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A% RAREL TREBASE  RAES -

—EIEA8:35 A T0%
IR IPC P T X-a):-F-3.
(A)BApE&t(tyrosine)

(B) ™ B #& (alanine)

(C)4k B % (glutamic acid)
(D)#k Bz & (lysine)

2.F Fl4T 4 R4 Tyrosine 47 & H AR
(A) epinephrine

(B) T4

(C) Dopamine

(D) Insulin

3.7 M Protein &9453&, T FIAGETE SR
(A)Protein #) — & &4 & 35 AR R B S BEF VA S
(Bo- helix & & H —RE&E#

(C)p- sheet & — & & 4%

(D)Hydrogenbond 2 =@ &H X B4R N

4.F 5l 4ty R £
(A)RaGFRE&EME

(B)Protein %2 DNA. ¥ #5 mt £1.52

(Cy ot f1-E 2 M 87 & 85t
(D)cysteine 2 cysteine =T 7 5k A ét

5.F P $ it £ 2R

(A)Physiology saline #} A% s & isotonic solution

(B) A3 #a i, & Hypertonic solution % & 3% #% 4w B B Rk

(C) A2 4= 2 E Hypotonic solution ¥ & & i 4w i £ 55
DOIABR K IR 05%ACMERPRACERELA TR -

R#EE
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6.7 BA JE 3B PEdn IR, JodTH0 %] % H (substrate) HEE £ 4 4 9
(A)# 8 7% M & (active site) 83/ 3k
BERZETES

(COFF 18R & 7E 4L A& (activation energy)

(D)¥/m R Rt B &5 £(AG)

TH MEEE X RIEAER - F AT a8 9

(A)EEF Z b (active site) LB F 2 TR L T RRZ B

(B)E gt o L KR AMRASY > #h % ¥ 4295 354 (induced fir)

(OR 4.8 % (allosteric enzyme)th B MIZE, TRBRE S TS » BRRES
BTG ER

(D&l & i (feedback inhibition) & 2 # 8 & J6 ¥ % & 359 F] — 85 85751 B

8.F %] Hormone 4571 & # Cholesterol FTEERY
(A)Estrogen

(B)Progesterone

(OC)Cortisol

(D)Prolactin

9.% i carbohydrate , F 4% 3474 R E. 5%
(A)Maltose & Monosaccharide

B)atidh cell wall = £ 5 & cellulose
ORSMNFBREERIALTE
(D)cellulose % Polysaccharide

10.% M Cell membrane, F %] & 3 47 # R £ 5%
(A)R A4 B4 5F & (phospholipid bilayer)
(B)hydrophobic phosphate head

(C)Fluid mosaic model theory

{D) B Selectively permeable

11.% B cellular respiration, T 2| &k i 47 % i 2k
AR gLEmBy ¥

ByE#RER ¥ 2R HEAR

(ORMAER, & 02 3-8, & &£ INADH,2ATP

(D)FLEE BB & 4 4ATP
ZRE
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12.F P87 8 7 SR
AARBRF L AR
B)F AR F L AR BAE L
CO2&EEHREFEAK
(D)ATP &R Be R BE RE PO B |

1330 42 3 b Bl AL PR AER0 R B F » 474 £350% H' b mitochondrial matrix 5 %,
intermembrane space ?

(A) complex 1

(B) complex II1

(C) complex TV

(D) ATP synthase

14.% # 4 2 5% » @& 8 (mitotic spindle) &y 47 H A A & ?
(A)#% & (microtubule)

(B) P B & (intermediate filament)

(C)#% & (microfilament)

(D) ¥ > f8(centrosome)

15 F #] 4 AT A E5E

(A)Tetracycline £ &¥ 5l R ta sy B4k 16 A
(B)Tetracycline 2 £ #l Rz mia et T a 4K
(CMitochondria & &R B &R %

(D)Lysosome & — /@ Biahig 8

16.adenylyl cyclase 89 74 » BT FMTERGHY EMEAR R ?
(A)phosphorylase

(B)protein kinase

(C)phosphodiesterase

(D)protein phosphatase

17.7F 3473 A& & Secondary message
(A)IP3

B)cAMP

(C)G protein coupling receptor
(D)Ca™

R#E &
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(A)Steroid hormone ¥ A # 3 ¥ i@ dm fl BE

(B)Steroid hormone receptor £ .4 m 0 B 1

(C)Steroid hormone £ receptor &4, Tl BE A B k38,
(D)Steroid hormone #2 receptor &4, LA % #k 4k B 3

19. & B Genetic code F # 4 i {4232
(AYE3BEH&8% A —4 code 45

B)—8 BREASETUHES BEE
(C)—BEETIN B S AL

(DR TFAF &4 £ AT 4E A Bl ey REE S

20.% B8 Single point mutation, T | 4x 34 & F.5%

(A)Silence mutation: 4% % 3¥F (translation) BERFESTHLRENE R
(B)Nonsense mutation:#%3% (translation) B+ F G ¥ AR A R 45
(C)Missense mutation: & % 5% 4% 3F (translation) B T E G H WA TSR TS
(D)Sickle cell anemia ¥ B % Silence mutation

21 % M Post-transcriptional modification , F #| & #i 47 & iF. 5k
(A)Exon splicing out

(B)Intron splicing joint

(C)Tailing-polyadenylation

DOMrEFL =B E

22.% Bl nucleic acids F F| 43k f7 4 R £ 5%

(A)Nucleic acid & nucleotide &y 3 4 48 5% E 4.

