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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 9
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Split reads = 4
Discordant mates = 0



chromosome 2

p23.2

chromosome 2

p23.2

TRMT61B
ENST00000306108.10

ALK
ENST00000618119.4

breakpoint1
chr2:28869579

breakpoint2
chr2:29297057

0

2962

C
ov

er
ag

e

7 6 5 4 3 2 1 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

1 2827262524232221201918171615141312111098

3 kbp
introns not to scale

TRMT61B
ALK

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

TRMT61B ALK

RETAINED PROTEIN DOMAINS
reading frame unclear

tRNA methyltransferase complex GCD14 subunit

Protein kinase domain

Glycine rich protein

MAM domain, meprin/A5/mu

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 0
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reading frame unclear

tRNA methyltransferase complex GCD14 subunit

Protein kinase domain

Glycine rich protein

MAM domain, meprin/A5/mu

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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reading frame unclear

Protein kinase domain

Glycine rich protein

MAM domain, meprin/A5/mu

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 9

q31.3

chromosome 2

p23.2

PTPN3
ENST00000374541.4

ALK
ENST00000618119.4

breakpoint1
chr9:109463297

breakpoint2
chr2:29275496

0

2962

C
ov

er
ag

e

26 25 24 23 22 2120 19 18 1716 15 14 13 12 1110 9 8 7 6 5 4 3 2 1 28 27 26 252423 222120 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

21 282726252423222120191817161514131211109

4 kbp
introns not to scale

PTPN3

ALK

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

PTPN3 ALK

RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N−terminal domain 

Protein kinase domain

Glycine rich protein

MAM domain, meprin/A5/mu

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

LUC7 N_terminus

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ulp1 protease family, C−terminal catalytic domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 1
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reading frame unclear

Ulp1 protease family, C−terminal catalytic domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

CNH domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome c oxidase subunit VII

CNH domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Cytochrome c oxidase subunit VII

CNH domain

SUPPORTING READ COUNT

Split reads = 2
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 = 6
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
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RETAINED PROTEIN DOMAINS
reading frame unclear

Staphylococcal nuclease homologue
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Split reads = 5
Discordant mates = 0
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reading frame unclear

Protein−tyrosine phosphatase

SUPPORTING READ COUNT

Split reads = 3
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PPP2R3A PCCB

RETAINED PROTEIN DOMAINS
reading frame unclear

EF−hand domain

EF−hand domain pair

Carboxyl transferase domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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reading frame unclear

AT hook motif

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No coding regions retained in fusion transcript.
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Split reads = 3
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STXBP5L DCBLD2

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

LLGL2

F5/8 type C domain

LCCL domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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STXBP5L DCBLD2

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

LLGL2

F5/8 type C domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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COTL1 BMERB1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cofilin/tropomyosin−type actin−binding protein

Bivalent Mical/EHBP Rab binding domain

SUPPORTING READ COUNT

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

ANTH domain

Clathrin−binding domain of Huntingtin−interacting protein 1

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


