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* Biological sample pooling enables high sample throughput
* Real-time search (RTS) increases proteomic depth (Ref. 1) . o
» Fractionation with TMT can quantify >8,000 proteins per compound * Designed for greater sensitivity and speed
- Fractionation-based deep proteomic profiling with TMT is being used to profile compounds (Ref. 2) « Sensitivity + speed > proteomic depth
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