High-resolution Antibody Profiling of KSHV-infected Individuals Presenting
With and Without Kaposi Sarcoma Reveals Distinct Viral-Exposure Signatures
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- ® Individuals infected with HIV or KSHV alone exhibit a decreased general viral richness compared to those who are
uninfected, and co-infection exacerbates this effect.

® Most non-ubiquitous viruses recognized by Ab repertoires of KS and ASY cohorts agree with consensus seroprevalence
studies of viral species in SSA.

®* >1,000 differential epitopes derived from ~75 potential viral organisms distinguished KS and ASY.

® More KS-distinct epitopes (~1300) were extracted compared to ASY-distinct epitopes (~580), however, ASY showed
greater viral richness.

® KS patients exhibited a significantly higher oncogenic viruses such as Hepatitis spp. (B,C,E) and multiple HPV genotypes.

® ASY individuals exhibited significantly higher breadth of Ab recognition against specific respiratory infections such as
Adenoviruses, Enteroviruses and Rhinoviruses. ASY also displayed a greater proportion of Ab recognition against
Baltimore Class V viral organisms, while KS displayed higher proportion of Class | recognition.

® To validate the predictive, prognostic, and therapeutic value of the discovery of these differential epitopes, a longitudinal
study with larger cohorts is warranted.
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