
Start crop Point End crop Point

MSA length = 571
CA T T T A TGGCA T AAGAAAA T A TGAGCCAGT CAC T T T T AAAC T T CAA - - GCA T TGGC T T A T A TGGT CCAACGT CAGAA T TGCA TGC T TGT T A T C TGT T CAA - - - - - - - - - - TGT TGT ACA T T T T C T C T AC T AC - AA T AAA TGA T T T A T T A T T A T T A T T A T T A T T AAAA T CGACCCA T ACGCAA T ACCGT C T A T CGC T C TGTGT C T CCGT TG
CA T T T A TGGCA T AAGAAAA T A TGAGCCAGT CAC T T T T AAAC T T AAAC T - - A T TGGC T T A T A TGGC T CAACGT CAGAA T TGCA TGC T TGT T A T C TGT T CAA - - - - - - - - - - TGT TGT ACA T T T T C T A T AC T ACAAA T AAA T T A T T T A T T A T T A T T A T T A T TGC TGAAGT T AGAGGGT AGTGGCAGT - - - - - ACGAC T A TGCA TGGAGAAGG
CA T T T A TGGCA T AAGAAAA T A TGAGCCAGT CAC T T T T AAAC T T AAAC T - - A T TGGC T T A T A TGGC T CAACGT CAGAA T TGCA TGC T TGT T A T C TGT T CAA - - - - - - - - - - TGT TGT AC T T T T T C T A T AC T ACAAA T AAA T T A T T T A T T A T T - - - - - - - - - - - TGAAGT T AGAGGGT AGTGGCAGT - - - - - ACGAC T A TGCA TGGAGAAGG
CAGC TGT AGCAAAAAAAGT TGTGAAAAA T AAAGT T T CAAACAGAAAC T - - - - - - - - - - - - - - - - - - - - - - - - - CAAAACA T A TGA T CC T TGT T T AA T CAA - - - - - - - - - - TGT TGT A T A T T T T C T AAAC T ACAAACAAA TGA T T T A T T A T T A T T A T T AAA TGT AAGGT T TGAAAA TGA T - - - - - - - - - - GACAA T ACCGCA T AGAAGA - -
T T C T T T CGC TGCAAA - - - - - - - CAGCAA T AAC T T T T TGT A T TGT TGT TGGA T TGGC T T A T A TGGC T CAACGT CAGAA T TGCA TGC T TGT T A T C TGT T CAA - - - - - - - - - - T A T TGT ACA T T T T C T A T AC T ACAAA T AAA TGA T T T A T T A T T A T T A T T A T - A T T AGAAC T T AC T T T T T T CAGCAAC - - - - AAC T T A T T TGT C TGGAAGT T C
T T C T T T CGC TGCAAA - - - - - - - CAGCAA T AAC T T T T TGT A T TGT TGT TGGA T TGGC T T A T A TGGC T CAACGT CAGAA T TGCA TGC T TGT T A T C TGT T CAA - - - - - - - - - - T A T TGT ACA T T T T C T A T AC T ACAAA T AAA TGA T T T A T T A T T A T T A T T A T - A T T AGAAC T T AC T T T T T T CAGCAAC - - - - AAC T T A T T TGT C TGGAAGT T C
T T CC TGT AAAACGAA - - T AGGGGAGCCAA T A T T T CGACAGT T CAAAA T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT TGT ACA T T T T C T A T AC TGCAAA T AAA T T A T T T A T T A T T A T T A T T A T T AAGA T AGA T AAAGAGT A T T AC T T A T TGT CA TGCAA T T TGTGTGGAAGCAG
T TGC TGT AAAACGAA - - T AGGGGAGT CAA T A T T T CGACAGT T T AAAA TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T TGT ACA T T T T C T A T AC TGCAAA T AAA TGA T T T A T T A T T A T T A T T A T T AAGA T AGA T AAAGAGT A T T AC T T A T TGT CA TGCAA T T TGTGTGGAAGCAG
T T T A T A TGAAAAAA T AAAGT T TGGAACAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T AAAG - - AAACAA TGT CGGGTGC TGT C - - - - - C T T TGT A TGGCCC T - -
C T T T T A T - - - - - - - - - - AAA T T T T ACAAAACA T T T T TGCA T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T TGT ACA T T T T C T A T AC T A T AAA T AAA TGA T T T A T T A T T - - - - - - - - - A T T A T T A T T AAA T AC T CA TGGC TGT - - - - CACCAA T T TGCA T T T AAACAG
CA T T T A TGGCA T AAGAAAA T A TGAGCCAGT CAC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T AAAG - - AAACAA TGACGGGTGC TGT C - - - - - C T T TGTGTGGCCC T - -
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TE: rnd_5_family_19222.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_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 571bp; fragments: 129; full length: 3 (>=513.9bp)
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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 571 bp
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TE: rnd_5_family_19222.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: 918bp; fragments: 117; full length: 0 (>=826.2bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_19222
 size: 929bp; fragments: 130; full length: 38 (>=836.1bp)
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No TE domain detected

Before TEtrimmer 929 bp



0 100 200 300 400 500

ORF1

ORF2

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



0 200 400 600 800

ORF3

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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