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Introduction

Reactome is open-source, open access, manually curated and peer-reviewed pathway database. Pathway annotations 
are authored by expert biologists, in collaboration with Reactome editorial staff and cross-referenced to many 
bioinformatics databases. A system of evidence tracking ensures that all assertions are backed up by the primary 
literature. Reactome is used by clinicians, geneticists, genomics researchers, and molecular biologists to interpret the 
results of high-throughput experimental studies, by bioinformaticians seeking to develop novel algorithms for mining 
knowledge from genomic studies, and by systems biologists building predictive models of normal and disease 
variant pathways. 
The development of Reactome is supported by grants from the US National Institutes of Health (P41 HG003751), 
University of Toronto (CFREF Medicine by Design), European Union (EU STRP, EMI-CD), and the European 
Molecular Biology Laboratory (EBI Industry program).
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EGR2 and SOX10 bind the MBP gene ↗

Stable identifier: R-HSA-9615638

Type: binding

Compartments: nucleoplasm

Inferred from: Egr2 and Sox10 bind Mbp1 gene (Rattus norvegicus)

Myelin basic protein (MBP) is a key component in the myelin sheath that coats axons of the peripheral nervous 
system. MBP expression is regulated by EGR2 binding to sites in an enhancer that lies ~9kb upstream of the 
transcriptional start site, as well as to a binding site in the first intron (Forgahni et al, 2001; Denarier et al, 2005; Jang 
et al, 2006; Jones et al, 2007). Based on conservation of binding sites, SOX10 is predicted to also contribute to MBP 
expression during myelination (Jones et al, 2007), and this is substantiated by ChIP seq analysis and Sox10 
knockdown studies in mouse (Arido-Lopez et al, 2015).
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