
Start crop Point End crop Point

MSA length = 1347
AGGGCAC T AC TGAG - - - - - - - - - - - - - - - - - - - - - - - AGCC T A - - - - - - - - AAAGCGCA T T C T CACGAC TGA TGT AC T TGACAAACA T T TGT T A T TGGAA - - - - - - - - - - T AC T TGCCAAGT AGACGAGT CGTGGGAGTGCGCC T T AAGA T T T C - - - - - - - - - - - - - - - A T CC T TGTGAAAA T ACGT T A TGT CAGA T CGC T C TG - - - - - -
GT T TGTGT T T T ACA - - - T T T TGAAC TGTGAC T A - - - - - - - - - - - - - - - - - - AAGGCGCA T T C T CACGAC T CGTGT AC T TGACAAACA T T TGT T A T TGGAA - - - - - - - - - - TGC T TGCCAAC T AGACGAGT CGTGAGAGTGCGCC T T AAGTGC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GTGT AC T TGACAAA - - - - - - - CA T T T T T TGT T A T TGGAA T A T AC T - - GGGT AAGGCGCA T T C T CACGAC T CGTGT AC T TGT CAAA T A T T T T T T A TGAGAA - - - - - - - - - - T AC T TGCCAAGT AGACGAGT CGTGTGAGTGCGCC T T CAA T CA T T - - - - - - - - - - - GT TGA T TGT T CCGT A T T TGT A T T TGA T A TGAGT A - - - - - - - - - AA
GAA T A T T T T C TGAGAA T T T T T CA T C T T TGAC T CGT C TGGCGTGCC T A TGC T AAGGGGCA T T C T CACGAC T CGTGT AC T TGACAAACA T T TGT T A T TGGAA - - - - - - - - - - T AC T TGCCAAGT AGACGAGT CGTGAGAGTGCGCC T T T ACAGA TGT A T CCA - - - - - - - CAA T T C T CAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - A - A T T T A T CGGT AGTGA T T T CGT TGC T T T T T CGA T AC T AAGGCGCA T T C T CACGAC T CGTGT AC T TGACAAACA - - - - - - - - - - - - - - - - - - - - - - - T AC T TGCCAAGT AGACGAGT CGTGAGAGTGCGCC T T T A T AGA T CGC T T T AACAA TGGGGT T TGGCAAAAGT AAGT A T C TGAGACAGT T T T ACAGA T A TGC
- - - TGT T T CC TGA T AGT T T A T CGA TGT TGC TGT A T TGAAAACA T C T A TG - - AAGGGGCA T T C T CACGAC T CGTGT AC T T CACAAACA T T TGT T A T TGGAA - - - - - - - - - - T AC T TGCCAAGT AGACGAGT CGTGAGAGTGCGCC T T AAGG - - - - - - - - - - - - - - - - - - - - - - - - CGACA T C T T CAA T T AAGCGT T A T T A TGT AAAAC - - -
- - - - - - - - - - - - - - - - - - - AC TGT CAGGGA T CC T CCCA T TGGACA T A T - - T AAGGTGCA T T CCCACGAC TGA TGT AC T TGACAAACA T T TGT T A T TGGAA - - - - - - - - - - T AC T TGCCAAGT AGACGAGT CGTGAGAGTGCACC T T AAGGCC - - - - - - - - - - - - - GAAGT T CAACACAAGGT T C TGTGAGAAA - - - - - - - - - - - - - - - - -
- - - T T T C TGT T T CAAA T T T AACAA T T A T T A T T C T CA T AA T T T A T T AA T - C T AAGGTGCA T T C T CACGAC TGGTGT AC T TGACAAACA T T TGT T A T TGGAA - - - - - - - - - - T AC T TGCCAAGT AGACGAGT CGTGCGCC T T T AGT T T T AA T AGT - - - - - - - AA T A T AGCGAC TGCCAA TGACAGCGA TGAAGAC TGT T T A TGT C TGT A TGA
AA T TGT A T A T TGT A - - - - - T T AGT TGT TGT AC T AC T AA T TGT A - - - - - - - - AAGACGCA T T C T CACGAC T CGTGT AC T TGACAAACA T T TGT T A T TGGAA - - - - - - - - - - T AC T TGCCAAGT AGACGAGT CGTGAGAGTGCGCC T T AA T AC TGC T A T T CAAC T A T AACAACA T T C TGA TGCA T AAAC TGAGCAGACGCAC T T T C T T T - - -
GA T T A TGT T T T AGGAAA T T ACA T AC T C TGAC TGT CAGT T CGT ACC T A - GC T AAGGCGCGT T C T CACGAC T CGTGT AC T TGACAAACA T T TGT T A T TGGAA - - - - - - - - - - T AC T TGCCAAGT AGACGAGACGTGAGAGTGCGCC T T T AGA T A T A T A T T CACC T ACAA TGA T TGAA T T CAA T A T CGACCAAGCCAAA T - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - CGC T T AGCC T T T ACA T CCCCAAAA T T AGC - - - - T T AAGGCGCA T T C T CACGAC TGGTGT AC T TGACAAACA T T TGT T A T TGGAA - - - - - - - - - - T AC T TGCCAAGT AGACCAGT CGTGAGAGTGCGCC T T AAAAGGTGT A T T - - - - - - - GT CGT T T AAAA T TGGT T T T AGT C T CAAA T T A T T A T C T TGGAA T CA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T AAGGCGCA T T C T CACGAC T CGTGT AC T TGACAAACA T T TGT T A T T AGAA - - - - - - - - - - T AC T T C T T AAC TGGAAA TGGT T CAA - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - AA T T A T TGACAAGAGTGACAGT AAAACC T TGACGT T C TGT CA - T T
- - - - - - - - - - - - - - - - - - - - - - GT T A T T T T A T T A T T T AGT A T A - - - - - - - - AAGGCGCA T T C T CACGAGT CGTGT AC T TGACAAACA T T TGT T A T TGGAA - - - - - - - - - - GAC T TGCCAAGT AGACCAGT CGTGAGAGT CCGCC T T AACAAA TG - - - - - - - - - - - - - - - T T TGT CAAC T ACACCAGT CGTGAGAA TGCGCC T T AA T T - AA
AAAAA T A T A T T AAAA - - - - - - - - - - - - - - - - - - - - - - AACA T A T T T - - - - T AAGGCGCA T T C T CACGAC TGGTGT AC T TGACAAACA T T TGT T A T TGGAA - - - - - - - - - - T AC T TGCCAAGT AGACGAGT CGTGAGAGTGCACC T T T A T A TG - - - - - - - - - - - - - AAGAA T T T CCAAAAGA T TGAAA T AACAAGAA T T - - - - - - - - - - AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AC T TGGCAAACA T T TGT T A T TGGAA - - - - - - - - - - T AC T TGCCAAGT AGACGAGT CA TGAGAGTGCGCC T T T AGGCAAAAAC T CA - C TGT CCAGT CCA T CAAGAGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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 size: 1347bp; fragments: 5218; full length: 235 (>=1212.3bp)
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No TE domain detected

After TEtrimmer 1347 bp
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 size: 1648bp; fragments: 5206; full length: 0 (>=1483.2bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500

0
50

0
10

00
15

00
20

00
25

00

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 200 400 600 800 1000 1200 1400

0
20

0
40

0
60

0
80

0
10

00
12

00
14

00

TE consensus self dotplot (bp)
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TE: rnd_1_family_259

 size: 1311bp; fragments: 3419; full length: 231 (>=1179.9bp)
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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
0

200

400

600

800

1000

1200


