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1. ABRTHREEHTREHUE:
(A) &8 1R &
(B) & - & - 45 - 8
© & 5 -85
D) -F &~ &
(B) Bk~ 5 - 85 &

2. T BEFREY S FREENTEIERN
(A) van der Waals forces
(B) magnetic interactions
(C) hydrophobic interactions
(D) hydrogen bonds
(E) ionic interactions

3. 4&YREBTEhAEER S
(A) van der Waals forces
(B) magnetic interactions
{C) hydrophobic interactions
(D) hydrogen bonds
(E) ionic interactions

4. DNA BRIl MRk~ B T B e i
(A} van der Waals forces
(B) magnetic interactions
(C) hydrophobic interactions
(D) hydrogen bonds
(E) ionic interactions

5. [FAZ4HHE - peptidoglycan 48 RR{TREQHHIES?
(A} cytosol
(B) ribosome
(C) nuclear area
(D) celt membrane
(E) cell wall
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TR R BRI A IR Gk
{A) lysosome
(B) nucleus
{C} endoptasmic reticulum
(D) mitochondria
{(E) ribosome

. YRS EARAYIIAER:

(A) SZRPAEES L
(B) STRF¥EEHEE)
(C) RISl
(D) SCEGRAIR
(E) =HEE

Rough ER _EHTES:
{A) lysosomes
(B) ribosomes
(C) peroxisomes
(D) nucleosomes

(E) =HEZE

YIRSy F B MM amphipathic K54
(A) glucose
(8) NaCl
(C) H20
(D} C3H8
(E) fatty acids

10. WHEERB RN E LR AR EE A

(A) cytolysis
(B) lysogeny
(C} hemolysis
(D) transfection
(E) autonomy
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11. THI—(EiR e R EE A ATP fERREEAOE?
(A) chioroptlast
(B) mitochondria
{C) golgi apparatus
(D) lysosome
(E) endoplasmic reticulum

12. P FF - mEREHMRERET - 25 SREENEYS T
macromolecules?
(A) amino acids
{B) monosaccharides
(C) nucleotides
(D) fatty acids
(E) LB

13. AR B DU R S R s kel - Bl e
(A) ester bond
{B) hydrogen bond
(C) amide bond
(D} disulfide bond
(E) ionic interaction

14. BB tyrosine §§ phenylalanine &
(A) acidic amino acids.
(B) neutral, nonpolar amino acids.
{C) polar, uncharged amino acids.
(D) basic amino acids.
(E) aromatic amino acids.

15. TFi{e]EE: basic amino acid?
(A) leucine
(B) phenylalanine
{C) aspartate
(D) asparagine
(E) lysine
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16. EHRI{E [EIEBR SRAH py B o B R 2

(A) monomeric protein
(B) trimeric protein

(C} homodimeric protein
{D) heterodimeric protein

(E) BAEE3E

17. Wi{@# cysteine résidues ZIEE B

(A) thioester bond
(B) disulfide bond
{C) dithiol bond
(D) thioether bond
(E) BLEBIE

18. B BB ISR

{A) primary structure
(B) secondary structure
(C) tertiary structure
(D} quaternary structure
(E) BAEER

a-helix and B-strand B
{A) primary structure

(B} secondary structure

(C) tertiary structure

(D) quaternary structure

(B) DI EBRE

20. BB T E B ETEABN

(A) primary structure
(B) secondary structure
(C) tertiary structure

(D) quaternary structure
{E) DAEBIE
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21. EERRETHYE AR synovial fluid BYETEAHRLE:
{A) histone
(B) hyaluronates
{C) glycogen
{D) keratin sulfates

(E) A -ERE

22, fAfEIRFHEERERY lipids BT DA BAFRETFRER:
(A) TREFHIZK B
(8) B LI ELER SRR
(C) BEHKfR
O) SEHSL
(E) BAWFRME amphipathic

23. (e fE Rk ) B AR B A SR e B
(A) unsaturated fatty acids
(B) saturated fatty acids
(C) proteins
(D) actin filaments
(E) peptidoglycan

24. cAMP IEQIREREH P EEEAE  THIEER:
(A) FTBA4HEZ mRNA
(B) fERAEEEE - R
(C) ETH¥% phosphodiesterase [&f&
(D) FRETIZEEEREM:
(B) BA ¥R

25. DNA BV REHIEEGEE D - 8 A
(A) Wi B AT 1
(B) WiH% = ff L (g
(C} purine 2 purine BEHH &
(D) pyrimidine B2 pyrimidine it 5 48
(E) BLR%&3E
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26. FE—{EEEHIHY DNA #:A + adenine 11t 24% > cytosine Y E 43 EEEL:
(A) 76%
(B) 26%
(C) 12%
(D) 24%
(€} FAfst

27. THUEE TR DNA B4
(A) purine FYB( BB pyrimidine i
(B) adenine 82 uracil fif%f
(C) base pairs BRI
(D) —HEHYFFF LT B — R 5
(E) £ RNA R8BS

28. BRETAEZS - HEREEST7S DNA?
(A) ribosome
(B) mitochondria
{C) vacuole
(D} endosome
(E) lysosome

(A) photooxidation

(B} oxidative phosphoryiation
(C) citric acid cycle

(D} glycolysis

{E) BLEBE

30. fo]& JEf5 ONA SEHLIR IR R
(A) topoisomerase
(B) helicase
(C} ligase
(D) gyrase
(E) polymerase

BRR
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31. Retroviruses FI[FH ] fEE2Z DL RNA BEHR Y DNA?
(A) ribonuclease
{B) RNA polymerase li
(C) reverse transcriptase
(D) T4 DNA polymerase
(E) DNA exonuclease

32. UV EBE{ &R DNA:
(A) E4 transposon
(B) 38 replication
(C) EE4: telomere
(D) 24 pyrimidine dimers
(E) Bl LB

33. [ o] DI St M B e L B e
{A) Mutation
(B) Mitosis
(C) Translation
(D} Transcription

(E) DL E&2

34. DNA 731 b — (BB = R 5 — A 2e B RE
(A) frameshift mutation
(B} point mutation
(C) single base insertion
(D) transition mutation
{E) nonsense mutation

35. 4HESHY—{HE polycistronic mRNA 383 A4 HPRE 4STE:
(A) —EE O EEEEEANMES B
(B) HEE BB RN —ERSRR
(C) 2R exon B LIBHfE '
(D) —EE N EBRAF RS SRS
(E) DA EBRIE
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36. MMEEE L ERETE:
{(A) enhancer
(B) promoter
(C) 5" UTR
(D) poly-A tail
(€) DL REdk

37. NWE R EREYER SR
{A) mRNA EE 5 cap
(B} mRNA & monocistronic
(C) £835 splicing 1225 4 pR Y mRNA
(D) transcription ZE4HUZPEST
(E) A E&2

38. 7& translation 3B - U—{E 5> E B 8% amino acid BEEHEEST mRNA E
HY codon?

(A) rRNA
(B) tRNA
(C) miRNA
(D) EF-G
(E) IF-2

39. 7£ translation 3@ - lﬁﬁ peptidyl transferase JEMRUE:
{A) rRNA
{B) tRNA
(C) EF-Tu
(D) EF-G
(E) IF-2

40. T HGHEAIT R S ERAY:
(A) epinephrine J& amino acid 749
(B} steroid hormones B DA E {53 A 4HAEG S92 a5
(C) insulin J2—%& polypeptide hormone _
(D) progesterone F=—7%& polypeptide hormone

(E) BLEERE
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