
Start crop Point End crop Point

MSA length = 2186
AAAAC - - - - AGA TGT T AC T AAA T ACAGT TGAAA T TGT A T C T AGAAGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAA TGAACAGGCAA T C TGCC T AA T A T AGAGT AGGAAGAAGAAGAAGAAAA - - - - - - - - - - - - - - - - - - AGAA T AAA T T AA T T - - AA T A T ACGCA T A T T
GGGAG - ACGAGC TGT TGAAGGA T T A T T TGT A T C T T A T A T T T T T TGT AGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAA TGAACAGGCAA T CGGCC T AA T A T AGAGT AGGAAGAAGAAGAAGAAGA - - - - - - - - - - - - - - - - - AGA T C T ACGACAG - - - CAGCA T C TGGAC TGT
AAAA TGGGGAAA TGCCGGGA TGT AC TGT T CG - T T T A T T T T T AGAAAAGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAA TGAACAGGCAA T C TGCC T AA T A T AGAGT AGGAAGAAGAAGAAGAA T TGT A T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T T T AAA T T - -
AAAAC - ACAAGAGGACAAAGA T CAACAA T TG - AC T ACA T AC T AAGCAACAGGAGGGT ACGT CCAACACAGA T ACAAGACGT CAGAACA T AAA T T CAGCCA - - - - - - - - - - AAGAA TGAACAGGCAA T C TGCC T A T T A T AGAGT AGGAAGAAGAAGAAGAAGAACC T T A T A T C T AC T T T - - - - - - - - - - - T AA T T T - A T AA T T AAAA T - - -
AAAA TGGAAA TGT A T C TGT AACGA T T A T T T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAA TGAACAGGCAA T C TGCC T AA T A T AGAGT AGGAAGAAGAAGAAGAAGT AC TGT ACA T T T T C T TGA - AAA T T AAAAGAGT T T - AAAA T T AAAA T T T T
AAAA T - GAAAAA TGAAAA T T AACAGCGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAA TGAACAGGCAA T C TGCC T AA T A T AGAGT AGGAAGAAGAAGAAGA T AA - T A T CAGC T C T C T T TGA - AAGT A T T A T CAGT T T AAAAA TGTGCA T T T T
- - - - - - GAGA T A TGA T T AAAAA T ACCA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAA TGAACAGGCAA T C TGCC T AA T A T AGAGT AGGAAGAAGAAGAAGAAG - ACA TGGCACCC - - - - - - - - - - - - - - - - - - - - - - - AAGA T T AAAA T T T A
T A TGG - AAGGT A T AGTGAGAA T CAACC T T AA - T T T CC T AAAAAA T C T ACGTGAGAGT A TGT CCAACACAGA T ACAAGGCGT CAGAACA T AAA T T CAGCCA - - - - - - - - - - AAGAA TGAACAGGCAA T C TGCC T A T T A T AGAGT AGGAAAAAGAAGAAGAAGT A T A T T CAA T AA T T T T T A - AAGT AAAA - - - - - - - - AAAGT CAAAA T - - -
AAAA T - AAAA T A T T ACAA T T AACACACC T CGTGT T A T ACAA TGACAAGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAA TGAACAGGCAA T C TGCC T A T T A T AGAGT AGGAAGAAGAAGAAGAAGAA T - T T A TGT TGGT T T CA - AA T ACA T AGT AGT T T AAA T A T TGGGAC - - -
AAAAC - ACAAGGGGACAAAGA T CAACAA T TG - AC T ACA T AC T AAGCAAGAGGAGGGT ACGT CCAACACAGA T ACAAGACGT CAGAACA T AAA T T CAGCCA - - - - - - - - - - AAGAA TGAACAGGCAA T C TGC T T A T T A T AGAGT AGGAAGAAGAAGA T AAA T AAGGT CGT A T AAA T T TGAGAAA T T CGGT CGGC T T ACGGA T T T AAA T T T A
AAAAC - ACAAGAGGACAAAGA T CAACAA T TG - AC T ACA T AC T AAGCAACAGGAGGGT ACGT CCAACACAGA T ACAAGACGT CAGAACA T AAA T T CAGCCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA - - - - - - - - - - - - - - - - - - AA T ACGGAACAGT CC - CAAA T T T T AA T T - -
T AAAAGTGGGAGT A T T T AAA TGCA T T C T T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAA TGAACAGGCAA T C TGCC T A T T A T AGAGT AGGAAGAAGAAGAACAA T A - TGT CA T AAC TGT CCGTGGACA T A TGAC T C T C T AAA T C T C TGAAA T CC
AAAAC - ACAAGAGGACAAAGA T CAACAAC TG - AC T ACA T AC T AAGCAACAGACGGC T ACGT CCAACACAGA T ACAAGACGT CAGAACA T AAA T T CAACCA - - - - - - - - - - AAGAA TGAACAGGCAA T C TGCC T AA T AGAGAGT AGGAAGAAGAAGAAGAAA T T T T T CA T T T T T T CGT TGGAACGCGAAA T AA - - - AAAAA T T TGAAGT T T
AAAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAA TGAACAGACAA T C TGCC T A T T A T AGAGT AGGAAGAAGAAGAAGAAGA - - - - - - - - - - - - - - - - - GAGAAAA T CA TGC T T AAAAAAAA T AGGT TGA
AAAAAGC TGAAAAA T T AAC T A T T AAC T T T A T T T T CGT CAAC TGAA T TGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAA TGAACC T ACAA T C TGCC T A T T A T AGAGT TGGAAGAAGAAGAAGAAGA - - A T CAAA T CCC T CAAA - GACA T C TGGCAA - - - AACAACAAAAA T T AC
AAAAAGC TGAAAAA T T AAC T AC T AAC T T T A T T T T CGT CAAC TGAA T TGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAA TGAACC T ACAA T C TGCC T A T T A T AGAGT TGGAAGAAGAAGAAGAAGA - - A T CAAA T CCC T CAAA - GACACC TGGCAA - - - AACAACAAAAA T T AC
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 size: 2186bp; fragments: 845; full length: 7 (>=1967.4bp)
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 size: 2502bp; fragments: 835; full length: 0 (>=2251.8bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500 2000 2500

0
10

0
20

0
30

0
40

0
50

0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 500 1000 1500 2000

0
50

0
10

00
15

00
20

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 2000

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries



0 500 1000 1500

0
5

10
15

TE: rnd_5_family_230
 size: 1869bp; fragments: 1310; full length: 43 (>=1682.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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