
chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000467530.5

DDAH1
ENST00000284031.13

breakpoint1
chr1:85496166

breakpoint2
chr1:85358847

0

3779

C
ov

er
ag

e

3 2 1 6 5 4 3 2 1

21 65432

2 kbp
introns not to scale

DDAH1
AC092807.3

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 217
Discordant mates = 17



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000467530.5

DDAH1
ENST00000284031.13

breakpoint1
chr1:85577984

breakpoint2
chr1:85358847

0

3779

C
ov

er
ag

e

3 2 1 6 5 4 3 2 1

1 65432

2 kbp
introns not to scale

DDAH1
AC092807.3

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 2



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000488557.6

DDAH1
ENST00000284031.13

breakpoint1
chr1:85488291

breakpoint2
chr1:85358847

0

3779

C
ov

er
ag

e

3 2 1 6 5 4 3 2 1

21 65432

1 kbp
introns not to scale

DDAH1
AC092807.3

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 18



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000467530.5

DDAH1
ENST00000284031.13

breakpoint1
chr1:85496166

breakpoint2
chr1:85351579

0

3779

C
ov

er
ag

e

3 2 1 6 5 4 3 2 1

21 6543

2 kbp
introns not to scale

DDAH1
AC092807.3

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 3



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000467530.5

DDAH1
ENST00000284031.13

breakpoint1
chr1:85577984

breakpoint2
chr1:85351579

0

3779

C
ov

er
ag

e

3 2 1 6 5 4 3 2 1

1 6543

2 kbp
introns not to scale

DDAH1
AC092807.3

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 4

q21.3

chromosome 4

q21.3

AFF1
ENST00000395146.8

C4orf36
ENST00000295898.8

breakpoint1
chr4:86948571

breakpoint2
chr4:86891593

0

10179

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 5 4 3 2 1

1 2 5432

3 kbp
introns not to scale

A
F

F
1 C4orf36

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

AFF1 C4orf36

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF4522)

SUPPORTING READ COUNT

Split reads = 164
Discordant mates = 2



chromosome 4

q21.3

chromosome 4

q21.3

AFF1
ENST00000395146.8

C4orf36
ENST00000295898.8

breakpoint1
chr4:86948571

breakpoint2
chr4:86891557

0

10179

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 5 4 3 2 1

1 2 5432

3 kbp
introns not to scale

A
F

F
1 C4orf36

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

AFF1 C4orf36

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF4522)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1



chromosome 4

q21.3

chromosome 4

q21.3

AFF1
ENST00000395146.8

C4orf36
ENST00000295898.8

breakpoint1
chr4:86948571

breakpoint2
chr4:86888275

0

10179

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 5 4 3 2 1

1 2 543

3 kbp
introns not to scale

A
F

F
1 C4orf36

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

AFF1 C4orf36

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF4522)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 4

q21.3

chromosome 4

q21.3

AFF1
ENST00000395146.8

C4orf36
ENST00000295898.8

breakpoint1
chr4:86948571

breakpoint2
chr4:86887893

0

10179

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 5 4 3 2 1

1 2 54

3 kbp
introns not to scale

A
F

F
1 C4orf36

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

AFF1 C4orf36

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF4522)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 17

q23.2

chromosome 3

q29

TLK2
ENST00000326270.13

FAM157A
ENST00000634862.1

breakpoint1
chr17:62560126

breakpoint2
chr3:198180755

0

5884

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15

1 2 3 4 5 6 7 8 9 102 3 4 5 6 7 8 9 10 11 12 13 14 15

3 kbp
introns not to scale

FA
M

157A

TL
K

2

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 145
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15440285

0

5501

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

7654321 43

1 kbp
introns not to scale

C
D

R
T

4
TV

P
23

C

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 129
Discordant mates = 1



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15440285

0

5501

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

654321 43

1 kbp
introns not to scale

C
D

R
T

4
TV

P
23

C

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 69
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15438200

0

5501

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

7654321 4

1 kbp
introns not to scale

C
D

R
T

4
TV

P
23

C

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000581273.5

CDRT4
ENST00000619038.5

breakpoint1
chr17:15516419

breakpoint2
chr17:15440285

0

2943

C
ov

er
ag

e

3 2 1 4 3 2 1

21 43

800 bp
introns not to scale

C
D

R
T

4
TV

P
23

C

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15438200

0

5501

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

654321 4

1 kbp
introns not to scale

C
D

R
T

4
TV

P
23

C

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15438200

0

5501

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

54321 4

1 kbp
introns not to scale

C
D

R
T

4
TV

P
23

C

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15563437

breakpoint2
chr17:15440285

0

5501

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

1 43

1 kbp
introns not to scale

C
D

R
T

4
TV

P
23

C

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGA10
ENST00000398610.2

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

12326

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

G
B

2

P
C

D
H

G
A

10

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

PCDHGB2 PCDHGA10

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 113
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGA11
ENST00000398587.7

