plY U.S. FOOD & DRUG

ADMINISTRATION

#010 - A Practical Lock-Mass Calibrant Introduction Method for Improved Mass

Accuracy and Reduced False Positive Ildentifications in Non-Targeted Analyses

Center for Food Safety and Applied Nutrition

Christine M. Flsher, Brian Ng, Shannon E. Murphy, and Ann M. Knolhoff 5001 Campus Dr., College Park, MD 20740
Introduction Setup for Calibrant Introduction Results: Improved Data Quality for NTA
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