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I - Embden-Meyerhol - Paranas (EMP}) pathway.
2 - Warburg - Dickens - Horecker or hexose moneophosphate (HMP)

pathway.
3 - Entner - Doudoroff (ED) pathway.
4 - Phosphoketolase (PK) pathway.
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Microorganisms EMP HMP ED
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