Supplementary Table 1. Immunophenotyping results on several occasions of the
index patient bearing the homozygous RASGRPI stop gain mutation.

Patient/ Age

7 years old

8 years old

12 years old

12.5 years old

ALC (cells/mm?)
(normal range)

Immunoglobulins
Ig A (g/dl)
Ig G (g/dl)
Ig M (g/dl)

Lymphocyte subsets

CD3 (%)
(cells/mm?)

CD4 (%)
(cells/mm?)

CD8 (%)
(cells/mm?)

CD19 (%)
(cells/mm?)

CD16+56 (%)
(cells/mm?)

CD45RA

CD45RO

TCR of

TCR yd

4064
(1100-5900)

660 (70-303)
2030 (764-2134)
188 (69-387)

64 (55-78)
2600 (700-4200)
13 (27-53)

528 (300-2000)
55 (19-34)

2235 (300-1800)
10 (10-31)

406 (200-1600)
22 (4-26)

894 (90-900)

3100
(1100-5900)

680 (70-303)
3400 (764-2134)
346 (69-387)

61
1891 (700-4200)
10 (27-53)

310 (300-2000)
52 (19-34)

1612 (300-1800)
11 (10-31)

341 (200-1600)
26 (4-26)

806 (90-900)

2700
(1000-5300)

640 (67-433)
1720 (835-2094)
218 (47-484)

75
1125 (800-3500)
13 (25-48)

195 (400-2100)
58 (9-35)

870 (200-1200)
9 (8-24)

135 (200-600)
11 (6-27)

165 (70-1200)
55

51

62

17

2700
(1000-5300)

766 (67-433)
1600 (835-2094)
306 (47-484)

81
2187 (800-3500)
8 (25-48)

216 (400-2100)
70 (9-35)

1890 (200-1200)
3 (8-24)

81 (200-600)

13 (6-27)

351 (70-1200)

ALC, absolute lymphocyte count; TCR, T cell receptor.




Supplementary Table 2. Immunophenotyping of the healthy mother.

Value Mother
WBC (x10°/pul) 5.9
(4.1-11.2)
, 2.3
ALC (x107/pl) (1.0-2.8)
ANC (x10%/pl) a ;2 4)
, 0.5
Monocytes (x10°/pl) (0.3-0.9)
Eosinophils (x10%/ul) ( (1)_3 5)
Basophils (x10%/ul) (0_(()) 2)
Immunoglobulins
5.42
Ig A (g/dl) (0.9-4.5)
18.5
Ig G (g/dl) (8-18)
Ig M (g/dl) 3.29 (0.7-2.5)

Lymphocyte subsets

CD3 (%) 68 (55-83)
CD3 (1000/p1) 1.5 (1.0-2.8)
CD4 (%) 42 (28-57)
CD4 (1000/p1) 1.0 (0.3-1.4)
CDS8 (%) 25 (10-39)
CDS (1000/p1) 0.7 (0.2-0.9)
CD19 (%) 9 (6-19)
CD19 (1000/p1) 0.2 (0.1-0.5)
CD16+56 (%) 14 (7-31)

CD16+56 (1000/p1) 0.3 (0.09-0.6)




Supplementary Table 3. Relative immunophenotyping values of patient, mother

brother and a healthy donor.

Subset (rel. proportions in %)

CD3+

CD3+CD4+

CD3+CD8+

CD19+

Gated on CD3+:

iNKT cells (TCRva24+TCRvp11+)

recent thymic emigrants (CD3+CD4+CD45RA+CD31+)

TCRva7.2+CD161+ (MAIT)

Gated on CD3+CD4+:
CD45RA+CCR7-
CD45RA+CCR7+
CD45RA-CCR7+
CD45RA-CCR7-
CD3+CD4+FOXP3+
CD45RA+CD27-
CD45RA+CD27+
CD45RA-CD27+
CD45RA-CD27-
CD45RA+CD28-
CD45RA+CD28+
CD45RA-CD28+
CD45RA-CD28-

Gated on CD3+CD8+:
CD45RA+CCR7-
CD45RA+CCR7+
CD45RA-CCR7+
CD45RA-CCR7-
CD45RA+CD27-
CD45RA+CD27+
CD45RA-CD27+
CD45RA-CD27-
CD45RA+CD28-
CD45RA+CD28+
CD45RA-CD28+
CD45RA-CD28-

Gated on CD19+:
IgD+CD27- (naive)
IgD+CD27+(memory non-switched)
IgD-CD27-+(memory)
IgD-CD27-
CD21°¥CD38-
CD21°¥CD38+

Healthy Donor
47.8
66.1
28.9
19.6

0.25
17.2
3.21

2.2
26.6
68.9
2.2
5.51
0.064
70.6
26.3
3.09
0.073
70.1
29.8
133

18.2
31.1
35.1
12.0
0.2

83.5
14.5
1.82
2.98
81.2
14.2
1.56

58.9
7.0
30.5
3.6
2.6
0.61

Mother
66.7
19.3
53.9
21.6

0.89
17.4
1.53

1.0
45.6
52.7
0.7
n.d.
n.d.
n.d.
n.d.
n.d.
n.d.
n.d.
n.d.
n.d.

