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Supplementary Table 1. Statistical and Hardy-Weinberg analyses on the genotyping data of

SsALS patients and healthy individuals of Greek origin.

SNP Tests for deviation from Hardy-Weinberg equilibrium Tests for association (C.I.: 95% convidence interval)
Controls Cases allele freq. difference][ heterozygous || homozygous || allele positivity |[Armitage's trend test
Risk allele 2
[1]<->[2] [11]<->[12] [11+]<->[22] [11]<->[12+22] || common odds ratio
In11=4 (17.54) In11=30 (48.60) Odds_ratio=0.732 Odds_ratio=0.231 |(Odds_ratio=0.400 |0dds_ratio=0.233 ||Odds_ratio=0.379
In12=59 (31.93) In12=102 (64.80) IC1=[0479-1.119] |ICI.=[0.077-0.687] ||C.1=[0.033-4.834] |IC.I.=[0.078-0.694]
n22=1 (14.54) In22=3 (21.60) lchi2=2.08 Ichi2=7.95 Ichi2=0.55 Ichi2=7.82 Ichi2=6.05
517217144 If_a1=0.52 +/-0.017 If_a1=0.60 +/-0.019 =0.14891 (P) =0.00482 =0.45886 =0.00517 =0.01390
——— |[F=-0.84781 [F=-0.57407 Risk allele 1
p=1.181c-11 (Pearson)  Ip=2.556c-11 (Pearson) 2i<>] 221<>112] 221> [{1+12]<>[22] || common odds ratio
Ip=1.048¢-13 (Llr) Ip=6.278¢-13 (Llr)
Ip=1.711¢-12 (Exact) Ip=3.652¢-12 (Exact) (Odds_ratio=1.366 Odds_ratio=0.576 |[Odds_ratio=2.500 |0dds_ratio=0.698 ||Odds_ratio=2.490
IC1=[0.894-2.086] |IC.I.=[0.059-5.667] ||[C.I1=[0.207-30.215] |IC.I.=[0.071-6.849]
Ichi2=2.08 lchi2=0.23 Ichi2=0.55 Ichi2=0.10 Ichi2=6.05
=0.14891 (P) =0.63244 =0.45886 =0.75676 =0.01390
Risk allele 2
[1]<->[2] [11]<->[12] [11+]<->[22] [11]<->[12+22] || common odds ratio
In11=10 (7.85) In11=30 (34.26) Odds_ratio=0.837 Odds_ratio=1.756 ||Odds_ratio=0.762 |0dds_ratio=1.276 ||Odds_ratio=0.855
In12=15 (19.29) In12=79 (70.49) IC1=[0.506-1.386] |IC.I.=[0.711-4.335] ||IC1=[0.294-1.974] ||C.I1.=[0.560-2.909]
n22=14 (11.85) In22=32 (36.26) Ichi2=0.48 chi2=1.51 Ichi2=0.31 Ichi2=0.34 Ichi2=0.50
2892460 If_a1=0.45 +/-0.062 If_a1=0.49 +/-0.028 =0.48943 (P) =0.21886 =0.57517 =0.56175 =0.47923
F——— |[F=0.22259 [F=-0.12079 Risk allele 1
Ip=0.164504 (Pearson) Ip=0.151476 (Pearson) x x - x n
p=0.163279 (LIy) Ip=0.150060 (L) [2]<->[1] [22]<->[12] [22]<->[11] [11+12]<->[22] || common odds ratio
Ip=0.196593 (Exact) Ip=0.180121 (Exact) (Odds_ratio=1.194 Odds_ratio=2.304 ||Odds_ratio=1.312 |0dds_ratio=1.907 ||Odds_ratio=1.167
IC1=[0.722-1.976] |IC.I1.=[0.999-5.317] ||IC1=[0.506-3.401] ||C.I.=[0.889-4.094]
Ichi2=0.48 Ichi2=3.94 Ichi2=0.31 Ichi2=2.80 Ichi2=0.50
=0.48943 (P) =0.04711 =0.57517 =0.09432 =0.47923
Risk allele 2
[1]<->[2] [11]<->[12] [11+]<->[22] [11]<->[12+22] || common odds ratio
In11=0 (12.25) In11=24 (9.46) 0dds_ratio=2.806 0Odds_ratio=0.010 (|Odds_ratio=3.653 |Odds_ratio=0.047 ||Odds_ratio=2.184
In12=49 (24.50) In12=24 (53.08) IC1=[1.738-4.528] |IC.I.=[0.001-0.173] ||C.I.=[0.071-188.837] ||IC.I1.=[0.003-0.785]
