
Model 1: Populations are admixed and their allele frequencies are correlated

Model 2:  Populations are admixed but their allele frequencies are independent  
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Model 4: No admixture between populations and their allele frequencies are correlated 
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Supplementary Figure S1 continued



-54000

-53500

-53000

-52500

-52000

-51500

-51000

-50500

-50000

0 2 4 6 8 10 12

Es
ti

m
at

e
d

 L
n

 o
f 

p
ro

b
ab

ili
ty

Number of populations (K)

0

50

100

150

200

250

0 2 4 6 8 10 12

Δ
K

Number of populations (K)

A

B

Supplementary Figure S2



KF

TT

MG

MR

MT

ND

KS

HB

KK

TS

NK

DB

JM

SH

East Kenya

West Kenya

K = 1K = 2K = 3K = 4K = 5

Uganda

Ethiopia

Sudan

Supplementary Figure S3a

KF

TT

KT

MG

MR

MT

ND

KS

HB

KK

TS

NK

DB

JM

SH

K = 1K = 2K = 3K = 4K = 5

KT

Supplementary Figure S3b

Supplementary Figure S3



Supplementary Figure S4
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b = -0.8696 (se = 1.956); P = 0.001; R2 = 0.664 b = 8.587 (se = 1.918); P = 0.001; R2 = 0.667
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Supplementary Figure S7
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mtDNA haplogroups Microsatellite gene pools

Blue = mtDNA haplogroup A

Yellow = mtDNA haplogroup D

Red =  Gene pool I
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