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Alexander Kozik 
 
Current occupation: 
Bioinformatics Specialist 
Genome Center (Genome and Biomedical Sciences Facility) 
451 Health Sciences Drive, University of California; Davis, CA 95616-8816 
 
Contact info: 
Web: http://www.atgc.org/ 
Email: akozik@atgc.org 
Cell:     (530)-220-3385 
 
 
Education: 
   ● PhD in Genetics. 1996. Wageningen Agricultural University, The Netherlands. 
   ● M.S. in Chemistry. 1987. St Petersburg State University, Russia 
 
 
Professional areas: 
   ● Bioinformatics, large-scale data analysis, visualization, and presentation. 
   ● Developing strategies for large-scale data handling and processing. 
   ● Algorithm development, including testing and troubleshooting. 
   ● Data validation and extracting meaningful information from noisy data. 
   ● Processing and analyzing DNA sequences for next-generation sequencing platforms. 
   ● Whole genome and transcriptome assemblies, analysis, and visualization. 
   ● Exploring, evaluation and developing novel solutions for analyzing new types of genomic data. 
 
 
Professional history: 
 
   ● 2004 – current Bioinformatics Specialist, UC Davis  Genome Center. 
Genome assembly and analysis using next-generation (Illumina) sequencing technologies. Completion of 
lettuce transcriptome and gene space assembly. Management of 20 TB of genomics data on the 
departmental file server. Development and support of MadMapper, used to construct and visualize ultra-
high dense genetic maps. Completion of lettuce genetic map construction with 12,000 markers. 
Development and support of bioinformatics tools on Google Code. Data submission to NCBI GenBank.  
 
   ● 2000 – 2006 Allometra LLC. 
Design and development of PyMood, a desktop application for visualizing genomic data: 
http://www.allometra.com/. Implementation of BLAST launcher and parser. Design of PyMood’s 
underlying data structures and visualization algorithms. 
 
   ● 2000 – 2004 Postdoctoral fellow, Department of Veg etable Crops, UC Davis. 
Development, publishing, and support of genome analysis and visualization tools: GenomePixelizer, 
GenoPix 2D Plotter, and PhyloGrapher. Design and management of a database with one million DNA 
sequences http://compgenomics.ucdavis.edu/compositae_index.php. Development and implementation 
of tools to find, analyze, and visualize polymorphism in DNA within related species.  
 
   ● 1996 – 2000 Postdoctoral fellow, UC Davis School o f Medicine. 
Technical and programming support of lab robotic devices (Biomek-2000, Multimec-96) and DNA 
analyzer ABI Prism 3700. Development of protocols for high-throughput genotyping on human samples. 
Installation and management of the Phred/Phrap/Consed suite for DNA sequence analysis. 
 
   ● 1991 – 1996 PhD student, Wageningen Agricultural U niversity. 
Plant-microbe interaction, host-specific interaction between plants and nitrogen-fixing bacteria. 
Construction of fine genetic maps of plant genes involved in symbiosis with bacteria. 
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Programming languages: 
 
   ● Python (expert level) 
   ● Tcl/Tk (expert level) 
   ● PHP (basic level) 
   ● Perl (basic level) 
   ● R (basic level) 
   ● bash shell scripting (basic level) 
 
 
Software developed: 
 
   ● PyMood - 3D visualization tool for comparative genomics: 
 http://allometra.com/ 
 
   ● CheckMatrix and MadMapper - for genetic map validation and visualization: 
 http://www.atgc.org/XLinkage/MadMapper/  
 
   ● GenomePixelizer - for visualizing genome organization: 
 http://www.atgc.org/GenomePixelizer/  
 
   ● GenoPix2D plotter - for visualization similarities between genomes: 
 http://www.atgc.org/GenoPix_2D_Plotter/  
 
   ● PhyloGrapher - a graph-drawing tool for biological data: 
 http://www.atgc.org/PhyloGrapher/  
 
   ● TkLife - a multipurpose visualization program: 
 http://www.atgc.org/TkLife/  
 
   ● SNP/InDel discovery and analysis - for finding genetic differences between genomes: 
 http://cgpdb.ucdavis.edu/SNP_Discovery_CDS/   
 
   ● Scripts and tools to process and analyze NCBI BLAST related data: 
 http://code.google.com/p/atgc-tools/  
 
   ● SeqExter: DNA string search and alignment – consensus building by extension: 
 http://code.google.com/p/atgc-wint/  
 
   ● Illumina pipeline – QC, filtering and de novo assembly: 
 http://code.google.com/p/atgc-illumina/  
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