n22=0 (12.25) In22=89 (74.46) chi2=18.51 Ichi2=32.55 Ichi2=nan Ichi2=9.86 Ichi2=16.74
7186521 If_a1=0.50 +/-0.000 If_al=0.26 +/-0.033 =0.00002 (P) =1.159¢-08 =1.00000 =0.00169 =0.00004
——— |[F=-1.00000 [F=0.54785 Risk allele 1
p=2.560c-12 (Pearson)  lip=1 432¢-10 (Pearson) 2i<>l] 221<>112] 2211 [{1+12]<>[22] || common odds ratio
Ip=1.695¢-16 (Llr) Ip=5.947¢-10 (Llr)
Ip=2.210¢-14 (Exact) Ip=7.520e-10 (Exact) Odds_ratio=0.356 Odds_ratio=0.003 |(Odds_ratio=0.274 |0dds_ratio=0.005 ||Odds_ratio=0.456
IC1.=[0.221-0.575]  ||C.1.=[0.000-0.046] |(C.I.=[0.005-14.151] ||C.I.=[0.000-0.091]
chi2=18.51 Ichi2=85.64 lchi2=nan Ichi2=61.04 Ichi2=16.74
=0.00002 (P) =2.154¢-20 =1.00000 =5.596¢-15 =0.00004
Risk allele 2
[1]<->[2] [11]<->[12] [11+]<->[22] [11]<->[12+22] || common odds ratio
In11=8 (6.16) In11=24 (27.46) Odds_ratio=0.830 Odds_ratio=1.689 ||Odds_ratio=0.833 |0dds_ratio=1.247 ||Odds_ratio=0.869
In12=15 (18.68) In12=76 (69.09) IC1.=[0.498-1.383]  |[C.I.=[0.638-4.469] (IC.I.=[0.310-2.238] ||C.I1.=[0.511-3.046]
n22=16 (14.16) In22=40 (43.46) lchi2=0.51 Ichi2=1.13 Ichi2=0.13 Ichi2=0.24 Ichi2=0.53
51861869 If_a1=0.40 +/-0.061 If_al1=0.44 +/-0.028 =0.47399 (P) =0.28788 =0.71745 =0.62714 =0.46600
—— |[F=0.19698 [F=-0.10008 Risk allele 1
Ip=0.218645 (Pearson) Ip=0.236336 (Pearson) x x - x N
p=0219340 (LIr) Ip=0235483 (LIr) [2]<->[1] [22]<->[12] [22]<->[11] [11+12]<->[22] || common odds ratio
Ip=0.312376 (Exact) Ip=0.304045 (Exact) Odds_ratio=1.205 Odds_ratio=2.027 |(Odds_ratio=1.200 |0dds_ratio=1.739 ||Odds_ratio=1.148
IC1=[0.723-2.009] |IC.I1.=[0.909-4.518] ||(C1=[0.447-3.223] |IC.I.=[0.833-3.630]
Ichi2=0.51 lchi2=3.04 Ichi2=0.13 Ichi2=2.20 Ichi2=0.53
=0.47399 (P) =0.08104 =0.71745 =0.13794 =0.46600
Risk allele 2
[1]<->[2] [11]<->[12] [11+]<->[22] [11]<->[12+22] || common odds ratio
In11=9 (8.04) In11=15 (16.68) Odds_ratio=1.060 Odds_ratio=1.489 ||(Odds_ratio=1.311 |0dds_ratio=1.400 ||Odds_ratio=1.096
In12=27 (28.93) In12=67 (63.63) IC1=[0.683-1.644] |IC.I.=[0.582-3.809] ||[C.I1=[0.510-3.368] ||C.I.=[0.577-3.395]
n22=27 (26.04) In22=59 (60.68) Ichi2=0.07 Ichi2=0.69 Ichi2=0.32 Ichi2=0.56 Ichi2=0.07
k56850200 If_a1=0.36 +/-0.044 If_al=0.34 +/-0.028 =0.79638 (P) =0.40459 =0.57305 =0.45505 =0.79483
—— |[F=0.06667 [F=-0.05288 Risk allele 1
Ip=0.596701 (Pearson) Ip=0.530030 (Pearson) x x - x N
p=0.597914 (LIr) Ip=0.528265 (LIr) [2]<->[1] [22]<->[12] [22]<->[11] [11+12]<->[22] || common odds ratio
Ip=0.589957 (Exact) Ip=0.580852 (Exact) Odds_ratio=0.944 Odds_ratio=1.136 ||Odds_ratio=0.763 |0dds_ratio=1.042 ||Odds_ratio=0.915
IC.1.=[0.608-1.465]  |[C.1.=[0.600-2.149] |[C.I.=[0.297-1.959] ||C.I.=[0.572-1.901]
Ichi2=0.07 lchi2=0.15 Ichi2=0.32 Ichi2=0.02 Ichi2=0.07
=0.79638 (P) =0.69598 =0.57305 =0.89230 =0.79483

