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Number: CCMP95-RD-209

Development of Human Resources on
Chinese Medicine IV -Genomic Approach
to Chinese Medicine and Its Core

Techniques Training Program

Mei-Hsien Lee
Taipei Medical University

ABSTRACT

This project aims to develop domestic human resources on Chinese medicine
by organizing the academic conference on genomic approach to Chinese medicine
as well as the workshop on genomic core technique training programs. The project
is organized by the Taipei Medical University and Academia Sinica. The
conference programs are focused on topics including “Genomic medicine,
proteomics, structural genomics, bioinformatics, and systems biology approaches
on Chinese medicine”, “Identification and purification of Chinese medicine”,
“Clinical studies on Chinese medicine”, “Complementary and alternative healing
practices on Chinese medicine”, “Intellectual property protection and technical
transference on Chinese medicine”. In addition to the scientific conference, the
experimental training programs are also provided year by year as core techniques
related to genomic medicine, proteome, structural genome, bioinformatics, systems
biology, and metabolome. There were over 200 participants attended the
conferences and twenty-six participants participated the workshop. This project is
developing domestic human resources on Chinese medicine, facilitating to
elucidate the genomic medicine on Chinese medicine.

Keywords: Chinese Medicine, Genome, Proteome
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Workshop 1 £ workshop 2 7= & HLp?

Workshop 1] : & 42 2 %] & # 4p B 34 workshop (5 # %5 B BmeB s34
PR g TR R G B L BY)

Day 1

Lab introduction

RNA preparation

DNA probe preparation

Drug-treatment for reporter-harboring cells
Prehybridization

Array Hybridization

Day 2

Reporter Assay

Array analysis
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Inflammatory Cytokines &
Receptors Oligo-Array

5 3
LTI

—> 113 key genes involved in the inflammatory response

Low-density arrays (2.5x3.8cm)
Gene-specific oligonucleotides (25 to 80 nucleotides)

Nylon membrane, non-contact printing

Low cost; No special equipment required
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Stepl Treatment macrophage cells with Chinese herbs
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Cell-based in vitro drug screening
on gene promoter activity

— High Through-Put Screening Assays
Cell-based assay
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Selection marker
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G-CSF promoter

GRE responsive element
NF-kB responsive element
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Reporter plasmid -transfected cells
grown in 96-well plates
| Treated with various
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Reporter-Luciferase
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» Two-dimensional gel electrophoresis
IEF Procedure — use the IPG strips it

Casting IPG on the second dimension

* MALDI or API-Q-TOF Mass for analysis

Results

pl 3 10 pl3 10

kDa

97.0

66.0

30.0

201

14.4

MALDI Mass for analysis
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Protein.

DIP (Database of
Interacting Proteins

http://dip.doe-mbi.ucla.edu/

Exercises

DRSO .

DIPSERRCIE

Searth Tpes

SaBLAST

[OTE s

® What are the Swiss-Prot ID,Accession
Number and Protein Name of your Protein?

® What is the length of your Protein?

® What is the Molecular functions of your
Protein?

® Please indicate the Mutation sites on your

® Please list the post-translational modification
types and sites of your Protein.
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THE DIP DATABASE

determined interacti ins. It combines.
information from a varisty of sources to create a single, consistent set of protein-protein
interactions. The data stored within the DIP datzbase were curated, both, manually by expert

i i rom the most reliable, he DI
T Blesacy check the reference page to find articles describing the DIP database in greater detail.
| SATCH |10 a8 sccos pr 0 e et OF, s Lo,

wase of Ligand-Receptor Partners (OL) and JDIP.

