
Start crop Point End crop Point

MSA length = 2172
GGCA T T T A T T TGAAAAACCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAC T T T CCA T AAAGGA T ACAGCA T A T AA TGCAAA T T T TGT TGT CCAGTGT AGT T AA T TGA T AAGCC T T CAAACAACAA TGACGTGGG - - - T AAAACA T TG
AAA - - - - - - - - - - - - - - - - - - AA T CCACA - - T CAA T AGT T CA T T AAGGT T ACAC T AGACAACAGCCAAAAAGT A T CCAAAA T AAAA T CAACAAAA T T T T A - - - - - - - - - - CAC T T T T CA T AAAGGA T ACAGCA T A TGA TGCAAA T T T TGT TGT CCAGTGT T A T T - - - T A T C TGA T T T C - - - - - - - - - - T A T T T CCAA - - - - - - - - - - - - -
CAAAA T AGCCAAA T AAAA T T A T ACC T T TGA T AA T A T ACA T AACA T TGA T AACAC T AGACAACAGCCAAAAAGT A T CCAAAA T AAAA T CAACAAAA T T T T A - - - - - - - - - - CAC T T T T CA T AAAGGA T ACAGCA T A TGA TGCAAA T T T TGT TGT CCAGTGT AA T T T T A - - - - - - - - - - - - - AAAAACAA T AC TGT T AC TGCCACAGT A T T A
T ACAAA T T TGT A T AGT T A T AAAGT AAA T A T T T T ACAAC T T CA TGT A T T T T A T A T T AGACAACAGCCAAAAAGT A T CCAAAA T AAAA T CAACAAAA T T T T A - - - - - - - - - - CAC T T T T CA T AAAGGA T ACAGCA T A TGA TGCAAA T T T TGT TGT CCAGTGT AA TGGT A - - - - - - - T T CCGC TGGTGCA T CA T T T C TGG - - T T AA T A TGCCA
A T AAAAA T T T AGAAAAAA T - - GA T T T A T AC T CGCA T AAACC T AGT T AA T T ACAC T AGACAACAGCCAAAAAGT A T CCAAAA T AAAA T CAACAAAA T T T T A - - - - - - - - - - CAC T T T T CA T AAAGGA T ACAGCA T A TGA TGCAAA T T T TGT TGT CCAGTGT T A T AGT T T T TGCA T T T T TGT AAAAAAAACA T T ACC T A T T T T CGC T T A T T C
T A T T CGTGC T TGGAGAAA T A - T A TGAA T AC T A T TGT CCCGAA T ACCGA T T ACAC T AGACAACAGCCAAAAAA T A T CCAA - - - - - - - - - AAAAAAA T T T T A - - - - - - - - - - CAC T T T T CA T AAAAGA T ACAGCA T A TGA TGCAAA T T T TGT TGT CCAGTGT T A T C T - - A T ACCCA T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAGAAGC T T T AGAAGT AAGAAGACAA T T T T T TGAAAAGAGCAGT T CAA T AACAC T AGACAACAGCCAAAAAGT A T CCAAAA T AAAA T CAACAAAA T T T T A - - - - - - - - - - CAC T T T T CA T AAAGGA T ACAGCA T A TGA TGCAAA T T T TGT TGT CCAGTGT AA T TGAA - - - - CAGT T CAA T AA TGGAAC TGC T T T T TGT T T TGC TGAA T T A
T AAC - - - - - - - - - - - - - - - - - T A T CAA T AA - CCAGTGAA T T T C T ACAA T AACAC T AGACAACAGCCAAAAAGT A T CCAAAA T AAAA T CAACAAAA T T T T A - - - - - - - - - - CAC T T T T CA T AAAGGA T ACAGCA T A TGA TGCAAA T T T TGT TGT CCAGTGT AA T - - - - CAAA T AA T T A T - AA T ACAAAACGA T T CAGA - - - - - - - - - - - - -
AAAC - - - - - - - - - - - - - - - - - AA T T AA T A - - T AGT T T TGA T A T ACC T A T T ACAC T AGACAACAGCCAAAAAGT A T CCAAAA T AAAA T CAACAAAA T T T T A - - - - - - - - - - T AC T T T T CA T AAAGGA T ACAGCA T A TGA TGCAAA T T T TGT TGT CCAGTGT T A T TGA T CA T C T AA T CA T CAAAAAA T AA T AAC T A T AA - - - - - - - - - - - - -
GAA T AGAA TGACA T A T A T CAAAAC T T T TGA T AAGCGA T T T T AA T ACGGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAC T T T T CA T AAAGGA T ACAGCGT A TGA TGCAAA T T T TGCAGT CCAGTGT T A T T T T T T C T T T T AA T ACAAGAAAA T A T AAA T CGC TGC T T CAAGAGAGCA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CACAGT AA T T AC T A T T A T T ACAC T AGACAACAGCCAAAAAGT A T CCAAAA T AAAA T CAACAAAA T T T T A - - - - - - - - - - CAC T T T T CA T AAAGT T A T T T T T T AACA T C - - - - - - - - - - - - - - - - - - - - - TGTGGT A TGT C T AC T AA T TGAAAAGT T T CC T C T CC TGT T T TGCGGT AGTG
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 size: 2172bp; fragments: 40; full length: 3 (>=1954.8bp)
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 size: 2472bp; fragments: 40; full length: 0 (>=2224.8bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500 2000

0
5

10
15

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 50 100 150 200 250 300

0
5

10
15

20
TE: rnd_5_family_574

 size: 310bp; fragments: 106; full length: 26 (>=279bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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