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1. REAPI TEERI RIS, (&S BTN coenzyme B cofactor) (10%)

a. glucose 6 phosphate dehydrogenase
b.  citrate synthase

c.  phosphofructo kinase

d.  pyruvate dehydrogenase

2. B ESEN— - = = - UREER IR AL AR EEL T ?
(15%) -

3. B~ EREYFE A -B-C - D UEELE HEEWT:
A : molecule weight =13000 Da, PI=11
B : molecule weight =84000 Da, PI=5
C : molecule weight =9000 Da, PI=3
D : molecule weight =35000 Da, PI=8
EHFALT Z@EEET M. FRBEH A - B~ C ~ D FiHMIE
PR 7 RERRA 7 (10%)
a. G50 sephadex (a fraction range of 1500-30000)
b.  DEAE sepharose (at pH=7.0 buffer)
c. CM sepharose (at pH=7.0 buffer)

4. {A]ZE competitive inhibition 5, noncompetitive inhibition ? H¥{& 3~ Vmax
5 Km BRI R ? (10%)

5. M¥&HHY lipoproteins K HEHE B E 7435 chylomicron, VLDL, IDL, LDL, HDL,
o B L [E S G R BE SR BA HAE B BN [E RS © (10%)

6. FFLFRZAE YR transcription HETE K B EAZ £ YIEAT transcription B2 2 R
1% - (15%) |

7. ARG RBHE—EFOER "X R LSS E identify "X BIZHAE
AT 7 (10%)

(@A E B FEFHEL)




BIRAREL T B EERTER LS HEM # ) B I
it i_ﬁ 539 RFT : OREREAFTRTRAE FE £

8. AR (10%)
a. Vector
b SDS-PAGE
c. Cellcycle
d Angiogenesis

9.5 —E¥ bacterial gene 1T :
5’ GTATGCATGCATCGTGAC 3°
3 CATACGTACGTAGCACTGS®  (template strand)

a.  FEH{H mRNA sequence JzFfT encode K amino acid sequence °
b. 7 template strand 55 —{ff C #¥4: deamination, L mRNA sequence
amino acid sequence B{L 1A - (1 2)

2nd base In codon

Phe | Ser Cys F]
U Phe | Ser ;;: Cys c W
s Leu | Ser | STOP]STOP | A e
3 tou | Sor |STOP|Tp | G | §
o teu | Pro [ His [ Acg | U S
= c teu | Pro His Arg o4 5
- Lew |Pro | Gin | Ay | A o
a Lew P | Gn | Ag | G g
- Tie The | Hen Ser U g

- A lle e Aan Ser C

e | Tw | Ly | Ag | A

Met | Thr | Lys Arg G

Val Al Asp Gly U]

G Val | Als | Asp | Gly c

Vol Als | Giu Gly A

Val | AMa | Gin Gly G




