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ACADEME	

Education
Ph.D.		Mathematics	1985	Northwestern University, Evanston IL
M.A. 		Mathematics	1978	Indiana University, Bloomington, IN
Vordiplom	Mathematics 	1975	University of Munich, Germany

Employment and Academic Positions
2020-present	Dean’s Professor of Systems Medicine, Department of Medicine, University of Florida
2020-present	Director, Laboratory for Systems Medicine, University of Florida Health
2013-2020		Professor of Computational Biology, Jackson Laboratory for Genomic Medicine, Farmington, CT
2013-2020		Member, Comprehensive Cancer Center, Jackson Laboratory, Bar Harbor, ME
2013-2020		Professor, Department of Cell Biology, School of Medicine, University of Connecticut, Farmington, CT
2013-2020		Director, Center for Quantitative Medicine, University of Connecticut Health, Farmington, CT
2013-2020		Adjunct Professor, Department of Mathematics, University of Connecticut, Storrs, CT
2013-2020		Adjunct Professor, Department of Computer Science and Engineering, University of Connecticut, Storrs, CT
2013-2020		Professor, Institute for Systems Genomics, University of Connecticut, Storrs, CT
2013-2020		Professor, Center for Cell Analysis and Modeling, University of Connecticut Health Center, Farmington, CT
2008-present	Affiliate Faculty, Biomedical Engineering and Sciences (SBES), Virginia Polytechnic Institute and State University (Virginia Tech) - Wake Forest University
2005-present	Adjunct Professor, Department of Cancer Biology, Wake Forest University School of Medicine, Winston-Salem, NC
2008-2013	   Director of Education & Outreach, Virginia Bioinformatics Institute –Virginia Tech, Blacksburg, VA
2003-2013	   Faculty, Interdepartmental Ph.D. program “Genetics, Bioinformatics, and Computational Biology,” Virginia Tech, Blacksburg, VA
2001-2013	   Professor, Department of Mathematics, Virginia Tech, Blacksburg, VA
2001-2013	   Professor, Virginia Bioinformatics Institute at Virginia Tech, Blacksburg, VA
2011-2012		Member, Mathematical Biosciences Institute, The Ohio State University, Columbus, OH
2008-2009		Member, Statistical and Applied Mathematical Sciences Institute, Durham, NC
Spring 2007		Member, Institute for Mathematics and its Applications, University of Minnesota, Minneapolis, MN
1999-2004		Visiting Faculty, Basic and Applied Simulation Science Group, Los Alamos National Laboratory, Los Alamos, NM
1996-2001		Professor, Department of Mathematical Sciences, New Mexico State University, Las Cruces, NM
Fall 1998		Member, Mathematical Sciences Research Institute, Berkeley, CA 
1991-1996		Associate Professor, Department of Mathematical Sciences, New Mexico State University, Las Cruces, NM
1993-1994		Visiting Associate Professor, Department of Mathematics, Cornell University, Ithaca, NY
1990-1991		Visiting Associate Professor, Department of Mathematics, Cornell University, Ithaca, NY
1985-1991		Assistant Professor, Department of Mathematical Sciences, New Mexico State University, Las Cruces, NM
1983-1985		Lecturer, Department of Mathematics, Loyola University, Chicago, IL

Academic Honors and Awards
· Fellow of the American Association for the Advancement of Science (AAAS), 2015-present.
· Fellow of the Society for Mathematical Biology, 2017-present.
· Fellow of the American Mathematical Society, 2012-present.
· “Programs That Work” award for the Kids’ Tech University outreach program, Virginia Department of Education and Virginia Math and Science Coalition, 2012.
· Phi Delta Kappa Award for Excellence in Education, 1998.
· Patricia Christmore Teaching Award, New Mexico State University, 1990.
· Fulbright Scholarship, 1977-1978.

RESEARCH

Interests
Multiscale modeling, systems medicine, mathematical and computational biology, immunology, cancer systems biology, bioinformatics.

Research Support
Current Extramural Research Support
NIH 1 R011AI135128-01 (Multi-PI)
Role: Contact PI
7/1/2018-6/30/2023                           $3,014,116
	Multiscale modeling of the battle over iron in invasive lung infection

NIH 1R01GM127909-01 (Multi-PI)
Role: Contact PI
04/01/2018 – 03/31/2022		$1,696,582
	Control of heterogeneous microbial communities using model-based multi-objective optimization 


NIH 3 R01 GM127909-01S1 (Multi-PI)
Role: Contact PI                                                 $110,182
	Equipment Supplement to 1R01GM127909-01

NIH 1U01EB024501-01 (Multi-PI)
Role:  Contact PI				    $2,722,086
9/20/2017-8/31/2021
	Modular design of multiscale models, with an application to the innate immune response to fungal respiratory pathogens.

NSF CBET-1750183
Role: PI						
5/1/2018-4/30/2019				$90,000	
	EAGER: Modular Design of Multiscale Models, with an Application to the Innate Immune Response to Fungal Respiratory Pathogens

Mayday Fund
Role: PI
3/15/2018-3/15/2019                         $50,000
	Connecticut Pain Consortium Planning Grant

NIH	1RO1GM114949-01A1	(subcontract to Worcester Polytechnic Institute)		
Role: Subcontract PI				$90,000	
9/1/2015-8/30/2019
Copper homeostasis in bacteria: Systems analysis from detailed molecular interactions

NIH 1R01CA188025-01	Torti  (PI)
Role: Co-investigator
07/01/14-08/31/19 				$1,847,628
Iron addiction and the biology of ovarian cancer

Select Completed Research Support
NSF CBET-1750183
Role: PI						
5/1/2018-4/30/2019				$90,000	
	EAGER: Modular Design of Multiscale Models, with an Application to the Innate Immune Response to Fungal Respiratory Pathogens

Mayday Fund
Role: PI
3/15/2018-3/15/2019                         $50,000
	Connecticut Pain Consortium Planning Grant

NIH	1RO1GM114949-01A1	(subcontract to Worcester Polytechnic Institute)		
Role: Subcontract PI				$90,000	
9/1/2015-8/30/2019
Copper homeostasis in bacteria: Systems analysis from detailed molecular interactions

NIH 1R01CA188025-01	Torti  (PI)
Role: Co-investigator
07/01/14-08/31/19 				$1,847,628
Iron addiction and the biology of ovarian cancer


NIH	Chuang (PI)    
Role: Co-investigator
9/30/2015-6/30/2018
Big Genomic Data Skills Training for Professors

UConn Research Excellence Program 
Role: PI
6/1/2017-6/30/2018
Understanding the progression of ovarian cancer through the use of 3D bioprinting and mathematical modeling

NIH 3R01MH102854-03S1 (PI: Stevens) 
Role: Subcontract PI
8/2017-9/2018
Dynamic connectivity in neural networks engaged for emotion regulation

NSF-DMS 1460967 					
Role: PI
05/01/15-04/30/18
REU Site: Modeling and Simulation in Systems Biology


NIH	Chuang (PI)
Role: Co-investigator
08/01/2016-06/30/2017
	Big Genomic Data Skills Training for Professors (competitive supplement)

W911NF-14-1-0486 U.S. Army Research Office
Role: PI
08/01/14-07/31/17
Biomathematics-Canalization: A fundamental design principle of gene regulatory networks

NSF DBI-1146819
Role: PI
6/2012-5/2016 (1-year no cost extension)
PlantSimLab: A simulation laboratory for plant biology
(Subaward to J. Glazebrook, Univ. of Minnesota, $62,017)

NIAID-NIH 1R21AI101619-01
Role: PI
6/2012-5/2014
	The systems biology of iron homeostasis and the immune response to Aspergillus

NCI-NIH 1R21CA156133-01A1
Role: PI
8/2011-7/2013
	A Systems Approach to Iron Metabolism in Cancer Cells

U.S. Army Research Office W911NF0910538
Role: PI
8/2009-7/2013
Computational Biomathematics: Toward Optimal Control of Complex Biological Systems


NSF-CMMI-0908201
Role: PI
10/2009-9/2013
Polynomial dynamical systems over finite fields: from structure to dynamics

NSF-DMS-1062878
Role: PI
1/2011-1/2014
           REU Site: Modeling and Simulation in Systems Biology

USDA AFRI
PI: B. Tyler
Role: Co-PI
4/2011-3/2016
Integrated management of oomycete diseases of soybean and other crop plants

Wake Forest University Translational Science Institute (TSI)
V. Shulaev (PI)
Role: Co-PI
6/2008-5/2010
Translational breast cancer metabolomics


DMS-0755322-NSF – REU
Role: PI
5/2008 - 4/2011
REU Site: Modeling and Simulation of Biological Networks. 

