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PARTICULAR CHALLANGES

X-ray structure of a protein in the apo-form was only available
No known binders

The search chemical space should be accessible to Enamine
(stock, ~3M compounds, or REAL space, ~23B compounds)
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CHALLENGE #1
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CACHE Challenge #1

PREDICT HITS FOR THE WDR DOMAIN OF LRRK2

The first CACHE Challenge target is LRRK2, the most commonly SOLUT'ON CONCEPT

mutated gene in familial Parkinson's Disease.

De novo generated

v - Participants are asked to find hits for the WD40 repeat (WDR) domain Tl e
) | of LRRK2. Read more under Details below. /
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