ICS 71.100.70
CCS Y 42

T/CS
4 (%S R ;3

T/CS 766—2026

I-ﬁ:]:i_

T 2H AR F R SRR LS BY I B AR Z L1
KIFRRmift 2155

Research guidelines for anti-aging skin care products based on the regulation
mechanism of cellular youthfulness

2026 -10-22 5% 2026 - 10 - 22 =L

H
[
o4
=ty
ik
M
RE
2t



—_

S B "

T/CS 766—2026

= PN
=2 P 111
T . o 1
T T B T © 1
N 1 = 1
T 1
P B B R AR I TV © 5
5. 1 AR A eI R R0 o 5
B. 2 AR R e B 6
B. 3 I R I 7
D 4 AR T RS o 7
5. b I T o o o 8
B. 6 GERE R e 8
A 11111 KL~ iR 9
5.8 AR A G 9
B0 T S 10
5. 10 GERE A I T RS e 10
5. 11 R T R o o 11
T A = o e W . = U 12
R A0 e 12
TR B T e 13
1ol R T 13
T2 B ] 13
1.3 RG] 13
T d A B E B T 13
O (% 1 = 13
106 A B ] 13
R R o e 13
ST Y 1 0= B = 1y A 13
8. 2 B T I . o 14
8.3 BB G Tl o o 14
8.4 T T A « oo 14
8. 5 RN R © e 14
8.6 A T 14
8. T A ENE Y oo 14
8. 8 AT AT o e e 14
5 14
0. 1 AT 14



T/CS 766—2026

0. 2 RN R R T 14
0.3  AARTEARIII o 14
10 R G R T . 15
10 1 TR R T ] . e 15
10. 2 AP Rl 15
10. 3 T ] 15
10. 4 FA B T 15
10. 5 U T 15
B e A R e 16

1T



T/CS 766—2026

=~

R

]l

ARAFIZIEGB/T 1. 1—2020 (AL TAESIN  ZE1ER5;: v L SO IS5 R AT BRI (4 e
TEVE A SO ) R ] AT RE VS S B R A SO 1 R AT WA AR AR 51 & R 5L AE
ASCAE L R AR A Y G PRA F 3R H

ASCAE R E A,

AR E AL 1 R ARIEEY A R A 7 . v R AR A IR A F . @A brdER AR

L

ks (G5 ARAF.
A EEERFEN: XFE. R} MRE . HZL KB RIKGE. S, R,

I1I



T/CS 766—2026

ETMAF RS EENG IR R E R X IP IR m it & f5

1 SEE

ASCHR A T R T AR ERS (KR U R R R R BERIR S, i T
RN BB R R R AR s AR BRI . WA RS . DGR L o B ] 5 XU
BB

ARG T2 T A MR AR A TR U] AR R DAAE 52 5 JER A i 3 2 3R 09 H AR Bt
PR A R BRI A o

2 HseMsImxH

TN B S A ) P A S S AR R 5 TS A SCA AN R D R SR R Hed, v H I 51 A S,
A% H X B I RRCAITE T AR AN HIAM G SO, HsoH A (BFEITE s e EH A
A

GB 7916 ARl Ze4amidi EsR

GB 50073 i) it

3 AIBMZEX

THIARE R E SO T AR
3.1

M= E  cellular senescence
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ADP: TR T (Adenosine Diphosphate)

AGEs: MR ALK =Y) (Advanced Glycation End-products)

AKT: HAWMEB (Protein Kinase B)

AMP: —WERIREF (Adenosine Monophosphate )

AMPK: IR ERVEIL S UM (Adenosine Monophosphate-activated Protein Kinase )

AP R s JRES /s RE ST 14 (apurinic/apyrimidinic site)

AP-1: BiEE 1 (Activator Protein 1)

APE1: i ngEns /i s g 4% iR W) 1 (Apurinic/Apyrimidinic Endonuclease 1)

ASC: AT MRBE SFEE A (Apoptosis-associated Speck-like Protein containing a CARD)

