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ARTICLE IF CITATIONS

Clinical features, laboratory findings and persistence of virus in 10 children with coronavirus
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FGD5-AS1 Is a Hub IncRNA ceRNA in Hearts With Tetralogy of Fallot Which Regulates Congenital Heart
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Long Noncoding RNA Inc-TSSK2-8 Activates Canonical Wnt/i2-Catenin Signaling Through Small Heat a7 ;
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Copy number variation analysis in Chinese children with complete atrioventricular canal and single
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A Novel Nonsense GLI3 Variant Is Associated With Polydactyly and Syndactyly in a Family by Blocking
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Intracellular osteopontin negatively regulates toll-like receptor 4-mediated inflammatory response 3.9 13
via regulating GSK3I2 and 4EBP1 phosphorylation. Cytokine, 2018, 108, 89-95. )

A novel dNTP-limited PCR and HRM assay to detect Williams-Beuren syndrome. Clinica Chimica Acta,
2018, 481, 171-176.

A loss-offunction mutation p.T52S in RIPPLY3 is a Eotential predisposing genetic risk factor for
Chinese Han conotruncal heart defect patients without the 22q11.2 deletion/duplication. Journal of 4.4 3
Translational Medicine, 2018, 16, 260.
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Chromosome microarray testing for patients with congenital heart defects reveals novel disease
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