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C3.
CollaborativeCrystallisationCentre

Diamonds are a girls best friend




What Is a protein?

Primary struclure
amno acd sequence

Quatemary structure
compdax of protesn molecules
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What Is an xray?
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What Is a protein crystal?
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What Is protein crystallisation?
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Oh, so what now?
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The Model:
Design and Validation
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Data

http:// bit.ly/c3data
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Current Model Architecture
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Proposed Model Architecture

{:ARC

https:// marco.ccr.buffalo.edu

https:// github.conitensorflowmodels/tree/master/researchmarco
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Implementation Strategy

3 months of data> 37k images, 10k crystals

_ Precision Recall Accuracy

MARCO 0.78 0.87 0.90
DeepCrystal 0.49 0.45 0.74
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