
chromosome 5

q31.3

chromosome 5

q31.3

PCDHGA5
ENST00000611914.1

PCDHGA9
ENST00000573521.1

breakpoint1
chr5:141366751

breakpoint2
chr5:141494807

0

34908

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
A

5

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

PCDHGA5 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 = 673
Discordant mates = 1



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGA5
ENST00000611914.1

PCDHGB6
ENST00000520790.1

breakpoint1
chr5:141366751

breakpoint2
chr5:141494807

0

34908

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
A

5

P
C

D
H

G
B

6

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

PCDHGA5 PCDHGB6

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 = 673
Discordant mates = 1



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGA5
ENST00000611914.1

PCDHGB7
ENST00000398594.4

breakpoint1
chr5:141366751

breakpoint2
chr5:141494807

0

34908

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
A

5

P
C

D
H

G
B

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

PCDHGA5 PCDHGB7

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 = 673
Discordant mates = 1



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGA5
ENST00000611914.1

PCDHGC3
ENST00000308177.5

breakpoint1
chr5:141366751

breakpoint2
chr5:141494807

0

34908

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
A

5

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

PCDHGA5 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 = 673
Discordant mates = 1



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGA5
ENST00000611914.1

PCDHGC4
ENST00000306593.1

breakpoint1
chr5:141366751

breakpoint2
chr5:141494807

0

34908

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
A

5

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

PCDHGA5 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 = 673
Discordant mates = 1



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGA5
ENST00000611914.1

PCDHGC5
ENST00000252087.3

breakpoint1
chr5:141366751

breakpoint2
chr5:141494807

0

34908

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
A

5

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

PCDHGA5 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 = 673
Discordant mates = 1



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000358029.8

NPEPL1
ENST00000525967.5

breakpoint1
chr20:58673711

breakpoint2
chr20:58691724

0

24201

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

STX16

NPEPL1

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

STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 254
Discordant mates = 0



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000371132.8

NPEPL1
ENST00000525967.5

breakpoint1
chr20:58652087

breakpoint2
chr20:58691724

0

24201

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

STX16

NPEPL1

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

STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000358029.8

NPEPL1
ENST00000525967.5

breakpoint1
chr20:58671297

breakpoint2
chr20:58691724

0

24201

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

STX16

NPEPL1

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

STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000371141.8

NPEPL1
ENST00000525967.5

breakpoint1
chr20:58659634

breakpoint2
chr20:58691724

0

24201

C
ov

er
ag

e

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

1 22 3 4 5 6 7 8 9 10 11 12 13

2 kbp
introns not to scale

STX16

NPEPL1

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

STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000358029.8

NPEPL1
ENST00000356091.11

breakpoint1
chr20:58673711

breakpoint2
chr20:58693737

0

24201

C
ov

er
ag

e

1 2 3 4 5 6 7 8 1 2 3 4 5 6 7 8 9 10 11 12

1 2 3 4 5 6 7 2 3 4 5 6 7 8 9 10 11 12

2 kbp
introns not to scale

STX16

NPEPL1

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

STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000358029.8

NPEPL1
ENST00000525967.5

breakpoint1
chr20:58652138

breakpoint2
chr20:58691724

0

24201

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

STX16

NPEPL1

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

STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000371141.8

NPEPL1
ENST00000356091.11

breakpoint1
chr20:58659634

breakpoint2
chr20:58693737

0

24201

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 1 2 3 4 5 6 7 8 9 10 11 12

1 2 2 3 4 5 6 7 8 9 10 11 12

2 kbp
introns not to scale

STX16

NPEPL1

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

STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA10
ENST00000562220.2

PCDHAC1
ENST00000253807.3

breakpoint1
chr5:140858436

breakpoint2
chr5:140978949

0

16958

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

4 kbp
introns not to scale

P
C

D
H

A
10

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

PCDHA10 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 203
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA10
ENST00000562220.2

PCDHAC1
ENST00000253807.3

breakpoint1
chr5:140857647

breakpoint2
chr5:140978949

0

16958

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

4 kbp
introns not to scale

P
C

D
H

A
10

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

PCDHA10 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA10
ENST00000562220.2

PCDHAC2
ENST00000289269.7

breakpoint1
chr5:140858436

breakpoint2
chr5:140978949

0

16958

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

4 kbp
introns not to scale

P
C

D
H

A
10

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

PCDHA10 PCDHAC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 203
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA10
ENST00000562220.2

