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Education and training

2006 Bachelor of Veterinary Science (BVSc) University of Melbourne, Australia

2012 Doctorate of Philosophy, University of Cambridge

2016 Certificate of Teaching and Learning in HE (FHEA), University of Liverpool

2017 Leadership training: Aurora, EMBO Management, SUSTAIN

Current position

2022 Chair in Applied Microbial Genomics, University of Liverpool

Major external consultancies

2022 Lead, Genomics and Antimicrobial Resistance Working Group (0.5FTE, 6 months)
Surveillance and Epidemiology of Drug Resistant infections Consortium (SEDRIC)

2020 Expert Science Cell Adviser, Government Office for Science (0.8FTE, 5 months)

Scientific Advisory Group for Emergencies (SAGE) COVID19 response team

Previous positions

2019 — 2022 Senior Lecturer, University of Liverpool

2016 — 2020 Wellcome Trust Clinical Research Career Development Fellow

2016 — 2019 Tenure Track Fellow, University of Liverpool (vatemity leave Jan 2018 — Oct 2018)
2013 - 2016 Postdoctoral Fellow, Wellcome Sanger Institute (Materity leave Jul 2015 — Apr 2016)
2012 -2013 Postdoctoral Fellow, University of Cambridge

2010 -2013 Wellcome Trust Clinical Research Training Fellow

2008 — 2010 Junior Research Fellow, Cambridge Infectious Diseases Consortium

2006 — 2008 Clinical Veterinarian, Emergency and critical care and companion animal work

Supervision of graduate students and postdoctoral researchers
2016 — 2021 6 PhD students, 4 postdoctoral fellows

Most important research grants Research grants (as principal investigator/research fellow)
Biotechnology and Biological Sciences Research Council £507,000 2021 -
Convergent evolution of Enterobactericeae in epidemiological

networks of high antimicrobial use

Medical Research Council New Investigator Research Grant £313,610 2018 —
Informing shigellosis treatment and management through
pathogen genomics

Academy of Medical Sciences Springboard award £99,734 2017 —
Multi-species models of antimicrobial resistance emergence
and persistence developed from real world epidemics

Wellcome Trust Clinical Career Development Fellowship £305,729 2014 -
Mathematical modelling frameworks for incorporating
bacterial genomics into antimicrobial stewardship

Wellcome Trust Clinical Research Training Fellowship £263,000 2010-2013
Evolutionary and transmission dynamics of henipavirus
infection in the African straw-coloured fruit bat



Selected Research grants (as co-investigator)

Bill and Melinda Gates Foundation £170,000 2020 -
Enterics for Global Health (Malawi site)

National Institute for Health Research £3,700,000 2020 -
Health Protection Research Unit Gastrointestinal Diseases

Engineering and Physical Sciences Research Council £454,655 2021 -
Impact of network structured populations on evolution

Biotechnology and Biological Sciences Research Council £418,686 2020 —
High quality long read sequencing from low input DNA

External leadership roles

| hold significant esteem in the microbiology, genomics, and public health communities, as
evidenced by the following:

e Member, World Health Organisation Vaccines for AMR TAG 2022 —

e Editorial board member, Microbial Genomics 2019 -

e Publication reviewer for numerous leading journals 2010 -

e Grant reviewer for Wellcome and Leverhulme Trusts, French, 2015 — Swedish,
and Scottish National Research Agencies, Cambridge
Colleges, UKRI

o Research proposal reviewer Public Health England, Institute Pasteur

e Funder panel member NIHR Local Authority Advisory Task and 2020 -
Finish group, cross-UKRI Data Innovation in Science funding panel

e Postgraduate degree examiner Universities of Cambridge, York, 2017 —
Liverpool, and Edinburgh

e Conference organiser organising committee and session chair 2016 —

‘Genome Science’, Microbiology Society session chair

¢ Invited speaker have delivered over 20 invited seminars, conference presentations, and
plenary sessions for professional societies, academic research and higher education
institutes.

Internal leadership roles 2016 — Present

| hold/have held a variety of leadership positions, including: microbial genomics theme leader at the
Centre for Global Vaccine Development, IVES institutional fellowship committee member, Centre for
Genomics Research affiliate, public engagement and communications committee member, research
theme lead on major research initiatives (the GI-HPRU), co-director on application to renew WT
Clinical PhD program. | also personally orchestrated local delivery of an external EMBO laboratory
management leadership course. | further contribute to internal events through presenting, chairing,
and organising collaboration days, grant funding, and training events, and external meetings.

Teaching 2014 — Present

| have a breadth of training, teaching and mentorship experience Including supervision of research
projects (1 completed PhD, 3 current primary supervisor), formal coursework, and short course
teaching in the areas of microbiology, genomics, and bioinformatics of undergraduates and
postgraduates at the University of Liverpool, and the broader academic community through roles on
the Wellcome Trust Advanced Courses (in person and online).



Impact and knowledge exchange

Setting policy strategy for genomic surveillance of AMR 2022

I am currently leading a genomics for AMR surveillance working group for the international thinktank
SEDRIC (funded by Wellcome) as an external consultancy. The work of the group is already shaping
research funding strategy at major funders and has an ambitious outputs plan.

Policy advice during the COVID-19 pandemic 2020

| completed a 5-month secondment to the award-winning civil service team orchestrating the
Scientific Advisory Group for Emergencies (SAGE). In an independent capacity, | was also part of
an expert advisory panel that consulted with Deloitte and the Office for Life Sciences on various
aspects of testing infrastructure.

Industrial collaborations 2013 -

| was a member of an EU-consortium of industry and academic partners working toward
developing vaccines for Shigella and Shiga-toxigenic E. coli as a postdoc and continue this focus
as a principal investigator with the University of Maryland, Baltimore. | also collaborate on
genomics with an enzymatic production company.

Public health impact: shaping practice and policy 2013 -

For the last 8 years | have worked closely with public health agencies during their transition to
microbial genomics for routine public health surveillance. A large successful program of capacity
building work completed with the regional Latin America surveillance network was recently cited as
a case study for antimicrobial resistance surveillance by the WHO. More locally, work | did with
PHE on sexually transmissible shigellosis, aided the management of an ongoing shigellosis
outbreak, and ultimately contributed to updating treatment recommendations in the UK and the US.

Media engagement: across various projects 2009 -

| am confident dealing with the media about my ongoing work including local and national
television, live and pre-recorded radio, newspapers, and popular science magazines including:
reporting on COVID-19 in the Scientist, multiple features in the New Scientist, and extensive
coverage of a commemorative WW1 dysentery story. My work has also been featured in the
popular science book ‘The Tangled Tree’ by David Quammen and the New York Times

International network and community standing 2009 —

| collaborate across a broad, international scientific and public health network including both
human and animal public health agencies, | have over 200 co-authors from across 6 continents
and engage the scientific community and the public through interviews, podcasts, and blogs.

Key scientific publications

Google scholar: 71 publications, 2180 citations, h-index 26, complete record
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genome dynamics and structural variation of Shigella from persistent infections. mBio. doi:
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Africa. Nature Microbiology
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dysentery bacillus NCTC1: a genomic analysis. The Lancet. 384 (9955), 1691 — 1697
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