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Additional file 1: Table S1: Detailed output from the imputation for the three different experiments
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All imputed genotypes are based on the 1000 Genomes Project (1000GP) reference panel. Red alleles are the dataset's original but changed after imputation to the alternative alleles. For example, for the rs13285616, the cases AG(3), GG(1) indicate that 3 AG became AA and 1 GG became AA.  The red NN is the original missing genotype that changed to homozygous for the major allele. 
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Additional file 1: Table S2: Comparison between reference panels
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The T2D-association statistic (2) for the observed and imputed SNPs. Those with ‘-‘ were imputed as monomorphic. Red alleles are the dataset's original but changed after imputation to the alternative alleles. For example, for the rs13285616, the cases AG(3), GG(1) indicate that 3 AG became AA and 1 GG became AA. The red NN is the original missing genotype that changed to homozygous for the major allele. 


image1.emf
92 cases 1st comparison: Low SNP density (all signifiant SNPs masked) 2nd comparison: High SNP density (all significant SNPs masked) 3rd comparison:  High SNP density (masking one SNP at a time)

93 controls

SNPs Cases Controls Cases Controls Cases Controls Cases Controls Cases Controls Cases Controls

ACTL7B

rs13285616 A 0.05 65:AA(54) AG(10) GG(1) 69:AA(43) AG(25) GG(1) 4:AG(3) GG(1) 5:AG(5) 0.18 42:AA(27) AG(13) GG(2) 54:AA(24) AG(29) GG(1) 0 1:AG(1) 0.17 43:AA(28) AG(13) GG(2) 54: AA(24) AG(29) GG(1) 0 1: AG(1)

rs144726287 T 0.00 0 0 3:TC(2) TT(1) 0 0.07 1:TT(1) 0 2:TC(2) 0 0.07 1: TT(1) 0 2: TC(2) 0

rs60388922 G 0.06 78:GG(3) GT(17) TT(58)  76:GG(1) GT(11) TT(64)  2:GT(2) 0 0.95 4:GT(2) TT(2)  3:GG(1) TT(2)  1:GT(1) 0 0.97 1: GT(1) 2: TT(2) 3: TT(1) GT(2) 1: GG(1)

rs72756001 A 0.72 17:AA(3) AG(12) GG(2)  10:AG(1) GG(9)  2:AG(2) 8:AG(8) 0.98 1:AG(1) 1:AG(1) 0 0 0.98 1: AG(1) 1: AG(1) 0 0

rs10979533 G 0.95 4:GG(4) 2:GG(2) 8:GG(6) GT(2) 25:GG(9) GT(16) 1.00 0 0 0 0 1.00 0 0 0 0

rs117056494 C 0.03 0 0 0 4:CT(4) 0.06 0 0 0 4:CT(4) 0.06 0 0 0 4: CT(4)

rs12380226 T 0.95 4:TT(4) 0 8:TT(6) TC(2) 25:TT(9) TC(16) 1.00 0 0 0 0 0.99 0 1: TT(1) 0 0

KCNK3

rs78489206 A 0.06 20:AG(8) GG(12)  19:AG(2) GG(17)  1:AG(1) 0 0.82  5:AG(5) 0 0 0 0.97 2: AG(1) GG(1) 0 0 0

rs7588614 G 0.13 22:GC(9) CC(13)  20:GC(2) CC(18)  1:GC(1) 1:GC(1) 0.81  6:GC(5) CC(1) 0 1:GC(1)  1:GC(1) 1.00 0 0 0 1: GC(1)

rs77786658 A 0.06 18:AG(8) GG(10)  19:AG(2) GG(17)  3:AG(1) NN(2) 2:NN(2) 0.82  4:AG(4) 0 4:AG(1) NN(3) 2:NN(2) 1.00 0 0 5: AG(1) NN(4) 2: NN(2)

rs6707973 G 0.27 26:GA(9) AA(17)  24:GA(2) AA(22)  1:GA(1) 1:GA(1) 0.85  1:AA(1) 0 1:GA(1) 1:GA(1) 0.99 0 0 0 0

rs73920335 C 0.29 21:CT(9) TT(12)  19:CT(2) TT(17)  1:CT(1) 1:CT(1) 0.91  1:TT(1) 2:TT(2) 1:CT(1) 1:CT(1) 0.97 0 2: TT(2) 0 0

rs59435210 G 0.30 21:GT(9) TT(12)  19:GT(2) TT(17)  1:GT(1) 1:GT(1) 0.89  5:GT(4) TT(1) 0 1: GT(1) 1:GT(1) 0.98 1: GT(1) 0 0 0

rs59284336 T 0.09 20:TC(8) CC(12)  19:TC(2) CC(17)  1:TC(1) 0 1.00 0 0 0 0 0.98 1: CC(1) 0 0 0

rs113076024 A 0.09 20:AG(8) GG(12) 18:AG(2) GG(16)  3:AG(1) NN(2) 0 1.00 0 0 2:NN(2) 1:NN(1) 1.00 0 0 2: NN(2) 1: NN(1)

