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SNPs density is known to vary along a nucleotide sequence. The genome-scale patterns of SNP distribution have been poorly investigated yet. We have analyzed the pattern of SNPs distribution among the different regions of human genome and DNA context features of nucleotide sequences with adjacent SNPs using the data from the 1000 Genomes Project. It was found that SNPs are localized non-uniformly among human genome. About 1.3% of SNPs occur in neighboring positions (adjacent SNPs). It is 3 times more than expected accident frequency for two adjacent SNPs . In 0.8% of cases SNPs are separated by one nucleotide. SNPs density was dependent on their localization across the different parts of the gene. Low SNPs density was found in the vicinity of transcription start sites, 5’- and 3’- parts of introns. This observation is in good agreement with important functional roles of these regions. General DNA context features of the stretches with adjacent SNPs in different regions of genes (exons, 5’-UTRs, 3’-UTRs) were detected: the frequency of CpG was found to be higher among this two adjacent SNPs and AT-content was found to be higher in 5’ and 3’ flanks (3-5 bp). Analysis of the SNPs distribution is of great importance for experimental researches because sensitivity and specificity of most experimental methods of SNPs typing are strongly dependent from the presence of additional SNPs variants in the neighborhood with the target SNP.
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