(Pearson): Pearson's goodness-of-fit chi-square (degrees of freedom=1); (LIr): Log likelihood
ratio chi-square (degrees of freedom=1); (Exact): Fisher’s Exact test PA, PB: two-tailed p-
values; if P, then PA=PB



Supplementary Table 2. Statistical and Hardy-Weinberg analyses on the genotyping data of

SALS patients and healthy individuals of Sardinian origin.

SNP Tests for deviation from Hardy- Weinberg equilibrium Tests for association (C1.: 95% convidence interval)
B Controls Cases allele freq. diffe [ & YR [ Vi || allele positivity |[Armitage's trend test
Risk allele 2
[1}e>[2] [11}e=[12] [11+]<>[22] [11}e>[12422] || common odds ratio
Inl1=17 (1329) Inl1=17 (1622) K0dds_ratio=1.059 KOdds_ratio=1529 (K0dds_ratio=1250 [K0dds_ratio=1386 ||0dds_ratio=1 083
In12=24 (41.42) In12=52 (53.56) IC.L=[0.706-1.589] KC.L=[0.688.3.401] |IC.L=[0.560-2.789] (K .I.=[0.662.2.502]
In22=24 (32.29) In22=45 (44.22) kchi2=0.08 kchi2=1.09 Khi2=0.30 khi2=0.75 khi2=0.07
lrs6850200 _al=039 +/.0.040 _al=038 +/.0.032 [p=0.78090 (P) 29603 58547 |p=0.38585 [p=0.79037
—— |[F=0.17925 =002915 Risk allele 1
=0,094546 (P =0, 755607 (P
095316 :J:)“"“) 0755876 :L;’)”"") 2lc>(1] 122}<>(12] [2]<>(11] | [11+12]<>[22] |[ common odds ratie
=0.113989 (Exact) <0.841794 (Exact) 10dds_ratio=0 944 KOdds_ratio=1224  (K0dds_ratio=0800 (K0dds_ratio=1.082 ||0dds_ratio=0.925
IC.L=[0.625-1.416] KC.1L=[0.661.2.264] |IC.1.=[0.359-1.785] [KC.1.=[0.613.1911]
kchi2=0.08 kKhi2=0.41 Khi2=0.30 khi2=0.07 khi2=0.07
[p=0.78090 (P 52047 58547 p=0.78492 [p=0.79037
Risk allele 2
[1]e>[2] [11]e>[12] [1+]<>{22] [11}<->[12+422] || common odds ratio
In11=32(27.11) 11=32(2727) Odds_ratio=1224 Kdds_ratio=1312 |[Odds_ratio=1 381 [K)dds_ratio=1340 |[Odds_ratio=1.179
In12=32 (41.79) 12=42 (51 46) IC.L=[0.814.1.841] KC.L=[0.670-2.570] |IC.1.=[0.655-2.910] (K°.I.=[0.73]1.2.455]
In22=21 (16.11) 22=29 (24.27) kchi2=0.94 kKhi2=0.63 khi2=0.72 Khi2=0.50 khi2=0.78
s 2802460 E‘_nl-ﬂ.% +/.0.042 _nl-ﬂ.‘l.t" 0.038 [p=0.33178 (P) 42735 39544 [p=0.3433% [p=0.3772%
— |[F=023423 "=0.18377 Risk allele 1
=0.030809 (Pearson) 062
p- 030809 :[L:'n an) j x(gllﬁ :{Pj:)“ﬂ") 2l<>(1] 122}<>[12] [2]<>(11] [11+12]<>[22] |[ common odds ratio
h=0029812 (Exact) =0.075147 (Exact) K0dds_ratio=0817 K)dds_ratio=0950 |Odds_ratio=0.72¢ |Odds_ratio=0837 ||Odds_ratio=( 848
IC.L=[0.543.1.220] C.L=[0.460-1.964] |IC.1.=[0.344.1.526] (K°.1.=[0.435.1.610]
kchi2=0.94 kchi2=0.02 khi2=0.72 khi2=0.28 khi2=0.78
[p=0.33178 () 89081 39544 p=0.59420 [p=0.37728
Risk allele 2
[1}e=>[2] [11]e=>[12] [11+]<>[22] [11}<>[12422] || common odds ratio
Inl11=31(23.82) In11=30(2331) K0dds_ratio=1240 K0dds_ratio=1.402 ||O0dds_ratio=1391 [K0dds_ratio=1397 |JO0dds_ratio=1.180
