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introns not to scale

SUPPORTING READ COUNT

Split reads = 589
Discordant mates = 0
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reading frame unclear

SUPPORTING READ COUNT

Split reads = 49
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Split reads = 17
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reading frame unclear

SUPPORTING READ COUNT

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

Organic Anion Transporter Polypeptide (OATP) family

i SUPPORTING READ COUNT

Split reads = 364
Discordant mates = 0

SLCO5A ANK2
Ankyrin repeats (3 copies)

Ankyrin repeat——

Ankyrin repeats (3 copies)—

Ankyrin repeats (many copies)—

translocation deletion
duplication inversion

Ankyrin repeats (3 copies)—

Ankyrin repeat—-
Ankyrin repeats (3 copies)—
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RETAINED PROTEIN DOMAINS
reading frame unclear

Organic Anion Transporter Polypeptide (OATP) family

i SUPPORTING READ COUNT

Split reads = 232
Discordant mates = 0

SLCO5A1
Ankyrin repeats (3 copies)

ANK2

Ankyrin repeat
Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)—
translocation deletion

duplication inversion

Ankyrin repeats (3 copies)—

Ankyrin repeat—-
Ankyrin repeats (3 copies)—
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RETAINED PROTEIN DOMAINS
reading frame unclear

Organic Anion Transporter Polypeptide (OATP) family

i SUPPORTING READ COUNT

Split reads = 89
Discordant mates = 0

SLCO5A
Ankyrin repeats (3 copies)

ANK2

Ankyrin repeat
Ankyrin repeats (3 copies)
Ankyrin repeats (many copies)—

translocation deletion
duplication inversion

Ankyrin repeats (3 copies)—

Ankyrin repeat—-
Ankyrin repeats (3 copies)—
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RETAINED PROTEIN DOMAINS
reading frame unclear

Organic Anion Transporter Polypeptide (OATP) family
i SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0

SLCO5A ANK2
Ankyrin repeats (3 copies)

Ankyrin repeat
Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)—

translocation deletion
duplication inversion

Ankyrin repeats (3 copies)—

Ankyrin repeat—-

Ankyrin repeats (3 copies)—
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RETAINED PROTEIN DOMAINS
reading frame unclear

Organic Anion Transporter Polypeptide (OATP) family

SLCO5A] ANK2
Ankyrin repeats (3 copies)

Ankyrin repeat——
Ankyrin repeats (3 copies)—

Ankyrin repeats (many copies)—

translocation deletion
duplication inversion

Ankyrin repeats (3 copies)—

Ankyrin repeat—-

Ankyrin repeats (3 copies)—

\ 6 kbp
introns not to scale

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Organic Anion Transporter Polypeptide (OATP) family

i SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0

SLCO5A
Ankyrin repeats (3 copies)

ANK2

Ankyrin repeat
Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)—

translocation deletion
duplication inversion

Ankyrin repeats (3 copies)—

Ankyrin repeat—-
Ankyrin repeats (3 copies)—




chromosome 8 chromosome 4

—
breakpointl breakpoint2
chr8:69738040 chr4:113196368
24923 ! !
g’ 1 1
o J !
[ | |
3 1 1
O ! |
0 ' [

SLCOBAT -~ _ . . ANK2 ,
ENST000005249455 ~ < _ 4

\ 6 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Organic Anion Transporter Polypeptide (OATP) family
i SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0

SLCO5A1 ANK2
Ankyrin repeats (3 copies)

Ankyrin repeat——

Ankyrin repeats (3 copies)—

Ankyrin repeats (many copies)—
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duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

Organic Anion Transporter Polypeptide (OATP) family
i SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

SLCO5A ANK2
Ankyrin repeats (3 copies)——

Ankyrin repeat——

Ankyrin repeats (3 copies)—

Ankyrin repeats (many copies)—
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duplication inversion
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reading frame unclear

