[IHS|

[iHS]

[IHS|

-iHS

5_
ASN
3 °
3 i ¢ ° ° 8 @ ° ni: 3
i .o . . L5 . g - o o o Foes o
8 ° 0%, (] & o " [ g 8 2 ° 0° 9 geo
L3 AN °s's : {e i & Flas o D it fadete tav ik
I | [ | [] |
T T T T T T
5_
CEU .+ SNTG1
= ° D“ °
33 . .
o §° ’ .,° ] S o o o 82 &
3 ° o8 ° B 8 LFY 2R R P o, o0 oy e o g 8
R I . 3¢ PO S I P : iof - w4
IR IR I A S RS LNEREE L RARFL I ' aoa-‘:s,”j:f o ek
| | | | Il | |
T T T T T T
5_
YRI —= TNKS
H °
: . < 3. :
. o : iE . X . ¢
P o 8 2 2 %o N
MRS HEELTIN AT ¥ otr b ¥ Bt S &°
I L L1 I
T T T T T T
5 High Frequency
Derived
3 1 gs . o4 } . 2 . i
H g e '&ké e 88 o ° L4 o so 0’ é o
a T T T T T T
0 30 60 90 120 150

Position (Mb)

Figure S10: Plots of Chromosome 8 SNPs with extreme iHS values illustrate
discrete 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.
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