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Supplemental Figure 5. HILIC positive column metabolomics processing: Principal component analysis of metabolomics data after median normalization and ComBat correction for batch effects. PC variation primarily explained by batch in raw data, after correction sample type (quality control sample versus the population-based serum samples) primarily explains variation. However, there are two apparent clusters of population-based serum samples, potentially explained by non-biologic (PD) technical variation (see Supplemental Figure 6). 
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