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RETAINED PROTEIN DOMAINS
reading frame unclear

CP2 transcription factor

Vacuolar−sorting−associated 13 protein C−terminal

SHR−binding domain of vacuolar−sorting associated protein 13

SUPPORTING READ COUNT

Split reads = 813
Discordant mates = 2
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reading frame unclear

CP2 transcription factor

Vacuolar−sorting−associated 13 protein C−terminal

SHR−binding domain of vacuolar−sorting associated protein 13

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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CP2 transcription factor
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SUPPORTING READ COUNT

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

CENP−A−nucleosome distal (CAD) centromere subunit, CENP−P

SUPPORTING READ COUNT

Split reads = 551
Discordant mates = 0
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CENP−A−nucleosome distal (CAD) centromere subunit, CENP−P

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

CENP−A−nucleosome distal (CAD) centromere subunit, CENP−P

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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KPNB1 NPEPPS

RETAINED PROTEIN DOMAINS
reading frame unclear

Importin−beta N−terminal domain

ERAP1−like C−terminal domain

Peptidase family M1 domain

Peptidase M1 N−terminal domain

SUPPORTING READ COUNT

Split reads = 466
Discordant mates = 7
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RETAINED PROTEIN DOMAINS
reading frame unclear

Importin−beta N−terminal domain

Peptidase M1 N−terminal domain

SUPPORTING READ COUNT

Split reads = 266
Discordant mates = 0
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SUPPORTING READ COUNT

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

Exostosin family

Glycosyl transferase family 64 domain

short chain dehydrogenase

SUPPORTING READ COUNT

Split reads = 316
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
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Exostosin family

short chain dehydrogenase

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Split reads = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

fzo−like conserved region

SUPPORTING READ COUNT

Split reads = 265
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
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fzo−like conserved region

SUPPORTING READ COUNT

Split reads = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

AMP−binding enzyme

AMP−binding enzyme C−terminal domain

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 256
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

AMP−binding enzyme

AMP−binding enzyme C−terminal domain

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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reading frame unclear

AMP−binding enzyme

AMP−binding enzyme C−terminal domain

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
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AMP−binding enzyme

AMP−binding enzyme C−terminal domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

NACHT domain

SUPPORTING READ COUNT

Split reads = 229
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

XRCC1 N terminal domain

u−PAR/Ly−6 domain

SUPPORTING READ COUNT

Split reads = 207
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 4

q13.3

chromosome 4

q13.3

SLC4A4
ENST00000264485.11

FDCSP
ENST00000317987.6

breakpoint1
chr4:71187401

breakpoint2
chr4:70231195

0

102496

C
ov

er
ag

e

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

12 3 4 5

3 kbp
introns not to scale

F
D

C
S

P
S

LC
4A

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

FDCSP

RETAINED PROTEIN DOMAINS
reading frame unclear

Follicular dendritic cell secreted peptide

SUPPORTING READ COUNT

Split reads = 204
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 140
Discordant mates = 0
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reading frame unclear

Protein kinase domain

Growth factor receptor domain IV

Receptor L domain

Furin−like cysteine rich region

SUPPORTING READ COUNT

Split reads = 136
Discordant mates = 0
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ZFP69 NDUFS5

RETAINED PROTEIN DOMAINS
reading frame unclear

NADH:ubiquinone oxidoreductase, NDUFS5−15kDa

SUPPORTING READ COUNT

Split reads = 103
Discordant mates = 0



chromosome 4

q22.3

chromosome 4

q22.3

UNC5C
ENST00000453304.6

HPGDS
ENST00000295256.10
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chr4:94302244
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UNC5C HPGDS

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Thrombospondin type 1 domain

ZU5 domain

Glutathione S−transferase, C−terminal domain

SUPPORTING READ COUNT

Split reads = 97
Discordant mates = 1



chromosome 4

q22.3

chromosome 4

q22.3

UNC5C
ENST00000453304.6

HPGDS
ENST00000295256.10

breakpoint1
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UNC5C HPGDS

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Thrombospondin type 1 domain

ZU5 domain

Glutathione S−transferase, C−terminal domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 1

q25.1

chromosome 1

q25.2

COP1
ENST00000367669.8

ASTN1
ENST00000361833.7

breakpoint1
chr1:176043186

breakpoint2
chr1:176965237
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inversion

COP1 ASTN1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

WD domain, G−beta repeat

Annexin−like domain

Coagulation Factor Xa inhibitory site

SUPPORTING READ COUNT

Split reads = 94
Discordant mates = 1



chromosome 1

q25.2

chromosome 1

q25.2

COP1
ENST00000367669.8

ASTN1
ENST00000361833.7

breakpoint1
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breakpoint2
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COP1 ASTN1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

