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SUPPORTING READ COUNT

Split reads = 315
Discordant mates = 3
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
reading frame unclear

PHD−finger

Histidine phosphatase superfamily (branch 1)

6−phosphofructo−2−kinase

SUPPORTING READ COUNT

Split reads = 162
Discordant mates = 0
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EF−hand domain pair

SUPPORTING READ COUNT

Split reads = 158
Discordant mates = 7
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Diaphanous GTPase−binding Domain

SUPPORTING READ COUNT

Split reads = 132
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1
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No protein domains retained in fusion.
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Split reads = 2
Discordant mates = 0
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SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 124
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 2
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SUPPORTING READ COUNT

Split reads = 1
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 99
Discordant mates = 0
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HAUS augmin−like complex subunit 4

SUPPORTING READ COUNT

Split reads = 96
Discordant mates = 0
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Tubulin/FtsZ family, GTPase domain

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 10
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Protein kinase domain

SUPPORTING READ COUNT

Split reads = 80
Discordant mates = 0
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Protein kinase domain

SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 0
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Scavenger receptor cysteine−rich domain

PH domain

Sec7 domain

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 5
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Gtr1/RagA G protein conserved region

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 0
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No protein domains retained in fusion.
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Gtr1/RagA G protein conserved region

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0



chromosome 17

q25.1

chromosome 17

q25.1

SLC16A5
ENST00000329783.9

KCTD2
ENST00000322444.7

breakpoint1
chr17:75104180

breakpoint2
chr17:75062120

0

6329

C
ov

er
ag

e

1 2 3 4 5 6 7 1 2 3 4 5 6

1 2 3 4 5 6 5 6

2 kbp
introns not to scale

K
C

TD
2

S
LC

16
A

5

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

SLC16A5 KCTD2

RETAINED PROTEIN DOMAINS
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Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 4
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Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 1
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SUPPORTING READ COUNT
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RhoGAP domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 1
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RhoGAP domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1
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reading frame unclear

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Choline/ethanolamine kinase

Protein phosphatase 2C

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Thioredoxin

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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Thioredoxin

SUPPORTING READ COUNT

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

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Scavenger mRNA decapping enzyme C−term binding

TLD

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rab−GTPase−TBC domain

Spinocerebellar ataxia type 10 protein domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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reading frame unclear

Rab−GTPase−TBC domain

Spinocerebellar ataxia type 10 protein domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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Rab−GTPase−TBC domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transmembrane amino acid transporter protein

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transmembrane amino acid transporter protein

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

SUPPORTING READ COUNT

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

KRAB box

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

26S proteasome non−ATPase regulatory subunit RPN1 C−terminal

Proteasome/cyclosome repeat

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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EIF4G1 PSMD2

RETAINED PROTEIN DOMAINS
reading frame unclear

26S proteasome non−ATPase regulatory subunit RPN1 C−terminal

SUPPORTING READ COUNT

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

PI3−kinase family, p85−binding domain

PI3−kinase family, ras−binding domain

Phosphoinositide 3−kinase C2

Phosphoinositide 3−kinase family, accessory domain (PIK domain)

Phosphatidylinositol 3− and 4−kinase

SUPPORTING READ COUNT

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

Zinc finger, C3HC4 type (RING finger)

SUPPORTING READ COUNT

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

SH2 domain

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0



chromosome 3

q27.1

chromosome 17

q25.3

MCF2L2
ENST00000328913.7

C17orf99
ENST00000340363.9

breakpoint1
chr3:183295300

breakpoint2
chr17:78160955

0

1582

C
ov

er
ag

e

30 29 28 27 26 25 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

13121110987654321 3 4 5

3 kbp
introns not to scale

M
C

F
2L2

C
17

or
f9

9

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

MCF2L2 C17orf99

RETAINED PROTEIN DOMAINS
reading frame unclear

Divergent CRAL/TRIO domain

C17orf99 Ig domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0


