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MAEZEaREFeAE, B RERRKGRRLE, BEORAFHRT T EHHEN
A RAAK, LA R ML, SROK A ERARAHAEANRENEORA
¥, LCERAFTORAEFRG AT, B"HEE G FH5" (Computational
Proteomics) . "HHEZEORAF"ZEUFERRAN T2 FH, B3 FAGHG L EfE Nk
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HFRTHBERARApFnd AN ARLFETARZIATAATENARORAFHiT L
(2010611 A100-118) . ZJE20125F 422014 F11 A AR A T 5 — Ao 5 = BHCNCPA s

AT RDENTZBCNCPABUR R W2 A sk £, 20155230540k HE, %
W& F EITE R REFH TS (CNCP-2016) H5F20165F8A10H £11H £ £ W ki B
Fo CNCPEYHAZFERAFRAM A, AAF., HETXRAREBFRE. M KELGEM
o RMT2EFE T26 R AHNII O —RERBURAHLRE, NRHITZBORE
AN HE A, b, X5 H (590%) A KRE LCNCPH# 3z (LA NE F R
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PREGFF K TAE) ME KA HRE
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01

Charting the Cellular Interactome by Proteome-
Wide Cross-Linking Mass Spectrometry

x| L

Utrecht Univ., The
Netherlands

02

Genome-Wide Quantitative Proteomic and
Transcriptomic Analysis Reveals Post-
Transcriptional Regulation of Mitochondrial
Biogenesis in Human Hematopoiesis

Ja %
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>\-
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03

GAPP: a Proteogenomic Software for Genome
Annotation and Global Profiling of
Posttranslational Modifications in Prokaryotes

&

AR K A BT

04

Mapping Conserved Metazoan Protein Complexes
with Biochemical Fractionation and LC/MS/MS

7R

o R K ¥

05

Ultra-Deep Tyrosine Phosphoproteomics Enabled
by a Phosphotyrosine Superbinder

i
o

06

Isolation and Structural Analysis of N-Linked
Glycans by Using Two-Dimensional
Chromatography, Mass Spectrometry and Nuclear
Magnetic Resonance Spectroscopy

A IR R &L 4 B

07

Liquid Chromatography-Mass Spectrometry based
Metabolomics Strategies Towards Clinical
Applications

F kR

P A e K& 4 B

08

Quantitative Proteomic and Kinomic Analysis of
Hepatocellular Carcinoma Tissues by SWATH-MS
Reveals Complex Reprogramming of Cell Metabolic
Pathways

Eaf

BEL4EFHHE

NN

09

Proteomics Toolbox for Profiling Intercellular
Signaling

R N
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Investigation of Signaling Pathway using Data-
P X b
10 Independent Acquisition Proteomics AL LARES
Understanding HBV-Driven Hepatocarcinogenesis,
K A A
11 a Redox Proteomics Approach ot 4 RRUESE
High-Throughput De Novo Proteome Identification " -
12 Aided by Translatome Sequencing * 5 Ewm AT
Protein Microarrays for Systems Biology: - e
13 Construction, Application and Technology L LR RF
Opportunities and Challenges for Urinary . b E E AL E R
14 Biomarker Discovery Using Proteomic Approaches S Vi3
New Chemical Isotope Labeling and Electrospray . o
15 lonization Strategies for Intact Proteins Analyses 7 F AT IR R A P
Improving Peptide Identification for Tandem Mass
16 Spectrometry by Incorporating Translatomics LR oLk
Information
lonic Liquid Based Sample Preparation Strategy for - S g
17 Efficient Proteome Analysis A 2 AR KA A P
Discovery and Characterization of Short-Chain
18 Lysine Acylations with Mass Spectrometry and % B Univ. Minnesota
Quantitative Proteomics
Scaffold Protein-Mediated Dynamic Assembly . REGFAE R,
19 of Protein Complexes in Normal and Cancer Cells # 3 Jb 7%
De Novo ldentification and Quantification of Single
20 Amino-Acid Variants in Human Hepatocellular E 3 oAz b A A s
Carcinoma Tissues
Protein Identification and Quantification based on - P
21 Multiple Search Engines s RS
Selection of Tandem Mass Spectra for
22 Identification of Intact N- and O-linked % e Johns Hopkins Univ.
Glycopeptide
Ubiquitously Expressed Genes Participate in Cell L e
23 Specific Functions via Alternative Promoter Usage EAA PRI A KR P
plLink 2.0: lon-Indexing and Semi-Supervised
24 Learning Smooth the Identification of Cross-Linked x| A2 oA 12 it H AT
Peptides in Large Scales
Developing Cross-Linking Mass Spectrometry (XL-
25 | MS) Strategies to Define Interaction and Structural Ey Univ. California, Irvine
Dynamics of Protein Complexes
Mite Allergen Diversity Identification by . _
4 47 1 &g B
26 Proteomics Coupling with Pharmacological Testing # AR R 93 PR

