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RETAINED PROTEIN DOMAINS
reading frame unclear

Ras of Complex, Roc, domain of DAPkinase

SUPPORTING READ COUNT

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

Sec8 exocyst complex component specific domain

MICOS complex subunit MIC19/MIC25

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sec8 exocyst complex component specific domain

MICOS complex subunit MIC19/MIC25

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TWSG1 PTPRM

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

SUPPORTING READ COUNT

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

WW domain

Intermediate filament protein

Keratin type II head

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 1
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MRPL39 SLC4A4

RETAINED PROTEIN DOMAINS
reading frame unclear

HCO3− transporter family

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

HCO3− transporter family

SUPPORTING READ COUNT

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

Na,K−Atpase Interacting protein

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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SLC2A9 WDR1

RETAINED PROTEIN DOMAINS
reading frame unclear

Sugar (and other) transporter

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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SLC2A9 WDR1

RETAINED PROTEIN DOMAINS
reading frame unclear

Sugar (and other) transporter

WD domain, G−beta repeat

SUPPORTING READ COUNT

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

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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PRKCA

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase C terminal domain

Protein kinase domain

C2 domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0



chromosome 8

q12.2

chromosome 4

q13.3

AC023866.2
ENST00000521378.1

ALB
ENST00000295897.9

breakpoint1
chr8:61273921

breakpoint2
chr4:73419507

0

100

C
ov

er
ag

e

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

21 13 14 15

1 kbp
introns not to scale

AC023866.2

A
LB

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

ALB

RETAINED PROTEIN DOMAINS
reading frame unclear

Serum albumin family

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

F−actin capping protein, beta subunit

SUPPORTING READ COUNT

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

Sec8 exocyst complex component specific domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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reading frame unclear

Sec8 exocyst complex component specific domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0


