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Zinc finger, C2H2 type
Zinc—finger double domain

Zinc finger, C2H2 type-

Zinc—finger double domain—

Zinc finger, C2H2 type
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introns not to scale

SUPPORTING READ COUNT

Split reads = 1433
Discordant mates = 0
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SUPPORTING READ COUNT
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Split reads =5
Discordant mates = 0

RHPN2 ZNF566
Zinc finger, C2H2 type
Zinc—finger double domain

Zinc finger, C2H2 type-

Zinc—finger double domain-

translocation deletion
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Zinc finger, C2H2 type
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Low—-density lipoprotein receptor domain class A

DGCR2 AKAPI»
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PH do

SUPPORTING READ COUNT

Split reads = 317
Discordant mates = 0

translocation deletion
duplication inversion
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Low—-density lipoprotein receptor domain class A
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SUPPORTING READ COUNT

Split reads =3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Biotin—requiring enzyme
2-oxoacid dehydrogenases acyltransferase (catalytic domain)

SUPPORTING READ COUNT

Split reads = 257
Discordant mates = 1

PDHX CAT

Catalase

Catalase-related immune-responsive
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SUPPORTING READ COUNT
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Ubiquitin family

SUPPORTING READ COUNT

Split reads = 228
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 176
Discordant mates = 0

COX6C

Cytochrome c oxidase subunit Vic

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0

COX6C

Cytochrome c¢ oxidase subunit Vic

translocation deletion
duplication inversion
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SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0

COX6C

Cytochrome c oxidase subunit Vic

translocation deletion
duplication inversion
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SUPPORTING READ COUNT
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Cytochrome c oxidase subunit Vic

translocation deletion
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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 = 165
Discordant mates = 7

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

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 7

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

translocation deletion Sorting nexin C terminal
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Heterogeneous nuclear ribonucleoprotein Q acidic domain

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)
SUPPORTING READ COUNT
Split reads =3
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Regulator of G protein signaling domain
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Regulator of G protein signaling domain-

translocation deletion Sorting nexin C terminal
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 154
Discordant mates = 0

MSL2

CXC domain of E3 ubiquitin—protein ligase MSL2
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MSL2

zinc RING finger of MSL2
CXC domain of E3 ubiquitin—protein ligase MSL2
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SUPPORTING READ COUNT

Split reads = 111
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

SKIP/SNW domain

SUPPORTING READ COUNT

Split reads = 118
Discordant mates = 0

SNW1
ABC1 atypical kinase-like domain—

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

ARP2/3 complex ARPC3 (21 kDa) subunit

SUPPORTING READ COUNT

Split reads = 112
Discordant mates = 1

ARPC3
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reading frame unclear

ARP2/3 complex ARPC3 (21 kDa) subunit

ARPC3
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introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

ARP2/3 complex ARPC3 (21 kDa) subunit
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SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0
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MARCHF7 ________________________________ DOCK9
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 98
Discordant mates = 0

DOCK9
Dedicator of cytokinesis C/D, N terminal

PH domain
C2 domain in Dock180 and Zizimin proteins

DHR-2, Lobe A-
translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0

DOCK9

Dedicator of cytokinesis C/D, N terminal
PH domain
C2 domain in Dock180 and Zizimin proteins

DHR-2, Lobe A-
translocation deletion
duplication inversion
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SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

DOCK9

Dedicator of cytokinesis C/D, N terminal
PH domain
C2 domain in Dock180 and Zizimin proteins

DHR-2, Lobe A-
translocation deletion
duplication inversion
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SUPPORTING READ COUNT
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Dedicator of cytokinesis C/D, N terminal
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C2 domain in Dock180 and Zizimin proteins

DHR-2, Lobe A-
translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Split reads = 92
Discordant mates = 0

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion
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Eukaryotic protein of unknown function (DUF846)
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SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0



breakpointl
chr17:15503098
16207 !

Coverage o

0

chromosome 17

chromosome 17

p12 pl2
— J—
breakpoint2
cr|1r17:15438200

1
1
1
1
1
I

1 —

| & h (1]

X S
1

1 1
____________ TTtc---.___ ___-<corRTd
___________ ____----7"777" - ENST00000619038.5
----- ﬁ Te--
7 |— 4
|

translocation
duplication

deletion
inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)
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SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion
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SUPPORTING READ COUNT
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translocation deletion
duplication inversion

CMT1A duplicated region transcript 4 protein
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SUPPORTING READ COUNT

Split reads = 6
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RETAINED PROTEIN DOMAINS
reading frame unclear

—Receptor L domain

Furin-like cysteine rich region
Receptor L domain
Growth factor receptor domain IV
Protein kinase domain
[ SUPPORTING READ COUNT
Split reads = 91
Discordant mates = 0

