
� Key treaty articles and implications for European public
health and global public health

� The relevance of existing instruments, e.g., International
Health Regulations, the Nagoya Protocol, the UN
Biodiversity Convention

� The guiding principles and rights in the Zero Draft
Active audience interaction is envisioned via polls to prioritise
topics and submit questions.
Key messages:
� The global and European public health landscapes are

rapidly being transformed. Comprehensive understanding
of bodies and policies at interplay by public health
professionals is key.

� Current developments involve key deliberation and con-
sultation steps at national, EU-wide and global levels. The

public health community must be informed and engaged to
safeguard public health.
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In the context of a COVID-19 outbreak, identifying transmis-
sion chains is crucial for effective public health response.
However, relying solely on epidemiological investigation can
lead to misidentification of links. This study aimed to assess
the concordance between epidemiologically linked cases and
viral genetic profiles in the Baixo Vouga Region of Portugal,
from March to June 2020. We conducted a retrospective
analysis of 1925 COVID-19 cases, of which 1143 were assigned
to 154 epiclusters. Viral genomic data was available for 128
cases. We used this data to assess the accuracy of the initial
transmission dynamics reconstruction, identify misidentified
links, and resolve sporadic cases. Public health authorities
identified two large epiclusters with a central role in disease
spread, but the genomic data revealed that each epicluster
included more than one transmission network. The increasing
size of epiclusters and their extension to densely populated
settings triggered the misidentification of links. Genomics also
helped resolve some sporadic cases and misidentified direc-
tions of transmission. The epidemiological investigation had a
sensitivity of 70%�86% in detecting transmission chains. Our
findings demonstrate the challenges associated with the
epidemiological investigation of hundreds of community
cases in the context of a massive outbreak caused by a highly
transmissible and new respiratory virus. We recommend
incorporating viral genomics into outbreak investigations to
improve the accuracy of transmission chain reconstructions.
This could lead to the development of more effective public
health actions such as prevention activities, policies, and
surveillance systems. The innovative use of genomics in

epidemiological investigations can have a significant impact
on public health outcomes.
Key messages:
� Large COVID-19 epiclusters and densely populated settings

led to misidentified links. Epidemiological investigation
had 70%�86% sensitivity to detect chains.

� Using viral genomics in outbreak investigations can
improve accuracy of transmission chain reconstructions,
helping to resolve misidentified links and sporadic cases.
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Issue:
In response to the COVID-19 pandemic in Ireland, a national
SARS-CoV-2 Whole Genome Sequencing (WGS) Surveillance
Programme was set up in 2021 to track the molecular
epidemiology of SARS-CoV-2 in Ireland to inform and
enhance the urgent public health response to the COVID-19
pandemic.
Description:
The Programme is a ‘hub and spoke’ model, led by the Health
Protection Surveillance Centre with the National Virus
Reference Laboratory (hub) and seven acute hospital labora-
tories (spokes), representing Ireland’s six Regional Health
Areas and Children’s Health Ireland Hospitals. The two
streams within the Programme’s surveillance strategy are: 1.
National surveillance of SARS-CoV-2 variants, including
samples from GP sentinel sites and severe acute respiratory
infection (SARI) surveillance, vaccine effectiveness studies,
hospital in-patient, intensive care cases and deaths. 2. Targeted
surveillance of risk groups e.g. outbreak cases, cases with
unusual epidemiological/clinical characteristics.
Results:
As of 30/03/2023, 103,258 COVID-19 cases (6% all notified
cases in Ireland) have been sequenced since week 51, 2020.
Data produced contribute to: public health policy in Ireland;
local/national clinical and public health action; tracking
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