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Abstract

tion will lead to its high transcriptional activity. However, the induction with methanol gives rise to the abundance of reactive oxygen species

(College of Food and Pharmaceutical Engineering, Guizhou Institute of Technolo-
The promoter of alcohol oxidase AOX1 (P,,,,) is widely used in Pichia pastoris to express heterologous proteins. Methanol induc-
(ROS) in Pichia pastoris cells,resulting in oxidative stress response and other adverse biochemical and physiological responses.Accordingly,

high-efficiency expression of proteins would be inhibited.In this paper,the response of Pichia pastoris cells to methanol stress and the technique
of alleviating methanol stress are reviewed.The authors look forward to the technical route of studying the mechanism of the interaction between

UPR and methanol stress response,and the strategy of stimulating UPR to alleviate methanol stress is also raised.
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Table 1 Pathway and functional proteins involved in crosstalk between methanol stress response and UPR
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