[ DIP PAGES
NEWS ind changes to the database.
Registration and account maintanance. Registration is required to gain access to

REGISTRATION/ most of the DIP features. Registration is free to the members of the academic
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GENES 1,656,098 genes in 35 eukaryotes + 355 bacteria + 28 archaca
LIGAND 14,239 compounds, 4,110 drugs, 10,951 glycans, 6,810 reactions
7,115 reactant pairs
© Specialized entry points to the KEGG web service
KEGG Organisms  Choose _Organism Go | Clear | (Example) hsa

DRUG GLYCAN REACTION EXPRES: annotation
' Quick search by DBGET
Search[(EGG =] for p53 Go | _cear
(Example) Alzheimer
Introduction Genomenet
User manuals KeGG 1gentiners ke 1P access
Reterences Poral KeG Aot KegTods
Feedback oase notas Dieciaimer
KEGG Release 40.0, October 2006 (pls dally updates)
Conyright 1995-2008 Kanetia Laboracores
K| fpg <O:Koust
volp

Entry Koaas1 [
[Name 7253, 753

protein ps3
[class Environmental Information Prod:

sing; Signal Transduction; MAPK

tion Processing; Signal Transduction; Wnt
umm K004310]
e 1 Growth and Death; Cell cycle [PATH:ko04110]
cg)) Growth and Death; Apoptosis [PATH:ko04210]
Hunan Diseas generative Disorders; Amyotrophic lateral
Sclerosis (RLs) [pATa:k005030
tuman ses; Neurodegenerative Disorders; Huntington's disease
LPATH:Ko03040]

seemon; \Saichiis Aot caiont TMEAG)
Ml Diveaves; Cancurs PANCTeEtiC Gancer (ATH:KGOS:
Human Diseases; Cancers; Glioma [PATH:Ko05214

p53)
9(1253)
2(1253)
396767(10C396767) 397276(P53)

431679 (£p53)
30590(¢ps3)
Dme)_CG33336

Linkon AllDBS

Homo sapiens (human): 7157
Help )

[ty 757 =3 H-sapiens

rotein
h5a04010 NAPK mnsmq pathvay
headdilo Coll

hsa04210

5804310 Whe signaling pathuay
ha05030  Anyotrophic lateral sclerosis (ALS)
hsa05040  Hunt

| Hea05210 Colorestel cancer
hsa03212 Pancreatic cancer
hsa05214

athway

Gene catalog)

ssos. Ortholog) | Paralog ) | Gene cluster

[Motis Flan: 53 185 253 253 totraner
53 PRO_RICH

Motit
[other bBs [ouze: 191170

[UniProt: P04637
Linkos PDB_) ( All DBs
[Position |[17p13.1

[AA seq 1393 a2 an seq ) DB search

[MEEPQSDPSVEPPLSQETFSDI LPSQAMDDLMLSPDDIEQHETEDPGR
mmwmnmwmumssswsmsmmnasmn
|SVTCTYS PALNKMFCQLAKTCPVQLIVDS TPPPGTRY YKQSQHMTEVVRRCPH

413

RyEtErcy ool
G nes

KEGG: Kyoto Encyclopedia of Genes and Genomes

A grand chalienge in the post-genomic e is » complats computar reprasantation of the cal
iosphere, which will enable computational prediction of higher-level

rt of the re:
Center of Kyoto University and the Human Genome Center of the University of Tokyo.

& Main entry point to the KEGG web service
KE

GG2  KEGG Table of Contents Update notes

©/fFour constituent databases of KEGG

PATHWAY 42,627 pathways generated from 306 reference pathways.

BRITE 5,608 BRITE flles, 9,001 KO groups

GENES 1,656,098 genes In 35 eukaryotes + 355 bacteria + 28 archaea

LIGAND 14,239 compounds, 4,110 drugs, 10,951 glycans, 6,810 reactions
7,115 reactant pairs

« Specialized entry points to the KEGG web service

atabase: ke
S qomwshi | KO

K04451
aist 7232, es3; tomor protet

5627 Bainba, Therss Shiiossociated protetn 2
6643 1M louble minute 2, pS3 bindiag protein
i,

accession number 716077

e 3206 3 phate transporter, 2iT family
=t peoiels Kikadd hee sportos, SAT Camily, putative sesbrand tcansgort protesa

