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Correct classification of type 1 (T1D) and type 2 diabetes (T2D) is challenging due to overlapping
clinical features and the increasingly early onset of T2D, particularly in South Asians. Polygenic risk
scores (PRSs) for T1D and T2D have been shown to work relatively well in South Asians, despite

being derived from largely European-ancestry samples. Here we used PRSs to investigate the rate

of potential misclassification of diabetes amongst British Bangladeshis and Pakistanis. Using linked
health records from the Genes & Health cohort (n = 38,344) we defined two reference groups meeting
stringent diagnostic criteria: 31 T1D cases, 1842 T2D cases, and after excluding these, two further
groups: 839 insulin-treated diabetic individuals with ambiguous features and 5174 non-diabetic
controls. Combining these with 307 confirmed T1D cases and 307 controls from India, we calculated
ancestry-corrected PRSs for T1D and T2D, with which we estimated the proportion of T1D cases
within the ambiguous group at ~ 6%, dropping to ~ 4.5% within the subset who had T2D codes in their
health records (and are thus most likely to have been misclassified). We saw no significant association
between the T1D or T2D PRS and BMI at diagnosis, time to insulin, or the presence of T1D or T2D
diagnostic codes amongst the T2D or ambiguous cases, suggesting that these clinical features are
not particularly helpful for aiding diagnosis in ambiguous cases. Our results emphasise that robust
identification of T1D cases and appropriate clinical care may require routine measurement of diabetes
autoantibodies and C-peptide.

Type 1 and type 2 diabetes (T1D and T2D respectively) are classified aetiologically, and the two conditions
differ in their natural history and in the treatment required"2. For clinicians, correctly classifying T1D and T2D
may be challenging due to overlapping clinical features as well as the increasingly early onset of T2D due to
rising obesity prevalence. Additionally, a lack of recognition of late-onset T1D cases may lead to their incorrect
classification as T2D?. Diabetes misclassification occurs when a clinician-recorded diagnosis of T1D or T2D
does not match the true (aetiological) category to which the patient belongs?, but it can be difficult to distinguish
from erroneous miscoding in health records. Previous estimates of miscoding and misclassification suggest that
up to 13% of diabetes cases recorded in British general practices are affected, but these studies do not establish
a ground truth and rely on a complex algorithmic definition of type 1 and type 2 diabetes using clinical features
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and the use of oral versus insulin treatment®~”. The correct classification of a patient as having type 1 rather than
type 2 diabetes is suggested by rapid requirement to insulin (within 3 years of diagnosis)®. Without specialised
tests to estimate endogenous insulin secretion (serum C-peptide measurement) and/or to determine if diabetes-
specific autoimmunity is present (measurements of diabetes autoantibodies), diabetes type can be challenging
to determine. However, the measurement of C-peptide and diabetes autoantibody testing is discouraged in
routine clinical practice in the UK®. The presence of multiple different diagnostic codes relating to diabetes in an
individual’s electronic health record may reflect either erroneous miscoding or true misclassification, making it
difficult to correctly classify diabetes in real-world electronic health record datasets!®.

Misclassification rates of diabetes in people of South Asian descent are not known!"!2 but are expected to be
greater than in White Europeans, due to high prevalence of T2D and its tendency to present in people who are
slim, young and in some cases have features of insulin deficiency'*!*. These epidemiological factors may result
in a possible bias towards T2D diagnosis even when clinical features would be commonly considered supportive
of a T1D diagnosis®'>. Inaccurate classification of a true T1D case as T2D could result in severe harms including
diabetic ketoacidosis'®!” and increased risk of long-term diabetic complications'®. Misclassification of a true
T2D case and subsequent prescription of insulin may lead to harms including increased risk of hypoglycaemic
events'8, and to the misclassified patient missing out on oral therapies that are highly effective at reducing the
risk of T2D complications.

