[bookmark: _GoBack]Table S4.  ND2 region variable sites from Kenya honeybee haplotypes compared to the subspecies A. m. adansonii (ADANS2)  (1).  The nucleotide positions starting from the ND2 ATC (isoleucine) are indicated in the top row with corresponding position numbers from the complete honeybee mitochondrial genome (2).  The codon position for each SNP is indicated at the bottom of the figure. Over the 579 bp of the ND2 coding region 85% of SNPs were in the third codon position.   Three SNPs were in the second codon position.  The first is a transversion at position 53 (T  A) that results in an amino acid change of isoleucine  asparagine.  A second codon position change is a transition at nucleotide position 161 (C  T) resulting in an amino acid change of threonine  isoleucine.  The third second codon change (position 458) is also a transition (C  T) resulting in threonine  isoleucine.  The Kenya honeybee population also shows a first codon transition (position 412; G  A) that results in an amino acid difference (valine  isoleucine) when compared to the reference sequence.
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