Annexin−like domain

Coagulation Factor Xa inhibitory site

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0



chromosome 1

q25.2

chromosome 1

q25.2

COP1
ENST00000367669.8

ASTN1
ENST00000361833.7

breakpoint1
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breakpoint2
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deletion
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COP1 ASTN1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

Annexin−like domain

Coagulation Factor Xa inhibitory site

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 1

q32.1

chromosome 1

q32.1

CYB5R1
ENST00000367249.9

RBBP5
ENST00000264515.11

breakpoint1
chr1:202965371

breakpoint2
chr1:205095064
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CYB5R1 RBBP5

RETAINED PROTEIN DOMAINS
reading frame unclear

Oxidoreductase FAD−binding domain

SUPPORTING READ COUNT

Split reads = 91
Discordant mates = 1



chromosome 1

q32.1

chromosome 1

q32.1

CYB5R1
ENST00000367249.9

RBBP5
ENST00000264515.11

breakpoint1
chr1:202965887

breakpoint2
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inversion

CYB5R1 RBBP5

RETAINED PROTEIN DOMAINS
reading frame unclear

Oxidoreductase FAD−binding domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1



chromosome 1

q32.1

chromosome 1

q32.1

CYB5R1
ENST00000367249.9

RBBP5
ENST00000264515.11

breakpoint1
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breakpoint2
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CYB5R1 RBBP5

RETAINED PROTEIN DOMAINS
reading frame unclear

Oxidoreductase FAD−binding domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1



chromosome 15
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ARIH1
ENST00000379887.9

AC022872.1
ENST00000568391.1

breakpoint1
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breakpoint2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 81
Discordant mates = 0
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ARIH1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 4

q22.3

chromosome 4

q22.2

BMPR1B
ENST00000515059.6

GRID2
ENST00000611049.4

breakpoint1
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breakpoint2
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GRID2

RETAINED PROTEIN DOMAINS
reading frame unclear

Ligand−gated ion channel

SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 0



chromosome 17
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p13.1

CHRNB1
ENST00000306071.7

POLR2A
ENST00000674977.2

breakpoint1
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breakpoint2
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CHRNB1 POLR2A

RETAINED PROTEIN DOMAINS
reading frame unclear

Neurotransmitter−gated ion−channel ligand binding domain

Neurotransmitter−gated ion−channel transmembrane region

RNA polymerase Rpb1 C−terminal repeat 

RNA polymerase Rpb1, domain 5

RNA polymerase Rpb1, domain 7

RNA polymerase Rpb1, domain 6

RNA polymerase Rpb1, domain 4

RNA polymerase Rpb1, domain 3

RNA polymerase Rpb1, domain 2

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 0



chromosome 18

q21.33

chromosome 18

q21.33

PHLPP1
ENST00000262719.10

CDH20
ENST00000538374.5

breakpoint1
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breakpoint2
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PHLPP1 CDH20

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin, Y−type LIR−motif

Cadherin domain

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 1



chromosome 5

p13.2

chromosome 5

q13.2

AC138409.2
ENST00000514048.5

NAIP
ENST00000194097.8

breakpoint1
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breakpoint2
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NAIP

RETAINED PROTEIN DOMAINS
reading frame unclear

NLRC4 helical domain

NOD2 winged helix domain

NACHT domain

Inhibitor of Apoptosis domain

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0



chromosome 5
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chromosome 5
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NAIP

RETAINED PROTEIN DOMAINS
reading frame unclear

NLRC4 helical domain

NOD2 winged helix domain

NACHT domain

Inhibitor of Apoptosis domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0



chromosome 5

p13.2

chromosome 5

q13.2

AC138409.2
ENST00000514048.5

NAIP
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NAIP

RETAINED PROTEIN DOMAINS
reading frame unclear

NLRC4 helical domain

NOD2 winged helix domain

NACHT domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 16
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ANKRD11
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DBNDD1
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DBNDD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dysbindin (Dystrobrevin binding protein 1)

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0



chromosome 16
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chromosome 16
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ANKRD11
ENST00000644139.1

DBNDD1
ENST00000002501.11

breakpoint1
chr16:89361495

breakpoint2
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DBNDD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dysbindin (Dystrobrevin binding protein 1)

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0



chromosome 16
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chromosome 16
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ANKRD11
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DBNDD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dysbindin (Dystrobrevin binding protein 1)

