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Research in European and Asian populations has reported associations between single 
nucleotide polymorphisms (SNPs) in CYP17A1 and SERPINA6/A1 and circulating 
glucocorticoid concentrations, and some key cardiometabolic risk factors. This study 
aimed to investigate these associations in black South  African adults, who are 
disproportionally affected by the metabolic syndrome and its related cardiometabolic risk 
factors. The dataset included black South African adults (n = 4,431; 56.7% women) from 
the AWI-Gen study, genotyped on the H3A genotyping array and imputed using the African 
reference panel at the Sanger imputation service. From the imputed data, 31 CYP17A1 
SNPs and 550 SERPINA6/A1 SNPs were extracted. The metabolic syndrome and its 
components were defined using the 2009 harmonized guidelines. Serum glucocorticoid 
concentrations were measured in a subset of 304 men and 573 women, using a liquid 
chromatography-mass spectrometry method. Genetic associations were detected using 
PLINK. Bonferroni correction was used to control for multiple testing. A SNP at 
SERPINA6/A1, rs17090691 (effect allele G), was associated with higher diastolic blood 
pressure (BP) in all adults combined (p = 9.47 × 10−6). Sex-stratified analyses demonstrated 
an association between rs1051052 (effect allele G), another SERPINA6/A1 SNP, and 
higher high-density lipoprotein (HDL) cholesterol concentrations in women (p = 1.23 × 10−5). 
No association was observed between these variants and glucocorticoids or between 
any of the CYP17A1 SNPs and metabolic outcomes after adjusting for multiple testing. 
Furthermore, there were no associations between any of the SNPs tested and the 
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INTRODUCTION

Key cardiometabolic risk factors, including elevated waist 
circumference, blood pressure, and fasting blood glucose 
concentrations, and the presence of dyslipidemia, cluster to 
form the metabolic syndrome (Alberti et  al., 2009). However, 
the prevalence of the metabolic syndrome generally differs by 
both sex and ethnicity, with urban-dwelling black South African 
women exhibiting a higher prevalence compared to their male 
counterparts, and women of other ethnic groups in similar 
urban settings (Goedecke et  al., 2017; Gradidge and Crowther, 
2017; Gerdts and Regitz-Zagrosek, 2019). The underlying 
mechanisms that explain these sex- and ethnic-based differences 
are unclear. Identifying biomarkers and common genetic variants 
that are associated with the metabolic syndrome and its related 
cardiometabolic risk factors, has the potential to improve the 
biological understanding of this condition and consequently 
the risk for common cardiometabolic diseases such as type 2 
diabetes and cardiovascular disease.

Population-based cross-sectional studies have suggested that 
circulating cortisol, the primary glucocorticoid in humans, is 
associated with a higher risk of presenting with the metabolic 
syndrome and its related cardiometabolic risk factors (Walker 
et al., 2000; Reynolds et al., 2003; Ward et al., 2003). Likewise, 
single nucleotide polymorphisms (SNPs) within genes involved 
in glucocorticoid biology have been implicated in key 
components of the metabolic syndrome (Diver et  al., 2016). 
SNPs in CYP17A1 are reported to be  associated with elevated 
blood pressure in Asians and Europeans (Levy et  al., 2009; 
Kelly et al., 2013; Franceschini et al., 2016), and with adiposity 
in East Asians (Hotta et  al., 2012). As the CYP17A1 gene 
encodes an enzyme that converts precursors for corticosterone 
to precursors for cortisol (Yadav et  al., 2017), the associations 
between CYP17A1 SNPs and elevated blood pressure and 
adiposity are thought to be mediated by glucocorticoids (Diver 
et  al., 2016). Considering that cardiometabolic risk factors 
that form the metabolic syndrome are interrelated (Alberti 
et  al., 2009), the CYP17A1 SNPs may also be  associated with 
elevated fasting blood glucose and the presence of dyslipidemia, 
but this hypothesis is yet to be  tested.

Further, in a genome-wide association study (GWAS) in 
Europeans, inter-individual variation in circulating cortisol 
concentrations was associated with SNPs at a locus that spans 
the SERPINA6 and SERPINA1 genes (Bolton et  al., 2014). 
SERPINA6 encodes corticosteroid binding globulin (CBG), the 
primary glucocorticoid-binding protein in circulation, while 
SERPINA1 encodes alpha-1 antitrypsin, which is involved in 

the regulation of the binding and release of glucocorticoids 
from CBG (Henley and Lightman, 2011; Crawford et al., 2021). 
However, associations between SNPs at SERPINA6/A1 and the 
metabolic syndrome and related cardiometabolic risk factors 
remain to be  investigated.

The above-mentioned genetic studies were limited to 
non-Africans and only a few investigated sex-specific associations 
(Hotta et  al., 2012; Bolton et  al., 2014; Crawford et  al., 2019). 
Genetic association studies in Africans have the potential to 
provide more effective localization of the disease-causing gene 
variants as a result of generally lower linkage disequilibrium 
in African genomes, compared to studies in populations of 
European ancestry (Gurdasani et  al., 2015).

Hence, the primary aim of this study was to investigate 
the associations between CYP171A and SERPINA6/A1 SNPs 
and the metabolic syndrome and its related cardiometabolic 
risk factors, in black South  African men and women. The 
study also aimed to investigate the hypothesis that the observed 
genetic associations are mediated by circulating 
glucocorticoid concentrations.

MATERIALS AND METHODS

Study Population
This study included participants from the Africa Wits-INDEPTH 
partnership for Genomic Studies (AWI-Gen) project. Briefly, 
AWI-Gen is a population-based study comprising over 12,000 
adult men and women of African ancestry from six research 
centers in the west, east, and southern parts of Africa (Ramsay 
et al., 2016). This study was restricted to the AWI-Gen research 
centers that are based in South  Africa: the Dikgale Health 
and Demographic Surveillance System (HDSS) in the Limpopo 
Province, MRC/Wits Agincourt HDSS in the Mpumalanga 
Province near the Mozambican border, and MRC/Wits 
Developmental Pathways for Health Research Unit (DPHRU) 
in Soweto (Johannesburg). Most of the female participants 
from the Soweto DPHRU research center were the caregivers 
of the Birth to Twenty Plus cohort, which is an ongoing 
longitudinal study previously described (Richter et  al., 2007). 
Serum samples for glucocorticoid determination were only 
available from a subset of 877 participants (304 men and 573 
women) from the Soweto site. Overall, the present study 
included 5,268 black South  Africans (2,226 men and 
3,042 women).

The AWI-Gen data collection was approved by the University 
of Witwatersrand Human Research Ethics Committee (Medical; 

metabolic syndrome. This study reports novel genetic associations between two SNPs 
at SERPINA6/A1 and key cardiometabolic risk factors in black South Africans. Future 
replication and functional studies in larger populations are required to confirm the role of 
the identified SNPs in the metabolic syndrome and assess if these associations are 
mediated by circulating glucocorticoids.
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Certificate numbers: M121029 and M170880). Collection of 
data and serum from the DPHRU sub-samples used for 
glucocorticoid determination were also approved by the same 
committee (Certificate numbers: M090620 and M160604). 
Likewise, the committee approved all secondary analyses 
described in the present study (Certificate number: M160225).

Participant Testing Procedures
Collection of the AWI-Gen phenotype and related data was 
described in detail previously (Ali et  al., 2018), and only 
variables relevant to this study are briefly described below.

Anthropometry, Blood Pressure, and Lifestyle 
Factors
Weight was measured to the nearest 0.1  kg using a digital 
scale (Kendon Medical, South Africa), and height was measured 
to the nearest millimeter using a Harpenden digital stadiometer 
(Holtain, Wales). Weight and height were subsequently used 
to calculate body mass index (BMI  =  weight in kg/height 
in m2) and obesity was classified as BMI  ≥  30  kg/m2. Waist 
circumference was measured to the nearest millimeter using 
a stretch-resistant soft measuring tape (SECA, Hamburg, 
Germany), at the level of the narrowest part of the torso, 
halfway between the lowest rib and the iliac crest.

Blood pressure was measured on the right arm using a 
digital blood pressure reader (Omron M6, Kyoto, Japan) and 
appropriately sized cuffs. Each participant rested for at least 
5  min prior to the blood pressure measurement in a seated 
position. The blood pressure was measured in triplicate at 
2-min intervals, but only the average of the second and third 
readings were recorded and used in the analyses.

In terms of lifestyle factors, smoking and alcohol status 
were determined by asking the participants if they smoked 
any form of tobacco product (e.g., cigarettes, cigars, or pipes), 
or consumed any form of alcoholic beverage (e.g., beer, wine, 
spirits, fermented cider, or traditional beer). The participants 
were subsequently classified as current smokers/non-smokers 
and drinkers/non-drinkers. The participants were asked to bring 
all their medications (Meds) to the interview sessions for 
confirmation and recording of chronic Meds used.

