
Table S2. Regional genetic diversity π arrayed below the diagonal, measured in terms of 10−3 substi-
tutions per site, and regional FST arrayed above diagonal, with 95% confidence intervals determined by
1000 bootstrap replicates.

China Europe Japan Oceania S America SE Asia USA

China 6.1 (5.8, 6.5) 0.50 (0.46, 0.54) 0.08 (0.04, 0.12) 0.50 (0.47, 0.52) 0.26 (0.05, 0.43) 0.24 (0.16, 0.30) 0.46 (0.43, 0.48)

Europe 16.5 (15.6, 17.6) 10.3 (9.4, 11.2) 0.07 (0.02, 0.12) 0.34 (0.26, 0.41) −0.28 (−0.73, 0.05) 0.17 (0.07, 0.25) −0.02 (−0.10, 0.05)

Japan 8.9 (8.5, 9.2) 11.0 (10.6, 11.4) 10.1 (9.9, 10.3) 0.22 (0.18, 0.26) −0.20 (−0.48, 0.03) −0.05 (−0.15, 0.04) 0.16 (0.14, 0.17)

Oceania 11.8 (11.5, 12.1) 12.1 (11.1, 13.2) 10.2 (9.8, 10.6) 5.7 (5.5, 5.9) 0.37 (0.21, 0.51) 0.38 (0.33, 0.43) 0.32 (0.29, 0.35)

S America 15.0 (13.6, 16.2) 9.9 (8.1, 12.1) 10.9 (10.1, 11.7) 17.4 (16.1, 18.7) 16.0 (11.1, 21.2) 0.13 (−0.10, 0.33) −0.06 (−0.43, 0.23)

SE Asia 9.6 (9.1, 10.0) 11.3 (10.5, 12.2) 8.5 (8.0, 9.0) 11.4 (10.9, 11.9) 14.1 (12.5, 15.8) 8.5 (7.6, 9.4) 0.36 (0.31, 0.41)

USA 10.5 (10.1, 10.8) 7.6 (7.3, 7.9) 9.1 (9.0, 9.3) 8.1 (7.8, 8.4) 10.1 (8.3, 12.1) 10.8 (10.3, 11.3) 5.3 (5.2, 5.3)
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