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Figure S1.  Sample Overlap for UCLA, Yale,S1 and HopkinsS2 Studies  
 
(A) UCLA vs. Yale 
 
19.3%  (326 / 1693) samples used in the UCLA analyses were present in the Yale 
cohort.  Sample overlap for Stage1 and Stage2 analyses was comparable at 16.8% 
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(113 / 672) and 20.9% (213/1021), respectively. Only 7.1% (8 / 113) of UCLA Stage 1 
families sequenced in the Yale study were identified as having a rare CNTNAP2 coding 
variant. Similarly, under 1% (2 / 213) of Stage 2 families sequenced in the Yale study 
had rare coding variants. Together these results suggest that rare CNTNAP2 coding 
variants do not in themselves explain the association with WORD. 

(B) UCLA vs. Hopkins 

86.9% (1472 / 1693) samples used in the UCLA analyses were present in the HOPKINS 
cohort. Sample overlap for Stage1 and Stage2 analyses was comparable at 83.2% (559 
/ 672) and 89.4% (913 / 1021), respectively.  

(C) Only 7.1% (8/113) of UCLA Stage 1 families sequenced in the Yale study were 
identified as having a rare CNTNAP2 coding variant.  Similarly, under 1% (2/213) of 
Stage 2 families sequenced in the Yale study had rare coding variants.  Together these 
results suggest that rare CNTNAP2 coding variants do not in themselves explain the 
association with WORD. 

 


