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Lethal giant larvae(Lgl) like, C−terminal
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No protein domains retained in fusion.
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Split reads = 6
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 4
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No protein domains retained in fusion.
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Split reads = 3
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No protein domains retained in fusion.
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Split reads = 1
Discordant mates = 0
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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 = 55
Discordant mates = 2
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reading frame unclear

tRNA methyltransferase complex GCD14 subunit
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Glycine rich protein

MAM domain, meprin/A5/mu

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 3
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TRMT61B ALK
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reading frame unclear

tRNA methyltransferase complex GCD14 subunit
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Split reads = 4
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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 = 35
Discordant mates = 2
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FERM N−terminal domain 

Protein kinase domain

Glycine rich protein
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Split reads = 1
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chromosome 9

q22.32

chromosome 7

q34

PTCH1
ENST00000331920.11

LUC7L2
ENST00000354926.9

breakpoint1
chr9:95506407

breakpoint2
chr7:139376062

0

2859

C
ov

er
ag

e

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 2 3 4 5 6 7 8 9 10

21 2 3 4 5 6 7 8 9 10

4 kbp
introns not to scale

LUC7L2

PTCH1

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

PTCH1 LUC7L2

RETAINED PROTEIN DOMAINS
reading frame unclear

LUC7 N_terminus
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Split reads = 14
Discordant mates = 1
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LUC7 N_terminus
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ulp1 protease family, C−terminal catalytic domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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Ulp1 protease family, C−terminal catalytic domain
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Split reads = 3
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Ulp1 protease family, C−terminal catalytic domain
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reading frame unclear

CNH domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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Cytochrome c oxidase subunit VII

CNH domain
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

C2H2−type zinc finger

Zinc finger, C2H2 type

C2H2−type zinc finger

Zinc finger, C2H2 type
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Split reads = 1
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SND1

RETAINED PROTEIN DOMAINS
reading frame unclear

Staphylococcal nuclease homologue
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Split reads = 5
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 3
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CFTR SND1

RETAINED PROTEIN DOMAINS
reading frame unclear

ABC transporter transmembrane region

ABC transporter

Cystic fibrosis TM conductance regulator (CFTR), regulator domain

ABC transporter transmembrane region

ABC transporter

Staphylococcal nuclease homologue

Tudor domain

Staphylococcal nuclease homologue

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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EGFR SND1

RETAINED PROTEIN DOMAINS
reading frame unclear

Staphylococcal nuclease homologue

Tudor domain

Staphylococcal nuclease homologue

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

Staphylococcal nuclease homologue
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Staphylococcal nuclease homologue
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Split reads = 1
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reading frame unclear

Receptor L domain
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Receptor L domain

Growth factor receptor domain IV

Protein kinase domain

Staphylococcal nuclease homologue

Tudor domain

Staphylococcal nuclease homologue

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Staphylococcal nuclease homologue

Tudor domain

Staphylococcal nuclease homologue
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Split reads = 1
Discordant mates = 0
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GLI3 CNTNAP2
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reading frame unclear

Laminin G domain
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reading frame unclear

PDZ domain

Phosphotyrosine interaction domain (PTB/PID)
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STXBP5L DCBLD2

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

LLGL2

Lethal giant larvae(Lgl) like, C−terminal

F5/8 type C domain

LCCL domain

SUPPORTING READ COUNT

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

WD domain, G−beta repeat

LLGL2

Lethal giant larvae(Lgl) like, C−terminal

F5/8 type C domain

LCCL domain

CUB domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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