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A study on the correlation between Sasang constitution
and IL-4 polymorphism
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Purpose

This styudy was carried out to investigate the correlation between Sasang constitution and IL-4
polymorphism of Atopy gene.

Methods

1. We have selected 165 cases of DNA samples from individuals with proven history of Atopy
symptom and Sasang constitution.

2. The IL-4 589C-T polymorphism was genotyped by PCR-restriction fragment length polymorphism
analysis.

Result

They were divided six groups as the history of atopy and age. There is no group shown statistical
correlation in the result of constitutional IL-4 polymorphism typing.

Conclusion

1. In the total groups, IL-4 polymorphism(589C-T change of 5q31-33 position) were noted 0.727 on
Soumin, 0.790 on Soyangin and 0.809 on Taeumin. It was larger on Taeumin, but there is no stastical
difference between.

2. In the Atopy groups, IL-4 polymorphism(589C-T change of 5q31-33 position) were noted 0.682 on
Soyangin, 0.750 on Taeumin and 0.807 on Soumin. It was larger on Soumin, but there is no stastical
difference between constitution.
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1. IL-4(Interleukin-4) polymorphism
ZeRLL

Polymerase chain reaction-restriction
fragment length polymorphism (PCR-
RFLP) W& AMS3I4it. PCR &L
200nge] #zl¥ DNA F3(template)®}
IL-4 up, down primer ZZ' lpmol,
0.25mM dNTP, 2mM MgCl2, 10mM
Tris-HCl, pH 8.3, 50mM KCI. lunit¥
Taq DNA polymerase®]®™ I1-4 gene
(GeneBank accession number M23442)
2] PCR primers¥ Noguchi et al.(1998)
< AT (5-TAA ACT TGG GAG
AAC ATG GT-3', 5-TGG GGA AAG
ATA GAG TAA TA- 3).

ol FHFAAYNE7](GeneAmp PCR
system 2700, USA)°l Y3 F83t=t
PCR =731 &3 2o 95ToiA bEZ
A ¥ (pre-denaturation)& 3til, 95T
A 183 WA (denaturation), 53TolA 1
®2+ 2% (annealing) Al71®, 72ToA 1%
7t A (extension)A7l= #H & 353 wE
Baln HFZAoZ 72TAAM 5EL A
(last-denaturation) 3 th.

PCR A& 5u44E ethidium bromide”}t
H7l"d 2.5% agarose geldl AP F
(electrophoresis)dtd bands &3l
PCR product?} 195bpolA vehdd PCR
ol AUz ¥ Aoz It PCR At
E 1089l Avall enzyme (Takara Shuzo
co.., LTD, Japan) Sunit¥ 10H] wHg-¢+3
L8 F&%Fo] 30 HARE EFANYN F
37C FeFzo ¥ 2A7tol4 wHe-A1Z
o}, ¥e-% 2E 10E ethidium bromide
7} 37+9 3% agarose geldl A7194%31o
bandE #2133}

IL-4 342 434 F5L bandd &

HXe| ci3M(IL-4 polymorphism)ol] 25t oizky o7 -

#sle] 177bp, 18bp band?} YeRPH CC
homozygotes, 195bp, 177bp. 18bp band
7} YJebIE CT heterozygotes, 195bp
band¥t Vel TT homozygotes® =
=

M123

Fig. 1. Detection of [(C590T)
polymerphism of the IL-4 gene
promoter using PCR-RFLP. M=100bp
DNA ladder

lane 1, homozygote for the T allele
(TT)

lane 2, heterozygote for the wild type
allele and the T allele (CT)

lane 3, homozygote for the wild type

allele (CC)
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1. IL-4 F3A 9343 AL (AA])

olEy] Zo] YL nHIRA L A
ArE neig JdelA IL-4 #4393y
of ¥ = AAAo2E Type TTE 58.2%
132, Type CTE 38.8%°]1, Type CCE
3.0%9%. (& 2.)

7zt AAY 2= Type TT. Type CT, Type
CC7F &8R1AA 50.9.% 43.6% 5.5% |,
2FRAAAME 60.0 % 38.2% 1.8%, 1)
T HSANAME 63.6% 34.5% 1.8%%
o} o]E59 WA (Pearson Chi-Square)
A2 F 3. oA Zol Al AR H
A g4 zlel& At (p=0.56)

T-allele2 ERAAEC &S0 AM e
Nx 2 JEepgiont feolde i

k4

o

2. olEdy A% fFHHo Y= A}
g FAA9 IL-4 §44 G337
AdEx

IL-4 F37 389 Bxe o] AAA
o2& Type TTE 55.9 %°la, Type
CT+= 38.2 %°l3, Type CC¥ 5.9 %3
(% 4.)

Zt AAYZE Type TT, Type CT, Type
CC7F &2R10 A 61.5% 38.5% 0%°| 1,
2FRANAME 455 % 45.5% 9.1%, 18]
I "HANAIME 60.0 % 30.0% 10.0%%
ok olEe] wAHEY (Pearson Chi-Square)
AHRZE F 5009 Zo] A AT 54
2 GE@Ae] Aol A (p= 0.76)

T alleleA%RNANAAM EAZAEL A
Eistou fo44-& gisich.

