
Start crop Point End crop Point

MSA length = 4698
A T ACAC T AAACAGACACAGACAC - - - - - - - - - - - - - - - - ACAGACACAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T CAACCCCAGT AAAA T T AGAA T CAA T CACA TGGT CCAA T ACACCACAA T T AA T A T T AGT AAGA T T A T AGT AAAA T T T AA - - - - - T T T T T T AA T T T T T
TGT C - - - - - - AAA T TGACGT T A T T C T TGCCAAAAAA T TGA T AA TGAC T T T TGT AGT A T TGT T A T AAAAA T AA T A T T T AAA T A T T CCGCC T C T ACCA T A T A - - - - - - - - - - AAC T CAACCCCAGT AAAA T CAGAA T CAA T CACGTGGT CCAA T ACACCACAAAAGT AA T T TGT AAA T A T A T T A TGCGAC TGAAGAGAA - - - - - - - - T A T T A
TGT CA T AA - AAAAA T T AGAA T A T T T T AAGCAAAAAA T TGAAAAAAGGA T C TGT AGT A T TGT T A T AAAAA T AA T A T T T AAA T A T T CCGCC T C T ACCA T A T A - - - - - - - - - - AAC T CAACCCCAGT AAAA T CAGAA T CAA T CACGTGGT CCAA T ACACCACA T AAA T AAA T T A T AAGT C T A T T A T AAGAGAGAAAAGAAGT T T CAAACA T CC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T CAACCCCAGT AAAA T T AGAA T CAA T CACGTGGT CCAA T ACACCACAAC T A T AA T T T A T - - - - T T T A T A T A T AGAGT AACAGT C TGC TGT AGC T T - -
- - - - - - - - - - CAGACGA TGACAGGTGAGC TGAA T T T T T A - - - - - GAAAGT TGT AGT A T TGT T A T AAAAA T AA T A T T T AAA T A T T CCGCC T C T ACCA T A T A - - - - - - - - - - AAC T CAACCCCAGT AAAA T T AGAA T CAA T CACGTGGT CCAA T ACACCACAAAAGT AAA T - - - - - - - T T A T T T CC TGAGTG - - - - - - - - - C T TGAAC T TGT
T T ACA T AA T ACAACGCAAAA T T T C T TGGT T AAAAACACAACAAGTGTGT A TGT AGT A T TGT T A T AAAAA T AA T A T T T AAA T A T T CCGCC T C T ACCA T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCC TGT T T TGA TGGA TGGT T C T A T AAA T T AACAGT A T T T T ACAA T T A T T
T T ACA T AA T ACAACGCAAAA T T T C T TGGT T AAAAACACAACAAGTGTGT A TGT AGT A T TGT T A T AAAAA T AA T A T T T AAA T A T T CCGCC T C T ACCA T A T A - - - - - - - - - - AAC T CAACCCCAGT AAAA T CAGAA T CAA T CACGTGGT CCAA T ACACCACA T CAA T ACGT T A T TGGA T T A T T A T C T CAGAC T AAA T AAC T T T T T AGT T - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T CAACCCCAGT AAAA T T AGAA T CAA T CACGTGGT CCAA T ACACCACA - - - - - - - - - - GT TGGT T T T T T CCGA T AA T T AAGCGT AAC TGACA T C T T T T
T AGAA T AA T A T AACA T AAAA T AAGC T CAGT AAAGAC TGA T CAAA T CAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T CAACCCCAGT AAAA T CGGAA T CAA T CACGTGC T CCAAGACACCAC T T A T AAA T T CGCC T A T T C T A T C T T AAAA T A T AAAAGT T AA T T AAAA T T CGT
T T ACGT AA T AAAAA TGGGAAAAC T T CGGCAGCA T A T T C T ACAGA T AAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T CAACCCCAGT AAAA T T AGAA T CAA T CACGTGGT CCAA T ACACCACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T C T ACAA T CC - -
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 size: 4698bp; fragments: 241; full length: 0 (>=4228.2bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

1000 2000 3000 4000

20
40

60
80

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 1000 2000 3000 4000

0
10

00
20

00
30

00
40

00

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 1000 2000 3000 4000

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 4698 bp



0 1000 2000 3000 4000 5000

0
5

10
15

20
TE: ltr_1_family_768.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa

 size: 5090bp; fragments: 244; full length: 0 (>=4581bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

1000 2000 3000 4000 5000

0
20

40
60

80

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 1000 2000 3000 4000

0
10

00
20

00
30

00
40

00

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 1000 2000 3000 4000

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries



0 200 400 600 800

0
5

10
15

20
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 size: 925bp; fragments: 60; full length: 1 (>=832.5bp)
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Dotplot
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