
Start crop Point End crop Point

MSA length = 6974
AGAAAA T C T AA TGCA TG - - - - - - - - - - - - - - - CAC T T T CA T AA TGGGAAC TGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCA T T TGT T AAAAAAAAAAA TGGGT C T T CCAAAAAGGC T T AAA T A T T T A T T T T
T AAAAACA T T AAA TGA T T T T A T AGT AAA T T AA T T T T T T AGG - A T AGT TGA TGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCACCA T A T AA T A - CAA T AA TGT A T A T C T - - - - - AA T A T A - - - T AA T - - - - - -
T AGGACAA T AAAGAAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGT AC TGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCAA - - - - - - - - - - - - - - - - - - - - - GT ACA T T ACA TGC T T AAA - - - - - T CAGT
AC T AAAAC T T AGACAGA - - - GT T T TGAAC T AAA T T T T T AACAA T AAACAGTGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAACAGAGAAAAC T AACC T CCAA - - - - - - - - - A T AAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGAA
A T T AA T A T T AA T A - - - - - - - - - - - - AAA T - - - CACC T T T A T T - - T AA T T A TGAACAGT T T AA T A TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T T T T C T C T A T T T T AACC T - A T T A T AAC T T AGGCA T AAAA T T AAA T T - - - TGA T - - - - C T
AAAA TGT T T T CCA T TGAAGT AC T A T AAA T - - - A T T T T T CAGA - - A T AAGT TGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCA T AAGT ACA T - - GT T T T A T C T A T T AC T AA T AAA T A T T T T - - T AA T - - - - - -
AAAGAGT A TGA T ACACG - - - A T AC TGAA T - - - - - - - - - - - - - - - AA T T T T TGAACAGT T T AA T A TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCAC TGT AC T T A - A T T T T T AC T T T TGAC TGT T AGT T AC T TG - - T CA T T A T AC T
AGGACCAC T TGAA T AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCACAA T T A T T T - A T A T T AA T T T AA T T CCA T T AAAAA T T T - - - - - - - - A T T C T
AACGGACCCAACACAGT AGT A T T CCAAAG - AAAC T T T T T AAAGT CCA T A T TGAACAGT T T AA T A TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCACA T A T C T C T - - T AAAAGT A T A T CCGT A T CAAA TGC T TGA T TGA T TGT CA T
AAGAAA T A T TGT A - - - - - - - - - - - - - - - - - - - - - - - T T T AAA - - - - - - - - TGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCAGCGCCCA TG - - T AA T T A T CAA TGCA T T A T AAA T A T T T - - - T AA T T - T AGT
AA T AAACC T CA T AGA - - - T T - GT T T AAA - - - - T AC T T T CAAG - - GCGT T A TGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCAGCGCCCA TG - - T AA T T A T CAA TGCA T T A T AAA T A T T T - - - T AA T T - T AGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCAGT A T T AAAC - GCAAA T T T TGA T T T C TGA T T A TGAC T C - - - - - - - - GTGA T
T T AA T T TGT T A T AAAA T - - - - T T T - - - - - - - - T CA T T TGAA - - - - - - - GT TGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCAAAA T T T A T A - - T A T T T AC - - - - - T C T T ACAAAGA T T T A - - T A T T - - - - A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCAAAAGGAA T A - - - - - - - - - - - - - A T A T C T AAAA T A T C T A - - T AAC - - - - - -
AAAAAACA T TGGAAAACA T T - C T T T AAA T T A T T T C T T T T AGAA T ACA T AC TGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCAGCA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T AAAAAA T CA T AGACCA T T - T T T T AAA T T AA TGT T T T CAGT - - CAA T A T TGAACAGT T T AA T A TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT - CAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCAA - - - - - - - - - AA T A T AGT C T - - GT C T AGCAAAAGC T T A - - T CA T - - - - - -
A T A T A T A T A T A T A T A T A - - - - - - - - - - - - - - - T A T A T A T A T A - - A T A T A T TGAACAGT T T AA T A TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCA T A T A T A T A T A - T A T A T A T A T A T T A T A T A T A T A T A T A T A T A T A T T T T T A T A
AGT T A T TGC TGT A T A - - - - - - T A T T AAA T - - - C TGAC T CGT A - - TGT AAGTGAACAGT T T AA T A TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T ACAAAA T A T A T T - - C T T T T A T CGAACC T C T T AAAA T A T C T A - - - - - - - A T T C T
T AAAACC T T CAAAAAA TGT T A T T A T AAA T T CC T AAC T T AGTGA T T AA TGT TGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T ACAAA TGT A T T A T - T AA T T ACGCCA T T C T CA T A T T T A T T T AAA T A T A - AC T AG
AA T A TGAA T T AAAGT - - - - - - T T T CAAA - - - - T A T A T T CA T AG - - - - - - - TGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCAA T A TGA T C T T - AA T A T A T A T AA T T A T T T A T AC T A T T T - - - T AA T T A T AAA
AAAAGAAC T T AAAAAGAA TGT T T T T AGA - - - - - - - - - - - - - - - - AA TGT T TGAACAGT T T AA T A TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCACAGA T T ACG - - - - - - - - - - - - - GGT T A T T AA T T AA T T - - - - - - - - A TGCG
AAAAA TGA T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCAA T A T T T T T T - - T AA T AA T - - - - - - - - - AAAAA T AA T A - - - T AAA - - - CAC
- - - AGACACAAGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAGGTGAACAA T T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAACAGAGAAAAC T AACC T CCAA T AA T T T T T - A T CA T T A T AGA T ACA T T T TGGA T A T A T AAA - - - - - A T A T T
T T T AGCCAC T C T AAACC - - - - T C T T AA T T - - - AAA T T T AGAC - - AA T AA T TGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAACAGAGAAAAC T AACC T CCAA T AA T T T T T - A T CA T T A T AGA T ACA T T T TGGA T A T A T AAA - - - - - A T A T T
T AAAGCCA T C T C - - - - - - - - - - - - - - - - - - - - GAC T T T T A TGA T T A T CGGTGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCAA T CGGGT T A - C TGT T AA T T TG - - - - - - - AAAGGAA T T - - - T AA T - - - - - -
T AAAC T T T T T ACGAAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCAC T ACC T A T AAA T T ACAA T T AGT A T T T CACAAAAA TGTG - - T AAC T A TGT T
AACAAAA T T T A TGGAGC - - - - T T T CAGA TGA - TGGT T T T A TG - T ACA T A T TGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCAGCA T AAGT A - - - GA T AA TGT A T AAA T - AAAAAGA T T T - - - CAA T - - - - - -
AAGAAA T A T TGT A T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T ACAA TGA T TGT AA - - - - - - - - - - - - ACA T ACCA T ACAGT T AACCAC T - ACGC T
GACAGGAGT AACA - - - - - - - - - - - - AGAA - - - - - - CCC T AAA - - ACA T T T TGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAAAGAAAAC T A T CC T CCACA T T - - - - - - - T T A T AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AGAGA T T T T T CA - - - - - - - - T C T C T AGA T AA T AA T T T T AAGA T - AGT AC TGAACAGT T T AA T A TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GAAAAACGT AACAA T A T - - - - - - - - - - - - GCACGT CCCCACA - TGCCAAGTGAACAGT T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCACCAAGGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T AA T
AAAACACA T AAAAAAAC - - - - T T T T - - - - - - - T TGT T T T AA T - - - CGCA T TGAACAA T T T AA T T TGT A T T CA T T T T TGT T T T ACACC TGCCCACGT A T T A - - - - - - - - - - T AGAAGC T T C T CGT CCAAGCC T T T T TGGAAGCAGAGAAAAC T AACC T CCACGCA T A T TG - - T A - - - - - - - - - - - - T AA T AAAGA T T T - - - - - - - - - - - - -
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 size: 6974bp; fragments: 208; full length: 27 (>=6276.6bp)
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No TE domain detected

