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Fig. S1. Alignment of the Lac1, Lac2, and Lac3 of G. frondosa determined with the Clustal Omega program. 
   The asterisk indicates that the residues at a position are identical in all sequences. Predicted signal peptide sequences are underlined (dotted). Possible N-glycosylation sites are underlined (solid). Conserved residues involved in copper binding are indicated by the pound sign.
