SUPPLEMENTARY MATERIALS

Table 1: Recombination rate estimates and summaries of polymorphism data for the 84 genic

regions surveyed by SeattleSNPs.

Genic regions bps total bps seq. S AfAm S CEPH pip AfAm prp CEPH  cpap (cM/Mb)

BDKRB2 15152 14050 61 49 0.000575 0.000206 2.29
BF 9956 9956 31 25 0.000448 0.000179 0.23
CCR2 10073 10073 41 22 0.001493 0.000137 0.33
CD36 30180 29600 167 80 0.001259 0.000314 1.18
CRF 10451 9560 38 24 0.003243 0.000151 0.57
CRP 6836 6715 29 12 0.000406 0 1.53
CSF2 5992 5992 30 17 0.002389 0.000757 0.63
CSF3 5527 5527 28 17 0.000453 0.000125 1.11
CSF3R 18843 18443 99 52 0.000824 0.000597 1.57
CYPA4F2 23567 18701 144 &3 0.000688 0.000102 1.27
DCN 35378 34947 139 40 0.000074 0.000043 0.79
F10 29488 25406 98 63 0.002588 0.001609 2.83
F12 10616 10616 44 22 0.003060 0.001858 2.92
FI3Al 178952 29536 195 130 0.002676 0.001161 2.37
F2 22128 20407 90 57 0.000135 0.000002 1.24
F2R 24758 24216 94 52 0.000629 0.000298 1.45
F2RL1 18351 18351 98 43 0.000400 0.000069 1.45
F2RL2 9273 9273 61 37 0.005576 0.001451 1.45
F2RL3 11828 10214 42 25 0.001506 0.000270 1.63
F3 17222 16114 61 26 0.001114 0.000350 0.48
F7 18381 11924 44 30 0.002939 0.000610 2.83
FGA 9946 9946 23 17 0.000540 0.000381 0.92
FGB 11956 11604 45 36 0.000053 0.000003 0.92

FGG 10170 10170 21 12 0.000159 0.000210 0.92
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Following the name of each gene are: “bps total”, the total length of the region surveyed; “bps
seq.”, the number of base pairs sequenced; S, the number of segregating sites; p;p, HUDSON’s
(2001) estimate of the population crossing-over rate per base pair (for /=0); and cmap, an estimate
of the crossing-over rate per base pair per generation from KONG et al. (2002). pLp was only

estimated from data sets with more than ten segregating sites.



Table 2: The performance of estimators of fand p, based on the African-American data.

PROFILE f=0 f=1 f=2 f=3 f=4 f=5 f=6 f=7 f=8 Med.p
f=0 1000 0.000 0.000 0.000 0.000 0.000 0.000 0.000 0.000 0.00068
f=1 0090 0900 0.005 0.000 0.000 0.005 0.000 0.000 0.000 0.00068
f=2 0000 0295 0.670 0.025 0.005 0.000 0.000 0.000 0.005 0.00070
f=3 0000 0.000 0475 0430 0.085 0.010 0.000 0.000 0.000 0.00071
f=4 0000 0.000 0.030 0465 0400 0.090 0.015 0.000 0.000 0.00070
JOINT  f=0 f=1 f=2 f=3 f=4 f=5 (=6 f=7 f=8 Med.p
f=0 0730 0265 0.005 0.000 0.000 0.000 0.000 0.000 0.000 0.00060
f=1 0000 0510 0440 0.045 0.000 0.000 0.000 0.005 0.000 0.00050
f=2 0000 0015 0490 0360 0.110 0.020 0.000 0.000 0.005 0.00050
f=3 0000 0000 0.060 0400 0355 0.120 0.050 0.010 0.005 0.00050
f=4 0000 0000 0.000 0.075 0300 0335 0.160 0.100 0.030 0.00050

200 simulated sets of the 84 loci were generated for a given f'value, conditional on p=p,,; the

median Py 1s 0.00065. For each locus, other parameters were chosen to mimic what is observed

in the African-American sample. Shown here is the distribution of estimates of f, f, and the

median of our estimates of p, o, obtained using either the profile (where p = the median of pA f*)

A

A

or the joint estimation method (where p= p” ; see Methods for details).



Table 3: The performance of estimators of fand p for a set of 50 loci collected according to the

study design of FRISSE etz al. (2001).

PROFILE f=0 f=1 f=2 f=3 f=4 f=5 f=6 f=7 f=8 Med.p

0 094 0.05 0.01 000 000 0.00 0.00 0.00 0.00 0.00080

1 0.56 037 0.04 0.02 001 000 0.00 0.00 0.00 0.00095
2 028 049 0.12 0.05 0.01 0.01 0.04 0.00 0.00 0.00090
3 0.12 036 022 021 003 003 0.02 001 0.00 0.00090
4 0.06 022 020 019 008 0.15 0.07 0.03 0.00 0.00090

f
f
f
f
f

AN A AN AN

JOINT  f=0 f=1 f=2 f=3 f=4 f=5 (=6 f=7 f=8 Med.p

0 074 022 003 001 000 000 0.00 0.00 0.00 0.00060
1 0.11 053 020 0.09 006 000 0.01 000 0.00 0.00060
2 001 023 035 016 0.14 004 0.03 0.02 0.02 0.00060
3 0.00 0.06 024 029 022 003 0.07 004 0.05 0.00060
4 0.00 0.04 021 019 0.13 0.11 0.10 0.09 0.13 0.00060

f
f
f
f
f

100 simulated sets of 50 loci were generated for a given fvalue, with p drawn from a Gamma
distribution with mean 0.00070 (see Methods). For each locus, other parameters were chosen to
mimic data collected by FRISSE et al. (2001): specifically, there were 15 pairs of chromosomes,

each locus consisted in two segments of 1000 bps separated by 8000 bps and & = 0.0012 per bp.

Shown here is the distribution of estimates of f, /', and the median of our estimates of p, p,

obtained using either the profile (where ,Ao = the median of pA f*) or the joint estimation method

(where ;) = p* ;see Methods for details).



Table 4: Estimates of f'and p from the SeattleSNPs data, given a mean conversion tract length, L.

L 60 250 500 1000 | 60 250 500 1000
Estimate of f PROFILE JOINT

African American 5.00 1.50 1.00 0.50 10.00 10.00 5.75 3.25
CEPH 2.00 0.50  0.25 0.00 10.00 4.00 225 1.25
Estimate of p (x107)

African American 8.5 8.0 8.0 8.0 5.0 3.0 3.0 3.0
CEPH 3.0 3.0 3.0 3.0 2.0 2.0 2.0 2.0

Shown is the estimate of f, /', and the estimate of p, p , using either the profile or joint

estimation method (see Methods for details). We estimated f'on a grid from 0 to 10 with

increments of 0.25) and p on a grid from 0 to 0.011 (with increments of 0.0001).