After TEtrimmer 6974 bp
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 size: 7274bp; fragments: 206; full length: 27 (>=6546.6bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

1000 2000 3000 4000 5000 6000 7000

0
20

40
60

80
10

0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 1000 2000 3000 4000 5000 6000 7000

0
10

00
20

00
30

00
40

00
50

00
60

00
70

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 5000 6000 7000

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_438
 size: 9868bp; fragments: 161; full length: 0 (>=8881.2bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

2000 4000 6000 8000

0
10

20
30

40
50

60
70

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 2000 4000 6000 8000

0
20

00
40

00
60

00
80

00

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 2000 4000 6000 8000

TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 9868 bp



0 1000 2000 3000 4000 5000 6000

ORF1

ORF2

ORF12

ORF6

ORF11

ORF3

ORF4

ORF10

ORF5

ORF9

ORF8 ORF7

DUF1759

eIF3g

DUF1758 RVT_1

Peptidase_A17

Integrase_H2C2 DUF5641

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



0 2000 4000 6000 8000

ORF1

ORF2

ORF24

ORF3

ORF6

ORF4

ORF23

ORF5

ORF22

ORF21 ORF20

ORF19

ORF8

ORF18 ORF7

ORF17

ORF16

ORF15

ORF14

ORF13

ORF9

ORF11

ORF12

ORF10

DUF1759 RVT_1

Peptidase_A17

Integrase_H2C2 DUF5641 zf RVT_1 RT_RNaseH

Before TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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