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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 = 130
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 = 59
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 = 25
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 = 21
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 = 12
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

Histidine phosphatase superfamily (branch 1)

Xylosyltransferase C terminal 

Core−2/I−Branching enzyme

SUPPORTING READ COUNT

Split reads = 124
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 = 113
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 = 1
Discordant mates = 0



chromosome 7

q21.12

chromosome 7

q21.12

DMTF1
ENST00000331242.12

CROT
ENST00000419147.6

breakpoint1
chr7:87184625

breakpoint2
chr7:87381910

0

7244

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9 10 1112 13 14 15 16 17 18 19

3 kbp
introns not to scale

DMTF1CROT

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

DMTF1 CROT

RETAINED PROTEIN DOMAINS
reading frame unclear

Myb−like DNA−binding domain

Choline/Carnitine o−acyltransferase

SUPPORTING READ COUNT

Split reads = 98
Discordant mates = 4
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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 = 95
Discordant mates = 0
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TMCO4 CSE1L

RETAINED PROTEIN DOMAINS
reading frame unclear

CAS/CSE protein, C−terminus

Cse1

Importin−beta N−terminal domain

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

CAS/CSE protein, C−terminus

Cse1

Importin−beta N−terminal domain

SUPPORTING READ COUNT

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

CAS/CSE protein, C−terminus

Cse1

Importin−beta N−terminal domain

SUPPORTING READ COUNT

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

Haemolysin−III related

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Haemolysin−III related

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

CUB domain

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

CUB domain

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

CUB domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Regulated−SNARE−like domain

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Histone methylation protein DOT1 

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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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 = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Elongation factor Tu GTP binding domain

SUPPORTING READ COUNT

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

mbt repeat

Zinc finger, C2HC type

Laminin G domain

Laminin Domain II

Laminin Domain I

Laminin EGF domain

Laminin B (Domain IV)

Laminin EGF domain

Laminin B (Domain IV)

Laminin EGF domain

Laminin N−terminal (Domain VI)

SUPPORTING READ COUNT

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

CUB domain

F5/8 type C domain

Protein of unknown function (DUF1151)

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolase family 47

Sugar (and other) transporter
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