
chromosome 16

q22.1

chromosome 16

p12.2

PDXDC2P
ENST00000534700.6

NPIPB3
ENST00000521589.5

breakpoint1
chr16:70010751

breakpoint2
chr16:21425378

0

33620

C
ov

er
ag

e

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

16151413121110987654321 65432

1 kbp
introns not to scale

N
P

IP
B

3
P

D
X

D
C

2P

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

NPIPB3

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear pore complex interacting protein (NPIP)

SUPPORTING READ COUNT

Split reads = 208
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 141
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
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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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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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 = 140
Discordant mates = 1
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reading frame unclear

Syntaxin

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 105
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoplasmin/nucleophosmin domain

YL1 nuclear protein C−terminal domain

YL1 nuclear protein

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain

PX domain

SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

TFIIF, beta subunit N−terminus

Chibby family

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Microtubule−associated protein Bicaudal−D

Ion transport protein

RyR and IP3R Homology associated

RIH domain

MIR domain

Inositol 1,4,5−trisphosphate/ryanodine receptor

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Inositol 1,4,5−trisphosphate/ryanodine receptor

MIR domain

RIH domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

WW domain

FF domain

DeoC/LacD family aldolase

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

STAG domain  

Coatomer WD associated region 

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0


