
Start crop Point End crop Point

MSA length = 887
GT CGA T A T ACAAA T ACA T A T ACAAGA T C T T ACAA T AAA T CAAACCACCA T CAAGCGCGGT T T T AGGGGAGGGGT AA TGGGCGT AA T T ACC T - - - C T CC T A - - - - - - - - - - AA T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T T T AAA - C T T T T T AA T CGAAAGT AC - - - - - - - - - CGGA T AA T AGTG
- - - GT A T AA T AA TGT C TGT AA T TGT T - T CG - - - - - - - - - - - - - GT C T AGGCAAGCGCGGT T T T AGGGGAGGGGT AA TGGGGGT AA T T A - - - CC T CCCC T A - - - - - - - - - - AA T T ACCCCACCCC T AGAA T T T T T T CC T AAAACCGCCC T TGCAA T T - - - T T CCCCA T CC - T C T T TGCCGCCGT T T T T - - - - - - - - - T T T CGA T CA T A TGG
GT AAA T AAACAAA T T C T T T - - - - - - - - - - - - TGC T TGTGCA - - TGT TGGGT AAGCGCGGT T T T AGAGGAGGGGT AA TGGGGGT AA T T ACC T CCCCCCC T A - - - - - - - - - - AA T T A - - CCCCCC T T AGAA T T T T T T T C T AAAACCACCC T TG - - - - - GT T T T T T T TGGAA - - T T T CCGGACAA - - - - - GT AGC T C TGA - GA T ACGGGAAAA
GT AAA T AAACAAA T T C T T T - - - - - - - - - - - - TGC T TGTGCA - - TGT TGGGT AAGCGCGGT T T T AGAGGCGGGGGAA TGGGGGT AA T T ACC T CCCCCCC T A - - - - - - - - - - AA T T A - - CCCCCC T T AGAA T T T T T T T C T ACAACCACCC T TG - - - - - GT T T T T T T TGGAA - - T T T CCGGA T AA - - - - - GT AGC T C TGA - GA T ACGGGAAAA
AAAAA T AAACA TGCA T CGT T T C T CGA T CGA T AGC T T T T T T A - - TGT TGGAGA T A T T CGCGC T TGAAGGGGGGGT AA TGGGGGT AA T T ACC T - - T CCCC T A - - - - - - - - - - AA T T ACCCCCCCCC T AA T T T T T T T T T C T AAAACCGCCC T TGCAA T TGT T - T T T T TGT AA - - - - - - - - - - - - - - - - - TGT AAC TGT CA TGT AAAAGAACAA
GT T AA T ACCAAGA T T T C T TGT CAAGA - - - AA T A T T T AAA T AC - TGA TGT ACAAGCGCGGT T T T AGGGGAGGGGT AA TGGGGGT AA T T ACCA - - - CCCC T A - - - - - - - - - - AA T T ACCCCCCCCC T AGAA T T T T T T T C T AAAACCACCC T TGCAA T TGT T T T T T T TGT AAA T T TGT CACA T AA T A T A TGT A T T T AAAA - GT AACACAGCAA
GT T AA T ACCAAGA T T T C T TGT CAAGA - - - AA T A T T T AAA T AC - TGA TGT ACAAGCGCGGT T T T AGGGGAGGGGT AA TGGGGGT AA T T ACCA - - - CCCC T A - - - - - - - - - - AA T T A - - CCCCCCC T AGA T T T T T T T T C T AAAACCGCCC T TGCAA T TGT T T T A T T TGT AAA T T TGT CACA T AA T A T A TGT A T T T AAAA - GT CACACAGCAA
AAAAA T CAACA TGCA T C T T T T C T CGA T CGA T AGC T T T T T T A - - TGT TGGA - A T A T T CGCGC T TGAAGGGGGGA T AA TGGGGGT AA T T ACCC - - T CCCC T A - - - - - - - - - - AA T T ACCCCCCCCCC T AA T T T T T T T T C T AAAACCGCCC T TGCAA T TGT T - T T T T TGT AA - - - - - - - - - - - - - - - - - TGT AAC TGT CA TGT AAAAGAACAA
- T ACA T AAAAAAA T T AAGA TGT AAAA T CAAGT AAC TGTGGTGA T CGT AGACAAGCGCGGT T T T AGGAGAGGGGT AA T AGGGGT AA T T ACCCCCCC T CC T A - - - - - - - - - - AA T T ACCCCCCCCC T AGAA T C T T T T T C T AAAACCGCCC T TGC T A T AGT A T T CC T AGGT AC T AGT T AA T A T T AAA T A T CC T AGT A T T A T AGT AGT AAAACG
- T T AA T TGAA T T A T T T T AA T C T AAAA T T T C T T T T TGT C T CAA - A TGGAAGCAAGCGCGGT T T T AGGGGAGGGGT AA TGGGGGT AA T T AC - - - - - CCCC T A - - - - - - - - - - AGT T ACCCC T CCCC T AGAA T T T T T T T C T AAAACCGCC T C TGAAA - - GT T T T A T T T AAACACA T T T T A T A T T T AAGC TGT T A T TGAAA T CGT T T AAGAA T A
