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Education and Training

Postdoc. Chem.E.  CALIFORNIA INSTITUTE OF TECHNOLOGY
Ph.D. Biophysics STANFORD UNIVERSITY
Sc.B. Chemistry MASSACHUSETTS INSTITUTE OF TECHNOLOGY 49/5.0

Research Experience

POSTDOCTORAL RESEARCH

o Cytochrome P450 structure determination (crystallography) with Professor Frances Arnold
o Computational protein structure prediction ) Cellulase enzyme library design
GRADUATE RESEARCH

. Protein folding via distributed computing with Professor Vijay Pande

. RNA-antibiotic NMR with Professor Joseph Puglisi

. Simulated annealing fragment MCwith Professor Michael Levitt

UNDERGRADUATE RESEARCH

. Computational protein electrostatics with Professors Bruce Tidor and Dan Raleigh

INVITED TALKS

. Keystone Drug Design

. Protein Society

. Xerox PARC

. Biomedical Computation at Stanford

TEACHING ASSISTANT

. Computational Structural Biology (Professor: M. Levitt)

. Biological Macromolecules (Lead Prof.: D. Herschlag)

Awards and Honors

KAUST Postdoctoral Fellowship

Jane Coffin Childs Postdoctoral Fellowship

NSF Bioinformatics Postdoctoral Fellowship (declined)
Protein Society Best Poster Awards

HHMI Predoctoral Fellowship

NSF Predoctoral Fellowship (declined)

Phi Beta Kappa

Outstanding Chemistry Research Achievement by a MIT Undergraduate
Hypercube Computational Chemistry Award

Pfizer Summer Undergraduate Research Fellow

MIT Nominee for Goldwater Scholarship

National Merit Scholar
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2. The Trp Cage: Folding Kinetics and Unfolded State Topology via Molecular Dynamics Simulations
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3. Atomistic protein folding simulations on the submillisecond time scale using worldwide
distributed computing
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6. Surface Salt Bridges, Double-Mutant Cycles, and Protein Stability: an Experimental and
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9. Dimerization of the p53 oligomerization domain: Identification of a folding nucleus by
molecular dynamics simulations
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10. How well can simulation predict kinetics and thermodynamics of protein folding?
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11. Direct calculation of the binding free energies of FKBP ligands using the Fujitsu
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14. A diverse family of thermostable cytochrome P450s created by recombination
of stabilizing fragments

Y. Li, DA. Drummond, AM. Sawayama, CD. Snow, JD. Bloom, FH. Arnold

Nature Biotechnology (2007) 25(9), 1051-1056

15. Hunting for predictive computational drug-discovery models
CD. Snow
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17. Side-chain recognition and gating in the ribosome exit tunnel
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18. SHARPEN: Systematic Hierarchical Algorithms for Rotamers and Proteins on an
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P. Heinzelman, CD. Snow, MA. Smith, X. Yu, A. Kannan, A. Villalobos, S.
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J. Biol. Chem. (2009) 284(39), 26229-26233

21. Efficient Screening of Fungal Cellobiohydrolase Class | Enzymes for
Thermostabilizing Sequence Blocks by SCHEMA Structure-Guided Recombination
P. Heinzelman, R. Komor, A. Kannan, PA. Romero, L. Yu, S. Mohler, CD. Snow, FH. Arnold
Protein Engineering Design & Selection. (2010) 24, 1-10.

22. Non-bulk-like Solvent Behavior in the Ribosome Exit Tunnel
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23. Polarizable protein repacking.
AH.Ng & CD. Snow. Accepted: J. Comp. Chem

24, Fatty acid binding in the heme domain of CYP102A2
CD. Snow, G. Bandara, M. Mazrooei, J. Paryani, FH. Arnold.  In preparation

25. Engineered Bacterial Mimics of Human Drug Metabolizing Enzyme CYP2C9
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26. Combinatorial Alanine Substitution Enables Rapid Optimization of Cytochrome P450BM3 for
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