Supplementary Information Table S1 Seventy-seven SNVs associated with eGFR in T2D and their functional annotation

SNP Chr Position EA NEA EA FRQ B SE P Gene(s) Tissue Beta P
rs112704047 13 35434160 A G 0.190 7.111 1.258 2.093E-08 no hit
rs7321088 13 35434434 A G 0.195 6.903 1.230 2.667E-08 no hit
rs6562653 13 35434797 C T 0.197 6.917 1.212 1.541E-08 no hit
rs1323954 13 35435049 C A 0.197 6.915 1.212 1.564E-08 no hit
rs1323955 13 35435176 T C 0.197 6.918 1.212 1.541E-08 no hit
rs1323956 13 35435190 T C 0.197 6.918 1.212 1.537E-08 no hit
rs9599756 13 35435744 C T 0.197 6.917 1.212 1.552E-08 no hit
rs10492726 13 35436375 G T 0.197 6.918 1.212 1.553E-08 no hit
rs9599757 13 35437110 G A 0.197 6.918 1.212 1.568E-08 no hit
rs71665258 13 35437286 CAA C 0.197 6.928 1.214 1.559E-08 no hit
rs7335483 13 35437521 T C 0.192 7.104 1.229 1.025E-08 no hit
rs79258222 13 35437731 T C 0.192 7.103 1.229 1.027E-08 no hit
rs6562656 13 35438415 G T 0.197 6.917 1.213 1.584E-08 no hit
rs6562657 13 35438443 C T 0.197 6.919 1.213 1.576E-08 no hit
rs6562658 13 35438481 G A 0.197 6.919 1.213 1.577E-08 no hit
rs6562659 13 35438483 G C 0.198 6.939 1.214 1.467E-08 no hit
rs9599762 13 35438754 C G 0.197 6.918 1.213 1.588E-08 no hit
TAAAT
AAACA
rs141661188 13 35439498  AATA T 0.197 6.919 1.213 1.587E-08 no hit
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Seventy-seven SNVs upstream of the NBEA gene that were significantly associated with eGFR in participants with T2D with P < 5E-08, and their

functional annotation. T2D=type 2 diabetes mellitus, SNV=single nucleotide variant, Chr=chromosome, Position=chromosomal position

(GRCh37/hg19), EA=effect allele, NEA=non-effect allele, FRQ=frequency, f=regression coefficient for EA.



