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Supplementary Data Figure. 1.  Here we present eight regions of diversity selected to determine concordance between the sequenced alleles and the PCR-RFLP genotyping data.  Amino acid positions undergoing non-synonymous 

changes are highlighted in varying shades of gray.  Amino acids in red font are positions where possible restriction enzyme cut sites are located.  Sequence gaps are indicated by “-”, while white space is used to indicate incomplete 

sequences.  GenBank accession numbers: FJ612066-FJ612105.        
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Supplementary Data Figure. 1.  Here we present eight regions of diversity selected to determine concordance between the sequenced alleles and the PCR-RFLP genotyping data.  Amino acid positions undergoing non-synonymous 

changes are highlighted in varying shades of gray.  Amino acids in red font are positions where possible restriction enzyme cut sites are located.  Sequence gaps are indicated by “-”, while white space is used to indicate incomplete 

sequences.  GenBank accession numbers: FJ612066-FJ612105.        


