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Education and Training 
 
Postdoc. Chem.E. CALIFORNIA  INSTITUTE  OF  TECHNOLOGY 2006-2011 
Ph.D. Biophysics STANFORD  UNIVERSITY  2001-2006 
Sc.B. Chemistry MASSACHUSETTS  INSTITUTE  OF  TECHNOLOGY              4.9/5.0 1997-2001 
 
 

Research Experience 
POSTDOCTORAL RESEARCH 
• Cytochrome P450 structure determination and prediction with Professor Frances Arnold 2006-2011 
• Computational protein structure prediction                ●  Cellulase enzyme library design 

GRADUATE RESEARCH 
• Protein folding via distributed computing with Professor Vijay Pande 2001-2006 
• RNA-antibiotic  NMR with Professor Joseph Puglisi 2002 
• Simulated annealing fragment MC with Professor Michael Levitt 2001 

UNDERGRADUATE RESEARCH 1998-2001 
• Computational protein electrostatics with Professors Bruce Tidor and Dan Raleigh  

INVITED TALKS 
• Society for Industrial Microbiology – Biocatalysts By Design 2011 
• Keystone Drug Design 2008 
• Protein Society 2004 
• Xerox PARC 2003 
• Biomedical Computation at Stanford 2002 

TEACHING ASSISTANT 
• Computational Structural Biology (Professor: M. Levitt) 2004-2006 
• Biological Macromolecules (Lead Prof.: D. Herschlag) 2002-2003 
 

Awards and Honors 
KAUST Postdoctoral Fellowship 2008-2011 
Jane Coffin Childs Postdoctoral Fellowship 2006 
NSF Bioinformatics Postdoctoral Fellowship (declined) 2006 
Protein Society Best Poster Awards 2004-2005 
HHMI Predoctoral Fellowship  2001-2006 
NSF Predoctoral Fellowship (declined) 2001 
Phi Beta Kappa 2001 
Outstanding Chemistry Research Achievement by a MIT Undergraduate 2001 
Hypercube Computational Chemistry Award 2001 
Pfizer Summer Undergraduate Research Fellow 2000 
MIT  Nominee for Goldwater Scholarship 2000 
National Merit Scholar 1997 
 

Work:               Colorado State University, 1370 Campus Delivery, Fort Collins, CO 80523; 970.491.5276 
 Home:              105 Rachel Ct., Fort Collins, CO 80524; 650.387.2219 
 Online:             csnow@csnow.org   http://www.engr.colostate.edu/~cdasnow/ 
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IT .  Suydam, CD. Snow, VS.  Pande, SG. Boxer.  Science  (2006) 313,  200-204.  
  



Publications  [2007-2011] Christopher D. Snow  
 
14. A diverse family of thermostable cytochrome P450s created by recombination of 
stabilizing fragments 
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15. Hunting for predictive computational drug-discovery models 
CD. Snow.  Expert  Review s in  Anti- Infective Therapy  (2008) 6(3) ,  291-3 
 
16.  Evolutionary History of a Specialized P450 Propane Monooxygenase 
R. Fasan, Y.  Meharenna, CD. Snow, T.  Poulos,  FH. Arnold 
J .  M ol.  Biol .  (2008)  383(5),  1069-80 
 
17.  Side-chain recognition and gating in the ribosome exit  tunnel 
P. Petrone, CD. Snow, D.  Lucent,  VS.  Pande.  PN AS (2008)  105(43),  16549-16554 
 
18. SHARPEN: Systematic Hierarchical Algorithms for Rotamers and Proteins on an 
Expansive Network 
IV.  Loksha,  J .  Maiolo,  C.  Hong, A.  Ng, CD. Snow.  J  Com p Chem  (2009)  30(6),  999-1005 
 
19. A family of thermostable fungal cellulases created by structure-guided 
recombination 
P. Heinzelman, CD. Snow, I .  Wu, C.  Nguyen, A.  Vi l lalobos,  S .  Govindarajan,  J .  
Minshull ,  FH. Arnold.   PN AS  (2009) 106(14),  5610-5615 
 
20. SCHEMA recombination of a fungal cellulose uncovers a single mutation that 
contributes markedly to stability 
P. Heinzelman, CD. Snow, MA. Smith,  X.  Yu,  A.  Kannan, A.  Vi l lalobos,  S .  Govindarajan,  J .  
Minshull ,  Frances H.  Arnold.   J .  Biol .  Chem .  (2009) 284(39),  26229-26233 
 
21. Efficient Screening of Fungal Cellobiohydrolase Class I  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 Eng.  D es.  Sel .  (2010) 23(11):  871-880 
 
22.  Non-bulk-like solvent behavior in the ribosome exit  tunnel   
D. Lucent,  CD. Snow, C.  Aitken, SE.  Lee,  VS.  Pande.  PLoS Com put.  Biol .  (2010) 6(10):  e1000963 
 
23.  Combinatorial  alanine substitution enables rapid optimization of cytochrome 
P450BM3 for selective hydroxylation of large substrates 
JC.  Lewis,  SM. Mantovani,  Y.  Fu,  CD. Snow, RS.  Komor,  CH. Wong, FH. Arnold.  
Chem . Bio.  Chem .  (2010) 11(18):  2502-2505 
 
24.  Polarizable protein repacking 
AH. Ng & CD. Snow.  J .  Com p. Chem  (2011) 32(7) :  1334-1344 
 
25.  Engineered ketol-acid reductoisomerase and alcohol dehydrogenase enable 
anaerobic 2-methylpropan-1-ol production at theoretical yield in Escherichia coli  
S. Bastian,  X.  Liu,  JT.  Meyerowitz,  CD Snow, MM. Chen, FH. Arnold 
M etab.  Eng .  (2011) 13(3) :  345-52 
 
26. Engineered Bacterial  Mimics of Human Drug Metabolizing Enzyme CYP2C9 
A. Rentmeister,  TB.  Brown, CD. Snow, M. Carbone, FH. Arnold.   In  preparation  
 
27. Crystallographic Structure Determination via Recombination 
EM. Brustad, M. Mazrooei,  G.  Bandara,  JT.  Kaiser,  FH. Arnold,  CD. Snow.  In  preparation  


