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Preface

When the work for the thesis in front of you started, the SARS-CoV-2 pandemic had been

ongoing for a couple of months already. Suddenly, the novel coronavirus confronted many

of us with incredible losses, whether these were lives, health, the proximity to our loved

ones, the fearlessness of living in a world free of pandemics or trust in science. At the same

time, the world saw how researchers developed the first mRNA-based vaccines against

SARS-CoV-2 and rapid antigen tests, and how many countries reduced transmission

levels with public health measures.

Humans are a creative and resilient species, yet viruses are so, stressing the importance

of continuously extending our knowledge of pathogens. This thesis focuses on estimating

the distribution of two critical quantities of an infectious disease to inform public health

measures: incubation and latency time.
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