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DNA methylation changes in glial cells of the normal-appearing white matter in Multiple Sclerosis

patients. Epigenetics, 2022, 17, 1311-1330.

Methylome and transcriptome signature of bronchoalveolar cells from multiple sclerosis patients in

relation to smoking. Multiple Sclerosis Journal, 2021, 27, 1014-1026. L4 12

Lon§itudinal DNA methylation changes at MET may alter HGF/c-MET signalling in adolescents at risk
for depression. Epigenetics, 2020, 15, 646-663.

meQTL and ncRNA functional analyses of 102 GWAS-SNPs associated with depression implicate HACE1 L8 19
and SHANK2 genes. Clinical Epigenetics, 2020, 12, 99. )

Epigenetic insights into multiple sclerosis disease progression. Journal of Internal Medicine, 2020,
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C-type lectin receptors Mcl and Mincle control development of multiple sclerosisa€“like
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La€E™A©pigA©nA©tique comme partenaire de la psychiatrieA: vers une approche personnalisA©e du patient.
Evolution Psychiatrique, 2019, 84, 207-221.

Tobacco smoking induces changes in true DNA methylation, hydroxymethylation and gene expression 07 48
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Neuronal methylome reveals CREB-associated neuro-axonal impairment in multiple sclerosis. Clinical
Epigenetics, 2019, 11, 86.

Small non-coding RNAs as important players, biomarkers and therapeutic targets in multiple sclerosis:
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Fatal demyelinating disease is induced by monocyte-derived macrophages in the absence of TGF-12

signaling. Nature Immunology, 2018, 19, 1-7. 7.0 62
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Changes in methylation within the STK32B promoter are associated with an increased risk for
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Hypermethylation of <i>MIR21<[i> in CD4+ T cells from patients with relapsing-remitting multiple

sclerosis associates with lower miRNA-21 levels and concomitant up-regulation of its target genes.
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Competitive repopulation of an empty microglial niche yields functionally distinct subsets of

microglia-like cells. Nature Communications, 2018, 9, 4845. 58 148
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