- R AT

Toi TS THA K

PAPFEELTRLE AT
o

HAL A

o FHFgE R 2o FpArFEOE L2 A L g
FREREFIRTR DR TAR B F GR B ERR DT
HHTL LAPM o AP VR BT TR F F G R A
F)57 5 A MM R FHE S A A RE ¥
PP HE T RE R BAoREr Ry ALK
HEE RS A 47 b2 iRk (biomarker) e B o A AR (302 Fov
%ﬁ'fﬁg”s 2R EFTERESPY ORISR TS A4 I B
AR A A e kR HR S e Y B9 AL e
Py R @i 7d pikds o Fagea it 19+ KSR
BT R0 THSUE > Bk FeoEdd o YMpAEECH T
HRAVTEFHBI AT ORI F R LR R AP E
BT ST AR o

*F Pk

o FHMFGERC AL ASFENEL 2 A A EP
BRERE BRI TAR AL F GR B ERR DT
HHIEL LA o AR T R TS ATRA R ART S
gt LA ARMHERpRY FHE PR kR
®FRREERHRE T RER T RAcPE P add F
2F SR DRI R S LR R 3 T
1oAY RERFRLFA IS PHREUA > ks o
ER o OBMP R B T RS T B 1T 0T Ak
o AL LR AR AR ERIEE T LB AR o

O] DR 5 Omszds Oe edsdm O xad Or #
Iy ¢ L& ¢ w REKRE % g EdxE
[ =

PR RIE AR B TR R S kR

= %

FEF T 30 % ¥ @ 20% TEEEETGIFEL: 50 Y%

Foit

1. % %: Introduction to proteomics: tools for the new biology
T%JF,Z: Liebler , Daniel C.
4R 4 Totowa, N.J. :Oxford : Humana : Blackwell Science , 2002




iT%

p

% 7. Principles of proteomics

: Twyman , Richard M

dra it New York : BIOS Scientific Publishers , 2004

“Purifying proteins for proteomics:
A Laboratory Manual” (2004, Cold Spring

Harbor Laboratory Press, New York) % i {7 #p 7]

2 4P M v Rk

v K apEANRwe s 3 R PR R B FEL
Hrse /EASELP ERRBYR/ R FEFL b g
g L
2o R AR A E L2000~ His A LE X 5000 ~
o~ FIRpER D109 & 07 % 06 P ~109# 07 10 p 09:00~18:00
T RSB EACES-FE P RIETHRE -
IR
S| Py | Bielud |k %B R S
10~ 11- B Bk W R PP
1 09:10~11:00) 2 Sample preparation and detection of protein SRk
109/07/06 AR AR 2 ERLE T
2 11:10~18:00| 6 N e h o
In-gel dlgestlon N
VAR B0 RS iR R R
3 09:10~11:00| 2 |Application of gel-based proteomics in discovery |4 2 #47% iz f
of biomarkers
4 fU £l g5 B A%
4 11:10~12:00| 1 X % P~ Peptide extraction R ; 1 ‘Fi ,f;‘
109/07/07 M
34 75 30~ (7 % )Peptide extraction (experiment)
B FEP(R %) ERLE SN RS
5 13:10~ 18:00| 5 |Protein extraction (experiment) N gl ik g
30 R (R %) mAPRER
Protein quantification (experiment)
Fo e >0 3y THE 2
6 09:10~11:00 | 2 |The application of mass spectrometry in proteom |2 i F* i§ * &
ics
Ao, MALDI-TOF ¥ k4 (77 # ALY X
7| 109/07/08 | 11:10~12:00 1 Operation and demonstration of MALDI-TOF |4 4 $li% it g
MALDI-TOF & 3% 4~ 17 RN R
8 13:10~18:00| 5 |Data analysis of MALDI-TOF < g
MALDI-TOF 2 ficyh 2. B 7 22 2> 44 FAfEER




MALDI-TOF #r&# il & 2 h@ 2 ji *

1011 4 fU sl g8 Bl AR
9 | 109/07/09 ) 09:10-11:00 2 The principle and application of MALDI-TOF | ™ B R
MALDI-TOF 3% ficdy 2 B~ 17 &2 & 47 ERIE Ty

10 | 2019-07-09 | 11:10~18:00| 6 |Data analysis of MALDI-TOF o gk o
i% 48 % 47 4 47 Liquid chromatography analysis mAPERR

A LC-MS/MS Fi# R & 2 12z Jip* A fu gl 55 B A%
= 09:10~11:00 2 The principle and application of LC-MS/MS 2PN E
109/07/10 LC-MS/MS 3% »~ 47 ERLE Sy R

12 11:10~18:00| 6 |Data analysis of LC-MS/MS N o
2R SRt

LC-MS/MS 5 3 #ichh 2 B 18 2 & 44

MU RN TSR SN EAT o B L kA

ER

Wi

o




