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RETAINED PROTEIN DOMAINS
reading frame unclear

Staphylococcal nuclease homologue

SUPPORTING READ COUNT

Split reads = 240
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 147
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RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane sweet−taste receptor of 3 GCPR

Nine Cysteines Domain of family 3 GPCR

Receptor family ligand binding region

SUPPORTING READ COUNT

Split reads = 140
Discordant mates = 0
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7 transmembrane sweet−taste receptor of 3 GCPR
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Receptor family ligand binding region
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Split reads = 21
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reading frame unclear

NLRC4 helical domain

NOD2 winged helix domain

NACHT domain

Inhibitor of Apoptosis domain

SUPPORTING READ COUNT

Split reads = 91
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

CDK−activating kinase assembly factor MAT1

SUPPORTING READ COUNT

Split reads = 75
Discordant mates = 0
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Zinc finger, C3HC4 type (RING finger)

CDK−activating kinase assembly factor MAT1
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Split reads = 61
Discordant mates = 0
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reading frame unclear

Biotin carboxylase, N−terminal domain

Carbamoyl−phosphate synthase L chain, ATP binding domain

Biotin carboxylase C−terminal domain

Actin interacting protein 3

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 0
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SUPPORTING READ COUNT

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

N1221−like protein

Domain of unknown function (DUF3402)

Carboxyl transferase domain

Acetyl−CoA carboxylase, central region

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 1
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N1221−like protein

Domain of unknown function (DUF3402)

Carboxyl transferase domain

Acetyl−CoA carboxylase, central region

SUPPORTING READ COUNT

Split reads = 1
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reading frame unclear

GRAM domain

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 0



chromosome 17

q12

chromosome 7

q32.2

SYNRG
ENST00000612223.5

NRF1
ENST00000223190.8

breakpoint1
chr17:37609279

breakpoint2
chr7:129727241

0

5019

C
ov

er
ag

e

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 9 10 11

110 11

3 kbp
introns not to scale

NRF1

S
Y

N
R

G

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

SYNRG NRF1

RETAINED PROTEIN DOMAINS
reading frame unclear

Nrf1 activator activation site binding domain

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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reading frame unclear

Nrf1 activator activation site binding domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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NLS−binding and DNA−binding and dimerisation domains of Nrf1

Fructosamine kinase

SUPPORTING READ COUNT

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

Myosin head (motor domain)

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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reading frame unclear

Myosin head (motor domain)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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reading frame unclear

Myosin head (motor domain)
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RETAINED PROTEIN DOMAINS
reading frame unclear

Carboxyl transferase domain

Acetyl−CoA carboxylase, central region

Biotin−requiring enzyme

Biotin carboxylase C−terminal domain

Carbamoyl−phosphate synthase L chain, ATP binding domain

Biotin carboxylase, N−terminal domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 1
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reading frame unclear

Carboxyl transferase domain

Acetyl−CoA carboxylase, central region

Biotin−requiring enzyme

Biotin carboxylase C−terminal domain

Carbamoyl−phosphate synthase L chain, ATP binding domain

Biotin carboxylase, N−terminal domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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reading frame unclear

Carboxyl transferase domain

Acetyl−CoA carboxylase, central region

Biotin−requiring enzyme

Biotin carboxylase C−terminal domain

Carbamoyl−phosphate synthase L chain, ATP binding domain

Biotin carboxylase, N−terminal domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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reading frame unclear

Protein−tyrosine phosphatase

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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