Table S1 - Frequencies (%) of nucleotide changes in intergenic regions

GC (%)* Is\IISJsz AC? T>C G: C3T A>C TG GOT C3A A>T TS3A G>C G ¢ Obj‘jr\‘/’ed E)Lp/estfd
<35(314%) 69874 186 186 139 138 51 50 42 40 48 45 38 37 359 473 1.66 2.19
35440 (37.3) 60205 172 172 161 159 45 44 43 43 37 39 42 44 405 433 1.57 1.68
40-45 (42.2) 42,540 155 156 182 186 40 41 42 41 31 31 46 49 451 392 1.8 137
4550 (472) 24821 133 132 213 212 36 36 45 42 27 25 49 50 513 336 171 1.12
50-55(52.2) 14196 114 113 236 237 32 27 44 47 24 22 53 51 564 286 18l 0.92
5560 (57.2) 7521 9.6 95 256 265 21 28 47 44 21 20 56 52 612 239 192 0.75
>60 (63.9) 4500 68 80 281 278 22 18 47 54 15 13 62 61 660 189 197 0.57
5575(602° 11,578 85 89 26.7 271 21 24 47 48 18 17 58 56 632 219 191 0.66

*GC content in a non-repetitive intergenic region was obtained using a window size of 500 nucleotides.

®The average GC content (%) in the subcategory of intergenic regions.

“This GC content bin was included for the comparison with the CpG island category.

%u and v denote the rates of G/C>A/T and A/T>G/C, respectively

°Given no natural selection and independence of point mutation, Sueoka (1962) [1] proposed that the mean GC content at equilibrium (C)
is expected to be v/ (U + V). This equation can be transformed to u /v = (1-c) / c. For SNP data,
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where Ny and Ny are the numbers of G/C>A/T and A/T->G/C, respectively, and fgc is the GC content.
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