RO1CA120170-01A2 – NIH
V. Shulaev (PI)
Role: Co-PI
6/2007- 5/2010
Molecular fingerprinting of breast cancer development. 

EEC-0609225- NSF
R. Davalos (PI) 
Role: Co-PI
8/2006-8/2010
BBSI: Summer Institute for Quantitative and Integrative Bioengineering.  

DMS-051144 – NSF 
Role: PI
9/2005-8/2008 
Mathematical algorithms for computer simulation.

RO1 GM068947-01 - NIH  
Role: PI
5/2003-4/2008
A new mathematical modeling approach to biochemical networks, with an application to oxidative stress in yeast. 
Computer simulations of Epstein-Barr Virus infection.  NIH (subcontract), 2005-2006
A mathematical foundation for computer simulation. Los Alamos National Laboratory (PI), 2003-04.
Algebraic algorithms for cell complexes.  NSF (PI), 2002-04.
Biocomplexity-incubation activity: The mathematics of network dynamics in biological, social, and economic networks.  NSF (PI), 2002-03.
Mathematical foundation of computer simulation.  Los Alamos National Laboratory (PI), 1999-2002.
Decision related structures.  U.S. Department of Defense (senior personnel), 1999-2002.
Cryptography as a teaching tool in secondary education.  Los Alamos Nat.Laboratory (PI), 1999-2002.
A capstone course: learning mathematics through original sources.  NSF (co-PI), 1997-1999.
Southwest Regional Institute in the mathematical sciences.  NSF (subcontract), 1996-99.
Combinatorial dynamics.  Defense Intelligence Systems Agency (senior personnel), 1996-98.
Noncommutative Gröbner bases and rewriting systems.  NSA (co-PI), 1996-97.
Teaching with original sources.  NSF (co-PI), 1995-96.
Using original sources in mathematics teacher education.  Eisenhower Foundation (co-PI), 1995.
Computational algebraic geometry. NSA (PI), 1994-95.
Computational algebraic geometry. NSF (PI), 1994-95.
Teaching with original sources.  NSF (co-PI), 1994-95.
Great problems of mathematics: summer workshop for high school students. NSF (co-PI), 1992-93.

