
William Pearman
Curriculum vitae

Research summary
I am a broadly trained molecular and microbial ecologist with
principal expertise in population genomics and microbial
ecology. I specialise in developing eco-evolutionary
simulations of microbial communities to develop hypotheses
which I then test using observational data and experiments.
My research background is a combination of population
genomics and microbial ecology, with my current research
interests working to align these two fields to understand the
evolution of host-microbe relationships. My current work
combines eco-evolutionary modelling of holobiont evolution,
and experimental work with Daphnia to determine microbial
contributions to host fitness and to understand host-microbial
responses to environmental perturbations. In addition to these
areas, I am also actively involved in the application and
optimisation of new molecular biology protocols for non-
model organisms.
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Awards and honours
2022 Best PhD Presentation - New Zealand

Molecular Ecology Conference
2020 Best PhD Presentation - New Zealand

Molecular Ecology Conference
2020 New Zealand Marine Sciences Society

Student Research Award ($1,500)
2020 University of Otago Doctoral

Scholarship ($27,500)
2019 Massey University Masters Scholarship

($15,000)
2018 Presentation Bursary - Oxford

Nanopore Technologies
2018 Massey Graduate Scholarship, Sciences

- Massey University ($5,000)
2018 Natural Sciences Masters Scholarship -

Massey University ($10,000)
2017 Best Student Presentation - New

Zealand Molecular Ecology Conference
2015 Vice Chancellors Natural Science

Excellence Scholarship, Massey
University ($15,000)

Education
2023 PhD Marine Science, University of

Otago, Dunedin, New Zealand
2020 MNatSci (Distinction) Genetics,

Massey University, Auckland, New
Zealand

2018 BNatSci Genetics, Massey University,
Auckland, New Zealand

Selected major grants
2025 Mana Tūāpapa Future Leader

Fellowship ($820,000 NZD) -
Independent 4-year fellowship to
explore Daphnia microbial ecology

mailto:william.pearman@auckland.ac.nz
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2025 Te Pūnaha Matatini Seed Fund ($4,880
NZD)

2025 ISME Scholar Mobility Award ($3,000
NZD)

2025 Emerging Researchers Network - Seed
Fund ($2,500 NZD)

2025 Genetics Society of Australasia -
Workshop Support Fund ($1,000 NZD)

2025 Center for Computational Evolution -
Workshop Fund Award ($3,500 NZD)

2025 Genomics Aotearoa - Workshop Fund
Award ($5,000 NZD)

2024 University of Auckland Research
Fellow Society Seed Funding ($5,000)

Selected teaching experience
Contributed course material — BIOSCI
761, University of Auckland
Workshop instructor — SLiM eco-
evolutionary simulation workshop
Workshop instructor (upcoming) —
eDNA bioinformatics workshop
Undergraduate teaching laboratory
instructor/demonstrator
Postgraduate student supervision
(multiple students)



Selected talks
2024 Invited talk — Center for

Computational Evolution’s 2024
Research Showcase

2022 Conference presentation — New
Zealand Molecular Ecology Conference
(awarded Best PhD Presentation)

2020 Conference presentation — New
Zealand Molecular Ecology Conference
(awarded Best PhD Presentation)

2020 Invited participant — Ira Moana
Investigator Workshop

2019 Invited participant — Ira Moana Project
Early Career Workshop

2017 Conference presentation — New
Zealand Molecular Ecology Conference
(awarded Best Student Presentation)

Selected service
2025-
present

Co-chair - University of Auckland
Faculty of Science Research Fellow
Society

2025-
present

Member - University of Auckland
Faculty of Science Research Committee

2024 EEB Representative - University of
Auckland Faculty of Science Research
Fellow Society

Professional development
2026 Visiting Scholar - KU Leuven
2020 Invited participant - Ira Moana

Investigator Workshop
2019 Invited participant - Ira Moana Project

Early Career Workshop
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