ATAC-seq: % )R] S Gt )il /5 (Assay for Transposase-Accessible Chromatin with
high-throughput Sequencing)

ATM: HFFREBMMEY KRAEE A (Ataxia Telangiectasia Mutated)

ATP: =f§IRIRT (Adenosine Triphosphate)
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ATR: JLEFRTREYHINEY HKIEFRad3MHKEE (Ataxia Telangiectasia and Rad3-related)

BiP/GRP78: & Kk 456 8 H/# & f i 1581 178 (Binding Immunoglobulin Protein /
Glucose-Regulated Protein 78)

BNIP3: BCL2#HH.EA &3 (BCL2-Interacting Protein 3)

CALR: ¥/ H (Calreticulin)

Caspase-1: -t R4 M§-1 (Caspase-1)

CAT: ¥ EHE (Catalase)

CCN2/CTGF: 4 fuidi (5 M 25 5 +-2/45 46 2R A K [ ¥~ (Cellular Communication Network Factor
2/Connective Tissue Growth Factor)

cGAS: N EEFR-IRHFIR & (Cyclic GMP-AMP Synthase)

ChIP: Jeftfi %% 1€ (Chromatin Immunoprecipitation)

CML: R H %R (Carboxymethyl Lysine)

COL1AI1: I JFal%# (Collagen Type I Alpha 1 Chain)

COL1A2: 1% JFo24% (Collagen Type I Alpha 2 Chain)

COL3A1: IR Halé (Collagen Type III Alpha 1 Chain)

COX-2: M&E AM-2 (Cyclooxygenase-2)

CPD: ¥ T JimEnE — 24K (Cyclobutane Pyrimidine Dimer)

CpG: CpG# 1R (CpG Dinucleotide)

CRH: 1'% bR iR R (Corticotropin-Releasing Hormone)

CRHRI1: {25 IR IR RS & %241 (Corticotropin-Releasing Hormone Receptor 1)

CUT&Tag: HEAIYI#E 5% KHEREARIE (Cleavage Under Targets and Tagmentation)

DDB2: DNA#iffi4si# &2 (DNA Damage-Binding Protein 2)

ddPCR: iz FPCR (Droplet Digital Polymerase Chain Reaction)

DEJ: H J%-3F % iE#H: (Dermal-Epidermal Junction)

DNA: i MZEZER (Deoxyribonucleic Acid)

DNMT: DNAHREFFEF (DNA Methyltransferase)

DNPH: 2.4- fi3 M (2,4-Dinitrophenylhydrazine )

DQ-BSA: DQ-ZIifFHEH (DQ-Bovine Serum Albumin)

DRPI1: Z/J#H¢E 1 (Dynamin-related Protein 1)

ECAR: 4413 (Extracellular Acidification Rate)

ECM: 4iffu4bIE)ii (Extracellular Matrix)

EdU: 5-ZBdk-2-[i% R (5-Ethynyl-2'-deoxyuridine )

ELISA: M5 M %E (Enzyme-Linked Immunosorbent Assay)

ELN: #:#H (Elastin)

ERAD: W MAHIC#M% (Endoplasmic Reticulum-Associated Degradation)

ERCC1: VIFrEE < X HAMERF 1 (Excision Repair Cross-Complementing 1)

ERK: Zi4ME 5 A% (Extracellular Signal-regulated Kinase)

EZH2: zested&[K 3455 ¥ [Fi4)2 (Enhancer of Zeste Homolog 2)

FAK: ZiEB M (Focal Adhesion Kinase)

FBNI: JRZ[4EEH1 (Fibrillin 1)

FIS1: Z&AifA7r%E8 1 (Mitochondrial Fission 1)

FISH: % J6JRf7%4%% (Fluorescence In Situ Hybridization)

FLG: 2% H (Filaggrin)

FN1: #F%%H1 (Fibronectin 1)

FOXO: Xk&EO¥x T (Forkhead Box O)

GADD45A: 4K A5 5SDNA$ 7 175 5 85 1450 (Growth Arrest and DNA Damage-inducible 45 Alpha)

