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1. &~ J}{J‘%%Elqag?,j"vf_(sickle-cell anemia)f L™ {78 S 1EVAE % A 7 (A)TERLT 1(collagen) (B)TRT &} 1(myoglobin) (C)
#7 5o 1(hemoglobin) (D) £ &= 1 (keratin)

2. FlliFH %+ if%ﬁ’ajii f’ﬁﬁ(urea cycle)pvigFe ? (A) aspartate (B) ornithine (C) carbamoyl phosphate (D) malate -

3. I8 TR AT [Pk STk Eﬁ fii(pyruvate dehydrogenase complex). ! f]Ti(coenzyme) ? (A) + 123 (biotin) (B)if]
A(coenzyme A) (C)%&@m%wgpq: F47F) P=(nicotinamide adenine dinucleotide) (D)’F?FL%E& £ 5% (thiamine pyrophosphate) -

4.7 R 53 B T~ R [~ T(glycogen phosphorylase)iu =7 ¥ 7|8 ? (A) 3 145 glucose-1-phosphate (B)
%‘Tﬁ"igﬁf ATP (C)ff VP2 BRURURIIY (D)ol —4 B H(glycosidic bond) -

5. &F Imﬁﬁﬂ IfB-turn > fs{fj’*éj fﬁ@%ﬁlp&ljﬁ%ﬁjiﬁﬁ?%ﬁ? (A)Pro (B)Val (C)Cys (D)Gly-

6. a-D-glucose == B-D-glucose [ = E@iﬁ@%’?}‘ﬁ?ﬂ ? (A) enantiomers (B) epimers (C) anomers (D) sterecisomers °

7. AERR ST IET A5 (secondary structure)fiv= fIFESHLL (A) hydrogen bond (B) ionic bond (C) disulfide bond (D)
phosphodiester bond -
8. %ﬁ*ﬂ?@é’iiﬁf“{? g?[i"ﬂf—(ﬁf’}ﬁ%ﬁp T favism)ﬂpliif"%%‘[‘ | FE R E i 7 (A) tyrosinase (B) glucose-6-phosphate
dehydrogenase (C) phenyalanine hydroxylase (D) homogentisate dioxygenase °

9. Thlpk — H P2 (biological amines)T el & = J[Ifp 7~ s 7 (A)F' 1L [~ =2 [(methylation) (B)'fit¥%(decarboxylation) (C)
fHl 27 (= [(transamination) (D)% {™ {=* [(carboxylation) -

1052 LA [ Rk (prostagladins) f,E?EIUE?E& (A) HMG-CoA reductase (B) cyclooxygenase(C) xanthine oxidase (D)
thymidylate synthase -

11 I PRI Th PR o[ (acetoacetate) iU fIBTTEL (A)VIHTHAA (B)F M (OF 1 (D)T'P -

125118 T RLEUE OB (reducing sugar) ? (A) glucose (B) fructose (C) sucrose (D) lactose -

13. v -aminobutyrate (GABA)RLFT 1™ 3j[]ff flat J FL P2 f,’?‘/ ? (A) tyrosine (B) tryptophan (C) glutamate (D) histidine °

14.1' ™ Pt e 2 BERSERIT 1R 5 2 (A) B4 [ |(B-oxidation) (B)##5:7% B citric acid cycle) (C)fF15[% £ (D)% [Tt
[% [~ [*="](oxidative phosphorylation) -

157 F 8 TRl i TR [ R 2 (A) Y (R A2k (Edman degradation procedure) (B)E#T(salting out) (C)ﬁﬁ?‘ﬁ%iﬁﬁ%ﬁ(gel
filtration) (D)#Z=+" % f1 <t 55 #r(ion-exchange chromatography) -

16. ik 2 5L AR = [t 31Vl 7 (hormone-sensitive triacylglycerol lipase) s £y <'15% (A) i1 19 = FlcEfh (B) i 1%
AZRS = FE T (C) it el Vi e 9= FRELE(D) £ 55 F Bl 1o = Pl EL -

17.%%6[ VE| 2T DT ([ | (substrate-level phosphorylation)fi {4 8fi# % (A)B-4 = [=H|(B-oxidation) (B) T+ thefik
¥ @ (pentose phosphate pathway) (C)@‘%‘Mf’ﬁﬁ(citric acid cycle) (D)5t f’ﬁﬁ(urea cycle) -

18. kL ™ [ [ B PRl (YRR 70 2 (MRS f] P (B)IEASf] P (CY LA (D) Tofk -

19,7 T FLPRPN T B (R SSRGS 2RO RL PRIV YIS TEEL (A) &S (5 (hydroxylation) (B)45i¥%(decarboxylation) (C)
fHlz7 (=5 [(transamination) (D) {3 1% {=* |(oxidative deamination) -

20.%%?5 Vg s 2 (Cori cycle) f’ﬁfﬁiﬁ IfV ks (A) B-% ™ (=7 (B-oxidation) (B) - flftgtiki= & (pentose phosphate pathway)
(C)@‘%‘Mf’ﬁﬁ(citric acid cycle) (D)2 {25 [(gluconeogenesis) -

Zl.r%i%é['[*ifi?‘?‘}%[aﬁl@(choIesterol)éE f,’?%lf@ﬁ& (A) HMG-CoA reductase  (B) cyclooxygenase (C) acetyl-CoA carboxylase (D)
thymidylate synthase -

22,7 5Pt T coenzyme) s g Fl1 7 & ﬁﬁ?ﬂ Plfiny {77 7 (A) i IR~ 197 Pe(flavin adenine dinucleotide) (B)4FjT
A(coenzyme A) (C)%&@m%wgpq: #47F) P(nicotinamide adenine dinucleotide) (D)’F?FL%E& £ 5% (thiamine pyrophosphate) -
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23. Glutathione fL— # (A) glutamate ~ cysteine == glycine Fmic WY U= Y45 (B)F % F’*‘,’?‘/ﬁ@” AP IELE A (O) Fﬁ' E‘}ﬁl}',%ﬁ{
RV BURUR] (D) glycine ~ arginine % methionine A79%5Y V& 7 o
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BT YI®EE (12% 0 "B 4 D)
1. Isoelectric pH

2. Reverse transcription

3. Enzyme Kinetics
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JEE ( ) A. prostagladins

TREER ( ) B. sphingolipids

FOREST YRR ( ) C. vitamin E

VH[ S l’“‘l’%* ( ) D. thromboxanes
FEAPRAER X ( ) E. vitamin A

$Hﬂale‘?g’“£ﬁd¢l JEIRIFY 5T ( ) F. vitamin D

\ FE558(30%)

Lo F 8™ o AEpER = 575 CO M HO RSP Bha i 0 B YRR SR R 2 AR AR
£ ‘i‘l[ﬁ' ATP? (It IR TS i ik & p AT ) (15%)

B

2. RHHRC = I P ) s P - (15%)

(A) gluconeogenesis

(B) pentose phosphate pathway

(C) glucose-alanine cycle



