
Start crop Point End crop Point

MSA length = 1456
T T T T T AC TGGT CAGAA T ACCCGT AAAAAAC T A T ACAGGGT CAGT C T T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGG - - - - - - - - - - CAA T AACAGT T T CAAC TGT T A T T T AAAAA T AACAGT T T TGCCCACCAC T AGT C T AAGCA T T - - - AGGGGTGGT A T A T T T TGACAA - C T AA T T A T T A T T A T
GT A T CA T CGA T CGT CA T T T CCAAGC T AAA T CGGA T CGT C T T T ACAAGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAA T AACAGT T T CAAC TGT T A T T T AAAAA T AACGGT T T TGCCCACCAC T AACGC - - - - - - - T AGAGCGA TGGT AGAGCGT AGCCGGACACACA TGT CGCG
GT A T CA T CGA T CGT CA T T T CCAAGC T AAA T CGGA T CGT C T T T ACAAGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAA T AACAGT T T CAAC TGT T A T T T AAAAA T AACGGT T T TGCCCACCAC T AACGC - - - - - - - T AGAGCGA TGGT AGAGCGT AGCCGGACACACA TGT CGCG
TGA T T T T AGGT C T TGCC T T T CAAGAGA T T T TGCC T CCACC T C T T A T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGT AAC T A T T T T ACC TGT T A T T T AAAAA T AACGGT T T TGCCCACCAC T AA T TGAGGCCC T T T T A TGGAC T AAGAC T T C T AG - - - GC T T AAAAA T A T T T T
- - - CCA T TGAGCAAAA T AAACA TGGAACACCAGA TGGA T T T AACAA T AA T T AGAAA TGGGT TGT T A T T T A T C T A T C TGT T A T T T T A T AACAGT T A T T T AG - - - - - - - - - - CAGT AACGGT T T CAAC TGT T A T T T AAAAA T AACGGT T T TGCCCACCAC - - - - - - - - - T AA T AAAGAAGAC TGAGAA T T T TGG - - - - - - - - - - - - - - - - - -
- - - T T AGTGGT T TGAA T T AGCGT AGAAGT T - - - - - - - - - - - - - - - - - - - T T AGAGA TGGGT TGT T A T T T AAC T A T C TGT T A T T T T A T AACAGT T A T T T - - - - - - - - - - - - CAGT AACGGT T T CAAC TGT T A T T T AAAAA T AAC T C TGA T T T CAA T - - - - - - - - - - - - - - - - T AAGCA T ACAGAACGT C - - - - - - - - - - - A T T AGTGA T AG
T CGAGGT TGGT C T TGAGAGT T C T AGAGGT CGCCAGTGAGGT T ACCC T AA T T AAAGA TGGGT TGT T A T T T AAC T A T C TGT T A T T T T A T AACAGT T A T T T AG - - - - - - - - - - CAGT AACAGT T T AAAC TGT T A T T T AAAAA T AACGGT T T TGCCCACCAC T ACCC T A - - T A T T T TGGGA TGCGAAA TGT T T AGC - - - - - - - GGCAGT A T A TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGT AACAGT T T AAAC TGT T A T T T AAAAA T AACGGT T T TGCCCACCAC T ACCC T A - - T A T T T TGGGA TGCGAAA TGT T T AGC - - - - - - - GGCAGT A T A TG
T C T CAGCGGA T CGT C TGGT T T ACCCAAGCC - - - - - - - - - - - - - - GGT AGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGT AACAGT T T CAAC TGT AA T T T - AAAA T AACGGT T T TGCCCACCACCAGCAC - - - - - - - GA TGA TGC TGGAAGGCAGT TGCAGGA T AAC TGGTGT A T A
T T A T T A T TGGT CA - - - - - - - - - - - - - - - - - AGGA T CA T T T T T T AAGT AGGT AGAGA TGGGT TGT T A T T T AAC T A T C TGT T A T T T T A T AACAGT T A T T T AG - - - - - - - - - - CAGT AACAGT T T CAAC TGT T AC T T AAAAA T AA TGGT T T TGT CCACCAC T AAAGT - AGT A T T - AAAAGAAC TGAGAA T T - - - - - - - - A T AA T T A T T CC T T T
T C T CAGCGGA T CGT C TGGT T T ACCCAAGCC - - - - - - - - - - - - - - GGT AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGT AACAGT T T CAAC TGT AA T T T - AAAA T AACGGT T T TGCCCACCACCAGCAC - - - - - - - GA TGA TGC TGGAAGGCAGT TGCAGGA T AAC TGGTGT A T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT TGCAACCA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGT AACAGT T T CAAC TGT T A T T T AAAAA T AACGGT T T CGCCC T CCAC T AGAAA T AGT C T T AC TGA T A T T AAAAAA T CACGGCAGGA T T A T T AC TGT A T C
T T A T T A T TGGT CA - - - - - - - - - - - - - - - - - AGGA T CA T T T T T T AAGT AGGT AGAGA T AGGT TGT T A T T T AAC T A T C TGT T A T T T T A T AACAGT T A T T T AG - - - - - - - - - - CAGT AACAGT T T CAAC TGT T AC T T AAAAA T AACGGT T T TGT CCACCAC T AAAGT - AGT A T T - AAAAGAAC TGAGAA T T - - - - - - - - A T AA T T A T T CC T T T
T TGGGGGTGGAC T CAGGAAGGACGAGGGT ACAAGAGGGT C TGGAGGT CGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGA T CAGT AA T T T AA - - - - - - - - - - T AAAGT CAGT T T CAAC TGT T A T T T AAAAA T AACGGT T T TGCCCACCGC T AGTGAA - - - - - - CAACGTGGTGAAAGACGCAA T AAG - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGACAGT AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGT AACAGT T T CAAC TGT T A T T T T AAAA T AACGT C T T TGCC T ACCA T T AA T CC - - GT A T T T AAAAAAGCA T AAAA T T T CAG - - - - - - - - - T AA TGT AC T
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TE: rnd_5_family_2021.fasta.b.bed_uf.bed_g_1.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: 1456bp; fragments: 2513; full length: 3 (>=1310.4bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800 1000 1200 1400

20
0

40
0

60
0

80
0

10
00

12
00

14
00

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 200 400 600 800 1000 1200 1400

0
20

0
40

0
60

0
80

0
10

00
12

00
14

00

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

No TE domain detected

After TEtrimmer 1456 bp
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TE: rnd_5_family_2021.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1778bp; fragments: 1249; full length: 0 (>=1600.2bp)

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_5_family_2021
 size: 1209bp; fragments: 772; full length: 8 (>=1088.1bp)
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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

Before TEtrimmer 1209 bp
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After TEtrimmer ORF and PFAM domain plot
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Before 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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