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Phosphorylase superfamily

PX domain

SUPPORTING READ COUNT

Split reads = 484
Discordant mates = 4
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Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 424
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 115
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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 = 74
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein
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reading frame unclear

Pyridoxal−dependent decarboxylase conserved domain

Nuclear pore complex interacting protein (NPIP)

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 11
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DMAP1−binding Domain

AMP−binding enzyme

Protein of unknown function C−terminus (DUF2448) 

Ima1 N−terminal domain

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
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Sodium/hydrogen exchanger family

Plasma−membrane choline transporter

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 2
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Plasma−membrane choline transporter
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Split reads = 6
Discordant mates = 1



chromosome 20

q13.13

chromosome 1

p31.1

SLC9A8
ENST00000417961.5

SLC44A5
ENST00000370859.7

breakpoint1
chr20:49855581

breakpoint2
chr1:75251294

0

5539

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 242322212019181716151413121110987

4 kbp
introns not to scale

SLC44A5

SLC9A8

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

SLC9A8 SLC44A5

RETAINED PROTEIN DOMAINS
reading frame unclear

Sodium/hydrogen exchanger family

Plasma−membrane choline transporter

SUPPORTING READ COUNT
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