
	
  

Supplementary	
  Table	
  S1.	
  	
  	
  	
  PCR	
  and	
  sequencing	
  primers	
  used	
  for	
  the	
  Sanger	
  
sequencing	
  of	
  the	
  three	
  NAT	
  genes	
  in	
  great	
  apes	
  

	
   Gene	
   Primer	
   Sequence	
  5’-­‐3’	
  

Chimpanzees	
  and	
  bonobos	
  

	
   NAT1	
   12540	
   CCTACTCAAATCCAAGTGTAAAAGT	
   FORWARD1	
  
	
   	
   12355	
   ACATGATAGGTCGTCAGTTGA	
   REVERSE1	
  
	
   NAT2	
   12485	
   GTCACACGAGGAAATCAAGTGC	
   FORWARD1	
  
	
   	
   12486	
   GTTTTCTAGCATGAATCATTCTGC	
   REVERSE1	
  
	
   NATP	
   13404	
   GAATCTAAGGGCAAAAGTAAT	
   FORWARD2	
  
	
   	
   13405	
   TGAAAATGTGTGGTTATCATT	
   REVERSE3	
  

Additional	
  PCR	
  and	
  Sequencing	
  Primers	
  for	
  gene	
  NAT2	
  of	
  two	
  BPRC	
  chimpanzees	
  
(Oscar	
  and	
  Gerda)	
  

	
   NAT2	
   Locus2FB	
   ACAGGGTTCTGAGACTACTAAGAGA	
   FORWARD4	
  
	
   	
   Locus2RB	
   GGAGACGTCTGCAGGTATGT	
   REVERSE4	
  
	
   	
   Locus2FC	
   GGAAGGATCAGCCTCAGGT	
   FORWARD4	
  
	
   	
   Locus2RC	
   GATTCACAATATATTAGCCAACAATG	
   REVERSE4	
  

Gorillas	
  

	
   NAT1	
   12540	
   CCTACTCAAATCCAAGTGTAAAAGT	
   FORWARD	
  
	
   	
   12355	
   ACATGATAGGTCGTCAGTTGA	
   REVERSE	
  
	
   NAT2	
   12485	
   GTCACACGAGGAAATCAAGTGC	
   FORWARD	
  
	
   	
   Locus2Reverse-­‐B	
   GTTTTCTAGCATGAATCACTCTGC	
   REVERSE5	
  
	
   NATP	
   Locus3Forward-­‐B	
   GAATCTAAGGGCAAAGGTAAT	
   FORWARD5	
  
	
   	
   13405	
   TGAAAATGTGTGGTTATCATT	
   REVERSE5	
  

Orangutans	
  
	
   NAT1	
   12540	
   CCTACTCAAATCCAAGTGTAAAAGT	
   FORWARD	
  
	
   	
   Locus1Reverse-­‐B	
   ACATGATAGGTCATTAGCTGA	
   REVERSE6	
  

	
   NAT2	
   Locus2Forward-­‐B	
   GCCACACAAGGATATCAAGTGC	
   FORWARD6	
  
	
   	
   Locus2Reverse-­‐B	
   GTTTTCTAGCATGAATCACTCTGC	
   REVERSE6	
  

	
   NATP	
   Locus3Forward-­‐C	
   GAATCTAAGGGCAGAAGTAAT	
   FORWARD6	
  
	
   	
   13405	
   TGAAAATGTGTGGTTATCATT	
   REVERSE	
  
	
   	
   Locus3Forward-­‐D	
   GCCTACTCAAGGGAATCTAAGGG	
   FORWARD6	
  
	
   	
   Locus3Reverse-­‐D	
   GCACAAATCACTATGGTTCCCAA	
   REVERSE6	
  

	
  
1	
  Newly	
  designed	
  on	
  panTro2	
  reference	
  sequence.	
  
2	
  Slightly	
  modified	
  from	
  forward	
  primer	
  Np-­‐L2	
  in	
  Sabbagh	
  et	
  al.	
  (2013).	
  
3	
  Slightly	
  modified	
  from	
  reverse	
  primer	
  Np-­‐R2	
  in	
  Sabbagh	
  et	
  al.	
  (2013).	
  
4	
  Newly	
  designed	
  on	
  panTro4	
  (February	
  2011)	
  reference	
  sequence.	
  
5	
  Newly	
  designed	
  on	
  gorGor3.1	
  (May	
  2011)	
  reference	
  sequence.	
  
6	
  Newly	
  designed	
  on	
  ponAbe2	
  (July	
  2007)	
  reference	
  sequence.	
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