Danibopas June) Slamine 17705 KOLT7E diaminopineiate opimera

sapiepe cqu, re Srotein; Kaedor crax provein’

babibbrsss
Babibbps3T tRuA-A
Bab:bbp

imctps30
rerei phate syathase

1GLos32 908, d-ciphosphocytidyi-d-pet 51 synthase gz 7.72601s Khossi 1o
I3 Sell aivision prottin Fued mssls enn awumn proteds ri

protoia; ipeproto

Vorinciesss Liub) poeutouiarlare systhabe (203 0o58.131 N + psoadouridine s

WEI523% neka) Eachionyl-Lawn sviinotaso. (R16.i: 11101} XO1674 mmny: uw amtnetase
UBEHGIE 7 ded; deoxyeytlaine desninase:[8cis. 5.4, 11; Xo1494 acte gesnizas
agulators consisting of a Chev-iixe receiver s winged-helix piaA-binding domain;
hcethato:aanyaroginase (WMDF)¥) [BCEL.1-1.901; RODGST SLyBeroL s phosphate damycrogensse

2
methyl-D-orythritol 4-phe

thase D

2.3.1.12); K00627 pyruvate dehydrogenase E2 component. (dihydrolipoantd|
k02520 transiation initistion factor TF-3

s17 xo1947 11gase

oalie-dismutase (zci1.15.1.1 K4364 superoxide dismutase re-un fonily
Rrasé foic) folyipolyelutanate syhthase / dinydrofolate Synthase (ECI6.3-3.17 6.3.2. 1217 x01927 ashyasotolate syacn
; Sl dohyarogenaae’ @ TEIS5NT K033 Sl dets

o actd denydracase (zc: + xo1698 synthase

rlogia + Dozl = FlSlo/lsio

- ASTRING'

Your Toput: ey
B s Cellular tur anbigen p53 CTunar suppressa 53) Grosphcprotein p5%) €., §EEEELEE
£.885458 ¢
Prodicted Functionsl fssociations: siEiizi: 8
© Fiesz  prostaglondin 6/ sunthase 2 precursar CEC 1.14.99.1) (oeloowgenase BROREE
© WL itogen-activated protein kinase 1 GEC 2.7.4.37) (Extrocelluar signal . oo
O WAL o0z antigen CIrakible newrane protein K5) (633 antigem) (I Cita . oo
=7 Turr necr v peecirsar (WP-alga) Clunr necrosis focta 1 . oo
o T biraing rotein TATa-box Factors ITA binaing factor> CIATh o o oam
 G0ISA  Groutn arrest. and Dl-conage-iracinle Frotein CRODSS olha (O ok ¥
=S o srotein 150 Inaeible rrotein 3: cuinme oxlceenctase rolos
= s Cuctin deperent. Kinose it 1 21> (E-teracting sro
= Leotiae reatase 12 6 (IPS3 Inweible); (Ho-indiciole rioonc]
© R Replication grotein f 70 KDa Di-biling suunit () - Geplic |

Views:

Info & Parameters...

cton summary - Bestprecictonsare shown (st
e
5. Your Input famiy i shown nred. The scoe s a combined measure fom
. s of proteing,

MAPK pathway

a2 s v
iy

g e e




¢ %%ﬁiﬁ 208 %2

_— KEGG PATHWAY Database

iring di reactions,

SR B

K[G& COMPOUND: C00338
Pathway Maps
[Entry 00338 ‘Compound , M " }
- KEGG PATHWAY s  collecton of manually rawn pathway maps representing our knoedge on the
[Rame. {‘},?ymuy!!ccl"”ide' molecular interaction and reaction networks for:

1. Metabolism
Carbohydrate Energy Lipid Nuceotide Aminoacd Other amino acid
Glycan PK/NRP  Cofactor/vitamin _Secondary metabolite  Xenobiotics

2. Genetic Information Processing

3. Environmental Information Processing

4. Cellular Processes.

5. Human Diseases
and aiso on s in:
Development

[Reaction [R01994 R01995 R01996 RO1997 R04477 R06054

Pathway |PATH: map04010 MAPK signaling pathway
PATH: map04810 Regulation of actin

