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Abstract 

Background

Glycated hemoglobin (HbA1c) measures the average blood sugar level over the past 

three months. As a vital biomarker of blood glucose levels, it is used to diagnose 

Type-2 diabetes mellitus (T2D) and monitor glycemic control. A heritability estimate 

of 47% to 59% suggests that about half of the variation in HbA1c levels can be 

attributed to genetic factors. Despite African populations being the most genetically 

diverse and unique for fine-mapping, there is a paucity of data on the genetic drivers 

of HbA1c in African individuals. In this study, we performed functional annotation and 

a Phenome-Wide Association Study (PheWAS) of HbA1c-associated variants in two 

African populations.

Method

In this study, we utilized summary statistics of the HbA1c GWAS meta-analysis of 

7,526 individuals from South Africa and Uganda to conduct a PheWAS using GWAS-

ATLAS. We also performed a functional analysis using the functional mapping and 
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annotation (FUMA) tool. Single nucleotide polymorphisms (SNPs) were prioritized 

using the SNP2GENE function, while the gene expression patterns and shared 

molecular functions were explored in the GENE2FUNC.

Result

Three genome-wide significant loci were identified with the lead SNPs: rs6724428, 

rs148228241, and rs8045544 – mapped to GULP1, HBA1, and ITFG3 genes, 

respectively. The minor allele frequencies of rs148228241 (0.07) and rs8045544 

(0.19) are rare or non-existent in non-African populations. Both rs8045544 and 

rs148228241 are significantly associated with the mean corpuscular hemoglobin con-

centration (MCHC). A lower MCHC is associated with alpha thalassaemia, resulting 

from deletions in HBA1 and HBA2 genes. Such deletions are prevalent in malaria-

endemic regions of Africa due to their selective survival advantage. The rs6724428 

variant is associated with skeletal functions, reflecting the link between glucose 

metabolism and bone mineral density.

Discussion

Our findings highlight the interplay between glucose metabolism, erythropoiesis, 

and skeletal health. The significant associations of HbA1c-variants with both skele-

tal function and MCHC underscore the potential of these variants to impact broader 

physiological processes. A large-scale study of African individuals will be essential to 

unravel genetic variants influencing HbA1c.

Introduction

Glycated hemoglobin (HbA1c) is a measure of the average blood sugar level over the 
past three months [1]. As a vital biomarker of blood glucose levels, it is used to diag-
nose Type-2 diabetes mellitus (T2D) and monitor glycemic control [2–4]. According 
to the American Diabetes Association (ADA), individuals with HbA1c levels between 
5.7%–6.4% (39–47 mmol/mol) are prediabetic, while those ≥ 6.5% (48 mmol/mol) 
indicate T2D [5]. Increased HbA1c levels are linked to cardiovascular diseases and 
stroke in people with and without diabetes [6].

The first Genome-Wide Association Study (GWAS) of HbA1c levels was con-
ducted on 14,618 women of European ancestry from the Women’s Genome Health 
Study [7]. Subsequent studies have uncovered more loci associated with HbA1c lev-
els [8,9]. While most GWASs of HbA1c have focused more on Europeans, there is a 
paucity of data on African individuals. One study has shown that allele frequency and 
effect size of HbA1c-associated variants are population-specific [10]. Also, African 
populations have more genetic diversity, which may provide insight into the genetic 
drivers of complex traits like HbA1c [11]. Hence, it is crucial to investigate the genetic 
determinants of HbA1c in African populations and to identify the underlying biological 
pathways and putative functions through fine-mapping and functional annotations.
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Phenome-wide association study (PheWAS) is an approach used to uncover the phenotypic associations of genetic 
variants with other phenotypes [12,13]. Integrating loci identified in GWAS with their biological processes and functions 
is known as functional annotation of genetic variations [14,15]. Discovering the regulatory elements connected to the 
variants, patterns of gene expression, and protein functions are all part of these annotations [13,14]. Uncovering relevant 
biological pathways associated with HbA1c levels will offer insight into possible treatment targets for diabetes manage-
ment [16,17].

Given the relevance of HbA1c in T2D management and the need to understand its genetic basis in diverse popula-
tions, this study aims to investigate the PheWAS and functional implications of HbA1c genetic variation in two African 
populations.

