Additional Figure 1

74 ~ |~ 100 7 - 100

08 03|
06 0]
6 r523i1515 |9 6 o
02 02| 80
. 80 rs75908454 o
- b Py 2
5 s 7 o g
4 g 2 s
_ 3 @ o
24 “ ©3 L E
T F 2 3
& s g s
g 5 2
T ) 2
= Z
Z
-— THBS2 -— WDR27 - LOCT154449
- PR e~ '
Corf120 — FLI38122 4 genes
< BACH?2 < MAPIK? < PHF10 «~—DLLT omitted
S e - g
MIR4464 — «— TCTE3 FAM120B —
T T T T T T T
91 91.1 91.2 913 91.4 915 169.2 1694 1696 1698 170 1702 1704 1706
Position on chré (Mb) Position on chré (Mb)
7 * - 100
08
08
6 |- 04)|
rs1679568 02
. 80
5 g
a
2
- 3
[ =2
] =
E 2
1 5
a 3
= 3
g @
7 3
=
=
=

.M'RN.L:‘ —_ -— GFRA1 PNLIPRP3 — ]
Vi

CCDC172— PNLIP 4;
T

117.4 117.6 117.8 118 118.2
Pasition on chr10 (Mb)

Regional plots showing association results from GEE models at 6q15, 6q27 and 10925.3, when

the analyses were restricted to patients with moderate or severe disease activity at baseline
(n=413).



