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reading frame unclear

Clathrin adaptor complex small chain

SUPPORTING READ COUNT

Split reads = 1030
Discordant mates = 24
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SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 713
Discordant mates = 24



chromosome 12

q13.3

chromosome 12

q21.31

MBD6
ENST00000355673.8

PTPRQ
ENST00000616559.4

breakpoint1
chr12:57523011

breakpoint2
chr12:80443752

0

20867

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 1112 13 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 1718 19 20 21 22 23 24 25 26 27 28 29 30 3132 33 34353637383940 41 42 43 44 45

12 3 4 5 6 7 8 9 10 11 12 13 14 15 16 1718 19 20 21 22 23 24 25 26 27 28 29 30 3132 33 34353637383940 41 42 43 44 45

5 kbp
introns not to scale

M
BD6

PTPRQ

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

PTPRQ

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 559
Discordant mates = 3
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Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 418
Discordant mates = 13
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Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 26
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Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 21
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Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Calcium−activated potassium channel, beta subunit

SUPPORTING READ COUNT

Split reads = 564
Discordant mates = 1



chromosome 12

q13.12

chromosome 12

q15

COX14
ENST00000550487.6

KCNMB4
ENST00000258111.5

breakpoint1
chr12:50112301

breakpoint2
chr12:70430485

0

4370

C
ov

er
ag

e

1 2 1 2 3

1 3

1 kbp
introns not to scale

COX14
KCNM

B4

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

KCNMB4

RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium−activated potassium channel, beta subunit
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Cytochrome oxidase c assembly

Calcium−activated potassium channel, beta subunit

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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Calcium−activated potassium channel, beta subunit

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 6
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7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 371
Discordant mates = 0
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Protein of unknown function (DUF1356)

SUPPORTING READ COUNT

Split reads = 342
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 189
Discordant mates = 2
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Split reads = 10
Discordant mates = 2



chromosome 12

q13.11

chromosome 12

q21.2

TMEM106C
ENST00000552561.5

AC128707.1
ENST00000552230.5

breakpoint1
chr12:47966732

breakpoint2
chr12:78352517

0

9290

C
ov

er
ag

e

1 2 3 4 5 6 7 8 1 2 3

1 2 3 4 5 6 1 2 3

700 bp
introns not to scale

TM
EM

106C

AC128707.1

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

TMEM106C

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF1356)

SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ATPase family associated with various cellular activities (AAA)

Calponin homology (CH) domain

SUPPORTING READ COUNT

Split reads = 281
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 14
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SUPPORTING READ COUNT

Split reads = 200
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tectonic domain DUF1619

V−type ATPase 116kDa subunit family  

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 6
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cdc37 N terminal kinase binding

Fibrillar collagen C−terminal domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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No protein domains retained in fusion.
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Split reads = 2
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Dynamitin 

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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Split reads = 1
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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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Split reads = 5
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rough deal protein C−terminal region

Protein phosphatase inhibitor 1/DARPP−32

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

PDZ domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 2
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Zinc finger, C3HC4 type (RING finger)

PDZ domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 2
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reading frame unclear

BEN domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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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 = 4
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

SWIB/MDM2 domain

Zn−finger in Ran binding protein and others

SWIB/MDM2 domain

Ligand−binding domain of nuclear hormone receptor

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

WHEP−TRS domain

tRNA synthetases class I (M)

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 1
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WHEP−TRS domain

tRNA synthetases class I (M)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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tRNA synthetases class I (M)

SUPPORTING READ COUNT

Split reads = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

SWIB/MDM2 domain

Zn−finger in Ran binding protein and others

SWIB/MDM2 domain

Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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reading frame unclear

SWIB/MDM2 domain

Zn−finger in Ran binding protein and others

Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear
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Zn−finger in Ran binding protein and others

Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

SWIB/MDM2 domain

Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 1
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Zinc finger, C3HC4 type (RING finger)

PDZ domain

HCO3− transporter family

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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KITLG ADGRG6

RETAINED PROTEIN DOMAINS
reading frame unclear

Stem cell factor

7 transmembrane receptor (Secretin family)

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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TRHDE DCTN2

