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GAA

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolases family 31 

Galactose mutarotase−like

N−terminal barrel of NtMGAM and CtMGAM, maltase−glucoamylase

SUPPORTING READ COUNT

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

Glycosyl hydrolases family 31 

Galactose mutarotase−like

N−terminal barrel of NtMGAM and CtMGAM, maltase−glucoamylase

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SMG6 TSR1

RETAINED PROTEIN DOMAINS
reading frame unclear

Telomerase activating protein Est1

Est1 DNA/RNA binding domain

40S ribosome biogenesis protein Tsr1 and BMS1 C−terminal

SUPPORTING READ COUNT

Split reads = 130
Discordant mates = 3
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TSR1

RETAINED PROTEIN DOMAINS
reading frame unclear

40S ribosome biogenesis protein Tsr1 and BMS1 C−terminal

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 129
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 1
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NME2 SPAG9

RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoside diphosphate kinase

WD40 repeated domain

SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 0
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NME2 SPAG9

RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoside diphosphate kinase

WD40 repeated domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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CYP4F8

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome P450

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome P450

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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BAIAP2

RETAINED PROTEIN DOMAINS
reading frame unclear

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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BAIAP2

RETAINED PROTEIN DOMAINS
reading frame unclear

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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BAIAP2

RETAINED PROTEIN DOMAINS
reading frame unclear

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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BAIAP2

RETAINED PROTEIN DOMAINS
reading frame unclear

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 18

q21.1

chromosome 18

q21.1

MYO5B
ENST00000285039.12

ACAA2
ENST00000587994.5

breakpoint1
chr18:49980444

breakpoint2
chr18:49802853

0

2065

C
ov

er
ag

e

40 39 38 37 36 35 34 33 32 31 3029 28 27 26 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 10 9 8 7 6 5 4 3 2 1

987654321 1098765432

4 kbp
introns not to scale

AC
A

A
2

M
YO

5B

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

MYO5B ACAA2

RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin head (motor domain)

Thiolase, C−terminal domain

Thiolase, N−terminal domain

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 2
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MYO5B ACAA2

RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin head (motor domain)

Thiolase, C−terminal domain

Thiolase, N−terminal domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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MRNIP RUFY1

RETAINED PROTEIN DOMAINS
reading frame unclear

MRN−interacting protein

FYVE zinc finger

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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GRB7 STARD3

RETAINED PROTEIN DOMAINS
reading frame unclear

Ras association (RalGDS/AF−6) domain

START domain

Cholesterol−capturing domain

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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C16orf70 CES4A

RETAINED PROTEIN DOMAINS
reading frame unclear

Phagosome assembly factor 1

Carboxylesterase family

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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PCMTD2 IKZF3

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein−L−isoaspartate(D−aspartate) O−methyltransferase (PCMT)

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein−L−isoaspartate(D−aspartate) O−methyltransferase (PCMT)

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 24
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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No coding regions retained in fusion transcript.
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Split reads = 2
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 4
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No protein domains retained in fusion.
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Split reads = 4
Discordant mates = 4
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No protein domains retained in fusion.
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Split reads = 1
Discordant mates = 4
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No protein domains retained in fusion.
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Split reads = 1
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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 = 18
Discordant mates = 0
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ARSG GLT1D1

RETAINED PROTEIN DOMAINS
reading frame unclear

Sulfatase

Glycosyl transferases group 1

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Dynamin family

PH domain

FYVE zinc finger

PH domain

RhoGEF domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sphingolipid Delta4−desaturase (DES)

Fatty acid desaturase

F−box domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sphingolipid Delta4−desaturase (DES)

F−box domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sphingolipid Delta4−desaturase (DES)

Fatty acid desaturase

F−box 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 = 11
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 1
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


