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	Class
	Function

	Glycoside hydrolases (GH)
	Hydrolysis and/or transglycosylation of glycosidic bonds.

	Glycosyltransferases (GT)
	Biosynthesis of glycosidic bonds from phospho-activated sugar donors.

	Polysaccharide lyases (PL)
	Cleavage of the glycosidic bonds of uronic acid-containing polysaccharides by a β-elimination mechanism.

	Carbohydrate esterases (CE)
	Removal of ester-based modifications present in mono-, oligo- and polysaccharides, thereby facilitating the action of GHs on complex polysaccharides.

	Carbohydrate-binding modules (CBM)
	Targeted to substrate and promoting prolonged interacting, thereby potentiating the enzymatic activities of CAZymes.  

	Auxiliary Activities (AA)
	Catalytic enzymes potentially involved in plant cell degradation through an ability to help the original GH, PL and CE enzymes gain access to the carbohydrates comprising the plant cell wall
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