
Start crop Point End crop Point

MSA length = 1389
T C T T C TGAAGGA - - - - - - T CGCGACACACGA T CA T T T AGT T TGGAGCGT CGCACAGTGGA T CAAACCAA TGCAA T A TGC TGGACA T T CAGCAA T T A TGCA - - - - - - - - - - T T CGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CAAAA T T A T CCAAA T CAGACCAA T AGT T T - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGCCGCCGCACAGTGGA T CGACCCAA TGCAA T A TGC TGGACA T T CAGCAA T T A T - - - - - - - - - - - - - TGAGT T C T TGGAAAAA T CAAA T T TGGGA T AAAA T T AAA T A T T CA T TGT T T - - - - - - - GAGC TGGAGT A T A TGGAA T AAGA T T A T CC T T T AAA T ACCCAA -
T CCAGCAA TGAA T AAC T T CCGCAACGT CCGT T CA T T T AGT T CGAGACGGGGCACAGTGGA T CGACCCAA TGCAA T ACGC TGGACGT T CAGCAA T T A T A T A - - - - - - - - - - TGAGT T C T CGGAAAAA T T AAA T T TGGAA T AAAA T T AAA T A T TGGT CGT T T C T T T AA TGA T CAAAA T T AA T T AAA T CAGACCAA T AGT TGT AAAACAAAAC
TGTGCCAA TGAA T AAGGT CCA T A T T AAC T T A T CA T - - - - - - - GGACCGCCGCACAGTGT A T CCACCCAA TGCAA T A TGC TGGACAA T CAGCAA T T A TGCA - - - - - - - - - - TGAGT T C T TGAAAAAA T CAAA T T TGGGA T AAAA T T AAA T A T TGGT CGT T T C T T T AA TGA T CAAAA T T A T CCAAA T CAGACCAA T AGT T C T AAAGCAAAAC
T T CAAAAA TGAG - - AGT T T CGCA T TGCCGAA T CA TGCGG - - - GGTGT ACCGCA T CGCGGAGCGGCGCAA TGCAA T A TGC TGGACGT T T T ACAGT T A TGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT A T AA TGA T C T T AGT TGT T CAAC T T AAGT T AA T CAACCAAAA T CGT AAC
T CCAGCAA TGAA T AAC T T CCGCAACGT CCGT T CA T T T AGT T CGAGACGGGGCACAGTGGA T CAACCCAA TGCAA T ACGC TGGACGT T CAGCAA T T A T A T A - - - - - - - - - - TGAGT T C T TGGAAAAA T CAAA T T TGGGA T AAAA T T AAA T A T TGGT CGT T T C T T T AA TGA T CAAAA T T AA T T AAA T CAGACCAA T AGT TGT AAAACAAAAC
T AAAGT A T T AGA T AGGAGC T AAAACA T A T AC - - - - - - - - TGTGCA T CAGCGCACAGTGGA T CGACCCAA TGCAA T A T T T T - - - - - - - CGGCAA T T A TGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T T AA T C T T T T T A T A T T CAAAGC T A T AGC T C T AGCA TGT T A -
T T T AC T AA T - - - T AAGA - - - - - A T T AA T TGAACA T T T AG - AAGGAACGGC - - - - - - - - - - - - GACCCAA TGCAA T A T A T A T TGCA T T CAGT AA T T A TGCA - - - - - - - - - - TGAGT T C T TGGAAAAA T CAAA T T TGGGA T AAAA T T AAA T A T TGGT CGT T T C T T - - - - - - T CAAAA T T A T CCAAA T CAGACCAA T AGT T C T AAAACAAAAC
T C T AA T AAAGAC T AACGT CCGT T T T AA T TGA - - - - - - - - C T T T C T T CGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T C T A T T A T AGACA T T A T CCAGGCCGAAACAGAAGC T CAGCAGT C TGA -
T A TGA TGGAGGA - - - - - - - - A T A TGACCCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACCCAA TGCAA T A TGC TGGACA T T CAGCAA T T A TGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T CGCACCCGT T CGA T TGGAGT CGAGA T CGCGGGGA T T CGA -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACCC T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AA T CAA T AACA TGTGAGT AAAAAAAGTGAACC TGAAGT A TG - -
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TE: rnd_5_family_4651.fasta.b.bed_uf.bed_g_2.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: 1389bp; fragments: 1822; full length: 13 (>=1250.1bp)
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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

After TEtrimmer 1389 bp
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TE: rnd_5_family_4651.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1733bp; fragments: 1597; full length: 0 (>=1559.7bp)
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TE consensus genomic coverage plot (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_4651
 size: 947bp; fragments: 4551; full length: 44 (>=852.3bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800

50
0

10
00

15
00

20
00

25
00

30
00

35
00
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 947 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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