
Start crop Point End crop Point

MSA length = 2217
- - - - - T A T CA T TGAA T T T T AAAGAGA T AGT T T AAA T AA T A T CAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGTGT C T T A TGCAAGA T T T T T CCCC T CA T CC T CAAAAAAAAAAGAA - - - - - - - CCA T T T AAAAAAAAGGC T T A T T T T T T CGT A T T AA T T A T AA T T T TGC
- - - - - T A T TGT T TGAAA T TGAG - - - - - - - - - - - - ACACAAACCA T AA - - - A TGCAA T C T CCCAC T ACC TGT A T AA - AGACGCGT T A T AC T AGCAGTGT C T - - - - - - - - - - CGGTGT C T T A TGCAAGA T T T T T CCCC T CC T CC T T AAAAAAAAAG - - - - - T T T T T T T T C T CGAAAAA T - T A T T T T T T T T C T CAAAACGGT T AA TGT T A - - -
ACAA - - T T T T T CCGGAGT T AAA T AGA T AA T T T A - A T A T C T T CAAAAA - - - GTGC T ACCCC T AGACAAC T AGACGAAAGACA T A T A T CAC - - - - - - - - - - - - - - - - - - - - - CGGTGT C T T A TGCAAGA T T T T T CCCC T CC T CC T CAAAAAAAAAA - - - - - - - - - - - - - - - - - - - - - - - - T ACA T A T T AGT A T A T ACCGGGT AAA T T - - - - -
- - - - - A T T TGT T T T T AAC T AAA T T AGC T T TGGAAC T CCAA T TGGCAG - - - - - - - - A T C T CCCAC T ACC TGT A T AAAAGACGCGT T A T AC T AACAGTGT C T - - - - - - - - - - CGGTGT C T T A TGCAAGA T T T T T CCCC T CC T C - - - AAAAAAAAAA - - - - - - - - - - - - - - - TGAAAAAAGCGC T T A T A T A T T TGT AA T AA T TGA TGCC - - - -
ACGA T T T T TGC T T AGAA T TGAAGGAAGAA T TGA - A T ACAAGCAA T A T - - - A TGGACCA T T T AAGAACC TGT A T AAAAGACGT T T AAAAC T CGT AAC T C T T - - - - - - - - - - CGGTGT C T T A TGCAAGA T T T T T CCCC T CC T T C T CAAAAAAAAAAAAA T CA T T A T CCA T T TGA T AA T CA T AACAA T AA T T T AACCGTGGT CAGT T T T - - - -
ACGA T T A T AGA T C TGAGT TGACAAA T CGA TGC - - - - - CAAAGAAAAACC T A TGCAA T C T CCCAC T ACC TGT A T AAAAGACGCGT T A T AC T AGCAGTGT C T - - - - - - - - - - CGGTGT C T T A TGCAAGA T T T T T CCCC T CC T CCCCAACAAAAAAA - - - - - T T AACGA TGC TGT AGA T A - - - - - - - - - TGGT AGAAAAGGC T T T AA T TGCAA
GTGGT A T T T T T T T AAAA T T T T T AACCCCGT CC - - - - - - - - - - - - - - - CCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGTGT C T T A TGCAA T A T T T T T CCCC T CC T CC T CAA T AAAAAAA - - - - - T T TGAA TGAA T T AAAAAA - T ACC TGT T CGGC T AAAAA T A T T CAGGT T T T CA
- - - - - T T T T A T T CAAGCGCGACAAAA T CA T TGA - A T A T T AGT AAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGTGT C T T A TGCAAGA T T T T T CCCC T CCACC T CAAAAAAAAAAAAA TGT T T AAGT AGAGA T AGAAAA T AC T T A T ACGT T TGCA T A T T T CAAAGC TGT TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGTGT C T T A TGCAAGA T T T T T CCCC T CC T CC T CGAGAGAAAAAAAA T C T T T A T T T T T T TGA T AA - - A T A T T T A T T AAAC T A T TGT AGGT AAA T C T AAGA
- - - - - T T T AAA T AAAAA T TGAGGGA TGGT T T CAGA TGA T T T CGAAAACC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGTGT C T T A TGCAAGA T T T T T CCCC T CC T CA T CAAAAAAAA T A - - - - - T ACAGC T CA T T ACAAACA - - - - - - - - - T ACAGTGA T T T ACAGT AA T T T T A T
- - - - - T CC TGC T T AC TGGTGGAGCGAAGA - - - - - - - - - - - - - - - - - - - - - A TGCAA T C T CCCAC T ACC TGT A T AAAAGACGCGT T A T AC T AGCAGTGT C T - - - - - - - - - - CGGTGT C T T A TGGAAGA T T T T T CCCC T CC T CC T CAAAAAAAAAA - A T CC TGT ACC T A T T CGT AAA T T - T AA T T A T T T T ACC T CAA T AGGAAAAA T AC T AA
- - - - - T T T CA T T T AA TGC T T AG - - - - - - - - - - - AACACAACCGACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT TGT C T T A TGCAAGA T T T T T CCCC T - - - - - T CAAAAAAAAAAAAA T C - - - - - - - - - - - - - - - - - - - T AGT T T T CCA T ACAA TGTGGT T C T A T C T T T A -
ACGAAGT CAA T T CGAAA T TGACAAA T CGA TGC - - - - - CAAAGAAAAACC T A TGCAA T C T CCCAC T ACC TGT A T AAAAGACGCGT T A T AC T AGCAGTGT C T - - - - - - - - - - CGGTGT C T T A T ACAAGA T T T T T T CCC T CC T CC T C - AAAAAAAAA - - - - - T CGAAA T TGGT CAAAGAA - - - - - - - - - TGCC T AGA TGAACAA TGC T T TGGA
- - - - - T T T AA T C T T AAA T CCAACAAAAAA T CCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGTGT C T T A TGCAAGA T T T T T CCCC T CC T C T AAAAAAAAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGACGCGGC T AA T T ACAA T CGCAA
ACGA T A T CAA T T CGAAA T TGGT CAAAGAA TGCAAA T ACAAAGAAAAACC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGTGT C T T A TGCAAGA T T T T T CCCC T CC T CA T C - AAAAAAAAA - - - - - C T AAAA T - - - T CCAAACA - - - - - - - - - CACC TGC T T TGA T T AAGGC T TGAC
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 size: 2217bp; fragments: 350; full length: 22 (>=1995.3bp)
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 size: 2538bp; fragments: 350; full length: 0 (>=2284.2bp)
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 size: 1736bp; fragments: 165; full length: 14 (>=1562.4bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500

0
50

10
0

15
0

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

Before TEtrimmer 1736 bp



0 250 500 750 1000 1250 1500 1750 2000

ORF1

ORF5

ORF2

ORF4 ORF3

RVT_1 zf

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



0 200 400 600 800 1000 1200 1400 1600

ORF1

ORF15

ORF14

ORF2

ORF13

ORF12

ORF3

ORF4

ORF6

ORF11

ORF10

ORF5

ORF7

ORF9

ORF8

RVT_1

RVT_1

Before TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



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

TE consensus after TEtrimmer (bp)

T
E

 c
on

se
ns

us
 b

ef
or

e 
T

E
tr

im
m

er
 (

bp
)

0 500 1000 1500 2000
0

200

400

600

800

1000

1200

1400

1600


