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Amyloid Precursor Protein(APP) i3 7 )V WA < —fR{ ORI ZIRET B 2 E ANPED FERER
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PR A PR T ld. APP IR R A A VICHEE T 25 3 BEH APP ORG 2 3RE L
THED. ZOEREIZLD ABOEREIA L, TIVINA I—IHORIEICE D LN S RFHD b &
2. APP MBI R X A UGS VSV BOFE LHRERIT 217 > T & Jzo mill. APP Mg | X
4 UG VNI ESTFDO—D2& LT, hARD! (human homologue of yeast ARDI
N-acetyltransferase) % Hiff L. hARDI1 D' APP ORGRZEMERI T L & BT, AB40 PELZ ]
THZEERHLUED. 205 AT S D TIERD 27z

ZT T, B EiE. AMZEICEN T, hARDL O#EEE L APP A DBIEIZ DUV RNz,
% LC. hARDI1 IZ co-factor DS¥EAE L, Wi DILFE F TDH N-acetyliransferase 1EHEZERFD I &\
Z DIEMEIT hARD1 @ acetyl-coenzyme A fEEHEIFIC mutation Z A2 Z & CHflENDZ I &, £
L C hARD1 @ N-acetyltransferase 7G4 & AB40 BELICHIBIN H 5 Z L 2R LTz, 25 DRI
hARD1 IZ & % APP (GEFAEI D2 FHEHEIZ hARD1 O N-acetyltransferase {HMEDBIS L5 2 &%
WL TRRTHHDTH Do
L. human NAT1 @ 2 Bt —=* 7" ¥ hARD1-hNAT1 D DRES

hARD1 | yeast ARD1 N-acetyltransferase D3fIE R X A > &8 60%DMHENM:ZRH, F 7z,
acetyl-coenzyme A FEEHIH & R7E L T 2o yeast TIEH 95kDa DAFEZRFD NATL LWH 5~
IS D co-factor & LTI < & S #E5 &2 HLIZ, yeast NAT1 @ human homologue % 5 —4 *X—2X
DPHME Uz, ZOFER, yeast NAT1 & EFEIC N K12 TPR (tetratrico peptide repeat) motif % 5§
% (human Tl 5 D, yeast Tl 3 D). yeast NAT1 &£ 40% DAHEME % Fro 5+ % R U Jz (GenBank
accession number AJ314788). T D4>F% HEK293 #fifid7» 5 RT-PCR (A CHEE L, hARD1 & DiES
% S G RRRIC K DT U258, HEK293 il T OR & 2R Lz,

2. hARD1 @ N-acetyltransferase JH{EHIE

¥iEd. hARDI1 @ N-acetyltransferase G HEIE ROMESL #1T 5 7/z0 hARDI/ENAT1 Z HFEH =
/= HEK293 MIiZD lysate T N-acetyltransferase M 2 U /=0 £ 72, & D54 TIX hARD1, hNAT1
DOHMFH T TIHEEDOE R R LRIIBE I NRD 572, THId human T N-acetyltransferase i
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consensus sequence C® 5 Arg82 & Gly85 &Z N2 Ala ICEE X ¥ 7= hARD1 (hARD1 R82A,
G85A) % B} L+ N-acetyltransferase JEIEN D& 25T U 7= HEK293 gl Z 21O constructs

(hARD1 wt, R82A, G85A, hNAT1) ZFRBIX ¥, FEoTH L=EMHERZHWTZO lysate D
EHERE Lz, ZORER. hNATL L HICRRIBEGEHICEROETIHREI N, ZRIZL?
BRI R82A > G85A TdH o /= (ANOVA, significance at p<0.05 or better), hARD1/hNAT1 DR 6
LR & -l T2 55 & BRI 2R U7zo &7z, hARDI G85A Id wi & R82A OHIFE DM
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4. N-acetyltransferase 3G & AB40 EEL D IHEIEI{R D WET

CNETOREED S, hARDL O acetyl-coenzyme A FESEFNICERZAND (R82A, G85A)
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PLED XS, A%, hARD1 @D N-acetyltransferase {GIERRICHEDY 7212w N TCH B
human NAT1 Z B L. hARDI @ acetyl-coenzyme A FEEEFICZEFEE AN T, N-acetyltransferase
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