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The problem & scientific needs

o

 Conventionally, at the exploratory and pre-clinical stages, methods employed for drug development are based on
physicochemical parameters. ]

(D * The development of pharmaceuticals sees significant emphases placed on public safety. !

 Traditional drug profiling approaches lack high resolution 3D imaging data on native-state biological carriers or their effects on host

cells. =

* To better understand the action of pharmaceuticals in cellulo, we have developed a high-throughput correlative 3D imaging platform
and pipeline for biomaterials and cells under near-physiological conditions at beamline B24, Diamond Light Source. -]

* This can be used to validate drug suitability during R&D through a robust sample preparation protocol which was developed using
model cell lines to ensure consistent imaging within cell populations. -

_
The technology
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A case study

[Zika and Chikungunya Active Virosomes as vaccine candidates
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Size distribution of ZIKA and Chikungunya AVs
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