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Abstract

In Korea and China, traditional medicine’'s holistic approaches, based on the views of whole—body and
whole—person, have been applied to make the solution of health problem, However, these holistic approaches
of traditional korea or chinese medicine have been limited in interpreting their theories in a view of modern
scientific aspects of medicine, This limitation seems to be mainly due to the reductionism approaches of
modern scientific medicine, Traditionally, science has taken a reductionism approach; dissecting biological
systems into their constituent parts and studying them in isolation, However, systems biology based on
omics technologies is providing a new thought and method for traditional medicine’s research and
interpretation, Systems biology uses integrity study as the characteristic and bioinformatic technology as
the key method for connecting reductionism and holism, Therefore, it has much in common with the
theory of traditional medicine. It was reviewed that how systems biology is applied to traditional medicine
in Korea and China, Also it was suggested that more future researches on interpretation between traditional
medicine and systems biology must be focused on personalized medicine since systems biology will have a

major impact on future personalized therapeutic approaches,
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Table 1. Study models for understanding traditional Korean and Chinese medicines in a view of western—medicinal

pharmacology
ot =g F2 Sy & =2
serEA 27 qhof 9l Fojofe) sleka] iyt of | 28 &Y 9 FE7Ied ofshy | qtef 9l FojoF AR B f=AlY
e & KeplotoR At ol Al
At sl
okm_ ) Tref gl Fofof e &4 HARES} 7|43 AFE 7S [slek g %‘_q]g]k;/\éf‘_q] ﬂz@ g'ka]‘zj
At Z 178_01] tigt oJshE _%fﬂ _71% oFE
5 A AR A =9l
A 2B Es) ] HZ(syndrome differentiati.o.n) A|2EESEA 71491 Agka) A TEllﬂg ogr ol Balxdo| i3t
o} e T P (pattern classifi— | EF5 tifl—ij o Z0Jok o] Z Y A|AEIAYE
cation) 502 HIL|L= = shA WL} o))

(Adapted and modified from Ref. 1)

100



1n

3o} S|

=~

2

- O|NE : A|ARIAIS S}

(i

ro

9l

Jon
0l

=2
S

il

= Gourh ERhAoleks Wolh AR Zo® A 9] 459 SR AR ARl ol2717A]
WEl3 glch %, SR Al AR BUE RS TASK ofd 4] Aol Mol Zhsdt
o] AR HIRA Sels] FREAN ALGY o] FEReH Hyaoleln @ 4 gtk wie] @
B o] BIWAL WA ok9EY] WB FE  oSfelA Ao AR xolet 2 ek A
Fojzel Haloleks Zolc, Sold sRFAoR A MBI Kol 9

AZEARESe] Hale] FEAolekl ojule] o] ki @ 4 itk F AXHYBS 4 2 51
SHE SIAE ool Fig, 147 SAMESIe] M= o] ZKsdt BeH El SRl Bolete] A
@ EankCentral dogma)™S B3t olalvh Baskh, AR FEHS BES AR 2L 23 o3 9]
SRS DNA i fAA0) Bap 2ah 9ol o) SRk ol

Bl B 7Hhe AT shEeln FE AT

= AEY 2anto] 580 w2k ? Q7T 2, stelsto| A|ARIMESIY 1 oIzt

E o]% /I FHA Tt opd fAA AAE 9n]

k= FAA1Y BR-S d5dhe XAIeH(genomics) AagigEske] HARl Ftd HE2 1k
= HIESo] 75 AIsH(functional genomics)ol2t  FH¢lzRo]o] AbA] Zubrlo] HE Ao g xalw||ut
1 B3 = HAAMA|EH(transcriptomics), T2 A s} stolalo] MREa}t & ] SRt HRalo]abT B 2 9)
(proteomics), HAFA|SHmetabolomics)?] A A4 t} o= Eo] =07 HExEslo] thas| EX
=%Homics biology, AgHYESHo| A|AHAYESHS] AR gideg ed HdziA] A48t 11 7)1
T4 = HACh Y emla Bk B4t & golgthd AAHAIESRe oulx AESloA] o
wAE FAA, DA, SEA|, AR 59 B = AA FAAe] HolelE nio s £ f3Ate} o
{45 gRIsks Aapdolehd AlARAESRS T £ e 4T QS SOl ARt Hd 54
A9 ol A4EY 422e & AL DAL = A5k Aol#tal & 4= Qi) A|AEIAESHY] o]
SEAE, AAAeE T o] AFeag T1ejan T 3k I grejstol A A mE el sl Aeke]
AAE A BoAHE S5 qrEche Aol wEl AReint wi Flo) ohel AlFle] HAH ¢l xutel o
Al A|ARIEESEY] oldlE flaiAle EAMEESTe Al 3 AHE AR AAET FARE HdA o)kl
EY EOnks 7|28 oA AETHE Fof 92 o Sk 4= Qi olegt fAMES IR HAZEAE Wi
& HlolE(big data)7} AH o=z Hesirfal & 4=

K719k ] 2012874 AlZEAESE-7 I Fofs)
Qe 410 o T R At FhER Z7hEE Aol 2ol
o ous dolelg vigom AiHYESE  mriay 27

Mo

Omics

/\ Big data

DNA —> Genome —F—F— >  Genomics

transcription @ @ -

BEXEsto| RNA  — Transcripiome ——— > Transcripomics

Central dogma processing Systems
& translation biology

Protein —> | Proleome —> Proteomics

metabolism @ @ ]

Metabolite — | Metabolome ——— > Metabolomics

Fig. 1. Basic area and components for systems biology
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Metabolite —> | Metabolome — > Metabolomics

Fig. 3 Similarity of health and disease process between the five element theory and systems biology
(Modified from Ref. 17)
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* RAR: retinoic acid receptor, ER: estrogen receptor, AR: androgen receptor, GR: glucocorticoid receptor, FXR:

farnesoid X receptor, LXR: liver X receptor, PPAR: peroxisome proliferators—actived receptor, CAR: constitutive

androstane receptor, PXR: pregnane X receptor, HNF4: Hepatocyte nuclear factor—4, NGFIB: Nerve Growth
factor IB receptor, NURRL: Nuclear receptor related 1 receptor. (Modified from Ref. 42)
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