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/ f(x) = 1/(b*a*gamma(a))*x"(a-1)*exp(-x/b)
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Coefficients (with 95% confidence bounds):
a= 1.797 (1.755, 1.839)
b= 34.24 (33.12,35.37)

Goodness of fit:

SSE: 1.562e-06

R-square: 0.997

Adjusted R-square: 0.9969
RMSE: 0.0001804
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Fig. S1. Gamma distribution fit of the results of a simulation of a random cell with five organelles. This gamma distribution fits the simulation with an R?

value of 0.997. RMSE, root mean square error; SSE sum of squared errors.
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