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airway epithelium. JClI Insight, 2020, 5, .

Exome-wide analysis of rare coding variation identifies novel associations with COPD and airflow

limitation in<i>MOCS3</i>,<i>IFIT3</i>and<i>SERPINA12</i>. Thorax, 2016, 71, 501-509. 5.6 22

The differential effects of azithromycin on the airway epithelium inAvitro and inAvivo. Physiological
Reports, 2016, 4, e12960.

Lung function associated gene Integrator Complex subunit 12 regulates protein synthesis pathways. 0.8 15
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Human bronchial epithelial cells from patients with asthma have an altered gene expression profile.
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