IvAaN lossiFov, Ph.D.
1815 JFK blvd. #1009 / Philadelphia, PA 19103
Telephone: +1 (267) 639-5198
E-mail: iossifov@dbmi.columbia.edu
Web: http://www.dbmi.columbia.edu/~ivi7001/

EDUCATION

2004-2008 Columbia University, Ph.D. Department of Biomedical Informatics
Adpvisor: Prof. Andrey Rzhetsky GPA: 4.1/4.0 (with distinction)
Thesis: Studying human disease with molecular network models derived from scientific literature

1992-1997 Sofia University, Bulgaria, BS and MS in Computer Science
Adpvisor: Prof. Darina Dicheva GPA:5.9/6.0
Thesis: A method for agent-based visualization in information systems

WORK EXPERIENCE

2006 Summer Internship at Microsoft Research, Redmond, WA
» Worked on models of immune reaction to HIV.

2001-2004  Senior Programmer/Analyst, Department of Biomedical Informatics,

Columbia University, New York
» Participated in the developed, integration, and maintenance of GENEWAYS—a system for
automatic extraction of molecular interactions from the literature.
» Developed a model of protein domain evolution for phylogenetic analyses of the domain
composition of proteomes.

20002001  Team Leader, Nemetschek LLC, Sofia, Bulgaria
» Led a 10-member team of that developed business software, including a system for customer-
relationship management and a portal for the construction industry.

1994-1999  Senior Application Developer, DISY Inc. Sofia, Bulgaria
» Worked on the design, development, deployment, and maintenance of various industrial infor-
mation systems, including the supervisor systems for the Sofia subway and for a local power plant.

TEACHING EXPERIENCE

2005 Teaching Assistant, Methods in Biomedical Informatics, Columbia University
2005 Teaching Assistant, Computational Biology, Columbia University

2000  Lecturer, Programming in C++, Electrical-Engineering High School, Sofia
1999  Teaching Assistant, Functional and logical programming, Sofia University
1998  Teaching Assistant, Prolog programming in Al, Sofia University

REASEARCH INTEREST

computational biology = molecular networks = human genetics * human disease
applied statistical and machine learning = biomedical text-mining = molecular evolution
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