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Our lab uses cryogenic electron microscopy (cryo-EM) to elucidate the structure and
dynamics of large macromolecules involved in processes of fundamental biological
and medical importance. In addition, we develop new computational methods for
solving the most challenging problems in cryo-EM image processing and integrative
structural biology. Biological topics include cancer biology, transcription regulation

& mRNA export. Cryo-EM images will be acquired at the newly established Clive &
Vera Ramaciotti Centre for Structural Cryo-EM, housing the world-class FEI Titan
KRIOS instrument.

Research Projects

1. Cryo-EM of the housekeeping
transcription initiation complex

2. Molecular basis of protein import
into the mitochondrion using
cryo-EM (Collaboration with
Professor Trevor Lithgow)

3. New Computational Methods for
Cryo-EM Image Processing &
Integrative Structural Biology

Titan Krios electron microscope and a model of a transcription
pre-initiation complex.
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A/Professor Dominika EImlund

Lab Heads, Structure and Dynamics of
Macromolecules by Cryo-EM Laboratory

hans.elmlund@monash.edu, dominika.elmlund@monash.edu
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