PUBLICATIONS

Peer-Reviewed Articles and Chapters
1. L. Archambault, S. Koshy-Chenthittayil, A. Thompson, A. Dongari-Bagtzoglou, R. Laubenbacher, and P. Mendes,  Understanding Lactobacillus paracasei and Streptococcus oralis biofilm interactions through agent-based modeling, mSphere 6(6):e0087521, 2021.
2. L. Sordo Vieira and R. Laubenbacher, Computational models in systems biology: standards, dissemination, and best practices, Current Opinion in Biotechnology, under revision, 2021.
3. S. Koshy-Chenthittayil, P. Mendes, and R. Laubenbacher, Optimization of agent-based models through coarse-graining: A case study in microbial ecology, Letters in Biomath., 8(1), 167-178, 2021. 
4. NC Atuegwu, MD Litt, S. Krishna-Sarin, R. Laubenbacher, MF Perez, EM Mortensen, E-cigarette use in young adult never cigarette smokers with disabilities: Results from the behavioral risk factor surveillance system survey, Int. J. Environmental Res. and Public Health, 18, 5476, 2021. 
5.  Masison, J., J. Beezley, Y. Mei, H. a. L. Ribeiro, A. C. Knapp, L. Sordo Vieira, B. Adhikari, Y. Scindia, M. Grauer, B. Helba, W. Schroeder, B. Mehrad, R. Laubenbacher, A Modular Computational Framework for Medical Digital Twins, Proceedings of the National Academy of Sciences 118, no. 20, 2021. https://doi.org/10.1073/pnas.2024287118.
6. R. Laubenbacher, J.P. Sluka, J.A. Glazier, Using digital twins in viral infection, Science, 371(6534), 1105-1106, DOI: 10.1126/science.abf3370, 2021.
7. S. Koshy-Chenthittayil, L. Archambault, D. Senthilkumar, R. Laubenbacher, P. Mendes, A. Dongari-Bagtzoglou, Agent based models of polymicrobial biofilms and the microbiome – A Review, Microorganisms, 9(2), 417, 2021. 
8. C. Kadelka, B. Keilty, R. Laubenbacher, Collectively canalizing Boolean functions, http://arxiv.org/abs/2008.13741, 2020.
9. Atuegwu NC, Oncken C, Laubenbacher RC, Perez MF, Mortensen EM, Factors associated with e-cigarette use in U.S. young adult never smokers of conventional cigarettes, International Journal of Environmental Research and Public Health, 17(19), 7271, https://doi.org/10.3390/ijerph17197271, 2020. 
10. Aguilar, Boris, Pan Fang, Reinhard Laubenbacher, and David Murrugarra, “A Near-Optimal Control Method for Stochastic Boolean Networks”. Letters in Biomathematics 7 (1), 67–80, 2020. 
11. A. Konstorum, L. Tesfay, B.T. Paul, F.M. Torti; R.C. Laubenbacher, S.V. Torti, Systems biology of ferroptosis:  A modeling approach, J. Theor. Biol., 493, 2020.
12. C. Brunson, T. Agresta, and R. Laubenbacher, Sensitivity of comorbidity network analysis, J. Amer. Med. Inform. Assoc. Open, 3(1) 94-103, https://doi.org/10.1093/jamiaopen/ooz067, 2020.
13.  E. Paul, G. Pogudin, W. Qin and R. Laubenbacher, The dynamics of canalizing Boolean networks, Complexity, https://doi.org/10.1155/2020/3687961, 2020.
14. L. Sordo Vieira, R. Laubenbacher, and D. Murrugarra, Control of Intracellular Molecular Networks Using Algebraic Methods, Bull. Math. Biol., 82(2), 2019.
15.  R. Posner and R. Laubenbacher, The contribution of microRNA-mediated regulation to short- and long-term gene expression predictability, J. Theor. Biol. 486, doi: 10.1016/j.jtbi.2019.110055, 2019.
16. S. Ha; E. Dimitrova; S. Hoops; D. Altarawy; M. Ansariola; D. Deb; J. Glazebrook; R. Hillmer; H. Shahin; F. Katagiri; J. McDowell; M. McGraw; J. Setubal; B.M. Tyler; R. Laubenbacher, PlantSimLab - A Modeling and Simulation Web Tool for Plant Biologists, BMC Bioinformatics,20(1) 508, doi: 10.1186/s12859-019-3094-9, 2019.
17. R. Posner and R. Laubenbacher, Connecting the molecular function of microRNAs to cell differentiation dynamics, J. Royal Soc. Interface, 16 (158), 2019.
18. A. Konstorum, T. Vella, A. Adler, R. Laubenbacher, A mathematical model of combined CD8 T cell costimulation by 4-1BB (CD137) and OX40 (CD134) receptors, Scientific Reports 9, Art. 10862, 2019. 
19. Zhan YA, Wray CG, Namburi S, Glantz ST, Laubenbacher R, Chuang JH, Fostering bioinformatics education through skill development of professors: Big Genomic Data Skills Training for Professors. PLoS Comput Biol 15(6): e1007026, 2019. https://doi.org/10.1371/journal.pcbi.1007026
20. A. Veliz-Cuba and R. Laubenbacher, Dynamics of semilattice networks with strongly connected dependency graph, Automatica, 99:167-174, 2019.
21. J.H. Parmar, J. Quintana, D. Ramirez, R. Laubenbacher, J. Arguello, P. Mendes, An important role for periplasmic storage in Pseudomonas aeruginosa copper homeostasis revealed by a combined experimental and computational modeling study, Molecular Microbiology, 110:357–369, 2018. 
22. Konstorum, A., Lynch, M.L., Torti, S.V., Torti, F.M., Laubenbacher, R., A systems biology approach to understanding the pathophysiology of high grade serous ovarian cancer: focus on iron and fatty acid metabolism, OMICS: A Journal of Integrative Biology, 22(7):502-513, 2018. 
23. E. Dimitrova, L. Carmine, R. Laubenbacher* and L. Shapiro* (*joint last authors), The innate immune response to ischemic injury: a multiscale modeling perspective, BMC Systems Biology, 12:50, https://rdcu.be/K5TZ, 2018.
24. C. Brunson and R. Laubenbacher, Applications of network analysis to routinely collected health care data: A systematic review, J. Amer. Med. Inform. Assoc., 25(2),  2018. 
25. A. Konstorum, A. Adler, T. Vella, and R. Laubenbacher, Addressing current challenges in cancer immunotherapy with mathematical and computational modeling, J. Royal Soc. Interface, 14(131), DOI: 10.1098/rsif.2017.0240, 2017. 
26. C. Kadelka, J. Kuipers, and R. Laubenbacher, The influence of canalization on the robustness of Boolean networks, Physica D, 353-354, 39-47, 2017. 
27. C. Brunson, X. Wang, R. Laubenbacher, Effects of research complexity and competition on the incidence and growth of coauthorship in biomedicine, PLoS One, 12(3):e0173444, 2017.
28.  C. Kadelka, Y. Li, J. Kuipers, J.O. Adeyeye, R. Laubenbacher, Multistate nested canalizing functions and their networks, J. Theor. Comp. Sci., 675, 2017.
29. J. Chifman, S. Arat, Z. Deng, E. Lemler, J.C. Pino, L.A. Harris, M.A. Kochen, C.F. Lopez, S.A. Akman, F.M. Torti, S.V. Torti, R. Laubenbacher, Activated oncogenic pathway modifies iron network in breast epithelial cells: A dynamic modeling perspective, PLoS Computational Biology 13(2), 2017. 
30. G. An, B.G. Fitzpatrick, S. Christley, P. Federico, A. Kanarek, R. Miller Neilan, M. Oremland, R. Salinas, R. Laubenbacher, S. Lenhart, Optimization and control of agent-based models in biology: a perspective, Bull. Math. Biol., 79(1), 2017. 
31. D. Murrugarra, A. Veliz-Cuba, B. Aguilar, R. Laubenbacher, Identification of control targets in molecular Boolean network models via computational algebra, BMC Syst. Biol., 2016, Sep 23;10(1):94.  
32. M. Oremland, K.R. Michels, A.M. Bettina, C. Lawrence, B. Mehrad, R. Laubenbacher, A computational model of invasive aspergillosis in the lung and the role of iron, BMC Systems Biology 10:34, doi: 10.1186/s12918-016-0275-2, 2016.
33. A. Ibrahim, P. Vera-Licona, R. Laubenbacher, T. Favre, AlgoRun, a Docker-based packaging system for platform-agnostic implemented algorithms, Bioinformatics, doi:10.1093/bioinformatics/btw120, 2016.
34. J.L. Cervantes, S.J. Benjamin, Y. Chang, J. Luo, C.J. La Vake, K.L. Hawley, M. Caimano, P. Vera-Licona, R. Laubenbacher, Y. Ruan, J. Radolph, J.C. Salazar, The phagosome: Meeting point of the Myddosome, NLRs, and degraded Borrelia burgdorferi, J. Immunology 196 (1 Supplement) 131.2, May 1, 2016.
35. Tsurutani N, Mittal P, St Rose MC, Ngoi SM, Svedova J, Menoret A, Treadway FB, Laubenbacher R, Suárez-Ramírez JE, Cauley LS, Adler AJ, Vella AT, Costimulation Endows Immunotherapeutic CD8 T Cells with IL-36 Responsiveness during Aerobic Glycolysis, J Immunol., 196(1):124-34, 2016.
36. M.G. Brandon, B.A. Howard, C.B. Lawrence, R. Laubenbacher, Iron acquisition and oxidative stress response in Aspergillus fumigatus, BMC Systems Biology, 9 (19), 2015, doi: 10.1186/s12918-015-0163-1.
37. S. Arat, J. Bullerjahn, R. Laubenbacher, A network biology approach to denitrification in Pseudomonas aeruginosa, PLoS One 10 (2), 2015. 
38.  A. Veliz-Cuba, B. Aguilar, R. Laubenbacher, Dimension reduction of large sparse AND-NOT network models, Electronic Notes in Theorical Computer Science 316, 83-95, 2015.
39. M. Oremland and R. Laubenbacher, Optimal harvesting for a predator-prey agent-based model using difference equations, Bull. Math. Biol., 77 (3), 434-459, 2015.
40. A. Veliz-Cuba, B. Aguilar, F. Hinkelmann, R. Laubenbacher, Steady state analysis of Boolean molecular network models via model reduction and computational algebra, BMC Bioinformatics, 15:221, 2014. 
41. A.S. Jarrah, F. Castiglione, N.P. Evans, R.W. Grange, and R. Laubenbacher, A mathematical model of skeletal muscle disease and immune response in the mdx mouse, BioMed Research International, http://dx.doi.org/10.1155/2014/871810, 2014.
42. P. Vera-Licona, A.S. Jarrah, L.D. Garcia-Puente, J. McGee, R. Laubenbacher, An algebra-based method for inferring gene regulatory networks, BMC Systems Biology 8:37, doi:10.1186/1752-0509-8-37, 2014 (chosen as one of “Editor’s Picks”).
43. M. Oremland and R. Laubenbacher, Using difference equations to find optimal tax structures on the SugarScape, J. Economic Interaction and Coordination 9 (2), 233-253, 2014.
44. M. Oremland and R. Laubenbacher, Optimization of agent-based models: scaling methods and heuristic algorithms, J. Artificial Societies and Social Simulation 17 (2) 6, 2014. 
45. R. Laubenbacher, F. Hinkelmann, D. Murrugarra, and A. Veliz-Cuba, Algebraic models and their use in systems biology, in Discrete and Topological Models in Molecular Biology, N. Jonoska and M. Saito (eds.), Springer Verlag, NY, 2014.
46. J.C. Brunson, S. Fassino, A. McInnes, M. Narayan, B. Richardson, C. Frank, P. Ion, and R. Laubenbacher, Evolutionary events in a mathematical sciences research collaboration network, Scientometrics, 99 (3), 973-998, 2013. 
47. A. Veliz-Cuba, D. Murrugarra, and R. Laubenbacher, Structure and dynamics of acyclic networks, Discrete Event Dynamic Systems, DOI 10.1007/s10626-013-0174-2, 2013.
48. W. Sha, A. Martins, R. Laubenbacher, P. Mendes, and V. Shulaev, The genome-wide early temporal response of Saccaromyces cerevisiae to oxidative stress induced by cumene hydroperoxide, PLoS One, 8, 2013, doi: 10.1371/journal.pone.0074939.
49. Y. Li, D. Murrugarra, J.O. Adeyeye, and R. Laubenbacher, The number of canalyzing functions over any finite set, Open J. of Discrete Math., 3 (3), 130-136, 2013.
50. C. Kadelka, D. Murrugarra, and R. Laubenbacher, Stabilizing gene regulatory networks through feedforward loops, Chaos, 23 (2), DOI: 10.1063/1.4808248, 2013.
51. Y. Li, J.O. Adeyeye, D. Murrugarra, B. Aguilar, R. Laubenbacher, Boolean nested canalizing functions: a comprehensive analysis, J. Theor. Comp. Sci., 481, 24-36, 2013.
52. A. Veliz-Cuba, K. Buschur, R. Hamerschock, A. Kniss, E. Wolff, R. Laubenbacher, AND-NOT logic framework for steady state analysis of Boolean network models, Appl. Math. Inf. Sci., 7 (4), 2013.
53. J.O. Adeyeye, Y. Li, I.J. Williams, J.D. Green, and R. Laubenbacher, Monomial dynamical systems over Fq with bidirectional cycle dependency graph, Far East Journal of Dynamical Systems, 20 (2) 77-93, 2012.
54. R. Laubenbacher, F. Hinkelmann, and M. Oremland, Agent-based models and optimal control in biology: a discrete approach, in R. Robeva and T. L. Hodge (eds.), Mathematical Concepts and Methods in Modern Biology, Elsevier, Jan 2013.
55. F. Hinkelmann and R. Laubenbacher, Finite Fields in Biology, in G. Mullen and D. Panario (Eds.), Handbook of Finite Fields, CRC Press, Boca Raton, FL, 2013.
56. D. Murrugarra, A. Veliz-Cuba, B. Aguilar, S. Arat, and R. Laubenbacher, Modeling stochasticity and variability in gene regulatory networks, EURASIP J. Bioinf. and Sys. Biol., 2012:5. 
57. D. Murrugarra and R. Laubenbacher, The Number of Multistate Nested Canalyzing Functions, Physica D, 241, 929-938, 2012.
58. J. Chifman, A. Kniss, P. Neupane, I. Williams, B. Leung, P. Mendes, V. Hower, F.M. Torti, S.A. Akman, S.V. Torti, and R. Laubenbacher, The core control system of intracellular iron homeostasis: a mathematical model, J. Theor. Biol., 300, 91-99, 2012.
59. A. Veliz-Cuba and R. Laubenbacher, On the computation of fixed points in Boolean networks, J. Appl. Math. Comp. 39 (1-2), 145-153, 2012.
60. D. Murrugarra and R. Laubenbacher, Regulatory patterns in molecular interaction networks, J. Theor. Biol., 288, 66-72, 2011.
61. F. Hinkelmann, M. Brandon, B. Guang, R. McNeill, G. Blekherman, A. Veliz-Cuba, and R. Laubenbacher, ADAM: Analysis of the Dynamics of Algebraic Models of Biological Systems using Computer Algebra, BMC Bioinformatics, 12:295, 2011. 
62. R. Laubenbacher, A systems biology approach to cancer drug discovery; in Dubitzky W., Wolkenhauer, O., Cho K.-H., Yokota H. (Eds), Encyclopedia of Systems Biology, Springer Verlag, New York, 2011.
63. D .Cortes, W. Shah, V. Hower, G. Blekherman, R. Laubenbacher, S. Akman, S. Torti, V. Shulaev, Differential gene expression in normal and transformed human mammary epithelial cells in response to oxidative stress, Free Radical Biology and Medicine, 50 (11) 1565-1574, 2011. 
64. G. Blekherman, R. Laubenbacher, D. Cortes, P. Mendes, F. Torti, S. Akman, S. Torti, and V. Shulaev, Bioinformatics tools for cancer metabolomics, Metabolomics, 7 (3) 329-243, 2011 (featured on journal cover).
65. F. Hinkelmann, D. Murrugarra, A. Jarrah, and R. Laubenbacher, A mathematical framework for agent-based models of complex biological networks, Bull. Math. Biol. 73 (7), 1583-1603, 2011.
66. E. Dimitrova, L.D. Garcia, F. Hinkelmann, A. Jarrah, R. Laubenbacher, B. Stigler, M. Stillman, P. Vera-Licona, Parameter estimation for Boolean models of biological systems, J. Theor. Comp. Sci. 412, 2816-2826, 2011.
67. F. Hinkelmann and R. Laubenbacher, Boolean models of bistable biological systems, Discrete and Cont. Dynamical Systems 4 (6), 1414-1456, 2011.
68. A. Veliz-Cuba, A.S. Jarrah, R. Laubenbacher, Polynomial Algebra of Discrete Models in Systems Biology, Bioinformatics, 26, 1637-1643, 2010.
69. R. Laubenbacher and D. Pengelley, “Voici ce que j’ai trouvé:” Sophie Germain’s grand plan to prove Fermat’s Last Theorem, Historia Mathematica, 37 (4) 641-692, 2010.
70. E. Dimitrova, P. Vera-Licona, J. McGee, R. Laubenbacher, Discretization of time series data, J. Comp. Biol., 17 (6), 853-868, 2010.
71. A. Jarrah, R. Laubenbacher, A. Veliz-Cuba, The dynamics of conjunctive and disjunctive Boolean network models, Bull. Math. Biol., 72 (6), 1425-1447, 2010.
72. R. Robeva and R. Laubenbacher, Mathematical biology education: beyond calculus, Science 325, No. 5940, pp. 542-543, July 31, 2009. 
73. R. Laubenbacher and A. Jarrah, Algebraic models in systems biology, Methods in Enzymology, 467, 163-196, 2009.
74. R. Laubenbacher, V. Hower, A. Jarrah, S. V. Torti, V. Shulaev, P. Mendes, F. M. Torti, and S. Akman, A systems biology view of cancer, Biochim Biophys Acta, 2009, 1796(2):129-39.
75. R. Laubenbacher, A. S. Jarrah, E. Dimitrova. B. Stigler, and P. Vera-Licona, System identification for discrete polynomial models of gene regulatory networks, System Identification, 15(1): 29-41, 2009. 
76. V. Hower, P. Mendes, F. M. Torti, R. Laubenbacher, S. Akman, V. Shulaev, and S. V. Torti, A General Map of Iron Metabolism and Tissue-specific Subnetworks, Molecular Biosystems 5 (5) 422-443, 2009.
77. R. Laubenbacher and B. Sturmfels, Computer algebra in systems biology, The American Mathematical Monthly, 116, 882-891, 2009.
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· A mathematical framework for agent based models of complex biological networks, MAA PREP Workshop on “Mathematical Biology: Beyond Calculus.” Sweet Briar College, Sweet Briar, VA, June 13.
· Trends in symbolic computation development and applications, panelist, 17th International Conference on Applications of Computer Algebra (ACA), Houston, TX, June 28.
· Algebraic computation in bioinformatics and systems biology, plenary address, 17th International Conference on Applications of Computer Algebra (ACA-2011), Houston, TX, June 29.
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· Cancer Systems Biology, New Mexico Center for Spatiotemporal Modeling of Cell Signaling, University of New Mexico, September 8.
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· Nested canalyzing polynomial dynamical systems, Special Session on Applications of Algebraic Geometry, Amer. Math. Soc. Joint Mathematics Meetings 2010, San Francisco, CA, January 17.
· The relationship between structure and dynamics in biological networks, Western Michigan University, Kalamazoo, MI, March 25.
· Mathematics-aided medicine, Café Scientifique, Blacksburg, VA, March 29.
· Cancer Systems Biology, Jackson State University, Jackson, MS, April 29.
· Mathematical Biology Education: Beyond Calculus, Keynote Address, Math. Assoc. Amer. Workshop on Mathematical Biology, Sweet Briar College, Sweet Briar, VA, June 14.
· Algebraic models in systems biology, Plenary Lecture, Workshop for Young Researchers in Mathematical Biology, Mathematical Biosciences Institute, Columbus, OH, September 1.
· Mathematics and the public in the U.S.A., Workshop on “Raising Public Awareness of Mathematics,” Obidos, Portugal, September 27.
· Mathematics and the Systems Biology of Cancer, Minicourse, Annual meeting of the Society for the Advancement of Chicanos and Native Americans in Science, Anaheim, CA, September 30.
· Toward a predictive model of iron metabolism, Marie Curie Cancer Center, Paris, France, October 15.
· Training in Cancer Systems Biology, Annual Meeting of the Cancer Biology Training Consortium, Tuscon, AZ, November 5.
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· Kids’ Tech University, Arizona State University, November 30.
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· Algebraic Methods in Systems Biology, Amer. Mathematical Society, Plenary Address - Spring Southeastern Sectional Meeting, North Carolina State University, Raleigh, NC, April 4.
· Experience in developing collaborations with MSI (particularly HBCUs) with VBI, Achieving Inclusive Excellence in Grant Proposals Workshop, Virginia Tech, May 6.
· Reverse-engineering in systems biology (short course), Instituto Gulbenkian de Ciencia (IGC), Lisbon, Portugal, May 18-21.
· Algebraic models in systems biology, Mathematical Applications Seminar series, George Washington University, Washington, D.C., May 28.
· Discrete models of gene regulation networks, Plenary address, 15th International Conference on DNA Computing and Molecular Programming, University of Arkansas, Fayetteville, AR, June 10.
· Parameter estimation for algebraic models, Emerging Modelling Methodologies in Medicine and Biology, International Centre for Mathematical Sciences, Edinburgh, Scotland, July 21.
· Experimental design and biochemical network inference, Annual Meeting of the American Statistical Society, Washington, D.C., August 3.
· The relationship between dynamics and structure of biological networks, 47th IEEE Allerton Conference on Communication, Control, and Computing, Urbana-Champaign, IL, Sept. 30.
· The relationship between dynamics and structure of biological networks, Southern Methodist University, Dallas, TX, Oct 14.
· Cancer systems biology, National Conference of the Society for the Advancement of Chicanos and Native Americans in Science (SACNAS), Dallas, TX, Oct 16.
· Careers in computational biology, Norfolk State University, Norfolk, VA, Nov. 18.
· A predictive model for the regulation of mammalian iron metabolism, Harvard Medical School, Boston, MA, December 4.

