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To the Editor: Much of our understanding of how to pre-
dict future diseases is derived from data collected years and 
decades ago. However, the incidence of many diseases has 
evolved over time. For instance, there has been a substantial 
increase in the incidence of type 1 diabetes, accompanied by 
a shift in the age distribution, with the magnitude of these 
changes varying across different regions globally [1]. Since 
the genetic composition of populations remains relatively 
stable over time, these shifts in disease incidence are largely 
attributed to environmental factors. A recent example is the 
COVID-19 pandemic and its associated lockdowns, which 
were linked to a transient increase in the incidence of type 
1 diabetes [2].

The precise mechanisms by which environmental factors 
interact with genetic susceptibility remain unclear, as does 
the impact of changing disease incidence on the genetic 
architecture of diseases. Genetic susceptibility for type 1 
diabetes is conferred by HLA class II genes and multiple 
genes linked to immune function, islet cell function and 
responses to environmental exposures such as viruses [3]. 
One possibility is that environment-related increases in dis-
ease incidence may elevate disease penetrance uniformly for 

the susceptible alleles across all risk genes. Alternatively, 
specific environmental factors may interact with particu-
lar risk genes and alleles, including previously unreported 
genes, or preferentially increase the penetrance of non-sus-
ceptible alleles, thereby altering the genetic landscape of 
disease over time and across regions. Indirectly supporting 
this, many infections have associations with genes involved 
in immune functions, and some of these genes also confer 
susceptibility to type 1 diabetes [4]. Furthermore, a previous 
study suggested that the genetic profile of type 1 diabetes has 
shifted, with higher-risk genotypes of HLA-DR and HLA-
DQ, which contribute the most substantial genetic risk for 
the disease, becoming less prominent over time [5].

Genetic insights in type 1 diabetes have led to the devel-
opment of polygenic risk scores (PRS) as a composite 
score for risk at multiple genetic risk regions to distinguish 
individuals with and without type 1 diabetes [6]. The most 
advanced PRS, the GRS2, could identify 77% of individu-
als from the Type 1 Diabetes Genetic Consortium (T1DGC) 
cohort who developed type 1 diabetes during childhood or 
adolescence (77% sensitivity) at a threshold score repre-
senting the 90th centile of the background population (90% 
specificity) [6]. The majority of individuals in the T1DGC 
cohort were of European descent and diagnosed prior to the 
year 2000. Given that the incidence of type 1 diabetes has 
increased by 50% or more over the past decades, these ear-
lier estimates of sensitivity using PRS may no longer be 
accurate.

We applied the GRS2 to two cohorts of individuals of 
European descent who were diagnosed with type 1 diabetes 
before age 20 years in Germany. The first cohort included 
400 individuals diagnosed between 1963 and 1999 (median 
year of diagnosis, 1980; median age at diagnosis, 14 years) 
who were the parent proband of children followed in the 
German BABYDIAB study [7]. Autoantibody status at 
type 1 diabetes onset was unknown. The second cohort 
comprised 1068 children and adolescents diagnosed as 
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islet autoantibody-positive type 1 diabetes between 2008 
and 2018 (median year of diagnosis, 2014; median age at 
diagnosis, 10 years) through the Dimelli study in Bavaria, 
Germany [8]. For background comparison, we analysed data 
from 8581 children born in Bavaria in 2019 who had no first-
degree family history of type 1 diabetes, who were screened 
through the Global Platform for the Prevention of Autoim-
mune Diabetes (GPPAD) [9].

The median and the 90th percentile of the GRS2 in the 
background population were 10.51 and 13.36, respectively 
(Table 1), similar to the values observed in the UK Biobank 
cohort (10.46 and 13.41), where the GRS2 was validated. 
Using the 90th percentile as a threshold, 70.8% (95% CI 
66.0, 75.1) of patients from the earlier BABYDIAB parent 
cohort were identified, which is significantly lower than the 
77% observed in the T1DGC cohort (p= 0.039). In compari-
son, 63.8% (95% CI 60.9, 66.7) of patients in the more recent 
Dimelli cohort had a GRS2 above this threshold (p<0.0001 
vs T1DGC and p=0.016 vs BABYDIAB parent cohort).

