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Key messages

* The current work describes a high-throughput method for screening lymphoproliferative elements in vivo for next generation CART therapies

By quantification of selectively enriched human PBMCs we can identify combinatorial elements that promote CAR-T cell expansion and survival in an in vivo mouse model

Our platform is able to identify previously published lymphoproliferative elements as well as new, potent combinations of elements that are both dependent or independent of concomitant CAR signaling
This semi-rational screening strategy allows us to continue to identify novel and potentially stronger synthetic lymphoproliferative peptides in combinations that can be used in future CART strategies
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