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Transfer. The pressure in the accumulation and
transfer T-Wave regions was ~ 102 mbar of Ar and
the pressure in the IMS T-Wave was 0.5 mbar of N,.
lons may be fragmented on entrance to the Trap T-
Wave and/or the Transfer T-Wave.

Maximum Entropy algorithms. Fragment ion stretches
were then identified from the amino acid sequence of
the protein. The identified sequence information was
compared to data that would have been obtained with
no mobility separation.

quadrupole isolation and fragmentation of ions identified in Tof
MS data. The fragment spectra contain species of many
different charge states and can be challenging to interpret.
Three precursor ions per protein were fragmented in the
experiments. Acquisition parameters were 50 to 3500amu in
2secs.
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Figure 7 Selection of the 1" region from the fragmentation of
the m/z 765.5 from Cytochrome C reveals the b7 ion which is
masked by the more intense y39°* ion in the non-mobility
data.

Figure 11 Expanded view of the 16™ region of intact Histone
H4. A reversed phase gradient of 1 —40% organic over
30minutes was used to separate the human histones. Two -
minute wide fractions were collected and infused.
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