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.7 e+ AaBb x AaBb, R¥p L F = p d &~ ez (independent assortment )

iR >t & e 48873 (phenotype) st bl % 5 im 2
(A)1:1:1:1 (B)3:221 (C)4211 (D)9:3:31 (E)6:6:31

. DNA 538 UV Ratic ¥ L3 andf T &

(A) Pyrimidinedimmers (B) Single strand breaks (C) Base deletions
(D) Purine dimmers (E) Transpositions

. @ il e Proline ¢ U 3-v BT a-helix shig4E - F] 5 proline &L

(A) an acidic amino acid

(B) an aromatic amino acid

(C) animino acid

(D) abasic amino acid

(E) a sulfur-containing amino acid

.- BAFIAA BB RE (Slent mutation) 12 § i =

(A) 374 7] MRNA 4 732§ e %
(B) 322 Fl*rik Fchg AR 7RG %
(C) 72 Flehdke 2 &

(D) AT Fhdy Fli R ¥ 3 A - BrRfApare® ERF0 Fad

(E) :2 4 %) tdbs8 % 3ov P54 4 frameshift » v 5 3ov ezt iy & 4

. $295 Jacob {= Monod ## ! ¢ model, & im [F ¥+ 5 -galactosidase 734 35 4 4 @

P 39 (repressor) € % & fiw ! g;@wﬁt A Flehws i ?
(A) Enhancer (B) AUG % 7] (C) Operator
(D) Ribosome-binding site  (E) TATA box

.3l T 7R - transcription factor £ 5 TATA box binding protein (TBP) ?

(A)TFIIA (B)TFIIB (C)TFIIC (D) TFIID (E) TFIIH

. 3B T 78— 1B transcription factor ¥ DNA repair 7 B o

(A)TFIIA  (B)TFIIB  (C)TFIIC (D)TFIID (E) TFIH

% pre mMRNA #iE {7 intron 7 "f pF (splicing) » 35 T #]o8— B sNRNA § 55

5 splicing signal ?
(A) U1 (B) U2 (C) U4/U6 (D) U5
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Fa % kmz 4 i€ 7 DNA replication pF > DNA polymerase 11 holoenzyme &_d 3% % =
B o gh o
1. Corepolymerase #_d wRi subunit #7ie= » TP HE 5 PfAEE? (54 )
2. Primase eni®®* 5 0 2 (34)
3. Slidingclamp (* f£ B,) enie* L i 2 112 & 4o loading 3| & 44 4F ® 5 DNA
9?2 (84)
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1. &% 4 ek (packing) hiE 27 ¢ 3)= #73) h nucleosome ¢ » 3 K
nucleosome . *ﬁnjma A, (54 )

2. *A-F_Teomere? 5 P is e & BREL I M ? (54)

AT AIE 22 ] (30 4)

1. DNA proofreading

2. RNAI genesilencing

3. Maize Ac transposon

4. transcription initiation in eukaryotic cell

5. splicesome machinery

6. Epigenetic regulation

st (A)real-time PCR %2 (B) southern blot L/ 32 ? v & b = Pz g+ ?
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