
Vladimir Vacic
E-mail: vvacic@gmail.com, Web: http://alumni.cs.ucr.edu/∼vladimir

Work Experience

• Senior Scientist, Computational Biology, 23andMe, Inc., Mountain View, CA 2015 - present

• Manager, Computational Biology, New York Genome Center, New York, NY 2013-2015
Bioinformatics Scientist 2012-2013

• Intern, Siemens Corporate Research, Princeton, NJ 2007
With Daniel Fasulo. Developed data analysis tools as part of the Personalized Healthcare group.

• Research Assistant, Indiana University School of Medicine, Indianapolis, IN 2004, 2005
Interned in Keith Dunker’s group at the Center for Computational Biology and Bioinformatics.

• Java Developer, Divine Inc., Enterprise Portal Division, Fairfield, CT 2001-2002
Contributed to the development of the enterprise portal product.

• Director of Technology, ArtXone Inc., Westport, CT 1999-2000
Managed all aspects of technology for a small Internet start-up.

Education and Training

• Postdoctoral Research Scientist, Columbia University, New York, NY 2010-2012
With Itsik Pe’er. Specialized in genetics of neurological diseases and functional genomics.

• Postdoctoral Fellow, Cold Spring Harbor Laboratory, Cold Spring Harbor, NY 2008-2010
With Jonathan Sebat. Specialized in genetics and systems biology of psychiatric diseases.

• Ph.D. Computer Science, University of California, Riverside, Riverside, CA 2004-2008
With Stefano Lonardi. Specialized in computational biology, with a focus on protein bioinformatics.

• M.S. Computer and Information Sciences, Temple University, Philadelphia, PA 2003-2004
Specialized in machine learning and data mining, with a focus on bioinformatics.

• B.S. Computer Science and Mathematics, University of Bridgeport, Bridgeport, CT 1998-2002
Double major, graduated Summa Cum Laude.

Certifications

• New York Academy of Sciences, New York, NY 2013
From Scientist to CSO: A leadership course for scientists in business, academia, government and research institutes.

• New York Academy of Sciences, New York, NY 2012
From Idea to IPO: The technology venture course.

Service

• Program committee member for the Intelligent Systems for Molecular Biology - ISMB (2016), ACM Confer-
ence on Bioinformatics, Computational Biology, and Health Informatics (2015), IEEE International Conference on
Application-specific Systems, Architectures and Processors (ASAP) - Bioinformatics Track (2009, 2010, 2012),
International Workshop on Data Mining in Bioinformatics - BIOKDD (2011).

• Reviewer for (journals) Algorithms for Molecular Biology, American Journal of Psychiatry, Bioinformatics, BMC
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Structural Biology, Genome Biology, Journal of Theoretical Biology, Molecular Biology and Evolution, Nucleic Acids
Research, Pattern Recognition, PeerJ, PLoS Computational Biology, PLoS One; (conferences) Intelligent Systems
for Molecular Biology (ISMB), Pacific Symposium on Biocomputing (PSB), Computational Systems Bioinformatics
(CSB), Workshop on Algorithms in Bioinformatics (WABI), ACM SIGKDD Conference on Knowledge Discovery
and Data Mining (KDD), IEEE International Conference on Data Mining (ICDM), SIAM Data Mining (SDM),
Combinatorial Pattern Matching (CPM).

• President of the Upsilon Pi Epsilon (Honor Society for the Computing Sciences) Bridgeport Delta Chapter at the
University of Bridgeport (2001-2002).
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27. Dunker AK, Oldfield CJ, Meng J, Romero P, Yang JY, Chen JW, Vacic V, Obradovic Z, Uversky VN. (2008) The
unfoldomics decade: an update on intrinsically disordered proteins. BMC Genomics. 9(S2):S1.

28. Jin H, Vacic V, Girke T, Lonardi S, Zhu J-K. (2008) Small RNAs and the regulation of cis-natural antisense
transcripts in Arabidopsis. BMC Mol Biol. 9:6.
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Patents

• WO 2015048367. Fusion proteins and methods of use thereof. Robine N, Germer S, Emde AK, Vacic V, Bloom T,
Darnell R.

• WO 2012094681 A1. Compositions and methods for the diagnosis of schizophrenia. Vacic V, McCarthy S, Malhotra
D, Murray F, Chou HH, Larach-Walters V, Insel PA, Karayiorgou M, DeLisi LE, Sebat J.

Software and Databases →

• Lancet is a microassembly-based somatic SNV and indel caller.

• Conpair is concordance and contamination estimator for tumor and matched normal pairs of DNA samples.

• Graphlet kernel is a graph classification method based on efficient enumeration of small local subgraphs (graphlets).

• UbPred is a sequence-based predictor of protein ubiquitination sites.

• Composition Profiler is a web-based tool that automates detection of enrichment or depletion patterns of individual
amino acids or groups of amino acids classified by several physico-chemical and structural properties.

http://www.ncbi.nlm.nih.gov/pubmed/19855392
http://www.ncbi.nlm.nih.gov/pubmed/18831774
http://www.ncbi.nlm.nih.gov/pubmed/18831774
http://www.ncbi.nlm.nih.gov/pubmed/18194570
http://www.ncbi.nlm.nih.gov/pubmed/18194570
http://www.ncbi.nlm.nih.gov/pubmed/18229677
http://www.ncbi.nlm.nih.gov/pubmed/17578581
http://www.ncbi.nlm.nih.gov/pubmed/17578581
http://www.ncbi.nlm.nih.gov/pubmed/17578581
http://www.ncbi.nlm.nih.gov/pubmed/17578581
http://www.ncbi.nlm.nih.gov/pubmed/17488107
http://www.ncbi.nlm.nih.gov/pubmed/17488107
http://www.ncbi.nlm.nih.gov/pubmed/17145717
http://www.ncbi.nlm.nih.gov/pubmed/16935303
http://www.ncbi.nlm.nih.gov/pubmed/16935303
http://www.ncbi.nlm.nih.gov/pubmed/16632492
http://www.ncbi.nlm.nih.gov/pubmed/16632492
http://www.ncbi.nlm.nih.gov/pubmed/15310560
http://alumni.cs.ucr.edu/~vladimir/software.html
https://github.com/nygenome/lancet
https://github.com/nygenome/conpair
http://compbio.cs.ucr.edu/gkernel
http://www.ubpred.org
http://www.cprofiler.org


• Two Sample Logo is a procedure for discovery of statistically significant position-specific differences in residue
compositions between two multiple sequence alignments.

• DisProt is a curated database of intrinsically disordered proteins.

Affiliations

• International Society for Computational Biology; American Society of Human Genetics.
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