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6 Whole-Genome Sequencing Analysis Reveals High Specificity of CRISPR/Cas9 and TALEN-Based Genome
Editing in Human iPSCs. Cell Stem Cell, 2014, 15, 12-13. 11.1 315

7 Single-nucleus analysis of accessible chromatin in developing mouse forebrain reveals
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development in obese mice through inhibiting glycogen synthase kinase 3-mediated phosphorylation
and degradation of interleukin-17 receptor. Oncotarget, 2016, 7, 13651-13666.

1.8 32

28 Circular RNAs add diversity to androgen receptor isoform repertoire in castration-resistant prostate
cancer. Oncogene, 2019, 38, 7060-7072. 5.9 31
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31 Ensemble Manifold Regularized Multi-Modal Graph Convolutional Network for Cognitive Ability
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33 A machine learning framework for predicting drugâ€“drug interactions. Scientific Reports, 2021, 11,
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34 Increased transcription and high translation efficiency lead to accumulation of androgen receptor
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67 Inferring Polymorphism-Induced Regulatory Gene Networks Active in Human Lymphocyte Cell Lines by
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