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Supplementary Figures
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Fig. S1. Model evaluation through k-fold cross validation using different metrics. a) Root Mean Squared Error (RMSE). b) Mean Absolute Error (MAE). c-f) Quantile Loss across four quantiles ().
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Fig. S2. Jackknife resampling of genetic discontinuity across representative bacterial species. The red line shows observed discontinuity values, while the blue line represents estimates from jackknife resampling, where 20% of genomes are excluded per iteration (n=100). Gray shadows represent 95% confidence intervals. The x-axis lists species sorted by discontinuity, and the y-axis measures discontinuity magnitude.
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