T AA T A TGGGA T AA T A T T T T CA - - - - - - - AA T T CAAA T CAAA T CAAAC TGT A T T T C T A T A T ACAA T ACAA T ACAA T ACA T AA - - - - - - - - - - CCA T A T AGT T AAAAAAAAGT T A T AA TGGA T T T T ACAAAGGCA T TGT AAA T T A T T T T T AA T AAA T T A T AA - - - - T T T AC T A T ACC T C T T AAGAAGT ACAGT
T T C T T T TGAA T C T T TGGCACAAA - - A T AA T T T CAAA T T T A T T A T T T T AAC T CAAA T CAAA T CAAAC T T T A T T T C T A T A T ACA T T ACAA T A T AA T A T ACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCCGCGT A T T AAA T T T AGT A T AGT T T T CGAC T T C T AGGAAAAAA TGCAGG
T T T T TGC T TGT T TGT T T T ACGGAGTGCGA T CGCA T AA T T A T T A T T T T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T T T T AA T AGA - - AAAAA T ACA T T T CAA T T CA T T AAAAAA T AAACAAA
AGAC T TGGT A T T T ACGCAACAAAAGAAAA TGCCACCAA TGTGA T T T T T T T T CAAA T CAAA T CAAAC T T T A T T T C T A T A T ACAA T ACAA T ACAA T ACA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T CGCCAA T A T T AGCACAAA T T C T T CACA T CCCA TGT T A T A T ACAAA
T T T TGT AAGT AC TGAAGT A T CGG - - - - - - - - - - - - - - - - - - - - - T T T T T T T CAAAC T T - - T CAAAC T T T A T T T C T A T A T ACAA T ACAA T ACAA T ACA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T T T ACA T A T T T T AACAAAAA T T T A T AC TGT T T CA T AAAA - - - - - - - -
T T C T CAAAAA T AA T A TGT A T AA T A TGGGA T AC T A T T T T CA - - - - - - - AA T T CAAA T CAAA T CAAAC TGT A T T T C T A T A T ACAA T ACAA T ACAA T ACA T AA - - - - - - - - - - CCA T A T AGT T AAACAAAAC T T A T AA TGGA T T T T ACAAAGGCA T TGT AAA T T A T T T T T AA T AAA T T A T AA - - - - T T T AC T A T ACC T C T T AAGAAGT ACAGT
T T T T AAAGAAA T T AGAGC T AAA TGGACGA T T T AA T T A T CGT T A T T T T T T A T CAAACAA T A T CAAAC T T T A T T T C T A T A T ACAA T T CAA T ACAA T ACA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCC T T T ACA T T AA T T AAAA - AAAA T C T TGA TGT AC T C T TGGGAGCAAA T C
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TE: rnd_5_family_919.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 874bp; fragments: 69; full length: 5 (>=786.6bp)
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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 874 bp
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TE: rnd_5_family_919.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1192bp; fragments: 59; full length: 0 (>=1072.8bp)
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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_5_family_919

 size: 664bp; fragments: 112; full length: 4 (>=597.6bp)
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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 664 bp



0 100 200 300 400 500 600 700 800

ORF3

ORF2

ORF1

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



0 100 200 300 400 500 600

ORF1

ORF2

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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