Tracy Richmond McKnight et al., Metabolomics 2013, 2:7
http://dx.doi.org/10.4172/2153-0769.51.015

“M“:ngU 2" International Conference and Exhibition on
coxx::2¢+ Metabolomics & Systems Biology

April 08-10, 2013 Hilton Chicago/Northbrook, USA

Quantitative analysis of hiv/aids serum metabolites using 'H HRMAS-NMR spectroscopy
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hemometric metabolomics analysis of nuclear magnetic resonance (NMR) spectra of human serum can distinguish normal

serum (HIV-) from serum infected with the human immunodeficiency virus (HIV+) and serum from HIV+ patients on
antiretroviral therapy (ART). However, the relationship between serum metabolite concentrations and disease severity has not
been determined. We performed high-resolution magic angle spinning (HRMAS) NMR spectroscopy on HIV-(n=10), HIV+
(n=10), and ART (n=10) serum. We then analyzed the spectra with both a chemometric method and a quantitative method.
For the chemometric analysis, the spectra were binned into 146 segments and used in a linear discriminant analysis (LDA)
classification model. For the quantitative analysis, the high-resolution quantum estimation (HR-QUEST) method was used to
determine the concentrations of 12 metabolites in the spectra. Metabolites with resonance peaks that contributed to the LDA
classification were compared with viral load and CD4 count. The LDA model classified the three groups with 100% accuracy,
with spectral segments contributing to glucose and glutamine having large coeflicients. The HR-QUEST analysis showed a trend
toward lower concentrations of alanine in HIV-versus HIV+ (p=0.07) and ART (p=0.10) sera. CD4 count was associated with
alanine (p<0.01), glutamine (p=0.02), and glucose (p=0.02) and a multivariate model with all three metabolites was predictive
of CD4 count (p=0.04). The combined chemometric and quantitative analysis revealed associations between specific metabolites
and disease severity that would not have been noted with either analytical method on its own.
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