Large-scale genome-wide association studies (GWAS) have derived major insights into the genetic aetiology
of complex diseases such as T1D and T2D!*-2! and have led to the construction of polygenic risk scores (PRSs)
that could have clinical benefit through use in risk prediction and characterisation of disease heterogeneity>*2-%.
Recent work has shown that PRS for T1D and T2D are useful tools to aid the classification of people with
diabetes, in combination with clinical features and metabolic measurements!'*?326, Although, as is the case for
most diseases, the T1D GWASs have largely been focused on Europeans, a T1D PRS derived from these shows
good discriminative ability in Indians?’. Large multi-ancestry GWASs for T2D have recently been performed!*%,
and PRSs derived from these were found to work almost equally well in South Asians as in Europeans'®.

We set out to use these PRSs to investigate rates of misclassification of diabetes in a population of British
South Asians. Specifically, we applied genetic ancestry-optimised T1D and T2D PRSs to estimate the proportion
and misclassification of T1D amongst insulin-treated diabetic individuals with ambiguous clinical features. We
emphasise that our goal was not to use the PRSs to predict which specific individuals had T1D versus T2D.
Secondly, we tested whether T1D or T2D PRSs were associated with the clinical characteristics commonly used
to determine diabetes type clinically. We used the Genes and Health (G&H) cohort based in East London, UK,
which combines genomic and detailed electronic health record data for over 44,000 people of British Bangladeshi
and Pakistani descent?’, who have twice the rate of T2D than the local White-European population®. The
combination of high-quality phenotypic and genetic data gives us a unique opportunity to study misclassification
of diabetes in this understudied South Asian-ancestry population.

Methods

G&H study population and clinical codes

The Genes & Health cohort has been described previously?>?*3!. Briefly, G&H is a community-based study
which recruits British Pakistani and Bangladeshi individuals aged 16 years and older from National Health
Service (NHS) and community settings in the UK. All volunteers consent to lifelong electronic health record
(EHR) access and donate a saliva sample for genetic studies. G&H was approved by the London South East
NRES Committee of the Health Research Authority (14/LO/1240).

For this study, we used the June 2021 data release, selecting 38,344 of the 46,132 volunteers recruited in east
London (median age 43 years; 54.4% female; 45.6% male) who had primary health care record data available.
Additional secondary care data was available for 22,713 of the 38,244 individuals who had any interactions
with Barts Health NHS Trust, the largest secondary care trust in the area providing inpatient and outpatient
services, including specialist diabetes care. Individuals were excluded (N =94) if they had registered at different
GP practices with an incongruent year of birth. Definitions of clinical diagnosis can be found in Supplementary
“Methods”, with key codes given in Supplementary Tables 1 and 2. Quantitative clinical measures were cleaned
as described in Supplementary “Methods”.

Defining ambiguous cases, reference cases and controls in G&H

We filtered the available data to define four groups of mutually exclusive individuals, as follows. If electronic
health records did not contain sufficient historic information to inform the T1D reference case selection
(e.g. unavailability of historic prescribing information), additional case note review was undertaken by two
experienced diabetologists (SE, ML).

1) T1D reference cases:

« Individuals with a clinical code for T1D or T2D (Supplementary Table 1). (In practice, as Table 1 shows,
most of the thirty-one individuals ultimately included in this group did have a T1D code, but we also in-
cluded seven who had only a T2D code because, based on review from two senior diabetologists (SF and
ML), we believe the following criteria makes it highly likely they are truly T1D and this is a miscoding
error.)

