
CHAPTER IV

RESULTS

1. CCR2-64I allele frequency

The genotype o f  200  sam ples w as determ ined for C C R 2-641 m utation by PC R - 
RFLP as described in Chapter III. O ne hundred and forty-one (70.5% ) w ild  type, fifty- 
five  (27.5% ) heterozygous and four (2% ) h o m o zy g o u s w ere identified  (S h ow n  in table 
VII and Figure V ). The allele frequency in th is population w as 0 .1575  and in agreem ent 
w ith Ilardy-W einberg equilibrium  (H W ) w ith (the 95 % confidence interval [C l]; 
0 .1 0 7 0 -0 .2 0 7 9 ) in Table VII. T ypical result by PC R  RFLP o f  the C C R 2-64I genotyp ing  
is presented in Figure IV.

2. SDF1-3’A allele frequency

A m on g 200  individuals in w hom  the genotype o f  the S D F 1 -3 ’A  m utation w as  
determ ined, 94  (47% ) w ere w ild  type, 79  (39 .5% ) w ere heterozygous, and 27  (13.5% ) 
w ere h om ozygou s, g iv in g  the frequency o f  the S D F 1 -3 ’A  a lle le  in this population as 
0 .3 3 2 5  (Table VII and Figure VII). T his distribution o f  gen otyp es w as in agreem ent 
w ith H ardy-W einberg equilibrium  (w ith  95%  Cl; 0 .2 6 7 8 -0 .3 9 7 2 ). A typical result by 
PCR RFLP o f  the S D F 1 -3 'A  genotyp ing  is presented in Figure VI.
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Table VII. Frequency of CCR2-64I and SD FÎ-3’A in Thai population.

Number of Number of Number of Number of Allele
Mutation Subjects Wild type Fleterozygotes Flomozygotes frequencies

CCR2-641 200 141 55 4 0.1575
(0.1070-0.2079)a

SDF1-3’A 200 94 79 27 0.3325
(0.2678-0.3972)a

a95% confidence interval

3. Linkage disequilibrium

The genotypes of the CCR2 and SDF-1 loci were compared in individuals. Of 
the 200 subjects examined, 69 were not mutated for both genotypes. 97 subjects had one 
mutation, and 34 subjects were mutated both genotype. The data are shown in Table 
VIII.

Table VIII Comparison between CCR264I and SDF1-3’A genotype

CCR2 genotype SDF-1 genotype Total
SDFl-w/w SDFl-3’A/w SDF1-3’A/3’A

CCR2-w/w 69 (34.5%) 55 (27.5%) 17(8.5%) 141
CCR2-64I/W 23(11.5%) 22 (11%) 10(5%) 55

CCR2-641/64I 2(1%) 21 (1%) 0 (0%) 4
Total 94 79 27 200



Figure IV PCR-RFLP pattern of CCR2-64I genotype analysis

jL,ane 1 = marker phi X 174
Lane 2 = CCR2 Wild Type
Lane 3 = CCR2-64I homozygous mutation
Lane 4 = CCR2-64I heterozygous mutation
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Figure V Analysis of CCR2-641 poly morphism in samples No. 173 - 178

Italie No. 1 = iMarker 
Lane No.2 = Sample 
Lane No.3 = Sample 
Lane No.4 ะ= Sample 
Lane No.5 = Sample
Lane No.6 = Sample 
Lane No.7 = Sample 
Lane No.8 = Sample

phi X 174
No. 173 Heterozygous 
No. 174 Homozygous 
No. 175 Heterozygous 
No. 176 Heterozygous 
No. 177 Heterozygous 
No. 177 Heterozygous 
No. 178 Wild type
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Figure VI PCR-RFLP pattern of SDF-3’A genotype analysis

t.ane 1 = marker 100 bp DNA ladder 
Lane 2 = SDF1-3A homozygous mutation 
Lane 3 = SDF1-3’A heterogygous mutation 
Lane 4 = SDF1-3’A wild type
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Figure VII Analysis o f SDF1-3’A polymorphism in samples No. 1 - 7

Italie No. 1 = Marker 100 bp DNA ladder 
Lane No.2 ะ= Sample No. 1 Wild type 
Lane No.3 = Sample No.2 Wild type 
Lane No.4 = Sample No.3 Wild type 
Lane No.5 = Sample No.4 Heterozygous 
Lane No.6 = Sample No.5 Wild type 
Lane No.7 = Sample No.6 Homozygous 
Lane No.8 = Sample No.7 Wild type
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Figure VII. Percent o f CCR2-64I and SDF1-3’ A polymorphism
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