Supplementary table 1. P-values corresponding to testing the null-hypothesis that the number of
SNPs is equal among each exon/intron of a gene tested with the Friedman test.

no exons | exons human | exons cattle | exons pig | introns human | introns cattle | introns pig
3 0 6.88 101 | 1.97. 107261 - - -
4 0 6.45 - 10729 0 2.38 - 107148 6.43-1071%° | 2.17-107°
5) 0 0 0 3.55- 10715 5.56 107128 | 1.97.10716
6 0 0 0 2.35- 107139 4.25-107122 | 8.25-10%
7 0 0 0 2.66 - 10129 2.13-107'2% | 5.03-107%
8 0 0 0 1.37 107132 2281071 [ 1.63-10*
9 0 0 0 4.58 - 10713 2.45-1071%" | 3.52.10~%
10 0 0 0 3.10 - 10146 9.68-10""% | 1.79.10~°
11 0 5.88 - 10%7 0 2.57- 1071 1.38 .10~ | 3.84-10734
12 0 0 0 2.30 - 107196 1.30- 107130 | 5.22. 10~
13 0 2.20 - 107247 0 6.94 - 10713 6.15-107110 | 1.03-107%
14 0 2.47-10724 0 4.69 - 10120 5.91-107% | 1.61-107%
15 0 2.59 - 107182 0 1.49 . 10102 1.90-107" | 1.56-10~%"
16 0 4.53.1071%7 0 2.01-10719 8.70-10=% | 3.82-107®
17 2.78-107%%Y | 1.26 - 10~13¢ 0 6.59 - 10794 5.74-1077" | 1.33-1073%¢
18 0 2.80 - 107147 0 4.53-107% 2.85-107% | 1.50-104°
19 1.03-107%27 | 1.56- 107123 | 2.67 - 107302 1.05 - 10762 4.34.10776 1.61- 1020
20 4.12-107%" | 9.16- 10714 | 1.57-1072%8 6.80- 10776 494107 |8.32.107%
21 1.69-107%Y | 8.38-107% | 2.01-10"*2 | 511-10"% 4.85-107°% | 2.06- 1022
22 9.07-1072% | 6.10-107% | 3.10 - 107%%? 3.35-107% 1.91-107% | 1.37-10=%
23 3.00-1072% | 1.63-107'9 | 8.02-107297 | 2.37.10'® 8.17-107 | 6.51-10~%
24 1.89 1077 | 5.41-107°® | 1.69- 10~ 14 7.40 - 1074 3.26-107° | 2.32-107%
25 2.17-1071%% | 578 .107%% | 5.77-1071%® 4.50-10~% 5.02-107% [ 233.-10°P
26 1.06-107'* | 1.92-107% | 1.43 .10~ 2.82-107% 2.75-1073° 1.23-107%¢
27 2.41-10719% | 1.21-107% | 1.95-10712 | 4.43.107% 8.66-107%Y | 7.64- 1022
28 2.99-1071%2 | 2.64-107°* | 1.31-1010¢ 3.95-10~% 6.23-107% | 8.70-1071
29 5.96 - 1079 2.57-107%6 | 5.14 - 107102 8.47-10~1 1.05-107% | 3.52-10=%
30 1.08-107% 1.09-107%% | 1.90-10~% 5.68 1073 3.87-107% | 9.75-107%

Table S1: P-values corresponding to testing the null-hypothesis that the num-
ber of SNPs is equal among each exon/intron of a gene tested with the Fried-

man test




