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IRREE SYNCRIP _ -~~~
_ ENSTOGOOU4AT427‘2.-2— -

2 kbp
introns not to scale

14 15 16,
D 71

LA S RETAINED PROTEIN DOMAINS
reading frame unclear

Heterogeneous nuclear ribonucleoprotein Q acidic domain
RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 8

SYNCRIP SNX14
PXA domain—
Regulator of G protein signaling domain
PX domain

Regulator of G protein signaling domain-

translocation deletion Sorting nexin C terminal
duplication inversion
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breakpointl

chr6:85640221
32085 !

Coverage

chromosome 6

ql4.3

—

breakpoint2
cr|1r6:85574378

SYNCRIP
ENST00000369622.8

@ 14 15 16 7,

translocation deletion
duplication inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

Heterogeneous nuclear ribonucleoprotein Q acidic domain

SYNCRIP NX14
PXA domain—
Regulator of G protein signaling domain

PX domain
Regulator of G protein signaling domain-

Sorting nexin C terminal

3 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Coverage

chromosome 16

CHMP1A

q24.3

breakpointl
chr16:8965755|32

ENST00000535997.7

translocation
duplication

deletion
inversion

chromosome 16

q24.3

CHMP1A

breakpoint2
c||1r16:89752222

FANCA
ENST00000389301.8

RETAINED PROTEIN DOMAINS
reading frame unclear

FANCA
Fanconi anaemia group A protein

3 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 0
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chromosome 16

q24.3

breakpoint2
ct|1r16:89749902

CHMP1A
ENST00000535997.7

translocation deletion
duplication inversion

CHMP1A

FANCA
ENST00000389301.8

RETAINED PROTEIN DOMAINS
reading frame unclear

FANCA
Fanconi anaemia group A protein

3 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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Coverage

chromosome 16

CHMP1A

q24.3

breakpointl
chr16:8965755|32

ENST00000535997.7

translocation
duplication

deletion
inversion

chromosome 16

q24.3

-

CHMP1A

breakpoint2
c||1r16:89748767

FANCA
ENST00000389301.8

RETAINED PROTEIN DOMAINS
reading frame unclear

FANCA
Fanconi anaemia group A protein

3 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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q24.3
breakpointl
chr16:89657582
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chromosome 16

q24.3

breakpoint2
cr|1r16:89746890

CHMP1A
ENST00000535997.7

translocation deletion
duplication inversion

CHMP1A

FANCA
ENST00000389301.8

RETAINED PROTEIN DOMAINS
reading frame unclear

FANCA
Fanconi anaemia group A protein

3 kbp

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



chromosome 16
q24.3

chromosome 16
g24.3

breakpoint2
cl;nr16:89689252

breakpointl
chr16:8975857|7

7726

Coverage

’ CDK10

4 kbp |
' introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus
SUPPORTING READ COUNT

Split reads = 84
Discordant mates = 2

CDK10

FANCA
Protein kinase domain

deletion
inversion

translocation
duplication



chromosome 16
g24.3

breakpointl
chr16:89758577
7726 !

Coverage

translocation deletion
duplication inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

FANCA

chromosome 16
q24.3

DD

breakpoint2
cr|1r16:89690553

4 kbp |

CDK10

Protein kinase domain

introns not to scale

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 2



chromosome 16
g24.3

breakpointl
chr16:89761949
7726 !

Coverage

translocation deletion
duplication inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

FANCA

chromosome 16
q24.3

DD

breakpoint2
cr|1r16:89690553

4 kbp |

CDK10

Protein kinase domain

introns not to scale

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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breakpointl
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translocation deletion
duplication inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

FANCA
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breakpoint2
cr|1r16:89687589

_______________ ,/ Ccbkio

. ENST00000512912.5
4 7/

3 kbp |

CDK10

introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2
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breakpoint2
cl;nr16:89689252

breakpointl
chr16:8976194|19

7726

Coverage

’ CDK10

4 kbp |
' introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus
SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

