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MSA length = 17366
C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - AA T T C T T TGCAAA T AAAAC T T CC TGGT CCA T AC TGAAAGCC T TGT - - - - - - - - - - A T C T CAAAACGC T T CC T T AC T C T AC T T AA - - - - AA T T - - - - T T T A T - - - - T AC T A TGAA T T T A T AAACAC T CAGA T AGAAGGTGGT AAAGC T AAAA T A T A
T T TGCCAA T T C T T TGCAAA T AAAAC T T CC TGGT CCA T AC TGAAAGCC T TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - A T T C T T TGCAAA T AAAA T T T CC TGGT CCA T AC TGAAAGCC T TGT - - - - - - - - - - AA T T CAAAACGC T T CC T T AC T C T AC T CC T C T T T AAA T A T A T T T T A T T AA T T T CC T ACGAACAACA T A T T T T AAAACAAAACA TGT T AAGGT C T ACACA T A
- - - GCCAA T T C T T TGCAAA T AAAA T T T CC TGGT CCA T AC TGAAAGCC T TGT - - - - - - - - - - AC T T CAAAGTGGT T CC T T AC T C T AC T T AAC T T T AA T T T T A T T T T A T T AACA T CA T CA T AACAA - ACAC T T T AAAACA T T A T A T AACAAA - - T AAAA T A T A
- T TGCCAA T T C T T TGCAAA T AAAAC T T CC TGGT CCA T AC TGAAAGCC T TGT - - - - - - - - - - AC T T CAAAGTGGT T CC T T AC T C T AC T CGAC T T T AA T T - - A T T T AA T T AACCCCA TGA T AGCAGT A T AACC T AAACAAAA T CGT CA T AAAGT T AAAA T T CA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T T CAAAGCGC T T CC T T AC T C T AC T C - - - - - - - - - - T T A T - - - - - - - - - CC T CACGT AAAAA T AAGA T T T A - - - T A T T T T A T A T CAACGT CCGA T T - - -
T T TGCCAA T T C T T TGCAAA T AAAA T T T CC TGGT CCA T AC TGAAAGCC T TGT - - - - - - - - - - AC T T CAAAGCGC T T CC T T AC T C T AC T C T - C TGT CA T T T T A T T T T A T AAACC T T CAAAAA T AAACA T AC T T T AAAA T A T T T T A T T T AAAAAC T AAA T T ACA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T CAAAACGC T T CC T T AC T C T AC T A T A - - - - - - - - - - - - - - - - - - - - - GT T TGAAAGGGAAA T CAC T T T A T AA - - - - - - - - - - - - - - GACA T CA T A T A
T T TGCCAA T T C T T TGCAAA T AAAAC T T CC TGGT CCA T AC TGAAAGCC T TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T TGCCAA T T C T T TGCAAA T AAAA T T T CC TGGT CCA T AC TGAAAGCC T TGT - - - - - - - - - - AA T T CAAAACGC T T CC T T AC T C T AC T A T AC T T T AA T T T T T T TGTGT T T AC TGCCCAACAGTGAAGT AAAGTGAAGT A T A T TGT TGT T T AGT T CAAGT A T -
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 size: 17366bp; fragments: 2098; full length: 3 (>=15629.4bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

5000 10000 15000

0
10

0
20

0
30

0
40

0
50

0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 5000 10000 15000

0
50

00
10

00
0

15
00

0

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 5000 10000 15000

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 17366 bp
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 size: 17527bp; fragments: 2081; full length: 3 (>=15774.3bp)
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TE: ltr_1_family_685
 size: 7093bp; fragments: 407; full length: 0 (>=6383.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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