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IBD risk loci are enriched in multigenic regulatory modules encompassing putative causative genes.
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EROS/CYBC1 mutations: Decreased NADPH oxidase function and chronic granulomatous disease. 2.9 59
Journal of Allergy and Clinical Immunology, 2019, 143, 782-785.el. :

Genetic association between NLRP3 variants and CrohnEV4s disease does not replicate in a large UK panel.
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Disease Activity. Inflammatory Bowel Diseases, O, , .

Novel developments in Crohn's disease. Bailliere's Best Practice and Research in Clinical
Gastroenterology, 2014, 28, 361.

Role of Eros, a novel transmembrane protein, in regulation of host defence. Lancet, The, 2016, 387, S12. 13.7 0

PWE-0423£...Profile biomarker: effect of steroid treatment on a prognostic gene expression signature. ,

2018, ,.

Genetic and Genomic Markers for Prognostication. , 2019, , 323-331. 0



# ARTICLE IF CITATIONS

P110&%€...Cost-effectiveness of a 17-gene classifier to guide treatment choice in Crohnd€™s disease in the UK.,

3 9021,,.