Methodology

Data source

The HbA1c measurement GWAS summary statistics were downloaded from the GWAS catalog with the accession 
number GCST009054 [18]. This is a meta-analysis of 7,526 individuals from the Uganda Genome Resource (UGR) and 
the Durban Diabetes Study (DDS) cohort [19,20]. The UGR includes a subset of individuals from the Uganda General 
Population Cohort (GPC) with available genomic data. The GPC was established in 1989 by the Uganda Virus Research 
Institute (UVRI) and the Medical Research Council UK (MRC UK) to study the epidemiology of human immunodeficiency 
virus [21,22]. The UGR comprises SNP array data on ∼5,000 and whole-genome sequence data on ∼2,000 Ugandan 
GPC individuals from 10 ethno-linguistic groups. The mean age of UGR participants is 30, IQR = 17–46, with females 
being 56.2%.

The DDS is a population-based study of 1,165 urban black Africans in KwaZulu-Natal, Durban, South Africa, from 2013 
to 2014 with mean age 39.7 (95% confidence interval: 38.8–40.7) and 71.5% being females. The study includes genetic 
information, biophysical measurements, biomarkers for infectious and non-communicable diseases, and the socioeco-
nomic status of study participants [20]. The UGR and DDS association analysis were carried out separately using the 
linear mixed-model approach implemented in Genome-wide efficient mixed-model analysis (GEMMA v24) [23]. To maxi-
mize power for discovery, both datasets were meta-analyzed using the Han-Eskin random effects meta-analysis approach 
implemented in METASOFT (RE2) [24]. A detailed report on the cohorts, genotyping, quality control, association analysis, 
and meta-analysis has been reported in our previous paper [19].

Phenotype measurement

The HbA1c level in both populations was measured using ion-exchange high-performance liquid chromatography certified 
by the International Federation of Clinical Chemistry and Laboratory Medicine (IFCC) and the National Glycohemoglobin 
Standardization Program (NGSP).

Functional annotation and gene expression

Functional analysis was performed with functional mapping and annotation of genetic associations (FUMA) software, 
which integrates data from several sources using GWAS summary statistics as the input [25]. The embedded SNP2GENE 
tool was used to map variants to genes and identify independent signals at each locus. Positional mapping (based on 
ANNOVAR annotations) was done using a maximum distance of 10 kb to map SNPs to genes based on physical dis-
tances while including the functional implication of SNPs on genes.

This was followed by the expression quantitative trait locus (eQTL) mapping of SNPs to genes up to 1 Mb part 
(cis-eQTL) based on eQTL information. Genotype-tissue expression (GTEx) of all available tissues, including whole 
blood, pancreas, liver, adipose tissue, and skeletal muscle, were used at significant SNP-gene pairs of FDR < 0.05. 
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Only protein-coding genes obtained from Ensembl v102 were included in the gene prioritization. The linkage disequi-
librium between SNPs for lead variant selection was obtained using the 1000 Genome Phase 3 African reference 
panel.

To find pathways enriched for the prioritized genes and explore their expression profiles, we used the GENE2FUNC 
tool in the FUMA software. Gene-based P-values were obtained using a Multi-marker Analysis of GenoMic Annotation 
(MAGMA) with its default setting, and the Bonferroni correction was used to correct multiple tests of 19,008 gene sets. 
This was followed by gene expression heatmap analysis, which illustrated different gene expression levels across several 
tissues.

Replication of lead SNPs

To validate the association signals obtained in this study, we used the HbA1c GWAS summary statistics involving African-
American individuals from previous studies by Downie et al [26].

Phenome-wide association study

We performed a PheWAS to investigate the relationship between the HbA1c lead SNPs and other phenotypes. The Phe-
WAS was done using the GWASATLAS, which is a publicly available database with over 4,000 GWAS summary statistics 
[27]. The rsID of the lead SNPs were imputed in the database, and chromosome and position were extracted from dbSNP 
(build 146). This was followed by generating a plot of the SNPs across various GWAS in the database. Only SNPs with 
P-value < 0.05 were included in the plot.