(B)DNA is a double-stranded helix

(C)m 1848 #F 6 4% H 8 5--F 2 M) 698 & & Phosphodiester bond
(DIDNA4&+F GH CE={f@&stiad » THh A R RE 448

23.F F S 47 & E 2R

(A)DNA #2 RNA 348 B} 4484 A%,

(B)RNA $# DNA £8 €

(ORNA RABEAE

(D)Ribosome #j4% -3 5% protein, 4816k 4ARE T AR

#ARR
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24.F FIGHAT H 45 3%

(AXRNA _E 2 Anti-codon

(B)mRNA _E B codon

(ORNA ) 533 2 — @ B e sk R 8k
(DYRNA T % ribozyme

25.F FiEcfT 44838

(A)Nucleosome & &y DNA $t Histone 48 5% ¢4 44
(B)Nucleosome & @ g Chromosome & £ & B4
(CDNA B £ &

(D)Histone 2 &% T b & & %

26.7# M| Polymerase chain reaction (PCR), F 7 & 34 & & if. %k

(A)#I R DNA polymerase $145 % DNA F- 71 X & &4

(B)& £ Helicase, endonuclease, poly-A tail

(OF AR F 2 A4 K &£ 8 %% &4 5] F(Primers) A
O)Z=BEAREEEHNRESR S AR~ 5] FHAM3] FaeH

27 BA¥ R AT 8 SLAE 454 4a (lac operon) & 384% » T HI4TH 4532 9

A EZEBXALRSENEL

(B)3R & & Bl (regulatory gene)#%3¥ & B 7% £ #9 ¥ 4] & @ (repressor)

(O 4 » BRI A B L% (allolactose) 7 # 3% 3.3 %] & & (repressor) #) 75 46
(D) £ 3L 2 3% T4 (inducer)

28.% B RNA, T 7Sl 74 58
(AncRNA & a § e 547
(B)siRNA ¥ Bh s 8 5 ik
(CRNA & Ribosome x84
(D)Ribose & Hexose

29 A M E K 0 T I MfTH R Bk
(AIABRE: A | VItA - BERE A K
(B)ARE &b 4 4 ¥ VitC » BB b 55 48 B
(OABER DV #% + VItBl - A5
AR LS VB2 s 0 S8

RE &
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30.8 &4k TRIMEMERERE
AETTE BB R R B4 BRI
(B)1,25(0H),D3, T ¥ 84 -1 B B4 45
(C)éete.4r E $1 £ 0% 5 88 5 48 I
D)ABBE NS &4 R VitK

31Prostaglandins are local regulators whose basic structure is derived from
(A)oligosaccharides -
(B)fatty acids

(C)steroids

(D)amino acids

32.The unique properties of each amino acid are determined by its particular
(A)R group

(B)amino group

(O)kinds of peptide bonds

(D)number of bonds to other amino acids

33. If a specimen contains 30% adenine in its DNA, how much cytosine will it
contain?
(A)40%
(B)30%
(C)20%
M)15%

34.The bonding of two amino acid molecules to form a larger molecule requires
which of the following?

(A)removal of a water molecule

(B)addition of a water molecule

(C)formation of an ionic bond

(D)formation of a hydrogen bond

35. Which of the following sequences is most likely as a restriction site?
(A)5’-AATTCT-3’
(B)5’-AATATT-3°

(C)5’-AAAATT-3’
(D)5’-ACTACT-3’
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a7 A

36.ATP synthesis

37 translation
38.cholesterol synthesis
39.package,sorting
40.Transcription

Beo7A B

41.G(+):Cell wall
42.Cell membrane
43.nucleus

44 cytoskeleton
45.proteasome

LA

46.motor proteins
47.Chemiosmosis
48.Krebs cycle
49.chaperonin
50.Lysosome

A.Golgi body
B.Nucleus
C.SER
D.Ribosome
E.Mitochondria

A.Chromosome
B.Amphipathic
C.Peptidoglycan
D.ubiquitin
E.Microfilament

A.oxidative phosphorylation
B.fertilization of an egg by a sperm cell
C.hydrolytic enzymes

D.prevent misfolding

ENAD+ and FAD+

PR AHE






