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Split reads = 2307
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reading frame unclear

Protein−tyrosine phosphatase

SUPPORTING READ COUNT

Split reads = 218
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 0
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Protein−tyrosine phosphatase

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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reading frame unclear

Protein−tyrosine phosphatase

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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Protein−tyrosine phosphatase

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0



chromosome 10

q11.22

chromosome 10

q11.22

PTPN20
ENST00000374218.6

BMS1P7
ENST00000602440.2

breakpoint1
chr10:46911501

breakpoint2
chr10:48060020

0

2052

C
ov

er
ag

e

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

1 7654321

1 kbp
introns not to scale

PTPN20

BMS1P7

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

No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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MS4A4A ANKS1A

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphotyrosine interaction domain (PTB/PID)

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 174
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

MINDY deubiquitinase

SUPPORTING READ COUNT

Split reads = 139
Discordant mates = 6
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RETAINED PROTEIN DOMAINS
reading frame unclear

MINDY deubiquitinase

SUPPORTING READ COUNT

Split reads = 137
Discordant mates = 5
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MINDY1 THEM4

RETAINED PROTEIN DOMAINS
reading frame unclear

MINDY deubiquitinase

SUPPORTING READ COUNT

Split reads = 81
Discordant mates = 1
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MINDY1 THEM4

RETAINED PROTEIN DOMAINS
reading frame unclear

MINDY deubiquitinase

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

Arginine/Serine−Rich protein 1

SUPPORTING READ COUNT

Split reads = 124
Discordant mates = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol 3− and 4−kinase

Papain family cysteine protease

SUPPORTING READ COUNT

Split reads = 118
Discordant mates = 2
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reading frame unclear

Phosphatidylinositol 3− and 4−kinase

Papain family cysteine protease

Cathepsin propeptide inhibitor domain (I29)

Papain family cysteine protease

SUPPORTING READ COUNT

Split reads = 0
Discordant mates = 6
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 102
Discordant mates = 4
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 4
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 4
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EPS15L1 SLC35E1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytoskeletal−regulatory complex EF hand

Triose−phosphate Transporter family

SUPPORTING READ COUNT

Split reads = 94
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cell morphogenesis C−terminal

Cell morphogenesis central region

Cell morphogenesis N−terminal

SUPPORTING READ COUNT

Split reads = 93
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 91
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Helix−loop−helix DNA−binding domain

PAS fold

PAS domain

Phosphatidylinositol 3− and 4−kinase

SUPPORTING READ COUNT

Split reads = 89
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Helix−loop−helix DNA−binding domain

PAS fold

PAS domain

Phosphatidylinositol 3− and 4−kinase

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 3
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HERPUD1 SLC12A3

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin family

Solute carrier family 12

Amino acid permease

SUPPORTING READ COUNT

Split reads = 81
Discordant mates = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin family

Solute carrier family 12
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SUPPORTING READ COUNT

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

Ubiquitin family

Solute carrier family 12

Amino acid permease

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 81
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 41
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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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 19

p13.11

chromosome 19

p13.11

NR2C2AP
ENST00000331552.12

BORCS8
ENST00000462790.8

breakpoint1
chr19:19203023

breakpoint2
chr19:19182683

0

4384

C
ov

er
ag

e

5 4 3 2 1 6 5 4 3 2 1

1 654

800 bp
introns not to scale

BO
R

C
S8

NR2C
2A

P

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

NR2C2AP BORCS8

RETAINED PROTEIN DOMAINS
reading frame unclear

BLOC−1−related complex sub−unit 8

SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

BLOC−1−related complex sub−unit 8

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

BLOC−1−related complex sub−unit 8

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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NR2C2AP MEF2B

RETAINED PROTEIN DOMAINS
reading frame unclear

SRF−type transcription factor (DNA−binding and dimerisation domain)

SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 1
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NR2C2AP MEF2B

RETAINED PROTEIN DOMAINS
reading frame unclear

SRF−type transcription factor (DNA−binding and dimerisation domain)

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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NR2C2AP MEF2B

RETAINED PROTEIN DOMAINS
reading frame unclear

SRF−type transcription factor (DNA−binding and dimerisation domain)

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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NKAIN2

RETAINED PROTEIN DOMAINS
reading frame unclear

Na,K−Atpase Interacting protein

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 0
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RPRD2 CTXND2

RETAINED PROTEIN DOMAINS
reading frame unclear

CID domain

Cortexin of kidney

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 5
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 64
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0
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NOTCH2NLC HRNR