o AND had a time to insulin from diagnosis between 0.5 and 1 years, with the rationale that this would
capture people who were beginning regular insulin therapy (People diagnosed with T2D who are initially
not insulin treated but progress rapidly to insulin therapy are often actually misclassified T1D patients'%.)
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Median value (quartiles)
Characteristic N. with data | Ambiguous N=839 | TID N=31 T2D N=1842 Controls N=5174 | p value (ANOVA)
Age at diagnosis 2712 40 (33, 46)** 23 (13,34)% | 45 (39, 53)%* NA <0.001
(years)
BMI (kg/mz) 5928 27.8(25.1,31.8) 26.4 (20.4,31.8) | 28.4 (25.6,32.1) 26.3 (22.8,29.0) 0.08
HDL (mmol/l) 4324 1.09 (0.90,1.23) 1.20(1.10,1.43) | 1.04 (0.90,1.21) 1.27 (1.05,1.44) 0.19
Triglycerides (mmol/l) | 4134 2.00(1.37,2.81) 1.65 (1.05,2.54) | 2.00 (1.40,2.98) 1.46 (0.85,1.75) 0.39
HbA1c¢ (mmol/mol) 4814 67 (55,87)* 78 (57, 111)* 59 (51,76)%* 36 (33, 38) <0.001
C-peptide (pmol/L) | 57 905 (564,1228)* 162 (21,168)% | 1056 (880,1179)* | NA <0.001
Time to insulin 864 10 (5,15) 5(1,12) NA NA 0.025
(years)

Number of individuals (%)
Characteristic N. with data | Ambiguous N=839 | TID N=31 T2D N=1842 Controls N=5174 | p value (ANOVA)
Gender 7868 <0.001
Female 450 (54%)* 12 (39%) 749 (41%)% 2,962 (57%)®
Male 389 (46%)* 19 (61%) 1,093 (59%)* 2,194 (42%)@
Autoimmune
condition present 7886 43 (5.1%)* 3(9.7%) 53 (2.9%)% 117 (2.2%) 0.003
(n,%)
Only T1D Code (n,%) | 7886 18 (2%)* 15 (48%)° 0(0%) 0(0%) <0.001
Only T2D Code (n,%) | 7886 18 (2%)* 7 (23%)%* 1,822 (99%)%* 0(0%) <0.001
Zi}y)o)& T2D Code 7886 105 (13%)** 9 (29%)% 20 (1%)%* 0 (0%) <0.001
Eégzztgfe?‘t‘et;'e i |© 34 (4%) 15 (48%) 20 (1%) 0 (0%) <0.001
Positive (n,%) 9 (26%)** 11 (73%)%* 0 (0%)%* 0(0%)
Negative (n,%) 25 (74%) 4(27%) 20 (100%) 0(0%)

Table 1. Clinical characteristics recorded within one year of diagnosis of individuals in the ambiguous, T1D
and T2D groups in G&H, and in the G&H non-diabetic controls. In the top part of the table, quantitative traits
are presented as the median (quartiles), and in the bottom part, count variables are presented as sample size
(percentage). Significance was assessed using Kruskal-Wallis tests (non-parametric one-way ANOVA). Dunn’s
and Chi-squared post-hoc tests were performed where appropriate (Supplementary Table 5). *significant
(p<0.05) versus T1D group; * significant (p < 0.05) versus T2D group; $signiﬁcant (p<0.05) versus ambiguous
group. @ Eighteen controls for whom both male and female genders were recorded in the health records were
excluded from clinical comparisons.

« AND (a) for those aged under 30 at diagnosis either insulin deficiency OR positive diabetes autoantibodies
were required; (b) for those aged 30 to 60 years at diagnosis ONLY evidence of insulin deficiency was used,
based on autoantibody tests having a low positive predictive value in this age group®2. No individuals who
were aged over 60 at diagnosis passed the above criteria.

2) T2D reference cases:

« Individuals with a clinical code for T2D

o AND duration of diabetes > 3 years

o AND had received oral anti-hyperglycaemic treatment but never insulin
o AND no confirmed insulin deficiency or autoantibody positivity

3) Ambiguous group:

« Individuals with a clinical code for T1D and/or T2D

« AND did not meet the above criteria for T1D or T2D reference cases

o AND had age at diagnosis 60 years old or younger

o AND had received an insulin prescription within the most recent year of data linkage

4) Non-diabetic controls:

o Individuals with no diagnostic code ever recorded for: T1D, T2D, secondary/rare diabetes and pancreatic
disease/surgery, diabetes risk states (defined in Supplementary Table 3)

o AND has no confirmed insulin deficiency or autoantibody positivity

o AND has never been prescribed diabetes medications (any)

The number of individuals remaining after these filtering steps are shown in Supplementary Table 4.
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Our stringent criteria to define confirmed T1D resulted in a group of only 31 individuals (Table 1), and
therefore a separate T1D reference population was used from an Indian cohort, the details of which are presented
below.

