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16 conjugated and non conjugated bile acids, and their sulfated analogs Including 32 quantitative and 123 semi-quantitative bile and fatty acids Inject-to-inject time is 10 minutes per sample Automated peak assignment takes only seconds per sample

What is new about this approach? Single-Point External Calibration (SPEC) A New Visualization to Assess Experimental Quality

Recent publications have highlighted the biological importance of bile acids
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