TCF7L2

rs7081062 A 0.56 80:AA(41) AG(33) GG(6) 84:AA(30) AG(34) GG(20) 0 0 1.00 0 0 0 1: GG(1)

rs149954646 G 0.61 1:GG(1) 1:GG(1) 0 0 1.00 0 0 0 0

rs145034729 G 0.61 1:GG(1) 1:GG(1) 0 0 1.00 0 0 0 0

rs10128255 A 0.56 80:AA(41) AG(33) GG(6) 84:AA(30) AG(35) GG(19) 0 0 1.00 0 1: GA(1) 0 0

rs7895307 G 0.56 80:GG(41) GA(33) AA(6) 84:GG(30) GA(35) AA(19) 0 0 0.99 0 0 0 0

rs4073980 G 0.75 67:GG(11) GC(46) CC(10) 73:GG(3) GC(47) CC(23) 1:GG(1) 0 0.99 1: CC(1) 0 0 0

rs4074720 T 0.76 66:TT(11) TC(46) CC(9) 73:TT(3) TC(47) CC(23) 1:TT(1) 0 1.00 0 0 0 0

rs4074718 A 0.77

66:AA(11) AG(46) GG(9) 73:AA(3) AG(47) GG(23)  1:AA(1)

0 1.00 0 0 0 0
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image2.emf
92 cases

93 controls

Risk Observed Imputed info Imputed info

allele

c

2
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score Cases Controls Cases Controls

c

2

score Cases Controls Cases Controls

ACTL7B

rs13285616 A 5.108 - 0.05 65:AA(54) AG(10) GG(1) 69:AA(43) AG(25) GG(1) 4:AG(3) GG(1) 5:AG(5) - 0.10 79:AA(65) AG(13) GG(1) 76:AA(48) AG(27) GG(1) 1:GG(1) 3:GA(3)

rs144726287 T 4.088 - 0.00 0 0 3:TC(2) TT(1) 0 - 0.01 0 0 4:TC(2) TT(2) 0

rs60388922 G 4.369 - 0.06 78:GG(3) GT(17) TT(58)  76:GG(1) GT(11) TT(64)  2:GT(2) 0 - 0.06 78:GG(3) GT(17) TT(58)   76:GG(1) GT(11) TT(64) 2:GT(2) 0

rs72756001 A 4.657 - 0.72 17:AA(3) AG(12) GG(2)  10:AG(1) GG(9)  2:AG(2) 8:AG(8) 0.91 0.92 3:AA(3) 0 4:GG(2) AG(2) 17:GG(9) AG(8)

rs10979533 G 4.131 0.01 0.95 4:GG(4) 2:GG(2) 8:GG(6) GT(2) 25:GG(9) GT(16) 5.15 0.93 4:GG(4) 2:GG(2) 8:GG(6) TG(2) 25:GG(9) TG(16)

rs117056494 C 4.000 - 0.03 0 0 0 4:CT(4) - 0.15 7:CC(7) 11:CC(11) 0 4:CT(4)

rs12380226 T 4.131 0.01 0.95 4:TT(4) 2:TT(2) 8:TT(6) TC(2) 25:TT(9) TC(16) 5.15 0.93 4:TT(4) 2:TT(2) 8:TT(6) CT(2) 25:TT(9) CT(16)

KCNK3

rs78489206 A 4.669 - 0.06 20:AG(8) GG(12)  19:AG(2) GG(17)  1:AG(1) 0 - 0.14 20:AG(8) GG(12) 18:AG(2) GG(16) 1:AG(1) 0

rs7588614 G 3.985 - 0.13 22:GC(9) CC(13)  20:GC(2) CC(18)  1:GC(1) 1:GC(1) - 0.15 20:GC(9) CC(11)  18:GC(2) CC(16)  1:GC(1) 1:GC(1)

rs77786658 A 4.842 - 0.06 18:AG(8) GG(10)  19:AG(2) GG(17)  3:AG(1) NN(2) 2:NN(2) - 0.18 28:AG(8) GG(10)  18:AG(2) GG(16)  3:AG(1) NN(2) 2:NN(2)

rs6707973 G 3.985 - 0.27 26:GA(9) AA(17)  24:GA(2) AA(22)  1:GA(1) 1:GA(1) - 0.15 20:GA(9) AA(11)  18:GA(2) AA(16)  1:GA(1) 1:GA(1)

rs73920335 C 3.985 - 0.29 21:CT(9) TT(12)  19:CT(2) TT(17)  1:CT(1) 1:CT(1) - 0.15 20:CT(9) TT(11)  18:CT(2) TT(16)  1:CT(1) 1:CT(1)

rs59435210 G 3.985 - 0.30 21:GT(9) TT(12)  19:GT(2) TT(17)  1:GT(1) 1:GT(1) - 0.15 20:GT(9) TT(11)  18:GT(2) TT(16)  1:GT(1) 1:GT(1)

rs59284336 T 4.669 - 0.09 20:TC(8) CC(12)  19:TC(2) CC(17)  1:TC(1) 0 - 0.15 20:TC(8) CC(12)  18:TC(2) CC(16)  1:TC(1) 0

rs113076024 A 4.754 - 0.09

20:AG(8) GG(12) 18:AG(2) GG(16)  3:AG(1) NN(2)

0 - 0.15

22:AG(8) GG(12) 18:AG(2) GG(16) 3:AG(1) NN(2)
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