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Special Interests

Camille Moore, PhD is an associate professor in the Center for Genes, Environment and Health (CGEH) at National Jewish

Health and also holds an appointment in the Department of Biostatistics and Informatics at the University of Colorado

Anschutz Medical Campus, where she has taught several graduate level biostatistics courses including Advanced Data

Analysis, Statistical Methods for Genetic Association Studies, and Statistical Methods in Genomics. Dr. Moore directs the CGEH

Analysis Core, managing a group of 5 biostatisticians and bioinformaticians performing genetic, gene expression, epigenetic,

and other ‘omics analyses. She also oversees bioinformatic analysts in the Seibold and Janssen labs and serves as director of

the Biostatistics, Bioinformatics and Environmental Sampling Core for the ENIGMA pediatric asthma cohort PPG. Dr. Moore’s

research focuses on the development of statistical methods for analyzing bulk and single-cell RNA-sequencing data from

longitudinal cohort studies and she has contributed to several RNA-seq analysis R packages.  In addition, she has led the

genetic analyses in a resequencing study of idiopathic pulmonary fibrosis and has expertise in gene expression network

analyses to identify asthma endotypes. Dr. Moore currently serves as a co-investigator on several NIH grants exploring the

relationships between bulk and single-cell RNA-sequencing gene expression data and respiratory diseases, including asthma,

SARS-CoV-2, acute respiratory distress syndrome, and chronic beryllium disease.      
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