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reading frame unclear

Microtubule-associated protein Bicaudal-D

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

BICD1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Microtubule-associated protein Bicaudal-D

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

BICD1

translocation deletion
duplication inversion
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SUPPORTING READ COUNT

Split reads = 50

No protein domains retained in fusion. )
Discordant mates = 0

translocation deletion
duplication inversion
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breakpointl
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No protein domains retained in fusion.
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SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

@ 14 15 16 7,

IPT/TIG domain

Exocyst complex component Sec5
SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0

EXOC2 13A1

Transglutaminase family
Transglutaminase-like superfamily
Transglutaminase family, C-terminal ig like domain

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0

TECR
Calcium—-binding EGF domain

ADGRE5

GPCR proteolysis site, GPS, motif
7 transmembrane receptor (Secretin family)

translocation deletion
duplication inversion
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@ 14 15 16 1>
RETAINED PROTEIN DOMAINS
reading frame unclear
TNFR/NGFR cysteine-rich region

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0

TNFRSF4 SAMD11

SAM domain (Sterile alpha motif)

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

TNFR/NGFR cysteine-rich region

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

TNFRSF4 SAMD11
SAM domain (Sterile alpha motif)

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

Class Il Aldolase and Adducin N-terminal domain
SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 1

ADD1 FAM193A
FAM193 family C—terminal

translocation deletion
duplication inversion
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g22.1
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introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Myb/SANT-like DNA-binding domain
SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0

FSBP VIRMA

Virilizer, N-terminal

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

SNF2-related domain

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0

RAD54B VIRMA

Virilizer, N-terminal

translocation deletion
duplication inversion
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duplication inversion
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chromosome 1
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breakpoint2
cl:nrl:16978314

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0

MFAP2
Microfibril-associated glycoprotein (MAGP)
ShK domain-like
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0

PUM1 MFAP2
Microfibril-associated glycoprotein (MAGP)
ShK domain-like

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

PUM1 MFAP2
Microfibril-associated glycoprotein (MAGP)
ShK domain-like

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

PUM1 MFAP2
Microfibril-associated glycoprotein (MAGP)
ShK domain-like

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0

FRMD4A
FERM N-terminal domain
FERM central domain
FERM C-terminal PH-like domain
Cytohesin Ubiquitin Protein Inducing Domain—

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

EF hand
SUPPORTING READ COUNT
Split reads = 33
Discordant mates = 0
DTNB ASXL2

Asx homology domain

PHD domain of transcriptional enhancer, Asx

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

EF hand
SUPPORTING READ COUNT
Splitreads =7
Discordant mates = 0
DTNB ASXL2

Asx homology domain

PHD domain of transcriptional enhancer, Asx

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

HPC2 and ubinuclein domain
Ubinuclein conserved middle domain
[ SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0

UBN2 LHL26
BTB/POZ domain
BTB And C-terminal Kelch
Kelch motif—
BTB/POZ domain-

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

HPC2 and ubinuclein domain
Ubinuclein conserved middle domain
[ SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

UBN2 KLHL26

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box
SUPPORTING READ COUNT
Split reads = 30
Discordant mates = 0
ZNF875 PPP6R1

SIT4 phosphatase—associated protein

translocation deletion
duplication inversion
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SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

PPP6R1

SIT4 phosphatase—associated protein

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4515)

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0

BBOF1

Protein kinase domain

SIK3

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4515)

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0

BBOF1

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4515)
SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

BBOF1 SIK3
Protein kinase domain

translocation deletion
duplication inversion



chromosome 1 chromosome 7

p36.33 p1l.2
(LAt R GG ] )
breakpointl breakpoint2
cll1r7:55796092

chr1:7432§6

5095 X
(4] ]
e |
9] |
g 1
(§] 1

0 1

! 1
16 | 10
: J
AL669831.1 -l __--"" TTeel_ -7 SEPTINI4
ENST00000506640.2 I JPPE L ENST00000388975.4
10
\ 3 kbp |
! introns not to scale !
14 15 16
(g 172
AL669831.1
SUPPORTING READ COUNT
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AL669831.1
SUPPORTING READ COUNT

