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Research Progress of Cadmium Accumulation Related Gene Families in Rice
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Abstract Cadmium,a heavy metal,can take great harm to human health.Reducing the content of cadmium in rice grains has become the re-

search content of many scholars.By summarizing the gene families related to cadmium accumulation in rice and analyzing the research progress

in recent years, this paper hopes to obtain new research ideas and directions.
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Fig.1 Phylogenetic tree of the NRAMP proteins of rice and Ara-
bidopsis
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Fig.2 Phylogenic tree of HMAs in rice and Arabidopsis'
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