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Flavodoxin

Vitamin K epoxide reductase family

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0



chromosome X

p22.33

chromosome X

q28

PPP2R3B
ENST00000390665.9

TMLHE
ENST00000675642.1

breakpoint1
chrX:386368

breakpoint2
chrX:155545277

0

1617

C
ov

er
ag

e

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

1 9876543

2 kbp
introns not to scale

PPP2R3B

TMLHE

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

PPP2R3B TMLHE

RETAINED PROTEIN DOMAINS
reading frame unclear

Taurine catabolism dioxygenase TauD, TfdA family

Gamma−butyrobetaine hydroxylase−like, N−terminal

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Taurine catabolism dioxygenase TauD, TfdA family

Gamma−butyrobetaine hydroxylase−like, N−terminal

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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PDZ domain

PDZ domain

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0
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PDZ domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Lysine methyltransferase

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 1
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Lysine methyltransferase

SUPPORTING READ COUNT

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

Ras family

SH3 domain

RhoGAP domain

Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 5
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Ras family

SH3 domain
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Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1
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SH3 domain

RhoGAP domain

Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SH3 domain

RhoGAP domain

Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

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

Protein of unknown function (DUF2678)

SUPPORTING READ COUNT

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

Lysine methyltransferase

NLI interacting factor−like phosphatase

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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RING−variant domain

PDZ domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0