In12=28 (42.35) In12=28 (51.38) IC.L=[0.825.1.862] C.1=[0.696.2.825] |IC.1.=[0.68]1.2.840] (K.I.=[0.757.2.579]
In22=26 (18 82) In22=15 (28.31) kchi2=1.07 Khi2=0.50 khi2=0.82 khi2=1.15 kchi2=0.83
1961860 al=0.53 +/.0.044 [:: al=0.48 +/.0.039 [p=0.30012 (P) 34325 36424 [p=0.2843% [p=0.36307
= (IF=0.33889 026039 Risk allele 1
=0001782 (Pearson) 008225 (Pearson)
el e e Ri<>11] 221<>112] Rl<o11]_|[ (11+121<>[22] || comman odds ratio
h=0.002132 (Exact) 9902 (Exact) K0dds_ratio=0.807 Kdds_ratio=1.008 |[Odds_ratio=0.719 |Kdds_ratio=0856 |[Odds_ratio=0 848
IC.L=[0.537-1.211] KC.1L=[0.495.2.039] |IC.1.=[0.352.1.468] (K .I.=[0.463.1.585]
kchi2=1.07 Khi2=0.00 kchi2=0.82 khi2=0.24 kchi2=0.83
[p=0.30012 (P 58194 36424 p=0.62007 p=0.36307
Risk allele 2
[1]<>[2] [11}e=[12] [11+]<>[22] [11}«>[12+422] || common odds ratio
Ini1=20(16.11) In11=28 (2427) KOdds_ratio=0817 KOdds_ratio=0924  (K0dds_ratio=0.714 [Kdds_ratio=0824 |Odds_ratio=0 843
In12=24 (41.79) In12=44 (51 .46) IC.L=[0.543.1.220] C.L=[0.446.1.914] |IC.1.=[0.334.1.527] (K.I.=[0.425.1.599]
In22=11(27.11) In22=11(27.27) kchi2=0.94 kchi2=0.04 Khi2=0.76 khi2=0.33 khi2=0.81
17217148 al=0.44 +/.0.04] " al=049 +/.0037 [p=0.33178 (P) 83224 .38474 [p=0.56730 [p=0.36868
= IF=0.18637 =0.14491 Risk allele |
=0 085745 (Pearson) =0.141391 (Pearson)
=0.085386 (Llr) =0.140719 (Llr) 2}<=>[1] [22}<->[12] [22]<>{11] [11+12}<>[22] || common odds ratio
=0 082697 (Exact) =0.166760 (Exact) I0dds_ratio=1224 K0dds_ratio=1294  ||0dds_ratio=1.400 (0dds_ratio=1333 |)O0dds_ratio=1.186
IC.L=[0.814.1.841] KC.1L=[0.663.2.528] |IC.1.=[0.655.2.992] (K.I.=[0.724.2.454]
kchi2=0.94 Khi2=0.57 Khi2=0.76 Khi2=0.86 khi2=0.81
[p=0.33178 (») 44599 38474 [p=0.35490 p=0.36868
Risk allele 2
[1}e=>[2] [1]e=>[12] [11+]<>[22] [11}<>[12+422] || common odds ratio
11=30(27.11) 11=30(27.79) Kdds_ratio=1.200 Kdds_ratio=1 306 |[Odds_ratio=1 368 (Kdds_ratio=1327 |[Odds_ratio=1.174
12226 (41.79) 12=47 (51.42) KC.L=[0.798.1.805] C.L=[0.670.2.542] |IC.1.=[0.628-2.981] (K.I.=[0.717.2.456]
22=19 (16.11) 22226 (23.79) kchi2=0.77 kchi2=0.62 Khi2=0.62 khi2=0.82 kchi2=0.69
lesT 186521 _al=0356 +/.0.04] _al=0352 +/.0.036 [p=0.38052 (P) 43279 42920 [p=0.36655 [p=0.40550
Rstmoss rn 13851 =0 D800 Risk allele 1
=0.201591 (P =().382769 (P
preyis :L;“)"““’ e :L']‘r“)”““’ 2111 122} 12] [R2l<>(11] || [11+12]<>[22] |[ common odds ratio
<0.193664 (Exact) =0).429829 (Exact) K0dds_ratio=0 833 Kdds_ratio=0954 |Odds_ratio=0.731 |[Odds_ratio=0853 (Odds_ratio=0 851
IC.1=[0.554.1.252] KC.1L=[0.458.1.987] |IC.1.=[0.335.1.592] (K.I.=[0.433.1.677]
kchi2=0.77 kchi2=0.02 Khi2=0.62 khi2=0.21 kchi2=0.69
[p=0.38052 (7 50003 42920 p=0.64396 lp=0.40550