Results

Replication of lead SNPs

Three genome-wide significant loci were identified from the meta-analysis: rs148228241 (P-value = 2.95x10-12) at 
the HBA1 locus, rs8045544 (P-value = 7.54x10-09) at the ITFG3 locus and rs6724428 (P-value = 3.78x10-09) at the 
GULP1 locus. Using HbA1c GWAS summary statistics obtained from African American individuals [27], we replicated 
rs148228241 and rs8045544 with the P-values 0.006 and 0.008 respectively (Table 1).

Functional annotation with FUMA

The identified three lead significant SNPs were independent of each other at r2 0.1 (S1 Table). At the genome-wide sig-
nificant threshold of P-value < 5x10-8, eight independent significant SNPs at the r2 of 0.1 were identified (S2 Table). 189 
candidate SNPs in linkage disequilibrium (LD) with lead SNPs were identified when annotated (Fig 1; S3 Table).

Table 1.  Replication of Genome-wide Significant SNPs associated with HbA1C.

Discovery cohort Replication cohort

Gene Lead SNP CHR:BP EA NEA Beta SE EAF P-value P-value

GULP1 rs6724428 2:189377509 A G 0.085 0.036 0.413 3.788e-09 0.077

HBA1 rs148228241 16:227187 G T −0.113 0.141 0.074 2.959e-12 0.006

ITFG3 rs8045544 16:308002 A G −0.120 0.020 0.192 7.540e-09 0.008

EA: Effect allele; NEA: Non-effect allele; CHR:BP (Chromosome:Base pair position - GRCh37); Beta: Beta coefficient; SE: Standard error; EAF: Fre-
quency of the effect allele.

https://doi.org/10.1371/journal.pone.0324269.t001

https://doi.org/10.1371/journal.pone.0324269.t001
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Functional consequences of SNPs on genes

Most SNPs are found in intronic regions (intronic and ncRNA_intronic), as indicated by the high proportion and signifi-
cant enrichment (Fig 2A). SNPs in the 5’ untranslated region (UTR5) and upstream regions are less common but show 
significant enrichment. In contrast, SNPs in downstream, 3’ untranslated region (UTR3), exonic, non-coding RNA Exonic 
(ncRNA_exonic), non-coding RNA Splicing (ncRNA_splicing), and splicing regions are less common and do not show 
significant enrichment.

The genomic risk locus plot summary identified two significant loci: one on chromosome 2 (chr2:189160338–
189749485) and the other on chromosome 16 (chr16:226674–321605), based on base pair coordinates. SNPs that are 
dependent on each other at r2 ≥ 0.1 and 500kb are assigned to the same genomic risk locus. The genome-wide significant 
locus on chromosome 2 is about 600 kb with 100 SNPs and 2 mapped genes, while the locus on chromosome 16 is about 
95 kb with 92 SNPs mapped to 7 genes (Fig 2B).

In figure A, the color gradient represents -log2(E) values, where red indicates enrichment and blue indicates depletion. 
Figure B shows the genomic loci associated with the trait, showing their size (kb), number of SNPs, mapped genes, and 
physically located genes.

Gene expression heatmap

The heatmap shows the level of expression of some genes in specific tissues.  As expected, HBA1, HBA2, 
and HBB show high expression in blood-related tissues such as the blood and blood vessels. ITFG3 gene is highly 
expressed in multiple tissues, including the adipose and reproductive tissues (Fig 3). Examination of the up-regulated 
and down-regulated differentially expressed genes (DEGs) across GTEx v8 tissue types showed that tissues like blood, 
spleen, and pancreas show considerable up-regulation. In contrast, tissues like the lungs, thyroid, prostate, and vagina 
were downregulated. However, the results were not statistically significant after the Bonferroni correction (P

bon
 < 0.05) 

(S2 Fig).

