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Abstract: Bronchial asthma (BA) exhibits varying prevalence across global populations, prompting a
comprehensive investigation into genetic and environmental determinants. Vitamin D is a potent
immunomodulator capable of suppressing inflammatory signals in several cell types involved in
the asthmatic response; it exerts effects on the immune system by binding to the nuclear vitamin D
receptor (VDR). VDR gene genetic variations are affecting serum vitamin D levels with a possible role
in the BA risk. The current study aimed to examine the complex interaction of various factors (genetic
background, serum vitamin D levels, and geographic location) to identify differences in the influence
of these factors on the susceptibility to asthma between populations at different latitudes. Focusing
on Eastern European cohorts from Latvia and Lithuania and comparing them with published data on
East Asian populations, we explore the impact of VDR gene polymorphisms on BA susceptibility.
Genotyping four key VDR SNPs and assessing their association with 25-hydroxyvitamin D levels,
our study unveils significant associations of the studied loci with the risk of asthma—both risk-
reducing and increasing effects, differently distributed between Baltic and East Asian populations.
The functional effects of in silico VDR gene genetic variations are also identified and discussed.

Keywords: bronchial asthma; vitamin D receptor; vitamin D; polymorphisms; 25(OH)D level; TaqI;
FokI; Bmsl; ApaI

1. Introduction

Asthma currently affects approximately 300 million people worldwide, and it is
predicted that by 2025, an additional 100 million people may be affected [1–3], making this
disease a major global health problem [4,5]. The pathogenesis of bronchial asthma (BA)
involves a complex network of interacting factors at different disease levels and scales, from
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genetic to cellular to tissue and organ levels. These interactions are further complicated by
environmental influences and non-asthma-related factors in patients, such as co-morbidities
and lifestyle characteristics [6].

Vitamin D has immunomodulatory properties, as evidenced by the association of its
deficiency with immune-mediated diseases, such as BA, rhinitis, and atopic dermatitis [7,8].
Research suggests that it plays a protective role against allergic diseases by promoting
immune tolerance to allergens and reduces immunoglobulin E (IgE) sensitization, an impor-
tant aspect in the pathogenesis of BA and other allergic diseases [9]. Therefore, vitamin D
deficiency may be responsible for the increasing prevalence of allergic diseases and asthma
worldwide. The human ability to produce the physiologically required amount of vitamin
D under sun exposure decreases with increasing latitude. Recent studies have reported both
positive [10,11] and negative associations [12] between the prevalence of asthma/allergies
and latitude. The specific molecular mechanisms by which vitamin D can influence the
course of BA are still unknown, but at the level of strong associations, vitamin D deficiency
is associated with BA and asthma-related phenotypes [13,14]. Research investigating the
impact of vitamin D status on asthma development focuses on prenatal maternal levels and
their potential influence on newborns’ asthma symptoms [15,16]. Vitamin D deficiency may
contribute to asthma by promoting early allergic sensitization in childhood linked to an
increased risk of asthma, eczema, and sensitization [17]. Reduced vitamin D levels in asth-
matic patients correlate with poorer responses to glucocorticoid therapy [15,18]. Long-term
low vitamin D levels are associated with increased risks of inflammatory lung diseases and
impaired lung functions [19], but monthly vitamin D supplementation has beneficial effects
on lung functions, particularly in patients with asthma and chronic obstructive pulmonary
disease [20]. Calcitriol (1,25(OH)2D3) impacts various cell types in asthma pathogenesis,
reducing cell proliferation, inflammatory cytokines, and mucus secretion in airway muscle
tissue models [21]. It also inhibits differentiation, migration, and cytokine production in
non-specific immune cells involved in asthma [22].

Genetic factors seem to be more important in influencing the development of asthma,
while lifestyle and environmental factors may play a more dominant role in the current
manifestations of asthma [3]. It was also noted that risk factors should be analyzed in
combination with other risk factors to account for potential interactions associated with this
pathology. Numerous genome-wide association studies (GWASs) have shown a substantial
genomic contribution to the etiology of asthma, with heritability estimates varying between
35% and 95% [23–25].

The VDR is a ligand-dependent transcription factor (TF) belonging to the nuclear
receptor subgroup [26]. This receptor ensures that vitamin D functions in the cell by
binding the hormonally active form of vitamin D or calcitriol (1,25(OH)2D). The complex
of the VDR and 1,25(OH)2D further forms a heterodimeric structure with the retinoid
X receptor (RXR), which can directly bind to vitamin D response element (VDRE) DNA
regions in the gene promoter, as a transcription factor. Depending on the recruitment
of other nuclear costimulatory or co-inhibitory factors, this complex can act as a ligand-
dependent stimulator or inhibitor of gene transcription [27]. Point mutations of the VDR-
coding gene could influence the function of this receptor; thus, these polymorphisms could
cause susceptibility to various allergic diseases, including BA.

According to the Ensembl database (https://www.ensembl.org, accessed on
12 December 2023) data on SNPs of the VDR gene, a set of 15,174 SNPs have been identi-
fied, mostly covering the intronic or non-coding regions of the gene (14,426 SNPs). Of the
polymorphisms identified in the coding part of the gene, 180 are synonymous and 365 are
non-synonymous. The most studied polymorphisms in the VDR gene include rs2228570
(FokI) C>T, rs1544410 (BsmI) G>A, rs7975232 (ApaI) T>G, and rs731236 (TaqI) T>C. These
polymorphisms are alternatively named after the corresponding restriction enzymes used
in the analysis of restriction fragment length polymorphisms [28]. The VDR gene polymor-
phism rs2228570 is located in the start codon region, promoting structural changes in the
protein, while rs1544410, rs7975232, and rs731236 are located in the 3′ regulatory region of

https://www.ensembl.org


Int. J. Mol. Sci. 2024, 25, 1943 3 of 18

the gene which has significance in mRNA stability and the recruitment of gene regulatory
factors [29].

During the last few years, various publications have described possible associations
between VDR gene polymorphisms and the risk of autoimmune diseases. According to our
meta-analysis, related to the PubMed database (https://pubmed.ncbi.nlm.nih.gov/), more
than 110 publications have been published, investigating the relationship between VDR
genetic variations, and rheumatoid arthritis, systemic lupus erythematosus, and multiple
sclerosis [30–32]. The growing number of studies on the VDR gene rs2228570 (FokI),
rs1544410 (BsmI), rs7975232 (ApaI), and rs731236 (TaqI) polymorphisms underscores the
importance of understanding how genetic variation affects bronchial asthma susceptibility
and progression. The existence of differences in the frequencies of the above SNPs’ genetic
variations at racial and interpopulation levels has been reported in multiple case/control
studies of asthma [14,28,33–47] (Figure 1).
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Figure 1. Associations of VDR gene SNPs rs2228570, rs1544410, rs7975232, and rs731236 with particu-
lar BA effects in different ethnic groups: minor allele frequency (MAF) distribution among controls
and cases in population cohorts. Superpopulation: EAS (East Asia); AFR (African); AMR (Mixed
American); EUR (Europe): CEU; and SAS (South Asia). ISO codes of countries are used according to
the international standard ISO 3166 (https://www.iban.com/country-codes) [48]: Tunisia (TUN),
China (CHN), Hong Kong (HGK), Taiwan (TWN), Mongolia (MNG), the United States of America
(USA), Chile (CHL), Cyprus (CYP), Turkey (TUR), Ireland (IRL), Greece (GRE), Latvia (LVA), and
Lithuania (LTU). MAF frequencies in the control group and disease cohort are indicated by light
grey and dark grey circles, respectively; the p-value and OR of the association are given/calculated
following the data from the publications [14,28,33–47].

The difference in minor allele frequencies between populations can lead to varying
associations between genetic markers and bronchial asthma, as the prevalence of specific
alleles may differ across populations due to historical, demographic, and evolutionary fac-
tors. These population-specific differences can impact the statistical power and effect sizes
observed in genetic studies, highlighting the importance of considering diverse populations
for a comprehensive understanding of the genetic basis of bronchial asthma. Therefore,
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the objective of our study was to uncover the interactions of genetic and environmental
factors that contribute to geographic differences in asthma prevalence. To address this
issue, measurements of serum 25(OH)D, genotyping of the VDR gene genetic variations
in a case/control study, as well as a functional analysis in silico were carried out among
populations of the Baltic region of Eastern Europe (Latvia and Lithuania); the results
were subsequently compared with published data from a population study in East Asia to
identify differences and/or common factors between geographically separated populations.

2. Results
2.1. Polymorphism Detection and Genetic Diversity

The data on the SNPs’ allele and genotype distributions in the Latvian (LV) and
Lithuanian (LT) populations are presented in Tables S1 and S2 and Figure 2. The data from
the Taiwanese association study were accordingly extracted for the comparative analy-
sis [14]. In the Baltic population cohorts, all the SNPs studied were found to be in the HWE
(p > 0.05). An association analysis with the disease FokI and ApaI polymorphisms showed
a neutral effect in the LV and LT cohorts. Additionally, the heterozygote GA/rs1544410
(BsmI) manifested a slight protective effect only in Latvian people (p < 0.05; OR = 0.61 and
95% CI [0.40–0.92], respectively, Figure 2A).

Figure 2. Comparison of the frequencies of genotypes: (A): rs1544410 (BsmI/GG, GA, and AA)
and (B): rs731236 locus (TaqI/TT, TC, and CC) in the control (C) and bronchial asthma (BA) groups
in Latvian (LV) and Lithuanian (LT) populations; probability (p) calculated by χ2 or Fisher exact
test, and ORA, ORM—odds ratio according to the additive and multiplicative models with 95%
confidence interval.

