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Quantitative information turns functional
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Non-stationary metabolic flux analysis
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GC-MS fragment mapping to molecule level
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GC-MS fragment mapping to molecule level
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GC-MS fragment mapping to molecule level
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GC-MS fragment mapping to molecule level
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Labeling enrichment
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Monitoring metabolic reprogramming - experimental setup
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Re-arrangement of carbon fate
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Routing of 13C-Pyruvic acid
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