Enzyme [2.4.1.44 2.4.1.56 2.4.1.58 2.4.1.73
2.4.1.180 3.2.1.144

Other DBs|PubChem: 3631
LinkDB All DBs )

= Original format

@ search PATHWAY for Go | _Clear

© bfind mode " bget mode

DBGET integrated database retrieval system, GenomeNet
1. Metabolism

1.1 Carbohydrate Metabolism
Glycolysis / Gluconeogenesis KEGG Orthology (KO)

KEGG LIGAND Database

R o
Chemical Substances and Reactions

"
e s STRING
Z

RPAIR, ENZYME
internall developed and maintained.

Ostabase | Icentiner Content Specialized http://string.embl-heidelberg.de/

entry point

[
DRUG [0 number [Orug structures
GLYCAN |G number

icavo)
REACTION R numberBochemica reactions
AR A number v
[Enzve it |

@ search [[iGAND =] for| o | _Gear

 pfindmode " bget mode

oo+ Dowlezd 2 Felgllnie

Homa 4 Downlezel & Flafo

STRING s 2 database of known and predicted protein-protein
interactions

The nteractions ndude direct (physial) and indirect
(functiona) associations; they are derived from four sources:

o8, ANPLYEAST,
Vo0 may 3o wioac 3

atematively, paste an amino-2cd sequence:

Genomic  High-throughyut (Conserved) previous
Context  Experiments  Commpresson  Knowledge sk
B3 A7 raea
247 BB O i
Continse

Protging | | sources for a large number of rganisms, and transfers
G e ey TR information between these organisms where appiicable. The

730423 i 175 speces
A database of known and predicted
smuisuses ¢ protein-protein interactions

Mering et a1, 2005 / yon Mering stal. 2003 / Snel etal

) socomymic
2000, i pSRouRy
Brouses

Your Toputs
[ SR P ——— Y

Pradicted Functional fssociations:

D PIos2  Prostaglandin G/ sunthace 2 precurson (EC 1.14.99.1) (Gl =
Hitogen-activated protein Kirase 1 (0 2.7.1.37) (Extracel ular sigral €.

DKl 0062 antigen Clracible senbrane protein R (633 antiger)
= e .

D T8 TATiboc binding protein CTfTi-bos factor) (TATA birding foctor) CTFTA T
et nducise protein

Tsa1s  protein 3; quinone ori :
= s Kirse Irhibitor £ (p20) (COC-interactirg protein 1)

Frrzs. TPS3 inducible); 3-irmcible rikorucl [

o1 70 KDa DNé-binding subunie. (P-4 G- Replic (..
DFt  Prolicerating cell ruclear antigen (POIR) (Cucliny 51

e Ganage-specisic O bircing protein 2 C [...1
DI Ubiuitinrotein ligsse £3 Mon2 (EC 6.3.2.-) (p53-bindig protein fon (1.1
o Tiest 1168 s
© crese a8 iz )

w1 > (042 ae)

0 1.4
= Fr-biring protein 1 (p33-binding protein 1) @D .1
© seces ccein 1 (P-glucoprotein 1) (CT243 antiger) (128 [..1
D0 Cell division ceotein kitase 2 (EC 2.7.1.0) (933 proteln kinase) 286 1.1

Ponolog 1 (RADSE) GHSRATSL) (339 )
© prwiet VSt sttt protain 1 (-

IGFOPS Insulin-like grouth foctir birnding protein 3 1o7EP-3 CIbP- L.
© waea Kirase i iribitor i (COHAD) (pLa-I0G0) (P TMGta) C
DT Serineprobein kinsse AN (EC 2.7.4.3) (Rtasia telareis
Do Serinethveoni in kinace CHeL (s

o
DEs BAK protein, cuteplasnic isoforn delta (218 aa)

DKRTD  Keratin, tuoe T1 cutoskeletal 8 (Cutokeratin 8) CK3) (T 0 (653 o0)
DI llcleophosin 0 (ucleclar phosphopratein £23) (hmstrin) Gucleol L.
DETE Seourin ittty ansforning protein 1) (Tuuee transformirg p .