A, 2ATEN P B AL

ATHESEGARKRSEREORAFHEAM, THRRFOBERIERE, AAF ) REHE
¥R Rk, FHBAIR —RALMHEKIEN, KAMEFDH T kA& NI REHRKR
FEORMFERERREN, B80T AT (RLBAETRITAKAH AL

T PES HEA
1. J‘OhE<hrmsAm 3
9:00-10:00 Fundamentals of Protein Identification and (0&)
Quantitation
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2 EORBHETDE A .
10:00-11:00 Proteomics Analysis of Posttranslational Modification (Jm)
Pathways: Fundamentals and Progress
3. EARERME L BERE IS o
11:00-12:00 Introduction to Search Engines in Protein ( i'll’;ﬁ“}fr )
Identification and Big MS/MS Data Analysis
12:00-14:00 FREKE
14:00-15:00 | & KR AT AR & G 9 AT R
) ’ Glycoprotein Analysis Using Mass Spectrometry (JHU)
5. RAORMAFHRAEATAREESGRAMEER
. . il w3 E
15:00-16:00 Characterizing Protein Interactome by Proteomic (A X
Technology
6. RBERERRABERARLASKRNEHNER
0017 ER () XL
16:00-17:00 Deciphering Protein Complex Structure and (Utrecht)
Interaction by Crosslinking Mass Spectrometry

XT3 % e gmpia

HAm ¥l 6 N A A A600L, MAETH220 Z A H MK M, HHHEIKEIERE
Flenep@ict.ac.en, HKIFAG T NEHELE LA AREL . 2GR E M A4
Foo IR E, BT A Sz, ENRELK T 4T,

P P EAAS R KA S W A R PT

5 : 3400200309014415739

F P AT P EIART RET ST F R RN LT

. LB G IBHEMIT

CNCP-2016 431 72016F8 A 108 £11 0 A ¥ A5 Ix KE N FHEA LT EZFF, 8A9H
—RARAFMHREN, ROCRFEHERRAFTE O RAFLH oL OATFARFTERL
KA, REMEME GREEAWBAIRIENWH AN600T) . §TFTLFHEAAR, K
A B 69 IEMAR LR R R A, KB A BEBARE R BB L EMN, FHTF7A220 28
RF-HEHF1E 8 2 B0 IR L @ K 5 K% Blencp@ictacen (A TRANME ETFH) ,
BRAEATRAE A CNCPIR &+ L4k 2+ 45 L AR, KB @3B KATE K EH N, wE—AA
A B HNER A, FEEFER KA. BEAMENGARFLGREARSE —ERABEFALE
0 4535 K15 &
ATRZAVAEERE, KARCNCPABURES AT 2M, TR EARF AN HAE,
WwRETRAE, FHLRTEARTE RN GRAEREE) , TAEEF.

B F8H A KEMKFIEE, FAAREATRIATITEE, FRAERITE S XHG 4
TBEE, BASZHZBEI RGO EREEE, WEITR, wREAITEEGAREE, §T
KAFT 5 % 42, B AU R EAE B 70T 60 B RmARAR B, DMAR LK QTS NG I,
HFREFTHRIVEARNRAEFSLZEBRRAEGEEES, RESARENL
Yo WEIEENFRAACNCP-20168 B AEAR (FL T @O MLEFRITNAA) .

B 5 AR 2Hm RRBE

KEFTH AR ZAR2T, 8EBA:
BB E http://map.baidu.com/?
shareurl=1&poiShareUid=22e11407d3d9afadd4b74e80

XKk B, 420n/k (A —F)

BE i W, 4207/ (AR
T B & % % : 138-9861-1855
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SNEN: PEAMPE RELFZHEF R FEAFRTEHEKT TN
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FAEEHPZHRHEYFRERE
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