5.6
63.9
27.0
3.5
n.d.
n.d.
n.d.
n.d.
n.d.
n.d.
n.d.
n.d.

48.4
16.3
31.1
4.0

4.78
1.14

Brother
67.0
24.0
52.9
14.3

0.25
12.2
1.13

1.9
27.3
69.7
1.1
n.d.
n.d.
n.d.
n.d.
n.d.
n.d.
n.d.
n.d.
n.d.

6.6
66.7
23.1
3.7
n.d.
n.d.
n.d.
n.d.
n.d.
n.d.
n.d.
n.d.

44.9
22.1
28.0
5.0

8.09
1.17

Patient
80.0
10.8
74.7
2.51

0.03
5.92
0.06

0.33
10.8
51.9
37.0
2.38
0.44
16.7
76.8
6.04
0.6

16.2
81.9
1.32

17.4
2.45
1.16
79.0.
18.1
3.08
16.8
62
21.7
1.3
2.9
74.1

84.0
7.09
3.15
5.75
20.6
17.3




Supplementary Table 4. Evaluation of the detected variant in RASGRPI (Chr15:
38805097: G>A; c. C726T, p. Arg246*) in exome variant databases (last accessed
July, 13, 2016).

Source Found
dbSNP v142' no
60,706 Exomes from the Exome Aggregation Consortium® no
6503 Exomes from NHLBI Exome Sequencing Project’ no
CBio Portal* no
108 Exomes Hacettepe Exome Project no
In-house collection of 500 individuals no

(219 Exomes including 96 PID patients, 12 Genomes and 269 target
enrichment screens on 229 PID patients and 40 SCID patients)

"http://www.ncbi.nlm.nih.gov/SNP/; *http://exac.broadinstitute.org/;
*http://evs.gs.washington.edu/EVS/; *http://www.cbioportal.org/data_sets.jsp




Supplementary Table 5a. Evaluation of the estimated population frequency
severe homozygous RASGRPI variants. To date, no severe (stopgain, frameshift,
splice-site) homozygous variants have been observed in RASGRPI. This table lists
rare heterozygous variants in RASGRPI which have been identified and indicates an
estimated population frequency of homozygous RASGRPI loss-of-function
individuals based on heterozygous carrier frequency, as obtained from ExAC browser
(accessed April 29, 2016).

Homo
zygous Heterozygous Allele count
Alleles
E
Ci qi A i African AE?St '(ll:?)lzle-an Finnish Latino Other South Asian ATk
sian Finnish) count
p.GIn793Ter stop gained 0 0 0 1 0 0 0 0 1
p.Leu788Phefs frameshift 0 0 0 1 0 0 0 0 1
p-His786GInfs frameshift 0 0 0 1 0 0 0 0 1
¢.2260-1G>A splice acc. 0 0 0 1 0 0 0 0 1
p.Arg98Thrfs frameshift 0 0 0 1 0 0 0 0 1
p.Gly92Ter* stop gained 0 0 0 0 0 1 0 0 1
p-Met76Valfs frameshift 0 0 23 2 0 1 0 8 34
p.Val55Ter frameshift 0 0 0 0 0 2 0 0 2
p.GIn545Ter stop gained 0 0 0 1 0 0 0 0 1
p.Thr2011lefs frameshift 0 1 0 0 0 0 0 0 1
¢.570-1G>A splice acc. 0 0 0 1 0 0 0 0 1
¢.570-1G>T splice acc. 0 0 0 0 0 0 0 1 1
c.1428+1G>A splice 0 0 1 0 0 0 0 0
donor 1
p.Asp3711lefs frameshift 0 0 0 1 0 0 0 0 1
p.Glu367Ter stop gained 0 0 0 1 0 0 0 0 1
p.1le354Phefs frameshift 0 0 0 1 0 0 0 0 1
¢.327-1C>G splice acc. 0 0 0 0 0 0 0 3 3
p.Arg48Ter stop gained 0 0 1 1 0 0 0 0 2
p.Glu27Argfs frameshift 0 0 0 0 0 0 0 1 1
p.Phe3_Serfs frameshift 0 1 0 4 0 0 0 0 5
p.Pro8Hisfs frameshift 0 0 0 1 0 0 0 0 1
SUM of putatlv.e loss-of-function 2 25 18 0 4 0 13 62
population alleles
. 862
Total population alleles 9802 5 66716 6614 11574 898 16510
120736
2.90
osarieion cr e Semmee 2.040 OF- 2.698E- 0.0001 3.456E- 0.0011 7.874E- 5.135E-
E-04 03 04 511 04 1 04 04
Expected rate of nullizygous per million
(1 in X non-consanguineous 24 0.12 13.7 <43.8 8.3 <0.80 1.6 3.8
conceptions)