Blood Sampling and Biochemical Analyses
Participants fasted overnight for 10–12  h prior to collection 
of fasting blood samples. A standard venepuncture technique 
was used to collect the blood samples for determination of 
serum biomarkers (fasting glucose, insulin, and lipids), and 
to obtain buffy coat for DNA extraction. Fasting glucose and 
lipid concentrations were measured using the Randox Plus 
chemistry analyzer (Crumlin, Northern Ireland) by colorimetric 
assays. The intra-assay coefficient of variation (CV) for glucose 
was 2.3%, while the intra-assay CV for lipids were all less 
than 1.5%. The concentration of low-density lipoprotein (LDL) 
cholesterol was subsequently estimated using the Friedewald 
Equation (Friedewald et al., 1972). Fasting insulin concentrations 
were determined by an enzyme-linked chemiluminescent 
immunometric assay on the Immulite 1000 immunoassay system 

(Siemens, Hamburg, Germany) and the intra-assay CV was 
less than 2.0%. Homeostatic Model Assessment of Insulin 
Resistance (HOMA-IR) was subsequently computed from the 
fasting glucose and insulin concentrations, using the HOMA2-IR 
calculator version 2.2.3.1

Serum corticosterone and cortisol concentrations were 
determined on the subset of 877 participants from the Soweto 
DPHRU cohort. Selection of these participants was primarily 
based on availability of serum samples for glucocorticoid 
determination. The time of fasting was recorded and ranged 
between 7:30  am  and 11:59  am. A liquid-liquid extraction 
technique (Agilent Technologies, California, United States) was 
used to extract the glucocorticoids. The glucocorticoid 
concentrations were subsequently analyzed by ultra-high-pressure 
liquid chromatography-mass spectrometry (UPLC-MS; Waters 
Corp, Milford, United  States). The inter and intra-assay CVs 
were 7.3 and 2.9% for corticosterone, and 13.6 and 9.6% for 
cortisol, respectively.

Definition of the Metabolic Syndrome
Presence of the metabolic syndrome was based on the 2009 
harmonized criteria (Alberti et  al., 2009). Briefly, the following 
cut off points were used to define components of the metabolic 
syndrome: (i) elevated waist circumference (≥94  cm in men 
and ≥80 cm in women); (ii) elevated triglycerides (≥1.7 mmol/L); 
(iii) low high-density lipoprotein (HDL) cholesterol 
(<1.0 mmol/L in men and <1.3 mmol/L in women); (iv) elevated 
blood pressure (≥130  mmHg for systolic and/or ≥85  mmHg 
for diastolic and/or using blood pressure medication); and (v) 
elevated glucose (≥5.6 mmol/L and/or using diabetes medication). 
Participants with three or more of the above components were 
classified as metabolic syndrome cases.

Genotyping, Imputation, and Data Quality 
Control
DNA was extracted from buffy coats using a modified salting-out 
method (Miller et al., 1988) or the QIAsymphony SP (QIAGEN 
GmbH, QIAGEN Strasse 1, 40724 Hilden, Germany). The 
Human Heredity and Health in Africa (H3Africa) genotyping 
array (Illumina Inc., California, United  States) was used to 
perform genome-wide genotyping of over 2.3 million SNPs in 
all AWI-Gen participants (Illumina FastTrack service). The 
H3Africa genotyping array was specifically designed to account 
for the larger genetic diversity and smaller haplotype blocks 
observed in the genomes of populations of African ancestry. 
Pre-imputation quality control (QC) steps included removal 
of participants and SNPs with high data missingness (>5%), 
SNPs with low minor allele frequency (MAF; <1%) and those 
not in Hardy-Weinberg Equilibrium (HWE; p  <  1  ×  10−4). 
Mitochondrial, non-autosomal, and ambiguous SNPs that failed 
to match the GRCh37 reference alleles and strands were 
also removed.

The Sanger Imputation Server (McCarthy et  al., 2016) 
was used to perform imputation on the cleaned dataset, 

1 https://www.dtu.ox.ac.uk/homacalculator
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which comprised of 1,729,661 SNPs and 10,903 participants 
from all AWI-Gen research centers. The African Genome 
Resources was used as the reference panel, EAGLE2 (Loh 
et  al., 2016) for pre-phasing, and the default positional 
Burrows-Wheeler transform algorithm for the imputation 
(Rubinacci et  al., 2020). Post-imputation QC steps included 
the removal of poorly imputed SNPs (info score < 0.6), SNPs 
with low MAF (<1%), and SNPs failing the HWE 
(p  <  1  ×  10−4). The final cleaned and imputed AWI-Gen 
dataset had 13.98 million SNPs.

From the imputed dataset, SNPs in the CYP17A1 gene 
(all introns and exons) and in the 2  kb region upstream of 
the transcription start site of CYP17A1 were included (GRCh37 
coordinates, 10:104590288–104599495), as SNPs in this region 
were previously associated with glucocorticoid concentrations 
and the metabolic syndrome in Europeans (Diver et al., 2016; 
MacKenzie et  al., 2019). Secondly, all SNPs in the region 
from the start of transcription for the SERPINA6 gene to 
the end of transcription for the SERPINA1 gene including 
the region in between the two genes were also selected 
(GRCh37 coordinates, 14:94769460–94857029). The intergenic 
region between SERPINA6 and SERPINA1 was included as 
it is known to harbor SNPs associated with circulating cortisol 
concentrations (Bolton et  al., 2014). After removing the 
non-South African samples from the dataset, related 
participants were also removed (PI_HAT  >  0.1875; n  =  758 
participants removed). Due to previously reported associations 
between glucocorticoid metabolism and critical illness (Boonen 
et  al., 2013), participants previously diagnosed with cancer 
were also removed from the dataset (n  =  79 participants 
removed). The final selected dataset used in the present 
analyses included 581 SNPs (31 from the CYP17A1 and 550 
from the SERPINA6/A1 loci) in 4,431 black South  Africans 
(1,918 men and 2,513 women).

Statistical Methods
The Shapiro-Wilk test and histogram plots were used to assess 
the distribution of continuous variables in STATA v.13.1 software 
(Stata Corp. LLC, Texas, United States). Non-normally distributed 
outcome variables were first mathematically transformed (using 
either log or square root transformations) to obtain normality 
prior to inclusion in the linear regression models. The Mann-
Whitney U and Chi-square tests were used to test statistical 
differences between men and women in the continuous and 
categorical variables, respectively.

All genetic association tests were performed using PLINK 
v.1.9 software (Purcell et  al., 2007). Associations between the 
selected SNPs and the metabolic syndrome and its related 
cardiometabolic risk factors were tested using logistic and linear 
regression models, respectively. Similarly, linear regression models 
were also used to examine the associations between all SNPs 
and serum glucocorticoid concentrations in the subset of Soweto 
participants. Age, sex, smoking, alcohol consumption, and BMI 
(except where BMI, waist circumference, or the metabolic 
syndrome were the outcome variables) were included as potential 
confounders in all regression models. Due to the diurnal nature 
of glucocorticoids, blood sampling time was also included as 

an additional covariate in models, where serum glucocorticoid 
concentrations were the outcome variables. To minimize 
confounding due to prescribed medication, participants taking 
prescribed diabetes, blood pressure, or lipid medications (see 
Table  1 for numbers) were excluded from linear regression 
analyses involving glucose, insulin, blood pressure, or lipids, 
respectively, as outcomes.

Bonferroni correction was used to control for multiple testing 
in all genetic association tests. The number of independent 
SNPs were determined with the “indep-pairwise” method in 
PLINK using the following thresholds: window size = 50 kilobase 
pairs, variance inflation factor  =  5, and r2  =  0.5. The number 
of non-correlated outcomes (rho < 0.8) were determined using 
a Spearman’s correlation test. Hence, the Bonferroni adjusted 
p-value threshold was determined as p  =  0.05/219 (number 
of independent SNPs)/10 (number of non-correlated 
outcomes)  =  2.28  ×  10−5. Sex interactions were also tested, 
and the sex interaction p-values were recorded as “Sex Int.” 
All models showing evidence of sex interaction (Sex Int < 0.05) 
were subsequently stratified by sex.

Overall, the outcomes investigated in this study included 
the metabolic syndrome and its individual components (waist 
circumference, systolic and diastolic blood pressure, fasting 
glucose, triglycerides, and HDL), and other related 
cardiometabolic risk factors (BMI, LDL, and total cholesterol, 
insulin, HOMA-IR), and circulating glucocorticoids 
(corticosterone, cortisol, and the corticosterone/cortisol ratio). 
Only models that showed evidence of association after adjusting 
for multiple testing (p  <  2.28  ×  10−5) and models that showed 
evidence of sex interactions (Sex Int  <  0.05) are presented in 
the results.

RESULTS

Study Sample Characteristics
The characteristics of the overall AWI-Gen black South African 
participants (main study sample) are presented and 
compared by sex in Table  1. The characteristics of the Soweto 
sub-sample on whom circulating glucocorticoids were measured, 
are compared to the main study sample in the 
Supplementary Table S1. Age, waist circumference, and alcohol 
consumption were not different; however, BMI and prevalence 
of smoking was higher in the glucocorticoid sub-sample compared 
to the main study sample. A comparison of the prevalence of 
obesity and the categorized individual components of the 
metabolic syndrome in the main study sample is presented 
in Figure  1.

