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Structure and schematic representation of the architecture of Candida
albicans cell wall.

(a) Electron micrograph of a median cell section. The electron transparent inner layer of the wall
(thin black and white arrow) is made mainly of polysaccharides (b-glucans and chitin) and small
amounts of proteins. The electron-dense outer layer (thick black arrow) is built mostly of different
types of mannoproteins.

(b) Scheme of the cell wall. b-1,3/1,6- Glucan chains are linked by covalent bonds to chitin
microfibrils and, together with some proteins, give rise to a basic composite (A). The outer surface
of this composite (B) is enriched in different types of proteins which are anchored by either
noncovalent bonds or by an assortment of covalent linkages.
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The structure of each protein is shown at the same scale (indicated at the top as number of amino
acids), with a gray rectangle indicating the region conserved among all the proteins. A black box in the
N-terminal region indicates the predicted secretory signal sequence, while triangles mark the positions
of putative N-glycosylation sites. White boxes represent Ser/Thr-rich regions (indicated by S/T), the
Thr-rich domain (marked with a T), Pro-rich regions (P), or a cellulose-binding domain (CBD). A gray
box in the sequence of C. albicans Englp indicates the presence of a poly-Gln stretch (Q) and a region
common to other bacterial xylanases in the sequence of Bh.
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