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1 Sl iﬁﬂ\ i glycerol? (A)triacylglycerol (B)lecithin (C)sphingomyelin (D)phosphatidylinositol

2. Cl18:3;9,12,15 i{?ﬁﬂﬂ fﬁﬁﬁ%f@) (A)oleic acid (B)linoleic acid  (C) linolenic acid (D)arachidonic acid °

3. T‘i‘ﬁﬁ'ﬁ i qHARAY i 46k (prostaglandin) iU kL: (A)oleic acid  (B)stearic acid  (C)arachidonic acid  (D)!') [—’F“ ZEo

4.  TpykaE protein sequencing [V Eﬂj ffi*] Edeman 5 it Sanger F4#( £ (BhLNED Edeman B9 1 (A)f *JJ#& Q‘V peptide

I ifRga 55 (B)™~ jisE Sanger FUF[R IR (C)F* I'J3RE: Carboxyl terminal residue (D)7 ﬁ“",iﬁi ,%"J i’ ]":F' JFN—y’f‘j TR

ﬁif‘&

. Y SRSH I 084 I He®  fodoacetate + FEIf glycolysis 9= + = EULEITAOREE 2
(A)hexokmase (B)aldolase (C)glyceraldehyde-3-phosphate dehydrogenase (D)pyruvate kinase

6. NY[HP- AE S ELPK side chains [H] 0 & F’\ b 3575 | hydrophobic interactions ? (A)Tyr and Gly (B)Arg and His (C)Phe and
Trp (D)Val and Asp

7. Hﬁ P A 1EED B-turn “‘at?ﬁé A VAR ELPREL: (A) Gly A1 Pro (B) His A1 Lys (C) Phe #[I Tyr (D)Ile #!
Val

) ﬁ;f Fl1&T a-Helix % L &L (A)alanine (B)Threonine (C)Methionine (D)Proline

9.  FHIHHFE [’UA%%FF[[HFIJ PIFE1F 1ER7Y disulfide bond §7%1? (A) CNBr  (B) B-mercaptoethanol (C) iodoacetate (D)
ninhydrin

10. * F'i?# fH15 ’F“_’%ﬁ P W complex > T FRLATP & %+ 7 (A)complex I (B)complex IT (C)complex IIT (D)complex
v

11. Leu, Asp #[! Arg = 7E amino acids » 7+ pH 8.0 fiU3% fﬁ?\ﬁ&* » I'} CM-cellulose ¢ {557 BERYRCT | Eﬂj FIIa50 F"{Tfi[ |
FA}I NaCl fiv gradient J{jk » {7 4k s BLAHPET s (A)Leu  (B)Asp (C)Arg (D) = HFIiE

12, Sf VRV U5k 1 %’ﬂ‘% » Hf— *Ef%fﬁ Elflﬁ‘%/ﬁ[“’di F{fL peptide bond? (A)primary structure (B)secondary structure
(O)tertiary structure  (D)quaternary structure

13. |~ [#3 > ¥ EC number £} 3,2,8, 11 %= Ff#Fpl- 78 (A)ligase (B)lyase (C) hydrolase (D) transferase

14, Hi~ Pk [0 RS2 Vmax [9.80% [f: (A) [S]=025km (B) [S]=lkm (O) [S]=2km (D) [S]
=4km

15. 7+ Linweaver-Burke q%ﬁlfl IPAEs X gy E’!ﬁl (A)Km {fi (B)-1/Km f{fii (C)Vmax {fi (D) 1/Vmax [

16. MHIPE TS FB(1—> 4B 52 (A) cellulose (B)A ™ 7T (O)Fkks (D) Tk

17. "M j[lff ¥ £ heteropolysaccarides? (A) glycogen (B) Z#EPTTfk (C) %7 T (D) amylose

18, MY[EIEFE I TERL T £ epimer? (A) D-glucose = D-galactose  (B) D-glucose = L-glucose (C) D-glucose = D-fructose
(D))] _HF‘,' ZE

19. ©1%1 Lys [iY pKal=2.18, pKa2=8.95, pKa3=10.53, 2¢:REl pl fif ? (A)5.56 (B)9.74 (C)6.35 (D)7.0

20, %7 WHPE pI86s, I pH=T RO+ PV PEECHFEL T B)EFrl (O
(D) r~r E [ﬁ]%}f [l

21. TCAcycle | IE~ @l Ef; i ATP [#3 (A) succinate dehydrogenase (B) succinate thiokinase (C) malate dehydrogenase
(D) isocitrate dehydrogenase

22, VHIAE LI ELERL2(A)Pro (B)Cys (C)Lys (D)Leu

23. N[IE Fﬁ% hemoglobin F (HbF) [ fif H & ? (A)HbF = 55) + fUBIA ] HbA i (B)HDF %5 ﬁip’m;@%ﬁ
12E Jféﬂﬁj [E5] (cooperativity ) (C)HbBF 3} 2,3-BPG [FYHI #1177 HbA §F1 (D)HDF kLF1 4 [ y-chain globin Fi BY

