
Start crop Point End crop Point

MSA length = 1558
A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T AAA T A T A T A T ACAGGGTGT CGCAGAAA T CAGAGCAGA T T T T T T AAGGGGT AGT ACA T C TGGT - - - - - - - - - - CAGT T AAAA T A T C TGCAC T AA T T T C TGGGACAC TGTGT A T AA TGT CCA - - - - - - - - - A T TGT T T T AGAA T A T A T AA T AAAACAAA T AAAAAAAACA T A TG
GC TGT CA T A T C T AGTGGC T CCAC T A T T T A T TGC T T T AAAGA T ACA T A T ACAGGGTGT CCCAGAAA T AAGT ACAGA T A T A T T AAGTGGTGGT AGA T C TGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T AC T AAAC T CA T T T CC T AAGGGGT AAAA T T AA - - - - - - - - - - - - - - G
A T CGGGGAAAC T AACCCGAC T T - - - TGT T T T A T T T - - - - - - - AGGT A T ACAGAGTGT C T TGAAAA T AAGT A T AGA T A T T T T AAGGGGTGGT AGA T C TGGC - - - - - - - - - - CAGT T AAAA T A T C TGCAC T T A T T T C TGGGACACCC TGT A T AGAGT T T T T A T T A T AA T AAAA T T T T T CGA T A T AA TGTGAGAAAAA T T AAAAAAACA - - - A
TGCGAAA TGA T T C T T A T T A T TGA T - - - T A T TGTGT T AAAGGTGT AAA TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGT T AAAA T A T T TGCAC T T A T T T C TGGGACACCC TGT A T A T CGT CC - - - - - - - - - - TGT A T TGT T T T A T A T AAGAGT AA T CCAA - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T AA T ACAGGGTGT C T CAGAAA T AAGT ACAGA T A T T T T AAGAAGTGGT AGA T C TGGC - - - - - - - - - - - - A T T AAAA T A T C TGCAC T T A T T T C TGGGACA T CC TGT A T A T T AC T CA TGT TGT AA T AAA T C T A T C T AAGAAA T AA T AA T AACAA - - - - - - - - - - - - - - A
- T T AGAAA T T C T AGCAAAAA TGT T AAAAGT TGCGT T A - - - A T T CA T A T ACAGGGTGT CCCAGAAA T AAGTGCAAA T A T T T T AAGGGGCGA T AGA T C TGGT - - - - - - - - - - CAGT T AAAA T A T T TGCAC T T A T T T C TGGGACGCCC TGT A T A T T T C T CAAA T T A T AA T T T AAC T C T T CAACAAAGT T TGAAA T ACA T T CCAAAAGAAAACA
GT CCGT C TGT C TGT CAAGACCC T T ACGCGTGGAGC T AAAGA - T CA T A T ACAGGGTGT CCCA T AAA T AAGT ACAGA T ACA T T T AGGGGTGGT AGA T C TGGC - - - - - - - - - - T AGT T AAAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAAGT AC T AAAAAGAAAGAAAAAC T T AA T AAGAAAAC T TGCG
GT T AAAA T A T C TGT A T T T A T T T C T ACACCC TGT A T - - - - - - - A T A T ACA T AGGGTGT CCCAGAAA T AAGT ACAGGT A T CC T AAGGGGTGGT AGA T C TGGA - - - - - - - - - - CAGT T AAAA T A T C TGCAC T T A T T T C TGGGACACCC TGT A T AA T T CCCA T A - - - - - - - AAAA T TGT CAGA TGTGGTGT AAAACCAA T T AAAAAAACA T AC T
GT T AAAA T A T C TGT A T T T A T T T C T ACACCC TGT A T - - - - - - - A T A T ACA T AGGGT A T CCCAGAAA T AAGT ACAGA T A T T C T AAGGGGTGGCAGA T C TGGA - - - - - - - - - - CAGT T AAAA T A T C TGCAC T T A T T T C TGGGACACCC TGT A T AA T T CCCA T A - - - - - - - AAAA T TGT CAGA TGTGGTGT AAAACCAA T T AAAAAAACA T AC T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAC - - - T A T ACAGGGTGT CCCAGAAA T AAGAGCAAA T A T T T T AAGGGGT CGT A T A T C TGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGA T AA T A T AC T T AC TGGAGAAAGCC T T T T ACGCG - - - - - - - - - - - - - - T
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TE: rnd_4_family_3287.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: 1558bp; fragments: 15311; full length: 23 (>=1402.2bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500

20
00

40
00

60
00

80
00

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 500 1000 1500

0
50

0
10

00
15

00

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 500 1000 1500

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1558 bp
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TE: rnd_4_family_3287.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: 1876bp; fragments: 15023; full length: 0 (>=1688.4bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_3287

 size: 565bp; fragments: 1267; full length: 1 (>=508.5bp)
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After TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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