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Figure 1 Optimal number of genetic clusters in the studied Adansonia digitata seven populations in Kenya. The results obtained from STRUCTURE (Pritchard et al. 2000) were summarized in STRUCTURE HARVESTER (Earl & VonHoldt 2012).
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Figure 2 Optimal number of genetic clusters in the studied Adansonia digitata inland populations in Kenya. The results obtained from STRUCTURE (Pritchard et al. 2000) were summarized in STRUCTURE HARVESTER (Earl & VonHoldt 2012).

[image: ]Figure 3 Optimal number of genetic clusters in the studied Adansonia digitata coastal populations in Kenya. The results obtained from STRUCTURE (Pritchard et al. 2000) were summarized in STRUCTURE HARVESTER (Earl & VonHoldt 2012).






















	

Pritchard JK, Stephens M, Donnelly P. 2000 Inference of population structure using multilocus genotype data. Genetics 155, 945–959.
Earl DA, VonHoldt BM. 2012 STRUCTURE HARVESTER: A website and program for visualizing STRUCTURE output and implementing the Evanno method. Conserv. Genet. Resour. 4, 359–361. (doi:10.1007/s12686-011-9548-7)

image3.JPG
Mean ofest. Ln prob of data

LK) (mean +- 5D) Rate of change of the likelihood distribution (mean)

x|
of—
160
20
| .
1650 4 Y
| ™
0
-
-1750 .4
« H
Absolte value ofthe 2nd order rate of change o th ikeliood distribution (mean) Dettak = mean(L () /5K
d
w0 .
]
© |
p
B : 34
- &
3|
M
p
g :
x
|




image1.JPG
12600

12600,

12800

Mean ofest. Ln prob of data

13000

13200

‘Absolute value of the 2nd order rate of change of the likelihood distribution (mean)

LK) (mean +- 5D)

Rate of change of the likelihood distribution (mean)

™

1200

1000

petak.

0

mean(IL"(K)]) / SA(L(K))





image2.JPG
Mean of est Ln prob of data

10900

11000

100

-11200]

1300,

11400

11500

Absol

150

Ll

LK) (mean +- 5D)

Rate of change of the likelihood distribution (mean)

o s i .
-0
¢
150 o
200
-250
T B 3 T g g 7 5 O 5 g
3 «
lute value of the 2nd order rate of change of the likelinood distribution (mean)
2 |
4
2|
. H
B
. 1
o
T 3 T 5 g 3 T 5