There was no significant age difference between men and 
women in the main study sample. However, women had 
higher BMI and waist circumference compared to men 
(p  <  0.001 for both). Accordingly, a greater proportion of 
women were obese and had elevated waist circumference 
compared to men (p  <  0.001 for both). In contrast, men 
had higher diastolic blood pressure compared to women 
(p = 0.027), and this was accompanied by a greater proportion 
of men with elevated diastolic blood pressure compared to 
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women (p  =  0.013). There were no differences in systolic 
blood pressure, the use of blood pressure medication and 
the prevalence of overall elevated blood pressure (which 
considered both systolic and diastolic blood pressures and 
medication) between the sexes.

Women had higher fasting glucose (p < 0.001) and a greater 
proportion of the women had elevated glucose (p  <  0.020) 
compared to men. In contrast, there were no differences in 
fasting insulin, HOMA2-IR, or the use of diabetes medication, 
between men and women. For circulating lipids, women had 
higher total and LDL cholesterol (p  <  0.001 for both), and 
triglycerides (p  =  0.003), and a greater proportion of women 
had low serum HDL cholesterol (p  <  0.001), than men. There 
were no sex differences in elevated serum triglycerides or the 
use of lipid-lowering medication.

Corresponding to the above observations, a greater proportion 
of women were classified as having the metabolic syndrome 
compared to men (58.4 vs. 37.6%; p  <  0.001). Conversely, a 
greater proportion of men smoked and consumed alcohol 
(p  <  0.001 for both). In the sub-sample, women had higher 
corticosterone and cortisol concentrations compared to men 
(p  =  0.003 for both). There was also a tendency for higher 
corticosterone/cortisol ratio in women compared to men 
(p  =  0.050).

Genetic Associations in Black 
South African Adults
Although, none of the SNPs tested were associated with 
odds of presenting with the metabolic syndrome 
(Supplementary Table S2), rs17090691-G in the SERPINA6/A1 

region, showed an association with higher diastolic blood 
pressure in the sample comprising both sexes (Table  2). 
Figure  2A shows the LocusZoom summarizing association 
signals and LD in the surrounding region. The box and whisker 
plot that compares diastolic blood pressure across the rs17090691 
genotype groups is shown in Figure  2B.

In addition, there was evidence for sex interaction between 
five SNPs at CYP17A1 and fasting insulin and HOMA-IR, as 
well as two CYP17A1 SNPs and fasting cortisol. Likewise, there 
was evidence of a sex interaction for six SNPs at SERPINA6/A1 
and HDL cholesterol. Hence, the study sample was stratified 
by sex and the regression models that showed sex-interactions 
were repeated for men and women separately. These sex-stratified 
models are shown in Figure  3.

The associations between rs10883783-A, rs743575-G, 
rs4919687-A, rs10883784-T, and rs10786714-C at CYP17A1, 
and lower insulin and HOMA-IR were observed in men but 
not in women (Figures 3A,B). On the other hand, the associations 
between rs115978957-G and rs116032963-A at CYP17A1, and 
higher cortisol were observed in women but not in men 
(Figure  3C). Similarly, a set of SNPs, in SERPINA6/A1, 
rs60643124-G, rs12101216-T, rs74074941-T, rs74074947-T, and 
rs58460454-T showed association with lower HDL cholesterol 
in women only (Figure  3D). However, these signals did not 
remain significant after correction for multiple testing (all 
p  >  2.28  ×  10−5). Instead, the only association that remained 
significant even after adjusting for multiple testing was the 
women-specific association of rs1051052-G (SERPINA6/A1 
region) with higher HDL cholesterol (p = 1.23 × 10−5; Figure 3D). 
Figure  3E summarizes the LD architecture and association 

TABLE 1 | Characteristics of the study sample of black South Africans and a comparison between sexes.

Study sample
Main genetic association study sample

N All Men Women p

Age (years) 4,431 52 (46–58) 52 (46–58) 52 (46–58) 0.185
BMI (kg/m2) 4,147 27.2 (22.2–32.7) 23.2 (20.1–27.4) 30.5 (25.8–35.5) <0.001
Waist circumference (cm) 4,148 95.8 (89.4–101.5) 88.0 (78.0–89.8) 98.0 (92.3–103.2) <0.001
Systolic blood pressure (mmHg) 3,496 128.5 (116.0–144.0) 129.0 (116.5–144.0) 128.0 (115.5–144.0) 0.424
Diastolic blood pressure (mmHg) 3,499 83.0 (74.5–91.5) 84.0 (75.0–92.5) 82.5 (74.0–91.5) 0.027
Fasting glucose (mmol/L) 3,406 4.9 (4.6–5.4) 4.8 (4.4–5.3) 5.0 (4.6–5.5) <0.001
Fasting insulin (uIU/ml) 3,417 7.2 (4.3–13.1) 7.0 (4.3–13.3) 7.4 (4.3–12.9) 0.327
HOMA-IR 2,985 1.6 (0.9–3.1) 1.6 (0.9–3.2) 1.7 (0.9–3.0) 0.768
Total cholesterol (mmol/L) 4,345 4.1 (3.5–4.9) 4.0 (3.3–4.7) 4.3 (3.6–5.0) <0.001
LDL cholesterol (mmol/L) 4,309 2.5 (1.9–3.1) 2.3 (1.8–2.9) 2.6 (2.0–3.2) <0.001
HDL cholesterol (mmol/L) 4,347 1.2 (1.0–1.4) 1.1 (0.9–1.4) 1.2 (1.0–1.4) 0.111
Triglycerides (mmol/L) 4,344 0.9 (0.7–1.3) 0.9 (0.6–1.3) 0.9 (0.7–1.3) 0.003
Blood pressure med [n/N (%)] 3,450 991/3,450 (28.7) 329/1,350 (24.3) 662/2,100 (31.5) 0.869
Diabetes med [n/N (%)] 3,450 366/3,450 (10.6) 134/1,362 (9.8) 232/2,088 (11.1) 0.259
Cholesterol med [n/N (%)] 2030 8/2,030 (0.4) 2/1,337 (0.1) 6/693 (0.9) 0.211
Smoking [n/N (%)] 3,108 597/3,108 (19.2) 538/1,078 (49.9) 59/2,030 (2.9) <0.001
Alcohol [n/N (%)] 2,502 1,292/2,502 (51.6) 954/1,168 (81.7) 338/1,334 (25.3) <0.001
*Corticosterone (nmol/L) 650 6.0 (3.5–12.2) 5.0 (3.4–8.8) 6.4 (3.6–14.6) 0.003
*Cortisol (nmol/L) 673 183.3 (96.6–322.6) 143.0 (74.1–295.7) 208.3 (84.2–343.8) 0.003
*Corticosterone/cortisol 548 0.05 (0.02–0.09) 0.04 (0.02–0.07) 0.05 (0.02–0.09) 0.050

Continuous data presented as median (IQR, interquartile range) and categorical data presented as number of prevalent/total number of observations (n/N) and percentage (%). 
Wilcoxon Rank Sum and Chi-square test were used to statistically compare the continuous and categorical variables, respectively, between the sex groups. p, value of p for the 
statistical difference between men and women; BMI, body mass index; HOMA-IR, homeostatic model assessment of insulin resistance; LDL, low density lipoprotein; HDL, high 
density lipoprotein; and Med, medication. All medication and lifestyle factors (smoking and alcohol) were self-reported during interview sessions.
*Measured in the Soweto sub-sample.
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scores in the genomic region. The box and whisker plot 
(Figure  3F) shows the variation of HDL cholesterol between 
the three rs1051052 genotype groups.

Frequencies of the Identified Effect Alleles
In summary, only the relationship between rs17090691-G allele 
and higher diastolic blood pressure in the sample comprising 
both men and women, as well as between rs1051052-G allele 
and serum HDL cholesterol in women only, provided sufficient 
evidence of association after adjusting for multiple testing. The 
allele frequencies for these two SNPs (rs17090691 and rs1051052) 
from the SERPINA6/A1 region were compared to those of 
other global populations (Americans, Europeans, East Asians, 
and South Asians) in Figure  4. The frequencies for the two 
identified effect alleles, rs17090691-G and rs1051052-G were 
similar to other African populations (3 vs. 5% and 21 vs. 
20%, respectively), but lower than non-African populations 
(10–32 and 42–66%, respectively).

DISCUSSION

The present study reports two novel genetic associations between 
SNPs at SERPINA6/A1 and key cardiometabolic risk factors 
in black South  Africans. Specifically, the rs17090691-G allele 
was associated with higher diastolic blood pressure in a combined 

sample of men and women, while the rs1051052-G allele was 
associated with higher HDL cholesterol in women only. There 
were potential sex-specific associations between minor alleles 
of CYP17A1 SNPs and lower insulin and HOMA-IR in men 
only, as well as between other CYP17A1 SNPs and higher 
cortisol concentrations in women only. However, the evidence 
of these associations was not sufficient after adjusting for 
multiple testing. Further, there was no evidence to show that 
any of the identified genetic associations with diastolic 
blood pressure and HDL cholesterol were mediated by 
circulating glucocorticoids in black South  Africans 
(Supplementary Table S2).

