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Low-frequency IL23R coding variant associated with Crohn’s 
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rs number gene genotype
allele

frequency(%)
p-valule permutation

p-valueHC【n = 361】 CD【n = 169】

rs76418789 IL23R

G/G
G/A
A/A
G
A

299
58
1

656
59

(83.5)
(16.2)
(0.3)

(91.7)
(8.3)

169
7
0

345
7

(96.0)
(4.0)
(0.0)

(98.0)
(2.0)

3.9E-5
(OR 0.21)

7.2E-5
(OR 0.23)

NA

0.0001

rs3812316 MLXIPL

C/C
C/G
G/G
C
G

268
83
8

619
99

(74.7)
(23.1)
(2.2)

(86.2)
(13.8)

147
29
2

323
33

(82.6)
(16.3)
(1.1)

(90.7)
(9.3)

0.110

0.038

NA

0.178

rs2070600 AGER

G/G
G/A
A/A
G
A

259
86
12

604
110

(72.5)
(24.1)
(3.4)

(84.6)
(15.4)

114
51
9

279
69

(65.5)
(29.3)
(5.2)

(80.2)
(19.8)

0.218

0.081

NA

0.235

rs3825942 LOXL1

G/G
G/A
A/A
G
A

249
92
4

590
100

(72.2)
(26.7)
(1.1)

(85.5)
(14.5)

127
42
1

296
44

(74.7)
(24.7)
(0.6)

(87.1)
(12.9)

0.710

0.506

NA

1.000

rs10043775 FBXO38

T/T
T/C
C/C
T
C

183
79
4

445
87

(68.8)
(29.7)
(1.5)

(83.6)
(16.4)

126
45
5

297
55

(71.6)
(25.6)
(2.8)

(84.4)
(15.6)

0.429

0.780

NA

1.000

IL23R

auther year method rs number
(residue change)

allele frequency / n OR
(95% CI) p value

HC CD

Duerr, et al. 2006
Science GWAS rs11209026

(Arg381Gln)
0.070
/ 548

0.019
/ 547

0.26
(0.15 - 0.43) 5.1E-9

Momozawa, et al. 2011
Nat Genet

deep
sequencing

rs76418789
(Gly149Arg)

0.004
/ 1281

0.001
/ 1011

0.40
(0.00 - 0.84) 2.2E-2

rs41313262
(Val362Ile)

0.020
/ 1276

0.012
/  922 

0.57
(0.00 - 0.82) 4.5E-3

Rivas, et al. 2011
Nat Genet

deep
sequencing

rs76418789
(Gly149Arg)

0.004
/ 16012

0.003
/ 18418

0.60
(0.45 - 0.79) 3.2E-4

rs41313262
(Val362Ile)

0.014
/ 16538

0.012
/ 17562

0.72
(0.63 - 0.83) 1.2E-5

Kim, et al. 2011
Gut

deep
sequencing

rs76418789
(Gly149Arg)

0.128
/ 251

0.045
/ 201

0.32
(0.15 - 0.68) 2.0E-3

Our Study 2015
PONE

personal genomics 
analysis

rs76418789
(Gly149Arg)

0.083
/ 361

0.020
/ 169

0.23
(0.10 - 0.50) 7.2E-5