Fig 1.  Manhattan plot for the GWAS Meta-analysis of HbA1c trait. Each dot represents a SNP, with its chromosomal position on the x-axis and the 
-log10 P-value on the y-axis. The red dash horizontal line denotes the suggestive GWAS threshold, and the solid line denotes the actual GWAS thresh-
old (P = 5 × 10 ⁻ ⁸), above which loci are considered statistically significant.

https://doi.org/10.1371/journal.pone.0324269.g001

https://doi.org/10.1371/journal.pone.0324269.g001
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Phenome-wide association studies outcome

The three lead SNPs were uploaded in the GWASATLAS with 4,756 SNPs in the GWAS summary statistics. Bonferroni’s 
corrected P-value threshold of 1.05x10-5 was considered significant. For rs6724428, a plot with 234 data points was 
generated with Bonferroni’s corrected P-value: 2.14x10-4. The rs6724428 variant was significantly associated with skeletal 
functions, precisely the sitting height phenotype (Fig 4A; S4 Table). rs8045544 and rs148228241 have plots with 20 and 
10 data points, respectively, and were significantly associated with mean corpuscular hemoglobin concentration (MCHC) 
with P-values = 6.57x10-27 and 4.14x10-13, respectively (Fig 4B; S5–S6 Tables).

Discussion

This study presents the PheWAS and functional annotation of HbA1c-associated variants in two African populations. This 
is a follow-up to our previous studies, where we examined the genetics of 34 cardiometabolic traits in Ugandans. Our 
study identified three independent variants associated with HbA1c.

The gene expression level across different tissues helps to explain the gene’s functional roles in the biological pro-
cesses. Our results show that HBA1, HBA2, and HBB genes are highly expressed in the blood and blood vessels. The 
HBA1 and HBA2 genes code for the alpha globin proteins, while the HBB gene encodes the beta-globin chains of hemo-
globin. HbA1c is formed when glucose binds to hemoglobin. Deletion of globin genes impacts the structure and function of 
hemoglobin, as seen in alpha-thalassemia and sickle cell disease, which may alter HbA1c levels [28].

The PheWAS results show that variants rs8045544 and rs148228241 are significantly associated with the mean corpuscu-
lar hemoglobin concentration (MCHC). MCHC is the average concentration of hemoglobin inside a group of red blood cells, 

Fig 2.  Distribution of SNPs in various functional categories across the genomic regions (A); Summary information per genomic risk locus 
plot (B).

https://doi.org/10.1371/journal.pone.0324269.g002

https://doi.org/10.1371/journal.pone.0324269.g002
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and low MCHC is associated with alpha-thalassemia deletion, specifically, α-3·7 kb alpha-globin gene (HBA1/HBA2) deletion. 
This deletion is prevalent in sub-Saharan Africa (33–55%) due to its selective advantage in protecting against severe malaria, 
and in individuals with sickle cell disease, co-inheritance with alpha-thalasemia is associated with survival [29–31]. Previous 
studies have established the relationship between HbA1c and MCHC [32–35]. Conditions such as hemolytic anemia can 
impact hemoglobin synthesis and the lifespan of the red blood cells (RBC), thereby affecting the MCHC and HbA1c levels.

Interestingly, association of rs6724428 with sitting height suggests a potential relationship between metabolic factors and 
skeletal growth. This trait measures the upper body length, directly reflecting skeletal growth and development [36]. A study by 
Frayling et al. discovered that individuals with shorter stature have a higher risk of T2D [37]. In addition, Wells et al. reported 
the impact of childhood growth patterns on metabolic health and body composition [38]. This can be explained by insulin-like 
growth factor 1 (IGF-1), a growth hormone that is highly similar to insulin [39]. Insulin is very important in glucose metabolism, 
and IGF-1 has been reported to play a role in skeletal development and bone remodelling [40,41]. Disruptions in the IGF-1 
pathway can lead to compromised skeletal growth (shorter sitting height) and insulin resistance (elevated HbA1c level) [42].

This study has some limitations that may limit the generalizability of our findings. Our study focuses on individuals 
from two African countries (Uganda and South Africa). Given the African continent’s genomic diversity and demographic 
complexities, our findings may differ from other African populations. In addition, the sample size of the participants in the 
meta-analysis might limit the statistical power to detect association signals influencing HbA1c levels. A large-scale GWAS 
of HbA1c that includes environmental interaction will be essential to uncover genetic variants influencing HbA1c levels. 
This can improve the power and ensure the findings are representative of the broader African populations.

