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RETAINED PROTEIN DOMAINS
reading frame unclear

Vacuolar sorting 38 and autophagy-related subunit 14

UVRAG KDWM2
Jumoniji helical domain
CXXC zinc finger domain
PHD-finger

F-box domain-—

3 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 1036
Discordant mates = 12
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2 kbp |
' introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =571
Discordant mates = 0

SPCS2
Microsomal signal peptidase 25 kDa subunit (SPC25)

translocation deletion
duplication inversion
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breakpointl

chr11:70398614
20626 U

Coverage

0

@ 1 15 16 4,

translocation deletion
duplication inversion

breakpoint2
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\ 2 kbp |

' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

SPCS2
Microsomal signal peptidase 25 kDa subunit (SPC25)
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COX6CP1

ENST00000564972.1

| 200 bp ,
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 415
Discordant mates = 0

COXe6C
Cytochrome c oxidase subunit Vic

translocation deletion
duplication inversion
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| 200 bp ,
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 0

COXe6C
Cytochrome c oxidase subunit Vic

translocation deletion
duplication inversion
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| 200 bp ,
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0

COXe6C
Cytochrome c¢ oxidase subunit Vic

translocation deletion
duplication inversion
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\ 2 kbp

introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin
SNARE domain
|7 SUPPORTING READ COUNT
Split reads = 189
Discordant mates = 1
STX16 NPEPL1

M17 aminopeptidase N—-terminal domain 2

Cytosol aminopeptidase family, catalytic domain

translocation deletion
duplication inversion
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introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin
[ SUPPORTING READ COUNT
Split reads = 2
Discordant mates = 0
STX16 NPEPL1

M17 aminopeptidase N-terminal domain 2

Cytosol aminopeptidase family, catalytic domain

translocation deletion
duplication inversion
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introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin
[ SUPPORTING READ COUNT
Splitreads =1
Discordant mates = 0
STX16 NPEPL1

M17 aminopeptidase N—-terminal domain 2

Cytosol aminopeptidase family, catalytic domain

translocation deletion
duplication inversion
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- ---"7  pLG2

SHANK2 <
ENST00000601538.6

5 kbp |
' introns not to scale
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

SHANK2 , DLG2
PDZ domain
SH3 domain
Guanylate kinase

SUPPORTING READ COUNT

Split reads = 147
Discordant mates = 0

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear
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Heavy—-metal-associated domain
Copper/zinc superoxide dismutase (SODC)
( SUPPORTING READ COUNT

Split reads = 116
Discordant mates = 0

CCS ACTN3

Spectrin repeat
Ca2+ insensitive EF hand

translocation deletion
duplication inversion
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RS 1 15 16 4,

RETAINED PROTEIN DOMAINS

reading frame unclear

Heavy-metal—-associated domain
SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

CCS ACTN3

Spectrin repeat
Ca2+ insensitive EF hand

translocation deletion
duplication inversion
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SUPPORTING READ COUNT

Genes are not protein—coding. gp"t redadst = 8? 0
iscordant mates =

translocation deletion
duplication inversion
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introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 76
Discordant mates = 2

translocation deletion
duplication inversion
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introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Surp module
[ SUPPORTING READ COUNT

Split reads = 72
Discordant mates = 2

CHERP OR2Z1
Olfactory receptor

translocation deletion
duplication inversion
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@ 14 15 16 7,

‘s RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin-like
Cadherin domain
SUPPORTING READ COUNT
Split reads = 70
Discordant mates = 0

PCDHA10 PCDHACQ1

Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion
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-~~~ PCDHACL S
ENST00000253807.3~ ~

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin-like
Cadherin domain

4 kbp |

PCDHA10 PCDHAC1

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

introns not to scale

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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translocation deletion
duplication inversion
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PCDHAC2 -

ENST00000289269.7- = ~

4 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin-like
Cadherin domain

PCDHA10 PCDHAQ2
Cadherin C-terminal cytoplasmic tail, catenin—binding region

introns not to scale

SUPPORTING READ COUNT

Split reads = 70
Discordant mates = 0



Coverage n»

075

chromosome 5

(R RS AR TR D

—

breakpointl
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ENST00000289269.7- = ~

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin-like
Cadherin domain

4 kbp |

PCDHA10 PCDHAC2

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

introns not to scale

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 63

Genes are not protein—coding. Di dant mat 0
iscordant mates =
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AC110079.1

translocation deletion
duplication inversion
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TMEM138
ENST00000278826.11

RETAINED PROTEIN DOMAINS
reading frame unclear

Transmembrane protein 138

TMEM138
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| 600 bp
introns not to scale

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 0
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Coverage
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transmembrane protein 138
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SUPPORTING READ COUNT

Split reads = 2
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SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 55
Discordant mates = 1

translocation deletion
duplication inversion
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SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 21
Discordant mates = 1

translocation deletion
duplication inversion
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breakpoint2
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No protein domains retained in fusion.

AC013652.1
ENST00000647271.1

800 bp

introns not to scale '

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 2

Discordant mates = 1
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SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0
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T TENST00000619038.5

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 2

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

\ 1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

1
7 n 3 | ;
| |
TVP23CT TT-ol -7 TTTteeellll L l-- CORTA™
ENST00000428082.6 - T Te-o R -t ‘ENSJ’QO_OQOGlQOSS.S
~~ bl :
I
I
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Eukaryotic protein of unknown function (DUF846)
TVP23C CDRT4

translocation deletion
duplication inversion

CMT1A duplicated region transcript 4 protein
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800 bp ,
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion
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1 kbp

RETAINED PROTEIN DOMAINS

TVP23C

Eukaryotic protein of unknown function (DUF846)

reading frame unclear

CDRT4
CMT1A duplicated region transcript 4 protein

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0
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SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 46
Discordant mates = 1

translocation deletion
duplication inversion
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SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 2
Discordant mates = 0

translocation deletion
duplication inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGEF domain
PH domain

WDA40 repeated domain
SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0

ARHGEF17
Heavy—-metal—-associated domain
Copper/zinc superoxide dismutase (SODC)
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RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGEF domain
PH domain

WDA40 repeated domain
SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

ARHGEF17
Heavy—-metal—-associated domain
Copper/zinc superoxide dismutase (SODC)
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0

GRPEL2 HSPA9
MreB/Mbl protein

Hsp70 protein

translocation deletion
duplication inversion
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SUPPORTING READ COUNT

Split reads = 21

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

translocation deletion
duplication inversion
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Genes are not protein—coding.
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SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0

AHCY

S-adenosyl-L-homocysteine hydrolase
S-adenosyl-L-homocysteine hydrolase, NAD binding domain

translocation deletion
duplication inversion
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