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To achieve successful analysis at all three structural levels, a BGE with a relatively low pH was
chosen. The ZipChip “Metabolite BGE” (908 Devices Inc.) is a low pH mixture containing water,
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Smaller intact proteins and subunits of larger proteins can be efficiently fragmented for top-
down analysis. The data shown here was generated using a combination of ETD and HCD

using ProSight Lite 1.4 (Northwestern University).
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