414



G

bEERER

#MIEAE hitnfwab?. tmu s du teichmiachi

WEHE (0227357083

B OERSEEM
& CORmGENOREEAN
® FORETEIAR

D MBI
B O ECEEAR WO N R
O enceE

B HEREEEIT
ERILANE - RTINS, AN E
SN AR R R EEE
EREAESIFEFRCRERE

B EEGHRMRE -
IR - WA - R
EAAER - TREE - Bl - TiERE

-BGhEG . EEREEE SERERS
- EEEE . TR S AR

- E-al chrinchfimy pdu b - BaL - W@

¢ %%&é}? 208 %2

BSEE A A K 1V-

R HF 58 By FLZ D 5 plu sl 8%
B RatNSERRRZEEE

2006.10.20 () —10.21 (77)

SRS RS BREGAE 168 HEE

hEdes BLDIRCHER WORKSHOP
HESE- N | S e BEEs

2006.10.25 (

1=10.27 ()

SEER AR AT 1048

b MEME -

PAEAA 2 (&l PHEALE (7]
N R AAERE DR AR BN AR WRE SR MHIE A perrra—. STPEn
AREET R SRR FRAAM Rz YU R R R R AT R R
FRUES RIS PRE OIEY L T e WEH 50 FEREREENERD

LAEEE AR S AR R B TS
LrTE A R AR A S e

EART AR EEF 2T Bl e ———— o, W nF mmes v
Rt N T B F Y R RRGIRR N A ER T R R HEW 67 s erarnam
T i s L e ] WEE 37 sk st

EEED D R EEm WEE % sy v
i Eobiel ]
i i s} PEBEENER workshop
i i
TA0EAA2Y () Wermhas | @ MRS RERE
p st i TR G R A iR B Werann? BB BRR RN LR
e P e I O A Y WA SR eI T M wEGRE - ERZE (F]
b e R S ] T L ELF el PSRRI R T CERL PR B
HERE ST ERER PEE S8 D emnaae s Bk ¥k
AR/ HUASACEREA A ESTRALGE  BTE m s an e 5 R
T FHR R R PR L 0 S R R EEFEEZSZENM - FREREINETF
R PO T RN ER g s PR TR IENERA T RAER
THENEEINTIE AT R B e RRsRse SNANARMRE.
+HMREcFEERAS FEM % e SElwl  PRLRLRRSE LAY

AnTHIREY FIENETRERINN0E  SEE exn e m g

415

PEHRND TEar s AR -



¢ ?%’Ei‘ﬁ 208 %2

[t — 4]

g

PREEENENARIEL

B AEEP2RRER

* EWAE * RETE#ME = workshop AE - WEBHS

g A il
e PEE FEINV-PEEEERAE R L EE
] EREYEEETBEFTE
R B - SSEIWNEMEH (RY)~10F21H (KD
B BTSSR 16 B R
WA

SRz

PEREEMER workshop
EE&HERER/ E0HEMR / SR/ REE

EHW: BEWABE(—)~10A278 (&)

_ B - bnc EERS S A0
ar kSN0 ﬁ EEE0A B ALSEEHE
* AT S - st

Graduate rstitite of PHarmaco giosy, Taipeine el

416



¢ %%ﬁ#ﬁ 208 %2

2006.10.20 (1 ~10.21

PR A BV -

oo B 2 B D Rt S B L2 B vl il
B RAREMSRRARENES

HERR=E b

b EWEQ

@ TR PRETHEE
A FERAZHETES

b EEEE

T EE e EYR SRS
@ TRFRR

» R -
SME RS - R AR
EMAL L RENPRPRE DA ="
HEEASEEFSRETREEE -ﬁ

» BF RIS AR

EIF & it - XS - JERE
HEASR - TRAR - GINLE - PEAF

.-'"'-
.