The associations between CYP17A1 SNPs and measures 
of elevated blood pressure and adiposity have been previously 
reported in non-Africans (Levy et  al., 2009; Hotta et  al., 
2012; Kelly et  al., 2013; Franceschini et  al., 2016), but 
SERPINA6/A1 SNPs have not been previously associated with 
any cardiometabolic risk factor in any population. Instead, 
a GWAS in European men and women demonstrated that 
a SNP at SERPINA6/A1, represented by the rs12589136-T 
allele, was associated with higher circulating cortisol 
concentrations, while the rs2749527-T and rs11621961-T alleles 
at the same locus were associated with lower circulating 
cortisol concentrations (Boonen et  al., 2013). Accordingly, a 
recent European study suggested that these previously identified 
SERPINA6/A1 SNPs are likely to influence circulating cortisol 

FIGURE 1 | The prevalence of obesity, the metabolic syndrome and its components in black South African men and women (n = 4,431). p: Value of p for the 
statistical difference between men and women, using a chi-square test. BP, blood pressure. Obesity: Body mass index (BMI) ≥ 30 kg/m2; Elevated Waist 
Circumference: ≥94 cm in men and ≥80 cm in women; Elevated Systolic BP: ≥130 mmHg; Elevated Diastolic BP: ≥85 mmHg; Overall Elevated BP: Elevated 
Systolic BP and/or Diastolic BP and/or using BP medication; Elevated Blood Glucose: Elevated fasting glucose (≥5.6 mmol/L) and/or using diabetes medication; 
Elevated Triglycerides: Elevated fasting triglycerides (≥1.7 mmol/L); Reduced high-density lipoprotein (HDL) Cholesterol: Reduced fasting HDL-cholesterol 
(<1.0 mmol/L in men, <1.3 mmol/L in women); Metabolic Syndrome: 2009 Harmonized Criteria (Alberti et al., 2009).
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concentrations by altering hepatic CBG expression (Crawford 
et  al., 2021). Additionally, many cross-sectional studies have 
suggested that higher circulating cortisol concentrations are 
associated with an increased risk of developing the metabolic 
syndrome and its related cardiometabolic risk factors in both 
African and non-African populations (Walker et  al., 2000; 
Reynolds et  al., 2003; Ward et  al., 2003). Based on these 
previous findings, the present study investigated whether 
common genetic variants at both CYP17A1 and SERPINA6/A1 
loci are associated with the metabolic syndrome, its related 
cardiometabolic risk factors, and circulating glucocorticoids, 
in black South  Africans.

To our knowledge, the rs17090691 SNP, which was associated 
with diastolic blood pressure in the present study, has not 
been associated with any other human trait. In contrast, the 
rs1051052-G allele, which was associated with higher HDL 
cholesterol in women in the present study, has not been 
associated with any cardiometabolic risk factors, but rather, 
has been associated with respiratory disorders. Specifically, the 
rs1051052-G allele was associated with higher odds of having 
childhood asthma in European girls and boys, but not their 
African counterparts (Baye et  al., 2011), as well as chronic 
obstructive pulmonary disease in East Asian men and women 
(Zhong et  al., 2018). Although, these traits are not directly 
related to the metabolic syndrome, similar mechanisms involving 
circulating glucocorticoid concentrations may also be  involved 
(Baye et  al., 2011; Zhong et  al., 2018).

Circulating glucocorticoids are known to increase blood 
pressure via several mechanisms, including impairment of 
nitric oxide-mediated renal vasodilation in the kidneys (De 
Matteo and May, 1997). Accordingly, higher concentrations 

of circulating cortisol, the primary glucocorticoid in humans, 
have been consistently shown to be  associated with measures 
of elevated blood pressure in both men and women, regardless 
of ethnicity (Filipovský et al., 1996; Phillips et al., 1998; Walker 
et al., 2000; Reynolds et al., 2003; Ward et al., 2003; Weigensberg 
et  al., 2008; Adam et  al., 2010; Park et  al., 2011; Tolmay 
et  al., 2012; Guzzetti et  al., 2014; Constantinopoulos et  al., 
2015; Schutte et al., 2016). As the rs17090691 SNP is intergenic 
between SERPINA6 and SERPINA1, it is likely that this SNP 
is in LD with the causal variant. While common variants 
generally contribute a modest amount to complex phenotypes 
such as diastolic blood pressure, functional studies should 
still investigate whether having the identified effect allele is 
associated with expression of CBG and/or alpha-1 antitrypsin, 
to assess the mechanisms involved. Notably, the identified 
rs17090691-G allele (effect allele) has a higher frequency in 
populations of non-African ancestry (10–32 vs. 3–5%). Thus, 
a replication study that includes non-African populations is 
required to understand whether the association occurs in other 
ethnic groups.

The two SERPINA6/A1 SNPs associated with cardiometabolic 
outcomes in the present study localize to a separate haplotype 
block from those previously associated with cortisol in Europeans 
(Bolton et  al., 2014), and there are currently no reported 
functional studies for these SNPs. Furthermore, we  did not 
find an association between the identified SNPs and circulating 
glucocorticoid concentrations in the sub-sample of men and 
women from Soweto. Notably, circulating glucocorticoid 
concentrations change dynamically and are influenced by several 
known and unknown confounders (Kelly et  al., 2008). 
For example, circulating glucocorticoid concentrations exhibit 

TABLE 2 | Associations of CYP17A1 and SERPINA6/A1 SNPs in black South African men and women.

Phenotype Locus SNP
Minor (Effect) 

allele

Linear regression model adjusted for confounders

Beta (95% CI) p Sex Int

Fasting insulin CYP17A1 rs10883783 A −0.073 (−0.141, −0.005) 0.035 0.011
rs743575 G −0.072 (−0.140, −0.005) 0.036 0.009
rs4919687 A −0.072 (−0.139, −0.004) 0.037 0.010
rs10883784 T −0.067 (−0.134, 0.001) 0.053 0.006
rs10786714 C −0.067 (−0.135, 0.000) 0.051 0.005

HOMA-IR CYP17A1 rs10883783 A −0.085 (−0.157, −0.013) 0.021 0.033
rs743575 G −0.085 (−0.157, −0.014) 0.020 0.029
rs4919687 A −0.085 (−0.157, −0.013) 0.020 0.030
rs10883784 T −0.080 (−0.152, −0.008) 0.029 0.021
rs10786714 C −0.081 (−0.153, −0.009) 0.028 0.020

Fasting cortisol CYP17A1 rs115978957 G 0.132 (0.032, 0.232) 0.010 0.047
rs116032963 A 0.132 (0.032, 0.232) 0.010 0.047

Diastolic BP SERPINA6/A1 rs17090691 G 0.065 (0.036, 0.094) 9.5 × 10−6 0.813
HDL cholesterol SERPINA6/A1 rs60643124 G −0.021 (−0.036, −0.006) 0.008 0.047

rs12101216 T −0.018 (−0.032, −0.003) 0.016 0.026
rs74074941 T −0.016 (−0.032, −0.001) 0.040 0.013
rs74074947 T −0.016 (−0.032, −0.001) 0.040 0.010
rs58460454 T −0.017 (−0.032, −0.001) 0.033 0.013
rs1051052 G 0.016 (0.004, 0.028) 0.008 0.006

Linear regression models adjusted for age, sex, smoking, alcohol, and BMI (except where waist circumference was the outcome); Blood sampling time was included as an additional 
covariate where cortisol was the outcome. SNP, single nucleotide polymorphism; M, major allele; m, minor allele; Beta, unstandardized beta coefficient for the linear regression 
model; 95% CI, 95% confident intervals; HOMA-IR, homeostatic model assessment of insulin resistance; HDL, high-density lipoprotein; BP, blood pressure; p, value of p for the 
unstandardized beta coefficient; Sex Int, value of p for sex interaction.
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a diurnal nature, such that peaks are seen 30–45  min after 
awakening and the concentrations decline throughout the day 
(Clow et al., 2010). Morning glucocorticoid concentrations were 
measured in this study, but not all samples were taken at the 
same time. Although, blood sampling time was corrected for 
this may still have influenced the findings. Further, it is also 
possible that the identified SERPINA6/A1 SNPs were associated 
with the variability in daily circulating glucocorticoid 
concentrations instead of the morning concentrations that were 
measured in the present study. Furthermore, our available sample 
size for glucocorticoid determination was relatively small and 
the lack of associations with glucocorticoids may have resulted 

from low statistical power. For these reasons, a larger and more 
detailed study in Africans is required to explore whether circulating 
glucocorticoids mediated the observed genetic associations.