Organic Anion Transporter Polypeptide (OATP) family

i SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

SLCO5A ANK2
Ankyrin repeats (3 copies)

Ankyrin repeat——
Ankyrin repeats (3 copies)—
Ankyrin repeats (many copies)—
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RETAINED PROTEIN DOMAINS
reading frame unclear

Organic Anion Transporter Polypeptide (OATP) family

SLCO5A1
Ankyrin repeats (3 copies)

ANK2

Ankyrin repeat—

Ankyrin repeats (3 copies)-

Ankyrin repeats (many copies)-

translocation deletion
duplication inversion

Ankyrin repeats (3 copies)—

Ankyrin repeat——

Ankyrin repeats (3 copies)—

SUPPORTING READ COUNT
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Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Organic Anion Transporter Polypeptide (OATP) family
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

SLCO5A1
Ankyrin repeats (3 copies)
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Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)-

Ankyrin repeats (3 copies)—
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Ankyrin repeats (many copies)—
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reading frame unclear

ANK2

Organic Anion Transporter Polypeptide (OATP) family
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SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0
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Organic Anion Transporter Polypeptide (OATP) family
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SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0
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Organic Anion Transporter Polypeptide (OATP) family

B SUPPORTING READ COUNT

Splitreads =1
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Ankyrin repeats (3 copies)
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reading frame unclear

Protein kinase domain
Protein kinase C terminal domain

Protein kinase domain
[ SUPPORTING READ COUNT

Split reads = 215
Discordant mates = 2

RPS6KA5S TTC7B

Tetratricopeptide repeat

Anaphase-promoting complex, cyclosome, subunit 3
Tetratricopeptide repeat

Tetratricopeptide repeat-
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inversion

translocation
duplication
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reading frame unclear

SUPPORTING READ COUNT

Split reads = 155
Discordant mates = 1

APBB2 GNAS
G—protein alpha subunit

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

WW domain
Phosphotyrosine interaction domain (PTB/PID)

SUPPORTING READ COUNT

Split reads = 86
Discordant mates = 1

APBB2 GNAS
G—protein alpha subunit

translocation deletion
duplication inversion
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reading frame unclear
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SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 1
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reading frame unclear

SUPPORTING READ COUNT

Split reads = 22
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reading frame unclear

WW domain
Phosphotyrosine interaction domain (PTB/PID)
SUPPORTING READ COUNT
Split reads =3
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APBB2 GNAS

G-protein alpha subunit
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SUPPORTING READ COUNT

Split reads =3
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SUPPORTING READ COUNT

Split reads = 2
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translocation deletion
duplication inversion



113428

Coverage

chromosome 11

g24.3

EIEEMEEED

—

breakpointl
chr11:12878202|3

@ 14 15 16 7,

translocation
duplication

chromosome 22

ql2.2

deletion
inversion

7

RETAINED PROTEIN DOMAINS
reading frame unclear

Sterile alpha motif (SAM)/Pointed domain

FLI1 WSR1
RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)
Zn—finger in Ran binding protein and others
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SUPPORTING READ COUNT

Split reads = 133
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 112
Discordant mates = 1
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Proline-rich protein
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reading frame unclear

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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reading frame unclear

SUPPORTING READ COUNT

Split reads = 10
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Proline-rich protein
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SUPPORTING READ COUNT

Split reads =5
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reading frame unclear

SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 110
Discordant mates = 0

PGAS5

Eukaryotic aspartyl protease
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SUPPORTING READ COUNT

Split reads = 110
Discordant mates = 0

No protein domains retained in fusion.
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¥? Wi YA 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

ZC3H4

«=== translocation deletion
duplication == inversion
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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

ZC3H4

«=== translocation deletion
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» [ 8 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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PDPR
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RETAINED PROTEIN DOMAINS
reading frame unclear
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PD
FAD dependent oxidoreductase
FAD dependent oxidoreductase central domain

R
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