A WORKFLOW APPROACH FOR THE IDENTIFICATION AND STRUCTURAL ELUCIDATION sEms § WC]TeI’S
OF IMPURITIES IN QUETIAPINE:HEMIFUMARATE DRUG SUBSTANCE THE SCIENCE OF WHAT'S POSSIBLE”

Michael D. Jones, Marian Twohig, and Robert Plumb
Waters Corporation, Milford, Massachusetts, USA, 01757

INTRODUCTION WORKFLOW

The workflow approach illustrated may involve many iterations to
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