Appendix A. Computational Parameter Grid and Derived Values
The baseline model uses mu = 1.2 x 10^-8 substitutions per base per generation and g = 29 years. For a founder date T, pi_mut = 2 mu T/g. The table below extends the baseline calculation beyond the main Homo sapiens time window to show where mutation-only divergence approaches the observed range.
	Founder age (years)
	Generations (g=29)
	Predicted pi
	Predicted diversity (%)

	6,000
	207
	0.000005
	0.0005%

	10,000
	345
	0.000008
	0.0008%

	50,000
	1,724
	0.000041
	0.0041%

	100,000
	3,448
	0.000083
	0.0083%

	150,000
	5,172
	0.000124
	0.0124%

	200,000
	6,897
	0.000166
	0.0166%

	250,000
	8,621
	0.000207
	0.0207%

	300,000
	10,345
	0.000248
	0.0248%

	315,000
	10,862
	0.000261
	0.0261%

	350,000
	12,069
	0.000290
	0.0290%

	500,000
	17,241
	0.000414
	0.0414%

	800,000
	27,586
	0.000662
	0.0662%

	1,000,000
	34,483
	0.000828
	0.0828%

	1,200,000
	41,379
	0.000993
	0.0993%

	1,500,000
	51,724
	0.001241
	0.1241%



Appendix B. Minimal Reproducibility Script
# Deterministic sensitivity analysis used in the manuscript
mutation_rates = [1.0e-8, 1.2e-8, 1.25e-8]
generation_years = [25, 29, 30]
observed_pi = [0.0008, 0.0010]

for pi in observed_pi:
    for mu in mutation_rates:
        for g in generation_years:
            required_years = pi * g / (2 * mu)
            print(pi, mu, g, required_years)

# Diversity expected at a chosen founder age T
mu = 1.2e-8
g = 29
T = 315000
pi_mut = 2 * mu * (T / g)
for pi_obs in observed_pi:
    standing_fraction = max(0.0, (pi_obs - pi_mut) / pi_obs)
    print(pi_obs, pi_mut, standing_fraction)
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