In the current study, rs731236 (TaqI) was found to be significantly associated with
BA in both populations and showed opposing risk-reducing and risk-increasing effects
(Figure 2B). In the LV population, the rare allele C and the homozygote CC were found to be
significantly more prevalent in the disease group relative to the controls and were identified
as significant risk-increasing factors (p < 0.0001; ORA = 1.85 and 95% CI [1.37–2.48] and
ORA = 3.39 and 95% CI [1.89–6.07]); the homozygotes and heterozygotes with the common
allele T included showed a significant protective effect (p < 0.05; ORA = 1.72 and 95% CI
[1.12–2.63] and p < 0.001; ORA = 1.27 and 95% CI [0.80–2.03]), respectively (Table S1 and
Figure 2B). In the LT population, the rare allele C and heterozygote TC were the most
represented in the controls and showed a minimal protective effect (p < 0.05) according
to the additive model; the homozygote TT with common alleles included was found in
significant association with the disease (p < 0.05; ORM = 2.40 and 95% CI [1.24–4.64])
(Table S2 and Figure 2B).
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2.2. Analysis of Serum 25(OH)D Levels in Case/Control Study among the LT and LV Populations

The results of a comparative analysis of the 25(OH)D levels in the case and control
groups among the LV and LT populations are shown in Table 1.

Table 1. Comparative analysis of 25(OH)D levels in case and control groups among LV and
LT populations.

25(OH)D, ng/mL

Distribution and the mean value of 25(OH)D

Frequency, % Mean ± SD [95% CI] Frequency, % Mean ± SD [95% CI]

BA _LV (n = 72) BA _LT (n = 98)

Level in plasma - 26.69 ± 10.74 [24.17–29.21] - 17.29 ± 6.87 [15.91–18.67]

<12 ng/mL 05.56 09.19 ± 1.99 [6.02–12.35] 23.47 09.71 ± 2.40 [8.67–10.75]
<20 ng/mL 26.39 16.41 ± 1.80 [15.55–17.28] 44.90 15.28 ± 2.04 [14.66–15.90]
≥20 ng/mL 68.06 32.10 ± 8.48 [29.67–34.54] 31.63 25.78 ± 4.25 [24.22–27.34]

25(OH)D C_ LV (n = 49) C_LT (n = 77)

Level in plasma - 24.68 ± 7.68 [22.48–26.89] - 24.24 ± 7.19 [22.61–25.88]

<12 ng/mL 2.04 3.69 (1 sample) 1.30 10.66 (1 sample)
<20 ng/mL 20.41 16.83 ± 2.64 [14.94–18.72] 33.77 16.56 ± 2.25 [15.65–17.46]
≥20 ng/mL 77.55 27.30 ± 6.26 [25.25–29.36] 64.94 28.51 ± 4.90 [27.12–29.91]

Associations (p value) analysis among the groups

C _LV vs. C_LT BA _LV vs. C_LV BA_LT vs. BA _LV BA_LT vs. C_LT

Distribution in all groups n.s. n.s. 1.00 × 10−6

Mean level in plasma:

In all samples n.s. n.s. 3.14 × 10−9 2.38 × 10−9

In samples with <20 ng/mL n.s. n.s. 6.38 × 10−6 2.41 × 10−2

In samples with ≥20 ng/mL n.s. 4.43 × 10−3 9.88 × 10−3

Control (C) and bronchial asthma (BA) groups in Latvia (LV) and Lithuania (LT) populations; n—sample number,
SD—standard deviation, CI 95%—95% confidence interval, and n.s.—no significant association.

A comparison of the BA groups revealed that the mean plasma 25(OH)D level was
found to be sufficient in 68% of LV and 31.63% of LT patients; deficient in 26.39% of LV and
44.90%, it was critically low in 5.56% of LV and 23.47% of LT diseases cohorts.

Among the healthy individuals, the 25(OH)D level was sufficient in 77.55% of LV and
64.94% of LT controls; deficient in 20.41% of LV and 33.77% of LT; and critically low only in
one representative of each population.

When analyzing the mean 25(OH)D level in the LV case/control study, no statistically
significant difference was revealed between the patients with BA and the control group, as
well as among the distribution of the 25(OH)D levels by groups: pronounced deficiency
< 12 ng/mL; deficiency < 20 ng/mL; and sufficiency (>20 ng/mL) [49]. However, in the LV
diseases cohort in the 25(OH)D sufficiency group, its level turned out to be higher than in
the controls (32.10 versus 27.30 ng/mL, p = 4.43 × 10−3, Mann–Whitney test).

As a result of the comparison between the LV and LT disease cohorts, the mean
25(OH)D) levels were found to be statistically significantly different ((26.69 ± 10.74 ng/mL
and 17.29 ± 6.87 ng/mL, respectively, p = 3.14 × 10−9) and among the BA groups: pro-
nounced deficiency, deficiency, and sufficiency, p = 6.38 × 10−6).

When comparing the mean 25(OH)D) value among the controls of both populations,
no significant difference was found (LV = 24.68 ± 7.68 ng/mL and LT = 24.24 ± 7.19 ng/mL);
this result was also observed in the groups of healthy individuals stratified by the deficiency
and sufficiency groups (p < 0.26).

Additionally, in the LT population, the mean 25(OH)D level was found to be statis-
tically significantly elevated in the controls compared to the disease cohort (24.24 versus
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17.29 ng/mL, p < 0.0001); it was significantly different between the groups stratified by
pronounced deficiency, deficiency, and sufficiency (p < 0.0001, Table 1).

2.3. An Analysis of the Genetic Effect of the VDR Gene SNPs on Changes in the Serum 25(OH)D
Levels in an Association Study

To reveal possible correlations between the mean serum 25(OH)D levels and specific
VDR gene SNP genotypes, an association analysis of the above-mentioned parameters
was performed in the case/control study (LT and LV, Tables S3 and S4). No statistically
significant difference was found in the distribution of the mean 25(OH)D level between the
genotypes of the rs2286570 (FokI), rs7975232 (ApaI), and rs731236 (TaqI). In the case of the
polymorphism rs1544410 (BsmI), in the Latvian disease cohort, a homozygote AA for the
rare allele was found in a correlation bordering on a statistically significant value (p = 0.052,
η = 0.29) with an increased level of 25(OH)D (mean 32.47 ± 13.23 ng/mL), relative to other
genotype variations (GG/mean, 23.88 ± 10.37 ng/mL, and GA/27.87 ± 9.23 ng/mL).

2.4. Identification of the Risk/Protective Multi-Loci Genotypes in Association with Serum
25(OH)D Level in the LT and LV Populations

The four multi-locus genotypes (rs2286570 (FokI)_rs1544410 (BsmI)_rs7975232
(ApaI)_rs731236 (TaqI)) distribution in each of our populations are shown in Figure 3.

Figure 3. Distribution of risk/protective multi-locus genotypes in control (CL) and bronchial asthma
(BA) groups according to mean 25(OH)D levels in serum in (A) Latvian (LV) and (B) Lithuanian
(LT) populations.

Considering the fact that no statistically significant difference was found between the
mean serum 25(OH)D level between the BA and a control group of healthy individuals in
the Latvian population (Table 1), both groups were combined into one population cohort to
examine the correlation between the VDR gene SNPs’ multi-locus genotypes composed and
the mean serum 25(OH)D level. A statistical analysis did not show significant correlations
in the general population of Latvia (Figure 3A). However, the highest mean serum 25(OH)D
level (32.85 ± 13.97 ng/mL) was found for the genotype TT_GG_TG_TT with the homozy-
gote TT of the rs731236 locus (TaqI) included, for which a protective effect against BA
(p < 0.05) was previously established, and the lowest 25(OH)D level (22.11 ± 8.04 ng/mL),
for the CT_GG_GG_CC genotype, including the rs731236 (TaqI) homozygote CC, was
associated with a high BA risk (p < 0.0001) in the LV cohort, respectively.

In the LT population, a statistically significant difference was found between the mean
25(OH)D level in the control group relative to the disease cohort (p < 0.0001, Table 1).
Thus, our task was to consider possible correlations of multi-locus genotype constructs
between these cohorts regarding the mean level of 25(OH)D (Figure 3B). When considering
each LT group separately, in the BA cohort, the mean 25(OH)D levels do not statistically
significantly differ between carriers of all the variants of the multi-locus genotypes; the
highest mean serum 25(OH)D level (20.96 ± 9.45 ng/mL) was found for the genotype
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CC_GA_TG_TC with the heterozygote TC (rs731236) included, which was previously
shown to be a potentially protective factor for BA (p < 0.05, Table S2), and the lowest
25(OH)D level was for the genotype CT_AA_TT_CC (15.12 ± 10.68 ng/mL), respectively.
Interestingly, in the control group, carriers of the CT_AA_TT_CC genotype had the highest
mean level of 25(OH)D in the blood serum (28.85 ± 9.30 ng/mL), and the difference between
the levels of the 25(OH)D carriers of this genotype in the control and group patients was on
the verge of a statistically significant value (p = 0.083). The level of 25(OH)D in the carriers
of another genotype CT_GG_GG_TT in a cohort of healthy individuals turned out to be
prevalent and was found on the border of a statistically significant difference in comparison
to representatives from the disease group (22.85 ± 8.33 ng/mL and 16.01 ± 8.07 ng/mL,
respectively, p = 0.079). Healthy individuals, carriers of the genotype CT_GA_TG_TC, have
a mean 25(OH)D level that is statistically significantly increased concerning carriers from
the disease cohort (25.67 ± 5.39 ng/mL related to 16.8 ± 5.89 ng/mL, p < 0.0001, Figure 3B).

