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ABSTRACT

Background: Cytokines are cell signaling molecules which upon release by cells
facilitate the recruitment of immune-modulatory cells towards the sites of inflammation.
Genetic variations in cytokine genes are shown to regulate their production and affect
the risk of infectious as well as autoimmune diseases. Intron-3 of interleukin-4 gene (IL-
4) harbors 70-bp variable number of tandem repeats (VNTR) that may alter the
expression level of IL-4 gene. Objective: To determine the distribution of IL-4 70-bp
VNTR polymorphism in seven genetically heterogeneous populations of Chhattisgarh,
India and their comparison with the finding of other Indian and world populations.
Methods: A total of 371 healthy unrelated individuals from 5 caste and 2 tribal
populations were included in the present study. The IL-4 70-bp VNTR genotyping was
carried out using PCR and electrophoresis. Results: Overall, 3 alleles of IL-4 70-bp
VNTR (a2, a3 and a4) were detected. The results demonstrated the variability of the IL-
4 70-bp VNTR polymorphism in Chhattisgarh populations. Allele a3 was the most
common allele at the 70-bp VNTR locus in all populations followed by a2 allele. This
study reports the presence four repeat allele a4 at a low frequency in the majority of the
Chhattisgarh populations studied. Further, the frequency of the minor allele (a2) in
Chhattisgarh populations showed similarity with the frequencies of European
populations but not with the East Asian populations where the a2 allele is a major allele.
Conclusions: Our study provides a baseline for future research into the role of the 1L-4
locus in diseases linked to inflammation in Indian populations.
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Rare a4 allele of IL-4 VNTR in Indian populations

INTRODUCTION

Cytokines are cell-signalling molecules released by cells, which can stimulate the
movement of immune modulatory cells towards the sites of infection and inflammation
and plays central role in host inflammatory responses. It also plays the crucial role of
coordination between cell-mediated and humoral immune responses. The outcome of
inflammation is characterized by the complex interplay and balance between pro- and
anti-inflammatory cytokines (1). Indeed, the level of cytokine, the nature of the target
cell and their downstream response, the nature of produced cytokines as well as the
temporal and sequential cytokine action greatly influences the outcome. In addition, the
genetic variations in cytokine genes are known to modulate their differential expression
and hence the balance between pro-inflammatory and anti inflammatory immune
response (2).

Interleukin 4 (IL-4) is an anti-inflammatory cytokine produced by CD4+ Th2 cells,
basophils and mast cells and regulates balance between TH1 and TH2 immune
response, induces immunoglobulin class switching and humoral immunity. It promotes
TH2 cell differentiation while inhibiting the TH1 cell differentiation and plays a
dominant role in immunopathology of diseases (3-6). The gene which codes for human
IL-4 has been mapped to chromosome 5 (5931-33) (7). Studies have documented that
the genetic variations in IL-4 (-590C/T, -34C/T and a 70-base pair (bp) VNTR in intron-
3: 152243250, rs2070874 and rs79071878 respectively) regulate serum levels of 1L-4
(8,9). Further, it has been well established that these three variations are in strong
linkage disequilibrium (LD) (10,11), therefore, in the present study, we investigated the
IL-4 intron-3 VNTR polymorphism. Commonly, two and three copies of this VNTR
have been observed in most of the world populations.

Today, it is well established that each of the Indian populations has their own unique
genetic architecture due to the long time isolation and endogamy practice. Previous
studies also demonstrated that some alleles are confined to the populations of
Chhattisgarh and genetic isolation of these populations (12). Although, several studies
have documented the distribution of IL-4 polymorphisms in various ethnicities of India
(10,11), to the best of our knowledge, no studies have investigated the IL-4 variants in
Chhattisgarh populations. Further, IL-4 acts as an anti-inflammatory mediator and is
shown to regulate many chronic and inflammatory diseases, in the present study we
analyzed the IL-4 VNTR in the populations of Chhattisgarh.

MATERIALS AND METHODS

Chhattisgarh is situated between 17 to 23.7 degree North latitudes and 8.40 to 83.38 east
longitude. Chhattisgarh is inhabited by a diverse population of tribes, castes, religious
and migrant populations. Three ml of venous blood samples were collected from 371
individuals belonging to 7 Chhattisgarh ethnic populations (5 castes and 2 tribes) to
analyse the variations in the allele frequency spectrum of IL-4 VNTR. All individuals
were normal and healthy. Informed written consent was obtained from each individual
at the time of blood collection.

Genomic DNA was isolated by standard protocols using phenol-chloroform extraction
and ethanol precipitation method (13). Polymerase chain reaction-electrophoresis
method was adopted for genotyping IL-4 70-bp VNTR (10). Briefly, primers flanking
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IL-4 70-bp VNTR resulted in a 389-bp (a2 allele; 2 repeats of 70 bp), 459-bp (a3 allele;
3 repeats of 70 bp) and 529-bp (a4 allele; 4 repeats of 70 bp) (Figure 1). All
amplifications were performed in a 10-pl reaction volume comprising 2x Emerald Amp
GT PCR master mix, 1 pmol of forward primer, 1 pmol of reverse primer, and 40 ng of
genomic DNA. To score the genotypes, amplified PCR products were resolved through
2% agarose gel electrophoresis and visualized using gel documentation instrument
(Omega 16vS Molecular Imaging and Analysis System). Allele frequencies in each
population were determined by direct counting. Hardy-Weinberg equilibrium (HWE)
proportions were calculated by chi-square goodness of fit test with 2 degrees of
freedom. The genotypes of IL-4 70-bp VNTR were compared with world populations.

a3a4 a3a4d al3a2 a3a2 a2a2 a2a2 a3a3 a3a3

Figure 1.Agarose gel showing PCR products of different alleles of IL-4 70-bp VNTR.
Homozygote alleles are characterized by one band, heterozygotes by two bands. From left: lane
1: 100 bp DNA ladder; lane 2, 3, 4: a3a4; lane 5, 6: a2a3; lane 7, 8: a2a2 and lane 9, 10: a3a3.

