
Start crop Point End crop Point

MSA length = 3920
AAAGA T ACC - T T AGT A T CAGTGAAAAACA T AA T AAAAAACAA - - - - - - - - AGAAGAGCACA T CA T AAGAAAA T AAAAGCACGAAAGACGGAAA T T AAA T T - - - - - - - - - - A T C T A T - - - - - AAAAAAAA TGGC T A TGGACCACCAGGGCCAGAAA TGGT AGT T T T T T TGT AGGT TGT T T T T CAGGT AGAAACA T CA TGACAGAGCA T CAG
AAAGA T ACC - T T AGT A T CAGTGAAAAACA T AA T AAAAAACAA - - - - - - - - AGAAGAGCACA T CA T AAGAAAA T AAAAGCACGAAAGACGGCAA T T T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T CAC T CGGAAGT CGT AC T AC - - - T AGAGT AACCC TGA T AGCCCA - - - -
CGAAACA T CA T TGGGAGTGT AGT CGAGT AGAA T AA T T T ACAAGA T T AGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T C T A T - - - AAAAAAAAAA TGGC T A TGGACCACAGGTGC TGGT AA TGGT A T CGAC T CCC T CCAGCA T T T C T TGGGT ACAAGGA T A T A TGCAGAAC T CAAG
AAAAGT AACC T AGGT CA T A T AA T AAGC T A T AA T T AGGAA TGGAA T T AA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T C T A T AAAAAAAAAAAAA TGGC T A - - - - - - - CCAGGGCCAGAAA TGGT AGT T T T T T TGT AGGT TGT T T T T CAGGT AGAAAAA T CA TGACAGAGCA T CA T
AA T AAAA T T C T CAA T CA T TGTGCAAAC T T CAA T - - - - AC T AAAA T T AGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T C T A T AAAAAAAAA TGC T TGGGTGT A T T T C T - - - - - - - - - - - - - - - - - - GT T T T TGCAGAAA T A T A T T T T T A T C TGA T T T AA T C T A T A T A T T T T A T AGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T C T A T AAAAAAAAAAAAA TGGC T A TGGACCACCAGGGCCAGAAA TGGT AG - T T T T T TGT AGGT TGT T T T T CAGGT AGAAACA T T A TGACAGAGCA T CA T
AGTGA T A T CC T TGA T CCGAGT T T AAA - - - - - - - - GGT A T TGT AA T T AGTGAC TGAAGTGC T ACC T AAGAAAA T AAAAGCACGAAAGACGGCAA T T T AA T T - - - - - - - - - - A T C T A T AAAAAAAAAAAAA TGGC T A TGGACCACCAGGGCCAGAAA TGGGAGT T T T T - TGT AGGT TGT T T T T CAGGT AGAAACA T CA TGACAGAGCA T CA T
T AC TGCC T CCA TGT T T C TGC T CCA T A - - - - - - - - - - - - - - - - AA T T AGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T C T A T AAAAAAAAAAAAA TGGT T A - - - - - - - - - - - - - - - - - - - - - - - - - A TGT T TGT A T CA T AA T T T C T - - - - - AAAAAA T A T CAAGT T AC TGGA T T AA
AAAGA T ACC - T T AGT A T CAGTGAAAAACA T AA T AAAAAACAA - - - - - - - - AGAAGAGCACA T CA T AAGAAAA T AAAAGCACGAAAGACGGCAA T T T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT T T T CAGT AAAAA T C T T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAAGA T ACC - T T AGCA T CAGTGA T AAACA T AA T AAAAAA T A T - - - - - - - - AGAAGAGCACA T CA T AAGAAAA T AAAAGCACGAAAGGCGGCAA T T T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T TGTGT AA T CGA T T T T T - - - - GCCAAAAACCAAAACC TGAGAC T AG
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 size: 3920bp; fragments: 287; full length: 3 (>=3528bp)
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 size: 4251bp; fragments: 287; full length: 1 (>=3825.9bp)
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TE: rnd_5_family_240
 size: 1837bp; fragments: 53; full length: 2 (>=1653.3bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500

10
15

20
25

30
35

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 1837 bp



0 500 1000 1500 2000 2500 3000 3500

ORF2

ORF12

ORF1 ORF11

ORF5

ORF10

ORF3 ORF9

ORF4

ORF8 ORF7

ORF6

zf Exo_endo_phos_2 RVT_1

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



0 250 500 750 1000 1250 1500 1750

ORF14

ORF1

ORF13

ORF12

ORF11

ORF10

ORF2

ORF9

ORF3

ORF8

ORF7

ORF6

ORF4

ORF5

zf Exo_endo_phos_2

Before TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



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

TE consensus after TEtrimmer (bp)
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