The rs1051052-G allele, which was associated with higher 
HDL cholesterol in women in the present study, resides within 
the 3' untranslated region of SERPINA1. However, no functional 
studies have been undertaken to assess its influence on the 
genetic expression and function of its protein product, alpha-1 
antitrypsin. Hence, the molecular consequences of rs1051052-G 
allele also remain to be  explored. Nevertheless, this is the first 
study to show that this minor allele is associated with higher 
HDL cholesterol in women of African ancestry. These findings 
support the hypothesis that the often-observed sex differences 
in lipid and lipoprotein metabolism may be  partly related to 
glucocorticoid signaling, which is often not considered as a 
potential confounder. However, the frequency of this allele is 
much lower in populations of African ancestry than in 
non-Africans (20–21 vs. 42–66%). Notably, black South African 
women typically present with lower HDL cholesterol compared 
to their European ancestry counterparts (Després et  al., 2000; 
Punyadeera et  al., 2001; Sumner and Cowie, 2008; Goedecke 
et  al., 2010; Sliwa et  al., 2012). However, results from the 
present study support previous findings that HDL cholesterol 
concentrations are similar between African men and women 
(Kodaman et al., 2016; van der Linden et al., 2019), an observation 
which is different to that reported in populations of European 
Ancestry (Balder et al., 2017). While sex and ethnic differences 
in serum lipid profiles are thought to be  driven by differences 
in central adiposity, in particular differences in visceral adipose 
tissue (VAT; Keswell et  al., 2016), lifestyle factors may also 
influence the differences in lipid profiles (Goedecke et al., 2010; 
Keswell et  al., 2016; van der Linden et  al., 2019). Indeed, HDL 
cholesterol concentrations are associated with alcohol intake, 
physical activity, and importantly, inflammation (Choi and 
Seeger, 2005; Keswell et  al., 2016). Hence, exploring gene-
environment interactions in African populations is required 
to understand sex and ethnic differences in serum lipid profiles.

Although, we  detected some evidence for the associations 
between some of the CYP17A1 SNPs and lower insulin and 
HOMA-IR in men only, and some of the CYP17A1 SNPs with 
cortisol concentrations in women only, these signals were not 
conclusive as they did not remain significant after stringent 
Bonferroni corrections. Moreover, these sex-specific associations 
were possibly confounded by the vast differences in body fat 
between men and women in this cohort (obesity 
prevalence  =  53.4% in women vs. 13.7% in men). As these 
sex differences are characteristic of the black South  African 
population (Pillay et  al., 2015), a larger sample size would 
be  required to confirm the sex-specific associations between 
CYP17A1 SNPs and insulin and HOMA-IR, as well as 
glucocorticoid concentrations in African men and women, 
respectively.

The lack of evidence of association between previously 
identified CYP17A1 and SERPINA6/A1 SNPs, and the tested 
cardiometabolic risk factors in the present study, was 
likely attributed to lower minor allele frequencies 
(Supplementary Table S3) in combination with the distinct 

B

A

FIGURE 2 | The association between rs17090691 and diastolic blood 
pressure in black South African men and women. The LocusZoom (A) plot 
association data was plotted using the AFR LD backgrounds from the 1,000 
Genomes Project phase 1 dataset. The rs17090691 single nucleotide 
polymorphism (SNP) is represented by a purple diamond. Each SNP is 
colored according to the r2 value against rs17090691. SNPs with missing LD 
information are colored in gray. The box and whisker plot (B) shows medians 
and interquartile ranges (IQRs) of diastolic blood pressure across the 
rs17090691 genotype groups. The number of observations in each group is 
shown in brackets.
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metabolic profile of the studied population (e.g., almost half 
of the participants had the metabolic syndrome), compared 
to non-Africans. Due to these factors, a larger sample size 
may be required to replicate the previously identified associations. 
Nevertheless, investigating a black South  African population 
of middle-aged men and women is a major strength of the 
present study. Considering the possibility that the observed 
associations may be  African-specific, these novel genetic 
associations may have been previously missed, since most 
genetic association studies have been conducted in Europeans. 
A recent review has shown that the composition of participants 
in previously published GWAS is largely Eurocentric, with 
approximately 78% European, 10% Asian, and only 2% African 
(Sirugo et  al., 2019). Therefore, large scale studies such as 
ours are necessary to test the transferability of European cohort-
based signals to other ethnic groups and geographic regions. 
Moreover, the previous genetic association studies in Africans 
were limited by the use of genotyping arrays that are not 
designed to capture the diversity observed in the African 

genome (Pillay et  al., 2015; Hendry et  al., 2018). The use of 
an African-centric array and African enriched imputation panel 
enabled us to capture genetic diversity around these two loci 
more efficiently. The relatively larger sample size allowed for 
the inclusion of sufficient men and women participants in the 
present study for sex specific association testing. Notably, several 
explanations, including multifactorial models (interactions 
between biological and environmental factors; Reich et  al., 
1975), the sex-dependent liability threshold (Carter and Evans, 
1969), and sex-disparities in the underlying genetic architecture 
(Khramtsova et  al., 2019), have been proposed to explain 
sex-specific genetic associations in human phenotypes.

The present study also has some limitations. The statistical 
power of the study was limited by a moderate sample size at 
the beginning of the study and the criteria used to select the 
final participants. Hence, lack of genetic associations with some 
of the key cardiometabolic risk factors, and with the odds of 
having the metabolic syndrome, may be  attributed to a lack 
of statistical power. Moreover, we  did not adjust for possible 

A B C

D E F

FIGURE 3 | Sex-specific genetic associations between CYP17A1 (A-C) and SERPINA6/A1 (D–F) variants and components of the metabolic syndrome. Plots 
(A-D) show standardized beta coefficients for the linear regression models after adjusting for age, smoking, alcohol, and BMI. Error bars in these plots represent 
95% CIs for the standardized beta coefficients. Values of p are for the respective beta coefficients. The LocusZoom plot summarizes the association between 
rs1051052 and higher HDL cholesterol concentrations in women (E). The LocusZoom plot association data was plotted against the AFR LD backgrounds from the 
1,000 Genomes Project phase 1 dataset. The rs1051052 SNP is represented by a purple diamond. Each SNP is colored according to the r2 value against 
rs1051052. SNPs with missing LD information are colored in gray. The box and whisker plot (F) shows the medians and IQRs of HDL cholesterol concentrations 
across the rs1051052 genotype groups in men and women. The number of observations in each group is shown in brackets.
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population substructure within the black South  African 
population, which could have influenced some of the genetic 
association results (Sengupta et  al., 2020). Furthermore, 
circulating glucocorticoid concentrations were only measured 
in a subset of the study population and the influence of the 
circadian rhythm could not be  assessed. Future studies should 
also measure the diurnal curves to draw better conclusions 
regarding mediation by circulating glucocorticoids.

CONCLUSION

The present study reports novel genetic associations between 
two SNPs at SERPINA6/A1 and key cardiometabolic risk factors 
in black South African men and women. These findings support 
the hypothesis that common variants in the SERPINA6/A1 
locus are associated with key cardiometabolic risk factors in 

humans. Future functional studies are also required to confirm 
the role of the identified SNPs in the metabolic syndrome 
and assess whether these associations are mediated by 
circulating glucocorticoids.

DATA AVAILABILITY STATEMENT

The original contributions presented in the study are included 
in the article/Supplementary Material, further inquiries can 
be  directed to the corresponding authors.

ETHICS STATEMENT

The studies involving human participants were reviewed and 
approved by University of Witwatersrand Human Research 

A

B

FIGURE 4 | Allele frequencies for SERPINA6/A1 rs17090691-G (A) and rs1051052-G (B) variants in the present study sample (n = 4,431) and other global 
populations. Minor allele frequencies from the other populations were obtained from the 1,000 Genomes Project phase 3 dataset. Other Africans include Yoruba in 
Ibadan (Nigeria), Luhya in Webuye (Kenya), Gambian in Western Divisions (Gambia), Mende (Sierra Leone), Esan (Nigeria), Americans of African Ancestry in SW 
(United States), and African Caribbeans (Barbados). Europeans include Utah Residents (CEPH) with Northern and Western European Ancestry, Toscani (Italy), 
Finnish (Finland), British (England and Scotland), and Iberian Population (Spain). Americans include Mexican Ancestry from Los Angeles (United States), Puerto 
Ricans (Puerto Rico), Colombians from Medellin (Colombia), and Peruvians from Lima (Peru). East Asians include Han Chinese in Beijing (China), Japanese in Tokyo 
(Japan), Southern Han Chinese, Chinese Dai in Xishuangbanna (China), and Kinh in Ho Chi Minh City (Vietnam). South Asians include Gujarati Indian from Houston 
(Texas), Punjabi from Lahore (Pakistan), Bengali (Bangladesh), Sri Lankan Tamil (the United Kingdom), and Indian Telugu (the United Kingdom).

https://www.frontiersin.org/journals/genetics
www.frontiersin.org
https://www.frontiersin.org/journals/genetics#articles


Dlamini et al.   SERPINA6/A1, CYP17A1, and the Metabolic Syndrome

Frontiers in Genetics | www.frontiersin.org 11 August 2021 | Volume 12 | Article 687335

Ethics Committee (Medical). The patients/participants provided 
their written informed consent to participate in this study.