3. okEsly A WPl Y= AR
E F9A IL4 34 9343 A
A8y

L4 32 9349 Bxe dAHo2E
Type TTE 58.5%°]1, Type CT= 38.9
%0°l1, Type CCE 2.3%%t}. (£ 6.)

Z AAYZE= Type TT, Type CT, Type
CC7F &8AM  47.6% 45.2% 7.1%°]
3, ARIAIME 64.4 % 36.4% 0%, L
23 &AM E 64.4% 35.6% 0.0%%A
t} o]E9 WAHEAM (Pearson Chi-Square)
AAZe E 7. ML 2ol Al AB fH
2 g e ztele I (p=0.08)

T allele® &2FUANAA BAZ BT HA v

Ebkont 942 it

4. A¥E= Ao Ea &

10-20t) 30-40th 50-60th =Folx A}
BAAR L4 FAA G2t FolzQ
2ol UNTHE 8.).

5. 4949 APl da FA of
EvY A8 BEo] de ¥7
IL-4 #3234 434

10-20t 30-40th 50-60th EFolA Ak
AT L4 FAA 9387 Rl
Aol AT (E 9).
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E3 A3 H#HEYo gle +H
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# 2. IL-4 fdx 9343 AAEx

Polymorphism Frequency of
TT CT CcC Total the T allele
) &g 28(50.9%) 24(43.6%) 3(5.5%) 55(100.0%) 0.727
2 B} 33(60.0%) 21(38.2%) 1(1.8%) 55(100.0%) 0.790
Hal 35(63.6%) 19(34.5%) 1(1.8%) 55(100.0%) 0.809
96(58.2%) 64(38.8%) 5(3.0%) 165(100.0%)

£ 3. L4 #3% 0943 A2%e) AR 245

Value df Sig
Pearson Chi-Square 3.006 4 0.557
Likelihood Ratio 2.900 4 0.575
Linear-by-Linear Association 2.377 1 0.123
N of Valid Cases 165

E 4. ol2IA ARe] HHo| e AFY FolM L4 A A3 AZER

Polymorphism Frequency of
TT CT CcC Total the T allele
) A8 8(61.5%) 5(38.5%) 13(100.0%6) 0.807
2 E ) 5(45.5%) 5(45.5%) 1(9.1%) 11(100.0%) 0682
2R 6(60.09) 3(30.0%) 1(10.096) 10(100.0%6) 0.750
19(55.9%) 13(38.2%) 2(5.9%) 34(100.0%)

¥ 5. olEFA Ao Bl e A} FollA IL-4 F3A GEA APte] waEA

Value df Sig
Pearson Chi-Square 1.892 4 0.7
Likelihood Ratio 2595 4 0.628
Linear-by-Linear Association 0.261 1 0.609
N of Valid Cases 34

E 6. obERY A Wejo] gt A FAA 14 FRA T AR

Polymorphism Frequency of
TT CT CC Total the T allele
A | 20(47.6%) 19(45.2%) 3(7.1%) 42(100.0%) 0.702
” Ea1adl 28(64.4%) 16(36.4%) 0(0.0%) 44(100.0%) 0.818
2 =] 29(64.4%) 16(35.6%) 0(0.0%) 45(100.0%) 0.822
77(58.8%) 51(38.9%) 3(2.3%) 131(100.0%6)
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=
Value df Sig
Pearson Chi-Square 8.306 4 0.081
Likelihood Ratio 8807 4 0.066
Linear-by-Linear Association 4,158 1 0.041
N of Valid Cases 131

