Supplementary methods.
Genotyping
Genotyped was conducted on the Infinium Global Screening Array v2.0 (Illumina, San Diego, Calif). All samples were available for QC analyses with 734,288 single nucleotide variant (SNVs). After filtering the extremely low-quality samples and variants (call rate < 97.5%), 730,526 SNVs were left for further QC analyses using PLINK (version 1.9) ,[1]. After 1,510 SNVs were excluded from the dataset due to their not being in Hardy-Weinberg equilibrium, 729,016 SNVs remained. Twelve samples were removed (1 for excess heterozygosity, 5 samples with gender mismatch, 1 pair with strong familial relationships, and 4 with label errors). SNPs were mapped to the GRCh37 (hg19) reference genome. To reduce heterogeneity in population structure, we used PLINK to perform principal component analysis (PCA) on the whole genome SNP data and extracted the top 5 principal components for correcting genetic heterogeneity across different races/ethnic groups. 
Imputation was performed using a two-step procedure --- Eagle phasing and Minimac imputation for all the subjects ,[2]. The number of SNPs imputed was 48,935,166, which is the expected number after using the 1000GP3v5 reference panel. The genome coordinates build involved use of GRCh37 ,[3]. As quality control steps for conducting the GWAS, we used PLINK to extract SNPs with minor allele frequency (MAF) >0.05 and with a Hardy-Weinberg equilibrium (HWE) P>10-6. 

Gene expression
A candidate gene expression analysis for EGR1 was conducted in this study. A detailed report of our gene expression findings will be published elsewhere. RNA-seq (Differential Gene Expression Analysis) was performed at Admera Health, Plainfield NJ. Briefly, RNA was extracted from human blood using PAXgene Blood RNA kit (Qiagen, Hilden, Germany) at baseline and six-weeks. Isolated RNA sample quality was assessed by BioAnalyzer RNA 6000 pico (Agilent Technologies Inc., California, USA) and quantified by Qubit 2.0 RNA HS assay (ThermoFisher, Massachusetts, USA). Qiaseq FastSelect RNA removal kit (Qiagen, Hilden, Germany) was used to deplete ribosomal RNA. Prior to first strand synthesis, samples were randomly primed (5´ d(N6) 3´ [N=A,C,G,T]) and fragmented based on the manufacturer’s recommendations. The first strand was synthesized with a longer extension period, 30 minutes at 42⁰C, and all remaining steps for library construction were used according to the NEBNext® Ultra™ II Non-Directional RNA Library Prep Kit for Illumina® (New England BioLabs Inc., Massachusetts, USA). Final libraries were assessed by Qubit 2.0 (ThermoFisher, Massachusetts, USA) and quality was assessed by TapeStation D1000 ScreenTape (Agilent Technologies Inc., California, USA). Final library size was approximately 400bp with an insert size of about 250bp. Illumina® 8-nt dual-indices were used. Equimolar pooling of libraries was performed based on QC values and sequenced on an Illumina® NovaSeq S4 (Illumina, California, USA) with a read length configuration of 150 PE for 60 M PE reads per sample (30M in each direction). FastQC v0.11.8 ,[4] was used to check the quality of raw reads. Trimmomatic (version 0.38) ,[5] was used to cut adaptors and remove low quality bases.  The clean reads were then mapped onto hg19 using bowtie2 ,[6]. Htseq-count version 0.11.2 was used to count the number of mapped reads in genes ,[7]. R package edgeR was used to normalize the raw count data on the basis of library complexity and gene variation ,[8]. The differentially expressed EGR1 was identified on the basis of fold change. These values were used for subsequent differential expression analysis using a pairwise t test.
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