AUTHOR CONTRIBUTIONS

SD, JG, ZL, AC, AAC, MR, and BW were responsible for the 
conception and planning of the study. MR, LM, JG, NC, and 
SN were involved in sample and data collection. SD was responsible 
for measuring serum glucocorticoid concentrations. SD, AC, JG, 
and ZL were involved in the data analyses. SD, AC, MR, LM, 
SN, NC, AAC, BW, ZL, and JG were involved in the interpretation 
of the results and the writing of the manuscript. All authors 
contributed to the article and approved the submitted version.

FUNDING

The present study was funded by the Academy of Medical 
Sciences Newton Advanced Fellowship and the South  African 
National Research Foundation (NRF). The South African Medical 
Research Council was also acknowledged for funds received 
from the South  African National Department of Health, the 
UKMRC, the Newton Fund and GSK. The AWI-Gen Collaborative 
Centre was funded by the National Human Genome Research 
Institute (NHGRI), Office of the Director (OD), Eunice Kennedy 

Shriver National Institute of Child Health & Human Development 
(NICHD), the National Institute of Environmental Health 
Sciences (NIEHS), the Office of AIDS research (OAR), the 
National Institute of Diabetes and Digestive and Kidney Diseases 
(NIDDK), and the National Institutes of Health (NIH) under 
award number U54HG006938 and its supplements, as part of 
the H3Africa Consortium. Additional funding came from the 
Department of Science and Technology, South  Africa, award 
number DST/CON 0056/2014. Opinions expressed and 
conclusions arrived at are those of the author and are not 
necessarily to be  attributed to the research funders.

ACKNOWLEDGMENTS

The authors would like to thank all the participants who 
volunteered to be  part of this study. The data collection and 
expertise contributed by members from the South  African 
AWI-Gen research centers was also acknowledged.

SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found online 
at: https://www.frontiersin.org/articles/10.3389/fgene.2021.687335/
full#supplementary-material

 

REFERENCES

Adam, T. C., Hasson, R. E., Ventura, E. E., Toledo-Corral, C., Le, K. A., 
Mahurkar, S., et al. (2010). Cortisol is negatively associated with insulin 
sensitivity in overweight Latino youth. J. Clin. Endocrinol. Metab. 95, 4729–4735. 
doi: 10.1210/jc.2010-0322

Alberti, K. G. M. M., Eckel, R. H., Grundy, S. M., Zimmet, P. Z., Cleeman, J. I., 
Donato, K. A., et al. (2009). Harmonizing the metabolic syndrome: a joint 
interim statement of the international diabetes federation task force on 
epidemiology and prevention; national heart, lung, and blood institute; 
American heart association; world heart federation; international atherosclerosis 
society; and international association for the study of obesity. Circulation 
120, 1640–1645. doi: 10.1161/CIRCULATIONAHA.109.192644

Ali, S. A., Soo, C., Agongo, G., Alberts, M., Amenga-Etego, L., Boua, R. P., et al. 
(2018). Genomic and environmental risk factors for cardiometabolic diseases 
in Africa: methods used for phase 1 of the AWI-gen population cross-sectional 
study. Glob. Health Action 11:1507133. doi: 10.1080/16549716.2018.1507133

Balder, J. W., de Vries, J. K., Nolte, I. M., Lansberg, P. J., Kuivenhoven, J. A., 
and Kamphuisen, P. W. (2017). Lipid and lipoprotein reference values from 
133,450 Dutch lifelines participants: age- and gender-specific baseline lipid 
values and percentiles. J. Clin. Lipidol. 11, 1055–1064. doi: 10.1016/j.
jacl.2017.05.007

Baye, T. M., Kovacic, M. B., Myers, J. M., Martin, L. J., Lindsey, M., Patterson, T. L., 
et al. (2011). Differences in candidate gene association between European 
ancestry and African American asthmatic children. PLoS One 6:e16522. doi: 
10.1371/journal.pone.0016522

Bolton, J. L., Hayward, C., Direk, N., Lewis, J. G., Hammond, G. L., Hill, L. A., 
et al. (2014). Genome wide association identifies common variants at the 
SERPINA6/SERPINA1 locus influencing plasma cortisol and corticosteroid 
binding globulin. PLoS Genet. 10:e1004474. doi: 10.1371/journal.pgen.1004474

Boonen, E., Vervenne, H., Meersseman, P., Andrew, R., Mortier, L., Declercq, P. E., 
et al. (2013). Reduced cortisol metabolism during critical illness. N. Engl. 
J. Med. 368, 1477–1488. doi: 10.1056/NEJMoa1214969

Carter, C. O., and Evans, K. A. (1969). Inheritance of congenital pyloric stenosis. 
J. Med. Genet. 6, 233–254. doi: 10.1136/jmg.6.3.233

Choi, H. K., and Seeger, J. D. (2005). Lipid profiles among US elderly with 
untreated rheumatoid arthritis—the third national health and nutrition 
examination survey. J. Rheumatol. 32, 2311–2316.

Clow, A., Hucklebridge, F., Stalder, T., Evans, P., and Thorn, L. (2010). The 
cortisol awakening response: more than a measure of HPA axis function. 
Neurosci. Biobehav. Rev. 35, 97–103. doi: 10.1016/j.neubiorev.2009.12.011

Constantinopoulos, P., Michalaki, M., Kottorou, A., Habeos, I., Psyrogiannis, A., 
Kalfarentzos, F., et al. (2015). Cortisol in tissue and systemic level as 
a contributing factor to the development of metabolic syndrome in 
severely obese patients. Eur. J. Endocrinol. 172, 69–78. doi: 10.1530/
EJE-14-0626

Crawford, A. A., Bankier, S., Altmaier, E., Barnes, C. L. K., Clark, D. W., 
Ermel, R., et al. (2021). Variation in the SERPINA6/SERPINA1 locus alters 
morning plasma cortisol, hepatic corticosteroid binding globulin expression, 
gene expression in peripheral tissues, and risk of cardiovascular disease. 
J. Hum. Genet. 66, 625–636. doi: 10.1038/s10038-020-00895-6

Crawford, A. A., Soderberg, S., Kirschbaum, C., Murphy, L., Eliasson, M., 
Ebrahim, S., et al. (2019). Morning plasma cortisol as a cardiovascular risk 
factor: findings from prospective cohort and Mendelian randomization studies. 
Eur. J. Endocrinol. 181, 429–438. doi: 10.1530/EJE-19-0161

De Matteo, R., and May, C. N. (1997). Glucocorticoid-induced renal vasodilatation 
is mediated by a direct renal action involving nitric oxide. Am. J. Physiol. 
273, R1972–R1979. doi: 10.1152/ajpregu.1997.273.6.R1972

Després, J. P., Couillard, C., Gagnon, J., Bergeron, J., Leon, A. S., Rao, D. C., 
et al. (2000). Race, visceral adipose tissue, plasma lipids, and lipoprotein 
lipase activity in men and women: the health, risk factors, exercise training, 
and genetics (HERITAGE) family study. Arterioscler. Thromb. Vasc. Biol. 20, 
1932–1938. doi: 10.1161/01.ATV.20.8.1932

Diver, L. A., MacKenzie, S. M., Fraser, R., McManus, F., Freel, E. M., 
Alvarez-Madrazo, S., et al. (2016). Common polymorphisms at the CYP17A1 
locus associate with steroid phenotype: support for blood pressure genome-
wide association study signals at this locus. Hypertension 67, 724–732. doi: 
10.1161/HYPERTENSIONAHA.115.06925

Filipovský, J., Ducimetière, P., Eschwège, E., Richard, J. L., Rosselin, G., and 
Claude, J. R. (1996). The relationship of blood pressure with glucose, insulin, 

https://www.frontiersin.org/journals/genetics
www.frontiersin.org
https://www.frontiersin.org/journals/genetics#articles
https://www.frontiersin.org/articles/10.3389/fgene.2021.687335/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fgene.2021.687335/full#supplementary-material
https://doi.org/10.1210/jc.2010-0322
https://doi.org/10.1161/CIRCULATIONAHA.109.192644
https://doi.org/10.1080/16549716.2018.1507133
https://doi.org/10.1016/j.jacl.2017.05.007
https://doi.org/10.1016/j.jacl.2017.05.007
https://doi.org/10.1371/journal.pone.0016522
https://doi.org/10.1371/journal.pgen.1004474
https://doi.org/10.1056/NEJMoa1214969
https://doi.org/10.1136/jmg.6.3.233
https://doi.org/10.1016/j.neubiorev.2009.12.011
https://doi.org/10.1530/EJE-14-0626
https://doi.org/10.1530/EJE-14-0626
https://doi.org/10.1038/s10038-020-00895-6
https://doi.org/10.1530/EJE-19-0161
https://doi.org/10.1152/ajpregu.1997.273.6.R1972
https://doi.org/10.1161/01.ATV.20.8.1932
https://doi.org/10.1161/HYPERTENSIONAHA.115.06925


Dlamini et al.   SERPINA6/A1, CYP17A1, and the Metabolic Syndrome

Frontiers in Genetics | www.frontiersin.org 12 August 2021 | Volume 12 | Article 687335

heart rate, free fatty acids and plasma cortisol levels according to degree 
of obesity in middle-aged men. J. Hypertens. 14, 229–235. doi: 
10.1097/00004872-199602000-00012

