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ClustalW multiple alignment of XYL1p, XYL1.1p and XYL1.2p amino acid sequences from Spathaspora 

species and Scheffersomyces stipitis (XYL1p N272D). The highly conserved motif Ile-Pro-Lys-Ser (reported 

as the coenzyme binding site) is shown inside a rectangle box. The position site 271 (XYL1.2p) or 272 

(XYL1p and XYL1.1p) is indicated by an arrow. 

 


