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Pink-Fruited Mutant Cultivar &€ Pink Lemonadea€™: New Insights into Anthocyanin Biosynthesis. Agronomy, 3.0 15
2020, 10, 1296.
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northern-adapted rabbiteye breeding populations. BMC Plant Biology, 2019, 19, 460. 3.6 22
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Genome-wide identification of the auxin response factor gene family in Cicer arietinum. BMC 0.8 40
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Selection of internal reference genes for normalization of reverse transcription quantitative
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Design and Sampling Plan Optimization for RT-qPCR Experiments in Plants: A Case Study in Blueberry.
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Global patterns of protein abundance during the development of cold hardiness in blueberry.
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Identification, cloning, and expression analysis of three phytoene synthase genes from Cucurbita pepo.
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Elucidating cold acclimation pathway in blueberry by transcriptome profiling. Environmental and 49 30
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RNA quality assessment: a view from plant qPCR studies. Journal of Experimental Botany, 2012, 63, 4s 59
6069-6077. ’

Selection of reference genes for expression studies in Cicer arietinum L.: analysis of cyp81E3 gene
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Expression analysis of Pisum sativum putative defence genes during Orobanche crenata infection.
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expression in Orobanche ramosa development. Analytical Biochemistry, 2008, 379, 176-181.
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