2.5. Eventual Functional Significance of the SNPs’ Allelic Variants

In the present study, we demonstrated the potential functional significance of rs731236
(TaqI) and rs1544410 (BsmI), which were previously identified in association with the BA
and in correlation with the mean serum 25(OH)D levels, respectively.

Figures 4 and 5 summarize the results of the in silico analysis of the functional sig-
nificance of the rs731236 (TaqI) and rs1544410 (BsmI) allele substitutions evaluated on the
eventual sequence affinity to transcription factors (TFs) and the splicing signals’ similarity.

Figure 4. Consequences of the rs731236 (TaqI) A>G (chr12:47844974), according to position on
chromosome, nucleotide substitutions on functional potential of corresponding genomic region.
Data were obtained from Genomatix, Geneious, and GeneXplain databases. Localization of TFs
on positive and negative DNA strands are indicated by (+) and (−), respectively. The TFs’ family
and matrix names given according to MatInspector, Release 7.4 online tool at www.genomatix.de.
GATA/GATA1.02—GATA-binding factor 1; GFI1/GFI1.02—Growth factor independence transcrip-
tional repressor/Growth factor independence 1; GUCE/GTF3R4.01—GTF2IRDI upstream control
element/GTF2I-like repeat 4 of GTF3; LEF1/TCF/LEF1.04—secondary DNA binding preference;
LHXF/LHX6.02—Lim homeodomain factors/homeobox 6; LTSM/LTSM.02—Localized tandem se-
quence motif/LTSM elements with 6 bp spacer; /GEN_INI_B—general initiator seq. (viral+cellular);
/C/EBPdelta-; /AP-1- and AP1_Q6_02—Activating Protein 1; /HOMEZ_01—Homeobox and leucine
zipper protein Homez; and P53_04—tumor protein p53.

www.genomatix.de
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Figure 5. Consequences of the rs1544410 (BsmI), C>T (chr12:47846052), according to position on the
chromosome, nucleotide substitutions on functional potential of a corresponding genomic region.
Data were obtained from Genomatix and GeneXplain databases. Localization of TFs on positive
and negative DNA strands are indicated by (+) and (−), respectively. The TFs’ family and matrix
names are separated by the symbol of division and given according to MatInspector, Release 7.4
online tool at www.genomatix.de. V$HES1.01—Drosophila hairy and enhancer of split homologue 1
(HES-1); V$OCT2.02—Octamer-binding transcription factor-2, POU class 2 homeobox 2 (POU2F2);
V$PLU1_JARID1B.01—Jumonji, AT-rich interactive domain 1B; V$PAX_Q6—TF in cellular protein
metabolic process; M00808; V$TCFAP2C.02—Transcription factor AP-2, gamma.

In the case of the A>G substitution of the rs731236 locus, 10 TF binding sites are lost,
and 4 new ones are created (Figure 4). A substitution for common allele A potentially
assists in the creation of binding sites (BSs) in proteins of the GATA, GFI1, GUCE, LEF1,
LHXF, and AP-1 families, but rare allele G assists in the creation of BSs to the TF of the
LTSM, HONEZ, and p53 family.

In the case of the C>T substitution of the rs1544410 locus, a substitution for the rare
allele T potentially assists in the creation of binding sites (BSs) in proteins of the HES, OCT,
PLU, and PAX families, but common allele C assists in the creation of BSs to the TF of the
TCFAP family (Figure 5).

The impact of the rs731236 (TaqI) on the DNA secondary structure was revealed; the
nucleotide transition from A to G could generate the changes in the hairpin structure that
could finally lead to thermodynamically more stable DNA secondary structures (Figure 6).

Figure 6. Impact of the SNPs rs731236 (TaqI) on the DNA secondary structure. (A) The sequence
included nucleotide variations A>G (chr12:47844974) according to position on the chromosome,
respectively. SNPs are indicated by an arrow and boxed; DNA secondary structures for (B) common
and (C) rare alleles. Allelic substitutions are indicated by arrows, and free energy of optimal: dG.

www.genomatix.de
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2.6. Effects of Polymorphism Sequence Changes on DNA Bends and Overall DNA Structure

To determine the possible changes in the sequence and overall DNA structure that
could presumably be affected by an allelic substitution of the investigated polymorphisms,
characteristic graphs were constructed using Bend.it. and Model.it bioinformatics models
(Figure 7).

Figure 7. Possible changes in DNA curvature depend on the alleles of the sequence variants rs731236
and rs1544410, according to position on chromosome A>G (chr12:47844974) and C>T (chr12:47846052),
respectively. (A): SNP rs731236 alleles. (B): SNP rs1544410 alleles. The red curve represents the
predicted curvature of the DNA in degrees per 10.5 bp helical turn, and the green is the bendability.
Both SNPs have position 51 in the analyzed sequence.

As a result of a nucleotide substitution (G to A) of the rs731236, an increase in the
DNA bending angle and a decrease in the bending ability can be observed. This change
affects the sequence region from bp 42 to 55. In the case of allele A, the determined bending
angle is 8.4◦, and in the case of allele G, it is 2.7◦ (Figure 7A).

Alternative alleles of the rs1544410 do not change the degree of bending ability of the
DNA sequence, but the C allele was found to reduce the bending angle of DNA by less
than a degree (Figure 7B).

3. Discussion

The objective of this study was to examine the complex interaction of the VDR genetic
background and serum vitamin D levels in Eastern European populations (Latvia and
Lithuania) and to compare the data received with previously published data from East
Asian populations (Taiwan and Mongolia), with the subsequent aim of identifying differ-
ences in the influence of these factors on the susceptibility to asthma between populations
at different latitudes.

According to our research plan, we identified single-nucleotide polymorphisms of
the VDR gene FokI (rs2228570), Bmsl (rs1544410), ApaI (rs7975232), and TaqI (rs731236) in
case/control and functional in silico studies in Latvian and Lithuanian populations on the
risk of bronchial asthma and compared the results obtained between two geographically
distant regions located at different latitudes—the Baltic and Asian countries.
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In both Baltic population cohorts, the FokI and ApaI polymorphisms showed a neutral
effect (Tables S1 and S2). Consistent with Munkhbayarlakh et al.’s 2019 published data [14],
ApaI (rs7975232) was also not found in association with the disease in the Taiwanese and
Mongolian groups; however, the VDR FokI (rs2228570) GG genotype played significant
roles in terms of conferring the risk of asthma and showed marginal significance in the
Taiwan group (p = 0.065). It was found to be more prevalent in the Mongolian (41.1%) than
in the Taiwanese group (27.0%) but did not show any association with asthma in Mongolia.

The recessive model of the rs2228570 GG genotype (vs. AG+AA) has also been found
to be associated with the risk of developing asthma (p < 0.02) in Taiwanese people [14]. In
turn, this genotype was found to be equally distributed in both Baltic populations between
the controls and cases (among the Latvians, 27.70% in cases and 30.83% in controls, and
among the Lithuanians, 30.39% in cases and 26.67% in controls) and showed a neutral effect
in association with disease. The existence of differences in the frequencies of the above SNPs’
genetic variations at racial and interpopulation levels has been reported. Zhao et al. [50]
identified that ApaI (rs7975232) is implicated in childhood asthma among Asian people,
the FokI polymorphism is associated with childhood asthma in Caucasian people, and the
BsmI polymorphism does not significantly contribute to asthma susceptibility in children;
a recent report also suggested an association between the TaqI and ApaI polymorphisms
and asthma in Irish children [28].

The distribution of the Bmsl (rs1544410) and TaqI (rs731236) genotypes in the pop-
ulations of Taiwan and Mongolia turned out to be identical between populations, with
a significant predominance of homozygotes for common alleles (more than 80% in each
population) [14]. In the Baltic countries, TaqI (rs731236) was found to be significantly
associated with the risk of asthma—both risk-reducing and increasing effects, differently
distributed among Latvia and Lithuania. In LV, the rare allele C and the homozygote CC
were identified as significant risk-increasing factors (p < 0.0001). Additionally, the homozy-
gotes and heterozygotes with the common allele T included showed a significant protective
effect (p < 0.05 and p < 0.001, respectively (Figure 2B)). In the LT population, in turn, the
rare allele C and heterozygote TC showed a minimal protective effect, but the homozygote
TT with common alleles included was found to have a significant association with the
disease (p < 0.05; Figure 2B). Additionally, the heterozygote GA/rs1544410 (BsmI) showed
a slight protective effect only in Latvians. These findings underscore the complexity of
genetic influences on asthma susceptibility, with variations influenced by both ethnic and
geographic factors in Eastern European and Asian populations.

In recent years, it has been suggested that vitamin D deficiency is associated with
asthma, which may explain much of the increase in the incidence of this disease in chil-
dren [7]. In a comparative analysis of the vitamin D levels in the populations of two
geographically located countries of the Baltic region, Latvia, and Lithuania, we unexpect-
edly discovered a significant difference both between the general population experimental
groups and between the disease cohorts and healthy individuals in each population.

