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but statistically significantly reduction in accuracy 
(RP = 0.43 versus 0.39 without p24 features, p = 0.10). 
Interestingly, and unlike other functions, model per-
formance for phagocytosis was superior among elite 
controllers (elite controllers RP = 0.66, p = 0.00006; 
chronic treated RP = 0.06, p = 0.05; chronic untreated 
RP = 0.16, p = 0.4), who are known to exhibit higher 
levels of p24-specific antibodies [74, 75] as compared 
to chronically infected subject groups. Overall, while 
direct mechanistic contributions cannot be determined 
without further experiment, the data driven approach 
employed linked the otherwise unrelated observations 
of better ADCVI activity observed in elite control-
lers [36] and long term non-progressors [25] and their 

elevated p24-specific antibody levels [74, 75]. Coupled 
to observations related p24-specific responses to pro-
tection made in the setting of protective vaccines [76], 
these results suggest a potential avenue for further 
mechanistic evaluation [77].

Lastly, led by a titer measurement (IgG specific to 
gp120 CM), a number of envelope-specific FcγRIII 
features contribute to predictions in the LUC assay. 
Intriguingly, despite the use of IgA depleted samples, a 
number of IgA features, including responses specific to 
internal proteins such as Nef and Integrase also made 
contributions. While mechanistic contributions cannot 
be excluded, interpretation of model features must also 
consider assay reproducibility and model performance 

Fig. 3  IgG effector functions predicted by IgG biophysical features in infected subjects. Scatterplots depicting the degree of correlation between 
of predictions of each effector function and observed activity for each HIV-infected subject. Subjects are colored by treatment and controller status. 
Inset reports Pearson correlation coefficients (RP) and statistical significance (**p < 0.01, ***p < 0.001). Colored lines indicate the best fit for each 
subject group


