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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Solute carrier family 12

Amino acid permease

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 81
Discordant mates = 0



chromosome 6

q16.3

chromosome 9

p24.1

GRIK2
ENST00000369138.5

KDM4C
ENST00000381309.8

breakpoint1
chr6:101928632

breakpoint2
chr9:6980925

0

2294

C
ov

er
ag

e

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

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

3 kbp
introns not to scale

G
RIK

2

KDM4C

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

GRIK2 KDM4C

RETAINED PROTEIN DOMAINS
reading frame unclear

Receptor family ligand binding region

Ligated ion channel L−glutamate− and glycine−binding site

Ligand−gated ion channel

Jumonji domain−containing protein 2A Tudor domain

PHD−zinc−finger like domain

PHD−finger

SUPPORTING READ COUNT

Split reads = 70
Discordant mates = 0
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PHD−finger

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Split reads = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 0
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reading frame unclear

SET domain

F/Y rich C−terminus

F/Y−rich N−terminus

PHD−zinc−finger like domain

PHD−finger

PHD−like zinc−binding domain

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 1
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Split reads = 4
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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No coding regions retained in fusion transcript.
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No protein domains retained in fusion.
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No coding regions retained in fusion transcript.
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No protein domains retained in fusion.
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No coding regions retained in fusion transcript.
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No protein domains retained in fusion.
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No protein domains retained in fusion.
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No protein domains retained in fusion.
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No protein domains retained in fusion.
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Genes are not protein−coding.
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Split reads = 7
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