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RESEARCH AND ACADEMIC EXPERIENCE 
Principle Investigator, MIGAL – Galilee Research Institute, 08/2015 – present 
Research focuses on the development of computational and other tools for microbial ecology 
 

Senior Lecturer (Assistant Professor), Tel-Hai College, 10/2015 – present 
Teaches basic and advanced courses at the Computer Science Department 
 
Postdoctoral Researcher, University of California, Berkeley, 2010 – 2015 
Research focus: dynamics and structure of microbial communities across different environments 
Advisor: Prof. Jillian Banfield 
 
Short postdoc, Technion, Israel Institute of Technology, 04 – 08/2010 
Research focus: analysis of next generation sequencing  
Affiliation: Laboratory of Dr. Itai Yanai 
 
Algorithm developer, NDS Technologies, Haifa, Israel, 1998 – 2007 
Developed algorithms and software for image analysis and understanding 

 

EDUCATION 
PhD, Technion – Israel Institute of Technology, Computer Science, 2010  
Dissertation title: Computational methods for metagenomic analysis 
Advisors: Prof. Oded Béjà and Prof. Ron Pinter 
 
MSc, Technion – Israel Institute of Technology, Computer Science, 2005 
Research focus: similarity detection for low complexity and remotely related proteins  
Advisors: Dr. Golan Yona and Assoc. Prof. Ran El-Yaniv 
 
BSc, Technion – Israel Institute of Technology, Computer Science, 1998 
GPA: 89.6 
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REVIEWS 
42. Sharon, I., Banfield, J.F. (2013). Genomes from metagenomics. Science, 342(6162), 1057-1058 

 

ACADEMIC ACTIVITY 
• Session chair, ISM 2017 
• Program committee, ISMB/ECCB 2013 
• Co-organizer of the international Tel-Hai Next Generation Sequencing Data Analysis workshop, 2017 

and 2018 
• Reviewer for Nature Biotechnology, Genome Research, PLoS Genetics, ISME J, Applied and 

Environmental Microbiology, Proceedings of the Royal Society B, BMC Evolutionary Biology, 
Bioinformatics, PLOS ONE, BMC Bioinformatics, Nature Scientific Reports, the Israel Science 
Foundation (ISF) 

• Reviews for the 9th, 12th, and 14th RECOMB conferences, and the Genome Informatics Workshop 
(GIW) 2009 

 
SELECTED AWARDS AND FELLOWSHIPS 

2017 Excellent Lecturer, Computer Science Department, Tel-Hai College 
Awarded based on student surveys 

2012 

 
InnoCentive $10k prize for the challenge “Microbial Strain Identification from a 
Mixture of Genetic Material” 
Single winner out of 139 solvers  

2010-2012 

 
The European Molecular Biology Organization (EMBO) Long Term Postdoctoral 
Fellowship 
Acceptance rate: 13% 

2010 Mark of Distinction in Teaching, Faculty of Computer Science, Technion 
Awarded to top 10% of lecturers based on student surveys 

2010 Technion Graduate School Award for Excellent Journal Publication 
Awarded annually to 3 publications at the Technion 

2008, 2010 Excellence Fellowship, Faculty of Computer Science, Technion 

2009 Jacobs Fellowship, Jacobs Graduate School, Technion 
Awarded annually, one of two recipients at the Faculty of Computer Science 

2006 Excellent Teaching Assistant Award, Faculty of Computer Science, Technion 
Awarded to top 10% of teaching assistants based on student surveys 

 
  



TEACHING EXPERIENCE 
Senior 
Lecturer 
(Tel Hai) 

i. Introduction to Systems Programming (2 semester) 
ii. Big Data (2 semester) 
iii. Algorithms I (1 semester) 
iv. Introduction to programming in Python (1 semester) 

Lecturer 
(Technion) 

i. Introduction to Computers (CS234112, 1 semester) 
ii. Introduction to Computer Science (CS234114, 2 semesters) 
iii. Introduction to Systems Programming (CS234122, 1 semester) 

Teaching 
Assistant 
(Technion) 

i. Topics in Microarray Data Analysis, (CS236632, 1 semester) 
ii. Algorithms in Computational Biology (CS236522, 1 semester) 
iii. Introduction to Computer Science (CS234114, 2 semesters) 
iv. Object Oriented Programming (CS236703, 5 semesters) 

 
 



SELECTED INVITED AND CONFERENCE TALKS 
2017 The 116th International Titisee Conference 

“Computational challenges and opportunities in human microbiome research”. Invited.  

2017 Israeli Society for Bioinformatics General Meeting (IBS 2017) 
“Uncovering Earth microbiome, thousands of genomes at a time”. Invited. 

2016 Israeli Society for Microbiology General Meeting (ISM 2016) 
“Strain variation in microbial communities”. Invited. 

2015 Newe Ya’ar 
“Strain variation in microbial populations and its impact on community resilience”. 
Invited. 

2015 Illumina 
“Accurate, multi-kb Illumina Truseq synthetic reads resolve complex microbial 
populations and detect rare microorganisms”. Invited. 

2014 

 
Joint Genome Institute (JGI) User meeting  
“Multi-kb Illumina reads reveal significant strain variation and rare organisms in 
aquifer sediment microbial communities”. Contributed. 

2014 Joint Genome Institute (JGI) MGM Workshop 
“Metagenomic binning”. Invited. 

2012 UC Berkeley 
“Reconstructing complete genomes from metagenomic data and the way to community 
genomics”. Invited. 

2012 American Society for Microbiology General Meeting (ASM 2012) 
“Microbial species and strain variations during infant gut colonization”. Invited. 

2011 University of Haifa 
“Metagenomics based study of microbial genes in phages”. Invited. 

2010 Research in Computational Molecular Biology (RECOMB 2010)  
“Pathway-based functional analysis of metagenomes”. Contributed. 

2009 Research in Computational Molecular Biology (RECOMB 2009) 
“A statistical framework for the functional analysis of metagenomes”. Contributed. 

2009 Israeli Society for Microbiology General Meeting (ISM 2009)  
“Studying genes and gene organizations from metagenomic data”. Invited. 

 


