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dPi
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dIi
dt =φδPi +ω Li +Ri( )− τ +µ( )Ii

dLi
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dRi
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λi =αiλ



Systematic literature review 



Fitting model to data 
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Fitting model to data 
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Conclusions: 
 
Host heterogeneity improves model fit to data linking reinfection proportion in 
TB recurrences with TB incidence; 
 
At the individual level, the model predicts that the rate of reinfection TB is 
lower than the rate of new TB; 
 
At the population level, the model predicts that the rate of reinfection TB is 
higher that the rate of new TB, more so under low and moderate 
transmission; 
 
Host heterogeneity reconciles the two predictions above; 
 
Testing and refinement of these predictions require direct measurement of the 
ratio “reinfection TB / new TB”, at individual and population levels. 
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