Franceschini, N., Carty, C. L., Lu, Y., Tao, R., Sung, Y. J., Manichaikul, A., 
et al. (2016). Variant discovery and fine mapping of genetic loci associated 
with blood pressure traits in Hispanics and African Americans. PLoS One 
11:e0164132. doi: 10.1371/journal.pone.0164132

Friedewald, W. T., Levy, R. I., and Fredrickson, D. S. (1972). Estimation of 
the concentration of low-density lipoprotein cholesterol in plasma, without 
use of the preparative ultracentrifuge. Clin. Chem. 18, 499–502. doi: 10.1093/
clinchem/18.6.499

Gerdts, E., and Regitz-Zagrosek, V. (2019). Sex differences in cardiometabolic 
disorders. Nat. Med. 25, 1657–1666. doi: 10.1038/s41591-019-0643-8

Goedecke, J. H., Mtintsilana, A., Dlamini, S. N., and Kengne, A. P. (2017). 
Type 2 diabetes mellitus in African women. Diabetes Res. Clin. Pract. 123, 
87–96. doi: 10.1016/j.diabres.2016.11.017

Goedecke, J. H., Utzschneider, K., Faulenbach, M. V., Rizzo, M., Berneis, K., 
Spinas, G. A., et al. (2010). Ethnic differences in serum lipoproteins and 
their determinants in south African women. Metabolism 59, 1341–1350. 
doi: 10.1016/j.metabol.2009.12.018

Gradidge, P. J. L., and Crowther, N. J. (2017). Review: metabolic syndrome in 
black south African women. Ethn. Dis. 27, 189–200. doi: 10.18865/ed.27.2.189

Gurdasani, D., Carstensen, T., Tekola-Ayele, F., Pagani, L., Tachmazidou, I., 
Hatzikotoulas, K., et al. (2015). The African genome variation project 
shapes medical genetics in Africa. Nature 517, 327–332. doi: 10.1038/
nature13997

Guzzetti, C., Pilia, S., Ibba, A., and Loche, S. (2014). Correlation between 
cortisol and components of the metabolic syndrome in obese children and 
adolescents. J. Endocrinol. Invest. 37, 51–56. doi: 10.1007/s40618-013-0014-0

Hendry, L. M., Sahibdeen, V., Choudhury, A., Norris, S. A., Ramsay, M., and 
Lombard, Z. (2018). Insights into the genetics of blood pressure in black 
south African individuals: the birth to twenty cohort. BMC Med. Genomics 
11:2. doi: 10.1186/s12920-018-0321-6

Henley, D. E., and Lightman, S. L. (2011). New insights into corticosteroid-
binding globulin and glucocorticoid delivery. Neuroscience 180, 1–8. doi: 
10.1016/j.neuroscience.2011.02.053

Hotta, K., Kitamoto, A., Kitamoto, T., Mizusawa, S., Teranishi, H., Matsuo, T., 
et al. (2012). Genetic variations in the CYP17A1 and NT5C2 genes are 
associated with a reduction in visceral and subcutaneous fat areas in Japanese 
women. J. Hum. Genet. 57, 46–51. doi: 10.1038/jhg.2011.127

Kelly, T. N., Takeuchi, F., Tabara, Y., Edwards, T. L., Kim, Y. J., Chen, P., et al. 
(2013). Genome-wide association study meta-analysis reveals transethnic 
replication of mean arterial and pulse pressure loci. Hypertension 62, 853–859. 
doi: 10.1161/HYPERTENSIONAHA.113.01148

Kelly, S. J., Young, R., Sweeting, H., Fischer, J. E., and West, P. (2008). Levels 
and confounders of morning cortisol collected from adolescents in a naturalistic 
(school) setting. Psychoneuroendocrinology 33, 1257–1268. doi: 10.1016/j.
psyneuen.2008.06.010

Keswell, D., Tootla, M., and Goedecke, J. H. (2016). Associations between 
body fat distribution, insulin resistance and dyslipidaemia in black and 
white south African women. Cardiovasc. J. Afr. 27, 177–183. doi: 10.5830/
CVJA-2015-088

Khramtsova, E. A., Davis, L. K., and Stranger, B. E. (2019). The role of sex 
in the genomics of human complex traits. Nat. Rev. Genet. 20, 173–190. 
doi: 10.1038/s41576-018-0083-1

Kodaman, N., Aldrich, M. C., Sobota, R., Asselbergs, F. W., Poku, K. A., 
Brown, N. J., et al. (2016). Cardiovascular disease risk factors in Ghana 
during the rural-to-urban transition: a cross-sectional study. PLoS One 
11:e0162753. doi: 10.1371/journal.pone.0162753

Levy, D., Ehret, G. B., Rice, K., Verwoert, G. C., Launer, L. J., Dehghan, A., 
et al. (2009). Genome-wide association study of blood pressure and 
hypertension. Nat. Genet. 41, 677–687. doi: 10.1038/ng.384

Loh, P. R., Danecek, P., Palamara, P. F., Fuchsberger, C., Reshef, Y. A., 
Finucane, H. K., et al. (2016). Reference-based phasing using the haplotype 
reference consortium panel. Nat. Genet. 48, 1443–1448. doi: 10.1038/ng.3679

MacKenzie, S. D., Crawford, A. A., Ackermann, D., Schraut, K. E., Hayward, C., 
Bolton, J. L., et al. (2019). Associations of ‘relative corticosterone deficiency’ 
with genetic variation in CYP17A1 and metabolic syndrome features. bioRxiv, 
654269 [Preprint]. doi: 10.1101/654269

McCarthy, S., Das, S., Kretzschmar, W., Delaneau, O., Wood, A. R., Teumer, A., 
et al. (2016). A reference panel of 64,976 haplotypes for genotype imputation. 
Nat. Genet. 48, 1279–1283. doi: 10.1038/ng.3643

Miller, S. A., Dykes, D. D., and Polesky, H. F. (1988). A simple salting out 
procedure for extracting DNA from human nucleated cells. Nucleic Acids 
Res. 16:1215. doi: 10.1093/nar/16.3.1215

Park, S. B., Blumenthal, J. A., Lee, S. Y., and Georgiades, A. (2011). Association 
of cortisol and the metabolic syndrome in Korean men and women. 
J. Korean Med. Sci. 26, 914–918. doi: 10.3346/jkms.2011.26.7.914

Phillips, D. I. W., Barker, D. J. P., Fall, C. H. D., Seckl, J. R., Whorwood, C. B., 
Wood, P. J., et al. (1998). Elevated plasma cortisol concentrations: a link 
between low birth weight and the insulin resistance syndrome? J. Clin. 
Endocrinol. Metab. 83, 757–760. doi: 10.1210/jcem.83.3.4634

Pillay, V., Crowther, N. J., Ramsay, M., Smith, G. D., Norris, S. A., and 
Lombard, Z. (2015). Exploring genetic markers of adult obesity risk in 
black adolescent south Africans—the birth to twenty cohort. Nutr. Diabetes 
5, e157–e163. doi: 10.1038/nutd.2015.7

Punyadeera, C., van der Merwe, M. T., Crowther, N. J., Toman, M., Schlaphoff, G. P., 
and Gray, I. P. (2001). Ethnic differences in lipid metabolism in two groups 
of obese south African women. J. Lipid Res. 42, 760–767. doi: 10.1016/
S0022-2275(20)31638-2

Purcell, S., Neale, B., Todd-Brown, K., Thomas, L., Ferreira, M. A. R., Bender, D., 
et al. (2007). PLINK: a tool set for whole-genome association and 
population-based linkage analyses. Am. J. Hum. Genet. 81, 559–575. doi: 
10.1086/519795

Ramsay, M., Crowther, N., Tambo, E., Agongo, G., Baloyi, V., Dikotope, S., 
et al. (2016). H3Africa AWI-gen collaborative centre: a resource to study 
the interplay between genomic and environmental risk factors for 
cardiometabolic diseases in four sub-Saharan African countries. Glob. Health 
Epidemiol. Genom. 1, 1–13. doi: 10.1017/gheg.2016.17

Reich, T., Cloninger, C. R., and Guze, S. B. (1975). The multifactorial model 
of disease transmission: description of the model and its use in psychiatry. 
Br. J. Psychiatry 127, 1–10. doi: 10.1192/bjp.127.1.1

Reynolds, R. M., Syddall, H. E., Walker, B. R., Wood, P. J., and Phillips, D. I. W. 
(2003). Predicting cardiovascular risk factors from plasma cortisol measured 
during oral glucose tolerance tests. Metab. Clin. Exp. 52, 524–527. doi: 
10.1053/meta.2003.50090

Richter, L., Norris, S., Pettifor, J., Yach, D., and Cameron, N. (2007). Cohort 
profile: mandela’s children: the 1990 birth to twenty study in South  Africa. 
Int. J. Epidemiol. 36, 504–511. doi: 10.1093/ije/dym016

