Table S3. Prior distributions of the parameters for simulated scenarios in DIYABC analysis'
of Dipterocarpus turbinatus. A uniform distribution was applied for all parameters. N1, N2,
N3 and N4 is effective population sizes of the corresponding populations CET, HIL, SOE and

the ancestral population

Parameter Minimum Maximum

Effective population size

N1 10 10000

N2 10 10000

N3 10 10000
NA 10 10000
Time scale in generations

t1 1 10000

2 1 10000

13 1 10000

db 1 10000
Admixture

ra 0.001 0.999
Mutation model

Mean mutation rate 1.00e-004 1.00e-003
Individual locus mutation rate 1.00e-005 1.00e-002
Mean coefficient P 1.00e-001 3.00e-001
Individual locus coefficient P 1.00e-002 9.00e001
Mean SNI rate 1.00e-008 1.00e-004
Individual locus SNI rate 1.00e-009 1.00e-003
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