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18 High-Throughput SuperSAGE for Digital Gene Expression Analysis of Multiple Samples Using Next
Generation Sequencing. PLoS ONE, 2010, 5, e12010. 1.1 98
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19 Draft genome sequence of bitter gourd (<i>Momordica charantia</i>), a vegetable and medicinal plant
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20 Functional characterization of a new grapevine MYB transcription factor and regulation of
proanthocyanidin biosynthesis in grapes. Journal of Experimental Botany, 2014, 65, 4433-4449. 2.4 87

21
A high-throughput screen of cell-death-inducing factors in Nicotiana benthamiana identifies a novel
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High-throughput in planta expression screening identifies a class II ethylene-responsive element
binding factor-like protein that regulates plant cell death and non-host resistance. Plant Journal,
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25 Mapping of the Gynoecy in Bitter Gourd (Momordica charantia) Using RAD-Seq Analysis. PLoS ONE,
2014, 9, e87138. 1.1 65

26 SuperSAGE array: the direct use of 26-base-pair transcript tags in oligonucleotide arrays. Nature
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28 Functional genomics in a non-model crop: transcriptomics or proteomics?. Physiologia Plantarum,
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31 A Point Mutation of Adh1 Gene is Involved in the Repression of Coleoptile Elongation under
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Rice alcohol dehydrogenase 1 promotes survival and has a major impact on carbohydrate metabolism
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37 Gill transcriptome response to changes in environmental calcium in the green spotted puffer fish.
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The gene expression landscape of thermogenic skunk cabbage suggests critical roles for
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