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\(a) EETAATIHERM 10%)

Fat, Phospholipid, Micelle

Amylopectin, Cellulose

Amino acid, Tripeptide ‘
Globular and Fibrous proteins

Deoxyribonucleic acid(DNA)

b)) B TANSZXH tadhs& (10%)

e

1. D(+)glucose, Lactose
2. Uracil
3. Leucine, Lysine
=, M Amino acid Xtk 1L
(a) 3k 3£ ¥ Amino acid X ¥ T B
pI=(1/2)(PK COOH+PKNHp) °®  (5%)

(b)& A 8 ¥Acation-exchange chromatography %37 # Amino acid » ¥ 3 3%
LpHIME X RILE B B29 £6.5; P Bk »

1.3k % diion-exchange chromatography X 4& Al B 32 o (5%)

2.3k W 44 alanine,valine ,isoleucine, serine,aspartic acid,lysine L. ift sk M A 3

BHARE o (Amino acid X pKafl 4ot & 7)) (10%)

s, values
AMINO a 2 RH or
ACID COOH NH;* RH*
gly 2.34 9.60
ala 2.34 9.69
val 2.32 9.62
leu 2.36 9.68
ile 2.36 9.68
ser 2.21 9.15
thr 263 10.43
met 2.28 9.21
phe 1.83 9.13
trp 2.38 9.39
asn 2.02 8.80
gin 2.17 9.13
pro 199 106
asp 2.09 982 186"
glu 2.19 9.67  4.25¢
his 1.82 9.17 6.0
cys 171 1078  8.33°
tyr 2.20 9.11  10.07
lys 2.18 8.95 10.53
arg 217 9.04 1248

“ For these amino acids the R group

ionization occurs before the a-NH,*
ionization.
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B3 An k= $ 58 Wi U (e b & A)

ENFAGRANE MBS ENAON LglucoseH Bk » A EXH T
# (host BrE.coll ) * % y-interferon
(a) 3k % ot 4 X glucoseX Calvin cycle L overall stoichiometry © (5%)

(b) 3 % sk .
| .EMP(Embden-Meyerhof-Parnas)pathway < overall stoichiometry© (3%)
2.HMP(hexose monophosphate pathway) X overall stoichiometry© (3%)
3.TCA cycle X overall stoichiometry © (4%)

CWHELMBE LA LA T AL EESH o (10%)

(d) 3 Ff & 3 % y-interferon gene L kk % A #] X Sanger method X £ I o
(10%) -

(e) ¥k iR 88 % y-interferon L SDS-PAGE & % 32 ° (10%)

1

W, Wk
(a) Missense mutation X 8% B H o (5%)
(b) Nonsense mutation L& % B H o (5%)
(c) DNAM H X B H M o (5%)
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