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Figure S1. The sequence coverage map for a-lactalbumin precursor charge states z = +8, z =

+10, and z = +12 is shown. The regions are codified by the number of disulfide bonds

surrounding that portion of the protein backbone. The percent sequence coverage for each

precursor charge state and dissociation method is shown in the table to the left.
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Figure S2. The IRMPD, ETD, and AI-ETD spectra for the z=+12 charge state of -lactoglobulin

is shown. IRMPD was performed in the high-pressure trap and the ions were irradiated at the

same laser power (30 Watts) and time (35 ms) as the AI-ETD scan.
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Figure S3. The sequence coverage map for trypsin inhibitor precursor charge states z = +16, z

= +18, and z =
surrounding that

precursor charge

+20 is shown. The regions are codified by the number of disulfide bonds
portion of the protein backbone. The percent sequence coverage for each

state and dissociation method is shown in the table to the left.
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Figure S4.
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Figure S4. The intensity of fragment ions for each fragmentation method are summarized. The

ions are grouped by fragment ion type and number of disulfide cleavages.
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