EGFR

translocation deletion
duplication inversion

Chr7:5518147|8 Cll'lr16:32018826
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—Receptor L domain

Furin-like cysteine rich region
Receptor L domain
Growth factor receptor domain IV
Protein kinase domain
[ SUPPORTING READ COUNT
Split reads = 15
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EGFR
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duplication inversion
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 91
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reading frame unclear

PCDHA11 PCDHACQ1

Cadherin C—-terminal cytoplasmic tail, catenin—binding region

introns not to scale

SUPPORTING READ COUNT

Split reads = 86
Discordant mates = 0
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Cadherin C—-terminal cytoplasmic tail, catenin—binding region
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|fpka family carbohydrate kinase
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SAM domain (Sterile alpha motif)
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PAP2 superfamily C-terminal
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SUPPORTING READ COUNT

Split reads = 73
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 11
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Split reads = 58
Discordant mates = 0

GNPTG UBE2I

Ubiquitin—conjugating enzyme

translocation deletion
duplication inversion



5962

Coverage

chromosome 1

q21.3

chromosome 1

g21.3

RORC
ENST00000318247.7

translocation
duplication

RORC
S-100/ICaBP type calcium binding domain

deletion
inversion

b -

_

breakpointl
chr1:1518294?|_9

breakpoint2
cr|1r1:152088163

__ _TCHHLL
ENSTO0000368806.2_ _

RETAINED PROTEIN DOMAINS
reading frame unclear

TCHHL1

2 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0



chromosome 1 chromosome 1

q21.3 g21.3

Coverage

- ) —
breakpointl breakpoint2
chr1:151825930 chr1:152088163
5962 : :
1 1
1 1
1 1
1 1
! ]
0 [ 1
1

| . |
s e e e B O i : et
I | |

RORC N T T - __TCHHL1
ENST00000356728.11 T\ __________ ENST00000368806.2 _ _
\ N o e--mTTTTT T . -
2 ; —

\ 2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

ROR TCHHL1
S-100/ICaBP type calcium binding domain

translocation deletion
duplication inversion



Coverage

chromosome 1

14 15 16
3
> S M

translocation
duplication

1

deletion
inversion

g21.3

chromosome 1

g21.3

RORC
ENST00000318247.7

—

breakpointl
chr1:15182942|9

breakpoint2
cr|1r1:152087543

_TCHHLE -~~~

- - =~ ENST00000368806.2

3 —

No protein domains retained in fusion.

2 kbp |
introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



chromosome 1 chromosome 16

g21.1 pll.2
(LALLM RN AL DD
breakpointl breakpoint2
chr1:146228709 chrl6:32768275
40168 | I

% :
5} |
8 :
0 [
1

NBPF10
ENST00000612520.2

\ 3 kbp |
introns not to scale

SUPPORTING READ COUNT

No coding regions retained in fusion transcript. Split reads = 40
Discordant mates = 0

translocation deletion
duplication inversion



Coverage -

chromosome 17

pl3.1

breakpointl

chrl7:7583918
174 !

0

breakpoint2
cf|1r5:37108471

pl3.2

chromosome 5

[}

\
\ N
AC016876.1 AN
ENST00000417897.1 _ - -

-

AR

translocation
duplication

deletion
inversion

CPLANE1
ENST00000651892.2

RETAINED PROTEIN DOMAINS
reading frame unclear

CPLANE1
Joubert syndrome-associated

4 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0



chromosome 1 chromosome 1
p22.3

(LML A
— —

breakpointl breakpoint2
chr1:854961§6 cr|1r1:85358847

1544

Coverage

, |
1

m——

()
b
=
To]
]

-

AC092807.3 _-~~ _DDAHL

ENST00000467666.2 ~

\ 1 kbp |
introns not to scale

@ 1 15 16 4,
A

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0

DDAH1

Arginine deiminase

translocation deletion
duplication inversion



Coverage
[es]

chromosome 2

chromosome 2
g32.1 g31.2
— —
breakpointl breakpoint2
chr2:18660215|1 ci|1r2:l78615323
1
1
]
I
]
0 1