To further explore temporal trends, we compared GRS2 
scores between individuals diagnosed with type 1 diabe-
tes during two time periods. The median GRS2 score was 
14.31 for children diagnosed prior to 2000 and 13.95 for 
those diagnosed from 2008 to 2018 (p=0.0035). GRS2 
scores were inversely correlated with the age of diagno-
sis in the combined cohorts (r=−0.061; p=0.02). Median 
GRS2 scores were lower in the recent Dimelli cohort as 
compared with the earlier BABYDIAB parent cohort for 
individuals diagnosed after age 12 years (13.80 vs 14.40; 
p=0.0009), but not for individuals diagnosed prior to age 
12 years (14.02 vs 14.27; p=0.41). GRS2 is derived from 
a composite score for HLA class II and HLA interactions 
plus a composite score derived from SNPs outside the HLA 
region. A decrease in both components was observed in the 
later-diagnosed Dimelli cohort as compared with the ear-
lier BABYDIAB parent cohort (HLA class II component, 
10.15 vs 9.89, p=0.049; non-HLA component, 4.19 vs 4.10, 
p=0.016). Similar findings were obtained using the GPPAD 
PRS [4] that includes a smaller and slightly different panel 
of SNPs, with lower scores observed in the Dimelli cohort 

diagnosed after the year 2000 (median score, 12.83) as com-
pared with the BABYDIAB parent cohort diagnosed before 
the year 2000 (median score, 13.18; p=0.0018). Limitations 
include a higher median age at diagnosis and a lack of islet 
autoantibody data in the earlier BABYDIAB parent cohort.

These findings suggest that the genetic architecture of 
childhood type 1 diabetes has likely evolved over time with 
more penetrance among less susceptible alleles of risk genes 
inside and outside the HLA class II region. Although lim-
ited by a smaller size, a difference in PRS over time was 
observed in older individuals with type 1 diabetes (based 
on age grouping), but not in the younger group. Our results 
show that relatively small shifts in PRS can substantially 
affect their disease sensitivity and underscore the need for 
caution when making predictions based on data from dis-
ease cases diagnosed in earlier decades. They also high-
light the importance of maintaining disease registries with  
bioresource materials to facilitate ongoing investigations 
into the changing epidemiology and genetic underpinnings 
of type 1 diabetes across different regions and racial groups.
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Table 1  GRS2 in a Bavarian background population and in individuals with type 1 diabetes diagnosed before and after the year 2000

T1D, type 1 diabetes

Variable Background population German T1D BABYDIAB
1963–1999

Bavarian T1D Dimelli
2008–2018

P
BABYDIAB 
vs Dimelli

Number in cohort 8581 400 1068
Median total score 10.51 14.31 13.95 0.0035
Median HLA score 7.14 10.15 9.89 0.049
Median non-HLA score 3.53 4.19 4.10 0.016
Frequency >90th centile of 

background (95% CI)
10% (9.4, 10.7) 70.8% (66.0, 75.1) 63.8% (60.9, 66.7) 0.016



1354 Diabetologia (2025) 68:1352–1354

EB collected and analysed the data. EB drafted and JZ-G and A-GZ 
reviewed and edited the manuscript. All authors have approved the final 
manuscript. EB is the guarantor of this work.

Open Access This article is licensed under a Creative Commons Attri-
bution 4.0 International License, which permits use, sharing, adapta-
tion, distribution and reproduction in any medium or format, as long 
as you give appropriate credit to the original author(s) and the source, 
provide a link to the Creative Commons licence, and indicate if changes 
were made. The images or other third party material in this article are 
included in the article’s Creative Commons licence, unless indicated 
otherwise in a credit line to the material. If material is not included in 
the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will 
need to obtain permission directly from the copyright holder. To view a 
copy of this licence, visit http://creativecommons.org/licenses/by/4.0/.

