[B*i'j'ﬁlj IR R[JL SR 100 P B fEd TTEET S
7#@41[1;[!*[@"’?@'9? EXCi o]
EEHEFHE2L > FRCFEBAFRNAL P FRFAFL

LS 17— ?&?Et.*% FVEFRR )
(A) Edman degradation (B) NMR (C) NMR (D) 2D gel electrophoresis (E)

[ }_F'F‘[;le

2 5P| FETRL %~ 5 FUHIRERY RNA RL?
(A) tRNA (B) rRNA (C) mRNA (D) snRNA

3.Histones 3 F [P A B RLR?
(A) hlstldme (B) glutamic acid (C) lysine (D) leucine (E) tryptophan

- R AR
(A) asparagine (B) isoleucine (C) glutamine (D) tyrosine

5. Arginine I pKa | = 7 pKa ﬁﬁ?ﬁ 2.2,9.0 & 12.5 » LAY pl flikE %)
(A)22(B)58(C)9.1 (D) 10.8

6. E‘P—E[ﬁ.fﬁj SEHN S A F’ﬁ’?‘}?
(A) 1s0pentenyl pyrophosphate (B ) dimethylallyl pyrophosphate (C) vitamin D

R /ﬂPZzEJ%‘E‘UH ?
(A) cAMP (B) CGMP (C) ppGpp (D) Ufﬁﬂ

R BT T
( A) a helix ( B ) B conformation (C) B turns (D) random loop

I
(A) Acetyl-CoA (B) Fatty acyl-CoA (C ) Malonyl-CoA (D) Fatty acyl-carnitine

1021 | PRH L ) Jﬁeu%q& DNA = /[ bl
(A) S 1nuclease (B) DNA hgase (C) EcoRI (D) DNA polymerase I

LR (S P ) Pk i 2 o
(A) high specificity (B) physiological pH (C) side reactions (D) regulation
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12.7% Lineweaver-Burk [flf[ 17 =7 (™ 7% - ?', y BRI AR 0 ) x EEE R
Sk O TR g 2
(A) competitive ( B ) non-competitive (C) un-competitive ( D ) mixed competitive
13.Cytosine g ™ | [#[ 7?2
(A) base (B) nucleoside (C) nucleotide (D) nucleic acid

14 315} Thioester ~[<ifiy NG EL?
(A) large and negative (B) large and positive (C) small and negative (D) small

and positive

AT S A
(A) phosphoglycerides (B ) cholesterol (C) triacylglycerols (D) glycolipids

SJIFFE Rl 2 E s 2
(A) serine (B) tyrosme (C) glutamate (D) methionine

17.Gel filtration 7€ [~ LA | s 1 RF {7 7200 1 2
(A) net charge ( B) size ( C ) hydrophilic or hydrophobic nature ( D ) UV absorption

18.F ZEU*%ﬁ“’m?PﬂNAD+bNADP[ﬁﬁﬁﬂg f@%ﬂﬁﬂ{ﬁﬂﬁﬁyf%ijﬁ
FIAt® Sk fl1fYniacin » 3 Flkﬂmacmf ARSIl EI%ELE"&F |92
(A) Leucine (B) Tyrosine (C) Tryptophan (D) Serine

NIRRT [ #EF T gluconeogenesis FIE‘/ A PE?
(A) Lysine (B) Glycine (C) Serine (D) Arginine

20.Glucose-6-phosphate Fﬁli%(’rf glycolysis FY pentose phosphate pathway » = folfL[#*
I o AT PR RTARLG ep?
(A) NAD" (B) NADP' (C) FAD (D) FADH,

214 AR AP Pk S TR S Rl > S A
P2
(A) phosphoglucomutase (B) glycogen phosphorylase (C) phospholipase (D)
glucose-6-phosphatase

20 P RS SLPRE » [ 2 7T A PR S SR P
(A) Z1E(B) ML (C) L BISEHE (D) e
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23. 91 P 7EHE Sk 2252 carnitine shuttle Y357~ [~ =2

(A) acyl-CoA synthetase (B) carnitine acyltransferase | (C) carnitin acyltransferase 11
(D) glycerol kinase

2475 FERIPRET o S (7] (o oxidation) [Rf T el I [ElE=

(A) acyl-CoA dehydrogenase (B) alcohol dehydrogenase(C) aldehyde dehydrogenase

(D) mixed-function oxidase

25 ¥ R TE Y A RO S SR L
(A) TP U SO ERTL (B) X SHRB P sk O BRINC) FUD )
NPEAOTSO R (D) T Pk T R

26 AP0 A £ (R > RS AR PR Y N A PR
(A) NADH (B) NADPHEATP (C) FADH, (D) [k

27.CAREPriE ST LR rF 526 (calvin cycle ) Eﬁ %Eﬂ_k ]|l (e o=
(A) rubisco (B) 3-phosphoglycerate kinase (C) PEP carboxylase (D) transaldolase

28. 5 YR 5 (MR - N IR B P I JPHER? (A) HMG-CoA
synthase (B) HMG-CoA reductase (C) thiolase (D) squalene monooxygenase

GIFFEFER G FEEPI G A VRS TR T R
(A) dihydrobiopterin reductase (B) glutathlone peroxidase (C) phenylalanine

hydroxylase (D) tyrosine aminotransferase

] F: e JI?E”FE j & ?F [ JI?E’ (peroxisone proliferators-activated receptors;
PPARs) [ H AT A - ?T‘*Jﬁpﬁ’fff& B & [~ 2 AL TfE] ﬁiﬁ*fﬂﬁf’?ﬂﬁ’frﬁf
FuRELIN 2
(A) PPAR(B) PPARS (C) PPARy (D) J'] F7kL

31ApE %c’iﬁ » # phospholipase A2 ’LHT“i P95k (arachidonate) !
R R T §!1ﬁ eicosanoids » " ¥[[{fr ¥ T ET eicosanoids ?
(A) FilE (B) W% (OFS% (D) [1= 4

327G (8 PSS T (pentose phosphate pathway) fiU3Y- ™ - i
% NADPH ?

