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GPI transamidase subunit PIG−U

SUPPORTING READ COUNT

Split reads = 1354
Discordant mates = 24
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SUPPORTING READ COUNT

Split reads = 365
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 365
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SUPPORTING READ COUNT

Split reads = 365
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 365
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 365
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 365
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 365
Discordant mates = 2



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGC5
ENST00000252087.3

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

30897

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

G
B

2

P
C

D
H

G
C

5

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

PCDHGB2 PCDHGC5

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 365
Discordant mates = 2



chromosome 17

p12

chromosome 19

p13.3

NCOR1
ENST00000268712.8

SAFB
ENST00000592224.5

breakpoint1
chr17:16039433

breakpoint2
chr19:5641594

0

12309

C
ov

er
ag

e

46 45 44434241 40 3938 37 363534 33 32 31 3029282726252423 2221 20 19181716151413121110 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 9 1011121314 15 1617181920 21

4443424140393837363534333231302928272625242322212019181716151413121110987654321 3 4 5 6 7 8 9 1011121314 15 1617181920 21

5 kbp
introns not to scale

N
C

O
R

1

SA
FB

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

NCOR1 SAFB

RETAINED PROTEIN DOMAINS
reading frame unclear

G−protein pathway suppressor 2−interacting domain

Myb−like DNA−binding domain

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 278
Discordant mates = 1



chromosome 19

p13.2

chromosome 19

p13.12

AC011451.3
ENST00000634951.1

PODNL1
ENST00000588872.2

breakpoint1
chr19:9406850

breakpoint2
chr19:13938006

0

8715

C
ov

er
ag

e

3 2 1 10 9 8 7 6 5 4 3 2 1

1 1098765432

1 kbp
introns not to scale

AC
01

14
51

.3

PO
DNL1

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

PODNL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat
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SUPPORTING READ COUNT

Split reads = 240
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
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Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 226
Discordant mates = 7
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 1
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SUPPORTING READ COUNT

Split reads = 1
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Breast carcinoma amplified sequence 3 

SUPPORTING READ COUNT

Split reads = 202
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 118
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 25
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SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 106
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

SUPPORTING READ COUNT

Split reads = 103
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 92
Discordant mates = 0
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TTC19 CTNNA2

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Vinculin family

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 3



chromosome 19

p13.3

chromosome 19

p13.3

TBXA2R
ENST00000375190.10

TLE2
ENST00000262953.11

breakpoint1
chr19:3599849

breakpoint2
chr19:3028803

0

4199

C
ov

er
ag

e

3 2 1 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

21 201918171615141312111098765432

2 kbp
introns not to scale

TL
E2

TB
XA2R

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TBXA2R TLE2

RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (rhodopsin family)

WD domain, G−beta repeat

Groucho/TLE N−terminal Q−rich domain

SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (rhodopsin family)

WD domain, G−beta repeat

Groucho/TLE N−terminal Q−rich domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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TBXA2R TLE2

RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (rhodopsin family)

WD domain, G−beta repeat

Groucho/TLE N−terminal Q−rich domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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GET3 PODNL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Anion−transporting ATPase

Leucine rich repeat

Leucine Rich Repeat

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 0
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GET3 PODNL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Anion−transporting ATPase

Leucine rich repeat

Leucine Rich Repeat

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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PMP22 MYZAP

RETAINED PROTEIN DOMAINS
reading frame unclear

PMP−22/EMP/MP20/Claudin family

Putative GRINL1B complex locus protein 2

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 2



chromosome 17

p12

chromosome 15

q21.3

PMP22
ENST00000395938.7

MYZAP
ENST00000267853.10

breakpoint1
chr17:15239471

breakpoint2
chr15:57674968

0

31152

C
ov

er
ag

e

5 4 3 2 1 1 2 3 4 5 6 7 8 9 10 11 12 13

4321 12 13

1 kbp
introns not to scale

M
Y

Z
A

P

P
M

P
22

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

PMP22 MYZAP

RETAINED PROTEIN DOMAINS
reading frame unclear

PMP−22/EMP/MP20/Claudin family

Putative GRINL1B complex locus protein 2

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2
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GID4 USP22

RETAINED PROTEIN DOMAINS
reading frame unclear

Vacuolar import and degradation protein

Ubiquitin carboxyl−terminal hydrolase

Zn−finger in ubiquitin−hydrolases and other protein

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0
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NPEPL1 GNAS

RETAINED PROTEIN DOMAINS
reading frame unclear

M17 aminopeptidase N−terminal domain 2

Cytosol aminopeptidase family, catalytic domain

G−protein alpha subunit

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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NPEPL1 GNAS

RETAINED PROTEIN DOMAINS
reading frame unclear

M17 aminopeptidase N−terminal domain 2

Cytosol aminopeptidase family, catalytic domain

G−protein alpha subunit

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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ZNF823 LPIN3

RETAINED PROTEIN DOMAINS
reading frame unclear

LNS2 (Lipin/Ned1/Smp2)

Lipin/Ned1/Smp2 multi−domain protein middle domain

lipin, N−terminal conserved region

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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ZNF823 LPIN3

RETAINED PROTEIN DOMAINS
reading frame unclear

LNS2 (Lipin/Ned1/Smp2)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ZNF823 LPIN3

RETAINED PROTEIN DOMAINS
reading frame unclear

LNS2 (Lipin/Ned1/Smp2)

Lipin/Ned1/Smp2 multi−domain protein middle domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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STAU1

RETAINED PROTEIN DOMAINS
reading frame unclear

Staufen C−terminal domain

Double−stranded RNA binding motif

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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STAU1

RETAINED PROTEIN DOMAINS
reading frame unclear

Staufen C−terminal domain

Double−stranded RNA binding motif

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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PRKCSH FGFR1

RETAINED PROTEIN DOMAINS
reading frame unclear

Glucosidase II beta subunit−like

EF hand

Protein kinase domain

NA

Immunoglobulin I−set domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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reading frame unclear

Glucosidase II beta subunit−like

EF hand

Protein kinase domain
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Immunoglobulin I−set domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SH3BGR

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3−binding, glutamic acid−rich protein

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

A1 Propeptide 

Caldesmon

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 1
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TNRC18 SDK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibronectin type III domain

SUPPORTING READ COUNT
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