Statistical analysis of clinical data

For comparisons between baseline groups, Kruskall-Wallis tests were performed with Dunn’s post-hoc where
appropriate. For comparisons of two groups, student’s t-tests were used to compare continuous measures and
chi-squared tests were used to compare binary end-points.

Preparation of G&H genotype data

We used the June 2021 data freeze which included 46,132 individuals genotyped on the Illumina Infinium
Global Screening Array v3 chip (GRCh38). Quality control, inference of genetic ancestry and inference of
relatedness are described in the Supplementary “Methods”. After quality control, restriction to individuals
fulfilling the clinical criteria described above, and removal of relatives, we retained 7886 unrelated individuals
with genetically-inferred Pakistani or Bangladeshi ancestry. These comprised 31 T1D cases, 1842 T2D cases, 839
ambiguous cases and 5174 non-diabetic controls. We combined genetic data from these individuals with the
Indian cohort described below.

The Indian cohort of T1D cases and controls

The Indian cohort consisted of 332 T1D cases and 317 non-diabetic controls who were recruited in Pune, India
via detailed phenotypic characterisation and robust diagnostic classification, using the same methods as those
described in Harrison et al.?’. The Institutional Fthics Committee of the KEM Hospital Research Centre, Pune,
India (KEMHRC ID No1737 & KEMHRC ID No PhD19) approved the study, and all methods were performed
in accordance with the relevant guidelines and regulations. Individuals were genotyped on the Illumina GSA-
24v3 chip at the CSIR-Centre for Cellular and Molecular Biology, Hyderabad, India (CSIR-CCMB). Quality
control of the genotype data is described in the Supplementary “Methods”. After removing principal component
outliers and third-degree relatives or closer using PropIBD metric from KING, 307 cases and 307 controls
remained in the dataset.

Principal component analysis and imputation of G&H and Indian samples

We combined the genetic data from the 7886 unrelated G&H individuals and the 614 unrelated Indian
individuals to perform a principal component analysis (PCA) which we subsequently used to correct the T1D
and T2D polygenic risk scores (PRSs) for genetic ancestry differences (described below). The preparation of this
combined dataset, the PCA, and imputation to TOPMED r2 are described in Supplementary “Methods”

PRS calculation and PC correction

For type 1 diabetes, we used a previously-published PRS which has been shown to have good discriminative
ability in Indians (area under the receiver operating characteristic curve=0.84)%"%. Specifically, we used ten
SNPs including two that, in combination, tag HLA-DR3/DR4-DQ8 haplotype, since Oram et al. showed that this
10-SNP score performed almost as well as the larger 30-SNP score®.

For type 2 diabetes, we used a PRS derived from the largest recent trans-ancestry meta-analysis, which was
shown to perform almost as well in South Asians as in Europeans, with pseudo-r? of ~3-6% depending on
the target cohort!®. The PRS was calculated using PRSice2.2 using SNPs that had P<1x107* in that GWAS
meta-analysis, as we found that the area under the receiver operating curve was highest at this P value cut-off.
Clumping R? was set to 0.1, and European samples from 1000 Genomes Project were used as the LD reference
since the majority of samples in the GWAS meta-analysis with European-ancestry.

