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INTRODUCTION: RESULTS:

» Bipolar Disorder is a highly heritable * The utility of our approach is demonstrated using a set of 3,399 genes from multiple
mental iliness. The global burden of eukaryotes that have been studied in the context of Bipolar Disorder and/or Substance
bipolar disorder is complicated by its Abuse. A web resource to automate the selection of genes that contain certain
comorbidity with substance abuse. database links is available at http://compbio.jsums.edu/bpd
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