PCDHAC2
ENST00000289269.7

breakpoint1
chr5:140857647

breakpoint2
chr5:140978949

0

16958

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

4 kbp
introns not to scale

P
C

D
H

A
10

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

PCDHA10 PCDHAC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 0



chromosome 7

q11.23

chromosome 7

q11.23

PMS2P8
ENST00000380410.6

CCDC146
ENST00000285871.5

breakpoint1
chr7:73041421

breakpoint2
chr7:77167658

0

2765

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

PMS2P8
CCDC146

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 = 156
Discordant mates = 0



chromosome 7

q11.23

chromosome 7

q11.23

PMS2P8
ENST00000380410.6

CCDC146
ENST00000285871.5

breakpoint1
chr7:73044560

breakpoint2
chr7:77167658

0

2765

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

PMS2P8
CCDC146

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 = 38
Discordant mates = 0



chromosome 7

q11.23

chromosome 7

q11.23

PMS2P8
ENST00000380410.6

CCDC146
ENST00000285871.5

breakpoint1
chr7:73041421

breakpoint2
chr7:77236947

0

2765

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

PMS2P8
CCDC146

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 = 19
Discordant mates = 0



chromosome 7

q11.23

chromosome 7

q11.23

PMS2P8
ENST00000380410.6

CCDC146
ENST00000285871.5

breakpoint1
chr7:73044560

breakpoint2
chr7:77236947

0

2765

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

PMS2P8
CCDC146

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 = 7
Discordant mates = 0



chromosome 7

q11.23

chromosome 7

q11.23

PMS2P8
ENST00000380410.6

CCDC146
ENST00000285871.5

breakpoint1
chr7:73044560

breakpoint2
chr7:77241691

0

2765

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

PMS2P8
CCDC146

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 = 1
Discordant mates = 0



chromosome 17

q12

chromosome 4

q26

TLK2P1
ENST00000530992.1

AC110079.1
ENST00000567913.2

breakpoint1
chr17:34039043

breakpoint2
chr4:118595912

0

9198

C
ov

er
ag

e

1 1 2 3 4 5 6 7 8 9 10

1 2 3 4 5 6 7 8 9 10

2 kbp
introns not to scale

A
C

11
00

79
.1

TL
K

2P
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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 155
Discordant mates = 0



chromosome 17

q23.2

chromosome 17

p13.3

TLK2
ENST00000326270.13

AC240565.1
ENST00000624936.2

breakpoint1
chr17:62560126

breakpoint2
chr17:106864

0

12736

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 8 7 6 5 4 3 2 1

1 2 3 4 5 6 7 8 9 10 8765432

2 kbp
introns not to scale

A
C

24
05

65
.1

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 = 146
Discordant mates = 0



chromosome 3

q22.1

chromosome 3

q22.1

NPHP3
ENST00000337331.10

ACAD11
ENST00000264990.11

breakpoint1
chr3:132681914

breakpoint2
chr3:132644896

0

4450

C
ov

er
ag

e

27 26 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

272625242322212019181716151413121110987654321 201918171615141312111098765432

4 kbp
introns not to scale

A
C

A
D

11

N
P

H
P

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

NPHP3 ACAD11

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

Phosphotransferase enzyme family

SUPPORTING READ COUNT

Split reads = 127
Discordant mates = 0



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000498304.5

DDAH1
ENST00000284031.13

breakpoint1
chr1:85496166

breakpoint2
chr1:85358847

0

5144

C
ov

er
ag

e

4 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 = 126
Discordant mates = 1



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000498304.5

DDAH1
ENST00000284031.13

breakpoint1
chr1:85577984

breakpoint2
chr1:85358847

0

5144

C
ov

er
ag

e

4 3 2 1 6 5 4 3 2 1

1 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 = 21
Discordant mates = 0



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000488557.6

DDAH1
ENST00000284031.13

breakpoint1
chr1:85488291

breakpoint2
chr1:85358847

0

5144

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 = 4
Discordant mates = 1



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000467666.2

DDAH1
ENST00000284031.13

breakpoint1
chr1:85575832

breakpoint2
chr1:85358847

0

5144

C
ov

er
ag

e

4 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 = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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D−ribitol−5−phosphate cytidylyltransferase C−terminal domain

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0


