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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 4
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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 = 2
Discordant mates = 0
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Reeler domain

Spondin_N

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 218
Discordant mates = 7
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SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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Split reads = 1
Discordant mates = 0
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Nnf1 

SUPPORTING READ COUNT

Split reads = 147
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 139
Discordant mates = 0
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Split reads = 8
Discordant mates = 0
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Split reads = 3
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Split reads = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

CAP−Gly domain

Ubiquitin family

Pre−mRNA splicing factor PRP21 like protein

Surp module

SUPPORTING READ COUNT

Split reads = 125
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Collagen triple helix repeat (20 copies)

EMI domain

SUPPORTING READ COUNT

Split reads = 113
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 6
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reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 113
Discordant mates = 1
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Cytosol aminopeptidase family, catalytic domain
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Domain of unknown function (DUF4592)

SUPPORTING READ COUNT

Split reads = 105
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 92
Discordant mates = 0
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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 = 82
Discordant mates = 0
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Cadherin−like

Cadherin domain
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SUPPORTING READ COUNT

Split reads = 82
Discordant mates = 0
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reading frame unclear

Cadherin−like
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SUPPORTING READ COUNT

Split reads = 82
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 82
Discordant mates = 0
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Split reads = 82
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain
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Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 0
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reading frame unclear
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SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 0
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reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 0
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SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
reading frame unclear

56kDa selenium binding protein (SBP56)

Tudor domain

KH domain

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 1
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56kDa selenium binding protein (SBP56)
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KH domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

56kDa selenium binding protein (SBP56)

Tudor domain

KH domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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DNTTIP1 dimerisation domain

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 0
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reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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STAT protein, protein interaction domain

STAT protein, all−alpha domain

STAT protein, DNA binding domain

SH2 domain

DNTTIP1 dimerisation domain

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

V−type ATPase 116kDa subunit family  

Tectonic domain DUF1619

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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IPP transferase

Helix−loop−helix DNA−binding domain

Myc amino−terminal region

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0
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IPP transferase

Helix−loop−helix DNA−binding domain

Myc amino−terminal region

SUPPORTING READ COUNT

Split reads = 8
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No protein domains retained in fusion.
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Split reads = 36
Discordant mates = 5
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RETAINED PROTEIN DOMAINS
reading frame unclear

Exocyst complex component SEC3 N−terminal PIP2 binding PH

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 1
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Exocyst complex component SEC3 N−terminal PIP2 binding PH

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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reading frame unclear

Nucleotide−sugar transporter

Amylo−alpha−1,6−glucosidase 

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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Nucleotide−sugar transporter

Amylo−alpha−1,6−glucosidase 

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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reading frame unclear

Telomere repeat binding factor (TRF)

Telomeric repeat−binding factor 2 Rap1−binding motif

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0



chromosome 14

q21.3

chromosome 14

q22.1

CDKL1
ENST00000395834.6

MAP4K5
ENST00000013125.8

breakpoint1
chr14:50395701

breakpoint2
chr14:50504857

0

8808

C
ov

er
ag

e

10 9 8 7 6 5 4 3 2 1 32 31 30 29 28 27 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

21 32313029282726252423222120191817161514131211109876543

4 kbp
introns not to scale

C
D

K
L1

M
A

P
4K

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

CDKL1 MAP4K5

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

CNH domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome c oxidase assembly factor 8

tRNA methyltransferase complex GCD14 subunit

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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reading frame unclear

Cytochrome c oxidase assembly factor 8

tRNA methyltransferase complex GCD14 subunit

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome c oxidase assembly factor 8

tRNA methyltransferase complex GCD14 subunit

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

tRNA methyltransferase complex GCD14 subunit

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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COA8 TRMT61A

RETAINED PROTEIN DOMAINS
reading frame unclear

tRNA methyltransferase complex GCD14 subunit

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein SCAI 

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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reading frame unclear

Protein SCAI 

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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NDRG1 ST3GAL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ndr family

Glycosyltransferase family 29 (sialyltransferase)

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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NDRG1 ST3GAL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ndr family

Glycosyltransferase family 29 (sialyltransferase)

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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SKIL PRKCI

RETAINED PROTEIN DOMAINS
reading frame unclear

SKI/SNO/DAC family

c−SKI Smad4 binding domain

Protein kinase C terminal domain

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

SKI/SNO/DAC family

c−SKI Smad4 binding domain

Protein kinase C terminal domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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SKIL PRKCI

RETAINED PROTEIN DOMAINS
reading frame unclear

SKI/SNO/DAC family

c−SKI Smad4 binding domain

Protein kinase C terminal domain

Protein kinase domain

SUPPORTING READ COUNT

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

SKI/SNO/DAC family

c−SKI Smad4 binding domain

Protein kinase C terminal domain

Protein kinase domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

PB1 domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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RIN2 ETV4