CDK10

FANCA
Protein kinase domain

deletion
inversion

translocation
duplication



chromosome 1

chromosome 17

g23.2 q43
@@ (LA LA LA B AN AL R LD
— —_—
breakpointl breakpoint2

chrl7:62560126 chr1:243097299
4840 ! !
2 : :
¢ ! |
9] ! |
8 | |
0 1 1
1

‘ TIRZ === __ T LINCO1347-
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3 kbp |
' introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 73
Discordant mates = 0

translocation deletion
duplication inversion
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Coverage

p13.3

chromosome 16

chromosome 16

breakpointl
chr16:489526|31

translocation
duplication

deletion
inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain

PPL SEC14L5

PRELI-like family
CRAL/TRIO, N-terminal domain
CRAL/TRIO domain

p13.3
— —
breakpoint2
ck|1r16:4987557
1
16
! |
o SEC14L5 o
S~ . ENST00000251170.12 e
16
\ 4 kbp |
1

introns not to scale

SUPPORTING READ COUNT

Split reads = 70
Discordant mates = 4
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Coverage
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chromosome 16

chromosome 16

p13.3
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breakpointl
chr16:489526|31

translocation
duplication

deletion
inversion

breakpoint2
ck|1r16:4988149

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain

SEC14L5

PPL
PRELI-like family

CRAL/TRIO, N—-terminal domain
CRAL/TRIO domain

16

SEC14L5

ENST00000251170.12 .

16

4 kbp |

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0
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breakpointl
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ENST00000260045.8 i
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translocation deletion
duplication inversion

—_—

THAP domain

THAP12

breakpoint2
cr|1r9:32405485

ACO1

ENST00000379923.5

RETAINED PROTEIN DOMAINS
reading frame unclear

Aconitase family (aconitate hydratase)

ACO1

Aconitase C—terminal domain

chromosome 9

p21.1

2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 0
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q24.2
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breakpointl
chr6:1434592:}6

@ 14 15 16 7,

deletion
inversion

translocation
duplication

|'Peroxin—3

RETAINED PROTEIN DOMAINS
reading frame unclear

chromosome 6
q24.2

AlIG1

PEX3
FAR-17a/AlG1-like protein

breakpoint2
cr|1r6:l43333282

1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 64
Discordant mates = 1
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breakpointl
chr19:44213244
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TIs-ZNE227

ENST00000313040712 - -

translocation
duplication

deletion
inversion

chromosome 11

ql4.1

PH domain

RETAINED PROTEIN DOMAINS
reading frame unclear

GAB2

2 kbp

introns not to scale

breakpoint2
ck|1r11:78280901

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 3
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1 kbp
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

GAB2
PH domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 3

«=== translocation deletion
duplication == inversion
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__________________ MGA == ---______ TTe--.__ GABRB3-"

ENST00Q00219905.11 T T T ---_ - E?ﬂ§f0000031;5_50.10

\ 5 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

MGA, conserved domain
SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0

MGA GABRB3
Neurotransmitter—gated ion—channel ligand binding domain

Neurotransmitter—gated ion—channel transmembrane region

«=== translocation deletion
duplication inversion
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\ 4 kbp

introns not to scale

RETAINED PROTEIN DOMAINS

reading frame unclear

MGA, conserved domain

Splitreads =1
Discordant mates = 0

MGA

«=== translocation deletion
duplication == inversion

SUPPORTING READ COUNT



chromosome 2 chromosome 2

p24.3 p24.3
— —
breakpointl breakpoint2

chr2:1560731|3

chr2:14890795
67824 U

Coverage

\ 2 kbp
introns not to scale

14 15 16,
D ‘ 7
LY RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase
SPRY domain

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 8

DDX1

translocation deletion
duplication inversion
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Coverage

p24.3

chromosome 2

p24.3

chromosome 2

@ 14 15 16 7,

translocation
duplication

deletion
inversion

breakpointl
chr2:1560731|3

— —
breakpoint2

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase
SPRY domain

DDX1

ci|1r2:l4890653

2 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 1
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breakpointl breakpoint2
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Coverage

___________ ',
./ AC068286.1
,,” ENST00000416173.1

\ 2 kbp

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase
SPRY domain

SUPPORTING READ COUNT

Split reads =9
Discordant mates = 1

DDX1

translocation deletion
duplication inversion
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Coverage
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chromosome 2

p24.3

chromosome 2

@ 14 15 16 7,

translocation
duplication

deletion
inversion

breakpointl
chr2:1560731|3

— —
breakpoint2

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase
SPRY domain

DDX1

cf|1r2:l4890650

2 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads =9
Discordant mates = 1
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breakpoint2

chr2:14890795
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Coverage

\ 2 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase

SPRY domain
SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

DDX1

translocation deletion
duplication inversion
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breakpoint2
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Coverage

EFNAS N - IKBKB -
ENST00000333274.11

3 kbp

' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Ephrin
SUPPORTING READ COUNT
Split reads = 31
Discordant mates = 0
EFNAS IKBKB

