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1236T>C = 35.4(C allele)

MDRL 2677G>T 893Ala>Ser 41.7 (T allele) © ©
2677G>A 893Ale >Thr 21.8 (A allele)
2956A>G 986Met > Val 0.5 (G allele)
3435C>T — 49.0(T allele)
128G>C 43Cys>Ser 1.0(C allele)
218C>T 73Thr >1le 1.0 (T allele)
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—24C>T = 18.8 (T allele)
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2366C>T 789Ser >Phe 1.0 (T allele)
4348G>A 1450Ala>Thr 1.0(A allele)
34G>A 12Val>Met 18.0 (A allele)
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OAT3 1166C>T 389Ala>Val 0.8 (T allele) 2L ©
123625C>T 341Phe>Leu 16.1 (T allele)

OCTL " 126827A>G 408Met > Val 82.8(G allele) © ©
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