5 -
ASN
iHS ' K .-
° ° ° o 8 o
el st it : i, i ! A ]
3 ° s .f: H ° ° i ° $80
38 ° o ° o 3 o0 8 o §@ o °
R SR AN DTS IR <t 2 P er Bty mebeet By T I
i [ |1 [ [ I I
T T T T T T
5 -
CEU
. H 3 N o ° o
[iIHS| ° FULT S . ¢ o ° o °
3 e . ) ey LA 5. . . g . 82 3t o8 ° :
- ° o ° o o ©
o . o3t Y . o o ows
: :°g°°' ETRPACKE X °{. e e °°°3§°3 o w o8 g °7 %8 x°§ ° A .!° o3 % o8¢ :“s-“ ‘¢ . .o °oe§
i . I I | I I I
T T T T T T
5 -
YRI o
u % 8 ¢
]
. ° N . § ug
liHS| A R T i 3
5 N 8., ;g ¢ RS ‘o
] Lo g of o 8 o ° %8 @ o § ° . 830 8 o0 . -
25, 4t 3} MRS £ ’%s»ii o SN S IR | ; .0 8o % R HERS -
i (I | O I N AN l I I [ 11
T T T T T T
5 High Frequency
Derived
. T ° o 0 ° ° °
—-iHS T o B °%  wo . ° N
3 . B et S'.. Fohe TRlge aes. R 5; s La e
H ©f 08 ‘Oeﬁz"’ °§°3%o S g} 0 °° %.&a o gee °§*., ° °“?- gﬂ °a og°: PRRY LI 90.90# og® %" ° FOP : 5
a T T T T T T
0 325 65 97.5 130 162.5

Position (Mb)

Figure S6: Plots of Chromosome 4 SNPs with extreme iHS values illustrate dis-
crete clusters of signals. SNPs with [iHS| > 2.5 (top 1%) are plotted. The bottom plot
combines signals for all three populations, plotting only SNPs with derived frequency > 0.5
and iHS < —2.5. Such SNPs correspond to high frequency derived SNPs in the range for
which our test is most powerful. The short vertical bars below each plot indicate 100Kb
windows whose signals are in the top 1% of windows genome-wide.