Protein kinase domain
IQBAL scaffold dimerization domain

|I-kappa—-kinase—beta NEMO binding domain

translocation deletion
duplication inversion
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' introns not to scale
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ephrin
SUPPORTING READ COUNT
Split reads =3
Discordant mates = 2
EFNA5 IKBKB

Protein kinase domain
IQBAL scaffold dimerization domain

I-kappa-kinase—beta NEMO binding domain

translocation deletion
duplication inversion
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' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

COMM domain

COMMD10 AP3S1

Clathrin adaptor complex small chain

deletion
inversion

translocation
duplication

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

COMMD10 AP3S1
Clathrin adaptor complex small chain

translocation deletion
duplication inversion
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1 kbp |
introns not to scale
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RETAINED PROTEIN DOMAINS
reading frame unclear

COMM domain
SUPPORTING READ COUNT
Splitreads =1
Discordant mates = 0
COMMD10 AP3S1

translocation deletion
duplication inversion
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' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Apoptosis regulator proteins, Bcl-2 family
SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 4

BCL2L13 EP300

TAZ zinc finger
KIX domain

Bromodomain

CREB-binding protein/p300, atypical RING domain-
Histone acetylation protein—

translocation deletion
duplication inversion o
Zinc finger, ZZ type-

TAZ zinc finger-
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BCL2L13
TAZ zinc finger
KIX domain

CREB-binding protein/p300, atypical RING domain-

deletion
inversion

breakpoint2
ct|1r22:41129890

EP300

RETAINED PROTEIN DOMAINS
reading frame unclear

Apoptosis regulator proteins, Bcl-2 family

. g

EP300

Bromodomain

Histone acetylation protein—

Zinc finger, ZZ type-

TAZ zinc finger-

4 kbp |

introns not to scale

SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 3
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duplication

BCL2l13
TAZ zinc finger
KIX domain

CREB-binding protein/p300, aty,
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inversion
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ct|1r22:41129890

EP300

RETAINED PROTEIN DOMAINS
reading frame unclear

| Y

EP300

Bromodomain
pical RING domain-
Histone acetylation protein-—

Zinc finger, ZZ type-

TAZ zinc finger-
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SUPPORTING READ COUNT

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

von Willebrand factor type A domain
|fAnthrax receptor extracellular domain

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 1

ANTXR2 TNFSF10
TNF(Tumour Necrosis Factor) family

translocation deletion
duplication inversion
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LA S RETAINED PROTEIN DOMAINS
reading frame unclear

von Willebrand factor type A domain
|fAnthra>< receptor extracellular domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1

ANTXR2 TNFSF10
TNF(Tumour Necrosis Factor) family

translocation deletion
duplication inversion
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‘s RETAINED PROTEIN DOMAINS
reading frame unclear

von Willebrand factor type A domain
Anthrax receptor extracellular domain
[ SUPPORTING READ COUNT

Split reads =3
Discordant mates = 1

ANTXR2 TNFSF10
TNF(Tumour Necrosis Factor) family

translocation deletion
duplication inversion
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LA S RETAINED PROTEIN DOMAINS
reading frame unclear

von Willebrand factor type A domain
|fAnthrax receptor extracellular domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

ANTXR2 TNFSF10
TNF(Tumour Necrosis Factor) family

translocation deletion
duplication inversion
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SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0

CREB3L1
bZIP transcription factor
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SUPPORTING READ COUNT

Split reads = 4
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bZIP transcription factor
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SUPPORTING READ COUNT
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bZIP transcription factor



chromosome 1 chromosome 1

g25.1 g25.1
(R TR HTCARN R SR (RSSO Y,
— — ——
breakpointl breakpoint2
chr1:175023364 chr1:175406777
4062 ! !
2 : :
| |
3 [ 1
O ! 1
0 f 1
1
3
MRPS14

ENST00000476371.1

2 kbp |
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0

MRPS14 NR
Tenascin EGF domain
EGF-like domain

Fibronectin type Il domain
Fibrinogen beta and gamma chains, C-terminal globular domain-

translocation deletion
duplication inversion



chromosome 1 chromosome 1

g25.1 g25.1
R TEARA N TR R S (=S ™y,
— - —
breakpointl breakpoint2
chr1:175023272 chr1:175406777

4062 ! !
g |
3 |
0 1
1

_______________________________ NR

MRPS14 |
ENSTO0000867677.3 L _o------moTT
e

2 kbp |
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
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