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Profile 

Ph.D. degree in biomedical engineering with experience in Bioinformatics, Machine 
Learning, Mathematical Modeling, and Programming. 
 

Education 

 2010-2015: Ph.D. in Biomedical Engineering, Isfahan University of Medical 
Sciences, Isfahan, Iran. 

o GPA = 18.6 
o Thesis Title: Seeking an appropriate feature extraction method for breast 

cancer recurrence prediction based on microarray gene expression data 
 2003-2006: M.Sc. in Biomedical Engineering from University of Tehran, Tehran, 

Iran.  
o GPA = 16.68 
o Thesis Title: Design and implementation of software infrastructures for an 

standard hospital information system based on HL7 protocol 
 1999-2003: B.Sc. in Biomedical Engineering from Shahed University, Tehran, Iran.  

o GPA = 16.99 
o Thesis Title: Design and manufacturing of a Holter-Monitoring device 

prototype 

Teaching Experience 
 Isfahan University of Medical Sciences (2011-now):  

o Pattern Recognition 
o Modeling of Physiological Systems 
o Machine Learning 
o Mathematics in Medicine 
o Basics of Programming,  
o Data Structure and Algorithms, 
o Basics of Electrical and Electronic Circuits,  
o Digital Signal Processing,   

Work Experience 
Isfahan University of Medical Sciences 
Assistant professor at Dept. of Bioinformatics, School of Advanced Technologies in 
Medicine, Isfahan, Iran, 2015-now. 
 
The Green Science Institute (GSI) 
Dept. of R&D, Image Processing Group, Tehran, Iran, 2005-2010. 

Job title: System Design, Algorithm Development, Programming. 

Date of birth: 9 July 1981 
Place of birth:  Isfahan, Iran 

E-mail: mr.sehhati @ gmail.com ,  mr.sehhati @  amt.mui.ac.ir 

Position: Assistant Professor at Isfahan University of Medical Sciences 
(Department of Bioinformatics) 

Phone +98-31-3792-3854 



Safe Soft Company 
Dept. of Software Development, Tehran, Iran, 2008. 

Job title: Project Manager. 

Key Skills 
 Special skills: 

O Bioinformatics (data mining, microarray gene expression analysis, full pipeline for 
NGS analysis and variant calling, Network analysis), 

O Machine Learning (design and development of algorithms and software), 
O Mathematical modeling of physiological systems 
O Hospital Information System design/development/evaluation, 
O Design and manufacturing of electronic circuits for biological signal measurement. 

 Computer skills: 
O Programming (R, C++, MatLab, VB), Web (PHP, HTML, XML), Database 
(MySQL), OS (Windows, Linux, Mac). 

 Languages: 
O English (MHLE certificate), Persian (Native), Arabic (Beginner). 
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