(Pearson): Pearson's goodness-of-fit chi-square (degrees of freedom=1); (LIr): Log likelihood
ratio chi-square (degrees of freedom=1); (Exact): Fisher’s Exact test PA, PB: two-tailed p-
values; if P, then PA=PB



Supplementary Table 3. Statistical and Hardy-Weinberg analyses on the genotyping data of

SALS patients and healthy individuals of Turkish origin.

SNP Tests for deviation from Hardy-Weinbe uilibrium) Tests for association (C.1.: 95% convidence interval
- Controls Cases
Risk allele 2
L [le>f2] | H]e>[12 [ [11+]<>[22] || [11]<>[12422] || common odds ratio |
h11=13 (9.85) R11=19(17.57) Odds_ratio=1.093 [dds_ratio=1.564 Odds_ratio=1.348  |Odds_ratio=] 447
h12-28 (34.30) h12-64 (66.85) C1-0724.1649]  |[C1=[0679.3599] ||01.<0593.3.061] [|01.0.671-3.120]
h22-31 (29.85) h22-45 (63.57) khi2=0.18 khi2=1.11 khi2=0 51 khi2=0 89
| sssoo00 [-2120-36 +-0.043 F 21=0.34 +/.0028 p=0.67320 (P) p=029123 p=0.47520 p=034424
st [F=0.18361 F=0.04265 [ Risk allele |
p=0.114229 (Pearson) p=0.603821 (Pearson) ™ el 2)<>[12 [22]<>{11] 11+12]<>[22] || common odds ratio
g} ;g:l; "é&} gﬁ;gi‘; ((Ei")c‘) ds_ratio=0.915 dds_ratio=1.160 Odds_ratio=0.742  (Odds_ratio=1 028 ds_ratio=0.897
: B 1=06061381]  |C1=[0630.2.127]  [01=[0327-1.686] [|01.]0.586.1.802)
hi2=0.18 bhi2=023 khi2=0 51 khi2=001 hi2=0.16
67320 (P) b-063276 b=0.47520 b-092386 68634
Risk allele 2
[ [e>f2] [ [(e>[12] [ [H+}e>[22] [ [1]<>[12+422] || common odds ratio |
h11=16 (18.50) h11-36 (30.54) Ddds_ratio=0935  |[0dds_ratio=1.188  |[Odds_ratio=0.861 |[Ddds_ratio=1075 |[Odds_ratio=0.930
h12-36 (37.00) h12-81 (73.92) C1=0630.1387] |[C1=[0601.2345] ||C1=0388.1910] [|01.]0.5652.044)
h22<19 (18.50) h22=31 (34.54) khi2=0.11 khi2=0 25 khi2=0.14 khi2=005
| asonego [[-21=050 <0042 k 21=0.52 +/.0.028 b=0.73712 () b-0.62043 b-071293 082598
——— |[F=0.02703 7= 009585 | Risk allele |
p-OSI6LSI (Pearson) - |p-0243611 (Peamson) [T pjea] [ [(2jexfi2] [ [22jex(11] ][ [11+12}<>[22] |[ common odds ratio
gﬁ:g"‘; %L’:“] :g*‘ﬂ,‘,;él %i:c) & _ratio=1 070 |[Ddés_ratio=1 379 |0dds_ratio=1.16] |[Ddés_ratio=1.304 |[0dés_ratio=1 075
i —E2102 (Fadt 1=[0721.1588]  [C1=0690.2758] ||01.=[0523.2.576] |[C1.=0.677-2510]
hi2=0.11 khi2=0 83 khi2=0.14 khi2=0.63 hi2=0.12
73712 (P) b-036250 b=0.71295 b=0.42646 72993
Risk allele 2
[1]<=>{2] [11]e=>[12] [11+]e>[22] [11]<->{12422] || common odds ratio
h11=0 (0.00) b 11=0 (0.00) Ddds_ratio=0.618  |[0dds_ratio=2.000  |[Odds_ratio=1.846  |[Ddds_ratio=1.859