RETAINED PROTEIN DOMAINS
reading frame unclear

S−100/ICaBP type calcium binding domain

SUPPORTING READ COUNT

Split reads = 64
Discordant mates = 0
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GRIPAP1 PCSK1N

RETAINED PROTEIN DOMAINS
reading frame unclear

ProSAAS precursor

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 1
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H2BC21 SETDB1

RETAINED PROTEIN DOMAINS
reading frame unclear

Core histone H2A/H2B/H3/H4

SET domain

Pre−SET motif

Methyl−CpG binding domain

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0
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GPR89A

RETAINED PROTEIN DOMAINS
reading frame unclear

Abscisic acid G−protein coupled receptor 

The Golgi pH Regulator (GPHR) Family N−terminal

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 7
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ATP6V1D TDP1

RETAINED PROTEIN DOMAINS
reading frame unclear

ATP synthase subunit D 

Tyrosyl−DNA phosphodiesterase

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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POTED

RETAINED PROTEIN DOMAINS
reading frame unclear

CCDC144C protein coiled−coil region

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 3
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POTED

RETAINED PROTEIN DOMAINS
reading frame unclear

CCDC144C protein coiled−coil region

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1
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POTED

RETAINED PROTEIN DOMAINS
reading frame unclear

CCDC144C protein coiled−coil region

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RNF115 KALRN

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Fibronectin type III domain

Immunoglobulin I−set domain

RhoGEF domain

SH3−RhoGEF linking unstructured region

SH3 domain

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 2
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RNF115 KALRN

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Fibronectin type III domain

Immunoglobulin I−set domain

RhoGEF domain

SH3−RhoGEF linking unstructured region

SH3 domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RNF115 KALRN

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Fibronectin type III domain

Immunoglobulin I−set domain

RhoGEF domain

SH3−RhoGEF linking unstructured region

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 5
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

MORN repeat

Prokaryotic RING finger family 4

Zinc finger, C3HC4 type (RING finger)

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 5
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 2
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ZMPSTE24 RLF

RETAINED PROTEIN DOMAINS
reading frame unclear

CAAX prenyl protease N−terminal, five membrane helices

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 1
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ZMPSTE24 RLF

RETAINED PROTEIN DOMAINS
reading frame unclear

CAAX prenyl protease N−terminal, five membrane helices

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RIIAD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulatory subunit of type II PKA R−subunit

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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RIIAD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulatory subunit of type II PKA R−subunit

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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RIIAD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulatory subunit of type II PKA R−subunit

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RIIAD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulatory subunit of type II PKA R−subunit

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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APOBEC3B TNKS2

RETAINED PROTEIN DOMAINS
reading frame unclear

Novel AID APOBEC clade 2

Poly(ADP−ribose) polymerase catalytic domain

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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CD46 SCCPDH

RETAINED PROTEIN DOMAINS
reading frame unclear

Sushi repeat (SCR repeat)

Saccharopine dehydrogenase C−terminal domain

Saccharopine dehydrogenase NADP binding domain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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IKZF2 ERBB4

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Growth factor receptor domain IV

Receptor L domain

Furin−like cysteine rich region

Receptor L domain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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ANP32E

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine−rich repeat

Leucine Rich repeats (2 copies)

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine−rich repeat

Leucine Rich repeats (2 copies)

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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ANP32E

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine−rich repeat

Leucine Rich repeats (2 copies)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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PHIP IL20RA

RETAINED PROTEIN DOMAINS
reading frame unclear

Interferon−alpha/beta receptor, fibronectin type III

Tissue factor

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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TDP1 TTC7B

RETAINED PROTEIN DOMAINS
reading frame unclear

Tyrosyl−DNA phosphodiesterase

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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RPRD2 SETDB1

RETAINED PROTEIN DOMAINS
reading frame unclear

CID domain

SET domain

Pre−SET motif

Methyl−CpG binding domain

Histone methyltransferase Tudor domain

Histone methyltransferase Tudor domain 1

Domain of unknown function (DUF5604)

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 2
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IQSEC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Sec7 domain

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 1
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IQSEC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Sec7 domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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BCAT2 PLEKHA4

RETAINED PROTEIN DOMAINS
reading frame unclear

Amino−transferase class IV

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 3
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RAB25 OLFML2B

RETAINED PROTEIN DOMAINS
reading frame unclear

Ras family

Olfactomedin−like domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1
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RAB25 OLFML2B

RETAINED PROTEIN DOMAINS
reading frame unclear

Ras family

Olfactomedin−like domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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BPNT2 CNBD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Inositol monophosphatase family

Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Inositol monophosphatase family

Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1



chromosome 8

q22.3

chromosome 8

q22.3

SNX31
ENST00000311812.7

YWHAZ
ENST00000395953.6

breakpoint1
chr8:100649274

breakpoint2
chr8:100925039

0

32166

C
ov

er
ag

e

14 13 12 11 10 9 8 7 6 5 4 3 2 1 6 5 4 3 2 1

21 6543

1 kbp
introns not to scale

SNX31
YWHAZ 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

SNX31 YWHAZ

RETAINED PROTEIN DOMAINS
reading frame unclear

PX domain

14−3−3 protein

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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reading frame unclear

PX domain

14−3−3 protein
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Split reads = 1
Discordant mates = 1



chromosome 21

q22.3

chromosome 21

q22.3

NDUFV3
ENST00000354250.7

PDE9A
ENST00000291539.11

breakpoint1
chr21:42893381

breakpoint2
chr21:42732070

0

7819

C
ov

er
ag

e

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

16 7 8 9 10 11 12 13 14 15 16 17 18 19 20

2 kbp
introns not to scale

PDE9A

NDUFV3

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

NDUFV3 PDE9A

RETAINED PROTEIN DOMAINS
reading frame unclear

3'5'−cyclic nucleotide phosphodiesterase

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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3'5'−cyclic nucleotide phosphodiesterase

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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3'5'−cyclic nucleotide phosphodiesterase

SUPPORTING READ COUNT

Split reads = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin carboxyl−terminal hydrolase

Golgi complex component 7 (COG7)

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin carboxyl−terminal hydrolase

Golgi complex component 7 (COG7)

SUPPORTING READ COUNT

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

Ubiquitin carboxyl−terminal hydrolase

Golgi complex component 7 (COG7)

SUPPORTING READ COUNT

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

Ubiquitin carboxyl−terminal hydrolase

Golgi complex component 7 (COG7)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Ubiquitin carboxyl−terminal hydrolase
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SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterized protein family UPF0004

Radical SAM superfamily

F5/8 type C domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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Uncharacterized protein family UPF0004

Radical SAM superfamily

F5/8 type C domain

SUPPORTING READ COUNT

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

NAD−dependent glycerol−3−phosphate dehydrogenase N−terminus

SUPPORTING READ COUNT

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

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 1



chromosome 15

q21.2

chromosome 15

q21.2

MIR4713HG
ENST00000559909.1

GLDN
ENST00000335449.11

breakpoint1
chr15:51037681

breakpoint2
chr15:51383785

0

450

C
ov

er
ag

e

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

1 4 5 6 7 8 9 10

2 kbp
introns not to scaleM

IR
4713H

G

G
LD

N

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

GLDN

RETAINED PROTEIN DOMAINS
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Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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reading frame unclear

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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reading frame unclear

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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3'5'−cyclic nucleotide phosphodiesterase

GAF domain

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
Discordant mates = 0
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Discordant mates = 0



chromosome 1

q21.3

chromosome 1

q21.1

PIP5K1A
ENST00000409426.5

LINC02799
ENST00000456469.1

breakpoint1
chr1:151199081

breakpoint2
chr1:143499548

0

9416

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 3 2 1

1 32

1 kbp
introns not to scale

LINC02799PIP5K1A

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 16

q22.2

chromosome 3

q21.2

HYDIN
ENST00000393567.7

ZNF148
ENST00000485866.5

breakpoint1
chr16:71060504

breakpoint2
chr3:125288228

0

12437

C
ov

er
ag

e

86 858483828180797877767574737271706968676665646362616059585756555453525150494847 464544434241403938373635343332313029282726252423222120191817161514131211109 8 7 6 543 2 1 10 9876 5 432 1

181716151413121110987654321 109876

9 kbp
introns not to scale

ZN
F148

H
Y

D
IN

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

HYDIN ZNF148

RETAINED PROTEIN DOMAINS
reading frame unclear

Abnormal spindle−like microcephaly−assoc'd, ASPM−SPD−2−Hydin

Flagellar−associated PapD−like

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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Mid domain of argonaute
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PAZ domain
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N−terminal domain of argonaute

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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Brain and reproductive organ−expressed protein (BRE)

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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No protein domains retained in fusion.
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase C terminal domain

Protein kinase domain

C2 domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

SUPPORTING READ COUNT

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

Integrin plexin domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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Orotidine 5'−phosphate decarboxylase / HUMPS family
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