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Introduction

« SARS-CoV-2, the causative agent of the current global COVID-19 pandemic, has resulted in
over 767 million confirmed cases and over 6.9 million deaths’.

« Different vaccine platforms have been approved for use worldwide to sustainably control the
pandemic, with the leading vaccines such as BNT162b22 and mRNA-12733 making use of the
MRNA-based technology.

« Compared to conventional mMRNA vaccines, self-amplifying mRNA (SAMRNA) vaccine platform
has the self-replicative properties conferred by the alphavirus replicase genes which may
induce potent immune responses at a lower dose.

 As the virus continues to spread, a more transmissible and infectious variant can potentially
emerge that escapes vaccine immunity.
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Hypothesis/Aims

We aim to investigate the potency and the neutralisation breadth of COVID-19 vaccines by
focusing the response at an individual RBD or three different linked-RBDs using either a typical
modified mMRNA or an alphavirus SAMRNA.

Monoclonal antibodies (mAbs) confirm

neutralising epitopes on the vaccine antigens
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