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Study on metabolic pathway of L-lactic acid fermentation
from xylose by microorganism
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(L.Institute of Agri—Food Science and Technology,Chinese Academy of Agricultural Sciences,Beijing 100094 , China;
2.College of Food Science,Southwest University , Chongqing 400715, China)

Abstract ; Xylose is widespread in forest and agricultural residues.Xylose can be fermented to L-lactic acid which is
an effective exploitation of renewable materials.In this paper, different xylose metabolic pathways of various
microorganisms were summarized, based on which the key enzymes and their functions were analyzed.Finally,
application and progress of metabolic engineering in fermenting L-lactic acid from xylose were briefly introduced.
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