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Regulating Effect of ZmNAP Gene on Anti-senescence
and Yield Traits of Maize
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WANG Hao?, LI Jing-jing®, LI Huryong**
(1. College of Life Sciences, Henan Normal University, Xinxiang 453007 ,China;
2. Cereal Crops Institute, Henan Academy of Agricultural Sciences,Zhengzhou 450002, China)

Abstract: In order to investigate the potential role of ZmNAP in regulating the anti-senescence
and yield traits of maize,the maize ZmNAP RNA interference vector pTCK303ihpZmNAP driven
by Ubi promoter was created based on the ZmNAP cDNA sequence deposited in MaizeGDB, and
was transformed into maize by Agrobacterium tume faciens. The results showed that transgenic
maize plants had more obvious advantages than control plants in delaying senescence and grain
weight. The 1 000-grain weight of transgenic maize plants was 15% — 30% higher than that of
wild type maize plants. ZmNAP gene has potential value in maize breeding.
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