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Background

Despite variability in biological replicates, DCHP treatment-related Top biological pathways correlate with known DCHP mechanisms
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- U.S. Environmental Protection Agency
Office of Research and Development Disclaimer: The views expressed in this poster are those of the author(s) and do not necessarily represent the views or policies of the U.S. Environmental Protection Agency



mailto:hamman.carolyn@epa.gov

	Slide Number 1

