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1. 16:00-16:10 i&# : Dr. Yuki Yamaguchi, Assistant Professor, Department of Biotechnology,
Graduate School of Engineering, The University of Osaka

$AiE4~Y 1 ML : Direct Identification and Quantification of Recombinant Adeno-Associated Virus in Crude
Cell Lysate and Conditioned Medium by Mass Photometry.

£E3Z#k: Yamaguchi Y, et al. Anal. Chem. 2025 May 20;97(19):10405-10416.

2. 16:10-17:00 i&# : Professor Philipp Kukura®®, ?Physical and Theoretical Chemistry Laboratory,
Department of Chemistry, University of Oxford, °Kavli Institute for Nanoscience Discovery, University
of Oxford

;BEA~ 1 ML : Towards quantitative and universal single molecule biophysics with mass photometry
SBHEES : Biomolecular mechanisms and interactions provide the basis for the function and regulation of cellular processes.
Elucidating the underlying processes traditionally relies on a combination of structural characterization and bulk studies
aimed at revealing the associated energetics and kinetics. Both approaches, however, come with some intrinsic bias, such
as towards the most stable species or the averaging of individual to ensemble behaviour. I will show how mass photometry,
the mass measurement of single biomolecules in solution, provides unique insight into the distribution of biomolecular
complexes in solution. These capabilities provide immense benefits to essentially all research and application of purified
biomolecules. I will illustrate these using examples of MP’s use for rapid and accurate sample screening prior to structural
characterization by cryoEM, visualising the full heterogeneity of polydisperse species and quantifying complex interaction
affinities between multiple biomolecules assembling into functional, larger complexes. I will illustrate the impact of these
capabilities with recent results aiding our understanding on the origin of differential infectivities of viral strains, and the

mechanism of loop extrusion by cohesin.



