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1.

( )
A B C
D ATP E NADH/NAD"
Tay-Sachs A dedls B triacylgycerols C  aminoacids D gangliosdes E nucleotides
pentose phosphate A citric acid cycle B C
NADH D NADPH pentose E glycalyss
1 pyruvate pyruvate dehydrogenase citric acid cycle - CO2 - NADH
FADH> L ATP GTP A 3221 B 2321 C 3410 D 2421 E 3411
N-acetylneuraminic acid siaic acid A gangliosideGM2 B cardiolipin C sphingomyelin D
ceramide E phosphatidylinostol
Michadis-Menten kinetics
Vo Substrate
mmol/min mmol/L
117 04
225 2
333
388 8
664 900
Km A 1lmM B 900mM C 2mM D 4mM E 6mM
amphipathic compound  (g)lecithin (b)cephdin (f)sphingomydins (k)triacylglycerol
. (citric acid cycle) FAD (cofactor) (@)isocitrate dehydrogenase (b)a -ketoglutarate
dehydrogenase (f)succinate dehygrogenase (k) malate dehydrogenase
. (glyoxylate cycle) glyoxylate (malate) (@maonyl CoA (b)
acetyl CoA (f)succinyl CoA (K)propionyl CoA
10. E. coli DNA polymerase 5 - 3exonuclease  (Q)DNA polymerase  (b)DNA polymerase  (f)DNA polymerase
(k) DNA polymerase &
1 2 3 4 5 6 7 8 9 10
(12 )
probe
sense strand

2.

3.

Klenow fragment



1. urea uric acid 10%

2. 15%
a gluconeogeness
b. lipolyds
C. ketogenesis
3. lipoproteins 10%
4. 1z )
a. trypsn
b. phenylisothiocyanate

c. 6N HCI

d. B -mercaptoehancl

5, HO0 CO, 30ATP 2ATP (8 )

6. © )

a Serotonin

b. Epinephrine

C. Higamine

7. (glycogen) @4 )



28%( 2 )
1. ddlline A). cell wall
2. protoplast B).
3. €eectrophoress C) probe gd DNA
4. mass spectrometry D).
5. pulsed-fidd dectrophoresis E). antibody oe protein
6. chromatography F). dectrophoressgd DNA fragments
7. CsCl G). amplify DNA fragment
8. Western blot H). genetic modification
9. Southern blot ) DNA sequences  collection
10. PCR J).  medium DNA bacteria
11. specific activity K). agradient in equilibrium or isopycnic sedimentation
12. genomic library L). porous matrix
13. transformation M). DNA molecules grester than about 25 kb
14. ehidium bromide N). 2-D electrophoresis  digested peptide fragments
p 3 7 5 6 7 8 0 10 11 12 13 14
30%( 3 )
1. Ti plasmid (A) generate transgenic animd (B) generate transgenic plant (C) transgenic microorganism
(D)transformed mammd cdls
2. SDS-PAGE  SDS (A) polyacrylamide  cross linking (B) protein native structure (C) protein
(D)  protein
3. RT-PCR RT (A) red-time (B) reverse transcription (C) response temperature (D) reverse trandation
4. Redrictionenzymes  recognition gtes (A) response element (B) pdindrome (C) inverted repeat (D) tandem repeat
5. DNA (recombinant DNA) RFLPs  minisadlites (A) cleave DNA of interest (B) generate
pharmaceutical products of interest (C) serve as recombinant DNA vectors (D) map genes and DNA fingerprint (E) subgtitute
for oligonucleotides
6. VNTRs (A) varigble amino acid subdtitutions, highly heterogeneous (B) variable numbers of

0.

tandem repeets, highly uniform in the population (C) variable numbers of tandem repests, variable in the population (D) various
nucl eotides transcribed repesatedly, homogeneous (E) very noteworthy transcribed regions, lethal genes

cloning vectors  (A) high copy number and antibiotic resstance gene (B) virulence and lysogenicity
(C) ahility to integrate into the host chromosome and then cause alytic cycle (D) nonautonomous replication and trangpogition
(E) reverse transcriptase and ligase activities

Southern blot (A) hybridizesfilter-bound DNA with a DNA probe (B) hybridizes filter-bound

RNA with a DNA probe (C)examines amino acid subgtitutions with radioactive probes (D) cleaves RNA with regtriction
endonucleases (E) cleaves DNA with restriction endonucl eases

(prokaryotic chromosomes) (eukaryotic chromosomes)

(A) large, mainly organized in monocistronic transcription units without introns (B) smdl, mainly organized in monocistronic
transcription units with introns (C) large, mainly organized in polycigtronic transcription units without introns (D) smdll,
mainly organized in polycistronic transcription units without introns (E) large, linear, less densdly packed with protein coding
genes, mainly organized in monocigtronic units with introns



10. 25% (homology)

(A) the two proteins have identica functions (B) the two proteins have no common origin (C) the two proteins share a common
ancestry (D) the two proteins have identical structures (E) the primary structures may differ but the tertiary structures are identical
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18 % ( 3 )
plasnd  map Orig (1) ?SV4Oori 2) 7 MCS__(3) ?neo
4 2 bla__ (5 ? plasand (6)
1 2 3
4 5 6
24%
1. (Human Genome Project)
() G ) () ?7G )
2. gene sensedrand  sequencing gd
1 2
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