
Transcriptional Profiling of Psychiatric Disorders
Identification of transcriptional changes and novel 
transcripts in the brain related to chronic alcohol abuse 
(4 brain regions, 30 alc, 30 controls per region) 

Comparison of genes co-expressed in alcohol abuse to 
other psychiatric disorders (Bipolar, depression, 
schizophrenia) using publicly available data 

Identification of FDA approved drugs with an effect on 
dysregulated gene modules in alcohol abuse (using the Library 
of Integrative Network-based Cellular Signatures-LINCS)

In collaboration with Dr. Dayne Mayfield, Waggoner Center for Alcohol & Addiction Research 



Transcriptional Profiling of Psychiatric Disorders
In collaboration with Dr. Mbemba Jabbi, Dept of Psychiatry, Dell Medical School

RNA-Sequencing of anterior insula samples (100) 
from individuals with bipolar disorder (37), 
depression (30) and healthy controls (33).

Identification of differentially enriched transcription 
factors and pathways

Module-trait relationships
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Identification of modules of co-expressed genes using 
WGCNA (Weighted Gene Co-expression Network Analysis)