Fig 3.  Heatmap comparing gene expression across different tissues. The x-axis represents different tissues, while the y-axis lists the genes 
analyzed. The color gradient corresponds to the expression levels, with blue indicating low expression, yellow indicating moderate expression, and red 
representing high expression. The scale bar (0–5.67) represents normalized expression levels.

https://doi.org/10.1371/journal.pone.0324269.g003

https://doi.org/10.1371/journal.pone.0324269.g003
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Supporting information

S1 Fig:  Quantile-Quantile (Q-Q) Plot of GWAS P-value. The x-axis represents the expected -log10(P-values) under the 
null hypothesis, while the y-axis shows the observed -log10(P-values).
(PNG)

S2 Fig:  Differentially expressed genes across GTEx v8 tissue types. The x-axis represents different tissue types, 
while the y-axis shows the -log10(P-value) for gene expression significance. Higher values indicate stronger differential 
expression in the respective tissues.
(PNG)

S1 Table:  Lead SNPs from 189 genome-wide significant (P-value <5 × 10−8) SNPs. 
(XLSX)

Fig 4.  Scatter Plot of the PheWAS Analysis for variants rs6724428 (A), rs148228241 (B), and rs8045544 (C). For each of the plots on the x-axis 
are different phenotypic traits (e.g., metabolic, cardiovascular, neurological, immunological, etc.), grouped by biological categories and color-coded 
accordingly, while the y-axis shows the -log10(P-value) of the association between the genetic variant and each trait. Higher values above the red hori-
zontal threshold line are considered statistically significant.

https://doi.org/10.1371/journal.pone.0324269.g004

http://journals.plos.org/plosone/article/asset?unique&id=info:doi/10.1371/journal.pone.0324269.s001
http://journals.plos.org/plosone/article/asset?unique&id=info:doi/10.1371/journal.pone.0324269.s002
http://journals.plos.org/plosone/article/asset?unique&id=info:doi/10.1371/journal.pone.0324269.s003
https://doi.org/10.1371/journal.pone.0324269.g004
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S3 Table:  Annotation of GWAS Metaanalysis Significant SNPs. 
(XLSX)

S4 Table:  PheWAS results for the rs6724428 at the GULP1 locus. 
(XLSX)

S5 Table:  PheWAS results for the rs8045544 at the ITFG3 locus. 
(XLSX)

S6 Table:  PheWAS results for the rs148228241 at the HBA1 locus. 
(XLSX)

Acknowledgments

The authors would like to express their sincere gratitude to all the members of The African Computational Genomics 
(TACG) Research Group, MRC/UVRI and LSHTM Uganda Research Unit, Entebbe, Uganda and the Research Unit of 
Molecular Epidemiology (Diabetes and Related Traits), institute of Epidemiology, Helmholtz Zentrum München, German 
Research Center for Environmental Health (GmbH), for their invaluable contributions to this study.

Author contributions

Conceptualization: Chisom Soremekun, Segun Fatumo.

Formal analysis: Chisom Soremekun.

Resources: Oyekanmi Nash, Harald Grallert, Annette Peters.

Supervision: Daudi Jjingo, David Patrick Kateete, Harald Grallert, Chiara Batini, Segun Fatumo.

Writing – original draft: Chisom Soremekun.

Writing – review & editing: Oyesola Ojewunmi, Amarachukwu Nwagbata, Homa Bazireh, Sapna Sharma, David Patrick 
Kateete, Chiara Batini, Segun Fatumo.

References
	1.	 Eyth E, Naik R. Hemoglobin A1C. Laboratory Screening and Diagnostic Evaluation: An Evidence-Based Approach. 2023 Mar 13 [2024 Aug 1];403–

8. https://www.ncbi.nlm.nih.gov/books/NBK549816/

	2.	 World Health Organization. Use of glycated haemoglobin (HbA1c) in the diagnosis of diabetes mellitus abbreviated report of a WHO consultation. 
2011.

	3.	 Boye KS, Thieu VT, Lage MJ, Miller H, Paczkowski R. The association between sustained hba1c control and long-term complications among individ-
uals with type 2 diabetes: A retrospective study. Adv Ther. 2022;39(5):2208.

	4.	 Sherwani SI, Khan HA, Ekhzaimy A, Masood A, Sakharkar MK. Significance of HbA1c test in diagnosis and prognosis of diabetic patients. Biomark 
Insights. 2016;11:95.

	5.	 Association AD. Standards of medical care in diabetes—2010. Diabetes Care. 2010;33(Suppl 1):S11.

	6.	 I M, C S, A S, Fj D. Type 2 diabetes and cardiovascular disease: have all risk factors the same strength?. World J Diabetes. 2014;5(4):444.

