
chromosome 9

p13.3

chromosome 15

q25.1

NFX1
ENST00000379540.8

ARNT2
ENST00000533983.5

breakpoint1
chr9:33328678

breakpoint2
chr15:80442837

0

6825

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 101112 13 14 15 16 17 181920 21 22 23 24 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20

1 2 3 4 5 6 7 8 9 102 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20

4 kbp
introns not to scale

NFX1

A
R

N
T

2

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

NFX1 ARNT2

RETAINED PROTEIN DOMAINS
reading frame unclear

NF−X1 type zinc finger

PAS fold

PAS fold

Helix−loop−helix DNA−binding domain
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Split reads = 114
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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Ligand−gated ion channel
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Receptor family ligand binding region
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Discordant mates = 2
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RETAINED PROTEIN DOMAINS
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)
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Split reads = 46
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 7
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Eukaryotic protein of unknown function (DUF846)
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein
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Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2
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Genes are not protein−coding.
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ADP−ribosyl cyclase

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 0
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N−terminal domain of galactosyltransferase

N−terminal region of glycosyl transferase group 7

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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Type I phosphodiesterase / nucleotide pyrophosphatase

N−terminal domain of galactosyltransferase

N−terminal region of glycosyl transferase group 7

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 2
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Type I phosphodiesterase / nucleotide pyrophosphatase
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N−terminal region of glycosyl transferase group 7

SUPPORTING READ COUNT

Split reads = 17
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SUPPORTING READ COUNT

Split reads = 15
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reading frame unclear

Type I phosphodiesterase / nucleotide pyrophosphatase

N−terminal domain of galactosyltransferase

N−terminal region of glycosyl transferase group 7

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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MRPL15

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal proteins 50S−L15, 50S−L18e, 60S−L27A

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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RNASE10 STON2

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Stonin 2

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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RNASE10 STON2

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Stonin 2

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SEPTIN14

RETAINED PROTEIN DOMAINS
reading frame unclear

Septin

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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ACAD11

RETAINED PROTEIN DOMAINS
reading frame unclear

Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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AMDHD1 ACAD11

RETAINED PROTEIN DOMAINS
reading frame unclear

Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1
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AMDHD1 ACAD11

RETAINED PROTEIN DOMAINS
reading frame unclear

Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 17
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 16
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
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ARNT2

RETAINED PROTEIN DOMAINS
reading frame unclear

PAS fold

PAS fold

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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ARNT2

RETAINED PROTEIN DOMAINS
reading frame unclear

PAS fold

PAS fold

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ARNT2

RETAINED PROTEIN DOMAINS
reading frame unclear

PAS fold

PAS fold

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0


