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To control for procedure-related effects, differentially expressed genes in the Day 3 LNP-treated vs. saline-freated condition were used for ORA. Gene sets in the molecular functions and biological processes gene ALT (U/L) are provided below each volcano plot. Common genes identified in both conditions are shaded in green
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summdry 1 MRNA-LNP treatment resulted in a broad potency distribution 2 Principal component analysis and hierarchical clustering Over-representation analysis of DEGs from the Day 3 LNP- MRNA-LNP freatment resulted in differential upregulation of MRNA-LNP potency, as measured by |IgG expression, does not

that was not correlated with pharmacokinetic parameters resulted in general clustering of samples based on treatment, treated vs. saline-treated condition identified enrichment of some genes involved in immune modulation, including FOSLT, appear to be correlated with animal body weights or ALT Scan for

(Cmax and AUC). suggesting similarities in gene expression profiles. gene sets in the molecular functions and biological processes CCL18 and DHRS?. elevations in this study. Changes in gene expression upon LNP presentation
gene onfology classes. freatment appear to be driven by multiple factors that all access
together tune the pharmacodynamic response.
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