Estimating the per-contact probability of infection by highly pathogenic avian influenza (H7N7) virus during the 2003 epidemic in the Netherlands
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Further details on the validation against genetic data
Number of chance matches

The number of chance matches was estimated as follows: from Figure S2 of Bataille et al.1[]
, we counted the total number of possible outbreak farm pairs that met a specific criterion for defining a genetic match. We then divided the outcome by the total number of possible outbreak farm pairs to obtain the probability of having a matching pair just by chance. By multiplying this probability with the number of contact pairs with complete genetic information, we obtained the expected number of chance-matches. 

Confidence bounds for the predicted number of genetic matches

The 95% confidence bounds of 
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 were calculated based on a ‘mean’ per-contact probability 
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  95% confidence bounds by grouping all the traced contacts into one category and re-running the analysis described under Data analysis section in main text. Then the estimated 
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, after multiplication by the probability of having a pair with complete genetic information, were each used as probabilities of a binomial distribution for the number of observed genetic matches, with the total number of traced contact as the binomial total. The 2.5 percentile of the binomial distribution corresponding to 
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 and 97.5 percentile of that corresponding to 
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 gave the 95% confidence bounds of 
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