We observed significant differences in the PRS distributions between the genetically-inferred ancestry
groups even when restricting to non-diabetic controls (Supplementary Fig. 1), which are well known to exist
due to differences in demographic history®*. We thus decided to correct these by regressing out the principal
components (PCs). A scree plot (Supplementary Fig. 2) suggested that five PCs were sufficient to explain most
of the variation (Supplementary Fig. 3). Since ancestry was correlated with case status within our cohort (i.e. the
majority of T1D cases were Indian and the T2D cases were Pakistani/Bangladeshi), we regressed the PRSs on
these five PCs in the controls only for both the T1D and T2D PRSs:

5
PRScontrolc ~ Z 16PPCP70 +e
p=

We then used the estimated 3 s for each PC to calculate the expected PRS for each case and control individual
i as follows:

— 5 ~
PRSi=3_ _BpPCpu

We then calculated the residuals which we used in subsequent analyses:

PC — corrected PRSi = PRS; — P/RE
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Statistical analysis of PRSs

We employed the approach from Evans et al.? to estimate the prevalence of T1D in the set of ambiguous cases
from G&H (f;, ;). We did this using three approaches. In all cases we used the PC-corrected PRSs constructed as
described above. In the first approach, we used the small sample of G&H T1D cases as “true cases” and the G&H
T2D cases as “non-cases” to estimate f;.,,, using the PC-corrected T1D PRS. Since we had only a small sample
of clear T1D cases in G&H, in the second approach we used the larger sample of Indian T1D cases as our “true
cases” and the G&H T2D cases as “non-cases’, and used the PC-corrected T1D PRSs. In the third approach, we
used the T2D cases and non-diabetic controls from G&H to estimate the fraction of the ambiguous cases that
had T2D (f,,,,) using the PC-corrected T2D PRS, and then calculated f,,, as 1-f,,,,, With each approach, we
used the three statistical methods from?3: the means method, the Earth Mover’s Distance (EMD), and the Kernel
Density Estimation (KDE) method.

Association between PRS and clinical parameters

We selected three clinical parameters routinely used by clinicians and researchers to classify diabetes diagnosis:
age at diagnosis, BMI at diagnosis and time to insulin start>*. Age at onset*® and BMI*” have been associated
with the T2D PRS amongst European T2D cases. We used multiple linear regression to assess the association
between the T1D or T2D PRS and these clinical parameters within either the ambiguous cases or T2D cases
(Fig. 3). Analysis was performed using R 4.0.1 and Python 3.8.

Results

Definition and clinical characteristics of T1D, T2D and ambiguous cases in G&H

Clinical data were available for a total of 38,344 individuals. Supplementary Table 4 indicates the results of
our filtering process to define T1D, T2D, ambiguous cases and nondiabetic controls, who were subsequently
filtered to remove related individuals. Using this process, we were able to identify 31 T1D reference cases, 1842
T2D reference cases, 839 further diabetes cases treated with insulin and deemed ambiguous by the criteria
outlined above, and 5174 nondiabetic controls. The majority of the individuals we removed were excluded due to
having diabetes risk states (e.g. ‘at risk of diabetes mellitus’ or ‘family history of diabetes mellitus’) in their health
records, or due to being putative T2D cases not on oral antihyperglycemic agents.

Using ANOVA, we compared clinical features between the four groups (Table 1) and found no significant
difference in BMI at diagnosis. There were significant differences across groups in age and glycosylated
haemoglobin (HbAlc) at diagnosis, C-peptide (ANOVA P<0.001) and diabetes autoantibody positivity
(ANOVA P<0.01), consistent with clinical expectation. However, C-peptide and diabetes autoantibodies were
rarely measured (0.7% and 2.5% of diabetes cases, respectively). The ambiguous group displayed intermediate
clinical features, with post-hoc pairwise comparisons (Supplementary Table 5) demonstrating differences
with both TID and T2D reference groups in age at diagnosis (40 years for the ambiguous group versus 23
years for T1D cases and 45 years for T2D cases), and C-peptide significantly higher than the T1D but not T2D
reference cases (905 pmol/l for the ambiguous versus 162 pmol/l for T1D versus 1056 pmol/l for T2D groups,
respectively). In contrast, HbAlc at diagnosis was significantly higher in the ambiguous group (67 mmol/mol)
than T2D (59 mmol/mol) but not T1D (78 mmol/mol) cases. Importantly, clinical codes did not differentiate
these groups reliably, with 39% of T1D cases having a T2D code present in their electronic health records, and
only 77% actually having a T1D code. The ambiguous group was predominantly coded as having T2D: 93% had
only a T2D code, but 7% had a T1D code present either with or without a T2D code.

