
Start crop Point End crop Point

MSA length = 1006
T ACGC T T AGCA T AAAAGT ACGAAAA T A T A T T A T AGACA - T T AA T T ACA T ACA T AGA T AAAAGAC T T A T AA T C T T AAA T AGA T AGGCAAC T T A T AA T ACA T - - - - - - - - - - AAAAAC T A T T T T AAA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCA TGA T A TGAC T T AAA T A T T T T T A T A - - - T A T T TGGAA TGT T T - AAAAAAA T T T
GAC T T T T CCAC T AA T T A T AC T CAAAA T T TGCAAAAA T AG - - - - - - - TGACCA T AGA T AAAAGAC T T ACAA T A T T AAA T AGA T AGGCAAC T T A T AA T ACA T - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCA TGCC - - - - CGTGACGAA T TGGT T AGA T AGT T T A T TGT T T T AGAGT AGAA T T T
CAAACAA T AAGTGGGCGAC T AAAAAA TGACCGT - - A T T - T TGGT TGGAACCA T AGA T AAAA T AC T T A T AA T A T T AAA T AGA T AGGCAAC T T A T AA T ACA T - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T T CCAGCCA TGGGT TGAAA TGA T CA T A TGGT T A - - - AC TGT AAGA TGA T T AAAAAAAA T - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T A T AACCCA T AGA T AAAAGAC T T A T AA T A T T AAA T AGA T AGGCAAC T T A T AA T ACA T - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT T A T T T CCA T T AAAGT T T CCCAGCCA TGT T A T AACC T AAGAAA - - - - - - - - - - - A T T TGCGGTGAA T - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGTGC TGT T T CA T AGA T AAAAGAC T T A T AA T A T T AAA T TGA T AGGAAAC T T A T AA T ACA T - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCGTGGT T TGT AC T AAACAC T A T AC T AGGCCA T T TGAGAGGT T T AAAGA TGACA T
C TGGGT TGGCGT TGGT T T CGAGT AA T T TGACAAAA - - - - - AGC TGT C T C T CGT AGA T AAAAGAC T T A T AA T A T T AAA T AGA T AGGCAAC T T A T AA T ACA T - - - - - - - - - - AAAAA T T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCA TGC T - - - - - - - - - - - - - T T AGT TG - - - AGT T T TGAGT CAA T - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T CA T A T CCA T AGA T AAAAGAC T T A T AA TGT T AAA T AGA T AGGCAAC T T A T AA T ACA T - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCA TGA T - - - - - - - - - - - - - A T A T C T A - - - CGT T T C T TGT T T T T - - - - - - - - - - -
T AAGC T T AAA - - - GT T T CACACAAAA T T AA T T T AAAGGA - - AGT AA TGCC T A T AGA T AAAAGAC T T A T AA T A T T AAA T AGA T AGGCAAC T T A T AA T ACA T - - - - - - - - - - AAAAAC T A T T T T T AA T AAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCA TGGT - - - - AA TGACAA T - - - GT CAAA - - - - - - - - - - - - - - - - - A T AGA T A T T
T AA T T AGT T AAC T ACACC T T AA T CA TGT AACAAAAA - - - - AGGT TGT TGT CA T AGA T AAAAGAC T T ACAA T A T T AAA T AGA T AGGCAAC T T A T AA T ACA T - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCA TGGT CAACA T T AACCGC - - - - - - - - - - CGTGT C T C T CGAC T T AGCAGA T T T C
TGCC TGCGAAGCA T T T T T CCGGA TGT T CGT T T T AG - - - A T A TGT CGTGA T CA T AGA T AAGAGAC - - A T AA T A T T AAA T AGA T AGGCAAC T T A T AA T ACA T - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCA TGGT ACAAAA TGCCCACGAGGC T A - - - GA T T T AGT T TGGT T - - - - - - - - - - -
T C TGCGAAAAAA TGA TGA TGAAACAGT T T C TGT A - A T AA T T AGT CAACA T CA T AGA T AAAAGAC T T A T AA T A T T AAA T AGA T AGGCAAC T T A T AA TGCA T - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCA TGGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T AGA T AAAAGAC T T A T AA T A T T AAA T AGA T AGGCAAC T T A T AA T ACA T - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCA TGGT ACA TGC TGAC T AAA T AGT T AGA T AA T T TGAAA TGT T T AAAGAAGA T T T
CAGGT T C T TGTGT T C TGT T T AGT TGGT T T CCACAAGT AA T ACC T T C T AACCA T AGA T AAAAGAC T T A T AA T A T T AAA T AGA T AGGCAAC T T A T AA T ACA T - - - - - - - - - - AAAAAC T A T T T T T AA T AAAC TGT CA T T T C T A T T T AAGT T T CCCAGCCA TGC T - - - - T C T AACCA T TGGGC TGGA T AGAGT AGGAGGAC T - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT C T ACC T CA T AGA T AAAAGAC T T A T AA - GT T AAA T AGA T AGGCAAC T T A T AA T ACA T - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCC TGCCA TGGT C T ACC T CGAGT ACC T ACC T AGA T TGT C T A TGGTGAGT AAACGAAACCC
ACAAC T A T CAGT AGT AGAA T AAA T AA T AAA T AA - - A T - - - - AGT AAAGACCA T AGA T AAAAGAC T T A T AA T A T T AAA T AGA T AGGCAAC T T A T AA T ACA T - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCA TGGT AAAGAC TGACAAA T CCACAA - - - AA T T T CAAA TGTGT AAACAGAAC - -
T AAA T T CAACGT T AGC T C TGAGAGA T T TGA TGCGAA T A - - - - - - - - GGAACA T AGA T AAAAGAC T T A T AA T A T T AAA T AGA T AGGCAAC T T A T AA T ACA T - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCA TGT AA TGGAACAAACGT T ACGT CA - - - - - - - - - - - - - - - - - - AAAA TGAC T T
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TE: rnd_1_family_475.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: 1006bp; fragments: 1841; full length: 523 (>=905.4bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800 1000

80
0

90
0

10
00

11
00

12
00

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 200 400 600 800 1000

0
20

0
40

0
60

0
80

0
10

00

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

No TE domain detected

After TEtrimmer 1006 bp
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TE: rnd_1_family_475.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_rc.fa
 size: 1306bp; fragments: 1839; full length: 0 (>=1175.4bp)

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_1_family_475
 size: 1001bp; fragments: 1764; full length: 524 (>=900.9bp)
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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 1001 bp
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After TEtrimmer ORF and PFAM domain plot
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PFAM domains



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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