
A. Plotting ‘most central’ simulation runs

Recent work has highlighted that static statistics of epidemic curves can provide a

poor guide to actual outcomes (Juul et al., 2020; see main text for reference). We

did not use the package developed by these authors but implemented our own

code, closely following their methods, for ease of application to our own output.

The alogorithm was as follows:

(1) 100 simulated epidemic curves were produced from the stochastic model

for a certain parameter set, and the time course discretised to integer

units.

(2) Scores of every curve were set to 0.

(3) 20 of the curves were randomly selected.

(4) The envelope of the 20 curves was found (i.e. the maximum and minimum

of the 20 curves at every time point).

(5) If any curve fell entirely within the envelope for all time points, its score

was increased by 1.

(6) Steps 2-4 were repeated 100 times.

(7) The curves were then ranked by their scores, and the top 50% selected for

plotting.

B. Calculation of early-time correlation quasi-equilibrium

As stated, we have,
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Early in the epidemic we can assume that PS ≈ 1, PI ≈ 0, qS/S ≈ 1 and qI/S ≈ 0.

This then simplifies the dynamics to,
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the solution of which is as given in the main text.
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R_0=2 - Peak Infected

L=0 0.598866 0.047125 0.000070 0.000018 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.1 0.124752 0.000390 0.000131 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.2 0.073315 0.061834 0.000004 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.3 0.944778 0.005708 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.4 0.001742 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.5 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.6 0.000158 <0.000001 <0.000001 <0.000001

L=0.7 <0.000001 <0.000001 <0.000001

L=0.8 <0.000001 <0.000001

L=0.9 0.001373

L=1

R_0=2 - Total Infected

L=0 0.946343 0.090948 0.004092 0.002711 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.1 0.081381 0.003508 0.002259 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.2 0.281692 0.371152 0.010010 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.3 0.752800 0.201450 0.000007 <0.000001 <0.000001 <0.000001 <0.000001

L=0.4 0.057500 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.5 0.000076 <0.000001 <0.000001 <0.000001 <0.000001

L=0.6 0.002629 <0.000001 <0.000001 <0.000001

L=0.7 <0.000001 <0.000001 <0.000001

L=0.8 <0.000001 <0.000001

L=0.9 <0.000001

L=1

P-values from pairwise Z-tests. A Bonferroni correction is applied for (n=55) multiple tests, meaning for significance values of 5% and 1% we require

respective p-values of 0.000909 (red) and 0.000181 (yellow). 



R_0=5 - Peak Infected

L=0 0.252312 0.495474 0.002108 0.000032 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.1 0.066289 0.000031 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.2 0.013926 0.000348 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.3 0.262996 0.000138 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.4 0.005719 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.5 0.010651 <0.000001 <0.000001 <0.000001 <0.000001

L=0.6 <0.000001 <0.000001 <0.000001 <0.000001

L=0.7 <0.000001 <0.000001 <0.000001

L=0.8 <0.000001 <0.000001

L=0.9 <0.000001

L=1

R_0=5 - Total Infected

L=0 0.518201 0.000018 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.1 0.000789 0.000001 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.2 0.074755 0.000002 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.3 0.003939 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.4 0.000354 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.5 0.000009 <0.000001 <0.000001 <0.000001 <0.000001

L=0.6 0.000041 <0.000001 <0.000001 <0.000001

L=0.7 <0.000001 <0.000001 <0.000001

L=0.8 <0.000001 <0.000001

L=0.9 <0.000001

L=1

P-values from pairwise Z-tests. A Bonferroni correction is applied for (n=55) multiple tests, meaning for significance values of 5% and 1% we require

respective p-values of 0.000909 (red) and 0.000181 (yellow). 



R_0=10 - Peak Infected

L=0 0.986539 0.055191 0.095138 0.000224 0.000008 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.1 0.061645 0.104757 0.000322 0.000012 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.2 0.769229 0.142933 0.011779 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.3 0.065968 0.004202 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.4 0.178560 0.000002 <0.000001 <0.000001 <0.000001 <0.000001

L=0.5 0.006057 <0.000001 <0.000001 <0.000001 <0.000001

L=0.6 <0.000001 <0.000001 <0.000001 <0.000001

L=0.7 0.000033 <0.000001 <0.000001

L=0.8 <0.000001 <0.000001

L=0.9 <0.000001

L=1

R_0=10 - Total Infected

L=0 0.085793 0.192482 0.788306 0.023096 0.000306 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.1 0.650446 0.049372 0.000435 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.2 0.118709 0.001171 0.000002 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.3 0.040217 0.000776 <0.000001 <0.000001 <0.000001 <0.000001 <0.000001

L=0.4 0.310854 0.000083 <0.000001 <0.000001 <0.000001 <0.000001

L=0.5 0.001389 <0.000001 <0.000001 <0.000001 <0.000001

L=0.6 0.012604 <0.000001 <0.000001 <0.000001

L=0.7 0.000019 <0.000001 <0.000001

L=0.8 0.092715 <0.000001

L=0.9 <0.000001

L=1

P-values from pairwise Z-tests. A Bonferroni correction is applied for (n=55) multiple tests, meaning for significance values of 5% and 1% we require

respective p-values of 0.000909 (red) and 0.000181 (yellow). 
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