2008
· Metabolic fingerprinting of breast cancer, Department of Biostatistics, Bioinformatics and Biomathematics, Georgetown University Medical School, Washington, DC.
· Design of experiments and biochemical network inference, Department of Statistics, University of Kentucky, Lexington, KY.
· Algebraic Methods in Systems Biology, University of Marburg, Germany.
· An introduction to systems biology, Statistical and Applied Mathematical Sciences Institute (SAMSI), Durham, NC.
· Algebraic Methods in Systems Biology, Department of Mathematics, Georgia Tech, Atlanta, GA.
· Computer Algebra Methods for the Inference of Biochemical Networks, Department of Mathematics, NC State University, Raleigh, NC.
· The Dynamics of Conjunctive Boolean Networks, Discrete Models of Biological Networks Workshop, Institut de Mathématiques de Luminy, Marseille, France.
· Algebraic Methods in Systems Biology, Institut des Hautes Études Scientifiques (IHÉS), Paris, France.
· Undergraduate Research Panel, Blackwell-Tapia Conference, SAMSI, Research Triangle Park, NC.
· Data analysis for molecular fingerprinting of breast cancer, American Mathematical Society (AMS) Joint International Meeting, Fudan University, Shanghai, China.
· Algebraic Models in Systems Biology, Shanghai Jiao Tong University, China.

