
Start crop Point End crop Point

MSA length = 202
CAAGTGT A T T AGA T CC T CAAGT CCAAGA T T T T A T T CCGAA T T AGGCCAGGGGCGGACA T A T CACCGGGCAGT T CGGTGCGCCGCCC TGAGGT C T AGAGT C - - - - - - - - - - CCAA T ACA T A T C T T T TGCCC TGAAGT CCAC T CGT CCC T AGA TGTGCCAC TGCC T T AGT AGT T AAAGT T C T A T T TGGTGACAAGAA T A T AA T T T CCAA - - T
CGC T T T CAGAACAAGT CA T TGT TGAA T A TG - - - - - - AA - - - AGAACCAGGGGCGGACA T A T CGCCCGGGAA T T CGGTGCGGCGCCC TGGGGCCCAGAGT C - - - - - - - - - - C T CA T AAA T A T A T T A T A T CC TGAAGCCCA T T CGT CA T T AGA T C TGCCAC TGT T T C T ACC T T TGAAAA TGTGT AAAAAA - - - T AGCCAAAAA TGGC - - - - T
A T T A T T T A T T A T AG - - - - - - - - - - - - - - - - - - - - - - - - - T - - AAA T CAGGGGCGGACA T T A T CCCGGGCGA T T CGGCGCGCCGCC T TGGGGCCCA TGGT C - - - - - - - - - - CACA T AAA T A T C T T T TGCCC TGAAGGCCAC T CGT CCC T AGA T CCGCCAC TGT - - - - - GAA T TGGT C T CGCC T AACA T T T T T T T ACGAAAAC T CAA T - - - -
CGT T T T CAC T ACAAA T TGT T AAC T AAA T T T - - - - - - T AA T TGAGTGCAGGGGCGGACA T A T CACCGGGCAA - - - - GTGCGGCGCCC TGGGGCCCAGAGT C - - - - - - - - - - CGCA T AAA T A T A T T A T A T CC TGAAGCCCA T T CGT C T T TGGA T C TGCCAC TGT C T C T ACC T T TGAAAA TGTGT CAAAAA - - - TGGC T T AC T ACCGT T AAC T
C T C T C T T T T T AACA T T C T AAA T ACGAC T T T T TG - - - - - - - - - GTGT CAGAGGCGGAGAAA T CA T CGGGCAGT T CGGTGCGCCGCC T TGTGGTGCAGTGT T - - - - - - - - - - CCCA T AAA T A T A T T T TGCCC TGAAGC T AA T T CGT CCC T AGA T CCACCAC TGT T CGGA T C T T CC TGT T T AC T T A T CAGA T CAAC T T T AAA T T T TGGCAAA T
TGT C T T CACCAGA T A - T ACAC TGT AC TGT T TGACCC - - - - - AC T CGCAGAAGCGGACA T T T CGCCGAGCAGT T CGGTGCA T CGCCCAGGGGC - CAGAGT C - - - - - - - - - - CCCA T AAA T T T A T T T TGCCC T CAAACCCAC T CGT CCC T AGA T CCGCC T C TGCCCGT - - - - T CGT T CC T ACCCGA T AGTGT A TGGGT A T AAACCGCGAAAC
T T C T T T CAC TGT T CA T T T TGA T C T AA T T TGT CAAAC T AA T T CACGACACGGGCGGGCA T A T CACCGGACAGT T CGGTGCGGCGCCC TGGTGCCCAGAGT C - - - - - - - - - - CCCA T AAA T A T A T T A T A T CC TGAAACCCA T T CGTGT T T AGA T C T ACCA T T C T T C - - - C T T T T AAAAA TGT T T AAAAAAA TGTGGC T C T T T T T CA T - - AA T
T T C T T T CAC TGT T CA T T T TGA T C T AA T T TGT CAAAC T AA T T CACGACACGGGCGGGCA T A T CACCGGACAGT T CGGTGCGGCGCCC TGGTGCCCAGAGT C - - - - - - - - - - CCCA T AAA T A T A T T A T A T CC TGAAACCCA T T CGTGT T T AGA T C T ACCA T T C T T C - - - C T T T T AAAAA TGT T T AAAAAAA TGTGGC T C T T T T T CA T - - AA T
C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AACCGGGT TGT T CGGT CCGC TGCCC TGGGGCCCGGAGT C - - - - - - - - - - CCCA T AAACA T A T T T TGC T C T AAAACCCAC T CGT T T C T AAA T CCGCCAC TGTGTGG - - - - T T A T A T T T T T T T AACAACCAACC T T TGAAA T A T AA T A - - -
T AA T TGT T A T AGAAG - T T AAA T T T AGT T T - - - - - - - - - - - - - A T A T T TGTGGCGGACA T A T AGCCGGGCAGT T CGGTGCGCCGCCC TGAGGCCCAGAA T C - - - - - - - - - - CACA T AAA T T T A T T T TGT CC TGAAA T CCAC T CGT CCCCA - - - - - - - - - - - - - - - - - AAACGT A T AGC T T T CCCCAGGGT T A T AGCACAAA T T TGA T - - - -
