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Figure 3. In situ trypsin digestion of RCC
tissue. A) Examples of three peptide peaks
imaged to display their spatial expres-

sion within the RCC tissue section after
in-situ digestion. One section was sprayed
with trypsin (top), and one was used as an
undigested control (bottom). B) Example of
a peptide peak m/z 1529.989 present only
in the trypsin treated tissue and selected
for in situ MS/MS C) The fragmentation
spectrum was identi ed as corresponding to
a peptide of hemoglobin subunit alpha with
a MASCOQT ion score of 72.
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