Estimating the fraction of T1D cases using PRSs

Despite being derived from GWASs in purely or mostly European samples, PRSs for TID and T2D have
been shown to have reasonably good discriminative ability in South Asians'®?’. We set out to use these PRSs
to estimate the proportion of T1D cases within the set of 839 ambiguous cases. We applied a mathematical
framework recently proposed by Evans et al. for estimating the prevalence of a given disease within a cohort
using PRSs?. This relies on estimating the proportion of true cases and non-cases from the PRS distribution of
a sample of individuals that contains a mixture of these. In this instance, we wished to estimate the proportion
of T1D cases amongst the set of ambiguous cases, which we presume contains a mixture of T1D and T2D
cases. However, since we only had 31 definite T1D cases from G&H, we anticipated this would be insufficient to
produce an accurate estimate of the prevalence of T1D within the ambiguous group. We thus combined our data
with a larger set of 307 cases and 307 controls from Pune, India, and regressed out genetic principal components
from the T1D and T2D PRSs to correct for ancestry (Supplementary Fig. 3). PC-corrected PRSs did not show
significant differences between the different ancestry groups amongst the controls (Supplementary Figs. 1b
and 4b), but they showed significant differences between cases of the relevant diabetes type and non-diabetic
controls within G&H (Fig. 2). We then applied three approaches to estimate the prevalence of T1D within the
ambiguous group using the PC-corrected PRSs, and for each, used three different statistical methods to estimate
the mixture proportion (see Methods).

We found that the three approaches produced very similar estimates of the fraction of T1D cases in our
ambiguous group, with the point estimates ranging from 3.6% to 10.2% (median 5.9%) and confidence intervals
from 0 to 15.2% (Fig. 1a). Estimates were also very similar between three different statistical approaches used to
estimate the mixture proportion, with confidence intervals all overlapping. We then performed the same analysis
removing individuals (n=18) from the ambiguous group who only had a T1D code present in their clinical
records, considering that they were more likely to be true T1D diagnoses. This therefore gave an estimate of the
proportion of individuals who are likely to be misclassified. The point estimates of prevalence (and presumed
misclassification estimates) ranged from 1.9 to 7.8%, with a median of 4.5%, and confidence intervals from 0 to
12.6% (Fig. 1b).
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Fig. 1. Estimated prevalence of T1D in the G&H ambiguous group. Panel (A) includes all individuals in

the ambiguous group (n==839) and (B) excludes those individuals where only a T1D clinical code is present
(n=821). Points show mean estimates and horizontal lines indicate 95% confidence intervals. The dotted line
indicates the median point estimate across all methods. The point type indicates the statistical method used for
estimation. EMD: Earth Mover’s Distance; KDE: Kernel density estimation.

Associations between PRSs and clinical characteristics in G&H

Figure 2 shows the average T1D and T2D PRSs in the four clinically-defined groups in G&H. The ambiguous
group had a similar (two-tailed Wilcoxon signed-rank tests, P=0.39) T1D PRS to the T2D group, which is
consistent with it only containing a small proportion of T1D cases. The ambiguous group has a greater T2D PRS
than the T2D group (P=5.6x107*), likely because the ambiguous cases were defined as having earlier age of
onset, which has previously been shown to be associated with higher polygenic risk score in T2D cases**3, We
used multiple linear regression to assess the association between the T1D and T2D PRSs and clinical features
(age at diagnosis, BMI at diagnosis, time to insulin, and the presence of T1D and T2D diagnostic code) in the
ambiguous group and the reference T2D group (Fig. 3). Age of diagnosis was significantly negatively associated
with the T2D PRS within the T2D cases (P=3.73X 1077), as expected®**. There was no significant association
between BMI at diagnosis, time to insulin or the presence of T1D/T2D diagnostic codes with any of the PRSs.

