Table S3: “Rate tests” of the chimpanzee molecular clock
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	1.04 ± 0.03
	1.05 ± 0.03
	1.02 ± 0.01
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	1.01 ± 0.03
	1.00 ± 0.02
	1.00 ± 0.01
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	1.02 ± 0.09
	1.06 ± 0.07
	1.06 ± 0.04
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	1.02 ± 0.07
	1.05 ± 0.06
	1.01 ± 0.03


Notes: The values shown are the greatest divergence from symmetry around each node of each tree, followed by the jackknife standard error of the estimate.  For example, around the (C1C2)W node, the greatest violation is that the C1 lineage (C1 sites + C1C2 sites) is 1.05 times as long as the W lineage (W sites + C2W sites).  These tests are consistent with the hypothesis of a genome-averaged, constant rate of mutation throughout the history of chimpanzees and humans.
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