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Summary: The DNA microarray platforms are a high-throughput technology applied in medicine and molecular biology. The new 
microarray methods allow simultaneous examination of thousand genes or comparison of the gene expression from two different tissue 
probes. With the progress in the development of new technologies several technical platforms at increasingly high resolution have been 
developed, giving the possibility to analyze changes in a single gene. The method consists in co-hybridization of alternative labeled with 
different  uorescent dyes test and control DNA to a selected set of pre-spotted genomic fragments (usually on glass slide). Depending on 
the purpose of the analysis the microarrays are divided in arrays for expression pro  ling, genotyping, methylation analysis, CNVs analysis 
and ChIP-on-chip microarrays. This technique is still in its infancy and promises to revolutionize the identi  cation of genes involved in the 
development of various diseases.
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