Discussion

Our study combines routine health data from a large population-based study of British Bangladeshi and Pakistani
individuals with ancestry-optimised polygenic risk scores to estimate the proportion of T1D cases, and the rate
of misclassification, in a group of people with diabetes who have ambiguous clinical features. We undertook this
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Fig. 2. Average PC-corrected T1D and T2D polygenic risk score (PRS) of subgroups in Genes and Health
(G&H), with 95% confidence intervals. These have been standardised such that the controls have a mean of 0
and variance 1.
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Fig. 3. Results from multiple linear regressions of the PC-corrected T1D or T2D PRSs on the indicated clinical
variables within either the ambiguous or T2D cases from G&H. Points show the point estimates for the effect
size and lines show the 95% confidence intervals. The estimates are split into two panels due to the difference in
their scale. Note that the regression within the reference T2D group excluded ‘time to insulin’ and ‘having only
a T1D code’ since these were not relevant because of how this group was defined.
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study due to the well-recognised challenges of correctly classifying diabetes type in South Asian populations in
which young onset T2D is increasingly common and differences in fat distribution and fat mass mean clinical
features such as BMI are unhelpful. We showed that the clinical features that are commonly used to help classify
T1D and T2D (age and BMI at diagnosis, and time to insulin) were not associated with the ancestry-optimised
PRS within the ambiguous group, implying that they have limited utility to help distinguish T1D from T2D
within this group. This study is the first to systematically assess the likely rates of misclassification in a large, real
world south Asian population receiving routine diabetes care. Our goal was to use PRS as an epidemiological
tool to estimate the rate of misclassification in British South Asians with ambiguous insulin-treated diabetes,
as opposed to identified specific misclassified individuals. It is not clear from our findings whether combining
ancestry-optimised PRSs with clinical and metabolic measurements may prove useful to help improve the
diagnosis of individuals with diabetes, and this is an important area for future research.

We used standard criteria to define TID and T2D cases from our population-based cohort with linked
health record data. Diabetes autoantibodies and measures of beta cell function (serum C-peptide) were rarely
recorded. We derived a large group of individuals whose diabetes diagnosis was clinically ‘ambiguous’ but was
characterised by insulin treatment. The clinically ambiguous group included people classified (by diagnostic
codes) as having T1D, T2D or both. We corrected T1D and T2D PRSs, which had previously been shown to
perform reasonably well in South Asians!®?’, for genetic principal components to remove spurious differences
due to population structure (Supplementary Figs. 1, 3, 4), and showed that these ancestry-corrected PRSs were
significantly associated with case/control status in G&H (Fig. 2). Using data from an Indian T1D reference
cohort and these ancestry-optimised PRSs, we estimated that the true proportion of T1D in this clinically
ambiguous group is most likely in the range of 3.6-10.2% (median estimate across approaches =>5.9%, although
with wide 95% confidence intervals). Diagnostic codes were not significantly associated with the T1D and T2D
PRSs within the ambiguous group (Fig. 3), suggesting misclassification is therefore likely. When we removed
those individuals who had only diagnostic codes for T1D (i.e. those where we assume clinical suspicion for T1D
was highest) from the analysis, and re-estimated the proportion of T1D cases amongst the remaining ambiguous
individuals, we obtained a median estimate of 4.5% across approaches, which we regard as an estimate of putative
misclassification rate. This is lower than estimates obtained in previous studies in Europeans that only relied on
broad clinical criteria (7-15%%7), but it is difficult to draw conclusions from this due to our wide error bars, as
well as the distinct populations, cohorts, and methodologies.

Our work builds on the methods developed by Evans et al.?%, and applies ancestry-adjusted PRSs to estimate
disease prevalence within clinically-defined groups of individuals with diabetes. This approach allowed us to
employ a set of reference cases with different recent genetic ancestry to the target population (i.e. Indian versus
Pakistani/Bangladeshi). We conducted PCA on both the reference and target sample combined, to ensure that
the PCs captured the genetic diversity within the full sample, particularly given the strong fine-scale population
structure in South Asia®**. It was critical to carry out the ancestry correction using the relationship between
the PCs and PRSs defined in controls alone, since, within our sample, T1D case status was strongly correlated
with ancestry and we did not wish to ‘correct away’ the true difference in T1D PRS between cases and controls.

