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DNA methylation as a mediator of HLA-DRB1*15:01 and a protective variant in multiple sclerosis. Nature
Communications, 2018, 9, 2397.

Therapeutic efficacy of dimethyl fumarate in relapsing-remitting multiple sclerosis associates with

ROS pathway in monocytes. Nature Communications, 2019, 10, 3081. 12.8 o7
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Local Delivery of miR-21 Stabilizes Fibrous Caps in Vulnerable Atherosclerotic Lesions. Molecular

Therapy, 2018, 26, 1040-1055. 8.2 [

Efficacy of vitamin D in treating multiple sclerosis-like neuroinflammation depends on developmental
stage. Experimental Neurology, 2013, 249, 39-48.

BAFF-secreting neutrophils drive plasma cell responses during emergency granulopoiesis. Journal of

Experimental Medicine, 2016, 213, 1537-1553. 8.5 66

Fatal demyelinating disease is induced by monocyte-derived macrophages in the absence of TGF-2
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