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Drugging the undruggable® For the benefit of humankind
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PhoreMost is a new-model drug discovery company based in Cambridge, UK, using its core expertise to open up new . . . . .
, , 19 Al Y party ) J >INg 1t =P P P We performed a PROTEINi® screen in a cancer cell model using the "KRAS" oncogene - a classic "undruggable" target in
druggable’ target space. Working with a global network of co-invested academic and industrial collaboration partners, . . . . .
: ori 1 ¢ K 4 th : 3} e iant] g " : cancer. Ras is mutated in a large number of tumors and drives very aggressive and lethal forms of cancer. To perform this
we aim to bring a wide array of novel targeted’ therapies to market more efficiently and pass these cost savings on to screen, we used a cell model where oncogenic Ras (KRas®'?V) can be turned on in cells by addition of Doxycycline (Dox). Using

patients. this model, we can now introduce our PROTEINI library using lentiviral delivery and screen for cells which die in the presence
of mutant Ras after amplifying and sequencing all cells with and without induction of the oncogene after 5 days.
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Advances in genomics provide a long list of clear causes of
debilitating diseases and opens the door to new and improved
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