2007
· Parametric Inference of Biochemical Network Models, SIAM Minisymposium on Mathematical Modeling of Complex Systems in Biology, Annual Joint Meetings of the AMS-MAA-SIAM, New Orleans, LA.
· Parametric Inference of Biochemical Network Models, Keynote lecture, 2nd Bioinformatics Research Symposium, Clemson University, Clemson, SC.
· Polynomial dynamical systems over finite fields, with applications to modeling and simulation of biological networks, IMA Workshop on Applications of Algebraic Geometry to Biology, Dynamics, and Statistics, University of Minnesota, Minneapolis, MN.
· Biochemical network inference, FLAD Computational Biology Collaboratorium (FCBC) at the Instituto Gulbenkian de Ciencia (IGC), Lisbon, Portugal.
· Algebraic Methods in Systems Biology, Applied Mathematical Sciences Summer Institute (AMSSI)  California State Polytechnic University, Pomona, CA.
· The Role of Mathematics in Systems Biology, Second Argentinian Summer School in Biomathematics (BIOMAT), Córdoba, Argentina.
· Discrete Models of Biochemical Networks: The Toric Variety of Nested Canalyzing Functions. Algebraic Biology 2007, Research Institute for Symbolic Computation (RISC), Linz, Austria. 
· A mathematical formalism for agent-based modeling, Discrete Mathematics and Algorithms Conference, Clemson University, Clemson, SC.
· Complexity in biological systems, Cyber-Enabled Discovery and Innovation (CDI) Workshop, Statistical and Applied Mathematical Sciences Institute (SAMSI), Research Triangle Park, NC.
· Graduate studies in computational biology, The Institute for Math Biology Education and Research (TIMBER), Appalachian State University, Boone, NC.

2006
· A Computational Algebra Approach to the Reverse-engineering of Biochemical Networks, Chinese Academy of Sciences, Shanghai, China.
· Algebraic Models in Systems Biology, Rutgers University, New Brunswick, NJ.
· Discrete Models in Epidemiology, Summer School - Mathematical Modeling in Epidemiology, San Salvador, El Salvador.
· Finite Dynamical Systems, Clemson University, Clemson, SC.
· Mathematical Methods in Computational Biology, Annual Meeting of the Soc. for the Advancement of Native Americans and Chicanos in Science (SACNAS).
· A Computational Algebra Approach to Yeast Systems Biology, Center for Genomics, Cuernavaca, Mexico.

2005
· A Computational Algebra Approach to the Reverse Engineering of Gene Regulatory Networks, Eastern Michigan University, Ypsilanti, MI.
· System identification of biochemical networks, Summer School on Nanoscience and Systems Biology, University of Munich, Germany.
· System identification of biochemical networks using discrete models, Fourth Workshop on the Computation of Biochemical Pathways and Genetic Networks, European Media Lab, Heidelberg, Germany.
· Algebraic Models in Systems Biology, 1st Intl. Conference on Algebraic Biology, Tokyo, Japan.
· Algebraic Models in Systems Biology, Academia Sinica, Taiwan, Taipeh.
· Mathematical Methods in Computational Biology, First Argentinian Summer School in Biomathematics (BIOMAT), Cordoba, Argentina.
· A Computational Algebra Approach to Reverse-engineering of Biochemical Networks, IMPA, Rio de Janeiro, Brazil.


2004
· Mathematical Models of Biochemical Networks: a case study, Bioinformatics Colloquium, Ludwig-Maximilians University, Munich, Germany.
· Mathematics Methods in Bioinformatics, Society for Advancement of Chicanos and Native Americans in Science (SACNAS) conference, Austin, TX.
· An Optimal Control Problem for in vitro Virus Competition, 43rd IEEE Conference on Decision and Control, Bahamas.
· Discrete Models of Biochemical Networks, Free University Amsterdam, Netherlands.
· Finite Dynamical Systems: A Mathematical Foundation for Simulation Science, Univ. Western Ontario, Canada. 
· Finite Dynamical Systems: Theory and Practice, 16th Intl. Symposium on Mathematical Theory of Networks and Systems, Leuven, Belgium.

2003
· A Computational Algebra Approach to the Modeling of Biochemical Systems, Univ. Buenos Aires, Argentina.
· A Computational Algebra Approach to the Modeling of Biochemical Systems, Univ. of Cordoba, Argentina.
· A Computer Algebra Approach to the Modeling of Biochemical Systems, Plenary address, International Symposium on Symbolic and Algebraic Computation (ISSAC), Drexel University, Philadelphia, PA.
· Modeling of Biochemical Networks, ISSAC, Drexel University, Philadelphia 
· The Need for Data to Fit Models, NIEHS Workshop on Systems Biology, Research Triangle Park, NC.
· Polynomial Models of Finite Dynamical Systems, Institute for Mathematics and its Applications, Minneapolis, MN.
· Open Problems in Algebraic Statistics, American Institute for Mathematics, Palo Alto, CA.
· Mathematics in the Age of Networks, Virginia Tech, Blacksburg, VA.
· Finite Dynamical Systems: theory and practice, Stanford University, Palo Alto, CA.
· A Mathematical Foundation for PathSim: a rule-based spatial model of immune response to viral pathogens, Ohio State University, Columbus, OH.
· Symbolic Computation Methods in Computational Biology,  Technical University, Munich, Germany.
· Computer Simulation and Biological Systems, Plenary address, Mathematics Conference of the Puerto Rican Math Society, Ponce, Puerto Rico.
· Computer Simulation of Immune Response to EBV Infection, NIAID workshop, National Institutes of Health, Bethesda, MD.
· Reverse Engineering of Gene Regulatory Networks, University of Munich, Germany
· Reverse-Engineering of Biological Networks, Virginia Tech, Blacksburg, VA.