No difference in the mean 25(OH)D levels as well as among its distribution in the
BA and controls stratified by the deficiency and sufficiency groups was found in Latvia
(Table 1). Interestingly, in the cohort of LV patients with BA in the group of sufficient
25(OH)D (>20 ng/mL), its level was found to be higher than in the analogic LV control
group (32.10 versus 27.30 ng/mL, p < 0.01). Because the plasma samples were collected
for our experiment at the same time of year (September–April) from individuals not
taking vitamin D supplements, we can rule out these conditions potentially influencing the
experiment and infer the existence of any additional mechanisms and genetic, epigenetic,
and environmental factors influencing the maintenance of the balance of this important
vitamin in patients with asthma in the LV population. Diet was not considered in our
study but may have been critical in maintaining vitamin D balance in this case. Various
case–control studies have found differences in vitamin D levels between patients with
asthma and healthy controls, particularly decreased vitamin D levels in a cohort of patients
with asthma [51,52]. In the LT population, the mean 25(OH)D level was significantly
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elevated in the controls compared to the patients with BA group (p < 0.0001) and differed
between the groups stratified by deficiency and sufficiency (p < 0.0001). Among the healthy
individuals, it was similar in LV (24.68 ± 7.68 ng/mL) and LT (24.24 ± 7.19 ng/mL) and
was sufficient in 77.55% of LV and 64.94% of LT controls. In the LT disease group, the
25(OH)D level was significantly lower than for LV patients (26.69 ± 10.74 ng/mL and
17.29 ± 6.87 ng/mL, respectively, p < 0.0001), with sufficiency in 68% of LV and 31.63% of
LT patients. Additionally, a critically low 25(OH)D level was observed in 5.56% of the LV
and 23.47% of LT disease cohorts (Table 1). The difference in the mean 25(OH)D levels in the
asthma cohort between Latvia and Lithuania may be due to factors such as genetics, diet,
and lifestyle that may also contribute to this difference by affecting the overall availability
and absorption of vitamin D. Additional research that takes these factors into account may
help to understand more in detail the mechanisms behind the observed differences.

As it was reported [14], in Asian populations, specifically in Taiwan and Mongolia,
a notable disparity in the serum vitamin D concentrations was also observed between
asthmatic and non-asthmatic individuals. The study revealed that the non-asthmatic
Taiwanese cohort exhibited significantly higher vitamin D levels compared to both patients
with asthma in Taiwan and individuals, both asthmatic and non-asthmatic, in Mongolia
across various age groups. There is high consumption of seafood, milk, and mushrooms
in Taiwan, which are the main sources of vitamin D food and can have some effect on the
results [14,53]. Furthermore, within both populations, children with asthma consistently
exhibited significantly lower vitamin D levels compared to their non-asthmatic cohort,
underscoring a potential association between asthma and lower vitamin D levels in Taiwan
and Mongolia. Moreover, the majority of Mongolian cohorts, whether asthmatic or non-
asthmatic, exhibited vitamin D concentrations below 20 ng/mL. Additionally, a vitamin D
blood concentration below the threshold of 40 ng/mL was associated with a significantly
elevated risk of asthma (p < 0.0001) in Taiwan.

It is believed that individual genetic differences may be responsible for differences in
vitamin D levels [54]. Among these potential genetic determinants, genetic variations in
the VDR gene have been considered in different populations [55]. A statistical analysis did
not reveal any significant differences in the mean vitamin D levels among genotypes of
the investigated SNPs rs2286570 (FokI), rs1544410 (BsmI), rs7975232 (ApaI), and rs731236
(TaqI) among the Baltic populations. However, in the Latvian diseases cohort, a potential
association and protective effect was noted for the rs1544410 (BsmI) polymorphism, where
individuals with the homozygote AA genotype for the rare allele exhibited a correlation
bordering on statistical significance (p = 0.052) with an elevated level of mean 25(OH)D
(32.47 ± 13.23 ng/mL) compared to other genotype variations (GG/23.88 ± 10.37 ng/mL
and GA/27.87 ± 9.23 ng/mL). As reported by Munkhbayarlakh et al., 2019 [14], in the
Taiwanese population, the combination of the VDR polymorphism rs2228570 with a serum
vitamin D concentration below 40 ng/mL, particularly in individuals with the GG genotype
with common alleles included, conferred the highest risk of bronchial asthma. Additionally,
according to the above-mentioned study [14], the Mongolian population is likely to be
more susceptible to generalized vitamin D deficiency, regardless of individual VDR genetic
variants, and therefore has a greater risk of susceptibility to allergic diseases and asthma.
Overall, mixed evidence suggests that vitamin D has protective properties in the context of
asthma, but the precise nature of this interaction is unclear, as evidenced by inconsistent
and conflicting data from studies in this area [56].

To test the possible complex effect on the level of vitamin D in bronchial asthma of the
genetic background of the VDR gene, we conducted a correlation analysis of multi-locus
genotypes in the cohorts of disease and healthy individuals in the Baltic populations and
also revealed significant differences between countries. Among the Latvian population,
there were no notable variations in the average serum 25(OH)D levels between individuals
with BA and the control group (Figure 3A). However, a significant difference in the mean
25(OH)D levels emerged between the control and disease cohorts in Lithuania, prompting
an in-depth examination of the multi-locus genotype correlations in each LT group. Within
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the LT bronchial asthma cohort, carriers of the CC_GA_TG_TC genotype (with one locus
genotype TC previously identified as a protective factor for BA) included exhibited the
highest mean 25(OH)D levels, while carriers of the CT_AA_TT_CC genotype had the lowest
levels. Notably, in the control group, carriers of the CT_AA_TT_CC genotype had the
highest mean 25(OH)D levels, bordering on statistical significance compared to the patients.
(Figure 3B). These findings suggest a potential association between specific genotypes and
vitamin D levels in Lithuania, warranting further exploration of the genetic and vitamin D
interplay in bronchial asthma.

In silico predictions were employed in the current study to identify allele-specific pat-
terns of transcription factor binding sites (TFBSs) for SNPs rs1544410 (BsmI) and rs731236
(TaqI), previously found in association with BA or vitamin D levels in the present study.
The obtained results show that the investigated allelic variations affect TF binding—in the
case of rs731236 A>G (chr12:47844974), 10 TF binding sites are lost and 4 new ones are
created, (Figure 4), while in the case of the rs1544410 C>T (chr12:47846052), allele T creates
binding links for 4 new TFs; the common allele C assists in the creation of BSs only for 1 TF.
These changes in the recruitment of transcription factors are potentially able to significantly
modulate the transcription of the VDR gene and in the case of certain diseases are directly
related to the disease phenotype [57]. Asthma is characterized by inflammation, marked by
the elevated transcription of pro-inflammatory proteins, including cytokines and enzymes.
Many transcription factors are common to several cell types (ubiquitous) and may play a
general role in the regulation of inflammatory genes, whereas others are cell-specific and
may determine the phenotypic characteristics of a cell. Families of transcription factors,
such as AP-1 and GATA regulating inflammatory gene expression, play a pivotal role in
asthma’s pathogenesis, amplifying and perpetuating inflammation, thereby impacting
disease severity and treatment responsiveness [58].

In the case of the allelic substitution of the sequence variant rs731236 (TaqI), probable
changes in the secondary structure (SS) of DNA were also detected. The DNA SSs are
formed when the DNA double helix unwinds during replication and transcription. These
detected changes in the secondary structure of DNA can potentially affect the interaction of
a given sequence region with various regulatory proteins [59], thereby potentially impacting
processes, such as DNA replication, transcription, and DNA error repair [60].

The results reveal that both allelic variants of rs731236 impact DNA bending, a crucial
factor in gene expression regulation and DNA packaging, and replication, linked to the
binding capacity of regulatory proteins [61]. Specifically, the rs731236 nucleotide change
(A>G) decreases the DNA bending angle and increases the bending capacity, suggest-
ing challenges in recruiting sequence-specific regulatory proteins to the specific DNA
region [62].

Many studies highlight the beneficial functional properties of vitamin D in the context
of asthma. Meta-analysis shows that serum vitamin D levels are positively correlated
with improvements in lung function in patients with asthma, which is explained by the
anti-inflammatory properties of vitamin D in the lungs—1,25(OH)2D3 reduces the produc-
tion of inflammatory cytokines (such as IL-8) and chemokines (such as CXCL10, which
promotes leukocyte recruitment) from stimulated lung epithelial cells [56]. Also, the hor-
monally active form of vitamin D can activate macrophages, stimulate the production of
Th1 (first type T helper cells) cytokines, as well as inhibit Th2-related asthma inflammation,
which is the basis of asthma pathogenesis. Th2 cell-associated cytokines (e.g., IL-4, IL-5, and
IL-13) are important in the development of allergic responses by activating IgE-secreting
B cells [63]. Vitamin D also influences eosinophil activity by reducing IgE synthesis and
increasing the expression of the anti-inflammatory IL-10 [64]. Since vitamin D performs
its functions by binding to the VDR, point mutations in its encoding gene may affect the
function of this receptor; therefore, these polymorphisms may cause predisposition to vari-
ous allergic diseases, including asthma. It was also concluded [14] that in the subtropical
region of Taiwan, serum vitamin D concentrations and VDR gene variants were found
to be significant risk factors for the development of asthma, whereas, in the temperate
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highland region of Mongolia, vitamin D levels stood out as a major determinant of asthma
risk. Our ongoing Baltic region study suggests that, concerning asthma, both the genetic
component and vitamin D function as independent factors influencing risk or protection.
This underscores the complexity of asthma predisposition. In summary, our studies further
highlight the relationship between genetics, vitamin D, environmental factors, and asthma.
Lifestyle, diet, and other environmental influences also play a role in the development and
manifestation of asthma.

Calcitriol metabolism is controlled by a complex interaction of genetic, dietary, and
environmental factors, making it difficult to obtain standardized data on vitamin D levels.
This might partly explain the lack of associations in our study. Although serum samples
were collected to determine vitamin D from study participants over a short period, this did
not exclude seasonal variations in weather, the amount of melanin pigment in the skin, and
lifestyle factors.

4. Materials and Methods
4.1. Case–Control Study

A total of 149 (54 female) and 98 patients (66 female) represented the Latvian (LV)
and Lithuanian (LT) asthma groups, respectively (Table S5). The LV patients with BA were
enrolled in the outpatient clinic of Riga Bikernieki Hospital, Latvia. The LT study was
carried out at the Hospital of Lithuanian University of Health Sciences Kauno Klinikos.