Supplementary Table Sb. RASGRPI conservation evaluation. CADD Score, RVIS
Score and expected versus observed number of nonsense variants in RASGRPI are

summarized below.

Performed Test Score

Chrl5: 38805097: G>A variant CADD (v1.3) score 35

CCDS Size (including canonical splice) ENSG00000172575 5023

Number of unique protein-coding variants (ExAC) 594

RVIS Score Version 2 of RASGRP1 -0.82 (11.77% most intolerant)
CCDS ExAC ‘Expected’ number of nonsense variants 28.3

CCDS Observed nonsense variants (ExAC) 7

Binomial Exact test p-value 1.29619E-06




Supplementary Table 6. Comparison of human RASGRP1 deficiency with

findings from RasgrpI” knockout mice

2,3,4,5

Human RASGRP1 Rasgrpl-/- mouse model
Deficiency

Peripheral T-cells
CD3+ CD4+ v v
CD3+CD8+ A v
TCRaf v n.d.
TCRYd 0 A’
Proliferation v Ve
ERK signaling v v
iNKT cells v v'e
CD19+
NK cells
CDI16+CD56+ normal normal
Cytotoxicity v n.d.
Peripheral B-cells
CD19+ v normal®
CDI19+Igh+ normal n.d.
CD19+IgM+ O g
CD19+CD21"" A n.d.
CD19+ CD38+ t n.d.
Autoimmunity
Splenomegaly no yes, older mice®*
Autoantibodies no Yes, ANCA*
Immunodeficiency
Viral infections * n.d.
Bacterial Infectios t n.d.




Supplementary Table 7. Absence of all autoantibodies tested in index patient P1.

Nuclear Antibodies

Anti-nuclear antibody (ANA) negative
Rheuma Serology

Rheumatoid-factor IgG negative
Rheumatoid -factor IgA negative
Rheumatoid -factor IgM negative
Rheumatoid factor latex test negative
Anti-streptolysine O negative
Collagen type I negative
Collagen type II negative
Collagen type III negative
Collagen type IV negative

Thyreoid gland Antibodies

Thyreoglobulin antibody negative
Vessel & kidney Antibodies negative
Neutrophil cytoplasmic antibody (ANCA) negative
Proteinase-3 antibody negative
Myeloperoxidase negative

Phospholipid antibodies

Cardiolipin IgG negative
Cardiolipin IgA negative
Cardiolipin IgM negative
B2-glycoprotein IgG negative
B2-glycoprotein IgA negative
b2-glycoprotein [gM negative

Intestinal Antibodies

Gliadin IgG negative
Gliadin IgA negative
Tissue transglutaminase IgG negative

Tissue Transglutaminase IgA negative




Supplementary Table 8a. FCA, FCB and SAINT Score of identified RASGRP1
interactors in HEK293 cells.

