
Text S2
Consistency of our data with Fischer et al.
To check that our data set is consistent with previously reported data, we compared it to the published data set of Fischer et al
. The relevant portion of that data set for our study consists of 9 bonobos, 10 eastern, 10 central, and 10 western chimpanzees, sequenced over 26 regions. (We thank Anne Fischer for sharing this data in a format in which she provided the ancestral allele for all sites, determined by comparison with an outgroup.)

We calculated various statistics on these data, using a weighted jackknife analysis to obtain standard errors
,
, and then compared these statistics to our data and its jackknife error to assess whether the measurements were consistent (calculating a normally distributed Z-score).

Text 2 Table 1: Comparison of statistics between our data and previously published data
	Statistic compared between the 2 data sets
	4-species alignment used for our data
	Our mean
	Our stand-ard error
	Fischer mean
	Fischer stand-ard error
	Z-score
	Stand-ard error ratio

	WWdiv/WCdiv
	W1W2CH
	0.365
	0.004
	0.424
	0.052
	-1.1
	12.8

	WCsynap/WWsynap
	W1W2CH
	0.138
	0.005
	0.093
	0.047
	1.0
	9.9

	CCdiv/CWdiv
	C1C2WH
	0.913
	0.009
	0.874
	0.071
	0.6
	8.0

	CCsynap/CWsynap
	C1C2WH
	0.769
	0.030
	0.521
	0.248
	1.0
	8.2

	WCdiv/(0.5(WBdiv+CBdiv))
	CWBM
	0.539
	0.018
	0.666
	0.080
	-1.6
	4.5

	(WBsynap+CBsynap)/WCsynap
	CWBM
	0.200
	0.026
	0.409
	0.155
	-1.3
	5.9

	CBsynap/WBsynap
	CWBM
	0.833
	0.197
	0.628
	0.611
	0.3
	3.1

	ECdiv/(0.5(EWdiv+CWdiv))
	ECWH
	0.925
	0.022
	0.907
	0.074
	0.2
	3.4

	(EWsynap+CWsynap)/ECsynap
	ECWH
	1.480
	0.144
	2.539
	1.082
	-1.0
	7.5

	CWsynap/EWsynap
	ECWH
	1.225
	0.142
	0.859
	0.275
	1.2
	1.9

	ECdiv/CCdiv
	ECWH+C1C2WH
	1.003
	0.031
	1.001
	0.047
	0.0
	1.5

	WWdiv/CCdiv
	W1W2CH+C1C2WH
	0.403
	0.007
	0.485
	0.083
	-1.0
	12.3

	FST(EC)
	EC-SNPs (n=103)
	0.154
	0.031
	0.136
	0.027
	0.4
	0.9

	FST(WC)
	WC-SNPs (n=110)
	0.660
	0.037
	0.554
	0.049
	1.7
	1.3

	FST(WE)
	EW-SNPs (n=134)
	0.690
	0.032
	0.593
	0.048
	1.7
	1.5


Note: “div” indicates divergence per base pair between the two populations, or between two individuals from one population, while “synap” indicates clustering patterns. For example, WCdiv is the difference per base pair between a western and central chimpanzee, while WCsynap in a W1W2CH alignment is the rate of divergent sites that cluster together a western and central chimpanzee to the exclusion of the other western chimpanzee and human. FST is calculated by comparing the Fischer et al. data to our genotyping of 304 SNPs discovered in an ECWHM alignment (Text S1). The letters in parentheses designate the populations being compared, and we restrict the calculation to a subset of SNPs that were discovered as divergent sites when considering chromosomes drawn from two different individuals. We calculate this in the Fischer et al. data by weighting SNPs according to their probability of being discovered in this way, and in our data by random sampling of SNPs. FST values were only calculated for SNPs in which the allele frequency averaged across the two populations was between 5% and 95%.
Text 2 Table 1 summarizes the comparisons of 15 statistics between the two data sets. We discuss a few quantities that are of interest:
• WWdiv/CCdiv is the ratio of the per-base-pair divergence in two western chimpanzees, compared with that in two central chimpanzees. Our estimate is 0.403 ± 0.007, while for Fischer et al. it is 0.485 ± 0.083. These results are within error (Z = -1.0 standard deviation difference, which is non-significant assuming a normally distributed Z-score).
• WCsynap/WWsynap is the ratio of the rates at which a western and central chimpanzee and at which two western chimpanzees cluster to the exclusion of all other populations in a W1W2CH alignment. The observed rate in our data is 0.138 ± 0.005, which is consistent with the 0.093 ± 0.047 from Fischer et al (Z = 1.0).
• FST(EC) indicates the FST calculated between eastern and central chimpanzees by the Weir-Cockerham method
, using SNPs ascertained as divergent sites between a single eastern and single central chimpanzee sequence (we obtain this in the Fischer et al. data by weighting each SNP according to its probability of being discovered as this type of divergent site, and in our data from the subset of 103 SNPs from the 304 genotyped from our ECWHM alignment that could be considered to be discovered between only an eastern and central chimpanzee) (Text S1). The observed rate is 0.154 ± 0.031 in our data, which is consistent with the 0.136 ± 0.027 in Fischer et al (Z = 0.4).
Two features of these results are particularly notable. First, the Z-scores testing for a difference between Fischer’s estimates and ours are all non-significant (-1.6 < Z < 1.7 for the 15 statistics assessed). Thus, our estimates of parameters of chimpanzee population structure seem consistent with previous studies. Second, the standard errors from our analyses are 1.5 to 12.8 times less than Fischer et al., except for the FST’s. This increased precision underlies our improved estimates of many parameters.
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