
chromosome 1

p13.3

chromosome 7

p12.1

LAMTOR5
ENST00000256644.8

GRB10
ENST00000401949.6

breakpoint1
chr1:110403919

breakpoint2
chr7:50756056

0

10932

C
ov

er
ag

e

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

321 191817161514131211109876543

2 kbp
introns not to scale

GRB10

LAMTOR5

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

LAMTOR5 GRB10

RETAINED PROTEIN DOMAINS
reading frame unclear

Ragulator complex protein LAMTOR5

SH2 domain

BPS (Between PH and SH2) 

PH domain

Ras association (RalGDS/AF−6) domain

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 3
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STEAP1 RAPGEF5

RETAINED PROTEIN DOMAINS
reading frame unclear

Ferric reductase like transmembrane component

RasGEF domain

RasGEF N−terminal motif

Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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FGF12 EPHA3

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibroblast growth factor

SAM domain (Sterile alpha motif)

Protein kinase domain

Ephrin type−A receptor 2 transmembrane domain

Fibronectin type III domain

Tyrosine−protein kinase ephrin type A/B receptor−like 

Ephrin receptor ligand binding domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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BTBD9

RETAINED PROTEIN DOMAINS
reading frame unclear

BTB/POZ domain

BTB And C−terminal Kelch

F5/8 type C 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 = 2
Discordant mates = 0