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0



chromosome 16

q24.3

chromosome 16

q24.3

ANKRD11
ENST00000378330.7

DBNDD1
ENST00000002501.11

breakpoint1
chr16:89431256

breakpoint2
chr16:90009430

0

7558

C
ov

er
ag

e

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

21 432

3 kbp
introns not to scale

A
N

K
R

D
11

D
B

N
D

D
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

DBNDD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dysbindin (Dystrobrevin binding protein 1)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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p13.33

TSPAN9
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CACNA1C
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CACNA1C

RETAINED PROTEIN DOMAINS
reading frame unclear

Voltage−gated calcium channel subunit alpha, C−term

Voltage gated calcium channel IQ domain

Voltage−dependent L−type calcium channel, IQ−associated

Ion transport protein

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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CACNA1C

RETAINED PROTEIN DOMAINS
reading frame unclear

Voltage−gated calcium channel subunit alpha, C−term

Voltage gated calcium channel IQ domain

Voltage−dependent L−type calcium channel, IQ−associated

Ion transport protein

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0



chromosome 1
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HSPG2
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EIF4G3 HSPG2

RETAINED PROTEIN DOMAINS
reading frame unclear

MIF4G domain

MA3 domain

eIF4−gamma/eIF5/eIF2−epsilon

Laminin G domain

EGF−like domain

Laminin G domain

EGF−like domain

Laminin G domain

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

Laminin EGF domain

Laminin B (Domain IV)

Laminin EGF domain

Laminin B (Domain IV)

Laminin EGF domain

Laminin B (Domain IV)

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 1
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KIF3C
ENST00000405914.1

OTOF
ENST00000339598.8

breakpoint1
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breakpoint2
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KIF3C OTOF

RETAINED PROTEIN DOMAINS
reading frame unclear

Kinesin motor domain

Ferlin C−terminus

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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SPC25
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STK39 SPC25

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Chromosome segregation protein Spc25

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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STK39 SPC25

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Chromosome segregation protein Spc25

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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No protein domains retained in fusion.
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EEF2K USP31

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin carboxyl−terminal hydrolase

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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NRDE2 TTC7B

RETAINED PROTEIN DOMAINS
reading frame unclear

NRDE−2, necessary for RNA interference

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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NRDE2 TTC7B

RETAINED PROTEIN DOMAINS
reading frame unclear

NRDE−2, necessary for RNA interference

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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CLMN TCL1A

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

TCL1/MTCP1 family

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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CLMN TCL1A

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

TCL1/MTCP1 family

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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CLMN TCL1A

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

TCL1/MTCP1 family

SUPPORTING READ COUNT

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

Sterile alpha motif (SAM)/Pointed domain

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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ETV6

RETAINED PROTEIN DOMAINS
reading frame unclear

Sterile alpha motif (SAM)/Pointed domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 2
Discordant mates = 0
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MGA

RETAINED PROTEIN DOMAINS
reading frame unclear

T−box

MGA, conserved domain

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

T−box

MGA, conserved domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PTPRK THEMIS

RETAINED PROTEIN DOMAINS
reading frame unclear

MAM domain, meprin/A5/mu

Immunoglobulin I−set domain

Cell−cycle sustaining, positive selection, 

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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ARFGAP3 MCAT

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative GTPase activating protein for Arf

Acyl transferase domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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ARFGAP3 MCAT

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative GTPase activating protein for Arf

Acyl transferase domain

SUPPORTING READ COUNT

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

Myc leucine zipper domain

Helix−loop−helix DNA−binding domain

Myc amino−terminal region

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Myc leucine zipper domain

Helix−loop−helix DNA−binding domain

Myc amino−terminal region

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Myc leucine zipper domain

Helix−loop−helix DNA−binding domain

Myc amino−terminal region

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Myc leucine zipper domain

Helix−loop−helix DNA−binding domain

Myc amino−terminal region

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Myc leucine zipper domain

Helix−loop−helix DNA−binding domain

Myc amino−terminal region

SUPPORTING READ COUNT

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

Glycosyltransferase family 29 (sialyltransferase)

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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reading frame unclear

Glycosyltransferase family 29 (sialyltransferase)
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MARK4 PPP1R37

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Leucine Rich repeat

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0



chromosome 19

q13.32

chromosome 19

q13.32

MARK4
ENST00000262891.9

PPP1R37
ENST00000221462.9

breakpoint1
chr19:45271708

breakpoint2
chr19:45140236

0

7466

C
ov

er
ag

e

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

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

3 kbp
introns not to scale

PP
P1

R37

M
ARK4

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

MARK4 PPP1R37

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Leucine Rich repeat

SUPPORTING READ COUNT

Split reads = 8
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RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol 3− and 4−kinase

