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FIMMEDERBD 72 < | EYOEFEERFIC DNA X FAALEHEL LTHWAE0IC, E%
MBI BT 2 BETFEROBEAZCEET 2 HFROEHNRLECTH S, ULOTEEND, KFET
EFEBICRBT 2 BEFREDEAZL DNA A FMLICE S YT, BEYEREEEETO®E
ANZEIZHFET 2 DNA A F LR ORE S BENCRE 21T - 72,

[Fix]
b NIEFEAFREEREZ Y 2 DNA X F U AVARHT
1. BEYEieiER R TS MA A L 30 kbp @ CpG island 3R
FFIBC R L TV D b T U AR —F—10 &, (RHiEER CYPS FEDE 15 ?ﬁ@ﬁ{ﬁ%%ﬁﬁﬁﬁ% &L,
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BIIEBETFOEERIER EF-30kbp £TE L7z, ‘
2. EYENEEEERT O mRNA BREDHIE
b MERAFIEL 0 total RNA Z i L, 5B A FFKIC CpG island 23E7E L @EFIZOWT
mRNA IR E % & real-time PCR = CTHIE LT,
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JELREEIR D & ) DAEERRAT 21T o 12, FEAHEE ORI ICIZE R real-time PCRE% AV 7z,
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SLC47A1 BT FHIBIZXT 2 CoG island OFE#FHES 5 72, CRISPR/Cas9 system %’Eﬁﬁ A
TCpGisland #RE L7t b FF23 AR SEMIRA Hep G2 % 1ERL L. RIBMIILIZ 31T 5 MATEl mRNA
#ZE % T & realtime PCRIKIZ LY HIE LTz,
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CpG island DEREIT- 72 15 EOELETD H b, 10 EOBEBFIZ CpGisland BFEEL, &
n5 10 BOEGBFICOVT mRNA REBZRE L& 25, SLC4741 | MATEL T 22.8 f&,
CYPIAZ /| CYP1AZ iZ 194.3 {572 X FFli (R BAESHZE L, % CpG island O A F/L{L4R
EZEEL. mRNA XHEL OMBEMITFEIT - 2f%R., ABCBI /| MDR1, ABCC3 / MRP3,
SLC47A1/ MATE1 @ 3 FEDBEEFIZB VT mRNAFKHE & A F /U EENBOHEBE %Y CpG
island B S e 72 o7 (Fig. 1), ZTi5H 3 @0) 5%, MATEL mRNA ORBEEBEOREAEICRS
oo 75%9)07’;71&5 SLC47A1 ] MATEL IZE S %24 T, CpG island DHEEEFHHEZITS Z & &
L7,
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SLC47AI BIEFHBUZH 5 CoG island OHEEEEFT(T

DNA X F AL SLC47A1 BRTFRBIWCEETINE D DEHOLONIT 720 4 BOEEMRE
Z DNA Bi A FALHITHLE L, MATEL mRNA REREZHIE LR, 2 BOMEIZEB VT DNA
fii A FAALBNC L MATE1 mRNA BHRED FREBRRBD 5N (Fig. 2),

Cell lines

Fig. 2 The effect of 5-aza-dC on MATE1 mRNA

HepG2  HEK293 LS174T  HaCaT

expression in four cell lines.

S-aza-dC - + - + - + - + _ All cell lines were treated with 5-aza-dC for 72 hr

MATE1. before harvest. MATE1 mRNA expression was

GAPDH determined using RT-PCR.
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R L7z 2 FTD CpG 1Sland I SLC47A1 BEFEERRBRI D FNETIH 27 kbp L4 5 kbp
BEN - BEIRICFE L TV e, 22T, 2150 CpG island 28 SLC47AI B FHBAD TN
—& LTHREY D 2 L 2RE LT, SLC47A1 BInFEEMIAREFEEE L CpG island % FIRFIC
FIIAITE VR —Z —_ 7 B —%ERL L. luciferase reporter assay #1T o 7=fE 2. # 27 kbp ¥k
\ZHFET D CpG island NOELEL (25670 ~ -25246 bp) MEEIEM ERICEELREEI2HHOZ &
RNz (Fig. 3),
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2ri7e 252°32:‘”25-5.2“ re 172 E *ets Fig. 3 Luciferase activities in SLC4741-Cp( islands.
Cael-10 cart+12 Luciferase (Luci) reporter gene constructs were

Relative luciferase activity
0 5 1_0 1.5 2_0 2.5 transiently transfected into HepG2 cells. Luciferase
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® 27178 25203 i = values are normalized to pGL4.70 vector and mean
@ value obtained with the pGL4.10 vector as 100%. Data
® represents mean £ S.D. and analyzed using Dunnett's
@ .
test. *, p < 0.05: statistically different from the control
® | I . . '
® 25245 - vector containing only SLC47A41 gene promoter region.
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SLC47A1 & (EFESBIE A DK 27 kbp BFL7z CpC island 23, SLC47AIEGFFHBOENET
BAI=AALE LT, SLC47A1 BizF L CpG island 2AERYIZAEE L TV 5 DNA V— 7 g%
RE L7z, £Z T, CpG island & SLCY47A1 BEFEERKS L OHBETEOFELH S M
T A7, BETOIMEEEETFEETH D 3Cassay 12X 0D, SLCL7A1EEFELEBRD S ) A
HEEAIAT 21T o 7o, SLOL7A] (5T B RI4E SR RERITIC BN TERWREEHEESHBO bR Z L
26, DNA DNL—7HEEC L V| # 27 kbp LD CpG island & SLC47A1 Bz FEERR A RGE
FEEESYEBIGEE L TNWBE Z R AN (Fig. 4),
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mRNA BHEEZHIE LR, MATEL1 mRNA EHE DK 40% DD 2RD 7=,



"SLC47A1 1 MATE1 CpG island | Pst!site Fig. 4 3C assay of the SLC47A41 gene locus.

AnChormg point TS The Black vertical lines show positions of Pst [
41 (51 6 {7} 18] [9] [10] 11} |[12] ) )
) J—} restriction sites and grey box show CpG island.
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-§ 80000 Constant primer and TagMan probe were
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. g 60000
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» ) representative experiment.
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ABCC3/ MRP3. SLC47A41/ MATE1 125\ T DNA A FALICRBHES TV BZ L &R LT
HEFZINETIZRL, & FMFBIZER VT DNA A FU R 2 m%@i‘éﬁ;{z}%o)%ﬁ@:@@fré P2

R DRI TH LN, o

SLC47A1BEZFITRVTIE, 4927 kbp J:()m BT D CpG.island DT F & SLOL7A1 &fs A
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