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1. $54RIESLT PCSAS 6.12 #93h & » B 4P (25%)
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Variable: WEIGHT

GROUP N  Mean Std Dev  Std Error Variances ik DF Prob>ITI
0 2002 55.85 10.10 0.23 Unequal 1.98 2214.2 0.048
1 1065 55.10 9.87 0.30 Equal 1.96  3065.0 0.050

For HO: Variances are equal, F' = 1.05 DE = (2001,1064) Prob>F" = 0.39
********************************’F*********-‘?*:B***************************-‘F*:F***********
I-1. dw R & @ <0.05 - B3 b #3540 samples 9 % 1 (variance) -

1-2. t 44 (t-value) & % 4 ?

1-3 4o R 4058 a<0.05 » 8] T-test 5% A7

i [ B 38 85 (Regression) 4 47 &) Assumptions = (25%)
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I 3wEc e A Antisense Oligonucleotide & siRNA fi fa fs & 45 4 * T4k
TATHERMAR SR RABA LM ERD (154 -
2. K AAZ a2 Cell cycle BLEIER T (10 4)

REAES (LS 5 0 325 )
(a) Secondary structure of protein
(b) Tumor suppressor gene

(c) Retroposon

(d) G Protein

(e) FFluid mosaic model
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L BEGRRE - X RO AL A ak ¥4 High expression #538 & »
FRI KB X &4 EHRELBEHRREL L ? (10 %)

2. 4o RARi% 5 — & Genomic DNA # » f& B Bioinformatics &) AT e B
DNA Sequence 1§ ) 7 it % 37, (10 4) -

3. e RARE — B F & At cDNA > A AT LB F B M) B2 A
FESZ AT AR LR HR(10 %) ©

4. 4o R AR Two-dimensional ok 547 T % — i ta 4 49 & & 2% BR—-Y
G4 pl A Mass ¥4 24 »
(a) RIEZRATH A RBRARE R~ Y G HI0 &) -
(b) 4o R AR € 403t & & A — Novel protein A3 FT BAEAT 47 46 T 58 oA 55 47

Eohseae (10 4)-
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I E FYINETM TR RS S -
(—)EkELE $i [CI (Crohn’s disease)BLIEE M55 92 (ulcerative colitis)Z fijREEEY, -
() ERBCIRIRAT (fatty liver):Z SRR (b B LT ey el -

() A0 IF 1) 142 B #1022 175 (gestational trophoblastic disease)l{fE 4L,
(P9t LGB R I BT R IAR A 72 S -
(T0)ABGIRLA T ik S B

(a) cervical dysplasia

(b) cystic renal dysplasia

(c) fibrous dysplasia

(d) dysplastic nevus
GORARG LA ML JEREER iy {t:

(a) koilocyte

(b) schistocyte

(c) oncocyte

(d) gemistocyte
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How many genes are there in the human genome according to the result of human
genome project? Is there discrepancy between the total gene number and the total
protein number, which is estimated to be 80,000-100,000 in human? Can you
explain it? (8%)

Compare the sequence organizations of the yeast and human genomes. (8%)
The following methods are used to study the DNA-protein interaction. Describe
the principle and purpose of these methods. ~ A) Electrophoretic mobility shift

assay B) DNase I footprinting C) DNA affinity chromatography. (12%)

Describe how histone acetylation and DNA methylation affect chromatin structure
and gene expression. (12%)

Describe the differences between the initiation of translation in Escherichia coli
and in eukaryotes. (10%)