The diagnosis of bronchial asthma for the LV and LT patients was established according
to Global Initiative of Asthma criteria (GINA; http://www.ginasthma.org/local/uploads/
files/GINA_Under5_Pocket_20091_1.pdf, accessed on 17 December 2023). The patients
in both populations had mild-to-moderate asthma with no exacerbation during the past
year. The treatment of patients included the inhalation of short- and long-acting adrenergic
receptor agonists in combination with corticosteroids. At the time of this study, the patients
had forced expiratory volume in the first second (FEV1)/forced vital capacity (FVC) > 85%
and FEV1 > 80% of predicted values, based on demographic characteristics. The asthma
control test showed well-controlled asthma >20.

Blood samples for the LT and LV studies were collected during the autumn–winter
period from patients with asthma and vitamin D supplement-free healthy individuals,
excluding any other conditions that could adversely affect the study results.

The LV population was represented by 252 controls (59% were females); mean age:
48.52 ± 9.07 years) and was obtained based on the Latvian Center for Marine Medicine,
Vecmilgravis Hospital (15 DNA samples), and Riga Bikernieki Hospital, which specialized
in trauma medicine (44 DNA samples). A total of 193 DNA samples for the control group
were referred to the Genome Database of Latvian Population, Latvian Biomedical Research
and Study Center (http://biomed.lu.lv/gene/). Individuals without autoimmune and
cardiovascular disorders, type 2 diabetes mellitus (T2DM), and obesity were included in
this cohort. All the subjects are a mixture of representatives of non-Baltic ethnic groups of
Riga, forming some “average” genotype for North-Eastern Europe.

The LT population was represented by 77 healthy individuals (49 females; mean age:
35.08 ± 12.41 years), who underwent prophylactic evaluation at Kaunas Family Medicine
Centres and Hospital of Lithuanian University of Health Sciences and were without diagno-
sis or familial predisposition to congenital diseases; acute or chronic infections; oncological,
autoimmune, or any other chronic diseases, as well as immunodeficiency; and obesity.

The studies in the LV and LT populations were performed according to the Declaration
of Helsinki, and both study protocols were approved by the Central Medical Ethics Com-
mittee of Latvia (IRB No: 01-29.1.2/4798) and Lithuania (IRB No: BE-2-74), respectively.
Informed consent was obtained from all participants of this study.

4.2. DNA Extraction and Genotyping

Genomic DNA for the LV study was extracted from nucleated blood cells using a kit for
genomic DNA extraction (Thermo Fisher Scientific, Vilnius, Lithuania). The VDR gene poly-

http://www.ginasthma.org/local/uploads/files/GINA_Under5_Pocket_20091_1.pdf
http://www.ginasthma.org/local/uploads/files/GINA_Under5_Pocket_20091_1.pdf
http://biomed.lu.lv/gene/


Int. J. Mol. Sci. 2024, 25, 1943 14 of 18

morphisms (FokI (rs2228570), TaqI (rs731236), BsmI (rs1544410), and ApaI (rs7975232)) were
genotyped via restriction fragment length polymorphism (RFLP) analysis. DNA for the
LT study was isolated using the QIAamp DNA blood mini kit (Qiagen, Hilden, Germany)
according to the manufacturer’s instructions. The VDR gene polymorphisms (rs7975232,
rs1544410, rs731236, and rs2228570) were analyzed using TaqMan SNP Genotyping As-
says probes were sourced from Thermo Fisher Scientific (https://www.thermofisher.com),
according to the manufacturer’s protocol. The genotyping data were verified via direct se-
quencing of the corresponding DNA fragments in both directions using the Applied Biosys-
tems 3130xl Genetic Analyzer, (Thermo Fisher Scientific, Waltham, MA, USA). The loci
description and nucleotide numbering is given according to the recommended of Human
Genome Variation Society (HGVS) nomenclature system (https://varnomen.hgvs.org/).
The chromosome 12 GRCh38.p14 assembly (NCBI reference sequence: NC_000012.12)
sequence information was used for the loci description.

4.3. Measurements of Serum 25(OH)D in Blood Serum

The measurements of serum 25(OH)D were performed in LV patients with BA (n = 72)
and control group (n = 48) individuals, using enzyme-linked immunoassay (25-OH-Vitamin
D ELISA, IBL International GmbH, TECAN), and in LT patients with BA (n = 98) and
control group (n = 77) individuals, using the DIAsource 25OH vitamin D Total ELISA kit
(Louvain-la Neuve, Belgium), respectively. The analysis kit detection limit was defined
as the apparent concentration of two standard deviations below the average OD at zero
binding, which was 1.5 ng/mL. The vitamin D levels were stratified according to the serum
25(OH)D concentrations, pronounced deficiency < 12 ng/mL and deficiency < 20 ng/mL
and above 20 ng/mL, according to the European Tissue Society (ECTS) guidelines, the
International Society of Endocrinology of the United States Institute of Medicine, and the
Scientific Advisory Committee on Nutrition [49].

4.4. Data Management, Sample Size, and Statistical Analysis

The sample size was estimated according to the data on asthma incidences in the
LV and LT populations [65,66], using a standardized sample size calculation formula (the
number of required study subjects is 30–35 samples). Single-locus genotypes and allele
frequencies were estimated by direct gene counting. These primary genotyping data were
used to construct multi-locus genotypes and identify the main effects of BA in single- and
multi-locus models among populations. The differences between the case and control
groups in the allele and genotype frequencies were evaluated via the Fisher exact test using
IBM SPSS Statistic v.25 (IBM Corp. Released 2017). Genetic models for the investigated
locus were designed using different contingency tables and their relationships to the
underlying genetic model. An odds ratio (OR) of more than two (2) and less than 0.5 was
clinically significant [67]. Differences in the serum 25(OH)D measurements between the
case/control and cohort studies were determined using an appropriate statistical method,
considering the number of comparison groups and the normality of the data within them.
The method was chosen from t-tests, ANOVA, Mann–Whitney, and Kruskal–Wallis tests.
The association between the group assignment and 25(OH)D level was determined using
the eta (η) value. For all the statistical analyses, statistical significance was assumed at
p < 0.05.

4.5. SNP Functional Analysis In Silico

An eventual functional significance of the SNPs showing evidence of association was
analyzed in silico on the sequence similarity to the transcription factor binding sites (TFBSs)
related to the position on chromosome GRCh38.p14 and using the Genomatix software,
Version 8.6, MatInspector, Release 7.4 online tool [68]; TRANSFAC in GeneExplaine online
tool (https://genexplain.com/transfac/); and TRANSFAC in Geneious Prime® 2021.0.3
(Classification of Human Transcription Factors (Draft 5 October 2018, http://www.edgar-
wingender.de/huTF_classification.html). Only parameters with a core/matrix similarity of
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1.00/0.85 or more were considered. The DNA secondary structures were predicted using
the Mfold web server [69] (http://www.unafold.org/). Folding was simulated at 37 ◦C
and with 20 mM Na+ and 1.5 mM Mg++ for Intracellular or/and 145 mM Na+ and 0.5
mM Mg++ for Extracellular [70]. If various similar structures were obtained, the structures
with the highest negative free energy were representative. To analyze the effect of allelic
substitution on the bending ability of the DNA molecule, the Bend.it server was used
(http://pongor.itk.ppke.hu/dna/bend_it.html). Possible bends of DNA based on the
dinucleotide were performed according to the geometric properties of the angles (tilt and
rotation angles). The vector sums were calculated using Godsell and Dickerson’s BEND
algorithm [71] and expressed in degrees per 10.5 helical turns [72].

5. Conclusions

We suggest that patterns of VDR gene structural variations may reflect an ethnic
group’s historical or geographic adaptation processes, influencing present-day human
health. Our study highlights regional variations in asthma risk, particularly in the Baltic
region, emphasizing the equal importance of genetic components and vitamin D status as
significant determinants while recognizing the intricate interplay of genetics, vitamin D,
and environmental factors in asthma susceptibility.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/ijms25031943/s1.

Author Contributions: Conceptualization, N.P., B.G., L.S.-H.W. and J.-Y.W.; data curation, L.T., D.B.
and I.R.-R.; formal analysis, I.T.; funding acquisition, L.S.-H.W., J.-Y.W., B.G. and N.S.; investigation,
L.T., D.B., S.P., S.T., R.U., M.-H.H. and P.-C.C.; methodology, S.P., R.U. and I.T.; validation, L.T., S.P.,
I.S. and R.U.; writing—original draft, N.P. and S.P.; writing—review and editing, N.P., I.T., R.U., B.G.
and N.S. All authors have read and agreed to the published version of the manuscript.

Funding: This study was funded by the Mutual Funds of Latvia–Lithuania–Taiwan Cooperation
Project “Comparative study of vitamin D and its receptor gene polymorphisms in Lithuanian, Latvian,
and Taiwanese children and adults with atopic dermatitis and asthma”.

Institutional Review Board Statement: The studies in the Latvian and Lithuanian populations
were performed according to the Declaration of Helsinki; both study protocols were approved by
the Central Medical Ethics Committee of Latvia (IRB No: 01-29.1.2/4798)) and Lithuania (IRB No:
BE-2-74), respectively.

Informed Consent Statement: Informed consent was obtained from all subjects involved in this study.

Data Availability Statement: The data that support the findings of this study are available from the
corresponding author upon reasonable request.