BAIT PREY FC_A FC_B SAINT
RASGRP1 RASGRP1 81.83 68.16 1
RASGRP1 DYNLL1 34.49 34.49 1
RASGRP1 DYNLL2 31.78 31.78 1
RASGRP1 TUBAIA 25.44 25.44 1
RASGRP1 TUBAI1C 25.14 25.14 1
RASGRP1 TUBBA4B 15.18 15.18 1
RASGRP1 TUBB3 13.37 13.37 1
RASGRP1 TUBB 12.92 9.68 1
RASGRP1 TUBAS 12.16 12.16 1
RASGRP1 TUBB2B 11.56 11.56 1
RASGRP1 TUBA1B 8.6 5.12 1
RASGRP1 SLC25A5 6.43 6.43 1
RASGRP1 EMD 5.22 5.22 1
RASGRP1 HSPA1B 4.35 2.44 1
RASGRP1 RPS3 4.02 4.02 1
RASGRP1 SLC25A6 3.93 3.28 1
RASGRP1 ATP5A1 3.72 3.72 1
RASGRP1 CAD 3.11 3.11 1
RASGRP1 IRS4 3.03 2.73 1
RASGRP1 PPP6R3 2.81 2.81 1
RASGRP1 SLC25A13 2.51 2.51 1
RASGRP1 LGALS3BP 2.51 2.51 1
RASGRP1 RHOT2 191 1.91 1
RASGRP1 HSPA1L 341 2.22 0.99
RASGRP1 HNRNPH1 2.81 2.81 0.99
RASGRP1 HNRNPF 2.51 2.51 0.99
RASGRP1 RPS27 2.21 2.21 0.99
RASGRP1 ATP1A1l 191 1.91 0.99
RASGRP1 HSPD1 1.6 1.6 0.99
RASGRP1 TUFM 2.21 2.21 0.98
RASGRP1 ATP2A2 191 1.91 0.98
RASGRP1 DCAF7 191 1.91 0.98
RASGRP1 PPP6C 2.21 2.21 0.97
RASGRP1 RCN2 2.21 2.21 0.97
RASGRP1 SLC25A1 191 1.91 0.97
RASGRP1 SLC25A11 1.6 1.6 0.97
RASGRP1 RMDN3 1.6 1.6 0.97
RASGRP1 ACSL3 1.6 1.6 0.97
RASGRP1 HLA-B 191 1.91 0.96
RASGRP1 HSP90AAl 1.6 1.6 0.96
RASGRP1 HSPAS8 2.54 1.42 0.91

RASGRP1 HSPAS5S 1.74 1.14 0.79




RASGRP1 CHUK 1.54

RASGRP1 RPL23 0.5
RASGRP1 EEF1A1 1.3
RASGRP1 RPLP2 1.3
RASGRP1 FASN 1.3
RASGRP1 ANKRD28 1.3
RASGRP1 BAG2 1.3
RASGRP1 SLC25A10 1.3
RASGRP1 ACTA2 0

RASGRP1 HMGB1P1
RASGRP1 HSPA9
RASGRP1 MYL6
RASGRP1 KRT1
RASGRP1 TBC1D4
RASGRP1 HNRNPU
RASGRP1 HSP90AB1
RASGRP1 GFP
RASGRP1 FBXO31
RASGRP1 UBB
RASGRP1 ACTB

O O O OO0 O o o o o o

1.11
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13
13
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Supplementary Table 8b. FCA, FCB and SAINT Score of identified RASGRP1

interactors in Jurkat T cells.

BAIT PREY FC_A
RASGRP1 RASGRP1 41.6
RASGRP1 NA 13.57
RASGRP1 TUBB4B 9.99
RASGRP1 DYNLL1 9.81
RASGRP1 TUBB 7.09
RASGRP1 EIF3| 4.83
RASGRP1 EMD 4.04
RASGRP1 TUBA1B 4.01
RASGRP1 EEF2 3.86
RASGRP1 TUBB3 3.82
RASGRP1 HSPA9 3.41
RASGRP1 PDIA3 2.93
RASGRP1 TKT 2.91
RASGRP1 RPS19 2.82
RASGRP1 EEF1A1P5 2.73
RASGRP1 NME1 2.63
RASGRP1 ATP5A1 2.6
RASGRP1 SERBP1 2.56
RASGRP1 VCP 2.54
RASGRP1 HNRNPM 2.43

FC_B
41.6
3.39
5.92
9.81
4.28
4.83
4.04
2.73
2.44
3.82
2.18
2.93
1.23
1.28
2.73
1.65
1.43
2.01
2.54
2.13

SAINT
1
0.3
0.94
0.47
0.5
0.99
0.87
0.05
0.5
0.5
0.99
0.49
0.5
0.98
0.49
0.42
0.94
0.5
0.46
0.5




RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1

MSN
CCT2
PGK1
HSPAS8
SSBP1
HSPD1
RBBP4
HMGB2
CCT5
TRMT112
CCT3
NME2
CCT17
SUB1
PKM
MDH?2
HINT1
PAFAH1B3
PGAM1
DUT
SFPQ
PCNP
SOD1
CCT4
EZR
PRKCSH
YWHAG
RPL5
LAP3
ADA
CCT8
CCT6A
RBBP7
PPM1G
PSMAS5
RPL8
ATP5H
PRDX5
NPM1
NUDC
SF3A1
STMN1
PPIA

2.38
2.34
2.33

2.3
2.29
2.25
2.24
2.19
2.14
2.14
2.13
2.12
2.09
2.09
2.09
2.08
2.04
2.04
2.03
1.99
1.99
1.99
1.99
1.94
1.94
1.89
1.89
1.89
1.89
1.89
1.85
1.84
1.84
1.84
1.84
1.84
1.84
1.81

