
Start crop Point End crop Point

MSA length = 1032
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 A T A T A T A T A T A T A T AAAGAAAAGA TGT T A T CGTGGGAC T A T AA T AAAAAAGAAGAA TGAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T AA TGAAC T ACGC T T CAAA TGA T AC TGA T 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 A T A T A T A T A T A T A T A T AAAGAAAAGA TGT T A T CGTGGGAC T A T A - A T AAAAAGAAGAAAGAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T A T A T A T A T ACA 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 - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T A T - - - - - - - AGAAAGAA T T - - - - - - - - - - T CGCAAGCGT T AC T ACCAAAAAACCGC TGCGGAGGT AC T T C T ACA T ACC T CGCCGC T A T CACC T T AGCCCAGAGAAAACAA T AAAGAAAGA TGT A T CGTG
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 A T A TGT A T A T A T A T AAAGAAAAGA TGT T A T CGTGGGAC T A T AA T AAAAAAGAAGAA TGAAA T - - - - - - - - - - T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TG - AGC T AC TGC T T AACCAGGT TGCAAA TGG - - - - - - - - - - - - - - - - - - -
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 A T A T A T A T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T A T AAAAAGAAGAAAGAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACAAC T C T CAA T T CACCCA T TGGGAGT CAGTGGCGAAAGGCGT T A T T T A
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 A T A T A T A T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T A T A T AAAGAAGAAAGAA T T - - - - - - - - - - T CGCAAGCGT T AC T ACCAAAAAACCGC TGCGGAGGT AC T T C T ACA T ACC T CGCCGC T A T CACC T T AGCCCAGAGAAAACAA T AAAGAAAGA TGT A T CGTG
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 A T A T A T A T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T A T AAAAAGAAGAAAGAA T T - - - - - - - - - - T CGCAAGCGT T AC T ACCAAAAAACCGC TGCGGAGGT AC T T C T ACA T ACC T CGCCGC T A T CACC T T AGCCCAGAGAAAACAA T AAAGAAAGA TGT A T CGTG
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 A T A T A T A T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T A T A T A T A T AAGAAAGAA T T - - - - - - - - - - T CGCAAGCGT T AC T ACCAAAAAACCGC T T CGT AAAAACC TGT A T A T A T T T AA T TGT T T T T ACA T T A T T CGA T AGAAAA TGA - - - - - - - - - - - - CAC T C TG
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 A T A T A T A T A T A T A T AAAGAAAAGA TGT T A T CGTGGGAC T A T A - A T AAAAAGAAGAAAGAA T 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 A T A T A T A T A T A T A T A T AAAGAAAAGA TGT T A T CGTGGGAC T A T AA T AAAAAAGAAGAA TGAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T T T CAAA TGA TGCA T T CAAAAA T A T T CAAA - - - - - - - - - T T T T C
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 A T A T A T A T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T A T A T AAAGAAGAAAGAA T T - - - - - - - - - - T CGCAAGCGT T AC T ACCAAAAAACCGC TGCGGAGGT AC T T C T ACA T ACC T CGCCGC T A T CACC T T AGCCCAGAGAAAACAA T AAAGAAAGA TGT A T CGTG
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 A T A T A T A T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A - - - - - AAAGAAGAA TGCAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T T T T ACCA T T T T T A T A TGCGGAAAA T CCC TGAA TGGGA T T T T C T A T A
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TE: rnd_1_family_356.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa

 size: 1032bp; fragments: 5113; full length: 0 (>=928.8bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1032 bp
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TE: rnd_1_family_356.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa

 size: 1333bp; fragments: 4080; full length: 0 (>=1199.7bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_356

 size: 483bp; fragments: 2090; full length: 72 (>=434.7bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

100 200 300 400

50
0

10
00

15
00

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 100 200 300 400

0
10

0
20

0
30

0
40

0

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 100 200 300 400

TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 483 bp



0 200 400 600 800 1000

ORF1

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



0 100 200 300 400

ORF1

ORF5

ORF4

ORF3

ORF2

Before TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



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

TE consensus after TEtrimmer (bp)
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