G - T A T T T A TGA - T T T T T T T T T CAAAA - C T AA T AA T A T T T CAAA - - - - - - CCAAGCGCGGT T T T AGGGGAGAGGT AA TGGGGGT AA T T ACCCCC T CCCC T A - - - - - - - - - - AA T T A - - CCCAC T C T A T AA T T T T T T T C T AAAACCGCCC T TG - - - - - - - - T CCCC TGT - - - - GT T T T A T A T CA T AAA T - - T AA T AAGA T T A T T T AAAA T CA
- - CGCC T CGTGT T T T C T T T AACCGT A - A TGTGTGTGC T AGAA TGCGT CACCAAGCGCGGT T T T AGGAGAGGGT T AA T AGGGGT AA T T ACCCCCCCCCC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - T T T A TGA TGT T T T T T T T CAAAA - C T AA T AA T A T T CCAAA - - - - - - CCAAGCGCAGTGT T AGGGG - - - GGT AA TGGGGGT AA T T ACC - - - - CCCC T A - - - - - - - - - - AA T T A - - C T CACCC T AGAA T T T T T T T C T AAAACCGCCC T TG - - - - - - - - - CCCC TGT - - - - GT T T T A T A T CA T AAA T - - T AA T AAAAC T A T T T - AAA TGA
CC TGC TGAAA T AGT T CC T T AA T TGA T - T CAA T AGT T T T AAAAACA T CAACCAAGCGCGGT T T T AGGGGAGGGGT AA TGGGGGT AA T T A - - - CCCCCCC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T C T T A T A T - T T T T T T ACA T CA T T T A TGT T T T T AGCA T T ACAAGGAACA T
GC TGGTGCC T A TGAC T A T TGT T T TGACC TGA T AGTGGCGAAAAGC TGCA T CAAGCGCGGT T T T AAGGGAGCGGT AA TGGGGGT AA T T ACC - - - - CCCC T A - - - - - - - - - - AA T T A - - ACCCCC T AGA T T T T T T T T T C T AAAACCGCCC T TG - - - - - - - - - T T T T T T T - - - - A T T T T AAC T C T T AAC - - - - - - - - - - - - T AC TGAACA T AG
G - T A T T T A TGA - T T T T T T T T T CAAAA - C T AA T AA T A T T T CAAA - - - - - - CCAAGCGCGGT T T T AGGGGAGAGGT AA TGGGGGT AA T T ACCCCC T CCCC T A - - - - - - - - - - AA T T A - - CCCACCC T A T AA T T T T T T T C T AAAACCGCCC T TG - - - - - - - - - CCCC TGT - - - - GT T T T A T A T CA T AAA T - - T AA T AAGA T T A T T T AAAA T CA
GA T A T T T A TGA T T T T T T T T T T CAAAA - C T AA T AA T A T T T CAAA - - - - - - CCAAGCGCGGT T T T AGGGGAGAGGT AA TGGGTGT AA T T ACCCCC T CCCC T A - - - - - - - - - - AA T T A - - CCCGCCC T A T AA T T T T T T T C T AAAACCGCCC T TG - - - - - - - - T CCCC TGT - - - - GT T T T A T A T CA T AAA T - - T AA T AAGA T T A T T T AAAA T CA
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TE: rnd_5_family_20029.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: 887bp; fragments: 566; full length: 16 (>=798.3bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800

0
50

10
0

15
0

20
0

25
0

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 887 bp
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TE: rnd_5_family_20029.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: 1196bp; fragments: 527; full length: 0 (>=1076.4bp)

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_20029
 size: 271bp; fragments: 234; full length: 1 (>=243.9bp)
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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 271 bp
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After TEtrimmer ORF and PFAM domain plot
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PFAM domains



Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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