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Results: DS-Cavl-induced lineages recognized pre-F and were genetically diverse (555 RSV F clonal
lineages were identified in total). Expressed antibodies recognized all six previously defined antigenic | q
sites on the pre-F trimer. Among the six vaccinees, we identified 34 public clonotypes. Structural Et.. E i m
analysis of two antibodies from a predominant clonotype revealed a common mode of recognition. E %} %
7))
Conclusion: Collectively, these findings demonstrate that vaccination with DS-Cav1 generates a ° G @ e W o @ et
diverse polyclonal response targeting all known antigenic sites present on pre-F. In addition, multiple L8 AN
neutralizing public clonotypes were identified, and a predominant prefusion-specific, vaccine-boosted " ' X
public clonotypes was structurally defined. o § ARTPPAVAAAMID
3. 3

B Cell Datasets For Six VRC317 Clinical Trial Participants PostF >

Figure 2: Identification of RSV F Memory B Cells Before and After DS-Cav1 Vaccination
(A) Serum neutralization titers for six individuals vaccinated with 150 pg DS-Cavl+ alum. Titers are shown before

vaccination (W0) and 4 weeks after vaccination (W4). (B) Fold increase in serum neutralization titer four weeks after Figure 5. Structural basis of site V recognition by clonotype 1 antibodies isolated after DS-Cav1 vaccination or natural RSV infection.
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