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RETAINED PROTEIN DOMAINS
reading frame unclear

Telomerase activating protein Est1

Est1 DNA/RNA binding domain

40S ribosome biogenesis protein Tsr1 and BMS1 C−terminal

SUPPORTING READ COUNT

Split reads = 179
Discordant mates = 5
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Telomerase activating protein Est1
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 173
Discordant mates = 4
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Split reads = 173
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SUPPORTING READ COUNT

Split reads = 173
Discordant mates = 4



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGA3
ENST00000619750.1

PCDHGC4
ENST00000306593.1

breakpoint1
chr5:141346457

breakpoint2
chr5:141494807

0

10432

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
A

3

P
C

D
H

G
C

4

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

PCDHGA3 PCDHGC4

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
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No protein domains retained in fusion.
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Split reads = 147
Discordant mates = 3
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Split reads = 143
Discordant mates = 0
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Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 128
Discordant mates = 9
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 2
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reading frame unclear

emp24/gp25L/p24 family/GOLD

TIR domain

emp24/gp25L/p24 family/GOLD

SUPPORTING READ COUNT

Split reads = 110
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 3
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reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 105
Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 105
Discordant mates = 5
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Split reads = 29
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 92
Discordant mates = 1
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CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Split reads = 1
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Cytochrome P450

SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 0
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Split reads = 10
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Genes are not protein−coding.
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Split reads = 72
Discordant mates = 1
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Nucleoside diphosphate kinase
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Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0
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Ras association (RalGDS/AF−6) domain
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SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 4
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SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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SUPPORTING READ COUNT
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Protein−L−isoaspartate(D−aspartate) O−methyltransferase (PCMT)

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 1
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SUPPORTING READ COUNT
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ARSG GLT1D1

RETAINED PROTEIN DOMAINS
reading frame unclear

Sulfatase

Glycosyl transferases group 1

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0



chromosome 1

q25.2

chromosome 1

q25.2

CRYZL2P
ENST00000476232.6

SEC16B
ENST00000308284.10

breakpoint1
chr1:178026155

breakpoint2
chr1:177968039

0

1095

C
ov

er
ag

e

10 9 8 7 6 5 4 3 2 1 26 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

7654321 262524232221201918171615141312111098765432

3 kbp
introns not to scale

SEC16BCRYZL2P

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

SEC16B

RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

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

Second Mitochondria−derived Activator of Caspases

CP2 transcription factor

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 2
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DEGS1 FBXO28

RETAINED PROTEIN DOMAINS
reading frame unclear

Sphingolipid Delta4−desaturase (DES)

Fatty acid desaturase

F−box domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sphingolipid Delta4−desaturase (DES)

F−box domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sphingolipid Delta4−desaturase (DES)

Fatty acid desaturase

F−box domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
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DNM1L FGD4

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynamin family

PH domain

FYVE zinc finger

PH domain

RhoGEF domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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CHD2 ACSS3

RETAINED PROTEIN DOMAINS
reading frame unclear

AMP−binding enzyme

Acetyl−coenzyme A synthetase N−terminus

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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CHD2 ACSS3

RETAINED PROTEIN DOMAINS
reading frame unclear

AMP−binding enzyme C−terminal domain

AMP−binding enzyme

Acetyl−coenzyme A synthetase N−terminus

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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HOMER2

RETAINED PROTEIN DOMAINS
reading frame unclear

WH1 domain

SUPPORTING READ COUNT

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

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


