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Variance, t=390

M1 (P), AUC = 0.99
M2 (P), AUC = 0.97
M3 (P), AUC = 1.00
M1 (I), AUC = 0.03
M2 (I), AUC = 0.01
M3 (I), AUC = 1.00
M1 (RoI), AUC = 0.83
M2 (RoI), AUC = 1.00
M3 (RoI), AUC = 1.00
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Variance, t=450

M1 (P), AUC = 0.89
M2 (P), AUC = 0.96
M3 (P), AUC = 1.00
M1 (I), AUC = 0.00
M2 (I), AUC = 0.00
M3 (I), AUC = 1.00
M1 (RoI), AUC = 0.80
M2 (RoI), AUC = 1.00
M3 (RoI), AUC = 1.00
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CV, t=390

M1 (P), AUC = 1.00
M2 (P), AUC = 1.00
M3 (P), AUC = 0.37
M1 (I), AUC = 0.94
M2 (I), AUC = 1.00
M3 (I), AUC = 0.04
M1 (RoI), AUC = 0.82
M2 (RoI), AUC = 0.99
M3 (RoI), AUC = 0.32
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CV, t=450

M1 (P), AUC = 1.00
M2 (P), AUC = 1.00
M3 (P), AUC = 0.30
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M2 (I), AUC = 1.00
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M3 (RoI), AUC = 0.23

0 0.2 0.4 0.6 0.8 1

False Positive Rate

0

0.1

0.2

0.3

0.4

0.5

0.6

0.7

0.8

0.9

1

T
ru

e 
P

os
iti

ve
 R

at
e

AC, t=390

M1 (P), AUC = 0.96
M2 (P), AUC = 0.92
M3 (P), AUC = 0.57
M1 (I), AUC = 0.61
M2 (I), AUC = 0.75
M3 (I), AUC = 0.72
M1 (RoI), AUC = 0.56
M2 (RoI), AUC = 0.82
M3 (RoI), AUC = 0.61
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AC, t=450

M1 (P), AUC = 0.98
M2 (P), AUC = 0.96
M3 (P), AUC = 0.59
M1 (I), AUC = 0.74
M2 (I), AUC = 0.84
M3 (I), AUC = 0.75
M1 (RoI), AUC = 0.72
M2 (RoI), AUC = 0.89
M3 (RoI), AUC = 0.64

Fig. S10A. ROC curves for indicators V, CV and AC(1). Comparison of disease transitioning
simulations: SIS with social distancing (solid lines); SIS with vaccination (dashed lines) and SIS disease
emergence with increasing transmission (dotted lines) to the null model (Fixed endemic simulations). Each
curve compares the null simulations to each model for different indicators and for each data type: prevalence
(P, red lines), incidence (I, green lines) and rate of incidence (RoI, orange lines). ROC curves calculated for
indicators: variance; coefficient of variation (CV) and lag-1 autocorrelation (AC). Kendall-tau scores
measured over each data-type up to t1 = 390 (pre disease transmission) are given in the left column and up to
t2 = 450 (post disease transmission) are given in the right column. For each ROC curve we measured the
AUC score which is given in legend, which is an indication of how predictive each indicator is by its ability to
distinguish between elimination simulations and the null model.
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skewness, t=390

M1 (P), AUC = 0.04
M2 (P), AUC = 0.00
M3 (P), AUC = 0.21
M1 (I), AUC = 0.55
M2 (I), AUC = 0.49
M3 (I), AUC = 0.39
M1 (RoI), AUC = 0.48
M2 (RoI), AUC = 0.18
M3 (RoI), AUC = 0.37

0 0.2 0.4 0.6 0.8 1

False Positive Rate

0

0.1

0.2

0.3

0.4

0.5

0.6

0.7

0.8

0.9

1

T
ru

e 
P

os
iti

ve
 R

at
e

skewness, t=450
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kurtosis, t=390
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Fig. S10B. ROC curves for indicators Skewness and Kurtosis. Comparison of disease transitioning
simulations: SIS with social distancing (solid lines); SIS with vaccination (dashed lines) and SIS disease
emergence with increasing transmission (dotted lines) to the null model (Fixed endemic simulations). Each
curve compares the null simulations to each model for different indicators and for each data-type: prevalence
(P, red lines), incidence (I, green lines) and rate of incidence (RoI, orange lines). ROC curves calculated for
indicators: variance; coefficient of variation (CV) and lag-1 autocorrelation (AC). Kendall-tau scores
measured over each data-type up to t1 = 390 (pre disease transmission) are given in the left column and up to
t2 = 450 (post disease transmission) are given in the right column. For each ROC curve we measured the
AUC score which is given in legend, it is an indication of how predictive each indicator is by its ability to
distinguish between elimination simulations and the null model.
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