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Fig. 1. Percentage of transitions and transversions in subdivisions of dbSNP. Data from dbSNP was collected in local database according to four indicated -categories: synonymous (syn), nonsynonimous (nonsyn), CDS (adding syn + nonsyn) and intron. The percentage of transitions (C/T, A/G) and transversions (G/T, C/G, A/T, A/G) were determined.
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Fig. 2. Effect of neighboring bases on the SNP frequency. For each mutation (e.g. “A/C”, legend top), the effect of the presence of a given base (e.g. “A” in A/C “A”) in the position indicated in the absciss (from -5 up to +5) is shown. The upper panel shows the results for coding strand (adding up synonymous and nonsynonimous SNPs), while the bottom panel show the results for intronic SNPs. Note that related colors were used to represent the effect in complementary strands, e.g. red shows a pique when C is at -1 of A/G and orange piques when G is downstream (+1) of C/T, but those situations are complementary.
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Fig. 3. Mutation frequency in human coding regions according to the neighbor bases. The frequency of the indicated transition and transversions was piled for the shown flanking bases (upstream, up; downstream, down). Each panel indicates the mutated base. Transition is shown in dark grey and transversions in black or light grey. Note that entries for TAT are distinct from those for ATA (the complementary strand) since the additional flanking bases are distinct (not shown).
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Fig. 4. Mutation frequency in human coding regions for each codon, not considering synonymous mutations. For the central base, the actual upstream and downstream neighbors were considered (e.g. T in ATG) while for the first base the neighboring effect of the second base was the actual one (e.g. A in NATG) and the effect of the upstream base was averaged as explained in Fig. 3. Stop codons are labeled with “!”.
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Fig. 5. Mutation frequency in human intronic regions for each codon, not considering synonymous mutations. Same as in Fig. 4, but using the data of intronic SNPs to built the analysis. Codons keep the same order as in Fig. 4. Note that the most mutated codon for arginine chances from coding CGG (sixth R bar) to intronic AGA (fourth R bar), and the most mutated leucine codon changes from coding CTG (sixth L bar) to intronic TTG (fifth L bar), but all most resistant codons remain the same in either coding or intronic regions.
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