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Table S12.  Sample Overlap Between Current Association and Previous Genome-Wide Association Meta-
Analyses of Cognitive and Related Phenotypes 
 Number of Participants  

Adult Cognition 
[1,2] 

Childhood 
Cognition [3] 

Educational 
Attainment [4] 

Hippocampal 
Volume [5] 

Schizophrenia [6] 

Discovery Sample - 1725 - 485 - 
ALSPACa - 4078 - - - 
LBC1936 1005 947 1005 249 - 
NTR - 739b 183 - - 
NCNG 670 - - 327 - 
aParental data contributed to Educational Attainment 
bReplication sample. 
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