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1. TIfERERE?
A F# B BETHRC %R D AESEN
2. {IREAEVSSEE T X AT
A. du(8(centrosome) ; B. ALK #(Golgi apparatus) ; C. £ #8(mitochondria) ; D. N'E4E
(endoplasmic reticulum)
3. Ty E AL T EEE% EAf(protein post-translational modification)?
A. microRNA ; B. phosphorylation ; C. ubiquitination ; D. sumoylation
4. THIRGH e E R ?
A EHENRLEEENEERS ; 8. A AHEEIRGEHE © C. AEER(lysosome) NHIEEER
EMEEH pH EFTHEE  D. NGEFHEE FRESERESL ATP
5. TF{a& A" B IR ERE (Charged amino acid)?
A. Aspartate . B. Leucine : C. Cysteine ; D. Tyrosine
6. THIEMMERSHRNECETE X ?
A. Glucose = starch : B. actin 2 microfilament ; C. tubulin 2 microtubule ; D. nucleotide - protein
7. THIRCGLEIE" IR RS
A. Sucrose : B. Lactose ; C. Furanose : D. Maltose
8. THIRARERE E eV RCI e & #53% ?
A. FE4E 2 { pyruvate ; B. ZE4 2 ([ ATP ; C. K484, 5 D. phosphoglucose isomerase #é glucose
f&{EHK Glucose-6-phosphate
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(Z) sEMRE
BN TV EE PR 6 (@R (B 7 53 0 L4245 » BBERESD)
(A) Apoptosis (B) Mitosis (C) Necrosis (D) Autophagy (E) Receptor-mediated endocytosis (F) Lipid raft (G)
Transcription (H) rate-limiting step (l) Phosphorylation (J) Ubiquitinated degradation (K) In situ hybridization
(L) Michaelis-Menten model (M) Allosteric behavior (N) Oxidative phosphorylation (O) beta-oxidation of
fatty acid (P) protein kinase (Q) molecular chaperons (R) peptide bond (S) rate-limiting step (T) N-linked
glycosylation
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