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1( ) FTHEELAERBRBEHTARE S AR AZRE £ L7 A Affymetrix
microarray B SNP € In situ hybridization D Random shotgun
approach

2( ) FTHRTAKMBANDNAZTHFTHEANREARBRAF? ApUC18B PAC
CBACD YAC

3C ) FHRELRENLKREFRAMEANLERE? AAAVB Lentiviral
vector € T-DNA D Retroviral vector

4( DAAARBAAHETRERNENTRY > THA—FRITER
#5 E T5%7? AHigh throughput screening B Optimization of leader
compound € Hospital clinical test D Identification of genetic
diseases

5C ) eHHHRERAERALY  HHESIETECH AR GUEHT?A
Enhancer trap B Mutagenesis by transposon € Inducible expression
D RNA interference

6(C ) THF—HEGETREARRXET LA _HETATM? A
Tissue/cell imaging B Multiple dimensional liquid chromatography C
SPR-BIA D Molecular scanner

T( ) FTHR-HEGETRSHIRIXZENKEREXBHANLEER
RAB LAY HY e REHaE? AFrench press B
Polytron C Freeze-and-thaw D Sonication

8( ) FHARHESTHEIREAANARLEK LT EHEHIA
Capillary electrophoresis B ES} MS C Protein chip D 2D
electrophoresis

g ( ) =#E %k (2D-electrophoresis) ¥EAN SN ETa TR G
AL ATHEMERALTZAMGMBAZEKHEAES
BABEELMORE ChENEST D BiAKMamkD

10 () #$8Y%4(tanden nass spectrometer) —18 441 % (analyzer)
Z BB E i (collisioncell) AayEM A% F 77
— 72 ACO,BHeCKrDN,

~ BRFELH (30%)

1. Contig

2. tBLASTn

3. Reverse transfection of microarrays
4. Single nucleotide polymorphism 3’; R E EP R
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5. Functional genomics

6. Immobilized pH gradient
7. Salting out

8. Q-TOF

9. Antibody bank

10. System biology

Z 848 (1-0 M, HdACEL—M3 $mE0:8E) (10%)

1. Protein chip

2. Phenotypic variability

3. Matrix-assisted Laser Desorption fonization Mass Spectrometry
4, a7 & K (Cell-based microarray)

5. Isoelectric point

A SELDI-TOF

B CpG istand microarray

€ X-linked clotting factor (Hemophilia)
D Ampholytes

E Reverse transfection of microarrays
F Ligand receptor interaction

G Protonated matrix molecule

W RERTwA (40%)

1. If we need to identify one anti-bacterial peptide from an unknown strain of
Bifidus (3.8 & ), how can we determine its gene and related amino acid
sequence using genomic and proteomic methods?

2. Please list two methods for CpG island isolation and describe its principles
()

3. If we want to insert SARS species in the evolutionary tree of Coronaviridae
{= %% &), how can we do and what relative data we require for its

genome analysis?
4. One potential enzyme or its regulator can isolate from ethanol-treated E.

coli. Please describe one serial of possible proteomic methods they can do

to find it. (You need to explain how the methods can answer their

problems)
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