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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Protein kinase C terminal domain

Protein kinase domain

Tetratricopeptide repeat

Tetratricopeptide repeat

Anaphase−promoting complex, cyclosome, subunit 3

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 207
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

G−protein alpha subunit

SUPPORTING READ COUNT

Split reads = 147
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

WW domain

Phosphotyrosine interaction domain (PTB/PID)

G−protein alpha subunit

SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 1
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WW domain

G−protein alpha subunit

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

G−protein alpha subunit

SUPPORTING READ COUNT

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

G−protein alpha subunit

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

WW domain

Phosphotyrosine interaction domain (PTB/PID)

G−protein alpha subunit

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1



chromosome 4

p14

chromosome 20

q13.32

APBB2
ENST00000506352.5

GNAS
ENST00000371085.8

breakpoint1
chr4:41013583

breakpoint2
chr20:58903531

0

297996

C
ov

er
ag

e

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 12 13

654321 4 5 6 7 8 9 10 11 12 13

2 kbp
introns not to scale

A
P

B
B

2

GNAS

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

G−protein alpha subunit

SUPPORTING READ COUNT

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

Sterile alpha motif (SAM)/Pointed domain

Zn−finger in Ran binding protein and others

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 128
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Proline−rich protein

SUPPORTING READ COUNT

Split reads = 111
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Proline−rich protein

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Proline−rich protein

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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PRR4

RETAINED PROTEIN DOMAINS
reading frame unclear

Proline−rich protein

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Proline−rich protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 109
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

CCCH−type zinc finger

Zinc finger C−x8−C−x5−C−x3−H type (and similar)

RNA−binding, Nab2−type zinc finger

SUPPORTING READ COUNT

Split reads = 106
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

CCCH−type zinc finger

Zinc finger C−x8−C−x5−C−x3−H type (and similar)

RNA−binding, Nab2−type zinc finger

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

CCCH−type zinc finger

Zinc finger C−x8−C−x5−C−x3−H type (and similar)

RNA−binding, Nab2−type zinc finger

SUPPORTING READ COUNT

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

Eukaryotic aspartyl protease

SUPPORTING READ COUNT

Split reads = 103
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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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 = 6
Discordant mates = 0
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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 = 4
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

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

Glycine cleavage T−protein C−terminal barrel domain

Aminomethyltransferase folate−binding domain

FAD dependent oxidoreductase central domain

FAD dependent oxidoreductase

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0
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reading frame unclear

Glycine cleavage T−protein C−terminal barrel domain

Aminomethyltransferase folate−binding domain

FAD dependent oxidoreductase central domain

FAD dependent oxidoreductase

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

NLRC4 helical domain

NOD2 winged helix domain

NACHT domain

Inhibitor of Apoptosis domain

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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SUPPORTING READ COUNT
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Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain
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Split reads = 3
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