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nalysis of tissues and organs by quantitative mass spectrometry is hampered by the inability to culture these materials

for longer times. Metabolic labeling in these cases is not straightforward and therefore inexpensive and simple alternative
protocols are desirable. We have used tryptic digest performed either in H2160 or H2180 to pursue comparative proteomics of
primary cells, individual organs or whole embryos. In conjunction with peptide-based affinity selection a direct comparison with
SILAC-based data showed that a very similar set of interaction partners for the T cell protein ADAP was obtained from Jurkat T
cells when using the 180 method. Extension of the protocol to protein domain-based pulldown experiments and human primary
T cells allowed us to delineate novel protein complexes in the context of proximal T cell receptor signaling events.
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