Acknowledgments: We express our gratitude to the Latvian Science Council, the Research Council
of Lithuania (project reg. no. S-LLT-20-1, P-LLT-20-4), and the Taiwan National Science and Tech-
nology Council (NSTC). Special thanks to the Genome Database of Latvian Population, Latvian
Biomedical Research and Study Center for providing data and DNA samples. We also appreciate
the valuable contributions of the Mongolian research group, with special mention to Sonomjamts
Munkhbayar-lakh, Hui-Fang Kao, Yung-I Hou, Naidansuren Tuvshintur, Batmunkh Bayar-Ulzii, and
Logii Narantsetseg for their dedicated efforts and expertise.

Conflicts of Interest: The authors declare that they have no conflicts of interest.

References
1. Dharmage, S.C.; Perret, J.L.; Custovic, A. Epidemiology of asthma in children and adults. Front. Pediatr. 2019, 7, 246. [CrossRef]

[PubMed]
2. The Global Asthma Report 2022. Available online: http://globalasthmareport.org/ (accessed on 17 December 2023).
3. Wong, Q.Y.; Lim, J.J.; Ng, J.Y.; Malipeddi, P.; Lim, Y.Y.; Sio, Y.Y.; Chew, F.T. An updated prevalence of asthma, its phenotypes, and

the identification of the potential asthma risk factors among young Chinese adults recruited in Singapore. World Allergy Organ. J.
2023, 16, 100757. [CrossRef] [PubMed]

http://www.unafold.org/
http://pongor.itk.ppke.hu/dna/bend_it.html
https://www.mdpi.com/article/10.3390/ijms25031943/s1
https://www.mdpi.com/article/10.3390/ijms25031943/s1
https://doi.org/10.3389/fped.2019.00246
https://www.ncbi.nlm.nih.gov/pubmed/31275909
http://globalasthmareport.org/
https://doi.org/10.1016/j.waojou.2023.100757
https://www.ncbi.nlm.nih.gov/pubmed/36968625


Int. J. Mol. Sci. 2024, 25, 1943 16 of 18

4. Lundbäck, B.; Backman, H.; Lötvall, J.; Rönmark, E. Is asthma prevalence still increasing? Expert Rev. Respir. Med. 2015, 10, 39–51.
[CrossRef] [PubMed]

5. Soriano, J.B.; Kendrick, P.J.; Paulson, K.R.; Gupta, V.; Abrams, E.M.; Adedoyin, R.A.; Adhikari, T.B.; Advani, S.M.; Agrawal, A.;
Ahmadian, E.; et al. Prevalence and attributable health burden of chronic respiratory diseases, 1990–2017: A systematic analysis
for the global burden of disease study 2017. Lancet Respir. Med. 2020, 8, 585–596. [CrossRef] [PubMed]

6. Russell, R.J.; Brightling, C. Pathogenesis of asthma: Implications for precision medicine. Clin. Sci. 2017, 131, 1723–1735. [CrossRef]
[PubMed]

7. Bener, A.; Ehlayel, M.; Bener, H.; Hamid, Q. The impact of vitamin D deficiency on asthma, allergic rhinitis and wheezing in
children: An emerging public health problem. J. Fam. Community Med. 2014, 21, 154. [CrossRef] [PubMed]

8. Wang, S.S.; Hon, K.L.; Kong, A.P.; Pong, H.N.; Wong, G.W.; Leung, T.F. Vitamin D deficiency is associated with diagnosis and
severity of childhood atopic dermatitis. Pediatr. Allergy Immunol. 2014, 25, 30–35. [CrossRef] [PubMed]

9. Abhimanyu; Coussens, A.K. The role of UV radiation and vitamin D in the seasonality and outcomes of infectious disease.
Photochem. Photobiol. Sci. 2017, 16, 314–338. [CrossRef]

10. Franco, J.M.; Gurgel, R.; Sole, D.; Lúcia França, V.; Brabin, B. Socio-environmental conditions and geographical variability of
asthma prevalence in northeast Brazil. Allergol. Immunopathol. 2009, 37, 116–121. [CrossRef]

11. Weiland, S.K. Climate, and the prevalence of symptoms of asthma, allergic rhinitis, and atopic eczema in children. Occup. Environ.
Med. 2004, 61, 609–615. [CrossRef]

12. Zanolin, M.E.; Pattaro, C.; Corsico, A.; Bugiani, M.; Carrozzi, L.; Casali, L.; Dallari, R.; Ferrari, M.; Marinoni, A.; Migliore, E.; et al.
The role of climate on the geographic variability of asthma, allergic rhinitis and respiratory symptoms: Results from the Italian
study of asthma in young adults. Allergy 2004, 59, 306–314. [CrossRef] [PubMed]

13. Entezari-Maleki, T.; Hejazi, M.; Modarresi-Ghazani, F. A review of vitamin D effects on common respiratory diseases: Asthma,
chronic obstructive pulmonary disease, and tuberculosis. J. Res. Pharm. Pract. 2016, 5, 7. [CrossRef] [PubMed]

14. Munkhbayarlakh, S.; Kao, H.-F.; Hou, Y.-I.; Tuvshintur, N.; Bayar-Ulzii, B.; Narantsetseg, L.; Wang, J.Y.; Hsin Wu, L.S. Vitamin
D plasma concentration and vitamin D receptor genetic variants confer risk of asthma: A comparison study of Taiwanese and
Mongolian populations. World Allergy Organ. J. 2019, 12, 100076. [CrossRef]

15. Bouillon, R.; Manousaki, D.; Rosen, C.; Trajanoska, K.; Rivadeneira, F.; Richards, J.B. The health effects of vitamin D supplementa-
tion: Evidence from human studies. Nat. Rev. Endocrinol. 2021, 18, 96–110. [CrossRef] [PubMed]

16. Li, W.; Qin, Z.; Gao, J.; Jiang, Z.; Chai, Y.; Guan, L.; Ge, Y.; Chen, Y. Vitamin D supplementation during pregnancy and the risk of
wheezing in offspring: A systematic review and dose-response meta-analysis. J. Asthma 2018, 56, 1266–1273. [CrossRef]

17. Hollams, E.M.; Teo, S.M.; Kusel, M.; Holt, B.J.; Holt, K.E.; Inouye, M.; De Klerk, N.H.; Zhang, G.; Sly, P.D.; Hart, P.H.; et al.
Vitamin D over the first decade and susceptibility to childhood allergy and Asthma. J. Allergy Clin. Immunol. 2017, 139, 472–481.
[CrossRef]

18. Sutherland, E.R.; Goleva, E.; Jackson, L.P.; Stevens, A.D.; Leung, D.Y. Vitamin D levels, lung function, and steroid response in
adult asthma. Am. J. Respir. Crit. Care Med. 2010, 181, 699–704. [CrossRef]

19. Mohamed, W.A.; Al-Shehri, M.A. Cord blood 25-hydroxyvitamin D levels and the risk of acute lower respiratory tract infection in
early childhood. J. Trop. Pediatr. 2012, 59, 29–35. [CrossRef]

20. Sluyter, J.; Camargo, C.; Waayer, D.; Lawes, C.; Toop, L.; Khaw, K.-T.; Scragg, R. Effect of monthly, high-dose, long-term vitamin
D on lung function: A randomized controlled trial. Nutrients 2017, 9, 1353. [CrossRef]

21. Hall, S.C.; Fischer, K.D.; Agrawal, D.K. The impact of vitamin D on asthmatic human airway smooth muscle. Expert Rev. Respir.
Med. 2015, 10, 127–135. [CrossRef]

22. Murdaca, G.; Allegra, A.; Tonacci, A.; Musolino, C.; Ricciardi, L.; Gangemi, S. Mast cells and vitamin D status: A clinical and
biological link in the onset of allergy and Bone Diseases. Biomedicines 2022, 10, 1877. [CrossRef] [PubMed]

23. Palmer, L.J.; Cookson, W.O.C.M. Genomic approaches to understanding asthma. Genome Res. 2000, 10, 1280–1287. [CrossRef]
24. Zhang, Y.; Moffatt, M.F.; Cookson, W.O.C. Genetic and genomic approaches to asthma. Curr. Opin. Pulm. Med. 2012, 18, 6–13.

[CrossRef]
25. Ober, C.; Yao, T. The genetics of asthma and allergic disease: A 21st Century perspective. Immunol. Rev. 2011, 242, 10–30.

[CrossRef]
26. Rochel, N. Vitamin D and its receptor from a structural perspective. Nutrients 2022, 14, 2847. [CrossRef]
27. Haussler, M.R.; Jurutka, P.W.; Mizwicki, M.; Norman, A.W. Vitamin D receptor (VDR)-mediated actions of 1α,25(OH)2vitamin D3:

Genomic and non-genomic mechanisms. Best Pract. Res. Clin. Endocrinol. Metab. 2011, 25, 543–559. [CrossRef] [PubMed]
28. Hutchinson, K.; Kerley, C.P.; Faul, J.; Greally, P.; Coghlan, D.; Louw, M.; Elnazir, B.; Rochev, Y. Vitamin D receptor variants and

uncontrolled asthma. Eur. Ann. Allergy Clin. Immunol. 2018, 50, 59. [CrossRef] [PubMed]
29. Laczmanska, I.; Laczmanski, L.; Bebenek, M.; Karpinski, P.; Czemarmazowicz, H.; Ramsey, D.; Milewicz, A.; Sasiadek, M.M.