Phosphoinositide 3−kinase family, accessory domain (PIK domain)

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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HNRNPAB NSD1

RETAINED PROTEIN DOMAINS
reading frame unclear

CBFNT (NUC161) domain

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

NSD Cys−His rich domain

SET domain

AWS domain

PWWP domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0



chromosome 5

q35.3

chromosome 5

q35.3

HNRNPAB
ENST00000504898.5

NSD1
ENST00000439151.7

breakpoint1
chr5:178209447

breakpoint2
chr5:177256951

0

18217

C
ov

er
ag

e

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

1 2 3 4 513 14 15 16 17 18 19 20 21 22 23

4 kbp
introns not to scale

N
S

D
1

H
N

R
N

PA
B

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

HNRNPAB NSD1

RETAINED PROTEIN DOMAINS
reading frame unclear

CBFNT (NUC161) domain

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

NSD Cys−His rich domain

SET domain

AWS domain

PWWP domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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MPDZ NFIB

RETAINED PROTEIN DOMAINS
reading frame unclear

L27_2

PDZ domain

CTF/NF−I family transcription modulation region

MH1 domain

Nuclear factor I protein pre−N−terminus

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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MAST1

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

Protein kinase domain

Domain of unknown function (DUF1908)

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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MAST1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Domain of unknown function (DUF1908)

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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MAST1

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

Protein kinase domain

Domain of unknown function (DUF1908)

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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PDZ domain

Protein kinase domain

Domain of unknown function (DUF1908)

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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MAST1

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

Protein kinase domain

Domain of unknown function (DUF1908)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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PDZ domain

Protein kinase domain

Domain of unknown function (DUF1908)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TMEM201 SPSB1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ima1 N−terminal domain

Protein of unknown function C−terminus (DUF2448) 

SOCS box

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ima1 N−terminal domain

Protein of unknown function C−terminus (DUF2448) 

SOCS box

SUPPORTING READ COUNT

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

Ima1 N−terminal domain

Protein of unknown function C−terminus (DUF2448) 

SOCS box

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TMTC2 METTL25

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein O−mannosyl−transferase TMTC, DUF1736

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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TMTC2 METTL25

RETAINED PROTEIN DOMAINS
reading frame unclear

Methyltransferase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ZNF490 CACNA1A

RETAINED PROTEIN DOMAINS
reading frame unclear

Voltage gated calcium channel IQ domain

Voltage−dependent L−type calcium channel, IQ−associated

Ion transport protein

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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ZNF490 CACNA1A

RETAINED PROTEIN DOMAINS
reading frame unclear

Voltage gated calcium channel IQ domain

Voltage−dependent L−type calcium channel, IQ−associated

Ion transport protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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NFAT5 CYB5B

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome b5−like Heme/Steroid binding domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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NFAT5 CYB5B

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome b5−like Heme/Steroid binding domain

SUPPORTING READ COUNT

Split reads = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 17
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RAD21 IGF1R

RETAINED PROTEIN DOMAINS
reading frame unclear

N terminus of Rad21 / Rec8 like protein

Protein kinase domain

Receptor L domain

Furin−like cysteine rich region

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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SLC4A8 DIP2B

RETAINED PROTEIN DOMAINS
reading frame unclear

AMP−binding enzyme

DMAP1−binding Domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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AMP−binding enzyme

DMAP1−binding Domain

SUPPORTING READ COUNT

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

AMP−binding enzyme

DMAP1−binding Domain

SUPPORTING READ COUNT

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

Sodium:solute symporter family

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 1
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Sodium:solute symporter family
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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MESP1 AP3S2

RETAINED PROTEIN DOMAINS
reading frame unclear

Helix−loop−helix DNA−binding domain

Clathrin adaptor complex small chain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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UQCC1 NDRG3

RETAINED PROTEIN DOMAINS
reading frame unclear

Ndr family

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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ALDH2 ACAD10

RETAINED PROTEIN DOMAINS
reading frame unclear

Aldehyde dehydrogenase family

Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 10
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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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4502)

SUPPORTING READ COUNT

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

Domain of unknown function (DUF4502)

SUPPORTING READ COUNT

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

Ubiquitin−conjugating enzyme

SUPPORTING READ COUNT

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

KRAB box

SUPPORTING READ COUNT

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

KRAB box

SUPPORTING READ COUNT

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

GDP−mannose 4,6 dehydratase

SUPPORTING READ COUNT

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

Vacuolar−sorting−associated 13 protein C−terminal

SHR−binding domain of vacuolar−sorting associated protein 13

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


