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72 General mechanisms of drought response and their application in drought resistance improvement in
plants. Cellular and Molecular Life Sciences, 2014, 72, 673-689. 5.5 1,315



6

Lizhong  Xiong

# Article IF Citations

73 Carotenoid deficiency impairs ABA and IAA biosynthesis and differentially affects drought and cold
tolerance in rice. Plant Molecular Biology, 2013, 83, 475-488. 3.2 158

74 Characterization of a Purine Permease Family Gene OsPUP7 Involved in Growth and Development
Control in Rice. Journal of Integrative Plant Biology, 2013, 55, 1119-1135. 8.9 90

75 Mutant Resources for the Functional Analysis of the Rice Genome. Molecular Plant, 2013, 6, 596-604. 18.9 127

76 Rice panicle length measuring system based on dual-camera imaging. Computers and Electronics in
Agriculture, 2013, 98, 158-165. 8.0 34

77 The SNAC1-targeted gene OsSRO1c modulates stomatal closure and oxidative stress tolerance by
regulating hydrogen peroxide in rice. Journal of Experimental Botany, 2013, 64, 569-583. 5.1 225

78 Plant phenomics and high-throughput phenotyping: accelerating rice functional genomics using
multidisciplinary technologies. Current Opinion in Plant Biology, 2013, 16, 180-187. 7.1 255

79 Genetic mechanisms conferring adaptation to submergence and drought in rice: simple or complex?.
Current Opinion in Plant Biology, 2013, 16, 196-204. 7.1 119

80 Insight into Differential Responses of Upland and Paddy Rice to Drought Stress by Comparative
Expression Profiling Analysis. International Journal of Molecular Sciences, 2013, 14, 5214-5238. 4.4 48
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