RETAINED PROTEIN DOMAINS
reading frame unclear

Peptidase M1 N−terminal domain

Dynamitin 

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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TRHDE DCTN2

RETAINED PROTEIN DOMAINS
reading frame unclear

Peptidase M1 N−terminal domain

Dynamitin 

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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HMGA2
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CPSF6 HMGA2

RETAINED PROTEIN DOMAINS
reading frame unclear

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

AT hook motif

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0



chromosome 12

q15

chromosome 12

q14.3

CPSF6
ENST00000266679.8

HMGA2
ENST00000393577.7

breakpoint1
chr12:69262562

breakpoint2
chr12:65838519

0

61333

C
ov

er
ag

e

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

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

1 kbp
introns not to scale

HM
GA2

CPSF6

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

CPSF6 HMGA2

RETAINED PROTEIN DOMAINS
reading frame unclear

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

AT hook motif

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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CPSF6 HMGA2

RETAINED PROTEIN DOMAINS
reading frame unclear

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

AT hook motif

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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AASS POT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Alanine dehydrogenase/PNT, N−terminal domain

Saccharopine dehydrogenase NADP binding domain

Saccharopine dehydrogenase C−terminal domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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GRIP1 CPM

RETAINED PROTEIN DOMAINS
reading frame unclear

Carboxypeptidase regulatory−like domain

Zinc carboxypeptidase

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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IGF2R ASIC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Amiloride−sensitive sodium channel

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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POT1 KITLG

RETAINED PROTEIN DOMAINS
reading frame unclear

Telomeric single stranded DNA binding POT1/CDC13

ssDNA−binding domain of telomere protection protein

Stem cell factor

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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PTPRQ RAP1B

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibronectin type III domain

TM proximal of protein tyrosine phosphatase, receptor type J

Ras family

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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PTPRQ RAP1B

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibronectin type III domain

TM proximal of protein tyrosine phosphatase, receptor type J

Ras family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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NUP107

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear pore protein 84 / 107 

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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NUP107

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear pore protein 84 / 107 

SUPPORTING READ COUNT

Split reads = 4
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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CPSF6 ABCA10

RETAINED PROTEIN DOMAINS
reading frame unclear

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

ABC transporter

ABC−2 family transporter protein

ABC transporter

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0



chromosome 12

q15

chromosome 12

q12

CPSF6
ENST00000266679.8

CNTN1
ENST00000348761.2

breakpoint1
chr12:69239706

breakpoint2
chr12:40937570

0

32736

C
ov

er
ag

e

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

1 9 10 11 12 13 14 15 16 17 18 19 20 21 22

2 kbp
introns not to scale

CNTN1
CPSF6

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

CPSF6 CNTN1

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibronectin type III domain

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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CPSF6 CNTN1

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibronectin type III domain

Immunoglobulin domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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OR6C1 RACGAP1

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGAP domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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LMBR1L

RETAINED PROTEIN DOMAINS
reading frame unclear

LMBR1−like membrane protein

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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TUBA1C SCN8A

RETAINED PROTEIN DOMAINS
reading frame unclear

Tubulin/FtsZ family, GTPase domain

IQ calmodulin−binding motif

Ion transport protein

Sodium ion transport−associated

Ion transport protein

Cytoplasmic domain of voltage−gated Na+ ion channel

Ion transport protein

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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HDAC7

RETAINED PROTEIN DOMAINS
reading frame unclear

Histone deacetylase domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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HMGA2

RETAINED PROTEIN DOMAINS
reading frame unclear

AT hook motif

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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KITLG HIVEP2

RETAINED PROTEIN DOMAINS
reading frame unclear

Stem cell factor

Zinc finger, C2H2 type

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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SMARCD1

RETAINED PROTEIN DOMAINS
reading frame unclear

SWIB/MDM2 domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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TMEM106C KRT80

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF1356)

Intermediate filament protein

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tubulin/FtsZ family, GTPase domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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ATP6V0A2 RIMBP2

RETAINED PROTEIN DOMAINS
reading frame unclear

V−type ATPase 116kDa subunit family  

Variant SH3 domain

Variant SH3 domain

Variant SH3 domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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CDK4 NUP107

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Nuclear pore protein 84 / 107 

