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(57) Abstract: The present invention relates to a method of multiple detection of methylation in target DNA and a composition for
detecting the methylation of target DNA and, more particularly, to amethod for detecting the methylation of target DNA, by constructing
an oligonucleotide including a target-specific sequence capable of binding complementarily to the target DNA and a universal primer
incapable of binding complementarily to the target DNA, linearly amplifying the target DNA with the oligonucleotide serving as a
primer, and amplifying the linearly amplified target DNA by means of the oligonucleotide capable of binding complementarily to the
linearly amplified DNA, the universal primer, and a probe.



WO 2018/066910 A1 {1200 S0 000 OO0 0T

LR, LS, MW, MZ, NA, RW, SD, SL, ST, SZ, TZ, UG, ZM,
ZW), FeF Ao} (AM, AZ, BY, KG, KZ, RU, TJ, TM),
& (AL, AT, BE, BG, CH, CY, CZ, DE, DK, EE, ES, FI,
FR, GB, GR, HR, HU, IE, IS, IT, LT, LU, LV, MC, MK,
MT, NL, NO, PL, PT, RO, RS, SE, SI, SK, SM, TR), OAPI
(BF, BJ, CF, CG, CI, CM, GA, GN, GQ, GW, KM, ML,
MR, NE, SN, TD, TG).

—  TALALRILA 9 T (£ A212(3))

— iﬁﬂé%ﬂ B 7)EwE Ao Fel, AN E A
st 9 2ol Bste] Fi FANE (13 48.2(h)

— BAAY AL ES 21 G (13 5.2()

(57) L.opA; ¥ U & B DNAS] W95 E B oR AFs: 0 o =
e A AR DAt 84 5% A58 5 i O Fol 4 A o £ DuAe] 3 e s
A
[e]
T

;1
N >§
Z
L3>

o lo,
=2
i)
i‘l
E
rU[o
g
<
PN
o

T L e P N R R o
ZE5y, 4% 229 I DNAS 438 SEFDNAC ARAo AT 4 3k LelayEeer
sejoln] ) EnF o] g3le] FEFOZM, B DNAS) | E5HE 72



