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(—) 1A homologous gene #9474 (=) # ] gene expression level &3 % 1%
( =) &8 protein-protein interaction ( v9 ) #&8f protein-DNA interaction

*H fE82 % ' (A) DNAhelicase * (B) DNA ligase » (C) Topoisomerase * (D) Klenow (E ) reverse
transcriptase < T 5| B E TR B & F Liliey R — &8 £ 2 (—) #IE double strand DNA &) 248
g8 0 (=) T4 cDNA » ( =) %3 double strand DNA & £4¢ > (w ) & DNA polymerase &% >

(£ ) A #H A nucleotide ] & phosphodiester bond » (10 %)

= ~ Centromere & Telomere & B # F 7| 9Reb 45 2 (% E:83F) (10 5)
(A ) euchromatin 4 & > (B ) heterochromatin 4 & > (C) 4% 3 chromosome % %X - (D) {# chromosome
i# 47 E % segregation (E) & repetitive DNA F#)éa sk > (F) 2Z2M S2 A H8 » (G) 4 E Mg
& B > (H) chromosome $1 histone $t % % 4 4 » (1) chromosome # histone # £ 84 4 A

w9~ SFH O =48 genesilencing 89 F 0k 0 B A THREE - (10 H)

B AETHAFLRALSEEERKE S 5/ %)
(1) SnRNP  (2)5’cap  (3) SNP

* FRAA M F F A “one gene - one protein” Z 3Rk H R R R FWRE? B0 F A MR ey REH 0 > o
(5 %)

+ ~ M7 B 4% %88 RNA polymerase:
(1) 34 RNA polymerase $#2 DNA polymerase K B} Z & ? (5 4°)
(2) RNA polymerase II »ﬁﬁdﬂ KB LA EGAEHEAER? (15 %)
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A. 4R BB 2o —FZ%ETiﬁ/\k zm% (RBAAFABENERE L) (1 %/48)
(1) ribosome-binding site :
(2) initiator codon :
(3) stop codon :
(4) untranslated 3’ region :
(5) untranslated 5’ region :
(6) protein-coding region :

B. 35 7| B7 st mRNA k &% B # procaryotic X, eucaryotic? #HRHART D - (4 H)