GAGs: EfZ%ERE (Glycosaminoglycans)

GCLC: HRM-FMARIEREMMILIEIE (Glutamate-Cysteine Ligase Catalytic Subunit)

GSDMD: gasdermin D& (Gasdermin D)
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GSH/GSSG: it AR/ HEH Ik (Reduced/Oxidized Glutathione)

HA: #EWHJfR (Hyaluronic Acid)

HAS: #EWFRR& HM (Hyaluronan Synthase)

HAT: HEA LN (Histone Acetyltransferase)

HDAC: HEHE A% LBLES (Histone Deacetylase)

HMOX1: 4L %A lF] (Heme Oxygenase 1)

HPla: 544825 [ 1a (Heterochromatin Protein 1 Alpha)

HPA: N EfW-SE4k-5 L% (Hypothalamic-Pituitary-Adrenal Axis)

HPLC: =R0RAHEE (High Performance Liquid Chromatography)

HRV: OFA 7 (Heart Rate Variability)

HSF1: #AR5aH 56K+ 1 (Heat Shock Factor 1)

HSP: # /K381 (Heat Shock Protein)

HYAL: ZWREE (Hyaluronidase)

H3K27ac: ZHE FAH3 270 #i 2 ik £ B4k (Histone H3 Lysine 27 Acetylation)

H3K27me3: ZHH FHH35 270056 % fE — F 54k (Histone H3 Lysine 27 Trimethylation)

H3K4me3: #18 FH3Z 40 2 1R — 1 241k (Histone H3 Lysine 4 Trimethylation)

H3K9me3: ZHEHH3E MMz R =21t (Histone H3 Lysine 9 Trimethylation)

H4K16ac: ZH8 FAH4AZE 166 i 2 ik £ B4k (Histone H4 Lysine 16 Acetylation)

H&E: AR 4t (Hematoxylin and Eosin)

IGF-1: JEHZEFAKET1 (nsulin-like Growth Factor 1)

IKK: kB (IkB Kinase)

IL-1: H40fi/%&-1 (nterleukin-1)

IL-18: H4Hig/%-18 (Interleukin-18)

IL-6: H4iffi/2-6 (Interleukin-6)

IL-8: H4iffi/2-8 (Interleukin-8)

IRF3: Tz M [AF3 (Interferon Regulatory Factor 3)

ITGA6/ITGB1: 42 a6/B1 (Integrin Alpha 6/Beta 1)

ITS: AH%[EIFEX (Internal Transcribed Spacer)

IVL: H#&EH (Involucrin)

IxkBa: %K FxBHfi|# Ho (Inhibitor of NF-kB Alpha)

JC-1: JC-1ZR A L A7 ¢ Y6 4R % (JC-1 Mitochondrial Membrane Potential Probe)

INK: c-JunZd & Ry (c-Jun N-terminal Kinase)

KEAP1: Kelch#ECHELH 1 (Kelch-like ECH-associated Protein 1)

Ki-67: HEUEFR EYIKi-67 (Marker of Proliferation Ki-67)

KRT: ffitgH (Keratin)

Ku70/Ku80: Ku70/Ku80£H (Ku70/Ku80 Protein)

LAMP1/2: ¥R CEEET 1 1/2 (Lysosomal-Associated Membrane Protein 1/2)

Lamin Bl: #%4Z&HAB1 (Lamin B1)

LC3: MR E 1553 (Microtubule-associated Protein 1 Light Chain 3)

IncRNA: KBEAE4ifGRNA (Long Non-coding RNA)

LOR: YHE M (Loricrin)

MAPK: 223453505 F ¥ (Mitogen-Activated Protein Kinase)

MEN1/2: LR & B 1/2 (Mitofusin 1/2)

MMP: X4 8 &AM (Matrix Metalloproteinase )

