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Part I (35%) _
—~EETHHLEEH (20% 0 BHEE 5%)
1. Salting in & Salting out
2.pH & pl
3. Micelle & Liposome

4. Buffer solution & Buffer region
~ {7 3F Protein denaturation # Protein degradation ? 1 E R F e o H E R L E B £ ? .,zk, L 4E

—EAHRHM AT REAE A RILBRBHFIRAZ - w%>
+ {738 Functional groups ?- 4 Glucose ( not so sweet aldehyde) ~ Fructose (vely sweet
ketone) Phosphoric acid ester & Amino acid % & MK WA LS groups ° (9%)

Part II (33%)

™~ BRFELE (12% 0 BB L 4%) 7
1. Cori cycle 2 B-oxidation of fatty acid = 3. ketone bodies

o BB KR e BRREER LM AF AT - (T%)

X BB AL (catabolism) B El4LA % (anabolism) + 3R T IEAR (metabol;
Z 4% - (7T%) _ ' o

o~ EEEARER (glycolysis) 69 R EM R E L EM ey L4551 7 BB AWTE ? hie BT ?
(7%)

Part ITI (32%)
A Bk — A FHZ mRNA » H #8484 reading frame 40 F : (9% » &2 4 3%)
5' AUG UAA CUG CGA GAC CAU 3 -
1. %5 4 £ B 3R 452 Template strand sequence » E£3EBAF 52 578 3’ -
2. 3% H & A H LA Antisense strand sequence > 3t 3EEA 5 52 5781 3
3. FPRIF S FIERDNA o FRIEGA S VBT
o #3ESE P (RNA S =B E 8o FaReEHEF (codon)e FHAHERE VN R
RSMEMMGTHEE ? (5%)
+  BRFEF &7 4 39 0 3t 4 %) 35 & #2 transcription ~ translation =, replication {744 B ? (18% -

B 3%)

1. RNA polymerase 2. AUG codon
3. DNA Response elements 4. RNA primer
5. Peptidyl transferase 6.0kazaki fragment
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