Effectiveness and Safety of Variant-Updated COVID-19 Vaccines
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BACKGROUND

SARS-CoV-2 continues to evolve antigenically, with
ongoing emergence of new subvariants containing
spike protein mutations associated with altered
neutralisation sensitivity’

"I RESULTS

Participants

I

Day 29 Cross-Neutralisation of Emerging Variants

Both mRNA-1273.251 and mRNA-1283.251 elicited substantial Day 29 increases in
nAb titres against LP.8.1 and currently circulating variants (XFG, NB.1.8.1, and BA.3.2.2)
(Figure 2)

Figure 2. nAb Responses Elicited by (A) mRNA-1273.251 and (B) mRNA-1283.251
Against Vaccine-Matched (LP.8.1) and Emerging Variants (XFG, NB.1.8.1, and

Baseline demographics and clinical characteristics across study parts are presented in
Table 1

Table 1. Baseline Demographics of Study Participants (Safety Set)
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- Both mRNA-1273.251 and mRNA-1283.251 were well-tolerated through Day 29, with no
reported serious AEs, AEs of special interest, or AEs leading to study discontinuation
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- Exploratory analyses demonstrated that both mRNA-1273.251 and mRNA-1283.251 elicited
cross-neutralising antibody responses against currently circulating variants, including XFG,

For additional information,
NB.1.8.1, and BA.3.2.2, but these were lower than the LP.8.1 responses

please contact Spyros Chalkias

Disclosures (Spyros.Chalkias@modernatx.com).
SC, ALF, EFM, JL, AC, VU, WX, XC, JF, BG, AN, RW, DKE, and RD are employees of Moderna, Inc., and may
hold stock/stock options in the company. KJ is an employee of CenExel and holds stock in the company.

DCM reports laboratory funding from Moderna, Inc. RS has nothing to declare.

- These findings support the use of updated variant-containing mRNA vaccines to maintain
nAb responses against evolving SARS-CoV-2 variants
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