2002
· A New Combinatorial Homotopy Theory of Graphs, University of Western Ontario, New London, Canada.
· Oh What a Tangled Web We Weave: The Age of Networks, Biever Lecture, Loyola University, New Orleans, LA.
· Polynomial Methods for Reverse-Engineering of Biochemical Networks, University of California, Berkeley, CA.
· Polynomial Methods in Mathematical Biology, Virginia Tech, Blacksburg, VA.
· A Categorical Framework for Sequential Dynamical Systems, SIAM Conf. on Discrete Mathematics, San Diego, CA.

SERVICE TO THE PROFESSION

Offices Held
· Member, Publications Committee, Society for Mathematical Biology, 2021-2024
· Founding Director, Connecticut Pain Consortium, 2018-2020
· Secretary, AAAS Section A (Mathematics) 2018-2022
· Member, Amer. Math. Soc. Liaison Committee to AAAS, 2017-present
· Vice President for Science Policy, Society for Industrial and Applied Mathematics, 2009-2013
· Chair, Committee on Science Policy, Society for Industrial and Applied Mathematics, 2009-2013
· Member, Committee on Science Policy, Society for Industrial and Applied Mathematics, 2009-2019
· Member, Society for Industrial and Applied Mathematics, Committee on Committees, 2008-2009

Editorial Boards/Advisory Boards
· Editor-in-Chief, Bulletin of Mathematical Biology, 2016-present
· Member, Editorial Board, BMC Systems Biology, 2013-present
· Member, Editorial Board, Journal of Algebra, 2008-2018
· Member, Editorial Board, Bulletin of Mathematical Biology, 2008-2016
· Member, Editorial Board, Journal of Symbolic Computation, 2003-present
· Member, Editorial Board, Applied Mathematical Sciences book series, Springer Verlag 
· Member, Editorial Board, Mathematical Modelling: Theory and Applications book series, Springer Verlag
· Member, Advisory Board, “Multiscale Immune System Simulator for the Onset of Type 2 Diabetes, European Framework 7 project coordinated by Consiglio Nazionale della Ricerche, Italy, 2013-2017
· Member, Host-Pathogen Working Group, Malaria Host-Pathogen Interaction Center, Emory University, 2013-2017
· Member, Steering Committee, Visual Analytics in Biology Curriculum Network, Jackson State University, Jackson, MS, NSF funded, 2011-2013.
· Member, Scientific Advisory Committee, Mathematical Biosciences Institute, Ohio State University, 2011-2013
· Member, Steering Committee for Activity Group in Algebraic Geometry, Society for Industrial and Applied Mathematics (SIAM)
· Editor, Special issue, Bull. Math. Biol. 73, 2011, Algebraic Methods in Mathematical Biology.
· Co-editor, Special issue on “Biomathematics: Newly developed applied mathematics and new mathematics arising from biosciences,” Discrete and Continuous Dynamical Systems, Dec. 2011.
· Member, Minority Serving Institutions Advisory Council, Virginia Tech, 2008-2009
· Member, Systems Biology Working Group, NIAID Advisory Panel to five Pathosystems Biology Centers, 2009-2013.
· Member, External Advisory Committee, Alliance for the Advancement of Biomedical Research Excellence in Puerto Rico (AABRE-PR) 2005-present
· Member, Steering Committee, Interdepartmental Ph.D. Program “Genetics, Bioinformatics, and Computational Biology,” Virginia Tech, 2003-2013
· Member, External advisory committee to the NIH-funded Biomedical Research Infrastructure Network, University of Puerto Rico, 2003-2006

Other Selected Professional Service
· Ad hoc member, NIH Study Section on Mathematical Analysis of Biological Systems, February 2021.
· Co-founder and co-lead, NIH IMAG/MSM Working Group on Multiscale Modeling and Viral Pandemics, 2020-present.
· Course Director, Computational Biology and Bioinformatics, Special topics course, UConn School of Medicine, Fall 2017, Spring 2019, Spring 2020.
· Member, MIRA Study Section, NIGMS, 2016.  
· Co-Instructor, Topics in Scientific Computation, Special topics course, University of Connecticut, Storrs, 2015, 2019
· Seminar leader, NSF REU Summer Institute in Mathematics for Undergraduates, Uconn Health, summer 2015-2017.
· Member, Study Section on Multiscale Modeling, NIBIB, 2014, 2016, 2018, 2019.
· Ad hoc member, NIH “Modeling and Analysis of Biological Systems (MABS)” Study Section, 2013-2019.
· Ad hoc member, NIAID Study Section, Omics Technologies for Predictive Modeling of Infectious Diseases, February 2013.
· Ad Hoc Member, Study Section on Cancer Genetics, National Cancer Institute, October 2010.
· Expert witness at Congressional Hearing on 21st Century Biology, Subcommittee on Research and Education of the House Committee on Science and Technology, June 29, 2010.
· Member, Study Section on Biological Data Management and Analysis, National Institute for General Medical Sciences, 2010.
· Founder and President of Kids’ Tech University (http://kidstechuniversity.org), 2009-present.
· Member, Study Section on Molecular Oncology, National Cancer Institute, 2009.
· Seminar leader, NSF REU Summer Institute in Mathematics for Undergraduates, Virginia Tech, summer 2008-2013.
· Reviewer for National Science Foundation, National Institutes of Health, and National Academy of Sciences.
· Reviewer for various mathematical and scientific journals.
· Seminar leader, NSF REU Summer Institute in Mathematics for Undergraduates, University of Puerto Rico, summer 2000, 2001.
· Co-teacher of MAA minicourse at 1995 National Meetings of AMS/MAA on “Teaching with Original Sources”.