RETAINED PROTEIN DOMAINS
reading frame unclear

Ets−domain

PEA3 subfamily ETS−domain transcription factor N terminal domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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reading frame unclear

Ets−domain

PEA3 subfamily ETS−domain transcription factor N terminal domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ets−domain

PEA3 subfamily ETS−domain transcription factor N terminal domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Ets−domain

PEA3 subfamily ETS−domain transcription factor N terminal domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

HECT−domain (ubiquitin−transferase)

Regulator of chromosome condensation (RCC1) repeat

WD domain, G−beta repeat

SPRY domain

Regulator of chromosome condensation (RCC1) repeat

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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reading frame unclear

HECT−domain (ubiquitin−transferase)

Regulator of chromosome condensation (RCC1) repeat

WD domain, G−beta repeat

SPRY domain

Regulator of chromosome condensation (RCC1) repeat

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 15
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RETAINED PROTEIN DOMAINS
reading frame unclear

Laminin EGF domain

Laminin B (Domain IV)

Laminin EGF domain

EGF−like domain

TB domain

Calcium−binding EGF domain

TB domain

Calcium−binding EGF domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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Tumour−associated protein

Ets−domain

PEA3 subfamily ETS−domain transcription factor N terminal domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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reading frame unclear

tRNA synthetases class I (W and Y)

SAM domain (Sterile alpha motif)

Unstructured region on Polyhomeotic−like protein 1 and 2

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CAPZB TMCO4

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF726)

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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CAPZB TMCO4

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF726)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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PROM1 CCNYL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Prominin

Cyclin, N−terminal domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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PROM1 CCNYL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Prominin

Cyclin, N−terminal domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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BCAT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Amino−transferase class IV

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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breakpoint1
chr19:45613541

breakpoint2
chr19:45823472

0

9572

C
ov

er
ag

e

19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 27 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

181716151413121110987654321 2726252423222120

3 kbp
introns not to scale

EM
L2

SYM
PK

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

EML2 SYMPK

RETAINED PROTEIN DOMAINS
reading frame unclear

HELP motif

WD domain, G−beta repeat

Symplekin tight junction protein C terminal

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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EML2 SYMPK

RETAINED PROTEIN DOMAINS
reading frame unclear

HELP motif

WD domain, G−beta repeat

Symplekin tight junction protein C terminal

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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IARS2 MTRNR2L12

RETAINED PROTEIN DOMAINS
reading frame unclear

tRNA synthetases class I (I, L, M and V)

Humanin family

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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SMARCC1 MAP4

RETAINED PROTEIN DOMAINS
reading frame unclear

SWIRM−associated domain at the N−terminal

Tau and MAP protein, tubulin−binding repeat

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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p15.2
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LINC02548
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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PTK2
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PTK2 SLC45A4

RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N−terminal domain

FERM central domain

Protein kinase domain

MFS/sugar transport protein

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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RDH10
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TERF1
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breakpoint1
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RDH10 TERF1

RETAINED PROTEIN DOMAINS
reading frame unclear

short chain dehydrogenase

Myb−like DNA−binding domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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HSPBAP1
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NFE2L2 HSPBAP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cupin−like domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 2
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PACRGL

RETAINED PROTEIN DOMAINS
reading frame unclear

Parkin co−regulated protein

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 2
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PACRGL

RETAINED PROTEIN DOMAINS
reading frame unclear

Parkin co−regulated protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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PACRGL

RETAINED PROTEIN DOMAINS
reading frame unclear

Parkin co−regulated protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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breakpoint1
chr13:98457168

breakpoint2
chr13:98724031

0

16988

C
ov

er
ag

e

11 10 9 8 7 6 5 4 3 2 1 23 22 21 20 19 18 17 16 15 141312 11 10 9 8 7 6 5 4 3 2 1

10987654321 232221201918171615141312111098765

4 kbp
introns not to scale

S
TK

24
S

LC
15A

1

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

STK24 SLC15A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

POT family

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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STK24 SLC15A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

POT family

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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STK24 SLC15A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

POT family

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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GNB1L TERF2

RETAINED PROTEIN DOMAINS
reading frame unclear

Myb−like DNA−binding domain

Telomeric repeat−binding factor 2 Rap1−binding motif

Telomere repeat binding factor (TRF)

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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GNB1L TERF2

RETAINED PROTEIN DOMAINS
reading frame unclear

Myb−like DNA−binding domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 2

q24.2

chromosome 12

q14.3

PLA2R1
ENST00000283243.13

RBMS1P1
ENST00000417216.3

breakpoint1
chr2:160005652

breakpoint2
chr12:66235218

0

1910

C
ov

er
ag

e

30 29 28 27 26 25 24 23 22 21 20 1918 171615 14 13 12 11 10 9 8 7 6 5 4 3 2 1 1

1110987654321 1

4 kbp
introns not to scale

RBM
S1P1

PLA2R1
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

PLA2R1

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibronectin type II domain

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Fibronectin type II domain

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0