MyD88: #fiFE /4L [K 788 (Myeloid Differentiation Primary Response 88)

mCherry-GFP-LC3: mCherry-GFP-LC3XU% )t H W4 5 &4t (mCherry-GFP-LC3 Dual-fluorescence
Autophagy Reporter)

miR: /NRNA (MicroRNA)

mtDNA: ZEFi/ADNA (Mitochondrial DNA)
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mTOR: T IHZE ZHLHIHE 55 (Mechanistic Target of Rapamycin)

mTORC1: FHIHFERVLFFEE A EZA541 (Mechanistic Target of Rapamycin Complex 1)

NAD+: RS 4B (Nicotinamide Adenine Dinucleotide)

NADH: 4 J5 4 Bk i P2 g — 4% R (Reduced Nicotinamide Adenine Dinucleotide)

NF-kB: #%[XFxB (Nuclear Factor Kappa-B)

NGF: #&EK ¥ (Nerve Growth Factor)

NIX: NIP3#£& X (NIP3-like Protein X)

NLRP3: NODFESZ AR S & pyrin2E #4935 2 13 (NOD-like Receptor Family Pyrin Domain Containing 3)

NMN: B-MHEEZ A% R (B-Nicotinamide Mononucleotide)

NQO1: NAD(P)HfiE4E 1Lt 5 K1 (NAD(P)H Quinone Dehydrogenase 1)

NRF1: MU AF1 (Nuclear Respiratory Factor 1)

NRF2: #%KFE2#H5E T2 (Nuclear Factor Erythroid 2-related Factor 2)

OCR: #E% % (Oxygen Consumption Rate)

OGG1: 8- Mt ZIESDNAKEFLLEF (8-Oxoguanine DNA Glycosylase)

OPA1l: MMZZESHHE A1 (Optic Atrophy 1)

PANAS: IEfEZ &R (Positive and Negative Affect Schedule)

PCR: & H#E\x ¥ (Polymerase Chain Reaction)

PDI: & —hift 58 (Protein Disulfide Isomerase)

PGC-lo: &AW A FE YIS ARy % K 1 1a. (Peroxisome Proliferator-activated Receptor
Gamma Coactivator 1-alpha)

PGE2: % ZEE2 (Prostaglandin E2)

PINK1: PTENi%3:#§#1 (PTEN-induced Kinase 1)

POLB: DNAXK 4B (DNA Polymerase Beta)

POT1: uikifR4'2K 1 (Protection of Telomeres 1)

PRKAA1/PRKAA2: AMPK/#AK IV % al/a2 (Protein Kinase AMP-Activated Catalytic Subunit Alpha 1/2)

PSMB5: & AT IEBS (Proteasome Subunit Beta 5)

PSQI: VLz%ERHEAR T & 520 (Pittsburgh Sleep Quality Index)

PSS: J&K1E JJE R (Perceived Stress Scale)

pl16: 2 B A s MR B H1H1] 7712A (Cyclin-dependent Kinase Inhibitor 2A)

p21: 4 A B8 A M B HT I 51 1A (Cyclin-dependent Kinase Inhibitor 1A)

p38: p38L2 R HIEALER I (p38 Mitogen-Activated Protein Kinase)

p53: MEE A p53 (Tumor Protein p53)

p62/SQSTM1: p62/sequestosome-1%5 1 (Sequestosome-1)

Q-FISH: E&KNJHAI44%¢ (Quantitative Fluorescence In Situ Hybridization)

gqPCR: SERJ% %€ #&PCR (Quantitative Polymerase Chain Reaction)

RAGE: BB Z AR =524k (Receptor for Advanced Glycation End-products)

RAP1: Imti s E Py 4 & H T2 EAEH & E1 (Telomeric Protein RAP1)

Rb: LM EREN IR &5 1 (Retinoblastoma Protein)

RNA: B (Ribonucleic Acid)

RNA-seq: RNAJ/F (RNA Sequencing)

ROS: %4 (Reactive Oxygen Species)

rRNA: ZHEARNA (Ribosomal RNA)

SA-B-gal: FEEZAHRB-L-AMEF M (Senescence-associated B-galactosidase)

