
chromosome 5

q31.3

chromosome 5

q31.3

PCDHA3
ENST00000532566.3

PCDHAC1
ENST00000253807.3

breakpoint1
chr5:140803591

breakpoint2
chr5:140978949

0

3505

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
3

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

PCDHA3 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 255
Discordant mates = 0
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SUPPORTING READ COUNT
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Discordant mates = 1
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Split reads = 87
Discordant mates = 1
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Cadherin domain

Cadherin cytoplasmic C−terminal
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SUPPORTING READ COUNT

Split reads = 191
Discordant mates = 0
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Split reads = 191
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SUPPORTING READ COUNT
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 86
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RAB5IF DLGAP4

RETAINED PROTEIN DOMAINS
reading frame unclear

Homeobox KN domain

EMC6

Guanylate−kinase−associated protein (GKAP) protein

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 0
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RAB5IF

RETAINED PROTEIN DOMAINS
reading frame unclear

Homeobox KN domain

EMC6

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RAB5IF DLGAP4

RETAINED PROTEIN DOMAINS
reading frame unclear

Homeobox KN domain

EMC6

Guanylate−kinase−associated protein (GKAP) protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RAB5IF DLGAP4

RETAINED PROTEIN DOMAINS
reading frame unclear

Homeobox KN domain

EMC6

Guanylate−kinase−associated protein (GKAP) protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ANO6 NINJ2

RETAINED PROTEIN DOMAINS
reading frame unclear

Ninjurin 

SUPPORTING READ COUNT

Split reads = 74
Discordant mates = 1
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ANO6 NINJ2

RETAINED PROTEIN DOMAINS
reading frame unclear

Ninjurin 

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 1
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NUDT4 SOCS2

RETAINED PROTEIN DOMAINS
reading frame unclear

NUDIX domain

SOCS box

SH2 domain

SUPPORTING READ COUNT

Split reads = 64
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
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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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 2
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Pumilio−family RNA binding repeat

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0
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ATP11A MCF2L

RETAINED PROTEIN DOMAINS
reading frame unclear

Phospholipid−translocating ATPase N−terminal

E1−E2 ATPase

Variant SH3 domain

PH domain

RhoGEF domain

Spectrin repeat

Divergent CRAL/TRIO domain

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Phospholipid−translocating ATPase N−terminal

Variant SH3 domain

PH domain

RhoGEF domain

Spectrin repeat

Divergent CRAL/TRIO domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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SEM1 PUM1

RETAINED PROTEIN DOMAINS
reading frame unclear

DSS1/SEM1 family

Pumilio−family RNA binding repeat

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0
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SLC25A25 CLPS

RETAINED PROTEIN DOMAINS
reading frame unclear

EF−hand domain pair

Colipase, C−terminal domain

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0
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SLC25A25 CLPS

RETAINED PROTEIN DOMAINS
reading frame unclear

EF−hand domain pair

Colipase, C−terminal domain

Colipase, N−terminal domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Galactose mutarotase−like

Glycosyl hydrolases family 31 

EF hand

EF hand

EF−hand domain pair

EF hand

Unstructured region on Calpain−3

Calpain large subunit, domain III

Calpain family cysteine protease

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 3
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