Supplementary Material
eQTL analysis with Braincloud, Braineac, and LIBD eQTL browser

The postmortem dorsolateral prefrontal cortex (DLPFC) in Braincloud was collected at autopsy from individuals without neurological and/or psychiatric diseases at the NIMH Brain Tissue Collection in the Clinical Brain Disorders Branch (NIMH, CBDB)
 ADDIN EN.CITE 

(Colantuoni et al., 2011)
. Additional brain tissue samples were provided by the NICHD Brain and Tissue Bank for Developmental Disorders (http://www.BTBank.org). The genetic and matched expression data plus covariates such as age, gender, race, RIN, PMI, pH were collected. We only included postnatal subjects with European or African ancestries for the eQTL analyses, separated by race. A stepwise univariate regression of gene expression on genotypes, adjusted for those covariates was conducted. Braincloud demonstrated that most of genes related to brain development have distinct age-dependent expression profile before or after adolescence. Thus, subjects with Age >16 were selected to match age of the patients. Only the model which explained the most variance of the expression value was selected for the given SNP. The best-model predicted expression data was plotted against the genotype. P-values from the ANOVA post-hoc analysis were labeled.  

eQTL inquiry via LIBD eQTL browser is based on the RNA-seq and genotyping data collected from the BrainSeq phase 1 tissue cohort which consists of three main psychiatric diagnostic groups (SCZ, major depression, and bipolar disorder) of 738 postmortem human brain samples from the DLPFC as a part of The LIBD Postmortem Human Brain Collection Schubert et al., 2015()
.  The data publicly available are generated from mixed ancestry. 

The Brain eQTL Almanac (Braineac) was collected mainly by the Medical Research Council (MRC) Sudden Death Brain and Tissue Bank from up to 12 brain regions of 134 individuals free of neurodegenerative disorders with European ancestry. Through a web-based interface for SNP inquiry, we can create the boxplots which illustrated the distribution of normalized gene expression data per genotype of each SNP across 12 brain regions.  The detail method for eQTL analysis was reported previously Shabalin, 2012()
. scanDB (www.scanDB.org/) was used to evaluate the cis-eQTL and methylation QTL from peripheral blood sample.
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