Vitamin D receptor gene polymorphisms in relation to the risk of colorectal cancer in the Polish population. Tumour. Biol. 2014, 35,
12397–12401. [CrossRef]

30. Bulan, B.; Hoscan, A.; Keskin, S.; Cavus, A.; Culcu, E.; Isik, N.; List, E.; Arman, A. Vitamin D receptor polymorphisms among the
Turkish population are associated with multiple sclerosis. Balk. J. Med. Genet. 2022, 25, 41–50. [CrossRef]

https://doi.org/10.1586/17476348.2016.1114417
https://www.ncbi.nlm.nih.gov/pubmed/26610152
https://doi.org/10.1016/S2213-2600(20)30105-3
https://www.ncbi.nlm.nih.gov/pubmed/32526187
https://doi.org/10.1042/CS20160253
https://www.ncbi.nlm.nih.gov/pubmed/28667070
https://doi.org/10.4103/2230-8229.142967
https://www.ncbi.nlm.nih.gov/pubmed/25374465
https://doi.org/10.1111/pai.12167
https://www.ncbi.nlm.nih.gov/pubmed/24383670
https://doi.org/10.1039/c6pp00355a
https://doi.org/10.1016/S0301-0546(09)71722-7
https://doi.org/10.1136/oem.2002.006809
https://doi.org/10.1046/j.1398-9995.2003.00391.x
https://www.ncbi.nlm.nih.gov/pubmed/14982513
https://doi.org/10.4103/2279-042X.176542
https://www.ncbi.nlm.nih.gov/pubmed/26985430
https://doi.org/10.1016/j.waojou.2019.100076
https://doi.org/10.1038/s41574-021-00593-z
https://www.ncbi.nlm.nih.gov/pubmed/34815552
https://doi.org/10.1080/02770903.2018.1536142
https://doi.org/10.1016/j.jaci.2016.07.032
https://doi.org/10.1164/rccm.200911-1710OC
https://doi.org/10.1093/tropej/fms042
https://doi.org/10.3390/nu9121353
https://doi.org/10.1586/17476348.2016.1128326
https://doi.org/10.3390/biomedicines10081877
https://www.ncbi.nlm.nih.gov/pubmed/36009422
https://doi.org/10.1101/gr.143400
https://doi.org/10.1097/MCP.0b013e32834dc532
https://doi.org/10.1111/j.1600-065X.2011.01029.x
https://doi.org/10.3390/nu14142847
https://doi.org/10.1016/j.beem.2011.05.010
https://www.ncbi.nlm.nih.gov/pubmed/21872797
https://doi.org/10.23822/EurAnnACI.1764-1489.46
https://www.ncbi.nlm.nih.gov/pubmed/29384117
https://doi.org/10.1007/s13277-014-2554-0
https://doi.org/10.2478/bjmg-2022-0003


Int. J. Mol. Sci. 2024, 25, 1943 17 of 18

31. Meza-Meza, M.R.; Vizmanos, B.; Rivera-Escoto, M.; Ruiz-Ballesteros, A.I.; Pesqueda-Cendejas, K.; Parra-Rojas, I.; Montoya-Buelna,
M.; Luquín, S.; Campos-López, B.; Mora-García, P.E.; et al. Vitamin D receptor (VDR) genetic variants: Relationship of FokI
genotypes with VDR expression and clinical disease activity in systemic lupus erythematosus patients. Genes 2022, 13, 2016.
[CrossRef]

32. Senosi, M.R.; Fathi, H.M.; Baki, N.M.; Zaki, O.; Magdy, A.M.; Gheita, T.A. Bone mineral density, vitamin D receptor (VDR) gene
polymorphisms, Fracture Risk Assessment (FRAX), and trabecular bone score (TBS) in rheumatoid arthritis patients: Connecting
pieces of the puzzle. Clin. Rheumatol. 2022, 41, 1333–1342. [CrossRef] [PubMed]

33. Maalmi, H.; Sassi, F.H.; Berraies, A.; Ammar, J.; Hamzaoui, K.; Hamzaoui, A. Association of Vitamin D receptor gene polymor-
phisms with susceptibility to asthma in Tunisian children: A case control study. Hum. Immunol. 2013, 74, 234–240. [CrossRef]
[PubMed]

34. Saadi, A.; Gao, G.; Li, H.; Wei, C.; Gong, Y.; Liu, Q. Association study between vitamin D receptor gene polymorphisms and
asthma in the Chinese Han population: A case-control study. BMC Med. Genet. 2009, 10, 71. [CrossRef] [PubMed]

35. Li, F.; Jiang, L.; Willis-Owen, S.A.; Zhang, Y.; Gao, J. Vitamin D binding protein variants associate with asthma susceptibility in
the Chinese Han population. BMC Med. Genet. 2011, 12, 103. [CrossRef] [PubMed]

36. Zhang, Y.; Wang, Z.; Ma, T. Associations of genetic polymorphisms relevant to metabolic pathway of vitamin D3 with development
and prognosis of childhood bronchial asthma. DNA Cell Biol. 2017, 36, 682–692. [CrossRef]

37. Rajaram, M.; Selvarajan, S.; Neelamegan, R.; Kamalanathan, S.; Gunaseelan, V.; Xavier, A.; Das, S.; Karthikeyan, V.; Saka, V.;
Chandrasekaran, A. Effects of genetic polymorphisms in vitamin D metabolic pathway on vitamin D level and asthma control in
South Indian patients with bronchial asthma. Lung India 2019, 36, 483–491. [CrossRef]

38. Hou, C.; Zhu, X.; Chang, X. Correlation of vitamin D receptor with bronchial asthma in children. Exp. Ther. Med. 2018, 15,
2773–2776. [CrossRef]

39. Nasiri-Kalmarzi, R.; Abdi, M.; Hosseini, J.; Tavana, S.; Mokarizadeh, A.; Rahbari, R. Association of Vitamin D genetic pathway
with asthma susceptibility in the Kurdish population. J. Clin. Lab. Anal. 2019, 34, e23039. [CrossRef]

40. Raby, B.A.; Lazarus, R.; Silverman, E.K.; Lake, S.; Lange, C.; Wjst, M.; Weiss, S.T. Association of Vitamin D receptor gene
polymorphisms with childhood and adult asthma. Am. J. Respir. Crit. Care Med. 2004, 170, 1057–1065. [CrossRef]

41. Pillai, D.K.; Iqbal, S.F.; Benton, A.S.; Lerner, J.; Wiles, A.; Foerster, M.; Ozedirne, T.; Holbrook, H.P.; Payne, P.W.; Gordish-Dressman,
H.; et al. Associations between genetic variants in vitamin D metabolism and asthma characteristics in young African Americans:
A pilot study. J. Investig. Med. 2011, 59, 938–946. [CrossRef] [PubMed]

42. Einisman, H.; Reyes, M.L.; Angulo, J.; Cerda, J.; López-Lastra, M.; Castro-Rodriguez, J.A. Vitamin D levels and vitamin D
receptor gene polymorphisms in asthmatic children: A case–control study. Pediatr. Allergy Immunol. 2015, 26, 545–550. [CrossRef]
[PubMed]

43. Nabih, E.S.; Kamel, T.B. Association between vitamin D receptor gene foki polymorphism and atopic childhood bronchial asthma.
Egypt. J. Chest Dis. Tuberc. 2014, 63, 547–552. [CrossRef]

44. Kilic, M.; Ecin, S.; Taskin, E.; Sen, A.; Kara, M. The vitamin D receptor gene polymorphisms in asthmatic children: A case-control
study. Pediatr. Allergy Immunol. Pulmonol. 2019, 32, 63–69. [CrossRef] [PubMed]

45. Papadopoulou, A.; Kouis, P.; Middleton, N.; Kolokotroni, O.; Karpathios, T.; Nicolaidou, P.; Yiallouros, P.K. Association of Vitamin
D receptor gene polymorphisms and vitamin D levels with asthma and atopy in Cypriot adolescents: A case–control study.
Multidiscip. Respir. Med. 2015, 10, 26. [CrossRef] [PubMed]

46. Iordanidou, M.; Paraskakis, E.; Giannakopoulou, E.; Tavridou, A.; Gentile, G.; Borro, M.; Simmaco, M.; Chatzimichael, A.; Bush,
A.; Manolopoulos, V.G. Vitamin D receptor apai a allele is associated with better childhood asthma control and improvement in
ability for daily activities. OMICS 2014, 18, 673–681. [CrossRef] [PubMed]

47. Leung, T.F.; Wang, S.S.; Tang, M.F.; Kong, A.P.; Sy, H.Y.; Hon, K.L.; Chan, J.C.; Wong, G.W. Childhood asthma and spirometric
indices are associated with polymorphic markers of two vitamin D 25-hydroxylase genes. Pediatr. Allergy Immunol. 2015, 26,
375–382. [CrossRef] [PubMed]

48. ISO 3166; Country Codes; International Organization for Standardization: Geneva, Switzerland, 2024. Available online: https:
//www.iso.org/iso-3166-country-codes.html (accessed on 17 December 2023).

49. Lips, P.; Cashman, K.D.; Lamberg-Allardt, C.; Bischoff-Ferrari, H.A.; Obermayer-Pietsch, B.; Bianchi, M.L.; Stepan, J.; El-Hajj
Fuleihan, G.; Bouillon, R. Current vitamin D status in European and Middle East countries and strategies to prevent vitamin
D deficiency: A position statement of the European calcified tissue society. Eur. J. Endocrinol. 2019, 180, P23–P54. [CrossRef]
[PubMed]

50. Zhao, D.; Yu, D.; Ren, Q.; Dong, B.; Zhao, F.; Sun, Y. Association of Vitamin D receptor gene polymorphisms with susceptibility to
childhood asthma: A meta-analysis. Pediatr. Pulmonol. 2016, 52, 423–429. [CrossRef]

51. Hatami, G.; Ghasemi, K.; Motamed, N.; Firoozbakht, S.; Movahed, A.; Farrokhi, S. Relationship between Vitamin D and Childhood
Asthma: A Case-Control Study. Iran. J. Pediatr. 2014, 24, 10–14.

