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2879 | 578 781 420 |og0262961509261 1756 proteincoding  DVD dystrophin o 13 o 14 £ o o
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) radial spoke head 6 homolog A
cqu2218326cg179 81492 potincoding  RPHEA C0 TR TR S
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) IMP2inner mitochondrial membrane
c002391387 00027 83943 proeincodng vzt (e FECOTE T
cg00831247:09089 84695 protein-coding | LOX3 Iysyl oxidase-like 3
cg00677195 80760 protein-coding  ITIH5 inter-alpha-tpsin inhibitor heavy chain
family, member 5
cg06494770:00074 90293 protein-coding  KLHLI3  kelch-lke 13 (Drosophila)
01513802 23345 protein-coding | SYNEL Spectin repeat containing, nuclear
envelope 1
cg04908300:cg161 5468 protein-coding  PPARG perokisome proliferator-actiated receptor
gamma
182 5602 p ding  MAPK10 g d protein kinase 10
cg23051598 11273 profeincoding  ADNZL  ataxin 2-like
4257 p ding  MGSTL I glutath ferase 1
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cg14725537 5354 protein-coding  PLPL protealipid protein 1
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ransporer, glycine), member
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containing 2
cg16715129,00236 272 protein-coding  AWPD3 adenosine monophosphate deaminase 3
cg16715129,00239 272 protein-coding  AVPD3 adenosine monophosphate deaminase 3
g15255042 345930 protein-coding  ECT2L epithelial cel ransforming sequence 2
oncogene-like
y ) familywith sequence similariy 18,
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cg22148297 2841 p dng  GPRIS P pled receptor 18
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SWISNF related, matrixassociated, actin
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y eukaryotic translation iniiation factor 4E
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cg21463790 2115 protein-coding  ETV ets variant 1
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921463790 2115 protein-coding  ETV ets variant 1
potassium large conduciance calcium-
27094 p ding  KCNMB3 d channel,
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cg27446233 5213 protein-coding  PFKM phosphofruciokinase, muscle
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cg00412554:09064 90293 protein-coding __ KLHL13 ___ kelchvlike 13 (Drosophila)
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iPS 2 mesenchymal stem
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Glis-1 iPS
iPS X
iPS Omics
iPS
Glis-1
Glis-1
Glis1 1. Enrique Salero, et.al., “Adult Human RPE

Can Be Activated into a Multipotent Stem Cell

Glis1 that Produces Mesenchymal Derivatives”.,
iPS Glis-1 Cell Stem Cell, 10, 88-95 2012.
BMP Nonggin 2. Momoko Maekawa, et.al. “Direct repro

gramming of somatic cells is promoted by
maternal transcription factor Glis1”, Nature,
3 474,225-229,2011.
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