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

sALS patients and healthy individuals of Greek origin. 

 

(Pearson): Pearson's goodness-of-fit chi-square (degrees of freedom=1); (Llr): 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 
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Supplementary Table 2. Statistical and Hardy-Weinberg analyses on the genotyping data of 

sALS patients and healthy individuals of Sardinian origin. 

 

(Pearson): Pearson's goodness-of-fit chi-square (degrees of freedom=1); (Llr): 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 
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Supplementary Table 3. Statistical and Hardy-Weinberg analyses on the genotyping data of 

sALS patients and healthy individuals of Turkish origin. 

 

(Pearson): Pearson's goodness-of-fit chi-square (degrees of freedom=1); (Llr): 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 
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Supplementary Table 4. C9orf72 genotyping of Greek ALS patients (second patient cohort) 

 

Sample ID C9orf72 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.  