52. Sharif, A.; Haddad Kashani, H.; Sharif, M.R. Association of 25-hydroxy vitamin D with asthma and its severity in children: A
case–control study. Clin. Mol. Allergy 2020, 18, 7. [CrossRef]

53. Lee, M.S.; Li, H.L.; Hung, T.H.; Chang, H.Y.; Yang, F.L.; Wahlqvist, M.L. Vitamin D intake and its food sources in Taiwanese. Asia
Pac. J. Clin. Nutr. 2008, 17, 397–400.

https://doi.org/10.3390/genes13112016
https://doi.org/10.1007/s10067-022-06048-8
https://www.ncbi.nlm.nih.gov/pubmed/35048212
https://doi.org/10.1016/j.humimm.2012.11.005
https://www.ncbi.nlm.nih.gov/pubmed/23200756
https://doi.org/10.1186/1471-2350-10-71
https://www.ncbi.nlm.nih.gov/pubmed/19622139
https://doi.org/10.1186/1471-2350-12-103
https://www.ncbi.nlm.nih.gov/pubmed/21810276
https://doi.org/10.1089/dna.2017.3730
https://doi.org/10.4103/lungindia.lungindia_23_19
https://doi.org/10.3892/etm.2018.5739
https://doi.org/10.1002/jcla.23039
https://doi.org/10.1164/rccm.200404-447OC
https://doi.org/10.2310/JIM.0b013e318220df41
https://www.ncbi.nlm.nih.gov/pubmed/21613960
https://doi.org/10.1111/pai.12409
https://www.ncbi.nlm.nih.gov/pubmed/26011658
https://doi.org/10.1016/j.ejcdt.2014.02.012
https://doi.org/10.1089/ped.2018.0948
https://www.ncbi.nlm.nih.gov/pubmed/31508258
https://doi.org/10.1186/s40248-015-0025-0
https://www.ncbi.nlm.nih.gov/pubmed/26346690
https://doi.org/10.1089/omi.2014.0023
https://www.ncbi.nlm.nih.gov/pubmed/25353337
https://doi.org/10.1111/pai.12392
https://www.ncbi.nlm.nih.gov/pubmed/25845986
https://www.iso.org/iso-3166-country-codes.html
https://www.iso.org/iso-3166-country-codes.html
https://doi.org/10.1530/EJE-18-0736
https://www.ncbi.nlm.nih.gov/pubmed/30721133
https://doi.org/10.1002/ppul.23548
https://doi.org/10.1186/s12948-020-00122-9


Int. J. Mol. Sci. 2024, 25, 1943 18 of 18

54. Bahrami, A.; Sadeghnia, H.R.; Tabatabaeizadeh, S.; Bahrami-Taghanaki, H.; Behboodi, N.; Esmaeili, H.; Ferns, G.A.; Mobarhan,
M.G.; Avan, A. Genetic and epigenetic factors influencing vitamin D status. J. Cell Physiol. 2017, 233, 4033–4043. [CrossRef]

55. Tangjittipokin, W.; Umjai, P.; Khemaprasit, K.; Charoentawornpanich, P.; Chanprasert, C.; Teerawattanapong, N.; Narkdontri, T.;
Santiprabhob, J. Vitamin D pathway gene polymorphisms, vitamin D level, and cytokines in children with type 1 diabetes. Gene
2021, 791, 145691. [CrossRef]

56. Pfeffer, P.E.; Hawrylowicz, C.M. Vitamin D and lung disease. Thorax 2012, 67, 1018–1020. [CrossRef]
57. Nishizaki, S.S.; Ng, N.; Dong, S.; Porter, R.S.; Morterud, C.; Williams, C.; Asman, C.; Switzenberg, J.A.; Boyle, A.P. Predicting the

effects of SNPS on transcription factor binding affinity. Bioinformatics 2019, 36, 364–372. [CrossRef]
58. Caramori, G.; Ito, K.; Adcock, I.M. Transcription factors in asthma and COPD. IDrugs 2004, 7, 764–770. [PubMed]
59. Lemaire, S.; Fontrodona, N.; Aubé, F.; Claude, J.-B.; Polvèche, H.; Modolo, L.; Bourgeois, C.F.; Mortreux, F.; Auboeuf, D.

Characterizing the interplay between gene nucleotide composition bias and splicing. Genome Biol. 2019, 20, 259. [CrossRef]
[PubMed]

60. Szlachta, K.; Thys, R.G.; Atkin, N.D.; Pierce, L.C.; Bekiranov, S.; Wang, Y.-H. Alternative DNA secondary structure formation
affects RNA polymerase II promoter-proximal pausing in humans. Genome Biol. 2018, 19, 89. [CrossRef] [PubMed]

61. Gabrielian, A.; Simoncsits, A.; Pongor, S. Distribution of bending propensity in DNA sequences. FEBS Lett. 1996, 393, 124–130.
[CrossRef] [PubMed]

62. Ohyama, T. DNA Conformation and Transcription; Springer Science and Business Media LLC: Dordrecht, The Netherlands, 2005.
[CrossRef]

63. Gorman, S.; Judge, M.A.; Burchell, J.T.; Turner, D.J.; Hart, P.H. 1,25-dihydroxyvitamin D3 enhances the ability of transferred CD4+
CD25+ cells to modulate T helper type 2-driven asthmatic responses. Immunology 2010, 130, 181–192. [CrossRef] [PubMed]

64. Souto Filho, J.T.; de Andrade, A.S.; Ribeiro, F.M.; de Alves, P.; Simonini, V.R. Impact of vitamin D deficiency on increased blood
eosinophil counts. Hematol. Oncol. Stem Cell Ther. 2018, 11, 25–29. [CrossRef]

65. Available online: https://health.ec.europa.eu/system/files/2021-12/2021_chp_lv_english.pdf (accessed on 17 December 2023).
66. Available online: https://www.hi.lt/health-statistic-of-lithuania.html/ (accessed on 17 December 2023).
67. Lewis, C.M. Genetic association studies: Design, analysis and interpretation. Brief Bioinform. 2002, 3, 146–153. [CrossRef]
68. Cartharius, K.; Frech, K.; Grote, K.; Klocke, B.; Haltmeier, M.; Klingenhoff, A.; Frisch, M.; Bayerlein, M.; Werner, T. Matinspector

and beyond: Promoter analysis based on transcription factor binding sites. Bioinformatics 2005, 21, 2933–2942. [CrossRef]
69. Zuker, M. Mfold web server for nucleic acid folding and hybridization prediction. Nucleic Acids Res. 2003, 31, 3406–3415.

[CrossRef] [PubMed]
70. Bustin, S. Molecular biology of the cell, sixth edition; ISBN: 9780815344643; and Molecular Biology of the cell, sixth edition, the

problems book; ISBN 9780815344537. Int. J. Mol. Sci. 2015, 16, 28123–28125. [CrossRef]
71. Munteanu, M. Rod models of DNA: Sequence-dependent anisotropic elastic modelling of local bending phenomena. Trends

Biochem. Sci. 1998, 23, 341–347. [CrossRef] [PubMed]
72. Travers, A.A. The structural basis of DNA flexibility. Philos. Trans. R. Soc. Lond. Ser. A Proc. R. Soc. A Math. Phys. Eng. 2004, 362,

1423–1438. [CrossRef] [PubMed]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1002/jcp.26216
https://doi.org/10.1016/j.gene.2021.145691
https://doi.org/10.1136/thoraxjnl-2012-202139
https://doi.org/10.1093/bioinformatics/btz612
https://www.ncbi.nlm.nih.gov/pubmed/15334310
https://doi.org/10.1186/s13059-019-1869-y
https://www.ncbi.nlm.nih.gov/pubmed/31783898
https://doi.org/10.1186/s13059-018-1463-8
https://www.ncbi.nlm.nih.gov/pubmed/30001206
https://doi.org/10.1016/0014-5793(96)00837-X
https://www.ncbi.nlm.nih.gov/pubmed/8804440
https://doi.org/10.1007/0-387-29148-2
https://doi.org/10.1111/j.1365-2567.2009.03222.x
https://www.ncbi.nlm.nih.gov/pubmed/20059575
https://doi.org/10.1016/j.hemonc.2017.06.003
https://health.ec.europa.eu/system/files/2021-12/2021_chp_lv_english.pdf
https://www.hi.lt/health-statistic-of-lithuania.html/
https://doi.org/10.1093/bib/3.2.146
https://doi.org/10.1093/bioinformatics/bti473
https://doi.org/10.1093/nar/gkg595
https://www.ncbi.nlm.nih.gov/pubmed/12824337
https://doi.org/10.3390/ijms161226074
https://doi.org/10.1016/S0968-0004(98)01265-1
https://www.ncbi.nlm.nih.gov/pubmed/9787640
https://doi.org/10.1098/rsta.2004.1390
https://www.ncbi.nlm.nih.gov/pubmed/15306459

	Introduction 
	Results 
	Polymorphism Detection and Genetic Diversity 
	Analysis of Serum 25(OH)D Levels in Case/Control Study among the LT and LV Populations 
	An Analysis of the Genetic Effect of the VDR Gene SNPs on Changes in the Serum 25(OH)D Levels in an Association Study 
	Identification of the Risk/Protective Multi-Loci Genotypes in Association with Serum 25(OH)D Level in the LT and LV Populations 
	Eventual Functional Significance of the SNPs’ Allelic Variants 
	Effects of Polymorphism Sequence Changes on DNA Bends and Overall DNA Structure 

	Discussion 
	Materials and Methods 
	Case–Control Study 
	DNA Extraction and Genotyping 
	Measurements of Serum 25(OH)D in Blood Serum 
	Data Management, Sample Size, and Statistical Analysis 
	SNP Functional Analysis In Silico 

	Conclusions 
	References