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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KITLG SLC4A8

RETAINED PROTEIN DOMAINS
reading frame unclear

Stem cell factor

HCO3− transporter family

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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KITLG SLC4A8

RETAINED PROTEIN DOMAINS
reading frame unclear

Stem cell factor

HCO3− transporter family

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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PDZRN4

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

PDZ domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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TIMP3 EMID1

RETAINED PROTEIN DOMAINS
reading frame unclear

Tissue inhibitor of metalloproteinase

Collagen triple helix repeat (20 copies)

EMI domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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CYP46A1 EML1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome P450

WD domain, G−beta repeat

HELP motif

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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CYP46A1 EML1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome P450

WD domain, G−beta repeat

HELP motif

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RAPGEF3

RETAINED PROTEIN DOMAINS
reading frame unclear

RasGEF domain

RasGEF N−terminal motif

Cyclic nucleotide−binding domain

Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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GFOD1 TBC1D7

RETAINED PROTEIN DOMAINS
reading frame unclear

Oxidoreductase family, NAD−binding Rossmann fold

Rab−GTPase−TBC domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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GPR37

RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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CNTN1

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibronectin type III domain

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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UNC5D

RETAINED PROTEIN DOMAINS
reading frame unclear

Death domain

UPA domain

ZU5 domain

Thrombospondin type 1 domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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HMGA2 RAB3IP

RETAINED PROTEIN DOMAINS
reading frame unclear

AT hook motif

GDP/GTP exchange factor Sec2p

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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HMGA2 RAB3IP

RETAINED PROTEIN DOMAINS
reading frame unclear

AT hook motif

GDP/GTP exchange factor Sec2p

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SLC12A7 GLIPR1L2

RETAINED PROTEIN DOMAINS
reading frame unclear

Cysteine−rich secretory protein family

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 1

q32.1

chromosome 1

q32.1

SLC45A3
ENST00000367145.4

ELK4
ENST00000616704.4

breakpoint1
chr1:205661861

breakpoint2
chr1:205623891

0

3610

C
ov

er
ag

e

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

4321 1098765432

2 kbp
introns not to scale

ELK4SLC45A3

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

SLC45A3 ELK4

RETAINED PROTEIN DOMAINS
reading frame unclear

Major Facilitator Superfamily

Ets−domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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EXOC3 POT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Exocyst complex component Sec6

ssDNA−binding domain of telomere protection protein

Telomeric single stranded DNA binding POT1/CDC13

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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EXOC3 POT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Exocyst complex component Sec6

ssDNA−binding domain of telomere protection protein

Telomeric single stranded DNA binding POT1/CDC13

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ASIC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Amiloride−sensitive sodium channel

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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GRIP1 ATP23

RETAINED PROTEIN DOMAINS
reading frame unclear

Peptidase M76 family

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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IDO2 CRYBB1

RETAINED PROTEIN DOMAINS
reading frame unclear

Indoleamine 2,3−dioxygenase

Beta/Gamma crystallin

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 12

q24.31

chromosome 12

q15

KNTC1
ENST00000333479.12

PTPRR
ENST00000342084.8

breakpoint1
chr12:122551696

breakpoint2
chr12:70746086

0

769

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 101112131415161718192021222324252627282930313233 34 35 36373839 40414243 44 454647 48 49 50 51525354555657585960616263 64 13 12 11 10 9 8 7 6 5 4 3 2 1

1 2 3 4 5 6 7 8 9 10111213141516 1312111098765

5 kbp
introns not to scale

PTPRR
KN

TC
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

KNTC1 PTPRR

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein−tyrosine phosphatase
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BRCT domain, a BRCA1 C−terminus domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 12

q15

chromosome 12

q21.2

RAB3IP
ENST00000483530.6

AC078820.1
ENST00000548702.1

breakpoint1
chr12:69756663

breakpoint2
chr12:75694975

0

3079

C
ov

er
ag

e

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

1 2 3 432

1 kbp
introns not to scale

RAB3IP

AC
078820.1

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

No protein domains retained in fusion.
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GDP/GTP exchange factor Sec2p
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AT hook motif
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No protein domains retained in fusion.
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Calponin homology (CH) domain
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