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Pentose phosphate pathway 2. # 3 & ¢ 2. - 5 4 & T 7@ Jﬂz ?

(A) NADH (B) FADH, (C)ATP (D) NADPH

T 5w dﬂz ¥ 140K % peptide bonds?

(A) lyase (B) chymotrypsin  (C) ribonuclease (D) primase
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Phosphate | 0.1 M K;HPO,
(A) DNA (B) carbohydrate
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(A)% 7 5 ¥ 1% DNA (B)¥ 1134284 % A 7] 2. DNA
(C)# 3 (D)5t = & 3w < 7

T 7| e fE e gl fe | 2 B B4 % % B {7 acid-base catalysis ?

(A) asp (B) ser (C) lys (D) leu

T A 5 ks amylopectin 2 ¥ ~ 487

(A) a-D-glucose (B) B-D-glucose

(C) glucosel-phosphate (D) glucose 6-phosphate

T 5w Jﬂz 2 fructose 2,6-bisphosphate i® 5 allosteric activator ?

(A) phosphofructokinase (B) glucose 6-phosphate dehydrogenase
(C) hexokinase (D) aldolase

Ornithine % T 7@ 7‘51 P Q

(A) citric acid cycle (B) gluconeogenesis (C) urea cycle (D) cori cycle
T A H 5 Gram(-)dm fFhm e R 0E 2 de A 7

(A) Sphingosines (B) Deoxyribonucleic acids
(C) peptidoglycans (D) Lipopolysaccharides

T e fAR A pe 2 485§ e-amino group?

(A)K (B)H C)W (D)T

T 7 H g A= liposome?

(A) Triacylglycerols (B) Glycerophospholipids
(C) Fatty acids (D) Steroids
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14, TrlPH SRR L & 2 25 SR 7

(A) lactate (B) acetyl-CoA

(C) succinate (D) Malonyl CoA

15. RNA adgiiaie® B 4t-kf2> % DNARZE > 23 8 R %% RNA L § T 7]ok— 443 ?
(A)RNA 5 ¥ % 24 (B)RNA % # Uracil
(C)RNA 74 A #3534 %# (D)RNA 77 ribose
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Allosteric effectors

Zinc finger

Chemiosmotic coupling hypothesis
Ketogenic amino acid

Ketone bodies

SR (354)
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(1) SDS-PAGE
(2) gel filtration
(3) Bradford assay

S CAMP defm 82 57555 {22 3 & 2 (8 4)
v g E.coli DNA polymerase | % 1l 2. it B84 5434 - (8 4)
EN a‘:i’ﬁwﬁé_ 4 2 acetyl CoA 4riv 421 % T %z Fi% & {7 fatty acid biosynthesis ? (7 )