Program & Conference Organization
· Moderator, Panel Discussion on Mathematics and Medicine, 2021 Annual Meeting of the Society for Mathematical Biology.
· Member, Scientific Committee, 2021 Annual Meeting of the Society for Mathematical Biology, 2021.
· Member, Program Committee, International Conference on Systems Biology, Hartford, 2020
· Member, Foundations of Computational Mathematics 2020 (FoCM2020), Organizing Committee for Workshop on Computational Mathematical Biology with Emphasis on the Genome, Vancouver, 2020
· Member, Scientific Committee, Workshop on Qualitative Computational Modeling of Biological Networks, International Conference on Systems Biology, Okinawa, 2019
· Member, Organizing and Scientific Committees, 2020 International Conference on Systems Biology
· Member, International Advisory Board, Third International Conference on Mathematics and Statistics, American University of Sharjah, UAE, 2020
· Member, Organizing Committee, Workshop on Computational Mathematical Biology With Emphasis on the Genome, Foundations of Computational Mathematics (FoCM2020), Vancouver, 2020
· Organizer (together with M. Alber), Scientific Symposium, “Mathematical modeling of diseases: Translational approaches.” AAAS Annual Meeting, Washington, DC, February 15, 2019
· Chair, Organizing Committee, Symposium on “A Precision Medicine Approach to Pain,” Jackson Laboratory for Genomic Medicine, November 30, 2017.
· Member, Program Committee, 15th Conference on Computational Methods for Systems Biology, Sept. 27-29, 2017, Darmstadt, Germany.
· Member, Program Committee, 12th International Conference on Computational Methods in Systems Biology, University of Manchester, Manchester, England, 2014.
· Member, Program Committee, 5th International Workshop on Static Analysis and Systems Biology, Munich, Germany, 2014.
· Co-chair, International Conference on Cell Biology, Virginia Tech, 2013.
· Member, Program Committee, 2012 RECOMB Conference on Regulatory and Systems Genomics, with DREAM Challenges, San Francisco.
· Member, Program Committee, SIAM Conference on Applications of Algebraic Geometry, Colorado State U., 2013.
· Co-organizer, Working Group on Optimal Control of Agent-based Models, National Institute for Mathematical and Biological Synthesis (NIMBioS), University of Tennessee, 2011-2013.
· Member, Program Committee, 21st International Conference on Database and Expert System Applications, 2010.
· Member, Organizing Committee, workshop on “Bootcamp on Cancer Modeling,” Mathematical Biosciences Institute, Ohio State University, September 2010.
· Member, Organizing Committee, workshop on “Mathematical Developments Arising from Biology,” Mathematical Biosciences Institute, Ohio State University, Nov. 2009.
· Member, Organizing Committee, 2011-2012 program on “Stochastics in Biological Systems,” Mathematical Biosciences Institute, Ohio State University.
· Member, Organizing Committee, workshop on “Optimal Control and Optimization for Individual-based and Agent-based Models,” National Institute for Mathematical and Biological Synthesis, University of Tennessee (NIMBioS), Dec. 2009.
· Program Leader, Program on Algebraic Methods in Systems Biology and Statistics, Statistical and Applied Mathematical Sciences Institute, Research Triangle Park, NC, 2008-2009.
· Co-organizer, Special Session on “Combinatorics and Discrete Dynamical Systems,” 1st Joint Intl. Meeting of AMS and Shanghai Mathematical Soc., Shanghai, China, 2008.
· Co-organizer, Special Session on “Biomathematics: Newly Developed Applied Mathematics and New Mathematics Arising from Biosciences,” 1st Joint Intl. Meeting of AMS and Shanghai Mathematical Soc., Shanghai, China, 2008.
· Member, Program Committee, 2nd International Conference on Bioinformatics Research and Development (BIRD), Vienna, Austria, 2008. 
· Member, Program Committee, Mathematical Theory of Networks and Systems (MTNS), 2008.
· Member, Program Committee, RECOMB Systems Biology, 2007-present
· Co-organizer, 1st Canadian Discrete & Algorithmic Mathematics Conf. (CanaDAM), Alberta, Canada, 2007.
· Co-organizer, Atlantic Coast Conf. on Mathematics in the Life & Biological Sciences, Virginia Tech, 2007.
· Member, Program Committee, 9th Annual Computational Genomics Conference, Baltimore, 2006.
· Organizer, AMS Short Course on Mathematical Methods in Computational Biology, AMS-MAA-SIAM Joint Meetings, San Antonio, 2006.
· Co-organizer and co-principal lecturer, MSRI Graduate Summer Workshop on Mathematical Methods in Computational Biology, 2006.
· Member, Program Committee, First International Conference on Algebraic Biology, Tokyo, 2005.
· Organizer, session on genetic networks, International Symposium on the Mathematical Theory of Networks and Systems (MTNS), University of Notre Dame, 2002.
· Co-organizer, Joint U.S.-Canadian Conference on Symbolic Computational Algebra, Waterloo, Ontario, 2002.
· Member, Program Committee, International Symposium on Symbolic & Algebraic Computation(ISSAC) 2001.
· Co-organizer, AMS-SIAM summer conf. “Symbolic Computation and Polynomial System Solving,” 2000.
· Organizer, conference on “Cryptography as a Teaching Tool,” for NM high school teachers, 1998.
· Co-organizer of an AMS Special Session on Computational Algebraic Geometry, Joint Annual Meetings of the AMS/MAA/SIAM, San Diego, January 1997.
· Co-organizer of 22nd NMSU Holiday Symp. on “Rewriting techniques and Gröbner bases,” January 1996.
· Co-organizer of a contributed paper session on “Teaching with Original Sources” at the 1995 National Meetings of the AMS/MAA.
· Co-organizer of 21st NMSU Holiday Symposium on “Gröbner Bases and Convex Polytopes,” December 1994.

Professional Memberships
· American Association for the Advancement of Science
· American Mathematical Society
· Society for Industrial and Applied Mathematics
· Association for Women in Mathematics
· Society for Mathematical Biology
· International Society for Systems Biology 



TRAINING

Graduate Students
Current
Name 	Grad.	Program	Institution
Yara Skaf	2023		M.D./Ph.D.		UConn Health/U Florida
Joseph Masison	2021		M.D./Ph.D.		UConn Health

Former
Name 	Grad.	Current Position	Institution
Bandita Adhikari	2021		Postdoctoral Fellow	Univ. Pennsylvania 
Russell Posner	2019		M.D./Ph.D.		UConn Health
Ulysses Andrews	2016		Internal Consultant	Private Industry
Seda Arat	2015		Senior Scientist	Pfizer
Claus Kadelka	2015		Assistant Professor	Iowa state university
Shernita Lee	2014		Director		Virginia Tech
Matt Oremland	2013		Staff Scientist		Regeneron
Ariane Hofmann	2012		Ph.D. student	 	Biosys. Sci., ETH Zuerich
David Murrugarra	   2012		Professor		University of Kentucky
Franziska Hinkelman	   2011		Staff Scientist		Google
Alan Veliz-Cuba	   2010		Associate Professor	University of Dayton, OH
Paola Vera-Licona	2007		Assistant Professor	UConn Health
Elena Dimitrova	2006		Professor		CalPoly, San Luis Obispo,
								Mathematical Sciences 

Brandylin Stigler 	2005	Professor 		Southern Methodist University, 
						Department of Mathematics

Dustin Potter	2005             Real Estate Investor

Omar Colón-Reyes		2005		Associate Professor	Univ. of Puerto Rico (Mayaguez), 
								Department of Mathematics

Luis Garcia-Puente	2004             Professor	Colorado College, Dept. of Mathematics

Abdul Jarrah	2002		Professor		American University, Sharjah, UAE
	
Karen Schlauch	1998	Professor		University Nevada–Reno, 
		Department of Biochemistry & Molecular Biology

Xenia Kramer	1996		Senior Research 	Private Industry
				Scientist
	
Cynthia Woodburn		1994		Professor		Pittsburg State University, 								Department of Mathematics 


Postdoctoral Fellows
Current   
Name 	Current Position	Dates of Training	Institution
Henrique de Assis	Postdoctoral Fellow	2019-2022	UConn Health/U Florida
Melody Walker	Postdoctoral Fellow	2021-2023	University of Florida

Former   
Name 	Current Position	Dates of Training	Institution
Lokendra Poudel	Postdoctoral	2019-2020	UConn Health
Sherli Chenthittayil	Postdoctoral	2017-2020	UConn Health	
Luis Sordo Vieira	Postdoctoral	2018-2019	Jackson Laboratory
Cory Brunson	Postdoctoral 	2014-2019	UConn Health
Anna Konstorum	Postdoctoral 	2015-2019	Institute for Defense Analysis	
Byoungkoo Lee       Postdoctoral	          2016-2017		Jackson Laboratory 
Sook Ha	Asst. Professor 	2013-2016	Virginia Military Institute 
Anael Verdugo	Assoc. Professor	2012-2013	UC Fullerton 
Greg Blekherman	Assoc. Professor 	2009-2010	Georgia Tech
Julia Chifman	Asst. Professor	2009-2013	American University 
	Washington DC
Valerie Hower	Assoc. Professor 	2008-2009	Miami University

BUSINESS EXPERIENCE
Co-founder and Chief Scientific Officer, 3RBiosystems, 10755 Scripps Poway Pkwy 456, San Diego, CA 92131.

The company was incorporated in 2012. Its focus is the development and application of a systems biology platform for diagnostics and prognostics related to cancer immunotherapy. 


