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Figure S3. The genomic information network (GIN) model for addiction.  The network represents the process of determining a numeric prioritization score for a SNP.  The scores are a cumulative measure of biological relevance using SNP/gene functional properties (the Gene node), evolutionary conserved regions (the ECR node), genes biologically relevant to addiction (the Addiction Systems node), and mouse QTL mapping results. The overall GIN prioritization scores can be used to prioritize SNPs when supplementing commercial microarrays for addiction.