RESULTS

The polymorphic IL-4 70-bp VNTR was examined by PCR in 7 Chhattisgarh
populations. The distributions of allele frequencies and genotype frequencies are shown
in Figure 1 and Table 1, respectively. We observed IL-4 70-bp VNTR, allele a3 was the
most frequent allele followed by a2 in all populations (Figure 2 and Table 1).
Interestingly, allele a4 was found at a low frequency in the form of heterozygotes
(Figure 1), in five of the seven populations studied (Figure 2 and Table 1). None of the
populations showed deviation from Hardy-Weinberg equilibrium for IL-4 70-bp VNTR
genotypes (Table 1).
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Table 1. Genotype frequencies of IL-4 VNTR polymorphism in populations of Chhattisgarh.

Population  Baniya (n=51) Ganda (n=32) Gond (n=31) Kurmi (n=57) Ravat (n=30) Satnami (n=25) Teli (n=146) Total (n=371)
a3a3 36 (70.6) 23 (71.9) 18 (60.0) 25 (43.9) 21 (70.0) 15 (60.0) 76 (52.1) 214
a2a3 10 (19.6) 8 (25.0) 9 (30.0) 30 (52.6) 8 (26.7) 8 (32.0) 55 (37.7) 128
a2a2 3(5.9) 0 (0.0) 2 (6.7) 2 (3.5) 0(0.0) 2(8.0) 14 (9.6) 23
a3a4 2(3.9) 1(3.1) 1(3.3) 0 (0.0) 1(3.3) 0(0.0) 1(0.7) 6

HWE-p 0.189 0.698 0.811 0.052 0.674 0.538 0.647 0.634

HWE-p: Hardy-Weinberg equilibrium p value
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Figure 2. Frequency distribution of IL-4 VNTR alleles in seven ethnically different populations of
Chhattisgarh.The length of each bar represents the percent frequency of respective allele. a2,
a3 and a4 are IL-4 VNTR alleles.
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Figure 3. Frequency distribution of IL-4 VNTR alleles in caste and tribal populations of
Chhattisgarh. The length of each bar represents the percent frequency of respective allele. a2,
a3 and a4 are IL-4 VNTR alleles.
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Segregation of study populations into caste and tribes also showed a similar trend of
allelic distribution (Figure 3). Further, IL-4 70-bp VNTR genotypes collected from
published papers (11,14,10,15-17,9,18-23) were categorised as 22, L2 and LL wherein 2
represent a short allele (two repeats; a2 allele), L represents long allele (three and four
repeats; a3 and a4 allele) and plotted as a forest plot (Figure 4). Comparison of the I1L-4
70-bp VNTR a2 allele among global populations revealed that East Asian and Southeast
Asian populations have very high a2 allele frequency (65 to 80%), followed by
populations of north-west coast of Africa and Europe (Figure 4). The frequencies of a2
allele in Chhattisgarh populations showed similarity with the frequencies of European
populations.
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Figure 4. The frequency of IL-4 70-bp VNTR in the current study compared to the world

populations. The horizontal whiskers in the forest plot show a2 allele frequency with 95%
confidence intervals.

DISCUSSION

To the best of our knowledge, there were no reports regarding the population specific
allele frequency distribution for IL-4 70-bp VNTR in the Chhattisgarh populations.
Analysis of IL-4 70-bp VNTR revealed the polymorphic nature of this VNTR in study
populations. Allele a3 was the most common allele at the 70-bp VNTR locus in all
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populations followed by a2 allele. This study also reports the presence of a four repeat
allele, a4, in the majority of the Chhattisgarh populations studied.

The human IL-4 is a strong anti-inflammatory agent and is known to induce
differentiation and expansion of Th2 cytokine-producing eosinophils (24). The IL-4 70-
bp VNTR polymorphism is determined by the number of repeats ranging from 2 to 4
copies. The frequent allelic form consists of 3 repeats (a3) followed by 2 repeat (a2)
allele. Sequence alignment of intron-3 region revealed that a2, a3 and a4 alleles are
present only in humans, whereas al allele has been observed in other primates (10).
However, in humans, the al allele has been reported very rarely (17). In the present
study we observed that a3 is the major allele followed by a2 and a4. Measurement of
IL-4 production in peripheral Th cells in individuals has previously revealed that the
two repeat (a2) allele is a high producer of IL-4 compared to a3 allele (9). The a2 allele
frequency among world populations revealed wide variations and a2 allele distribution
in Chhattisgarh populations showed close proximity with European populations. The
four repeat allele is very rare and has been reported only in few populations (8). In the
present study, we report the presence of this rare a4 allele in 5 out of seven populations
of Chhattisgarh, India. A previous study with a large number of samples (3452 samples
from 76 distinct populations) across India failed to detect the a4 allele (10). Populations
used in their study represented only one population from Chhattisgarh (10). This
finding, again, supports the uniqueness of each Indian populations and their
heterogeneous genetic architecture.

Despite the extensive debate regarding the ethnic and geographic differences in genetic
studies, it seems evident that different allelic variants may contribute to disease
susceptibility in different populations. This may reflect linkage with other variants in
the same gene rather than association with these VNTR per se. Previous studies report
that IL-4 70-bp VNTR is in strong LD with its other promoter polymorphisms (-590C/T
and -34C/T) (10). Our study adds to the knowledge on the distribution of IL-4 70-bp
VNTRs among the Indian populations.
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