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repeated sample analysis under the conditions tested. This technique yields
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Figure 7: On-line desalting system configuration.
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A Figure 4: Total ion chromatograms and summed spectra of indicated region, showing no detectable carryover and lifetime after 100 injections.
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Figure 1A: Protein spectrum of infused monoclonal IgG in PBS. on-line protein desalting method. 5 | | injected load of 10 pg ~ *
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Figure 1B: Protein spectrum of on-line desalted monoclonal IgG in PBS. Figure 5: Total ion chromatograms and summed spectra for indicated region demonstrating loading capacity and carryover of monoclonal IgG1.

Blanks were injected between increasing loads of IgG1 to measure carryover. Data not shown.
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