	7.	 Ridker P, Chasman D, Zee R, Parker A, Rose L, Cook N, et al. Rationale, design, and methodology of the women’s genome health study: a 
genome-wide association study of more than 25,000 initially healthy american women. Clin Chem. 2008;54(2):249–55.

	8.	 Chen P, Ong R, Tay W, Sim X, Ali M, Xu H. A study assessing the association of glycated hemoglobin A1C (HbA1C) associated variants with 
HbA1C, chronic kidney disease and diabetic retinopathy in populations of Asian ancestry. PLoS One. 2013;8(11).

	9.	 Soranzo N, Sanna S, Wheeler E, Gieger C, Radke D, Dupuis J, et al. Common variants at 10 genomic loci influence hemoglobin A₁(C) levels via 
glycemic and nonglycemic pathways. Diabetes. 2010 Dec [2024 Aug 26];59(12):3229–39. https://pubmed.ncbi.nlm.nih.gov/20858683/.

http://journals.plos.org/plosone/article/asset?unique&id=info:doi/10.1371/journal.pone.0324269.s004
http://journals.plos.org/plosone/article/asset?unique&id=info:doi/10.1371/journal.pone.0324269.s005
http://journals.plos.org/plosone/article/asset?unique&id=info:doi/10.1371/journal.pone.0324269.s006
http://journals.plos.org/plosone/article/asset?unique&id=info:doi/10.1371/journal.pone.0324269.s007
http://journals.plos.org/plosone/article/asset?unique&id=info:doi/10.1371/journal.pone.0324269.s008
https://www.ncbi.nlm.nih.gov/books/NBK549816/
https://pubmed.ncbi.nlm.nih.gov/20858683/


PLOS One | https://doi.org/10.1371/journal.pone.0324269  May 30, 2025 10 / 11

	10.	 Grimsby JL, Porneala BC, Vassy JL, Yang Q, Florez JC, Dupuis J, et al. Race-ethnic differences in the association of genetic loci with HbA1c levels 
and mortality in U.S. adults: the third National Health and Nutrition Examination Survey (NHANES III). BMC Med Genet. 2012;13:30. https://doi.
org/10.1186/1471-2350-13-30 PMID: 22540250

	11.	 Tishkoff S, Reed F, Friedlaender F, Ehret C, Ranciaro A, Froment A, et al. The genetic structure and history of Africans and African Americans. 
Science. 2009;324(5930):1035.

	12.	 Denny JC, Bastarache L, Roden DM. Phenome-Wide Association Studies as a Tool to Advance Precision Medicine. Annu Rev Genomics Hum 
Genet. 2016;17:353–73. https://doi.org/10.1146/annurev-genom-090314-024956 PMID: 27147087

	13.	 Bastarache L, Denny J, Roden D. Phenome-wide association studies. JAMA. 2022;327(1):75.

	14.	 Fabo T, Khavari P. Functional characterization of human genomic variation linked to polygenic diseases. Trends Genet. 2023;39(6):462.

	15.	 Cano-Gamez E, Trynka G. From gwAS to function: using functional genomics to identify the mechanisms underlying complex diseases. Front 
Genet. 2020;11:505357.

	16.	 Ward LD, Kellis M. Interpreting noncoding genetic variation in complex traits and human disease. Nat Biotechnol. 2012;30(11):1095–106.

	17.	 Ng MCY, Shriner D, Chen BH, Li J, Chen W-M, Guo X, et al. Meta-analysis of genome-wide association studies in African Americans provides 
insights into the genetic architecture of type 2 diabetes. PLoS Genet. 2014;10(8):e1004517. https://doi.org/10.1371/journal.pgen.1004517 PMID: 
25102180

	18.	 Sollis E, Mosaku A, Abid A, Buniello A, Cerezo M, Gil L, et al. The NHGRI-EBI GWAS Catalog: knowledgebase and deposition resource. Nucleic 
Acids Res. 2023;51(D1):D977–85. https://doi.org/10.1093/nar/gkac1010 PMID: 36350656