MEDIA COVERAGE
UF Health researcher plans for next big step in medicine – human digital twins, University of Florida Health press release, March 22, 2021
https://ufhealth.org/news/2021/uf-health-researcher-plans-next-big-step-medicine-human-digital-twins

Micro-RNAs keep stem cells from growing up too fast, UConn Today, December 19, 2019
https://today.uconn.edu/2019/12/micro-rnas-keep-stem-cells-growing-fast/#

Using mathematical modeling to target infections, Jackson Laboratory for Genomic Medicine Press Release, September 4, 2018
https://www.jax.org/news-and-insights/2018/september/using-mathematical-modeling-to-target-infections

New $3M NIH Grant Targets Respiratory Infections With Mathematical Modeling, UConn Today, September 4, 2018
https://today.uconn.edu/school-stories/new-3m-nih-grant-targets-respiratory-infection-mathematical-modeling/

Ovarian cancer cells hoard iron to fuel growth, UConn Today, August 15, 2018
https://today.uconn.edu/2018/08/ovarian-cancer-cells-hoard-iron-fuel-growth/

CT scientists want pain research to finally get its due, and funding, Hartford Business Journal, July 16, 2018
http://www.hartfordbusiness.com/article/20180716/PRINTEDITION/307129945/1004?utm_source=enews&utm_medium=HBJToday&utm_campaign=Monday

UConn Health and Jackson Lab to Collaborate on Statewide Pain Consortium, Hartford Courant, July 12, 2018
http://www.courant.com/education/hc-ct-pain-consortium-uconn-health-jackson-20180705-story.html

First of its kind pain consortium, UConn press release, June 28, 2018
https://health.uconn.edu/quantitative-medicine/2018/06/28/first-of-its-kind-pain-consortium/

Controlling biofilms with predictive mathematical models, UconnToday, May 7, 2018
https://today.uconn.edu/school-stories/controlling-biofilms-predictive-mathematical-models/

UConn Health/JAX faculty wins $2.7M grant to develop better tools for biomedical modeling, October 8, 2017. https://ip.uconn.edu/news/230/UConn%20Health%2FJAX%20faculty%20wins%20%242.7M%20grant%20to%20develop%20better%20tools%20for%20biomedical%20modeling

Interview with Melinda Lanius, in the Notices of the American Mathematical Society, 64 (5), 456-460, May 2017.

“Thank you, Sophie, and I’m sorry,” Scientific American, April 1, 2017.
https://blogs.scientificamerican.com/roots-of-unity/thank-you-sophie-and-im-sorry/

“On Pi Day, Computational Biologists Share What They Love About Math,” Biomedical Beat, NIGMS, March 14, 2017
https://biobeat.nigms.nih.gov/2017/03/on-pi-day-computational-biologists-share-what-they-love-about-math/

UConn Health “Faculty Spotlight,” January 2017
http://cqm.uchc.edu/2017/01/13/dr-reinhard-laubenbacher-features-in-winter-2017-series-faculty-spotlight/

“UConn/JAX forum emphasizes team work,” UConn Today, March 17, 2016
http://today.uconn.edu/2016/03/uconn-jax-forum-emphasizes-teamwork/

“Laubenbacher named Editor-In-Chief of Bulletin of Mathematical Biology,” UConn Today, February 9, 2016
http://today.uconn.edu/school-stories/laubenbacher-named-editor-in-chief-of-bulletin-of-mathematical-biology/

UConn Health commercial, January 28, 2016, https://www.youtube.com/watch?v=khWUwbPzofY

“UConn health scientist named AAAS fellow,” Hartford.Business.com, January 25, 2016
http://www.hartfordbusiness.com/article/20160125/PRINTEDITION/301219926/101424

“UConn Health/JAX scientist named AAAS fellow,” UConn Today, November 24, 2015, 
http://today.uconn.edu/2015/11/uconn-healthjax-scientist-named-aaas-fellow/?utm_source=feedburner&utm_medium=email&utm_campaign=Feed%3A+uconn-today+%28UConn+Today%29
“Data science and the future of medicine.” Interview by General Electric Media Office, October 2014,
https://www.youtube.com/watch?v=mmao2MxACyo


All hands on deck: getting kids excited about STEM, H. Korbey, KQED Mindshift, September 2013, 
http://blogs.kqed.org/mindshift/2013/09/all-hands-on-deck-getting-kids-excited-about-stem/

First JAX Genomic Medicine joint recruit: Reinhard Laubenbacher named co-director of UConn Center for Quantitative Medicine, Jackson Laboratory website, July 2013,
http://www.jax.org/news/archives/2013/JAX-UConn-recruit.html

New co-director named at Center for Quantitative Medicine, UConn Health Center website, July 2013,
http://today.uconn.edu/blog/2013/07/new-co-director-named-at-center-for-quantitative-medicine/

Scholar of the Week, Office of the Vice President for Research, Virginia Tech, April 2013, http://www.research.vt.edu/scholar-of-the-week/reinhard-laubenbacher

Engaged Scholar of the Month, Virginia Tech, October 2011, http://www.outreach.vt.edu/
 
Agricultural Biodiversity Weblog, May 3, 2010, Getting to grips with ecological interactions,
http://agro.biodiver.se/2010/05/getting-to-grips-with-ecological-interactions/

Virginia Tech Magazine, Winter 2009-10, vol 32, no. 2, Kids’ Tech University: Shaping the future of science.

BioSpace Biotech and Pharmaceutical News and Jobs, Nov 19, 2009, Systems Biology: A Field of Unlimited Possibilities, http://www.biospace.com/news_story.aspx?NewsEntityId=163319

Graduating Engineer, October 28, 2009, Bioinformatics Careers,
http://www.graduatingengineer.com/articles/20091031/Bioinformatics-Careers

BreastCancer.Net News, July 10, 2009, A systems biology view of cancer.

Science Daily, July 2009, Systems biology recommended as clinical approach to cancer, http://www.sciencedaily.com/releases/2009/07/090709110838.htm

Genetic Engineering and Biotechnology News, podcast interview on cancer systems biology, http://www.genengnews.com/gencasts.aspx?id=274

SIAM News – January 2009 “Thoughts from SIAM’s New VP” by Reinhard Laubenbacher. Vol. 42, No. 1, p. 12.

The Collegiate Times – February 2, 2009 “Program engenders kids’ scientific interests” by Justin Graves. http://www.collegiatetimes.com/stories/2009/02/02/program_engenders_kids__scientific_interests 

The Roanoke Times – February 1, 2009 “Bringing math to life at Virginia Tech” by Greg Esposito. http://www.roanoke.com/news/nrv/wb/193174 

The Roanoke Times – December 8, 2008 “ ‘Kids Tech’ strives to cultivate wonder” by Greg Esposito. http://www.roanoke.com/news/nrv/wb/186945 

Education Week – November 21, 2008 “Virginia Tech to Engage Kids In STEM” by Katie Ash. http://blogs.edweek.org/edweek/DigitalEducation/2008/11/virginia_tech_to_engage_kids_i.html 

News/Talk 960 WFIR – November 21, 2008 “Virginia Tech to launch Kid's Tech University” radio spot with Timothy Martin.  http://www.wfir960.com/wire/stories/03693_Kids-Tech-11-21-WEB_033116.asp 

Associated Press – November 18, 2008 “Virginia Tech to become Kids' Tech, too.”  http://www.wdbj7.com/global/story.asp?s=9369988 

SIAM News – November 16, 2008 “Fall Update for SIAM” by James Crowley. Vol. 41, No. 9, p. 3. http://www.siam.org/news/news.php?id=1458 

Bioinform Newsletter – March 7, 2008 “Challenges of Comparing Network Inference Methods” by Bernadette Toner. Vol. 12, No.10.  http://www.bioinform.com/issues/12_10/expression_profile/145550-1.html 

Science News – March 1, 2008 “A Mathematical Tragedy” by Julie J. Rehmeyer.  Part II of II. Vol. 173, No. 9. http://www.sciencenews.org/articles/20080301/mathtrek.asp

Science News – February 23, 2008 “An Attack on Fermat” by Julie J. Rehmeyer.  Part I of II. Vol. 173, No. 8. http://www.sciencenews.org/articles/20080223/mathtrek.asp

Science – February 2008 “A Woman Who Counted” by Barry Cipra. Vol. 319, p. 899.  http://www.sciencemag.org/cgi/content/full/319/5865/899a 

Science – February 2004 “The Mathematical Biology Job Market” by Jim Kling.  http://biology-web.nmsu.edu/math/Next%20Wave%20--%20Kling.htm


13 of 31