fiFrH e
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7€ hormone £} tryptophan I 77F 2 (A)epinephrine (B)serotonin (C)y-aminobutyrate (GABA) (D) insulin
I TRy F—} WY F‘j% ? (A)vitamin A (B)vitamin D (C)vitamin E (D)vitamin K
#i— {f# amino acid ¥ {[5£%| imidazole group (A)W (B)Y (C)H (D)R
I [Nk f{[ﬁlﬂg HbA =555 5 v ) 5 D S (A)pH il ] (BHEE I M [ (C)CO, I [t
(D)2,3-BPG 2% 7]
M YNEFE Vg Ak (chromatography) *ET?F}FI‘ BRI S 1BV 55781 2 (A)hydroxyapatite (B)ion exchange
(C)gel filtration (D)affinity chromatography
7S enzyme T AR R L SR I6S enzyme 56T {3 o [ ERE enzyme B SETCTRREIORTE D T2 (A))
Q'iﬁ 1% (molecular activity) (B)E‘iﬁ‘l‘%(speciﬁc activity) (C)fEigijy(turnover number) (D)BH[EH1 i (international unit)
FL R ERL R El’?iﬁ’?*} (A)glucose-6-phosphate dehydrogenase (B)gluconolactone hydrolase
(C)6-phosphogluconate dehydrogenase (D)ribose-5-phosphate ketoisomerase
I fﬁ%ﬁﬁ%ﬁﬂ enzyme V1 I 1% (A)lock and key @t (B)induced-fit @Fpu ()= K% W=t (D)FH 1=
ﬁ"{(Selenium)iE G ‘f}ﬁ' P4, 3= Yk R -, MIF R ul: ,ﬁr [#3k? (A) catalase (B) xanthine oxidase (C)
glutathione peroxidase (D) succmate cytochrome C oxidase
EJF,’EJWE 23 ( £ (lipogensis)siiAd = fol ceaf o p[ 1 #—~ WP 43E52  (A)['|FHH(ER)  (B)cytoplasm  (C)mitochondria
(D)microsome
* P HeflitiR Y FA 5 a-oxidation [# & % acetyl-CoA V9t b~ & PEL(F? (A)malonyl-CoA  (B)propionyl-CoA
(C)HMG -CoA (D)succinyl-CoA
NHE- [P EE [SEREFRD ketone bodies? (A)acetone  (B)B-hydroxybutyrate (C)acetoacetate (D)acetate
T‘i aerobic conditions ™ > NAD f{-NADH F| &\ [~ kLikH2 {7 a5 ?(A)%?Elﬁﬁlﬁf‘?@?(B)%f ?ﬁ?ﬁ}(C)i’%’f T HID) T

I TR £ 850 A5 7 L2 (A)F %% acetyl-CoA (B)[I'% % NADH (B)[Y'% % FADH, (D)fi 7%
3 prop10nyl CoA
FUGEtRRr (chylomicron) V= BIRYS55EE ¢ (A)= PR iﬁlpﬁ (triglyceride) (B)JE&RiI[H ( cholesterol ) (C)E’yﬁﬁ@?
( phospholipid ) (D)}}}E' [T (protein )
ﬁ A T mRNA %75 5 ﬂﬁlﬂ?,ﬂ & (=[] (polyadenylation ) Fr’fIfiE " |75, ( consensus sequence ) £% ™ %]
@42 (AAAUAAU  (B)JAUAAAA  (C)AAUAAA  (D)AUUAAA
I H =R AR Y EER ( transcription ) ELJQ’E‘J_FE'F%J% ? (Ao i1 B)p if ! (C)57< (hair pain) ?ﬂ“ﬁ (D)Poly
U idif
(=] %] aminoacyl-tRNA [V & 15V 5 F‘@Fﬁ] ﬂ]ﬁ‘ 55?2 (A)puromycin ( B)streptomycin (C)mitomycin C
(D)puromycin
E. coli {1 lac operon ¥~ FBUEIFE (A). FHEEIT i % FIfI (B) FLEEFIT 6. 358 (Cr-HEIT % % #7)
DLy
[ 232 (A)I'] adenine (U3 T cytosine (B)!'] methylcytosine [VFF T cytosine  (C) s> B (D)
i -
FLNASLEAREH 1 T DNA ELEASY g 219 P mRNA I #FEY L (A)§EE (translation)  (B)fElE#(transcription)  (C)
#HH](Blotting) (D)iEl {*(Conversion)
- ?gfrﬁ’ﬂ?ﬁ'l@f%ﬁ%’*'@?& Bl Finf g I'EE'J(translation)@ilF"[Eﬁ 2 (A)Cap binding protein
(B)Shine-Dalgarno sequence (C)Initiation factors (D)GTP -
i IH‘{JF = DNA repair [IUfc It FTJ ? (A) xeroderma pigmentosum (B) familial hypercholesterolemia (C)
premature aging (D) severe combined immunodeficiency
Polysome RL(A)f'1— [ mRNA Hgad FFF 4 ribosomes E{’?EKEF‘}EIUJFEF’—‘,?E (B)ribosome _'—%F—}E*}EIU
polypeptide chains (C)ribosome I /77" 7 EJJT FYflIfE] % P2 (D)ribosomal proteins El@f;?éf’—‘[%’*’i
Ribozyme kL : (A)X'E| enzyme {# | ”JH [V RNA (B)fj="/ RNA [iY enzyme (C)ﬁ%l RNA 7j = F e sk
iﬁ’[ FYSF TET (D) liﬁq&«‘ﬁﬁ'ﬁ&i% u@f«‘ﬁﬂf [12'E ﬁJ ZpY ribosome
F =4, 3 (diphtheria tox1n)§‘ﬂﬁfﬂp|€P Btk = l’?’ff[ ELWﬂﬂﬁ’ EF-2 & iﬁ [~ Tf[]ﬁj[] translocation » ffi g 1T
F[’?‘y,mii R o EEFEF-2 3 if" pY{EH [RL ¢ (A)phosphorylation (B)ADP-ribosylation (C)glycosylation
(D)htdroxylation
i Srf TEVE A E*fEJJ: » (B [~F71Y peptide bond [IV75Y f:L(A)elongation factor EF-Tu (B)elongation factor EF-Ts
(C)elongatlon factor EF-G (D)peptidyl transferase



