
Start crop Point End crop Point

MSA length = 950
GA T AGT T C T ACACCC T A T A T CAACA T AAA TGT TGT CGT CGGACCACCC TGT A T A T - - AAAAA TGAA T CCC T A T T T CCC T TGGT CGCGCCA T AAC T TGAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C - - - - - - - - - C T C T CAC T T T A - - - - - - C T A T T AAGCGGT ACGAAGT T AGC
T T T CAGT T AC T AG - - - - - - - - - - - - - - AA T A T T T C T T - - - - - - - AA T C T A T A T A T A T AAAAA TGAA T T CC T A T T T CCC T TGGT CACGT CA T AAC T TGAGA - - - - - - - - - - T T CCAGA T T CGT TGGGAA T CAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGT TGACCCAAA T AAC T T CACA T T T T CGA T AA T C T TGT ACA T AA T T T A T
T T T CAGT T T T T AAA T - - T T A T AA T AC - - - - - - - - - - - - - - - CC T A T A T T C T A T A T A T AAAAA TGAA T CCC T A T T T CCC T AGGT CACGC T A T AAC T TGAGA - - - - - - - - - - T T CCAGA T CA T T AGCCAA T CAGT CA T CCGT A T CACCAGA T TG - - - - - - - - AAC T CAC T T CAGT T CAC T T CA - - - - - - C T A T T AGGCGGT ACGAAGT T AGC
A T T CGT T T AC T T T C T TGAGTGGA T A T AGA T A T CACCAAAAAACCAAAA T C T A T A T A T AAAAA T AAA T CCCAA T T T CCC T TGGT CACGCCA T AAC T TGAGA - - - - - - - - - - T T CCAGA T CA T TGGT CAA T CAGT CA T T CGT ACCA T AAGA T TGCAAGAAAAA - - - - - - C T T AC T T CAC T T CA - - - - - - C T T T T AGGCGGT ACGA TGT T AGC
A T ACC T T T AACAA - - - - - - - - AA T A T A - A T ACC T T T A T AAG - - - - - - - - - - - - - - - - - - - - A T CAA T CCC T A T C T T CC T TGGT CCCGCCA T AAC T TGAGA - - - - - - - - - - T T CCAGA T CA T TGGT CAACCAGT CA T CCGT A - - GCAAGA - - - - - - - - - - - AA - - - - T C T CAC T T CAC T T CA - - - - - - C TGT T AGGCGGT ACGAAGT T CCC
C T T CAA T T C TGGT A T T TGTGT - - T A T AAA T AAC T T A T - - - - - - - - - - - T A T A T A T A T AAAAA TGAA T CCC T A T T T CCC T CGGT CACGCCA T AAC T TGAGA - - - - - - - - - - A T C - - - A T C T T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T - GA T A T A TGAC T T ACC T ACACGGAA T CC T A T AGGTGGTGT TGT ACCCAC
C T AC T T CCC T TGT A T T T AC T A - - - - - - AGGGT CCC TG - - - - GGAACCC T C - - - - GCCAA T TGT T CC T CCC T A T T T CCC T TGGT CACGCCA T AAC T TGAGA - - - - - - - - - - T T CCAGA T CA T TGGT CAA T CAGT CA T CCGT ACCACAA T A T CGCAAAAAAAC - T T CA T T T CAC T T CACC T CA - - - - - - C TGT T AGGTGGAACGAAGT T AGC
T T CACC T AAC T T AA T T T T TGC - - - - - - AA T T ACA T AGT AGT AAAAA T C TGT A T AGA T AAAAA TGAC T CCC T A T T T CCC T TGGT AACGCCA T AAC TGGAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - A T TGT AC T AGT T CAC TGGC - - - - - - - - - - - - AA TGGTGCGCGA T AAC T
A T T T A T T T C T CA T C T CA T T T T AA TGGGT A T A T CGT CCAAAA T T AA T T A T C T A T A T A T AAA T A TGAA T CC T T A T T T CCC T TGGT CACGCCA T AAC T TGAGA - - - - - - - - - - T T CCACA T CA T TGGT CAA T CAGCCA T CCGT ACCACAAGAC TGCAAAAAAA T - C T CAC T T CAC T T CAC T T CA - - - - - - C TGT T AGT CAGC T T AGT A T T A T T
ACC T C TGC T T TGT ACAA T CAG - - - - - - - - - - - - - - - - TGTGTGTGA T C T A T ACA T A T AAAAA T CAACCCC T A T T T T C T T TGGT CAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T T C T T T AAACGT A T T T T T T T - - - - - - - - - - - - - - - - A T T C T C T A T TGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAC T T T AGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AACC T AC T T T T T C T AC T CCAAA T A T T C T A T T AA - - AGT T T AGT A T T A T T
TGCC T T T T T C T CAAC T A T T T T AA T A T - - - - - - - - - - - - - - - ACGGT A TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T C T AGA T CA T TGGTGAA T CAGT CA T CCGT ACCACAAGA T TGCAGAAAAAA - C T CAC T T CAC T T CAC T T CA - - - - - - C TGT T AGGCGGCACGAAGT T AGT
T T T CCGT CGA T AA T T TGT T T T AA T CCA - A T CCCC T A T CAGGT C TGCCA T C T A T T T A T A T AAA TGAA T CC T T A T T T CCC T TGGT CACGCCA T A T C T T - - - - - - - - - - - - - - T T CCAGA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T CAC T T CAC T T CA - - - - - - C TGT T AGGTGGT ACGAAA T - - - -
T T T T T T T C T T T AGAA T AGGT CAA T A T A - A TGT CA T T - AAGGAACGCCC TGT A T A T A T AAAAA T AAA T CCC T A T T T CCC T TGGT CACGCC T T AAC T TGAGA - - - - - - - - - - T T CCAGA T CA T TGGT CAA T CAA T CAACCGT ACCACAAAA T TGCAAAAAAA T - - - - - - C T CAC T T CAC T T T T - - - - - - CAGT T AGGCGGT ACGAAGT T AGC
T T T T T T CCC T T AGAA T AGGT CAA T A T A - A TGT CA T T - AAGGAACACCC TGT A T A T A T AAAAA T AAA T CCC T A T T T CCC T TGGT CACGCCA T AAC T TGAGA - - - - - - - - - - T T CCAGA T CA T TGGT CAA T CAGT CA T CCGTGCCACAAGA T CGC - AAAAAA T - - - - - - C T CAC T T CAC T T T A - - - - - - CAGT T AGGCGGT ACGACA T AAAA
GCCCGT T T T T CGTGCCGGTGA - - - - - - T A T A T TGT AC - - - - - - - - - - - T A T ACA T A T AAAAA TGAA T CC T T A T T T C T C T TGGACACGCCA T AAC T TGAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACAAA T T T T CC T T CGC - - - - - - - - - - - - - - - - - - - - - - - - GGA T T T A T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA T T ACAAAA TGT T T AA T C T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGT T T T C T T AA T AAAC TGCACA T A T T C T T T T AGC T AACACC T T A T CAA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA T T ACAAAA TGT T T AA T C TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGT T T T C T T AA T AAAC TGCACA T A T T C T T T T AGC T AACACC T T A T CAA T
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TE: rnd_5_family_484.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: 950bp; fragments: 5980; full length: 0 (>=855bp)
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TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 200 400 600 800

0
20

0
40

0
60

0
80

0

TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 950 bp
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TE: rnd_5_family_484.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: 1298bp; fragments: 1802; full length: 0 (>=1168.2bp)
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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_5_family_484

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



0 200 400 600 800

ORF1

ORF2

ORF3

After TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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