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reliance on derivatization increases the time, complexity, and cost associated with cultures during the growth cycle, | w decreased for Bioreactor C. Despite cell £
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By combining capillary electrophoresis (CE) separations with MS detection the unperturbed to represent more 0 mM 10 mM the amino acid data shows that ’
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signal bioreactor faults before an impact
M th d on cell viability is detected. Figu res 4-7 Figure 3. Viable cell density for bioreactors A, B, and C
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concentration over time.
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