30 |

TIN-AS1--~ "
_ - ENST00000456053.5

3 kbp |
' introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 28
Discordant mates = 0

translocation deletion
duplication inversion



Coverage
[es]

chromosome 2

g32.1

chromosome 2

q31.2

W mmmgﬂm@;@

breakpointl
6ghr2:18660215|1

@ 14 15 16 7,

translocation
duplication

deletion
inversion

breakpoint2
cI?r2:178713754

w0 I — Y e

_TGAV TIN-ASL- -
_ - ENST08000671355.1

3 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads =9

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



Coverage
[es]

chromosome 2 chromosome 2

g32.1 g31.2
— E—
breakpointl breakpoint2
67chr2:18660215|1 Cfllr2:178632375

0

1

5 b

1
_____________ N
T e _ITGAV. _TTN-AST
ENSTO000028 10238 === ~rmmm e e o ENST00000626954.2
E% 3
\ 3 kbp

introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

Splitreads =1

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

translocation deletion
duplication inversion



Coverage
[es]

chromosome 2 chromosome 2

g32.1 q31.2
— B—
breakpointl breakpoint2
67chr2:18660215|1 ci|1r2:l78644294

\ 3 kbp |
introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

Splitreads =1

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

translocation deletion
duplication inversion



Coverage -
n

chromosome 6

(ST BNl RND

—

breakpointl
chr6:1583142(?8

@ 14 15 16 7,

translocation
duplication

deletion
inversion

g25.3

chromosome 6

—_

14 |

TULP4

q25.3
breakpoint2
chré:158580940
1
17
) :
’ TMEM181 e ‘
ENST00000367090.4 p
17
| 4 kbp ,

RETAINED PROTEIN DOMAINS
reading frame unclear

TMEM181
Whnt-binding factor required for Wnt secretion

introns not to scale

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0



Coverage -
n

chromosome 6

(ST BNl RND

—

breakpointl
chr6:1583142(?8

@ 14 15 16 7,

translocation
duplication

deletion
inversion

g25.3

chromosome 6
q25.3

breakpoint2
cr|1r6:158585304

TULP4

RETAINED PROTEIN DOMAINS
reading frame unclear

TMEM181
Whnt-binding factor required for Wnt secretion

17

TMEM181 -7
ENST00000367090.4 -7

17

4 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0



Coverage -
n

chromosome 6

chromosome 6

g25.3 q25.3
— D —
breakpointl breakpoint2
chr6:1583142(?8 cI|1r6:158583954
: :
1 1
1 1
1 1
] 1
1 I
1
14 | 17
! |
e U1 =" S TMEM181
ENSTO0D00367097-8- 222 === --__ __ L7 ENST00000367090.4 L7
17
\ 4 kbp |

@ 14 15 16 7,

translocation
duplication

deletion
inversion

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0

TULP4 TMEM181
Whnt-binding factor required for Wnt secretion



Coverage -
n

chromosome 6 chromosome 6

g25.3 g25.3
— D —
breakpointl breakpoint2
chr6:1583142§8 cl|1r6:158589672
1
1
1
1
1
]
1
1
17
|
TMEM181 i
ENST00000367090.4 -7

17

4 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

TULP4 TMEM181
Whnt-binding factor required for Wnt secretion

translocation deletion
duplication inversion



chromosome 6

g25.3
—
breakpointl
chr6:158783520
54965 :
g’ 1
E 1
[ [}
3 [
O [
0 [

chromosome 6

g25.3

breakpoint2
cr|1r6 :158745480

EZR
ENST00000337147.11

@ 1 15 16 4,

translocation deletion
duplication inversion

FERM N-terminal domain
h i

RETAINED PROTEIN DOMAINS
reading frame unclear

FERM central domain

ERM C-terminal PH-like domain

EZR

IYTL3
C2 domain

2 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0



chromosome 6 chromosome 6

g25.3 g25.3
— . —
breakpointl

breakpoint2
ct|1r6:158751928

chr6:158783520
54965 !

Coverage

EZR Tl LT o -----SYTL3 T -
ENST00000337147.11 - ENST00000360448.8 ~ -

\ 2 kbp
introns not to scale

14 15 16 RETAINED PROTEIN DOMAINS
D 1 -
T ‘ reading frame unclear

FERM N-terminal domain
FERM central domain
FERM C-terminal PH-like domain
SUPPORTING READ COUNT
Split reads = 20
Discordant mates = 0
EZR SYTL3

C2 domain

translocation deletion
duplication inversion



chromosome 22 chromosome 22

g11.21 ql1.21

breakpoint2

breakpointl
ct|1r22:20734553

chr22:21567771
16115 ;

Coverage o

[ 1
1 ! n 5453625160494 84 46454443424 O33R 368734633813 H3029Q 82 2625240 322 1204 %184 66 5446 34 24116 ! ! ! ! !!
1 RAYNNRIN
1
! ;

0

s -

T~ UBE2L3
ENST00000342192.9 _

Pl4KA
ENST00000255882.11

4 kbp |
introns not to scale

@ 1 15 16 4,

P~
SN SN
2 Q:)@?}\’ RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin-conjugating enzyme

UBE2L3 PI4KA
accessory domain (PIK domain)

Phosphoinositide 3—kinase family,

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0

Phosphatidylinositol 3— and 4-kinase

translocation deletion
duplication inversion



