Table S18. Comparison of phylogenetic divergence between vaccine and placebo sequences.
	Tree
	Ref
	AA mindist p-value1
	AA all-seqs p-value
	nt all-seqs p-value

	Gag
	LAI
	0.22
	0.28
	0.0723

	gp120 minus45
	92TH
	0.70
	0.80
	0.67

	gp120 minus45
	A244
	0.70
	0.80
	0.70

	gp120 minus45
	MN
	0.51
	0.12
	0.84

	gp41 non-prime
	A244
	0.52
	0.61
	0.98

	Nef
	A244
	0.76
	0.62
	0.99

	Pro
	LAI
	0.0592
	0.0652
	0.65

	RT+Integrase
	A244
	0.11
	0.10
	0.56


1p-values are determined by Wilcoxon rank-sum test as described in Methods. 
2The trend in Pro is “vMismatch” (greater divergence among placebo recipients than among vaccine recipients)

2The trend in Gag (nt all-seqs) is “vMatch” (greater divergence among vaccine recipients than among placebo recipients)
