
Start crop Point End crop Point

MSA length = 660
C T CA T T T ACGCCGGT CGAGGCCGGA TGAGA T CGGA T A T C T CGT - - GAGT AAAGGT AGT T T C T CA TGAGCGCGGAAAAGCGAAA T T T CGCC T AAA T T T C T T - - - - - - - - - - GACA T T T A - - - - - - - - GT T CCGCAA T T T CGCGC TGGTGAGT AACCACC T T AAGAGT CGAACGC T TGGC TGAGGACCGT AGT T CGGA T T T CGCGT A T CCCG
T T T AACAGCGCCGC T CCAGGCCC TGC T CCAACCCC TGT TGC TGT AGCA T T AAGGT AGT T CC T CACGAGCGCGGAAAAGCGAAA T T T CGCC T AAA T T T C T T - - - - - - - - - - GACA T T CA - - - - - - - - GT CCCGCAA T T CCGCGC T CGTGAGGAAC T ACC T T T AGT A T ACC - - - - - GGC T T T AACC T A T AAGA T A T AACA T AC TGT T CCC TG
GGT AGA TGCACC T TGC T AGTGT T T CGA TGT TGC T A T A T T AAAC - AGT C T AAAGGTGGT T CC T CA TGAGTGCGAAAAGGCGAAA T T CCGCC T AAA T T T C T T - - - - - - - - - - AACA T T T - - - - - - - - AGT T CCGCAA T T CCGCGC T CA TGAGGAAC T ACC T T AAGAAGA T A - - - - - - A T T T T A T T AGTGAAAA T AC T ACA T AA T CC T T - - CA
CA T AAAA T CAACAACGACGACGCAGGACGGA TGCA TGT AAACC - - CCAC T AAGGTGGT T CC T CACGAGCGCGGAAAAGCGAAA T T T CACC T AAA T T T C T T - - - - - - - - - - GACA T T CAGT T CCGCAA T T CCGCAA T T CCGCGC T CGTGAGGAACCACC T T AAC T CCAA T - - - - - CGGA T - - - - - - - - - - GACA TGACAGT T C T T T T CA T T
AAAA T ACACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT C T T AAGGTGGT T CC T CACGAGCGCGG - AAAGCAAAA T T T CGCC T AAA T T T C T T - - - - - - - - - - GACA T T T AGT T CCGCAA T T CCGCAA T T CCGCGC T CGTGAGGAACCAC T T T T AA T A TGCAACGC T A TGGTGA T A T CCAAAGA T CCAA T A TGA TGCA - GC TG
- - - - - - - - - - - - - - - T AAC T AC T T AGGCCGACCCGCC T AA T T T - AGAGACCAGC T AGT T CC T CACGAGCGCGGAAAAGCGAAA T T T CACC T AAA T T T C T T - - - - - - - - - - GACA T T T A - - - - - - - - C T T CCGCAA T T CCGCGC T CGTGAGGAACCACCC T - - - - - - - - - - CGT TGT A T T AA T AA T CA TGA TGT C T T CGT CA T C TG - - - - -
CAAAA T AACGACG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T T AAGGTGGT T C T T CACGAGCGCGG - AAAGCGAAA T T T CGCC T AAA T T T C T T - - - - - - - - - - GA T A T T T AGT T C TGCAGT T CCGCAA T T CCGCGC T CGTGAGGAACCACC T T T A T A T TGGT - - - - - GAAA T CAAGGGTGAAAA T T T AAAGGAAAGT T ACC T T
TGAAA T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAGGT AGT T CC T CACGAGCGCGGAAAAGCGAAA T T T CGCC T AAA T T T C T T - - - - - - - - - - GACA T T T AC T T CCGCAA T T T CGCAA T T CCGCGC T CGTGAGGAAC T ACC T T T AAGGTGGT ACGC TGAAC T AAA TGT CAAA T T AA T T T CGCGGCGT T T AC T T
TGA T A T AACGGCGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AGT AAAGGTGGT T CC T CACGAGCGCG - - - - - - - - AAA T T T TGCGT AAA T T T C T T - - - - - - - - - - GACA T T T AGT T T CA T A T T T CCGCAA T T CCGCGC T TGTGAGGAACCACC T T AAA T C T CGA T CACCAAAGTGA T A T T T T TGGAGC T T AC T CAACGGG - - - - -
CGAGAACGAA T T AC T CCAGACAGCCGAC TGACGT T T A T T T T CGT AGAGT AAAGGTGGT T CC T CACGAGCGCGGAAAAGCGAAA T T T CGCC T AAA T T T C T T - - - - - - - - - - GACA T T T AGT T CCGCAA T T CCGCAA T T T CGCGC T CGTGAGGAACCACC T T AAA - - - - - - - - - - - GGGT T CA T CA T CAC TGACAA T AC T C T A T A T A - - - T T
TGAAGCCGCGCCGC T T T AAACCACC T A T AAAACCACC T CA T C T T AGCC T T AAGGTGGT T CC T CACGAGCGCGGAAAAGCGAAA T T T CGCC T AAA T T T C T T - - - - - - - - - - GACA T T CAC T T CCGCAGT T CCGCAA T T CCGCGC T CGTGAGGAACCACC T T AAAAGT AGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
TGGCACGT AGGCGC - - GAA T T T CCA T T CGTGCCCA T C T CCCAC T ACCGT T AAGGT AGT T T C T CA TGAGCGCGGAAAAGCGAAA T T T CACC T AAA T T T C T T - - - - - - - - - - GACA T T T AGT T CCGCAA T T CCGCAA T T CCGCGC T CGTGAGGAACCACC T T T AAGGTGA T - CGCAAAA T T - - T CGCCAAA T T T C T T ACA T T ACAC T T C T T T
GAGAA TGA TGT CAAGCCAGGGCCCAAA T T C TGGAAC T T AGAAACAC T T T T AAGGTGGT T CC T CACGAACGCGGAAAAGCGAAA T T T CGT C T AAA T T CC T T - - - - - - - - - - GACA T T T AGT T CCGCAA T T CCGCAA T T CCGCGC T CGTGAGGAACCACC T T T AG - - - - - - A T AC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C T CA T T CACGCCGGT CGAGGC TGGA TGAGA T CGGA T A T C T CA T - - GAGT AAAGGTGGT T CC T CACGAGCGCGGAAAAGCGAAA T T T CGT C T AAA T T T C T T - - - - - - - - - - GACA T T CAGT T CCGCAA T T CCGCAA T CCCGCGC T T A TGAGGAACCACC T T AAGAGTGGA - C - - - AGGACGCGCAC TGAGGCCGACCCGT CGGC T T - - - - -
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 size: 660bp; fragments: 653; full length: 215 (>=594bp)
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 size: 960bp; fragments: 638; full length: 0 (>=864bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800

0
10

0
20

0
30

0
40

0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 200 400 600 800

0
20

0
40

0
60

0
80

0

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 200 400 600 800

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries



0 100 200 300 400 500 600

0
5

10
15

20
TE: rnd_4_family_205

 size: 676bp; fragments: 643; full length: 214 (>=608.4bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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