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1.7 E.coli ®» ™3| % p%% & DNA 47 @ p=(DNA replication) #74> /7 e it # iy
(A) DNA helicase (B) primase
2.— AFrd-v FH AR B = e T Gly (45%) ~ Ala (30%) ~ Ser (12%) ~ Tyr (5%) ~ Val (12%) - others
(6%) ° &R
(A) $: 39 Foitens BRipi @2 (B) &9 TV ia»tkeg?
3EpEEz 64 ¥ HcdeT™ Vmax=50 gmol > Km=0.001M: % F & ¥ 5 1/5Vmax fF »
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4T 7z F
Glucose~> 2 pyruvate
Glucose~> 2 lactic acid
W (A)ATP@Z £ £ 522 (B)NADH (2 £ £ 5 2
SR | Ry iz B i NADH 4eie £ 3 (recycling of cytoplasmic NADH) -
6.7 4137557 glucose 6-phosphate 7 1 7 it 1 #i4 i (five possible fates) -
7.7 4w i fatty acid synthesis &2 breakdown # e g
T A F G Ao B aY ATP & i 5 (A) 4v > uncoupler (B) 4r » cyanide (CN’) -

9.x = % (hemoglobin) ¥ s~i= % (myoglobin)¥t % % & 4 f® —*ﬁ@r&s Pl LA ad Y wg
% 4 P B ?

4
SRy

10.- ¥ 2 4z frfatty acid# # 4c & B & #ic(two-carbon) % » & = > § i 1 CO, ¥ H og A A

3 BATP- - ¥ B & {ofatty acid® # 4 - & g4 (double-bond)p* » £ = > § i 1 CO,
2HO¢ B ° EBATPA 4 o
C AR L (FHS5 4 X 304)
1. Glycolysis 2. Gluconeogenesis

4. Phenylketonuria
6. Enhancer (i £ 7] 4 Hpgk)

3. Ketone bodies
5. Promoter (% £ ] 4 JLpL2E)
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1ovp 3+ pE(glycogen) # %20 i Mk R 42 A & R F] 7
(A)rep #+pE(glycogen) ik & #2 i<
(B)Pwp 3% £ 2 dEgcE 32X B (glucagon receptor)
(C)pep 4> 2 %% § % % 452 2 (insulin receptor)
(D)yep 3% 7 F F #-6-#4 s f7 (glucose-6-phosphatase) i 1+

QAR Z AR ZF TS
(A% (ued)  (BypH(credtining)  (Ofm (D)F 4
BT AEERR L & N AP 2 At P TR Y
(A)3-hydroxyl-3-methyl glutary CoA (HMG-CoA)&_d s} 4t %8 2. HMG-CoA synthase & =
(B)HMG-CoA reductase & _i# & *2+4|(rate-limiting) g% %
(C)d Farnesyl pyrophosphates 7/ = sgualene % ¥ i1 & &
(D)3 % LDL (low density lipoprotein)s ¢ LDL # % % (receptor) ™ FH47id i w2 ¥
4.7 5P F RFA G dR IR L Y
(A) glycine (B) tyrosine  (C) lysine (D) aspartic acid
B.Ca” 2. w*e E )
(A 38 ﬁia?J (passive transport) (B) e & i@ ﬂie?l (symport)
(OF 539 TR (v (D)iasFre b Ca? kR &+ e o
6.7 7|5 B e ) el L4 3 3% F(intracellular receptor) 2. Acit o e A L AR 7
(A)3 & & =+ (ligand) & -k 2 (hydrophilic)
(B) =%+ i % i & v
(C)r g & & =+ (ligand)% & 16
(D)2 # i & @& F]F > 73
7.7 705 B Pk S e (operon) 2 foit o e A A Y
(A) 5 B 47 fmie 5 13 o s 4]
(B) s 8% polycistronic mRNA
(C)# 7 # 4 & 7|(control sequence) @ |4k 4i 3 (operator)
(D)¥ i & F % B Fxd =+ (promoters)

8.im e e MR L2 T S e K i M2
(A)DNA £ (B)3-5 §r = =
(C)*+ 14 pH & T 4 f& & % ~ A F (macromolecules) (D) % fm*z ¥ = (apoptosis)

9.#& ¢+ # 5 -AUGCCAAG-3 2 fi-¥s (template) 5 :
(A) 5-AUGCCAAG-3
(B) 5-ATGCCAAG-3
(C) 5-CTTGGCAT-3
(D) 5°-TACGGTTC-3
10.77 7115 BE 2k F]4 &5( transcription) 2. #cit > H & Fx 7
(A) = 72 F1* RNA #9x (template) & = DNA 2 i 42
(B) % 1 p 8 (Ribosomes) 5- £
C & x> w 5 B 34
(D)4 H ~2_ T 7 — W5V 1F 5 ficr (template)



