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Discovery of quinovosan : a unique dHex-rich polysaccharide structuring the spore crust of B. subtilis
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INTRODUCTION \
@oximately 30% of foodstuffs produced are lost or wasted [1]. A significant portion of these losses is attributed to microbial spoilage, which is estimated to account for around 25% of production losses [2]. Bacillus subtilis spores pose a major challenge to the

therefore to purify the glycans from the spore crust, characterize their structure, and investigate their physiological function.

food industry due to their persistence in processing environments and their ability to cause recurrent contamination of finished products. The outermost layer of the spores, known as the crust, plays a key role in their adhesion to surfaces [3]. The crust is
composed of proteins and glycans; however, it remains incompletely characterized, particularly with regard to its glycan components. Currently, only the presence of Glc, Gal, Rha, Qui, MurNAc, GIcNH,, and Leg has been identified [3,4]. The objective is
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