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Pathogenic streptococci produce unsaturated glucuronyl hydrolase (UGL) together with
polysaccharide lyase responsible for completely degrading glycosaminoglycans, and the
streptococcal UGLs prefer sulfated substrates. This suggests that the substrate
specificity is feasible for bacterial infection through degradation of mammalian
extracellular matrices with sulfate groups. The motif “R-//-Sxx(S)xK” in UGL is
prerequisite for degradation of sulfated substrates.
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