T T TGT T T AGT AAAA T - C T TGC T T T AAA T T T T TGT A T T - - - T CGT A T A T A TGGCGGACA T A T T AGCGGGCAGT T CGA TGAGCCGCCC TGGTGCCCAGAGT C - - - - - - - - - - GCCA T A T T T A T A T T T TGT CC TGAAGCCCAC T CGT C TGT AGA T CCGCCA T TGC T C T A - AA T A T T T AAAAGCC T CAAAAGGCCA TGGT AAAA T C TGGG - - - -
TGGT T T T T T T AAA T T TGT CACAA T AA T T CC T T T CC T T AA - - GTGT ACAGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAC TGGAGCCCAAAGT A - - - - - - - - - - CGCA T T AA T A T A T T T TGCC T TGAAGCCCA T T CA T C T C T AGA T CCGCCACCCC T T C T - - - - - - - - - - - - - - - - - - - - - - - - - CAA T TGCGGC T CAA TGAA T
ACGAAA T AGT AAAA - - - - AGA T ACAA T T T T T CA T A T - - - - T AGGGT CAGGGGCGGGCA T A T AAC TGGGCAGT T CGGAGCGCCGCC T TGGAGC T CA T AGT A - - - - - - - - - - CC T A T AAA T A T A T T T T ACCC TGAAGCCCA T T AGT CCC T AGA T CCGCCGC TGCA T AA - GA T A T AGA TGAC T C T AAAAA T T T CAGT C T T AAA T T CAG - - - - -
T T CC T A T T T TGGCAGTGCGAC TGT AA T T TGACC TGT T T T T TGT A T CAAGGGGCGAACA T A T C T T CGGACAGT T CGGTGCGCCACCC TGGGGCCCAGAA T C - - - - - - - - - - - - - A T AAA T A T A T T T TGC TGTGGAGT CCA T T CGTGCC T AGA T CCGC T AC TGCC T A T - - - - - - - - - - - - - - - - - - - - - - - - - GAAGT T T AA T T CAA T - - - -
- - - - - - - - - - - - - - - - CCGT A T A T AA T A T T CCGT AA - - - - T AA T A T CAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCA T AGT C - - - - - - - - - - CCCA T AAA T T T A T T TGGT T C TGAAGCGCA T T TGT CCC T AAA T CCGCCAC TGA T CAA - T A T ACGT A T A T T T T T AA T ACCGA T T A T T T A T CA T CCA T CA - - -
C T AGT C T T T T AAAA - - - - TGC T A T AAA T T T T T T TGC T A - T AAGTGT CAGGGGCGGACA T A T T ACCGAGCAA T T CGGT ACGCCGCCC TGGGACCCAGAA T T - - - - - - - - - - CCCA T AAA TGT C T T T TGCCCCGAAGCCCA T T CGGT CC T AGA T CCGCCAC T C T T T AGAAA T T T C T A T AAAA T A T ACA T T CCAAAGC T C T AA T T T TGT - - - -
ACC T CA T T T TGAAA T - T T AAC T A T A T A T AA TGTGA T AAA T T AGACGCAGGGGAGGACA T ACCA T CGGGCA T T ACGGGGTGC TGCC T TGGGGCCCA T TGT C - - - - - - - - - - T T CACAAA T A T C T T C TGT CC TGAA T CC T A T T CGT CCC T AA - - - - - - - - - - GT T T T CAGA T T T T T AGACA T T T T AAA T A T T T T T T T T C T T A T - - - - - - - - -
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TE: rnd_5_family_8642.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: 202bp; fragments: 26; full length: 5 (>=181.8bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

50 100 150 200

8
10

12
14

16
18

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 50 100 150 200

0
50

10
0

15
0

20
0

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

No TE domain detected

After TEtrimmer 202 bp
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TE: rnd_5_family_8642.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: 502bp; fragments: 18; full length: 0 (>=451.8bp)

TE consensus (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_8642
 size: 197bp; fragments: 13; full length: 3 (>=177.3bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 197 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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