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Study of the epigenetics mechanism in the osteoblastic differentiation promotion of
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Epigenetics is a gene expression control structure without the DNA sequence
change. When a stem cell becomes high interest more, the gene domains that cannot speak by epigenetics
adjustment increase and change to the mature cell which differentiated. | performed epigenetics analysis
in SVF and ccdPAs. In the methylation sequence in the CpG island, | did not recognize a dominant
difference in RUNX2,0PN,COL1,DLX5, but recognized a dominant difference in ATF4 and BNP2. In contrast,
RUNX2 expression and OPN secretion were high prices in ccdPAs. From this, it was thought that result
under the influence of ATF4, expression and OPN secretion of RUNX2 promoted it.
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Analysis : RUNX2

ProbeD Mapinfo. Gene _ meanBvalue
ADSC sd(f)  codPAs sd(f) _ pvale
s00521702  chrf 45345185-46246261 RUNX2 0023 * 0009 008 o009 0392
s0345891  chrb 46389420-45291646 RUNX2 o0sg * oota 0rs o004 0458
e03756918  chrb 45389420-45391646 RUNX2 0061 * oo00s 000 o008 0324
a04574497  chib 45345185-46346261 RUNX2 0056 * 0009 oose  * o003 0434
cg05112985  chr 453451 65~45306261 RUNX2 0120 0007 o8  * o8 0104
CE0STEIIES  chrf AB3E9420-6391646 RUNX2 oot * o004 ool0 = o007 o248
209634481 chrf 453481 S5-5346261 RUNX2 oo * o002 oom = oo7 0385
CRI0SR949  chr45389420-46%91645 RUNX2 0035 * 0003 ooss  * o007 o088
CEITTIB86T  chr452451 85-45246261 RUNX2 o010 * o004 oo0 * o007 0298
a11906749  chrf 45345185-46246261 RUNX2 0037 % o00s o0 * o004 0144
CaIGT2IEIS  chib 45369420~45391646 RUNX2 0015 0005 007 % oo 0409
e13991843  chrd 45369420-465391646 RUNX2 0013 % o007 oot o008 0186
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C2I5WEEY  chif S3ER420-16391646 RUNX2 0174 % o009 oz oom 0087
cg2amB162 RUNX2 o166 * o068 011 oo 0308
] RUNX2 0050 * 0006 oost  * o008 0052
2309120 RUNX2 o0 * 0005 oo * o007 oa1e
a25494420 RUNX2 0105 * o088 009 * ooz 0265
Ca26358286  chrb 45367346-45368164 RUNX2 0216 * 0095 0205 T oo 0187
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Epigenetics Analysis :OPN/COL1/DLX5
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Epigenetics Analysis :ATF4 /BMP2
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