£ 8. 7 d%E R 4% AMIAAF L4 #32 934

£ A ZAA L4 §94 THAT AL mARY

Polymorphism Frequency of
TT CT CC Total p value the T allele
280 200455%) 23(52.3%) 1(2.3%) 44(100.0%) 0.437 0.716
10-20tH A9 16(59.3%) 11(40.7%) 27(100.0%) 0.796
29 16(64.09%) 8(32.0%) 1(4.0%) 25(100.0%) 0.800
A5 4(66.7%) 1(16.7%) 1(16.7%) 6(100.0%) 0504 0.750
30-40t0  29k91  10(625%) 5(31.3%) 1(6.3%) 16(100.0%6) 0.781
291 13(65.09) 7(35.0%) 20(100.0%) 0.825
EaS=] 4(80.096) 1(20.0%) 5(100.0%6) 0.151 0.800
50-60t] A%< 7(58.3%) 5(41.7%) 12(100.0%6) 0.792
Ef &<l 6(60.0%6) 4(40.0%) 10(100.0%6) 0.800
E 9. A#EE=Z AFo] 7hEE oA oA e WHo| sle T L4 FAA ¥4
Polymorphism Frequency of
TT CT CcC Total p value the T allele
&g 4(44.4%) 5(55.6%) 9(100.0%) 0.487 0.722
10-20t] Akl 4(66.7%) 2(33.3%) 6(100.0%6) 0.833
PR 3(50.09%) 2(33.3%) 1(16.7%) 6(100.0%6) 0.667
2520 2(100.0%) 2(100.0%) 0.525 1.000
30-40t A%<l 1(33.3%) 1(33.3%) 1(33.3%) 3(100.0%) 0.500
B &<l 2(66.7%) 1(33.3%) 3(100.0%) 0.833
289 2(100.0%) 2(100.0%) 0.082 1.000
50-60t A9kl 2(100.0%) 2(100.0%) 0.500
B9 1(100.0%) 1(100.0%) 1.000
HE 10, 9FHE =R Aol 2rHE oA olENA Al WYo] gle T+ IL-4 34 434
Polymorphism Frequency of
TT CT CC Total p value the T allele
A8 16(45.796) 18(51.4%) 1(2.9%) 35(100.0%) 0.486 0.714
10-200) A%l 12(57.19%) 9(42.99) 21(100.0%) 0.785
B2l 13(68.4%) 6(31.6%) 19(100.0%6) 0.842
25 2(50.1%) 1(25.0%) 1(25.0%) 4(100.0%) 0.099 0.625
30-40t) A% 9(69.2%) 4(30.8%) 12(100.0%) 0.687
B39 1164.7%) 6(35.3%) 17(100.0%) 0.823
A& 2(66.7%) 1(33.3%) 3(100.0%) 0.09% 0.667
50-600] A% 7(70.096) 3(30.0%6) 10(100.0%6) 0.850
52 5(55.626) 4(44.4%) 9(100.0%) 0.778
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Z olEyel WH g rwsle A%E o|Btt ¥

@ 27]= 1906 von Pirquet’t Fold  w wvre A1 pop Aol z@ dze o 24
U2 altered energy, altered activity, Mz 7|&Ho] gm, gy =r|e] zudze 3
altered reactive 3}3’_ F@s o o] Y 3 nauE ¢ ]‘3} 104 de2 Azss o
o] 7188 gA- I wvg-& vehE Folt gy O}Eﬁ]—ﬂ-"r’—%‘ 4 G2z vdel &

Aot olEdE 19239 Coca$t Cokeol A Az olmsly Asto] Agdsle A w2,
& Bg 22 fAReE dEoE ol4F  aud g2 Awd 149 §

A (strange disease)°let SIUIL, 71BA  o)ato M Holr} ojole] vlste] HA £
A, delErigd v olEd IRES ol 01 2w Fx wA BEHL, ARl B
343 Ago) TFAIIL otEHY AN E W guo) @2 o)t ¢ OW‘:‘VP 404
Z3At. 19659 [gE7F SAHTEA olEd o dydxE dxy}t daiE e
5ol 9 Blfold [gEE ®ol MAAITl  molrh wat male] ok 25%E 404 o]
NA AHE el Aoz FY?. Agog A4 FHUL BYsia o5 F o}
s oR Ighe] FAel A8 71X @A 7} apxshe wlgo] gapel wEA EE5Ep
o] t+¥-d(Polymorphism)°] #&o] Qidm &  w!® = 3 400 o] o] ¥z ¥

rlr rr

#5931 om0 Fadle 1L-49% B2AR(B  alw §AsHo D olmEmAl Ao BYHS
-adrenergic)7t ®°o] dEHI Ak IL-49M  zt3 9= AL oustty BATH B AT
SNP(Single Nucleotide Polymorphism)& x gz thi] AgE AL o]aﬁj o)
HEHE HIAE 5q31-33 Alelel &A™, s} ivtm Al
589C—Te] H3lo] o3l Wolo|t}. olzlat 7t ol e A+ AANF FTIHE E¥W L4
Hoz 2 AFME IL-49 5a31-3390M Azl gaaw AAztdE fo4 e zolH
580C—THI3tE #&F Aol o] vjehbx] ersket.

T allele® Thymine® BIEFXE vehl g AFAoT 2 o Aokelo gLl
€ AeRA FA UEETE cytosinedld oA glejxlel Talleleo] &89 BTk £91F

X

= 2

Thymine22 Wol(C-589T)7F Bo] ©]Fo] o)== gxvt =2 AL 2 4 9}
ZE)

=

e ouz 2 4 v Fogo ApME olEdY A2 £
HE SNPE #Ests WA AT o) 7ak Aglo|mz 7zt yAEz s1E2HL

AR TH BATE NETOR Mot d8E 3 Fzsin s Bao] ® Mo diaked A

At AZIMe EEE F e HeEE B gx ITEZ AAsts AR oweldtd 29

Aolng olEdA Ao Adw Hrths B oM ouy e A 2o}

ojAI AA A drht WMol & SNPE

ol

Bol 7k e 7}% 2 Aol v.d =

ditdoz olenly mudel 94 WL

Aol webd 1.foll(271€-24) 2. &of  AHAF olEsly A fHAe] AWYS

1 (2-104) 3. 471 % 471z 7Y o waA fASdoR okenyd A8 &
Hol| weprd Zzt s RAge] #d ezt & 4 9 IL-4 polymorphism(5q31-33 9

ng olEsd A& AAHo] oF 50%, Ao 589C—T Wo))& 7t AFWHE  Typing

7HEdol o 70%014 FHETm B Hol  stm FAA sl the e AEg 99
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