

	
	

	
	
	


		
			
				

				

				

			

		





		

			
				
					

					

					

				

			


			

				
						
							
								Search

							

						
	
							
								Home

							
						
	
							
								Teams

							
						
	
							
								Departments

							
						
	
							
								Platforms & Facilities

							
						
	
							
								Events

							
						
	
							
								Calls

							
						
	
							
								Jobs

							
						
	
							
								Courses / MOOCs

							
						
	
							
								Open Science

							
						
	
							
								Why join us?

							
						
	
							
								Alumni

							
						
	
								
									Login

								
							


							
	EN
	FR



						

					

				

			

		



		
			
			
				
					Menu

					Skip to content
						Institut Pasteur
	Research
	Education
	Public Health
	International
	Careers


					
					Donate
				
			

			
			
			
				
					

				
				
	
								
				
				

				

			


			
		


		
			
				
				  
				    
				      
				      
				    
				    
				      
				      
				    
				    
				      
				      
				    
				  
				

			

		


		

			


			

				

				
					
					  
					    
					      
					      
					    
					    
					      
					      
					    
					    
					      
					      
					    
					  
					

				


				
				

											Search anything and hit enter

					
					
						
					



					

					

							Teams
	Members
	Projects
	Events
	Calls
	Jobs
	publications
	Software
	Tools
	Network
	Equipment



					

				


								
				

					A little guide for advanced search:

						
							Tip 1. You can use quotes "" to search for an exact expression.

							Example: "cell division"
						
	
							Tip 2. You can use + symbol to restrict results containing all words.

							Example: +cell +stem
						
	
							Tip 3. You can use + and - symbols to force inclusion or exclusion of specific words.

							Example: +cell -stem
						


				
				

				

					
						e.g. searching for members in projects tagged cancer

					


					

						
							Search for

							


							Count

						


						


						
							
								IN

								OUT

							

						


						

							Content 1


							
Content Type
									member
	team
	department
	center
	program_project
	nrc
	whocc
	project
	software
	tool
	patent



							
Keywords
							

							
Positions	Administrative Staff
	Assistant Professor
	Associate Professor
	Clinical Research Assistant
	Clinical Research Nurse
	Clinician Researcher
	Department Manager
	Dual-education Student
	Full Professor
	Honorary Professor
	Lab assistant
	Master Student
	Non-permanent Researcher
	Nursing Staff
	Permanent Researcher
	Pharmacist
	PhD Student
	Physician
	Post-doc
	Prize
	Project Manager
	Research Associate
	Research Engineer
	Retired scientist
	Technician
	Undergraduate Student
	Veterinary
	Visiting Scientist


Appointments	Deputy Director of Center
	Deputy Director of Department
	Deputy Director of National Reference Center
	Deputy Head of Facility
	Director of Center
	Director of Department
	Director of Institute
	Director of National Reference Center
	Group Leader
	Head of Facility
	Head of Operations
	Head of Structure
	Honorary President of the Departement
	Labex Coordinator


Type of team	Laboratory
	UMR
	UTechS
	Junior Group (G5)
	Technological Pole
	Platform
	Collection
	Group


						



						

							Content 2


							
Content Type
									member
	team
	department
	center
	program_project
	nrc
	whocc
	project
	software
	tool
	patent



							
Keywords
							

							
Positions	Administrative Staff
	Assistant Professor
	Associate Professor
	Clinical Research Assistant
	Clinical Research Nurse
	Clinician Researcher
	Department Manager
	Dual-education Student
	Full Professor
	Honorary Professor
	Lab assistant
	Master Student
	Non-permanent Researcher
	Nursing Staff
	Permanent Researcher
	Pharmacist
	PhD Student
	Physician
	Post-doc
	Prize
	Project Manager
	Research Associate
	Research Engineer
	Retired scientist
	Technician
	Undergraduate Student
	Veterinary
	Visiting Scientist


Appointments	Deputy Director of Center
	Deputy Director of Department
	Deputy Director of National Reference Center
	Deputy Head of Facility
	Director of Center
	Director of Department
	Director of Institute
	Director of National Reference Center
	Group Leader
	Head of Facility
	Head of Operations
	Head of Structure
	Honorary President of the Departement
	Labex Coordinator


Type of team	Laboratory
	UMR
	UTechS
	Junior Group (G5)
	Technological Pole
	Platform
	Collection
	Group


						
 

					


					Search


				

				
				


				
					

					

				

				
				
									

				
				

			


		


		


		


		
			

			

			

		


		
			

			

		


		

			

			

			


			
			
			
				
	EN
	FR



			

			 
			
			
			
							


			

				
					Go back

				


				
					Scroll to top

				


				
					Share

																	
						
						
						
						
						
						
					

				




			



			
				
					Daniel Hamaoui
				

				
					Thomas Wollert
				

			



	

	
					
				© Inria / Photo C. Morel

				Quantitative biology: numbers and fluorescent cells. InBio team (Inria/Institut Pasteur)

			

			


	
		

					Member:
			Head of Structure				


		Grégory Batt



		
								 • Computational Biology
											 • InBio: Experimental and Computational Methods for Modeling Cellular Processes
									

				
		

			
				
											[image: ]														

			


						

				
																																																					
										
																	
							
								

								
																			[image: ]																	

																Laboratory: InBio: Experimental and Computational Methods for Modeling Cellular Processes

							
						

				
				
			


			

																											

																		
						
							

							
																	[image: ]															

							Department of Computational Biology

						
					

												

				
												
												
			


		



		
		


			

	
	
	
		
					
						
					
				
							
							
		
		
																				PM									



	





	
		
			

			

		

	




	

	
	
		
			Scientific Fields

		

		
			Diseases

		

		
			Organisms

		

		
			Applications

		

		
			Technique

		

	


	
Scientific Fields
	Biological networks and pathwa
	Discrete and numerical optimiz
	Graphics and Image Processing
	Modeling
	Physics, Computer Science, Inf
	Signal transduction
	Systems biology


Organisms & Organs
	Escherichia
	Escherichia coli
	Saccharomyces
	Saccharomyces cerevisiae


Application
	Bioengineering



	





	

		

			

				

					


	
			
			Click to view graph

			
				

				Connections

			
		

		
			
			
				Keywords

				

				12 Keywords

			
		

	
			
			Click to view timeline

			
				

				Timeline

			
		

	

	
	
	

			
			
				Scroll down

				

				16 Publications

			
		

	







											
							
	
		
		
						
						
					

		
				
	
		
			
	
	
												
													
								About
								
								
									I’m a computational biologist passionate about understanding how biological systems function at the molecular level. Making sense of our necessarily fragmented observations of the extremely complex systems that cells are is one of the most challenging and important current scientific problems.

We employ a multidisciplinary approach and combine mathematical, computational and biological methods to develop predictive models of cellular processes.

We notably focus on two problems:

	analysis and control of natural biological systems (systems biology) and
	design and optimization of novel, useful biological systems (synthetic biology).


I’m currently a senior scientist (Directeur de Recherche) at Inria, the French national institute for computer science and applied mathematics, and the head of Inbio, a research group hosted at Institut Pasteur and affiliated to the Inria Paris Research Center.

See here for a detailed CV [pdf].
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