
Start crop Point End crop Point

MSA length = 862
CAAGA T CGA TGT A - - T CAAAAAGT T T T T - GT A T AAGAAACCAA T CACC T T AAGC T AAGGT CAGACACAGC T AC T T T T AC TGCGT TGCAGT A TGAAAAAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CGT T T T T TG - - - - - - - - - - - - - - - - - - - - - - - AAAAGAA T T AGAG - - -
AAACAAGCAC - - - - - - AAACGAGC T T T A - CGAAGAG - - - - - - - - - - TGT T AAGC T AAGGT CAGACACAGC T AC T T T T AC TGCGT TGCAAAAAGAGAAAC T - - - - - - - - - - CGAAAC T T T ACACCACA T CACAAAAA T TGGC TGT AAAAGT AGC TGTGT C TGACC T T AGC T T AACGT A T C T TGAGC T TGCC - - - - A T AAA T T T T A T C - - - -
AGAACGGT T CA TGGGT AAC T A T A T T T T ACAAA T T AA - - - - - - - - CGGA T AAAGC T AAAGT CACACGCAGC T AC T T T T AC TGCGT TGCAGT A TGAAAAAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAC T T A T T T A - - - - - - - - - - - - - - - - - - - - - GGGAA TGT T T T AGTGT A T
- - - - - - - - - - - - - - - - ACGGC TGC T T T A - T AAC T AA - - - - - GA T T T CGT AAAGC T AAGGT CAGACACAGT T AC T T T T AC TGCGT CGCAGT A TGAAAAAC T - - - - - - - - - - CGACAC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACC T T AGC T T ACGAAA T CC TGCGT C T T CC T - - - - - - - - - - - - - - - - - - -
AAGAAACGGAA TG - - - - - - CGTGGCCCACCGGAGAGACAGTGA T CCA T T T A TGT T AAGGT CAAACACAGC T AC T T T TGC TGCGT TGCAGT A TGAAAAAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T A T T AGT A T AACCCA T T T T CGAA T C T C T - - - - AAAA T CCC TGA TG - - -
AGA T AA T AA T A TGGGT AAAAA T A T T T T A - GT AAAAGAAAA T - - - - CC T T AAAGC T AAGGT CAGACACAGC T AC T T T T AC TGCGT TGCAGT A TGAAAAAC T - - - - - - - - - - CGAAAC T T CACAACACA T CACAAAAAC TGGCAGT AAAAGT AGC T A TGT C T CAAAGTGTGTGAA T AAGT AGTGCGA T T T C T - - - - AGAA T T A T T AGT A T A T
ACAAA T T T ACACGC - - AAA T A TGT T C TGT - - - - - - - - - - - - GGT CGC T T T AAGC T AAGGT CAGACACAGT T AC T T T T AC TGCGT TGCAGT A TGA T AAAC T - - - - - - - - - - CGAAAC T T T AAACCACA T CACAAAAACCGGCAGTGAAAGAAGC T A TGT C TGACC T T AGC T T - A TGAC T A T TGAAC T T ACAC T AC T ACAGT T T TGACC - - -
AGCAA - - - - - - - - - - - AAC T CAA T T T T AC TGA TGA T - - - - - - - - C T AGT T AAGC T AAGT T CAGACACAGC T AC T T T T AC TGCGT TGCAGT A TGAAAAAC T - - - - - - - - - - CGAAAC T T T ACAC T ACA T CACAAAAAC TGGCAGT AAAAGT AGT TGTGT C TGACC T T AGC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - A TGT C T CA - CAC T T AG - - - - - - - - - - C T AAAGT CAGACAC T ACACAAAGC T AC T T T T AC TGCGT TGCAGT A TGAAAAAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAA T T - - - - - - - CAAA T T T T CGGC T T T C T T T ACAAAGACA T CGAAA T AG
GAA T A - - - - - A TG - - - - - - T C T A T T T T A - T AACAAG - CAA TGA T - TGT T AAAGC TGAGA T CGGACACAGC TGC T T T T A T TGCGT TGCAGT A TGAAAAAC T - - - - - - - - - - GGACCC T T T ACACCACA T CACAAAAAC TGGCAGT AAAAGCAGC T A TGT C TGACC T T ACC T T - - - - - - - - - - - - - - - - - - - - - ACCA T CGCC T T AA T A - - -
AGAACGGT T CA TGGC T AAAAAAA T T AC T - GT AAGAGAAAA T - - - T T CC T AAAAC T AAAGT CAGACACAGC T AC T T T T AC TGCGT TGCAGT - - - A T A T AC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAAAA T AAA - - - - - - - - - - - - - - - - - - - - - AAAAA TGTGCAAGAAAAA
AGA T AA T AA T A TGGGT AAAAA T A T T T T A - GT AAAAGAAAA T - - - - CC T T AAAGC T AAGGT CAGACACAGC T AC T T T T AC TGCGT TGCAGT A TGAAAAAC T - - - - - - - - - - CGAAAC T T CACAACACA T CACAAAAAC TGGCAGT AAAAGT AGC T A TGT C T CAAAGTGTGTGAA T AAGT AGTGCGA T T T C T - - - - AGAA T T A T T AGT A T A T
AAA T A - - - - - - - - - - - - - - - CCA T T T CG - GT A TGAG - - - - - - - - - - CA T T AAGC T AAGGT CAGACACAGC T AGT T T T AC TGCGGTGCAGT A TGAAGAAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T T T CGT T C T AACGGT TGGCAAGCGC T T T TGAC T AAAAC T T TGAAA T A T
ACA TGGA TGT - - - - - - - - - CA TGT T T T T - T AAGAAG - - - - - - - - - - CC T AAAGC T AAGGT CACACACAGC T AC T T T T AC TGAGT TGCAGT T TGAAAAAC T - - - - - - - - - - CGAAAC T T T ACACCACA T CACAAAAAC TGGCAGT AAAAA T AGC T A TGT C TGACC T T A - - - - - - C T T AA T A TGGGT CA T C T T T ACA T AAA T T T TGG - - CA T
AAA T AGACGCACCGGT A T CAA T ACC T TGCGAAAAAA - AAACGA T CA T C T AAAGC T AAGGT CAGA T ACAGC T AC T T T T AC TGCGT TGCGGT A TGAAAGAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGGACA TGT A TGGACA TGGA TGAC T T C T T - T AC TGA T A T T T T AACA - - -
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TE: rnd_5_family_3809.fasta.b.bed_uf.bed_g_2.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: 862bp; fragments: 14323; full length: 4 (>=775.8bp)
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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 862 bp
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TE: rnd_5_family_3809.fasta.b.bed_uf.bed_g_2.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: 1182bp; fragments: 300; full length: 0 (>=1063.8bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800 1000

0
50

10
0

15
0

TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 200 400 600 800 1000

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_3809

 size: 964bp; fragments: 428; full length: 5 (>=867.6bp)
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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 964 bp
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After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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