
Start crop Point End crop Point

MSA length = 951
T T ACA T CCC T ACA - - A TGA T A T A T T AAA TGCAGAAC T T C T ACA T T AAG - - GAGGC T C T AA T A T A T A T TGT T T T TGT CC T CGGGC T T C T TGGC TGA T A TGC - - - - - - - - - - TGA TGC TGA TGCGAC T TGAAAGT T AAA T T T C T T C T T C T - - - - - AA - - C - - T T T CA T T T C T CAA T A T A T CCAA - - - - - - - - T T CC T AA T T T T T T T A T T A T A
T T T T A T T T T TGCAGT A T CGT C T A T T AAA - - - - - - - - T T T T CCA T T AAAA TGAGACACCC TGT AA T A T TGT T T T TGT CC T CGAGC T T C T TGGC TGA T A TGC - - - - - - - - - - TGA TGC TGA TGCGGT T TGAAAA T T AAA T T T C T T A T T C T T C T T CAA - - T T A T T TGGC T CC T C T A T A T AC T CAA - - - - - - T A T T T TGA T T T A T T T TGT T T CA
T T ACA T CCC T ACA - - A TGA T A T A T T AAA TGCAGAAC T T C T ACA T T AAG - - GAGGC T C T AA T A T A T A T TGT T T T TGT CC T CGGGC T T C T TGGT TGA T A TGC - - - - - - - - - - TGA TGC TGA TGCGGC T TGAAAGT T AAA T T T C T T C T T C T T A T C TGG - - T T A T CC T AC T T T T T AC T AAA T TGAA - - - - - - T A T TGGCAAA T A T C T TGT T T CC
T T ACA T CCC T AC - - - - - - - - - - - T T AAA TGCAGAAC T T C T ACA T T AAG - - GAAGC T C T AA T A T A T A T TGT T T T T A T CC T CGGGCGT C T TGGC TGA T A TGC - - - - - - - - - - TGA TGC TGA TGCGGC T TGAAAGT T AAA T T T C T T C T T C T T C T T CAA - - T T T T C T T CA T T T T T AA TGA TGT CAGCAAAGTGA T T CC T CAAA T T T T TGT T T CA
T AAAA T T C T - - - - T T AAGA TGTGT T T AAAAACACAAA T A T T CACGAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC TGA T A TGC - - - - - - - - - - TGA TGC TGA TGCGGC T CGAAA T T TGT C T T C T T CC T T C T T CC T C T T TG - - - T T CGCAA T T CGGA T A T T T - - - - AAAAA TGA T T - - - - - - - T T T T T T C T T CG
T AA T T T T C T AA T A T T A T T CCA T C T CAGGT T TGGT C T T CC T - - - C T AGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA - - - - - - - - - - - - A T T A T T T CGT T CCA
T TGCA T CCC T ACA - - A TGA T A T A T T AAA TGCAGAAC T T C T ACA T T AAG - - GAGGC T C T AA T A T A T A T TGT T T T TGT CC T CGGGC T T C T TGGC TGA T A TGC - - - - - - - - - - TGA TGC TGA TGCGGC T TGAAAGT T AAA T T T C T T C T T C T T C T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T CAA T A T T T T - - - - - -
T T AA T T T T CAAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA TGC TGA TGCGGC T TGAAAGT T AAA T T T C T T C T T C T T C T T T T AAA T T ACCGCA T T T T T CAA T T AAA TGAACAAAACGT T T - - - - - T T AA T T TGT T A T T
T T T CA T CA T T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T AAGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA TGC TGA TGCGGC T TGAAAGC T AAA T T T C T T C T T C T T C T T CA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCA T AAGCC T C TGCCAC T
T T T C T C T T TGA T A T T C T AACA TGGT T AGCAAAACGCGCGT C - - - T AAAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA TGC TGA TGCGGC T TGAAAGT T AAA T T T C T T C T T C T T C T T C T A T A - - ACACCGGA T CCCGA T AGT T ACAAAAAAA T T AC T CACACAGTGT A TGT CACA
T T T T A T T A T AA TGT AA TGT T A TGA T T CA T ACAACAA T CA T C - - - AGAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A TGCGGC T TGAAAGT T AAA T T T C T T C T T C T T C T TGTGT A T T A T ACAC T A T T T T T ACAC T T T C T ACAAAA T T A T - - - - - - - - - - T T T C T C T CA
T T TGAA T A TGA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA TGC TGA TGCGGC T TGAAAGT T AAA T T T C T T C T T C T T C T TGA T T A - - - - - - - - - - - - - - - - - - - - - - - - - CAAAA T T C T T T AAA T A T AAC T T T T T T CA
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 size: 951bp; fragments: 249; full length: 38 (>=855.9bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 951 bp
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 size: 1262bp; fragments: 247; full length: 0 (>=1135.8bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800 1000 1200

0
50

10
0

15
0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 200 400 600 800 1000

0
20

0
40

0
60

0
80

0
10

00

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 200 400 600 800 1000

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_3414

 size: 905bp; fragments: 257; full length: 42 (>=814.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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