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Supplementary Tables
(Files are provided as separate Excel spreadsheets)

Supp. Table 1: Disease data sources, links and access. The table provides a full itemised list of all the data sources for each disease included in this study, including detail on the spatial and temporal extent, the specific sources collated to create the final dataset, and accessibility information for each dataset. Most disease datasets were open-access and public-domain, and processed versions of these are included in the study code and data repository. Others were accessed from national disease surveillance system data portals or via data requests to specific authors or groups; in these cases, we provide details of how to access or request each data source. 

Supp. Table 2: Hypothesis generation exercise form. A blank version of the online form that was circulated to coauthors to contribute to the hypothesis generation exercise. Information on how this form was developed and tested is provided in the Methods.

Supp. Table 3: Socio-environmental driver data sources, links and access. This table provides a full itemised list of the covariate data sources for each disease, including a brief description of whether or how each was preprocessed, and web links to access the original datasets.























Supplementary Figures

Supp. Figure 1: Forest plots of marginal effects of emerging disease drivers for 31 modelled diseases. Points and error bars show the marginal effect (linear fixed effect) of z-score scaled driver covariates on outbreak event risk for each disease (posterior mean and 95% credible interval, log-odds scale). Each panel shows  a modelled disease, and shows results for 3 separate models fitted including hypotheses generated using three criteria from the author exercise: either “majority rule”, “top ranked”, or “any author” (denoted by point colour).
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Supp Figure 2: Inferred drivers of outbreak risk for 31 emerging infectious diseases based on “top ranked” hypothesis criterion. The figure replicates the results from main text Figures 3 and 4, but based on hypotheses generated using the stricter “top ranked” criterion (Extended Data Figure 5c). Top row (A): summary of effects across 31 diseases; see Figure 3 legend (main text). Middle and bottom rows (B-G): analysis  of mean effect size and driver sharing across 31 diseases; see Figure 3 legend (main text). 
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Supp. Figure 3: Drivers of outbreak risk for 31 emerging infectious diseases based on “any author” hypothesis criterion. The figure replicates the results from main text Figures 3 and 4, but based on hypotheses generated using the broader “any author” criterion (Extended Data Figure 5c). Top row (A): summary of effects across 31 diseases; see Figure 3 legend (main text). Middle and bottom rows (B-G): analysis  of mean effect size and driver sharing across 31 diseases; see Figure 3 legend (main text).
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Supp. Figure 4: Averaged covariate values are highly correlated across different buffer sizes. To ensure the results would not be affected by differences in buffer size (spatial uncertainty) for each outbreak event, we tested the correlation between covariates averaged in a 5km buffer around 1000 randomly-generated points worldwide, and covariates averaged in 2.5, 10, and 20km buffers. The matrix colour shading shows the correlation (Pearson coefficient) between 5km and other buffer sizes. Almost all covariates were very highly correlated (coefficient > 0.9) over all buffer sizes.
[image: ]
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