Ratio between contagion probability and resistance genes loss rate is key for the emergence of
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Our simulations show that the critical factor for the emergence of the positive correlation is the ratio
between the contagion probability between individuals and the loss rate of resistance genes.
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Health implications: Importantly, if the gene contagion probability is higher than the loss rate of resistance genes, the

positive correlation emerges.

This finding maintains even when we change several simulations’ parameters, such as the total
diversity of virulence genes and antibiotic resistance genes, the contagion probability between
individuals, the loss rate of resistance genes, whether or not the population uses antibiotics, or the

network type (regular, small-world, or random).
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