
Table	
  S2.	
  Analysis	
  of	
  potentially	
  advantageous	
  motifs	
  in	
  longitudinally	
  collected	
  env	
  sequences	
  from	
  mother/child	
  pairs.	
  
	
  

	
  
	
  
Analysis	
  of	
  potentially	
  advantageous	
  motifs	
  in	
  longitudinally	
  collected	
  env	
  sequences	
  is	
  shown,	
  with	
  each	
  residue	
  number	
  referring	
  to	
  HXB2	
  as	
  a	
  reference	
  sequence.	
  For	
  
each	
  patient	
  time	
  point,	
  the	
  number	
  of	
  sequences	
  possessing	
  each	
  motif	
  is	
  shown	
  first,	
  followed	
  by	
  the	
  number	
  of	
  sequences	
  not	
  possessing	
  the	
  motif	
  (yes/no).	
  The	
  final	
  
column	
  indicates	
  the	
  average	
  number	
  of	
  potentially	
  advantageous	
  motifs	
  in	
  recombinant	
  sequences,	
  as	
  defined	
  by	
  h-­‐PHI	
  analysis,	
  followed	
  by	
  the	
  average	
  for	
  non-­‐
recombinant	
  sequences	
  (recomb/non-­‐recomb).	
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