Rubinacci, S., Delaneau, O., and Marchini, J. (2020). Genotype imputation 
using the positional burrows wheeler transform. PLoS Genet. 16:e1009049. 
doi: 10.1371/journal.pgen.1009049

Schutte, C. E., Malan, L., Scheepers, J. D., Oosthuizen, W., Cockeran, M., and 
Malan, N. T. (2016). Cortisol: brain-derived neurotrophic factor ratio associated 
with silent ischaemia in a black male cohort: the SA BPA study. Cardiovasc. 
J. Afr. 27, 387–391. doi: 10.5830/CVJA-2016-065

Sengupta, D., Choudhury, A., Fortes-Lima, C., Aron, S., Gavin, W., Bostoen, K., 
et al. (2020). Genetic-substructure and complex demographic history 
of South  African bantu speakers. bioRxiv [Preprint]. doi: 
10.1101/2020.08.11.243840

Sirugo, G., Williams, S. M., and Tishkoff, S. A. (2019). The missing diversity 
in human genetic studies. Cell 177, 26–31. doi: 10.1016/j.cell.2019.02.048

Sliwa, K., Lyons, J. G., Carrington, M. J., Lecour, S., Marais, A. D., Raal, F. J., 
et al. (2012). Different lipid profiles according to ethnicity in the heart of 
Soweto study cohort of de novo presentations of heart disease. Cardiovasc. 
J. Afr. 23, 389–395. doi: 10.5830/CVJA-2012-036

Sumner, A. E., and Cowie, C. C. (2008). Ethnic differences in the ability of 
triglyceride levels to identify insulin resistance. Atherosclerosis 196, 696–703. 
doi: 10.1016/j.atherosclerosis.2006.12.018

Tolmay, C. M., Malan, L., and van Rooyen, J. M. (2012). The relationship 
between cortisol, C-reactive protein and hypertension in African and Causcasian 
women: the POWIRS study. Cardiovasc. J. Afr. 23, 78–84. doi: 10.5830/
CVJA-2011-035

van der Linden, E., Meeks, K., Beune, E., Aikins, A. D. G., Addo, J., 
Owusu-Dabo, E., et al. (2019). Dyslipidaemia among Ghanaian migrants 
in three European countries and their compatriots in rural and urban 
Ghana: the RODAM study. Atherosclerosis 284, 83–91. doi: 10.1016/j.
atherosclerosis.2019.02.030

https://www.frontiersin.org/journals/genetics
www.frontiersin.org
https://www.frontiersin.org/journals/genetics#articles
https://doi.org/10.1097/00004872-199602000-00012
https://doi.org/10.1371/journal.pone.0164132
https://doi.org/10.1093/clinchem/18.6.499
https://doi.org/10.1093/clinchem/18.6.499
https://doi.org/10.1038/s41591-019-0643-8
https://doi.org/10.1016/j.diabres.2016.11.017
https://doi.org/10.1016/j.metabol.2009.12.018
https://doi.org/10.18865/ed.27.2.189
https://doi.org/10.1038/nature13997
https://doi.org/10.1038/nature13997
https://doi.org/10.1007/s40618-013-0014-0
https://doi.org/10.1186/s12920-018-0321-6
https://doi.org/10.1016/j.neuroscience.2011.02.053
https://doi.org/10.1038/jhg.2011.127
https://doi.org/10.1161/HYPERTENSIONAHA.113.01148
https://doi.org/10.1016/j.psyneuen.2008.06.010
https://doi.org/10.1016/j.psyneuen.2008.06.010
https://doi.org/10.5830/CVJA-2015-088
https://doi.org/10.5830/CVJA-2015-088
https://doi.org/10.1038/s41576-018-0083-1
https://doi.org/10.1371/journal.pone.0162753
https://doi.org/10.1038/ng.384
https://doi.org/10.1038/ng.3679
https://doi.org/10.1101/654269
https://doi.org/10.1038/ng.3643
https://doi.org/10.1093/nar/16.3.1215
https://doi.org/10.3346/jkms.2011.26.7.914
https://doi.org/10.1210/jcem.83.3.4634
https://doi.org/10.1038/nutd.2015.7
https://doi.org/10.1016/S0022-2275(20)31638-2
https://doi.org/10.1016/S0022-2275(20)31638-2
https://doi.org/10.1086/519795
https://doi.org/10.1017/gheg.2016.17
https://doi.org/10.1192/bjp.127.1.1
https://doi.org/10.1053/meta.2003.50090
https://doi.org/10.1093/ije/dym016
https://doi.org/10.1371/journal.pgen.1009049
https://doi.org/10.5830/CVJA-2016-065
https://doi.org/10.1101/2020.08.11.243840
https://doi.org/10.1016/j.cell.2019.02.048
https://doi.org/10.5830/CVJA-2012-036
https://doi.org/10.1016/j.atherosclerosis.2006.12.018
https://doi.org/10.5830/CVJA-2011-035
https://doi.org/10.5830/CVJA-2011-035
https://doi.org/10.1016/j.atherosclerosis.2019.02.030
https://doi.org/10.1016/j.atherosclerosis.2019.02.030


Dlamini et al.   SERPINA6/A1, CYP17A1, and the Metabolic Syndrome

Frontiers in Genetics | www.frontiersin.org 13 August 2021 | Volume 12 | Article 687335

Walker, B. R., Soderberg, S., Lindahl, B., and Olsson, T. (2000). Independent 
effects of obesity and cortisol in predicting cardiovascular risk factors in 
men and women. J. Intern. Med. 247, 198–204. doi: 10.1046/j.1365-2796. 
2000.00609.x

Ward, A. M. V., Fall, C. H. D., Stein, C. E., Kumaran, K., Veena, S. R., 
Wood, P. J., et al. (2003). Cortisol and the metabolic syndrome in south 
Asians. Clin. Endocrinol. 58, 500–505. doi: 10.1046/j.1365-2265.2003.01750.x

Weigensberg, M. J., Toledo-Corral, C. M., and Goran, M. I. (2008). Association 
between the metabolic syndrome and serum cortisol in overweight Latino 
youth. J. Clin. Endocrinol. Metab. 93, 1372–1378. doi: 10.1210/jc.2007-2309

Yadav, R., Petrunak, E. M., Estrada, D. F., and Scott, E. E. (2017). Structural 
insights into the function of steroidogenic cytochrome P450 17A1. Mol. 
Cell. Endocrinol. 441, 68–75. doi: 10.1016/j.mce.2016.08.035

Zhong, X. M., Li, L., Wang, H. Z., Zou, X. G., Zhang, P., Rexiati, M., et al. 
(2018). Associations of polymorphism of rs9944155, rs1051052, and rs1243166 
locus allele in alpha-1-antitrypsin with chronic obstructive pulmonary disease 
in Uygur population of Kashgar region. Chin. Med. J. 131, 684–688. doi: 
10.4103/0366-6999.226885

Conflict of Interest: The authors declare that the research was conducted in 
the absence of any commercial or financial relationships that could be  construed 
as a potential conflict of interest.

Publisher’s Note: All claims expressed in this article are solely those of the 
authors and do not necessarily represent those of their affiliated organizations, 
or those of the publisher, the editors and the reviewers. Any product that may 
be evaluated in this article, or claim that may be made by its manufacturer, is 
not guaranteed or endorsed by the publisher.

Copyright © 2021 Dlamini, Choudhury, Ramsay, Micklesfield, Norris, Crowther, 
Crawford, Walker, Lombard and Goedecke. This is an open-access article 
distributed under the terms of the Creative Commons Attribution License (CC BY). 
The use, distribution or reproduction in other forums is permitted, provided the 
original author(s) and the copyright owner(s) are credited and that the original 
publication in this journal is cited, in accordance with accepted academic practice. 
No use, distribution or reproduction is permitted which does not comply with 
these terms.

https://www.frontiersin.org/journals/genetics
www.frontiersin.org
https://www.frontiersin.org/journals/genetics#articles
https://doi.org/10.1046/j.1365-2796.2000.00609.x
https://doi.org/10.1046/j.1365-2796.2000.00609.x
https://doi.org/10.1046/j.1365-2265.2003.01750.x
https://doi.org/10.1210/jc.2007-2309
https://doi.org/10.1016/j.mce.2016.08.035
https://doi.org/10.4103/0366-6999.226885
http://creativecommons.org/licenses/by/4.0/

	Associations Between CYP17A1 and SERPINA6/A1 Polymorphisms, and Cardiometabolic Risk Factors in Black South Africans
	Introduction
	Materials and Methods
	Study Population
	Participant Testing Procedures
	Anthropometry, Blood Pressure, and Lifestyle Factors
	Blood Sampling and Biochemical Analyses
	Definition of the Metabolic Syndrome
	Genotyping, Imputation, and Data Quality Control
	Statistical Methods

	Results
	Study Sample Characteristics
	Genetic Associations in Black South African Adults
	Frequencies of the Identified Effect Alleles

	Discussion
	Conclusion
	Data Availability Statement
	Ethics Statement
	Author Contributions
	Supplementary Material

	References