1.8
1.79
1.79
1.78
1.77

1.43
2.34
0.98
1.46
2.29

0.7
2.24
2.19
2.14
2.14
1.74
1.33
2.09
2.09
0.88
1.06
2.04
2.04
0.95
1.19
1.45
1.99
1.99
1.94
1.94
1.89
1.89
1.08
1.89
1.89
1.06
1.84
1.84
1.84
1.84
1.84
1.84
1.32
1.03
1.79
1.79
0.71
0.68

0.5
0.49
0.5
0.14
0.49
0.5
0.49
0.49
0.49
0.49
0.5
0.5
0.49
0.5
0.81
0.5
0.5
0.5
0.5
0.5
0.5
0.5
0.49
0.47
0.46
0.48
0.49
0.5
0.48
0.5
0.5
0.48
0.48
0.49
0.49
0.49
0.49
0.5
0.5
0.49
0.49
0.5
0.48




RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1

PAICS
HMGB1
CNPY2
MTHFD1
PSME2
LUC7L2
P4HB
PA2G4
ENO2
PRSS1
TPM3
SHMT2
NAP1L4
SRRM2
PFDN2
RANBP1
TPI1
CAPZB
GDI2
AlIP
IDH2
TALDO1
RPS29
PFDN1
YWHAB
HSPE1
RNASEH2C
LCP1
THYN1
MYL6
PARK?7
RPS20
ATP5B
NONO
PSMA1
MANF
COX4l1
DPYSL2
PSME1
SARNP
SEP6
ANXAb6
EEF1D

1.74
1.74
1.74
1.74
1.74
1.74
1.74
1.74
1.73
1.73
1.71
1.69
1.69
1.69
1.69
1.67
1.67
1.64
1.64
1.64
1.64
1.64
1.64
1.64
1.62

1.6
1.59
1.59
1.59
1.59
1.59
1.59
1.59
1.57
1.55
1.54
1.54
1.54
1.54
1.54
1.54
1.54
1.54

1.74

11
1.74
1.74
1.74
1.74
1.74
1.74
1.27
1.73
1.16
1.69
1.69
1.69
1.69
1.47
0.57
1.64
1.64
1.64
1.64
1.64
1.37
1.64
1.09
0.55
1.59

11
1.59
1.59
0.75
1.59
0.65
1.11
1.29
1.54
1.54
1.54
1.54
1.54
1.54
1.54
0.85

0.49
0.5
0.49
0.44
0.5
0.49
0.47
0.49
0.5

0.5
0.48
0.47
0.24

0.5

0.5

0.5
0.47
0.48
0.49
0.46
0.47

0.5
0.49
0.49
0.48
0.49

0.5

0.5

0.5

0.5
0.49

0.5

0.5

0.5

0.5
0.49
0.46
0.47
0.48
0.46
0.43

0.5




RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1

DSTN
EIF4A1
CALR
SET
NEDDS8
LASP1
TBCA
EIF3A
PHGDH
PAK2
KHDRBS1
SF3B2
YWHAH
ATIC
MCM7
ATP5I
PDIA4
G3BP1
PCNA
HNRNPK
PRDX6
ILF3
RPS21
TCEB2
CCDC58
FLNA
ACAT2
COX5B
PSMC3
LRRC47
TLN1
MDH1
KHSRP
MYHS
TFG
NSFL1C
GPI
SMAP
HN1
FAM136A
CDV3
PSMB6
CACYBP

1.54
1.53
1.53
1.53
1.5
1.5
1.5
1.5
1.5
1.5
1.5
1.5
1.5
1.5
1.5
1.5
1.5
1.5
1.49
1.48
1.47
1.47
1.46
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.45

1.54
1.25
1.34
1.15
1.5
1.5
1.5
1.5
1.5
1.5
1.5
1.5
1.5
1.5
1.5
1.5
1.5
1.5
0.71
0.86
1.09
1.16
0.69
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.45
1.21
1.45
1.45
1.45
1.45

0.49
0.5
0.5
0.5

0.49

0.49
0.5

0.35

0.44

0.47

0.45

0.41
0.5

0.48

0.46

0.49

0.47

0.44
0.5

0.47
0.5
0.5
0.5

0.49

0.49

0.23

0.47
0.5

0.47

0.44

0.19

0.49

0.42

0.26

0.47

0.47

0.46

0.49
0.5

0.49

0.49

0.48

0.49




RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
RASGRP1
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