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Discordant mates = 0
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6−phosphofructo−2−kinase
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SUPPORTING READ COUNT

Split reads = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidate cytidylyltransferase, mitochondrial

PH domain

Sec7 domain

SUPPORTING READ COUNT

Split reads = 272
Discordant mates = 0
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Phosphatidate cytidylyltransferase, mitochondrial

PH domain

Sec7 domain

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 269
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

WSC domain

PKD domain

Lectin C−type domain

PKD domain

REJ domain

PLAT/LH2 domain

Nuclear pore complex interacting protein (NPIP)

SUPPORTING READ COUNT

Split reads = 251
Discordant mates = 0
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reading frame unclear

Leucine rich repeat

WSC domain

PKD domain

Lectin C−type domain

PKD domain

REJ domain

PLAT/LH2 domain

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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UTRN PHACTR2

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

Spectrin repeat

RPEL repeat

SUPPORTING READ COUNT

Split reads = 154
Discordant mates = 0
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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 = 150
Discordant mates = 0
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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 = 110
Discordant mates = 1
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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 = 28
Discordant mates = 0
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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 = 24
Discordant mates = 0
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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 = 20
Discordant mates = 0
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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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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

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

Myb−like DNA−binding domain

Choline/Carnitine o−acyltransferase

SUPPORTING READ COUNT

Split reads = 133
Discordant mates = 2
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Myb−like DNA−binding domain

Choline/Carnitine o−acyltransferase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Haemolysin−III related

SUPPORTING READ COUNT

Split reads = 123
Discordant mates = 0
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Haemolysin−III related

SUPPORTING READ COUNT

Split reads = 28
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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Haemolysin−III related

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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reading frame unclear

Actin

SUPPORTING READ COUNT

Split reads = 113
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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reading frame unclear

CAS/CSE protein, C−terminus

Cse1

Importin−beta N−terminal domain

SUPPORTING READ COUNT

Split reads = 108
Discordant mates = 0
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reading frame unclear

Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 99
Discordant mates = 0
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Asparagine synthase
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SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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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 = 92
Discordant mates = 1
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CACNB2 PHRF1

RETAINED PROTEIN DOMAINS
reading frame unclear

Voltage gated calcium channel subunit beta domain 4Aa N terminal

Guanylate kinase

PHD−finger

SUPPORTING READ COUNT

Split reads = 84
Discordant mates = 0
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CACNB2 PHRF1

RETAINED PROTEIN DOMAINS
reading frame unclear

Voltage gated calcium channel subunit beta domain 4Aa N terminal

Guanylate kinase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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CACNB2 PHRF1

RETAINED PROTEIN DOMAINS
reading frame unclear

Voltage gated calcium channel subunit beta domain 4Aa N terminal

Guanylate kinase

PHD−finger

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PDE4DIP
ENST00000467859.3
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SEC22B

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulated−SNARE−like domain

SUPPORTING READ COUNT

Split reads = 74
Discordant mates = 1
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PGAM5 XYLT2

RETAINED PROTEIN DOMAINS
reading frame unclear

Histidine phosphatase superfamily (branch 1)

Xylosyltransferase C terminal 

Core−2/I−Branching enzyme

SUPPORTING READ COUNT

Split reads = 73
Discordant mates = 0
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PGAM5 XYLT2

RETAINED PROTEIN DOMAINS
reading frame unclear

Xylosyltransferase C terminal 

Core−2/I−Branching enzyme

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 19
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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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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p13.3

SF3A2
ENST00000221494.10

DOT1L
ENST00000398665.8

breakpoint1
chr19:2243544

breakpoint2
chr19:2185855

0

9198

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 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 27 28

1 23 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28

3 kbp
introns not to scale

D
O

T1
L

SF3
A2

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

SF3A2 DOT1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Histone methylation protein DOT1 

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0
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NRP1 FAM107B

RETAINED PROTEIN DOMAINS
reading frame unclear

CUB domain

F5/8 type C domain

Protein of unknown function (DUF1151)

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 0
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MEGF8

RETAINED PROTEIN DOMAINS
reading frame unclear

CUB domain

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0
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MEGF8

RETAINED PROTEIN DOMAINS
reading frame unclear

CUB domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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MEGF8

RETAINED PROTEIN DOMAINS
reading frame unclear

CUB domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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GNAS

RETAINED PROTEIN DOMAINS
reading frame unclear

G−protein alpha subunit

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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GNAS

RETAINED PROTEIN DOMAINS
reading frame unclear

G−protein alpha subunit

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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GNAS

RETAINED PROTEIN DOMAINS
reading frame unclear

G−protein alpha subunit

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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MAN1A2 SLC22A15

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolase family 47

Sugar (and other) transporter

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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MAN1A2 SLC22A15

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolase family 47

Sugar (and other) transporter

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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MAN1A2 SLC22A15

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolase family 47

Sugar (and other) transporter

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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CDC42BPA WDR64

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Protein kinase C terminal domain

KELK−motif containing domain of MRCK Ser/Thr protein kinase

DMPK coiled coil domain like

Phorbol esters/diacylglycerol binding domain (C1 domain)

CNH domain

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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CDC42BPA WDR64

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Protein kinase C terminal domain

KELK−motif containing domain of MRCK Ser/Thr protein kinase

DMPK coiled coil domain like

Phorbol esters/diacylglycerol binding domain (C1 domain)

CNH domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RNF115 HJV

RETAINED PROTEIN DOMAINS
reading frame unclear

Repulsive guidance molecule (RGM) C−terminus

Repulsive guidance molecule (RGM) N−terminus

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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RNF115 HJV

RETAINED PROTEIN DOMAINS
reading frame unclear

Repulsive guidance molecule (RGM) C−terminus

Repulsive guidance molecule (RGM) N−terminus

SUPPORTING READ COUNT

Split reads = 3
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0



chromosome 3

p21.31

chromosome 4

p16.1

RBM6
ENST00000266022.9

AC108199.1
ENST00000504249.1

breakpoint1
chr3:49962685

breakpoint2
chr4:9922814

0

13996

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 1 2

1 2 1 2

2 kbp
introns not to scale

R
B

M
6

A
C

108199.1

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.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Elongation factor Tu GTP binding domain
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Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site
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Low−density lipoprotein receptor repeat class B
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SUPPORTING READ COUNT
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SH3 domain
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Immunoglobulin V−set domain
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ABC transporter

ABC transporter transmembrane region
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BAR domain of APPL family

Ring finger domain
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Myristoyl−CoA:protein N−myristoyltransferase, N−terminal domain

Uncharacterised protein family UPF0560

SUPPORTING READ COUNT

Split reads = 12
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RETAINED PROTEIN DOMAINS
reading frame unclear

Phospholipid−translocating P−type ATPase C−terminal

SUPPORTING READ COUNT
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Discordant mates = 0
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reading frame unclear

Oxysterol−binding protein 

PH domain
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Split reads = 11
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Major Facilitator Superfamily

Sugar (and other) transporter

Glycosyl hydrolase family 47
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Ephrin type−A receptor 2 transmembrane domain

Fibronectin type III domain

Tyrosine−protein kinase ephrin type A/B receptor−like 

Ephrin receptor ligand binding domain
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Golgi CORVET complex core vacuolar protein 8

SAM domain (Sterile alpha motif)
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