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Preface

The year 2020 was a turning point in history and in global health. The COVID-19 pandemic has
highlighted the potential for deadly epidemic-prone diseases to overwhelm our globalized
world. We have learned a hard lesson about the intrinsic vulnerability of our societies to a single
pathogen.

Although COVID-19 has brought untold tragedy, it has also shown how science can respond
when challenged by a massive global emergency. In short, the pandemic has opened great
scientific opportunities and capitalized on them. A technological revolution, building over the
past decade, provided several new capacities for a pandemic response. Development of vaccines
at lightning speed is one of them. Genomic sequencing is another.

Sequencing enabled the world to rapidly identify SARS-CoV-2; and knowing the genome
sequence allowed rapid development of diagnostic tests and other tools for the response.
Continued genome sequencing supports the monitoring of the disease’s spread and activity and
evolution of the virus.

The COVID-19 pandemic is still ongoing, and new viral variants are emerging. The global
response will have to continue for the foreseeable future. The progress made since the start of the
pandemic with the use of genome sequencing can be consolidated and further expanded to new
settings and new uses.

As more countries move to implement sequencing programmes, there will be further
opportunities to better understand the world of emerging pathogens and their interactions with
humans and animals in a variety of climates, ecosystems, cultures, lifestyles and biomes. This
knowledge will shape a new vision of the world and open new paradigms in epidemic and
pandemic prevention and control.

Increased urbanization and human mobility are providing the conditions for future epidemics and
pandemics. The accelerated integration of genome sequencing into the practices of the global
health community is a must if we want to be better prepared for the future threats. We hope this
guidance will help pave the way for that preparedness.
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