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Research advances on aluminum toxicity and tolerant mechanism of

microorganisms
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Abstract: In acidic soils, aluminum (Al) toxicity is one of the critical problems, which could limit crop production.
Al can cause toxicity in microorganisms as well. Al toxicity tolerant mechanism research of microorganisms can
give a new perspective to that of plants. Present researches show that Al acts on microorganisms’ cell wall, cell
membrane, cell nucleus and organelle, affects microorganisms’ substance and energy metabolism, and inhibits
microorganisms’ growth and development. Responding to these toxicity actions, Al toxicity tolerant microorganisms

adapt to the outside Al toxicity environment by multi-pathway and all-direction mechanism. In this paper,

combination with our researches, Al toxicity and tolerance mechanism of microorganisms were reviewed.
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DNA Wi 2R 40 il 2K 4245 PCD #51E. Pan %5 7 1\
SRR T I A AL T2 38 ROS 0% T PCD kAT
(1o SR, EMEREF L &R I8 PCD AH K1) Ced-9.
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AN LA B o P BRI B R R 2 Gk IR,
YEZEHEN P, janthineleurn F-13 Rei il FEAR 22 IF A
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