(A) glucose-6-phosphate dehydrogenase (B) lactonase (C) phosphopentose isomerase
(D) 6-phosphogluconate dehydrogenase
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33.719fkfl1pY LDL Jfifr [“FA, £| ™ 3[lif 7€ apolipoprotein fi' ¥ LDL # <5 (LDL
receptor) Y& ?
(A) Apo E (B) Apo D (C) Apo B-100 (D) Apo A-I

34X @#lﬁ‘fﬁﬁéﬁg} E'I@Tﬂﬁ (X-linked adrenoleukodystrophy ; XALD)EAE » fLA™
i e et ﬁ%ﬁjﬁ%ﬁﬁﬁ%&gﬁ = e
(A) #HasE (B) s (" (C) iﬁ?ﬁ' (D) L

35. IR T K12 GAFRAO3 1) 4,639,675 bpr e il 1 F (5 % D JLEREEE 12
(A)50(B)500(C)5,000(D)50,000(E)500,000 -

36.[# [P lambda [ DNA 79 50 kb » £ 55" BIGYEEEL 2
(A)3x10*B)3x 10° (C)3x 10°(D) 3 x 107 (E) 3 x 10*

37.YACEH ﬁ'] (= A FREUDNA > Nl SR YACER R 12 puas
7y 9

(A)replication origin (B)selection marker gene (C)histone gene(D)centromere (E)
telomere °

38.actinomycin D = folfj [fﬁ""@?: . “ﬁ?ﬂﬁ I FURNEL 2 (A)
FIHI RNA R £ 75 fl RNA PR ”(B)T‘ﬂffufr‘j}ﬁ?ﬂ (e 1ET £ 55 F ORI
E@F 5175 (D)L R I (B)EII e (RO -

394 | P ST AR TR BT 2VEEPIIO LIRS o PR R LS R
PSRRI L T PLRL A R P ) 2
(A)DNA polymerase (B)RNA polymerase (C)topoisomerase (D)nuclease(E) primase

Drug (increased amounts)

Q0P | e STATRIE [t 5 SUREPHII R PP AT DNA S5 e
SIPTRER YT [ ?F} ThL [ [RRl i R3] 2
(A)apoptosis (B) nucleosis (C) necrosis (D) adipocyte (E) proliferation
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41.% Fﬁg ubiquitin fIU7rfE T 31 P H T 2
(A){RZ= DNA ﬁ 75 (B) (& RNA [ #2(C) [Rla frf 18] #2(D) (RS Eﬁﬁ Ry (B)fRLE
AR BT

42 (VDI AR BV T AT i1 P ERRL IR
my?

(A) RNA recombination (B) RNA transcription(C) DNA replication(D)DNA
recombination(E)protein degradation

A3 AU GR IR e | RAS RLIPEA ] 2
(A)AMP £ (B)DNA i £ 57 1(C) RNA i £ 5 1(D)pS3 i £ i ((E)GTP
oy

F I

44.amber mutant #EE@E%‘EJE‘ 7
(A)translocation mutant (B)missense mutant (C)nonsense mutant (D)frameshift

mutant (E)elongation mutant

45 Ricin p"ﬁ%%'ﬁ‘”ﬁﬂi  cycloheximide Elfiﬁ@ﬁfﬂifﬁﬂ‘ fﬂ £ ?
(A DNA [2GI)RE S P T 1973 Ot T
T T(D)EE RNA [(E) cAMP [

46.7[1™ q\%\' DNA footprint ﬁJH £ f Vi ?

(A)j"4 DNA %ﬁlﬁ;{ It j_T:LF 2 b EI@’FI (B) "% DNA %@}E’E 'F'gﬁlﬁﬁﬁﬁﬁ((:)
4 DNA r%}#} A 1Y SOS |'i< rggt%&frﬂ(D) 4 DNA r%‘?gﬁﬁ?flﬁl@ V-J EE(E)
7% DNA W%EIEU@@?% 3 Efz]“
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g2 pgp Full-length
E2

——— e -

47 APV AR M3 SRR R ] 2
(A)G1 * S(B)G2 ¥ GI(C) S * G2 (D) G2 * GO (E) GO * Gl

48 JN #4971 homeodomain fL ff FAI [ 60 {la L PRAY G I8 ﬁ%ﬂﬂiﬂ Tl EVE 2
(A)F%E@;\E Va2 El@i%’(@(B)F%ﬂ’%E[ﬁﬁl‘{%dd PV (R S I(C)F%‘Et’ﬁﬂl?[ﬁ ¥ DNA 1%
A TR (D)1 DNA ATk (B) A 3 19 DNA G £

49. Holliday intermediates EIU%Q HERCER q‘%\' v WRLAE TR 9
(A)DNA replication(B)DNA transposition (C)RNA transcription(D)DNA

recombination(E)

50.anticodon LAk 4+ S| [ FEPAHT 2
(A)YRNA(B)5S rRNA(C) 16S rRNA (D) 23S rRNA (E) 28S rRNA
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