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The East Asian wild apples, <i>Malus baccata</i> (L.) Borkh and <i>Malus hupehensis</i> (Pamp.)
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Transcriptome Analysis Reveals Multiple Genes and Complex Hormonal-Mediated Interactions with PEG
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response mechanisms of young Salix variegata stems. Planta, 2021, 253, 88. 3.2 3

12
MdKNOX15, a class I knotted-like transcription factor of apple, controls flowering and plant height by
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13 Molecular mechanism of MdWUS2â€“MdTCP12 interaction in mediating cytokinin signaling to control
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14 Transcriptome analysis reveals the inhibitory nature of high nitrate during adventitious roots
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17 ITRAQ-based proteomic analysis of apple buds provides new insights into regulatory mechanisms of
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Modification of the effect of maturity variation on nondestructive detection of apple quality based
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26 Genome-wide identification and expression profiling of the YUCCA gene family in Malus domestica.
Scientific Reports, 2020, 10, 10866. 3.3 14
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34 Transcriptomic analysis reveals the regulatory module of apple (Malus Ã— domestica) floral transition
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37 Transcription profiles reveal the regulatory mechanisms of spur bud changes and flower induction in
response to shoot bending in apple (Malus domestica Borkh.). Plant Molecular Biology, 2019, 99, 45-66. 3.9 21
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Comparative RNA-sequencing-based transcriptome profiling of buds from profusely flowering
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48 Proteome Analyses Using iTRAQ Labeling Reveal Critical Mechanisms in Alternate Bearing <i>Malus
prunifolia</i>. Journal of Proteome Research, 2016, 15, 3602-3616. 3.7 30

49
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