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7. LB THEALE( HA 105 - £ 80 )
(a) Monoclonal antibody, Polyclonal antibody
(b) Southern blotting, Northern blotting
(c) Ion-exchanger chromatography, Affinity chromatography
(d) Proteome, Genome
(e) cDNA, mRNA
(f) Transgenic mice, Knock-out mice
(g) Nick-translation labeling, End-labeling
(h) RT-PCR, Real-time PCR

2. RHPR ARG O R A 8RR E F O R 48 4% 0 4Rk 4T DNA chip 2 #H4f »
RAEETTHRBRSH FRAFIE—SH2 a6 20 )
(a) LAJE 48 4% $f iE % 48 4% {4 Subtractive cDNA library o
(b) #% Subtractive cDNA library i #& /& 7 4 cDNA microarray i 47545 -
(c) iy o047 5 H 0 4T O Bk 4% Northern blotting 447 -
(d) i#4% Up-regulation & Down-regulation 2 mRNA 3% ¢} Oligonucleotides
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Variable: WEIGHT

GROUP N  Mean Std Dev  Std Error Variances T 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 DF = (2001, 1064) Prob>F' = 0.39
-‘t*************1*****************************************************#*****************
-1 4o R4 495E @ <0.05 » R34 b 4% i3 v 4 samples &4 % J (variance)

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

-3 4o R A E @ <0.05 0 A T-test & 5324 A7

2. V9139 B (Regression) 2 47 &) Assumptions = (25%)
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3. H#EBEXA(KKCNO1,2,3,4, 5 ey P38 E » A PCSASG.12 95|40 F & :

Dependent Variable: WEIGHT

Source DF Sum of Squares Mean Square
Mode| A 3956.69377379 089.17344345
Error B 303931.41773583 C
Corrected Total 3066 307888.11150962

miabEALS D ?
Wi B, C,D &R 507 (H BT E DI T 1)

i

(25%)
F Value Pr>F
D 0.0001

Fl LA » di one-way ANOVA #) F-table 4o ABAH £ R » NEBRITFRIET

------------ WEIGHT - ---------- Tukey test

MO N Mean SD significantly
different from

] 187 54.9085133 9.0899809 (NO=2,4
2 492 56.6565041 10.5441511 MND=1,3
3 586 54.1877133 9.5125065 (NO=2,4
4 461 57.6008677 12.0423672 CNO=1,3,5
5 741 55.4466937 9.3543706 CNO=4

3 ] B 4% 4R € Tukey test Fu Scheffe test # 47 R F]? 453 & 57

4, 3B AE & F(HeiGHT) Fo B E (WEIGHT) 4 R o T (25%)

Correlation Matrix Section:

HEIGHT WEIGHT
HEIGHT 1.000000 0.484707
WEIGHT 0.484707 1.000000

Scheffe test
significantly
different from

(NO=4
CNO=3
(NO=2, 4
NO=1,3,5
CNO=4

%77

4-1. B & HEIGHT #o WEIGHT & 5 i £ % 38 (continuous variables), £ L4 _E @ &) correlation matrix fE 3% 2 A 41 B & %7
4-2. = F RS E R T GHFARRNMAE - ABEANEEEL)

Regression Equation Section : (dependent variable — WEIGHT)

Independent Regression Standard T-Value Prob
variable coefficient  error

Intercept -56.16 3.65 -15.39 <0.001
HEIGHT 0.70 2.29E-02 _ 30.65 <0.001

R-Squared 0.234541

4-2-1. The null hypothesis (Hg) of regression coefficient on HEIGHT is

4-2-2. Thus, based on the regression equation, if a worker got 7 cm higher, the weight would gain kg.

4-2-3. The regression model could explain

% variance of WEIGHT among these workers.
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L R E SR bm B Y SRS B S A 3848 o (15%)

#% B i infratemporal fossa #H#EE AL EE 2 N EH - (15%)
#HE W Maxillary sinus 8948 M AR 2L B » R4Sl sita M F o5 =

F &y Mt ko fer 2 (15%)

BT S SR LA DA AR BT - (15)

# % i masticatory space AréL4 893 B R AR S e 2 4 4% R BE

FREZ & AT - (20%)

. RND » Modified N.D » Functional N.D £ %3] b &4 % B A {7 B BS JK

LARARESHER - (20%)
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1. 383k Carcinogenesis(# 1L i@ 42) 2 & % R A% (15%)

2.3 SARS T & ~ m B~ Boph ~ TR RIE WX T4TH(15%)
3.3 4k malignant lymphoma % 48 4% 5% 32 £ + 89 5 #8(15%)

4. SR AR SRR 86 R o 2k B &6 R (15%)

5. /R HE 4 5(40%) (4558 4 4)

®"L. E.” cell ®Koplik's Spots
@Cat-scratch disease @Jaw-Winking Syndrome
®Frey’s Syndrome ®Mucormycosis
@Gardner’s Syndrome ®Nikolsky’s Sign

®Heck’s disease ' ®Papillon-Lefevre Syndrome