	19.	 Gurdasani D, Carstensen T, Fatumo S, Chen G, Franklin CS, Prado-Martinez J, et al. Uganda Genome Resource Enables Insights into Population 
History and Genomic Discovery in Africa. Cell. 2019;179(4):984-1002.e36. https://doi.org/10.1016/j.cell.2019.10.004 PMID: 31675503

	20.	 Hird TR, Young EH, Pirie FJ, Riha J, Esterhuizen TM, O’Leary B, et al. Study profile: the Durban Diabetes Study (DDS): a platform for chronic 
disease research. Glob Health Epidemiol Genom. 2016;1:e2. https://doi.org/10.1017/gheg.2015.3 PMID: 29276614

	21.	 Fatumo S, Mugisha J, Soremekun OS, Kalungi A, Mayanja R, Kintu C, et al. Uganda Genome Resource: A rich research database for genomic 
studies of communicable and non-communicable diseases in Africa. Cell Genom. 2022;2(11):None. https://doi.org/10.1016/j.xgen.2022.100209 
PMID: 36388767

	22.	 Asiki G, Murphy G, Nakiyingi-Miiro J, Seeley J, Nsubuga RN, Karabarinde A, et al. The general population cohort in rural south-western Uganda: a 
platform for communicable and non-communicable disease studies. Int J Epidemiol. 2013;42(1):129–41. https://doi.org/10.1093/ije/dys234 PMID: 
23364209

	23.	 Zhou X, Stephens M. Genome-wide efficient mixed model analysis for association studies. Nat Genet. 2012;44(7):821.

	24.	 Han B, Eskin E. Random-effects model aimed at discovering associations in meta-analysis of genome-wide association studies. Am J Hum Genet. 
2011;88(5):586–98.

	25.	 Watanabe K, Taskesen E, van Bochoven A, Posthuma D. Functional mapping and annotation of genetic associations with FUMA. Nat Commun. 
2017;8(1):1826. https://doi.org/10.1038/s41467-017-01261-5 PMID: 29184056

	26.	 Downie CG, Dimos SF, Bien SA, Hu Y, Darst BF, Polfus LM. Multi-ethnic GWAS and fine-mapping of glycaemic traits identify novel loci in the PAGE 
study. Diabetologia. 2022;65(3):477–89.

	27.	 Watanabe K, Stringer S, Frei O, Umićević Mirkov M, de Leeuw C, Polderman TJC, et al. A global overview of pleiotropy and genetic architecture in 
complex traits. Nat Genet. 2019;51(9):1339–48. https://doi.org/10.1038/s41588-019-0481-0 PMID: 31427789

	28.	 Chen Z, Shao L, Jiang M, Ba X, Ma B, Zhou T. Interpretation of HbA1c lies at the intersection of analytical methodology, clinical biochemistry and 
hematology. Exp Ther Med. 2022;24(6).

	29.	 Rumaney M, Ngo Bitoungui V, Vorster A, Ramesar R, Kengne A, Ngogang J. The co-inheritance of alpha-thalassemia and sickle cell anemia is 
associated with better hematological indices and lower consultations rate in Cameroonian patients and could improve their survival. PLoS One. 
2014;9(6).

	30.	 Enevold A, Alifrangis M, Sanchez JJ, Carneiro I, Roper C, Børsting C, et al. Associations between alpha+-thalassemia and Plasmodium falciparum 
malarial infection in northeastern Tanzania. J Infect Dis. 2007;196(3):451–9. https://doi.org/10.1086/519390 PMID: 17597460

	31.	 Mockenhaupt F, Ehrhardt S, Gellert S, Otchwemah R, Dietz E, Anemana S. Alpha( )-thalassemia protects African children from severe malaria. 
Blood. 2004;104(7):2003–6.

	32.	 Guo W, Zhou Q, Jia Y, Xu J. Increased levels of glycated hemoglobin A1c and iron deficiency anemia: a review. Med Sci Monit. 2019;25:8371.

	33.	 Kass L, Sanderson J, Desai T, Hurst R. The relationship between the elevation of haemoglobin A1c level, sleep quality and sleep duration in clini-
cally diagnosed pre-diabetic patients in a nationally representative sample. Diab Vasc Dis Res. 2022;19(1).