References

 1. Tuomilehto J, Ogle GD, Lund-Blix NA, Stene LC (2020) Update 
on worldwide trends in occurrence of childhood type 1 diabetes 
in 2020. Pediatr Endocrinol Rev 17(Suppl 1):198–209. https:// doi. 
org/ 10. 17458/ per. vol17. 2020. tol. epide miolo gychi ldtyp e1dia betes

 2. Berthon W, McGurnaghan SJ, Blackbourn LAK et al (2024) Inci-
dence of type 1 diabetes in children has fallen to pre-COVID-19 
pandemic levels: a population-wide analysis from Scotland. Dia-
betes Care 47(3):e26–e28. https:// doi. org/ 10. 2337/ dc23- 2068

 3. Robertson CC, Inshaw JRJ, Onengut-Gumuscu S et al (2021) 
Fine-mapping, trans-ancestral and genomic analyses identify 

causal variants, cells, genes and drug targets for type 1 diabetes. 
Nat Genet 53(7):962–971

 4. Tian C, Hromatka BS, Kiefer AK et al (2017) Genome-wide 
association and HLA region fine-mapping studies identify sus-
ceptibility loci for multiple common infections. Nat Commun 
8(1):599–611. https:// doi. org/ 10. 1038/ s41467- 017- 00257-5

 5. Gillespie KM, Bain SC, Barnett AH, Bingley PJ, Christie MR, 
Gill GV, Gale EA (2004) The rising incidence of childhood type 
1 diabetes and reduced contribution of high-risk HLA haplotypes. 
Lancet 364(9446):1699–700. https:// doi. org/ 10. 1016/ S0140- 
6736(04) 17357-1

 6. Sharp SA, Rich SS, Wood AR et al (2019) Development and 
standardization of an improved type 1 diabetes genetic risk score 
for use in newborn screening and incident diagnosis. Diabetes 
Care 42(2):200–207. https:// doi. org/ 10. 2337/ dc18- 1785

 7. Walter M, Albert E, Conrad M et al (2003) IDDM2/insulin VNTR 
modifies risk conferred by IDDM1/HLA for development of Type 
1 diabetes and associated autoimmunity. Diabetologia 46(5):712–
20. https:// doi. org/ 10. 1007/ s00125- 003- 1082-z

 8. Achenbach P, Hippich M, Zapardiel-Gonzalo J et al (2022) A 
classification and regression tree analysis identifies subgroups of 
childhood type 1 diabetes. EBioMedicine 82:104118. https:// doi. 
org/ 10. 1016/j. ebiom. 2022. 104118

 9. Winkler C, Haupt F, Heigermoser M et al (2019) Identification of 
infants with increased type 1 diabetes genetic risk for enrollment 
into Primary Prevention Trials—GPPAD-02 study design and first 
results. Pediatr Diabetes 20:720–727

Publisher's Note Springer Nature remains neutral with regard to 
jurisdictional claims in published maps and institutional affiliations.

http://creativecommons.org/licenses/by/4.0/
https://doi.org/10.17458/per.vol17.2020.tol.epidemiologychildtype1diabetes
https://doi.org/10.17458/per.vol17.2020.tol.epidemiologychildtype1diabetes
https://doi.org/10.2337/dc23-2068
https://doi.org/10.1038/s41467-017-00257-5
https://doi.org/10.1016/S0140-6736(04)17357-1
https://doi.org/10.1016/S0140-6736(04)17357-1
https://doi.org/10.2337/dc18-1785
https://doi.org/10.1007/s00125-003-1082-z
https://doi.org/10.1016/j.ebiom.2022.104118
https://doi.org/10.1016/j.ebiom.2022.104118

	The genetic architecture of type 1 diabetes over time: how well can we rely on past data to predict the future?
	References


