
chromosome 11

q22.1

chromosome 11

q14.1

YAP1
ENST00000531439.5

DLG2
ENST00000650630.1

breakpoint1
chr11:102162571

breakpoint2
chr11:85285365

0

11806

C
ov

er
ag

e

1 2 3 4 5 6 7 8 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 28272625242322212019181716151413121110987654

3 kbp
introns not to scale

DLG2

YAP1

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

YAP1 DLG2

RETAINED PROTEIN DOMAINS
reading frame unclear

WW domain

Guanylate kinase

SH3 domain

PDZ domain

PDZ−associated domain of NMDA receptors

PDZ domain

Polyubiquitination (PEST) N−terminal domain of MAGUK

L27_1

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

ANTH domain

Guanylate kinase

SH3 domain

PDZ domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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GPT2 XKR4

RETAINED PROTEIN DOMAINS
reading frame unclear

XK−related protein

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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PLEKHS1 EIF4G3

RETAINED PROTEIN DOMAINS
reading frame unclear

eIF4−gamma/eIF5/eIF2−epsilon

MA3 domain

MIF4G domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SLC12A7 PLCXD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol−specific phospholipase C, X domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SLC12A7 PLCXD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol−specific phospholipase C, X domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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DLG2 TENM4

RETAINED PROTEIN DOMAINS
reading frame unclear

L27_1

GHH signature containing HNH/Endo VII superfamily nuclease toxin

RHS Repeat

EGF−like domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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DLG2 TENM4

RETAINED PROTEIN DOMAINS
reading frame unclear

L27_1

GHH signature containing HNH/Endo VII superfamily nuclease toxin

RHS Repeat

EGF−like domain

SUPPORTING READ COUNT

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

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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TCF12 RNF111

RETAINED PROTEIN DOMAINS
reading frame unclear

Ring finger domain

E3 ubiquitin−protein ligase Arkadia N−terminus

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

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

FIP domain 

RIM−binding protein of the cytomatrix active zone

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 20

p11.23

chromosome 3

q26.32

OVOL2
ENST00000486776.5

TBL1XR1
ENST00000457928.7

breakpoint1
chr20:17996561

breakpoint2
chr3:177038434

0

1588

C
ov

er
ag

e

4 3 2 1 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

321 161514131211

2 kbp
introns not to scale

T
B

L1X
R

1

OVOL2

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
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RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TMPRSS7 TAGLN3

RETAINED PROTEIN DOMAINS
reading frame unclear

SEA domain

Calponin family repeat

Calponin homology (CH) domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