h12-0 (0.00) h12=1(1.00) C1.=[0025.15.275] |[C1.=[0.019.473.058] ||C1.[0.036.93.961] || 1.<]0.037-9¢.642]
h22-74 (0.00) h22<127 (137.00) khi2=0 54 khi2=nan khi2=nan khi2=nan
1861860 [f-21=0400 +/0.000 F_21=000 +/0.004 p=L11118 () p=1.00000 p=1.00000 p=1.00000
———— |[F=0.00000 = 000364 | Risk allele 1
o raa gg‘;—;g’;’; ﬁ‘)""“’ 2=l Rjco12 221 >11] 11+12]<>(22] ][ common odds ratio
0 Ilb:‘:lll:- 0 (Exact) l- (Exact) ds_ratio=1.617 Odds_ratio=1.625 Odds_ratio=0.542  (Idds_ratio=1.625 ds_ratio=0.858
pro e e p=1.000000 (Exact 1-0065.39.542] |[C1.<[0.065.40.398] ||01.<[0.011-27.584] || 1.]0.065 40.298]
hi2=054 khi2=0 54 khi2=nan khi2=0 54
LIS () p=0.46294 b=1.00000 b=0.46254
Risk allele 2
[1]<-=>{2] [11]e=[12] [11+]e=[22] [11]<->{12422] || common odds ratio
R11=19 (18.50) n11=38 (41.11) Odds_ratio=0.897 Ddds_ratio=1.111 Odds_ratio=0.789  |Ddds_ratio=1.000
h12=36 (37.00) h12-80 (73.78) C1=06051312]  |[C1=[05652.186] ||C1=0356.1.750] [|°1.]0.5281.894)
h22-19 (18.50) h22-30 (33.11) khi2=0 29 khi2=0 09 khi2=0 34 khi2=0 00
L 17217144 [f-2120-50 +/-0.042 F 21=0.53 +/.0028 p=055108 (F) ___|p=0.76022 p=056021 p=1.00000
— =0.02703 008425 [ Risk allele |
p-0816151 (Pearson) p<0305394 (Pearson) ™31 o) Dex(12 [22]<>{11] 11+12}<>(22] || common odds ratio
:gg :g::(') %L&_) g"&’f‘l’ &i’a’m & _ratio=1.114_ |[0dds_ratio=1 407 |[Ddés_ratio=1267 |[0dds_ratio=1.359
—act ’ 1=0751-1654]  |[C1=0701.2824]  [C1.=[0571-2.808] [|01.[0.704.2.623]
hi2=0 29 khi2=0.93 khi2=0 34 khi2=0 84
39108 () p-033514 b-0.56021 b-0.35996
Risk allele 2
[1]<={2] [11]<>[12] [11+]e=[22] [11]<>[12422] || common odds ratio
h11=19 (18.50) h11=31 (31.58) Ddds_ratio=1009  |[Odds_ratio=1.345  |[Odds_ratio=1.226  |[Ddds_ratio=1.304
R12=36 (37.00) h12-79 (73.83) C1=0741.1621]  |[C1=[06722692] ||C1=[05542710] [|01.=[0.677-2.510]
h22=19 (18.50) h22-38 (40.58) khi2=0.22 khi2=0.70 khi2=0 25 khi2=0 63 hi2=023
| 7186521 [F-21=0:50 +/-0042 E 21=0.48 +/.0.028 b=0.63832 () b=0.40176 b-061477 b=0.42646 £319¢
et [Fe002703 =-0.06696 Risk allele |
p-0816153 (Pearson) p-o.:w% (Pearson) Rl==11] len]12 [22]<={11] 11+12]<>[22] || common odds ratio
g; :g::") &3—-) :g;("}';‘;‘:"s ((3’:’__.) Dds_ratio=0910  ||Odds_ratio=1 097 |[0dds_ratio-0816 |Odds ratio=1000 |[Ddds_ratio=0.905
. - . C1-0613.1350] |[C1=[0557.2.160] ||C1<[0369.1804] (0105281864
khi2=022 khi2=0.07 khi2=025 khi2=0 00 khi2=023
63832 (P) 78826 Jp=061477 Jp=1.00000 63194