417



¢ %%ﬁiﬁ 208 %2

[ =)

THREEEPEEEE T AFEETHRY

2006.10.25 (—) ~10.27 (h)

thESEEAA BNV -

B8 55 5L D R T 6 e FL 0 B2 vl il 38R
B R ERAERhETEg

ch &8 2z H X2 F&E FAWORKSHOP

» EHEENI
® TERELETEEESS
@ TERERNEERE

» BB
§ SLEEAS RER CHBTHRA
@ FRAER

) L

SEENESE - REEVMRTRRATIESHE
EMERRRRENBHEBERP O
HEEASERFRREEPERES

Y ESRAMERELN -

HREERER - BRAKR - RERAR
REAR - PEAR - WINKER - PIEXSR

418



CEEEE K 26W F2

[*die ]
2
it g
2R L
FRBA |2 PRI Rp 4 \mR (52 P2 s = | FrF g |2 e | ppes
L (%) [18.6 5.7 6.5 34 365 156 6.1 2.3 11| 42
2 E 17
B H
B S o
H oy O Rl (o
AU <) Ay
D fr
PR g -
- O g
L el
Wt 3 o
O e T 280D
H RS
gu
B P iE]

419




CEEEE ¥ 26H F 2

(5]
Workshop
FRED
FRBAH e £ % LR | F4 | mpd Fle(f) | ##
Aaq%o 11% 1% | 41% | 31% 3% 3%
FEEVDT
3% 3% 11% B Ry o 2
11% W s f
31% O
O e
W AT 26D
41% ,
O E P
¥ =
& 4 cAFEAE vt F S d S F R SEF CBP A g
- g LW EE
- ;L§% B A ot s RO A B A X G L BB e
A e B TR
ik ﬂipi AP SR s dmA e
Fle |[RaafHEF
BE MR RECEAPHGUAT BEpaPd
H s B A

420




PEEEER F2600 524

[z ]

FREFEHE hpi2

Z2EABREL BT KR L AER EF A AR

Bl
(%) () () (%) (%)

N F eI B 32 11 57 0 0
A ; RS T 8-l 56 2 2 0 0
LESSE IR R AR
AR FHAEAFIERIRE 69 9 0 0
iﬁj‘pé
i A A E - Sl B R S S

i} 35 55 10 0 0
x4 §oTEr E
%”3‘ 5 - ﬂ; & % 2 4 j\xg_f_r—‘-}
TP G e P : 33 63 4 0 0
g eip
AT 6 BRI 35 63 2 0 0
Bewdsz fpMae w2 gg 48 48 5 0 0
AT g b SR 47 49 4 0 0
hAT2 & b P 40 53 4 2 0
M ERA (ELRAEES 54 46 0 0 0

421



PEEEER F2600 524

[t 4]

FHEPF O 02 > S FREC AP R

2t 2t
N S 3 Bk 1R X B2 4%k
i Fg‘—'—%i —ﬁ—&}@ F A& LR AR i B s
1. oY FEHATHE 2 Lnd X
i ? Pg , AN 27 69 4 0 0
kB
2. A EEEY BB 45 52 3 0
3. Hprph 2 Ay ER 2 B 26 63 11 0
4. 1A FIECOE BN IR B RO
A PRI 4R 25 62 13 0 0
S
5. M Fd THERNEREFOTRS
B ?E%ﬁ* ’” 25 67 8 0 0
S Y
6. FERRIE 3B {6 3oy 5 e
mEwE k VREE 67 15 2 0
2y
7. BEHRY 5 EN A S E T e
FrE ﬁ%"‘ o P 22 69 9 2 0
2 A F LA T AR D RSy
L X2 v WG 27 63 10 0
9. A TFIRH L EHE BY 23 64 13 0
10. 2L Flae sz 3 29 g -0 R M ey
éq PR R BT 64 23 0 0
=
ll.t F ::»;,f:%ig :»;,tv :’f%:;:,i
é'—]ﬁg’fjfﬁi g E LA SRR B 30 60 10 0 0
T RATT R
12, 3% Frafddy B2 @l w & it 23 67 10 0 0
1348 % Jp (=207 LS8 A B
b | PREF T a9 65 6 0 0
EAEa i
1453 4 B3 o 25 60 15 0
15,70 R M P 609 3 3 3 42 52 6 0
16. B * A R ki3 B ¥ s Tl o
L i e 26 64 10 0 0
B B2 IR
17. B 7] FoAL 2 47 20 57 3 TR 22 B0 B 29 51 20 4 0
18. % ¥ & A 2. DNA &% 32 62 6 0 0
19. ¢ ¥ 25 0 $E 2 OB ES 2 H
R RELAE R . 38 57 6 0 0
B 3R
207 K EF R 5 R 37 59 4 0 0
20 F A HAFME IR ES L 2
B WA S WEE 37 53 10 0 0

