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Abstract

so on seriously affects maize yield. Maize abiotic stress resistance is mostly complex quantitative traits, the advancement of traditional stress-re-
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Maize is the largest grain crop in China. The frequent occurrence of abiotic stresses, such as drought, low temperature, floods and

sistant breeding is still slow. Single nucleotide polymorphism (SNP) molecular markers are widely used due to their rich polymorphism, good
consistency , low cost and high throughput. The research progress of SNP molecular markers on maize abiotic stress resistance was discussed in

order to lay the foundation for maize molecular marker-assisted selection breeding.
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