Supplementary Table 1: Association to T2D in the Icelandic discovery group.

The upper table includes association results for all SNPs or two-marker haplotypes that have an adjusted P value less than 5x1 07 for either all T2D cases,
non-obese T2D cases or obese T2D cases. Included in the table is the chromosome, the position of the markers (or the midpoint for two-marker haplotypes)
in NCBI Build 34, the markers and alleles tested, the corresponding surrogate SNP for two-markers haplotypes selected for replication, the frequency in
controls and the frequency in cases, the odds ratio (OR) and adjusted P value for the three case groups tested. The number of T2D cases in each of the three
groups is included in parenthesis and the same set of 5275 controls is used in all tests. Note that information on BMI is missing for 168 of the cases. The
lower table includes the corresponding values for the five most significant non-synonymous SNPs selected for replication. Included in column five are the
corresponding genes and the codon changes. In both tables markers selected for further testing in the first replication group (Denmark B) are indicated with
bold typesetting. Other markers / haplotypes were excluded from the replication study as they were a) highly correlated with another marker selected for
replication, or b) belong to the TCF7L2 locus that has been studied previously. The correlation (r2) between surrogate haplotypes and the SNP they tag is
estimated based on the HapMap CEU dataset.

All T2D cases (1399) NonObese T2D cases (700) Obese T2D cases (531)

Chr Position Markers Allele Surrogate® (rz) Con.frq Case.frq OR P* Case.frq OR P Case.frq OR P°
CO1 29602516  rs49492831s502545  TC  rs10798895G (1) 0149  0.117 076 0.00016 0104 066 0000033  0.133 088 021

CO1 104461151 rs7553985 c - 0394 0430 116 0.0023 0419 111 011 0466 134  0.000027
CO1 104467009 r$2166890 T ; 0393 0430 116 0.0018 0419 111  0.091 0466  1.35  0.000024
CO1 104468502 rs7552405 T - 0317 0355 119  0.00078 0346 114  0.047 0386  1.35 0.000030
CO1 151915609 rs3738028 G - 0360 0407 122 0000046 0417 127 0.00016 0409 123 0.0038
CO2 40632580 rs13414307 rs1990609  AG - 0517 0571 124 00000089 0568 123 0.0011 0582 130 0.00026
C02 40623619 rs13414307 A - 0543 0593 122 0000033 0589 121 0.0028 0603 128 0.00056
CO2 55036788  rs930493 rs10173697  GT - 0281 0335 129 00000017 0325 123 0.0024 0333 127 00016
C02 55040844 rs10173697 T - 0503 0553 122 0000040 0545  1.18 0.0086 0560 125 0.0014
C03 89162181 rs12486049 T - 0872 0904 138 0000035 0907 143  0.00043 0901 134 0.0095
CO3 146863467 rs7630694 G - 0060 0070 120 0.065 0056 093 0.60 0.097  1.70  0.000033
CO3 196904151 rs9858622 A - 0668 0701 117 0.0028 0682 107 034 0737 140  0.000016
CO4 140508134 rs13116075rs6824182  AA  rs10033117C (1) 0741 0763 113  0.036 0734 096 060 0.804 143  0.000024
CO4 140604420 rs2202837 rs11725721  TC - 0254 0232 089 0038 0259 103 069 0194 071 0.000047
CO4 140621178 rs3762864 rs11725721  GC - 0254 0233 089 0.042 0262 104 060 0194 070  0.000038
CO5 76637396  rs832785rs2859576  AA - 0510 0470 085 0.00082 0489 092 0.8 0438 075 0.000043
CO5 76635083 rs4704400 T - 0490 0530 118 0.0008 0511 109 018 0562 133  0.000043
CO5 87882885 rs10505855 12514611  GC ’510(‘:)532)7 9G o188 0224 125 000023 0.244 139 0000015 0200 108 038

CO6 6967990  rs490213 rs814174 AG  rs12201780A(1)  0.044 0072 171 0000016 0080  1.89 0000037 0063 148 0.033
CO6 9509965 rs214447 T - 0424 0449 111 0034 0416 097 061 0495 134  0.000035
CO6 20779501  rs4712527 1s7756992  AG - 0232 0270 123  0.00021 0202 137 00000090 0250 111 0.1

C06 20805960  rs7756992 rs9295478 AG - 0.743 0.701 0.81  0.000089 0.682 0.74  0.000013 0.718 0.88 0.11
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C17 69244944 r$2191113 A - 0696 0744 127 0000013 0771 147 9.5x10° 0713 108 030
C17 69259003 rS9890889 A ; 0839 0869 127 0.00053 0.885 147 0000032 0857 114 017
C18 41051796 rs10502860 G - 0167 0194 120 0.0035 0218 139 0000028 0174 105 061
C18 63451377  rs7641331s7237209  TT - 0167 0132 076 0.00010 0121 069 0000048 0135 078 0014
C18 63463071 rs7237209 c - 0819 0852 127 0.00028 0.867 144 0000029  0.847 122 0.037
C19 3316583 rs3810420 A - 0176 0189 109 0.16 0227 137 0000045  0.146 080 0.021
C20 37651862 rsd5929151s2232580  GC  rs6127771C (1) 0495 0550 125 00000048 0558 129 0000051 0543 121 0.0060
C21 13769165 rs468601 A - 0.888 0908 125 0.0054 0927 160 0000026  0.895  1.08 048
C21 33296778 rs2834061 - 0249 0291 124 0000076 0311 136 00000094 0271 112 0.5
C21 39373432 rs369906 T - 0566 0613 121  0.00010 0631 131 0000028 0587 100 024
Gene

CO3 69453958 rs10510980 A ENST(OKO201°1°§)431 45 0808 0840 125 0.00065 0.83% 122 0019 0.845 130 0.0061
Co8 118141371 rs13266634 C  SLC30A8 (R325W) 0646 0685 119  0.00060 0678 116 0.030 0697 126  0.0020
C10 124472418 rs2495774 G Lcigaés;?ﬁc;og 0547 0594 121  0.00011 0592 120 0.0039 0597 122 0.0043
C11 3624302 rs2271586 T ART5 (T284K) 0176  0.208  1.23  0.00059 0212 126 0.0033 0203 120 0.042
C19 8669900 rs10410943 G MGC33407 (A51V) 0.674 0714 120 0.00043 0713 120 0.0076 0708 117 0.035

2A surrogate of the corresponding two marker haplotype with a correlation coefficient . °P values adjusted for relatedness and population stratification using genomic
control (see Methods).



