
Start crop Point End crop Point

MSA length = 3016
CAAAA T T C - AAAACA - - - - - - - - - - - - - - - - - - - - - - A T T T T T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T AGCGCA T C T C T CGCGT AAC T C TGAAGCGT AACACGTGCCCGACGACA T A - - - - - - - - - - - - - - - - - - - GGAGGAAAGAGAAGT CA TGGC T AC - - - - -
T T A T T T T T T ACAC T AA T T T T T CGT AA T T T T TGGCGT T A T T AA T T - - T T T C TGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA TGCGGCCGCC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGGCGCA T AACACGTGCC TGACGACA T T T C T T A - - - - - - - GT CGGT T T C T T AAAA T AAGT CCA T TGT C T CGT T AGT
AAGT A T T T - A TGGCAAACGCAAAA T CCACAAAA T A - - - - - - CC - - - T T TGTGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGT AGCGCA T C T C T CGCGT AAC T C TGACGTGT AACACGTGCC TGACGACA T T TGGT A - - - - - - - GTGC T T CGA - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T A T A T T T - A TGAAAA T T T T AGT AA T CAGAGAA T A T C - - - - T T - - - GT AGTGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGACGCA T AACACGTGCCCGACGACAGT AGA T A T T CCC T T T AA T T C T CAA T A T ACA T A T A - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - T CAC - - - - - - - - - - - - - - - GT A TGC TGGC TGAGGCGCGCCGC TGAC T CGGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGGCGCA T C T CCCGCGT AAC T C TGACGCA T AACACGTGCCC T ACGACACGT A - - - - - - - - - - CA T T T T T T AC T AAA T A T A T T A TGGT AAA T T C T AAAG
T ACAAC T T T - - - - - - - - - - - - - - - - - - - TGGT ACGT - - - - - - T - - - GA T A TGC TGGC TGAAGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGGCGCA T C T C T CGGGT AAC T C TGACGCA T AACACGTGCCCAACGACAGA T AGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AA T A T AC - TGGGTGACCC TGCAAAAAACA T AAGA T T A T T A T T T AAGT T A TGC TGGC TGAGGCGCGCCGC TGAC T CGGGAGAAGGA T CGA T ACGGCCACG - - - - - - - - - - CA TGGCGCA T C T C T CGCGT AAC T C TGACGCA T AACACGTGCCC T ACGACAGT T A - - - - - - - - - - - - - - - - - - - - T AAGA T AACCACGA T ACAAAG - - - - -
T A T T A T T - - AAAGTGAGT C T A T AAGTGCAAA T A T A T T - - - - - - - - - - - T C TGC TGGC TGAGGCGCGCCGC TGAC T CGGGAGAAGGA T CGA T ACGGCCACG - - - - - - - - - - CA TGGCGCA T C T C T CGCGT AAC T C TGGCGCA T AACACGTGCCC T ACGA - - - - - - - - - - - - - - - - CAGA T C T T AA T AAAA T AAACA T AA T A T A T T C - - - T A
T A T T A T T - - AAAGTGAGT C T A T AAGTGCAAA T A T A T T - - - - - - - - - - - T C TGC TGGC TGAGGCGCGCCGC TGAC T CGGGAGAAGGA T CGA T ACGGCCACG - - - - - - - - - - CA TGGCGCA T C T C T CGCGT AAC T C TGACGCA T AACACGTGCCC T ACGA - - - - - - - - - - - - - - - - CAGA T C T T AA T AAAA T AAACA T AA T A T A T T C - - - T A
T CA T A T T T T A T AACCAAGT CAGT T A T T T T AGT - - - - - - - - GC T - - - AAAA TGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGACGCA T AACACGTGCCCGACGACAAAAAGTG - - - - - - - T ACCCGCACCCCAGT A T ACGC T T ACC TGT A T - - - A T
T T T T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T - - - A T A T TGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGACGCA T AACACGTGCCCGT CGACAA T A TGT A - - - - - - - - - - - - - - - - - CAAGAAAAAC TGAAGAAA T CA T AA - -
TGGAAC T C - ACGGT ACGCGCGGACGC T CCGC T CCGC - - - - - T T T AA T T TGTGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGACGCA T AACACGTGCCCGACGACA T T TG - - - - - - - - - - AC T AA T T AA T T AAA T CAA T A T T T A TGCAG - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T TGC TGGC TGAGGCGCGCCGC TGAC T CGGGAGAAGGA T CGA TGCGGCCGCC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGACGCA T AACACGTGCCC T ACGACAA T A T T AA T T T T T T T T CAAACCGCACAAGT TGGC T T T T ACAAAAA T T AGAC
CA T T A TGA - A TGT T AAA T T T T T AAA T AAAC - T A T A T T - - - - - - - - - - - - T TGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGACGCA T AACACGTGCC T T ACGACA T T A T A T A T T T TGT - AAGT AGTGACCAAAAACAA T TGAA T ACGT CA - - - AA
GT CGGCCAAGCGGT C T A T C T AA T T T T T T TGA T A T C T - - - - - - T - - - CA T A TGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGACGCA T AACACGTGC T CGACGACACA T AGAC - - - - - - - AAAGTGCGT TGGGGACGGT TGT CGTGT A T A T T AA TG
T CA T T T CA T CCAACA TGT T TGT T T T T T T TGT C - - - - - A T T A T T - - - GCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGGT TG - - - - - - - T T A T T T T T AACAAAA T AAAAA T AGT T TGGGT T AGT T
T CGAA T T C T AAGA T AAACGCAA T AA T T T T A T T AAA T T - - - - T T - - - T T T A TGT TGGC TGAGGCGCGCCGC TGAC T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGACGCA T AACACGTGCCCGACGACA T T T A - - - T T T T C - - T T T T T T TGA TGAGGAA T CAA TGAA T A T T T A T T AACA
T TGT T T T T - - - - - - - - - - - - - - - - - - - - - - - - A T A T T - - - - - - - AA T AAGTGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGGCGCA T C T C T CGCGCCA T AC T CACAC T T CGC T C - - - - - - - - - - - - - C T T CC T C T T T T C T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C