Our study has certain limitations. The low numbers of T1D cases that could be robustly identified by clinical
criteria in our G&H sample meant that we could not optimise the weights and choice of SNPs for the T1D
PRS within this sample, or use the true T1D cases from G&H as our reference sample when estimating the
fraction of T1D cases in the ambiguous group. The steps outlined above using T1D cases from a study of Indian
individuals and a PCA-based method to correct for population structure has mitigated this. If we had access to a
well-powered T1D GWAS within individuals of Pakistani and Bangladeshi ancestry, this would likely boost the
accuracy of the PRSs and improve the accuracy of our inference. Having said that, the European-derived T1D
PRS we did use still showed a very marked average difference between T1D cases and controls in G&H (Fig. 2).

The use of routine health data in our analyses has potential limitations. Most importantly, it is likely that
poor conversion of clinical notes from secondary care into ICD codes has resulted in our inability to capture
diabetic ketoacidosis (DKA) episodes, which are highly suggestive of true T1D. It is therefore likely that, if
we had had access to the study participants’ full clinical notes or improved coding of DKA data, we would
have been able to assign more individuals to the T1D group rather than the ambiguous group. Thus, we may
have over-estimated the rate of T1D misclassification, although we do note that our estimates fall within the
range previously published in British Europeans using epidemiological methods®’. Furthermore, whilst we
have excluded individuals with diagnostic codes for rare types of diabetes (monogenic, secondary), but with
prevalence estimates for monogenic diabetes in young populations being as high as 6.5%, it is possible that there
are individuals with undiagnosed monogenic diabetes in our ambiguous group who have not been excluded and
who could affect our estimate of the proportion of T1D*!. This is particularly pertinent to our population where
consanguineous marriages are common and therefore recessively inherited monogenic diabetes is more likely.
Future work is needed to characterise the prevalence of these rare types of diabetes in south Asian populations
and to develop south Asian-specific diagnostic aids to guide testing for monogenic diabetes**~**. Finally, our
definition of insulin treatment used to define reference cases does not distinguish between different types of
insulin regime, due to the complexity of longitudinal prescribing data, and a small number of individuals may be
on a regime of rapid- or short-acting insulin alone that would not be compatible with type 1 diabetes.

Finally, our study does not attempt to estimate the total burden of misclassification. Rather, we restricted our
analysis to a group of individuals with diabetes and ambiguous clinical features who were treated with insulin,
and excluded those who were not insulin treated and were within three years of their diabetes diagnosis (i.e.
those who did not meet the T2D clinical criteria). By restricting our analyses to those who are insulin-treated,
we have identified an important subpopulation of people with diabetes who can be readily identified through
clinical systems and targeted for further diagnostic assessment (e.g. with measurement of C-peptide and diabetes
autoantibodies) to assist correct classification.
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Our study confirms that correct classification of diabetes is difficult in populations of British South Asians,
and that routinely recorded clinical features at diagnosis cannot be reliably used to discriminate between type
1 and type 2 diabetes. Our PRS-determined estimates of T1D prevalence and misclassification suggest that
one in twenty individuals within the ambiguous group has not been correctly identified as having T1D. This
is an important finding as it suggests that many individuals are receiving poorly-targeted clinical care, are at
greater risk of hospital admission due to diabetic emergencies, and may be missing out on technology-supported
care such as insulin pump therapy. Such ‘ambiguous’ diabetes cases could be readily identified in primary care
settings by routinely collected health data. We propose that T1D could be identified robustly in the majority of
these ambiguous cases using diabetes autoantibody and C-peptide measurements, and that there should be a
change to clinical guidance to support their wider use.
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