(Pearson): Pearson's goodness-of-fit chi-square (degrees of freedom=1); (LIr): Log likelihood
ratio chi-square (degrees of freedom=1); (Exact): Fisher’s Exact test PA, PB: two-tailed p-
values; if P, then PA=PB



Supplementary Table 4. C90rf72 genotyping of Greek ALS patients (second patient cohort)

Sample ID C90rf72 repeats
1 6/9
2 2/5
3 2/7
4 5/10
5 2/2
6 7/10
7 2/8
8 2/5
9 2/2
10 2/3
11 5/6
12 8/10
13 Inconclusive
14 2/2
15 2/8
16 2/5
17 2/2
18 2/2
19 2/2
20 2/5
21 2/8
22 2/5
23 2/2
24 2/4
25 Inconclusive
26 2/exp
27 2/7
28 2/2
29 6/11
30 6/11
31 No amplification

Numbers given in the table (column C9orf72 results) represent the numbers of C9orf72
hexanucleotide repeats for a given patient. For example, 2/6 means that the patient has 2 repeats
on one allele, and 6 repeats on the other. 2/2 means that the patient in question is homozygous
for allele 2. For patient 26, 2/exp means that there are 2 repeats on one allele and an expansion
on the other. The size of the expansion cannot be defined because we use repeat-primed PCR.