SAHF: FEZHMHF Yt )ikl (Senescence-Associated Heterochromatin Foci)

SASP: FEEZAHKMET (Senescence-associated Secretory Phenotype)

SIRT: YUER{E S IHTTH T (Sirtuin)

Smad: SmadZ&[1 (Small Mothers Against Decapentaplegic)

SOD: HAMYEALES (Superoxide Dismutase)

STING: FHLEIEEEE T (Stimulator of Interferon Genes)
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S6K: HZHEARS6E (¥l (Ribosomal Protein S6 Kinase)

TBK1: TANK%;&# 1 (TANK-binding Kinase 1)

TERC: ¥ipfiifRNAZ 7> (Telomerase RNA Component)

TERT: Uipfif§idi4% 5%l (Telomerase Reverse Transcriptase)

TET: ten-elevenZ)fi U4 & (Ten-eleven Translocation Dioxygenase)

TEWL: £ 57K #1%% (Transepidermal Water Loss)

TFAM: ZekifRk# %K FA (Mitochondrial Transcription Factor A)

TFEB: #43%[A-FEB (Transcription Factor EB)

TGF-B: # A4 KK T B (Transforming Growth Factor Beta)

TGFBR2: #Ab4 KK FB324A2 (Transforming Growth Factor Beta Receptor 2)

TIMP: 54 )8 5 AR 20157 (Tissue Inhibitor of Metalloproteinases )

TIN2: TRFIFHEAERHZE A2 (TRF1-Interacting Nuclear Protein 2)

TLR: Toll#f324& (Toll-like Receptor)

TMRM: JUHFES PHIHHES (Tetramethylrhodamine Methyl Ester)

TNF-o: 3R ZEA Fo (Tumor Necrosis Factor Alpha)

TP63: MR & 1163 (Tumor Protein 63)

TPP1: UiphifRY' 21 (Telomere Protection Protein 1)

TRAP: i85 & P53 #8475 (Telomeric Repeat Amplification Protocol)

TRF1/TRF2: iy 8 & ¥ 51254 K F-1/2 (Telomeric Repeat-binding Factor 1/2)

UCLA: MM REELIS AL UM E 3R (University of California, Los Angeles Loneliness Scale)

UPR: K& H &M (Unfolded Protein Response)

WHO-5: WHOFL I AE$5%(#E3K (World Health Organization-Five Well-Being Index)

XPA: FHMTEIHAAEE (Xeroderma Pigmentosum Group A)

XPC: FHMTEHCHE A (Xeroderma Pigmentosum Group C)

4E-BP1: FHAZBHEFEACLA N T4E45 A 81 (Eukaryotic Translation Initiation Factor 4E-Binding Protein
D)

53BP1: p5345& M1 (p53-Binding Protein 1)

ShmC: 5-F2F R fumsnE (5-Hydroxymethylcytosine )

S5mC: 5-HILHIRELE (5-Methylcytosine)

6-4PP: 6-47¢:7=4) (6-4 photoproduct)

8-OHdG: 8-FZHMiA ZH (8-Hydroxy-2'-deoxyguanosine)

8-0x0G: 8-FH Ak LIRS (8-Oxoguanine)

YH2AX: R4 FIH2AX (Phosphorylated Histone H2AX)

A¥m: ZEkifAEE AL (Mitochondrial Membrane Potential )

5 EEHUE] ISR SHERRAAN 5 0k
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FOXO1. FOXO3 Bt LB FIAZ E L 5

SLIRE P& % 5 O RIRE I R 4 3% K F
FOXO ¥ i1 SOD2. CAT. GADD4SA K FOXO 1% 5 AL R 54 35 /K
o JEALF 431 7Y Klotho B [ Klotho FRIBE /M MK ;
Kloth = s o o g
otho FUFHHAX(E S IGF-UAKT JAR% Fiiths IS SR
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SR R B TRF1. TRF2. POTl. TPP1. TIN2. RAPI RIPE SR RB Rk E
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JEATI, A S 4 TR I TRAPYE .
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