TGGGACC T T A T T - AAA T T TGACAA T - - - - - - - - - - - - - - - ACC - - - CGTGTGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGACGCA T AACACGTGCCCGT CGACAC - - - - - - - - - - - - - TGT T CCCCAAAAGAC - - - - - - - - - - - - - - - A - - - T A
T T CGA T CA T TGTGT ACC T T T TGGGGAGT AGT T T T AA T A T CA T T T AA T T T C TGC TGGC TGAGGCGCGCCGC TGACCCAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGACGCGT AACACGTGCCCGACGACA T T T CCGA T T T C T A T T T T T AACGAGCAAAACCGT CCCAA T T T AAAA - - - - -
T CACA T T T - A TGT CAGCA TGAGAAAAAACAA T A T A - - - - - - - T - - - C T TGTGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCAAC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGACGCGT AACACGTGCCCGACGACAC T TGGT A T A T T C T T AAC T T T CGAAAAA T CCGT T TGCCAAAAA T AA T T ACA
CAGAAA T A T T T A T T ACGAGT AGAAAAAA T A T TGTGGT - - - - - - - - - T A TGTGC TGGC T AAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGCCGCG - - - - - - - A T C T TGT A T T T AAA T TGAAACAAA T ACACAA T AA - -
CAGT T T CC T CCGT T AACA T T ACGT AA T A T T ACA TGT T - - - - T T - - - T ACGT AC TGGC TGAGGCGCGCCGC TGAC T CAGAAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGT AGCGCA T C T C T CGCGT AAC T C TGACGCGT AACACGTGCCCGACGACA - - - - - - - - - - - - - - - - T T CGTGGGTGAA TGC T CGGCGC T A - - - T T TGT AA
GT CA T TGC TGAGGT AAA T T T AAGTGT T A T CGAAAA T - - - - - - - - - - T T TGTGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGACGCA T AACACGTGCCCGACGACA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CAAGC T A T - - - - - - - - - - - - - AAAA T T ACAAC - - - - - - - - - - - - - - T T AA TGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T AGGGCCACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T TGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TG
TGCAA T T T - GGGACACCCCCCGT A T C T C TGT T A T A T CCA T AC T T AA - - - - TGC TGGCCGAGGTGCGC TGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGT CGCA T C T C T CGCGT AAC T C TGACGCGT AACACGTGCCCGAC T ACA T T A - - - - - - - - - - - T T C T C T T AAA TGGAACACCC TGT A T A T T T A - - - - - -
T T A T T T T TGAGAGGAAGA T T A T AAAGAA T AAAA T A T T - - - - - - CAAAAAA TGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACAGC T ACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T - - - - - - - TGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T - - - - - CGGCCACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAACG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GG
- - - - - - - - - - - - - - - - - T T T T T AAA TG - - - - - - - - - - - - - - - - - - - - - - - TGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCGCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGAAGTGACCAAAAACAA T TGAA T ACGT CA - - - A T
T A TGT T T T CA TGGAAA T T TGGAAAA - - - - - - - - - - - - - - - A T T - - - - - - - TGC TGGT TGAGGCGCGCCGC TGAC T CGGGAGAGGGA T CGA TGCGGCCGCC - - - - - - - - - - CGT AGCGCA T C T C T CGCGCAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T A T A T A - - - - CA T TGC T T AAAAAGAGAC T AAA T AAAA TGAAC TG - - - AC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T CC T C T T T T C T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C
TGA T T T T C - A TGT AAAA - - - - - - - - - - - - - - - - - - - - - - - - - T - - - - T TGTGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - - - - - - - - - AGT T A T TGT - CAAC T C TGACGCGT AACACGTGGT CGACGACAC T TGGT A - - - - - - - - - - - - - - - - - - AAAA T CGT T ACGAGCAACCG - - - A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGTGGCGCA T C T C T CGCA T AAC T C TGA TGCGT AACACGTGCCCGACGA T AA T A T T T A T T T T C T - AGT AC T A T T A T AAGGT AAGGA T AAAA T A T AG - - - - -
- - - - - - - - - - - - - - - - - - - - - CAGT T T A T A T CA T A T C - - - - - - - - - CAAGTGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T TGA T ACGGCCACC - - - - - - - - - - CGTGGCGCA T C T C T CGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T - - - - T T T - AAA T CACCC T TGGGCAA T T T AGT A T A - - GT TGT T - - - - - - - - GC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C - - - - - CGT AGC TGGTG - - - - - - - - - - T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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 size: 3016bp; fragments: 1847; full length: 0 (>=2714.4bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 3016 bp
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 size: 3316bp; fragments: 1847; full length: 0 (>=2984.4bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500 2000 2500 3000

0
10

0
20

0
30

0
40

0
50

0
60

0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 500 1000 1500 2000 2500 3000

0
50

0
10

00
15

00
20

00
25

00
30

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 2500 3000

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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 size: 2316bp; fragments: 618; full length: 1 (>=2084.4bp)
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No TE domain detected

Before TEtrimmer 2316 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)
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