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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 = 6
Discordant mates = 1



chromosome 16
q24.3
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breakpoint2
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breakpointl
chr16:8976194|19
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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 =5
Discordant mates = 1

CDK10

FANCA
Protein kinase domain

deletion
inversion

translocation
duplication
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introns not to scale

SUPPORTING READ COUNT

Split reads = 39

Genes are not protein—coding. Di dant mat 0
iscordant mates =

S b

AC110079.1

translocation deletion
duplication inversion
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breakpointl
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translocation deletion
duplication inversion
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| 600 bp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

|'Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 1

SNU13 LLPH

Learning—associated protein
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4 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Apoptosis regulator proteins, Bcl-2 family
SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0

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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breakpointl
chr22:17689142
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1
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0 1

translocation
duplication

chromosome 22

ql3.2

-~ BCtaLis. .-
ENSTO0D00817582.10" ~ ~ - _ _

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

Split reads = 19
Discordant mates = 0
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breakpointl

chr22:17683321
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chromosome 22

ql3.2

ENST00000317582.10~ ~ - _ -~

- - < -

translocation
duplication

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

| Y

EP300

Bromodomain

Histone acetylation protein-—

Zinc finger, ZZ type-

TAZ zinc finger-

4 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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1 kbp |
introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

Split reads = 23

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

translocation deletion
duplication inversion
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| 2 kbp |
1

introns not to scale

14 15 16,
D 71

LA S RETAINED PROTEIN DOMAINS
reading frame unclear

von Willebrand factor type A domain
|fAnthrax receptor extracellular domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1

ANTXR2 TNFSF10
TNF(Tumour Necrosis Factor) family

translocation deletion
duplication inversion



chromosome 4 chromosome 3

g21.21 (26.31
breakpointl breakpoint2
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| 2 kbp |
1

introns not to scale

14 15 16,
D 71

LA S RETAINED PROTEIN DOMAINS
reading frame unclear

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

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1

ANTXR2 TNFSF10
TNF(Tumour Necrosis Factor) family

translocation deletion
duplication inversion
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\ 5 kbp

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

MGA, conserved domain
SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1

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

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1

MGA

«=== translocation deletion
duplication == inversion
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p24.3 p24.3
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breakpointl breakpoint2

chr2:1560731|3

chr2:14890795
68025 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 = 17
Discordant mates =5

DDX1

translocation deletion
duplication inversion



68025

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 = 14
Discordant mates = 1
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breakpointl breakpoint2
chr2:15607313 chr2:14886754
68025 ! !

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 = 10
Discordant mates = 1

DDX1

translocation deletion
duplication inversion
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Coverage
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chromosome 2
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chromosome 2
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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

Splitreads =7
Discordant mates = 1
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TTTKERCA |
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chromosome 12
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breakpointl
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©

KLRC4

KLRKL - - - -

RETAINED PROTEIN DOMAINS

reading frame unclear

KLRK1

Lectin C-type domain

p13.2
)
breakpoint2

cll'lr12:10388875

S e
1

| 900 bp ,
introns not to scale

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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Coverage

chromosome 14

g21.1

breakpointl
Chr14:3742294|f9

translocation
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chromosome 14
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breakpoint2
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13
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~ T ENST00000537471.5
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inversion

4 TTC6

4 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

MIPOL1 TTC6
Tetratricopeptide repeat
Tetratricopeptide repeat
Tetratricopeptide repeat
Tetratricopeptide repeat—
Tetratricopeptide repeat——

introns not to scale

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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breakpointl
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translocation deletion
duplication inversion
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q22.33

breakpoint2
cr|1r6:127454101

3 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein SOGA

Domain of unknown function (DUF4482)

introns not to scale

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 1
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Coverage

chromosome 19

p13.3

chromosome 19

pl3.12
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«=== translocation
duplication
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inversion
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breakpoint2
cr|1r19:15523693

breakpointl
chr19:51449C|)2

RETAINED PROTEIN DOMAINS
reading frame unclear

jmjN domain
JmjC domain, hydroxylase

PHD-finger
PHD-zinc-finger like domain

CYP4F22
Cytochrome P450

CYP4F22 /
ENST00000269703.8 ’

3 kbp |

introns not to scale

Jumonji domain—containing protein 2A Tudor domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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' introns not to scale '
1 15 16 4,
12 T 9
RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT
Split reads = 11
Discordant mates = 0
RFT1
Rft protein

translocation deletion
duplication inversion
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2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

RFT1

Rft protein

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

RFT1

Rft protein

translocation deletion
duplication inversion
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' introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =9
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
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SMYD3

4 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SET domain
MYND finger
SUPPORTING READ COUNT
Split reads = 8
Discordant mates = 0
SMYD3 AHCTF1

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear
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Fibronectin type | domain
Fibronectin type Il domain

Fibronectin type | domain

Fibronectin type IIl domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 2

FN1

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS 7 kbp
reading frame unclear introns not to scale /

m— Regulator of chromosome condensation (RCC1) repeat

—Cytochrome b5-like Heme/Steroid binding domain

—Mib_herc2

—Mouse development and cellular proliferation protein Cullin—7

rZinc finger, ZZ type

Anaphase—promoting complex, subunit 10 (APC10)

Regulator of chromosome condensation (RCC1) repeat

HECT-domain (ubiquitin-transferase)
SUPPORTING READ COUNT
Split reads =3
Discordant mates = 0

HERC2

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS 7 kbp
reading frame unclear introns not to scale /

m— Regulator of chromosome condensation (RCC1) repeat

—Cytochrome b5-like Heme/Steroid binding domain

—Mib_herc2

—Mouse development and cellular proliferation protein Cullin—7

rZinc finger, ZZ type

Anaphase—promoting complex, subunit 10 (APC10)

Regulator of chromosome condensation (RCC1) repeat

HECT-domain (ubiquitin-transferase)
SUPPORTING READ COUNT
Splitreads =1
Discordant mates = 0

HERC2

translocation deletion
duplication inversion



