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Gene
NUDT15

VKORC1

ADRB1
ADRB1

SNP
c.415C>T

-1639A>G

c.145A>G
c.1165C>G

Protein
R139C
increased transcription

S49G
R389G

rs#
rs116855232

rs9923231

rs1801252
rs1801253

Function Substrates/Drugs affected
Decreased 6 -mercaptopurine, azathioprine
Increased

(warfain-resisitant) warfarin

Decreased
Decreased } B-blockers
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#2 EYLEBEELTFLZHEOT OTRIRICRIT 57 VVEEDHER

Population Differences

Gene Allele SNP Protein rs# Function Substrates/Drugs affected . *
among Asians
CYP3A5 *3  6986A>G splicing defect (ST76746 None midadoram, tacrolimus, ns
calcium channel blockers
CYP2B6 (*6) 516G>T Q172H rs3745274 Decreased efavirenz, cyclophosphamide E < SE-S
CYP2C9 *2 430C>T R144C rs1799853 Decreased phenytoin, sulfonylureas, E-SE< S
CYP2C9 *3 1075A>C 359L rs1057910 Decreased S-warfarin, NSAIDs E-SE< S
CYP2C19 *2 681G>A splicing defect rs4244285 None clopidogrel, proton pump inhibitors, ns
CcYP2C19 *3 636G>A W212X rs4986893 Decreased tricyclic antidepressants E-SE> S
CYP2D6 *4 1864G>A splicing defect rs3892097 None tamoxifen, B-blockers, class | E<SE < S
CYP2Dé6 *10 100C>T P34S rs1065852 Decreased antiarrhythmics, antipsychotics E-SE> 8
NAT2 *5 3417>C 1114T rs1801280 Decreased L . N E<SE< S
NAT2 6 590G>A R197Q rs1799930  Decreased isoniazid, sulfonamide, procainamide, E<SE< S
NAT2 7 857G>A G286E rs1799931  Decreased Rl E-SE> S
UGT1A1 *6 211G>A G71R rs4148323 Decreased SN-38, etoposide, raloxifen, atazanavir E>SE> S
UGT1A1 *28 A(TA)TTAA reduced transcription rs3064744 Decreased ' ' ' E-SE< §
FCGR2A ¢.535A>G H131R rs1801274  Docreased fituximab ns
(response rate)
Increased o
FCGR3A c.818A>C F158V (F176V) rs396991 (response rate, [;?;Eifﬂab ns
relapse-free survival)
NUDT15 c.415C>T R139C rs116855232 Decreased 6 -mercaptopurine, azathioprine Et >SE -S
VKORC1 1639A>G  increased tanscription  rs9923231  Inereased wartarin E<SE< S
(warfain-resisitant)
ADRB1 c.145A>G S49G rs1801252 Decreased B-blockers ns
ADRB1 ¢c.1165C>G R389G rs1801253 Decreased ns

ns: not significant (less than 2-fold difference), E: East Asia, SE; Southeast Asia, S: South Asia

*Differences in allele frequency more than 2-fold among Asians (indicated in red).
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