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SUPPORTING READ COUNT

Split reads = 372
Discordant mates = 5
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Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 170
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 153
Discordant mates = 0
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SUPPORTING READ COUNT
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Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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Discordant mates = 0
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SUPPORTING READ COUNT
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 118
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 95
Discordant mates = 1
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA10
ENST00000562220.2

PCDHAC2
ENST00000289269.7

breakpoint1
chr5:140858436

breakpoint2
chr5:140978949

0

1343

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 = 47
Discordant mates = 0



chromosome 17

q11.2

chromosome 19

p13.11

NF1
ENST00000358273.9

TMEM161A
ENST00000162044.14

breakpoint1
chr17:31253000

breakpoint2
chr19:19134887

0

5577

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 1011121314151617 181920 21 2223242526 27282930313233343536 37 38 39 4041 42 434445464748495051525354555657 58 12 1110 9 8 7 6 5 4 3 2 1

1 2 3 4 5 6 7 8 9 1011121314151617 181920 21 2223242526 2728293031 12111098765432

6 kbp
introns not to scale

N
F1

TM
EM

16
1A

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

NF1 TMEM161A

RETAINED PROTEIN DOMAINS
reading frame unclear

GTPase−activator protein for Ras−like GTPase

Predicted transmembrane protein 161AB

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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NF1 TMEM161A

RETAINED PROTEIN DOMAINS
reading frame unclear

GTPase−activator protein for Ras−like GTPase

Predicted transmembrane protein 161AB

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000467530.5

DDAH1
ENST00000284031.13

breakpoint1
chr1:85496166

breakpoint2
chr1:85358847

0

1623

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 = 37
Discordant mates = 1
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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PIM3 MAPK8IP2

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Phosphotyrosine interaction domain (PTB/PID)

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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SEZ6

RETAINED PROTEIN DOMAINS
reading frame unclear

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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C6orf89 DDR1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

F5/8 type C domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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ZNF692 GCSAML

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

Germinal center−associated lymphoma

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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PLEKHM1 MAP4K4

RETAINED PROTEIN DOMAINS
reading frame unclear

RUN domain

CNH domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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PLEKHM1 MAP4K4

RETAINED PROTEIN DOMAINS
reading frame unclear

RUN domain

CNH domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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FGFR1 LETM2

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

Immunoglobulin I−set domain

NA

Protein kinase domain

LETM1−like, RBD

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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FGFR1 LETM2

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

Immunoglobulin I−set domain

NA

Protein kinase domain

LETM1−like, RBD

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ADAMTS3

RETAINED PROTEIN DOMAINS
reading frame unclear

Thrombospondin type 1 domain

ADAM−TS Spacer 1

Thrombospondin type 1 domain

ADAMTS cysteine−rich domain 2

Reprolysin (M12B) family zinc metalloprotease 

Reprolysin family propeptide

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rab−GTPase−TBC domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0