Split reads = 27

No protein domains retained in fusion. )
Discordant mates = 1

translocation deletion
duplication inversion
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SUPPORTING READ COUNT

Splitreads =1

No protein domains retained in fusion. )
Discordant mates = 0

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0

AOX1
2Fe-2S iron-sulfur cluster binding domain
[2Fe-2S] binding domain
FAD binding domain in molybdopterin dehydrogenase
CO dehydrogenase flavoprotein C-terminal domain-
translocation delgligbnyde oxidase and xanthine dehydrogenase, a/b hammerhead domain-—
duplication inversion

Molybdopterin cofactor-binding domain-
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RETAINED PROTEIN DOMAINS
reading frame unclear

Histidine phosphatase superfamily (branch 1)

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 2

MYBPC1

TIGAR
Fibronectin type Il domain

Immunoglobulin I-set domain

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

PGAP1

N-terminal domain of E3 ubiquitin—protein ligase HECW1 and 2

translocation
duplication

deletion
inversion

C2 domain

WW domain
Helical box domain of E3 ubiquitin—protein ligase HECW1-

L.

HECW2

HECT-domain (ubiquitin-transferase)—

introns not to scale

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 1

PGAP1 HECW2
N-terminal domain of E3 ubiquitin—protein ligase HECW1 and 2

translocation deletion
duplication inversion
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Cytidylyltransferase
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inversion
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SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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reading frame unclear
SUPPORTING READ COUNT
Split reads = 27
Discordant mates = 0
RAB11FIP3
FIP domain

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain
Fibronectin type IIl domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0

AXL CYP2B6
Cytochrome P450

«=== translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin family
[ SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0

HERPUD1 NUP93

Nup93/Nic96

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin family
[ SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

HERPUD1 NUP93

Nup93/Nic96

translocation deletion
duplication inversion
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reading frame unclear

Ubiquitin family
[ SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

HERPUD1 NUP93

Nup93/Nic96

translocation deletion
duplication inversion
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Fes/CIP4, and EFC/F-BAR homology domain
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900 bp ,
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0

SRGAP2B
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reading frame unclear

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0

SRGAP2B
Fes/CIP4, and EFC/F-BAR homology domain

translocation deletion
duplication inversion
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reading frame unclear

SUPPORTING READ COUNT

5y Splitreads =7
22 Discordant mates = 0

SRGAP2B
Fes/CIP4, and EFC/F-BAR homology domain

translocation deletion
duplication inversion
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duplication inversion

breakpoint2
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reading frame unclear

PHD-finger

SET domain

KMT2E
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introns not to scale '

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0

LHFPL3
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translocation deletion
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Anaphylotoxin—like domain

SUPPORTING READ COUNT
Coagulation Factor Xa inhibitory site

Split reads = 18
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Calcium-binding EGF domain

Complement Clr-like EGF-like——

translocation deletion Calcium-binding EGF domain-
duplication inversion
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Anaphylotoxin—like domain
Calcium-binding EGF domain
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reading frame unclear
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l - SUPPORTING READ COUNT
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translocation deletion Zinc finger, C2H2 type—
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[ SUPPORTING READ COUNT

Split reads = 12
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SAM domain (Sterile alpha motif)
Phosphotyrosine interaction domain (PTB/PID)

translocation deletion
duplication inversion
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SUPPORTING READ COUNT

Split reads = 11
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translocation deletion
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Leucine Rich repeat
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Beta defensin
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SAM domain (Sterile alpha motif)
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SUPPORTING READ COUNT
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ABTB2 PDHX
2-oxoacid dehydrogenases acyltransferase (catalytic domain)
Biotin—requiring enzyme
e3 binding domain
Biotin—requiring enzyme-

deletion 2-oxoacid dehydrogenases acyltransferase (catalytic domain)-

translocation
duplication inversion