Ry 1

422



¢ %%&#ﬁ 208 %2

[uﬁ e ]

_ _ B
Z QEs s - : 8B ARSI ()
ExzEpdrRAsORAlR O RETRERE [ cEEEERaEnaziEE )
4 L ' JRSEas 200 -2 @
Er
q:l
B
B8 &% g
§ e EWHR / HE
ST ERRBRRELRASARGES G /Rl £ Wk K 5% Gl E VNI
Eaa v RAan ) das A R R R R () RS RERR
F |7 =4 3 N H
DU BB B AR ST SRR P R/ FAR M 8 REHB — ERLESE
WA R H AR S A2 /R A * ‘ ‘
PHRXEOQRAR | BA K K %
JEE s e AR - A RIBEEH B / B MER Ny

AR AR P E RS HREFREA / Bt HER

BF RO MERER / ke HER

SRR 0 P R/ FRB PR/ AR
FERAABERHR @5 GG T RS FREZFN / T8 Hit
BRI TR A RRARNE / B EE R
FEBRRRLSHMRAA / FEB R

MRS EDBE  ARERRY R ANEROGR / HRST ARA

§ Workshop W% / k&7

EARBENSG / $hax #H+E

EANBEIRRBEMY K / X L
FERBANN LB R AREHLEAE / G
EaH G mE TR / RER L
ANBESVERBNE / REF it REF #+ —

FRE

e

ETE =S

T o .
0 R 15 80 A1 @ (bR 80 e i W R ES - REBE - 2AR
_ . (OEETTTE T FS PO
IR TR PRRERAS R : BREHARAE '
Mk 104BEET IS 6 3K M dik: 105 A6\ BIE=ER108B1 i Published by the Committee on Chinese Medicine and Pharmacy
4@ ik: hitp//www.comp.gov.tw @ #%:(02)2578-151588284 5§ Department of Health, Executive Yuan
B E:(02)2567-2628 B % i : BRiRS -
8 H:(02)2587-2121 7 3k 400 APrEILEECH _— 5
® M EARISR ® 5 ooeocwomarzs | & Ex=00EENA
A June, 2007
i
a
GPN:4509601449

423



CEEEE ¥ 26H F 2

424




<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /CMYK
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e9ad88d2891cf76845370524d53705237300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc9ad854c18cea76845370524d5370523786557406300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA <>
    /JPN <FEFF9ad854c18cea306a30d730ea30d730ec30b951fa529b7528002000410064006f0062006500200050004400460020658766f8306e4f5c6210306b4f7f75283057307e305930023053306e8a2d5b9a30674f5c62103055308c305f0020005000440046002030d530a130a430eb306f3001004100630072006f0062006100740020304a30883073002000410064006f00620065002000520065006100640065007200200035002e003000204ee5964d3067958b304f30533068304c3067304d307e305930023053306e8a2d5b9a306b306f30d530a930f330c8306e57cb30818fbc307f304c5fc59808306730593002>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020ace0d488c9c80020c2dcd5d80020c778c1c4c5d00020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken die zijn geoptimaliseerd voor prepress-afdrukken van hoge kwaliteit. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings to create Adobe PDF documents best suited for high-quality prepress printing.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /ConvertToCMYK
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


