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Figure S1. MALDI mass spectrum of a control experiment of human serum after
HSA/IgG depletion extracted by the negatively charged polymers at pH 7.7 (a) an enlarge
MALDI mass spectrum of figure S1la with m/z range of 1052-1066 (b).
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Table S1. m/z ratio of all peptides that are observed in Figure 2a, 2d and Figure 3 within
a mass range of 1000-3000 and S/N > 3.0. The m/z ratios in bold are found in more than
one spectrum.

Figure 2a
(organic phase with 5.0
x 10" M bradykinin
extracted by negative

polymer at pH 6.8)

Figure 2d
(organic phase with 5.0
x 10" M C4a extracted
by negative polymer at

pH 6.8)

Figure 3
(organic phase with 1.0 x
10" M ITIH, extracted
by positive polymer at
pH 7.4)
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Figure S2. MALDI mass spectrum of peptide fragments of PSA digested by immobilized
trypsin. The numbers above the peak indicate m/z and pl value of each PSA peptide
fragment.



