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* Split and label half with pooled SH2 probes
* Analyze by flow cytometry
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Conclusions

* Single-cell SH2 profiling is feasible using recombinant fluorescently labeled SH2 domain probes
* Potential to analyze >50 SH2 domains in a single experiment

* Flow cytometry-based assays could easily be incorporated into standard diagnostic laboratory
workflows for leukemia

Barriers to clinical implementation of SH2 Profiling:

® Current platforms are labor-intensive and slow
* Requires relatively large amount of material R,
* No single-cell data (averages over population)

* Signal strength in untreated cells needs to be optimized for some probes
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GOAL: Flow cytometry based SH2 profiling platform

SH2-flow validation using single probes




