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Supplementary Figure 2. Sample pooling scheme for Figs 1-5.
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Supplementary Figure 3. UV Chromatographs of the eluted Strong Cation Exchange (SCX) fractions for
Figs 1-5.
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Supplementary Figure 6. Representative Spectra from Figure 5 (a-c)
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Supplementary Figure 7. Distribution of fold-change among the 54 proteins
in Pima cases and controls.
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