
Start crop Point End crop Point

MSA length = 1099
AAAGA T TGAAAAAGGAGACAACGT T T CCAGA - CACGT C T T T CC TGT CCGT CAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCGCC T ACCC T AAGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T T TGGAC - - - - - - - - - - - - - GCGA T CGGAA T CCA T C - - AAC T T T TGA
TGT A T AC T CC T CAAACAAAGA T T T T T C T AGA T T T A TGC T T T AGTGT CAG - CAGTGGCGGC T CGT CAGGGT AGGCAAGGT A T T CGGCGCC T ACCC T AAGA T - - - - - - - - - - T A T A T T T CCAGAGGC T T T CAAA T TGT T TGTGA TGA T T T T AACA T T T ACAAGT AC T TGGGT TGAGACA T T T T T CA T A T C TGAAA TGCAA T AAAA T T T A T AG
- - - - - - - - - - - T T AGGAA T T AGGT T AGT T T A - - - - - - - - - - - - - - - - - - - CCA TGGCGGC T CGT CAGGA T AGGCAAGGT AGGCGGCGCC T ACCC T AAGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGAC T CAAAA TGAA T A TGCAAAGAAGT T C T T - -
A T T AGAA T AGT T T A T AAA T T A TGT A TGTGT AA T AAAC T T T T A T T A T - - - - CAGT CGCGGC T CGT CCGGGT AGGCAAGGT AGGCGCCGCC T ACCC T AAGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGACACGTGT - - - - - - T T T T T T T AC T T AAAAGA T A T A T T T T CA T T T T T - -
TGT AAAA T T A T A T A TGGGAAA TGT CA - - - - - - T CGA T CGT CA T T T CCAAGCAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCGCC T ACCC T AAGA T - - - - - - - - - - T A T A T T T CCAGAGGC T T T CAAA T TGT T TGT T T TGT T AC T AACA T T T ACAAGT AC T TGGGT TGAGACA T T T T T CA TGT T TGAAA TGCA T T AAAA T T T A T AG
TGAA T AAAAAAA T AGT A T AA T TGT T C T CGC T - - - - - GC T T CAA T T T C T A T CAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCGCC T ACCC T AAGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T T T CA T A TGACGCA T T T T ACA T AGCA T T T - A
T CCACCACACCA T AGCAGC TGT A T T T T T AAA T CCAA T T T T T AACGT AGAACAGT AGCGGC T CGT CAGGGT AGGCAAGGTGGGCGGCGCC T ACCC T AAGA T - - - - - - - - - - T A T A T T T CCAGAGGC T T T CAAA T TGT T TGT T T TGT T AC T AACA T T T ACAAGT AC T TGGGT TGAGACA T A T T T CA TGT T TGAAA TGCA T T AAAA T T T A T AG
TGT AC T CAC TGGCAGAAAAAGTGGAAA T AA - - T CGAAC T T T A T T T T AAAACAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCGCC T ACCC T AAGA T - - - - - - - - - - T A T A T T T CCAGAGGC T T T CAAA T TGT T TGT T T TGT T AC T AACA T T T ACAAGT AC T T T C T T - - - GACA T T T T T AA TGT T TGAAA TGCA T T AAAA T T T A T AG
T A T AAACCAAAA T AACACCAA TGC T T C TGGA T C T AAACGC T A T T ACC T AACAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCGCC T ACCC T AAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAACCC T C T C T CC T AC T T T AA T T ACA T T C TGC T TGAAC T CC T ACCCCCCA
AAAAAGT T C T AAAGGGGGA TGT T T TGTGT A T T C TGAA T TGAAGTGT C TGCCAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCGCC T ACCC T AAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T C T T T AGT A TGT TGCGT AAC T T C T - -
- - - - - - - - - - - A T AAGAAAGT TGT TGT CAAC - - - - - - - - - - - - - - - - - - - CAGTGGCGGC T CA - - - GGGT AGGCAAGGT AGGCGGCACC T ACCC T AAGA T - - - - - - - - - - T A T A T T T ACAGAGGC T T T CAAA T T A T T TGT T T TGT T AC T AACA T ACCCAGT CACACGGGT CGAGCCGT TGT CAAC T T CCGGT A T T T CCGGAAA T T T T T T T
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TE: rnd_1_family_67.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: 1099bp; fragments: 2090; full length: 49 (>=989.1bp)
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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 1099 bp
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TE: rnd_1_family_67.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: 1479bp; fragments: 1679; full length: 0 (>=1331.1bp)
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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



0 100 200 300 400

0
5

10
15

20
TE: rnd_1_family_67

 size: 460bp; fragments: 1148; full length: 416 (>=414bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 460 bp
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After TEtrimmer ORF and PFAM domain plot
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PFAM domains
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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