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Introduction

Inflammatory bowel diseases (IBDs e.g. Crohn's disease), are a major public health
issue, and are known to be multifactorial. Among their causes, oxidative stress seems
to have a key role. A deficit in detoxifying mitochondrial Mn-superoxide dismutase (Mn-
SOD) being regularly observed, a peptidomimetic ligand (L1) coordinating with
manganese II (Mn1, see below) was selected for its SOD-like activity.
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