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

12326

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

G
B

2

P
C

D
H

G
A

11

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

PCDHGB2 PCDHGA11

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 113
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGA12
ENST00000252085.4

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

12326

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

G
B

2

P
C

D
H

G
A

12

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

PCDHGB2 PCDHGA12

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 113
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGA8
ENST00000398604.3

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

12326

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

G
B

2

P
C

D
H

G
A

8

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

PCDHGB2 PCDHGA8

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 113
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGA9
ENST00000573521.1

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

12326

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

G
B

2

P
C

D
H

G
A

9

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

PCDHGB2 PCDHGA9

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 113
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGC3
ENST00000308177.5

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

12326

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

G
B

2

P
C

D
H

G
C

3

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

PCDHGB2 PCDHGC3

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 113
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGC4
ENST00000306593.1

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

12326

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

G
B

2

P
C

D
H

G
C

4

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

PCDHGB2 PCDHGC4

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 113
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGC5
ENST00000252087.3

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

12326

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

G
B

2

P
C

D
H

G
C

5

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

PCDHGB2 PCDHGC5

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 113
Discordant mates = 0



chromosome 5

q22.3

chromosome 5

q22.3

TMED7
ENST00000456936.4

TICAM2
ENST00000427199.3

breakpoint1
chr5:115616318

breakpoint2
chr5:115581315

0

4860

C
ov

er
ag

e

3 2 1 2 1

321 2

2 kbp
introns not to scale

TI
C

A
M

2

TM
E

D
7

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TMED7 TICAM2

RETAINED PROTEIN DOMAINS
reading frame unclear

emp24/gp25L/p24 family/GOLD

TIR domain

emp24/gp25L/p24 family/GOLD

SUPPORTING READ COUNT

Split reads = 75
Discordant mates = 2



chromosome 5

q22.3

chromosome 5

q22.3

TMED7
ENST00000456936.4

TICAM2
ENST00000427199.3

breakpoint1
chr5:115616318

breakpoint2
chr5:115581197

0

4860

C
ov

er
ag

e

3 2 1 2 1

321 2

2 kbp
introns not to scale

TI
C

A
M

2

TM
E

D
7

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TMED7 TICAM2

RETAINED PROTEIN DOMAINS
reading frame unclear

emp24/gp25L/p24 family/GOLD

TIR domain

emp24/gp25L/p24 family/GOLD

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0



chromosome 5

q22.3

chromosome 5

q22.3

TMED7
ENST00000456936.4

TICAM2
ENST00000427199.3

breakpoint1
chr5:115620435

breakpoint2
chr5:115581315

0

4860

C
ov

er
ag

e

3 2 1 2 1

21 2

2 kbp
introns not to scale

TI
C

A
M

2

TM
E

D
7

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TMED7 TICAM2

RETAINED PROTEIN DOMAINS
reading frame unclear

emp24/gp25L/p24 family/GOLD

TIR domain

emp24/gp25L/p24 family/GOLD

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA11
ENST00000616325.1

PCDHAC1
ENST00000253807.3

breakpoint1
chr5:140871494

breakpoint2
chr5:140978949

0

778

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

A
11

P
C

D
H

AC
1

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

PCDHA11 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 2



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA11
ENST00000616325.1

PCDHAC2
ENST00000289269.7

breakpoint1
chr5:140871494

breakpoint2
chr5:140978949

0

778

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

A
11

P
C

D
H

AC
2

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

PCDHA11 PCDHAC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 3
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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UBE2N MRPL42

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin−conjugating enzyme

Mitochondrial 28S ribosomal protein S32

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Amiloride−sensitive sodium channel

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 1
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SCNN1A

RETAINED PROTEIN DOMAINS
reading frame unclear

Amiloride−sensitive sodium channel

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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GLI1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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GLI1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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GLI1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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GLI1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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GLI1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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C2CD5 PTPRD

RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain

Protein−tyrosine phosphatase

Fibronectin type III domain

Immunoglobulin domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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LEMD3 GRIP1

RETAINED PROTEIN DOMAINS
reading frame unclear

LEM domain

PDZ domain

PDZ domain

PDZ domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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reading frame unclear

LEM domain

PDZ domain

PDZ domain

PDZ domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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WNK1 DGKA

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Diacylglycerol kinase accessory domain

Diacylglycerol kinase catalytic domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

Diacylglycerol kinase N−terminus

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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WNK1 DGKA

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Diacylglycerol kinase accessory domain

Diacylglycerol kinase catalytic domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

Diacylglycerol kinase N−terminus

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Thrombospondin type 1 domain

Thrombospondin type 1 domain

ADAMTS cysteine−rich domain 2

Reprolysin (M12B) family zinc metalloprotease 

ADAMTS cysteine−rich domain 2

Metallo−peptidase family M12B Reprolysin−like

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0


