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Due to climate change and globalization the increasing pathogen
mutation and spread rate are faster than past in recent year. It is possible to
occur larger scale epidemic or pandemic infections caused by emergent or
reemergent pathogens, including recombination of zoonotic viruses,
bacteria anti-drug genes mutation which were difficult and time consuming
to detect these pathogens by using conventional biological and molecular
methods. Diarrheal disease is the second leading cause of death in children
under five years old, it is both preventable and treatable. Globally, there are
nearly 1.7 billion cases of childhood diarrheal disease every year, each year
diarrhea kills around 525,000 children under five, especially in Sub-
Saharan Africa and South Asia. To find the solution for quick response
outbreak and to improve the diagnostic technology, our aim of this study is
to early identification of infectious agents using portable genomic
surveillance. The strategy of this project will proceed diarrhea-related
pathogens which easier to cause food-bone outbreak in community, by
using nanopore real-time sequence technology to improve the detection
ability and shorten the diagnostic time. The nanopore technology not only
generate direct, real-time whole genome sequence data, but also provide
the capacity to analysis the gut microbiome, this will allow to curated
dataset collection of human gut metagenomes in Taiwan. In addition, on
July 23rd, the World Health Organisation declared the spread of
monkeypox a “public health emergency of international concern”, the
highest level of alert hierarchy of warnings. This project was assigned to
in charge the whole-genome sequencing (WGS) on the identified
monkeypox virus (MPXV) in Taiwn and the 197kb genomic sequence data
were submitted to GeneBank and were included into Nextstrain website,
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an analytic and visualization websit which collaboration with WHO for
global outbreak response. This newest of real-time sequencing technology
for genomic epidemiological finding is promising alternative for the
detection of infectious agents and surveillance along with shorter
inspection process and to enhance the efficiency of disease control and

national health.
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Genomic epidemiology of monkeypox virus
“ Built with nextstrain/monkeypox. Maintained by Nextstrain team. Enabled by data from GenBank.

Showing 1122 of 1122 genomes sampled between Oct 2017 and Oct 2022.
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