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Educational background: 
  

2010: Ph.D. in Bioinformatics at University of Tehran 
Thesis: “Comparison and Prediction of protein 3D structure based on local fragment minimum energy". 

2000: Master of Science in Biophysics (Tarbiat-Modarres University)  
Thesis: "Prediction of Protein Surface Accessibility using Information Theory". 

1997: Bachelor of Science in Microbiology (University of Tehran).  
  

  
  

Relevant Experiences: 
 
1.  Tarbiat Modares University 

Tehran 
2011 – up to now  
Academic Board (Biophysics Department) 

  
2.   Institute for Research in Fundamental Sciences (IPM)  

Tehran 
2010 – 2020  
Nonresident researcher (School of Biological Sciences) 

  
3.      Institute for Research in Fundamental Sciences (IPM)  

Tehran 
Oct 2004 – 2010  
Research assistant & Linux Server Administrator (Bioinformatics Group) 



 Skills and Abilities:  
 
Protein and Peptide Design: 

Protein Modelling/Visualizing (Modeler, Nanome, Maestro, YASARA, Chimera, Discovery Studio, 
VMD, PyMol, …) 

Molecular Docking (Autodock, Vina, HADDOCK, ClusPro, MOE, Glide) 
Molecular Dynamic simulation (GROMACS, NAMD) 
 

Programming: 
C ++  
Python 
Perl 
Matlab  
 
 

Database: 
Microsoft SQL Server  
MySQL 
 

OS: 
Linux 
MacOS 
Windows 

 

Prestigious memberships: 
Vice President of the Iranian Bioinformatics Association (2016 - 2019) 
Member of the Board of the Iranian Bioinformatics Association (2016 - up to now) 
 

Executive activities: 
Head of biophysics department (for 8 years from 2010 up to now) 
Scientific Secretary of the 7th Iranian Bioinformatics Conference (Jan 2018) 
 
 

Current Projects: 
 
Designing a biosensor to detect spike protein based on Aequorin 
Designing a plant resistant protein against TMV (Tobacco Mosaic Virus) 
 
EasyModel: A web-based graphical interface for Modeller 
ApInAPDB: Apoptosis-Inducing Anticancer Peptides Database 
HomoRNA: Solving RNA Design Problem Based on Homology Modelling 
 
 

Patent: 
 

1. Rismani, E., TeimooriToolabi, L., Karimipoor, M. & Arab, S. S. Peptides for targeting lrp6-
overexpressed cells. US Patent App. 17/175,704 (2021). 
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