	34.	 Lo C, Lui M, Ranasinha S, Teede HJ, Kerr PG, Polkinghorne KR, et al. Defining the relationship between average glucose and HbA1c in patients 
with type 2 diabetes and chronic kidney disease. Diabetes Res Clin Pract. 2014;104(1):84–91. https://doi.org/10.1016/j.diabres.2014.01.020 PMID: 
24573088

	35.	 Rusak E, Rotarska-Mizera A, Adamczyk P, Mazur B, Polanska J, Chobot A. Markers of anemia in children with type 1 diabetes. J Diabetes Res. 
2018.

https://doi.org/10.1186/1471-2350-13-30
https://doi.org/10.1186/1471-2350-13-30
http://www.ncbi.nlm.nih.gov/pubmed/22540250
https://doi.org/10.1146/annurev-genom-090314-024956
http://www.ncbi.nlm.nih.gov/pubmed/27147087
https://doi.org/10.1371/journal.pgen.1004517
http://www.ncbi.nlm.nih.gov/pubmed/25102180
https://doi.org/10.1093/nar/gkac1010
http://www.ncbi.nlm.nih.gov/pubmed/36350656
https://doi.org/10.1016/j.cell.2019.10.004
http://www.ncbi.nlm.nih.gov/pubmed/31675503
https://doi.org/10.1017/gheg.2015.3
http://www.ncbi.nlm.nih.gov/pubmed/29276614
https://doi.org/10.1016/j.xgen.2022.100209
http://www.ncbi.nlm.nih.gov/pubmed/36388767
https://doi.org/10.1093/ije/dys234
http://www.ncbi.nlm.nih.gov/pubmed/23364209
https://doi.org/10.1038/s41467-017-01261-5
http://www.ncbi.nlm.nih.gov/pubmed/29184056
https://doi.org/10.1038/s41588-019-0481-0
http://www.ncbi.nlm.nih.gov/pubmed/31427789
https://doi.org/10.1086/519390
http://www.ncbi.nlm.nih.gov/pubmed/17597460
https://doi.org/10.1016/j.diabres.2014.01.020
http://www.ncbi.nlm.nih.gov/pubmed/24573088


PLOS One | https://doi.org/10.1371/journal.pone.0324269  May 30, 2025 11 / 11

	36.	 Hawkes CP, Mostoufi-Moab S, McCormack SE, Grimberg A, Zemel BS. Sitting height to standing height ratio reference charts for children in the 
United States. J Pediatr. 2020;226:221.

	37.	 Frayling TM, Timpson NJ, Weedon MN, Zeggini E, Freathy RM, Lindgren CM, et al. A common variant in the FTO gene is associated with body 
mass index and predisposes to childhood and adult obesity. Science. 2007;316(5826):889–94. https://doi.org/10.1126/science.1141634 PMID: 
17434869

	38.	 Wells JCK, Chomtho S, Fewtrell MS. Programming of body composition by early growth and nutrition. Proc Nutr Soc. 2007;66(3):423–34.

	39.	 Laron Z. Insulin-like growth factor 1 (IGF-1): a growth hormone. Mol Pathol. 2001;54(5):311–6. https://doi.org/10.1136/mp.54.5.311 PMID: 
11577173

	40.	 Locatelli V, Bianchi V. Effect of gh/igf-1 on bone metabolism and osteoporsosis. Int J Endocrinol. 2014.

	41.	 Lee S-C, Hsiao J-K, Yang Y-C, Haung J-C, Tien L-Y, Li D-E, et al. Insulin-like growth factor-1 positively associated with bone formation markers 
and creatine kinase in adults with general physical activity. J Clin Lab Anal. 2021;35(8):e23799. https://doi.org/10.1002/jcla.23799 PMID: 34143515

	42.	 Anisimov V, Bartke A. The key role of growth hormone — insulin — IGF-1 signaling in aging and cancer. Crit Rev Oncol Hematol. 2013;87(3):201.

https://doi.org/10.1126/science.1141634
http://www.ncbi.nlm.nih.gov/pubmed/17434869
https://doi.org/10.1136/mp.54.5.311
http://www.ncbi.nlm.nih.gov/pubmed/11577173
https://doi.org/10.1002/jcla.23799
http://www.ncbi.nlm.nih.gov/pubmed/34143515

