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SUMMARY

Despite the pivotal role played by elevated circulating triglyceride levels in the
pathophysiology of cardio-metabolic diseases many of the indices used to quan-
tify metabolic health focus on deviations in glucose and insulin alone. We present
the Mixed Meal Model, a computational model describing the systemic interplay
between triglycerides, free fatty acids, glucose, and insulin. We show that the
Mixed Meal Model can capture deviations in the post-meal excursions of plasma
glucose, insulin, and triglyceride that are indicative of features of metabolic resil-
ience; quantifying insulin resistance and liver fat; validated by comparison to
gold-standard measures. We also demonstrate that the Mixed Meal Model is
generalizable, applying it to meals with diverse macro-nutrient compositions. In
this way, by coupling triglycerides to the glucose-insulin system the Mixed
Meal Model provides a more holistic assessment of metabolic resilience from
meal response data, quantifying pre-clinical metabolic deteriorations that drive
disease development in overweight and obesity.

INTRODUCTION

Health was once considered to simply be the absence of disease or injury. However, increasingly the
concept of health is being re-defined as the ability of an individual to respond and adapt to physical,
emotional, or social challenges, often referred to as resilience (Huber et al., 2011; Luthar et al., 2000). Meta-
bolic resilience, generally defined as the body'’s ability to recover and maintain optimal circulating levels of
nutrients in response to external stresses such as food intake, physical activity, or periods of fasting, is gov-
erned by a complex interplay between multiple tissues and organs including the brain, liver, skeletal muscle,
and adipose tissue. Liberating nutrients such as glucose and non-esterified fatty acids (NEFAs) from body
stores in the fasting state and quickly and effectively removing excess nutrients from the plasma following
the consumption of a meal (van Ommen et al., 2014). In overweight and obesity, the excessive accumulation
of adipose tissue can disrupt the delicate balance between these tissues and organs (Hill et al., 2012), lead-
ing to raised circulating levels of NEFAs and triglycerides (Lewis et al., 2002; Unger, 2003). This dyslipidemia
can lead to ectopic fat deposition (Avramoglu et al., 2006; Bergman and Ader, 2000) directly contributing to
the development of insulin resistance in the liver and skeletal muscle (Eckel et al., 2005; Kahn et al., 2006),
potentially leading to a loss of glycemic control (Reaven, 1988). Consequently, to fully understand the
pre-clinical metabolic deteriorations observed in overweight and obesity it is important to consider the
role of elevated plasma triglyceride concentrations (Hassing et al., 2012; Yuan et al., 2007), in addition to
the rise in glucose and insulin, in the pathophysiology of cardio-metabolic diseases, which are among the
leading causes of mortality in developed countries (Bays et al., 2004; Ford, 2005; Higgins and Adeli, 2017).

In the clinic, fasting plasma glucose and triglyceride concentration or glycated hemoglobin (HbA1c),
a marker of long-term glycaemic control, are used as indicators of metabolic health (American Diabetes
Association, 2011; Reaven, 1988; WHO, 2006). However, the metabolic dysregulation underlying a loss
of glycemic control is observable in the postprandial state long before deviations are detectable in the fast-
ing state (van Ommen et al., 2014). Consequently, in line with the increased focus on resilience as a measure
of health, challenge tests such as oral glucose tolerance tests (OGTT) or high-calorie mixed meal challenge
tests (MMT) are regularly employed in research to assess the body’s capacity to clear excess nutrients such
as glucose and fat from the blood (Wopereis et al., 2017). Nevertheless, how best to quantify and interpret
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Several simple summary measures aiming to quantify insulin resistance or beta-cell functioning from fasting
and mean postprandial glucose and insulin concentrations have been proposed in the literature (Matsuda
and DeFronzo, 1999). More recently, metrics capturing specific dynamic properties of the meal response
curve, such as the rate of decay of the glucose curve, have been proposed to quantify tissue-specific insulin
resistance (Abdul-Ghani et al., 2007). However, these indices quantify impairments in the glucose-insulin
system alone and do not account for deviations in plasma triglyceride levels which may have predictive
relevance, particularly as an early marker of cardio-metabolic disease risk. Moreover, the majority of these
indices have only been validated on standardized 75g OGTTs and are not readily generalizable for use on
complex meals or free-living conditions.

Metrics such as the incremental area under the curve, time in range, or postprandial rise in plasma concentra-
tion are regularly employed to quantify responses to complex meals (Berry et al., 2020; Vis et al., 2015; Zeevi
et al., 2015). However, such measures fail to capture dynamic properties of the post-meal plasma metabolite
trajectories such as peak height and time that may have clinical significance. Furthermore, these approaches
analyze the response of each metabolite independently neglecting the interplay between triglycerides,
glucose, and insulin. There is a need for a generalizable metric that can integrate and quantify the post-
meal trajectories of multiple macro-nutrients, providing a more holistic assessment of metabolic resilience.

Physiology-based mathematical models (PBMMs) are mathematical representations of key metabolic pro-
cess that underly a given biological system and have been applied to study how interactions between
different metabolic species give rise to observed system behavior (Fischer, 2008). One such model pro-
posed by Dalla Man et al. describes the dynamics between glucose and insulin under fasting and fed con-
ditions and has been used as an alternative to animal testing when training control algorithms for insulin
pump devices (Dalla Man et al., 2007, 2014; Kovatchev et al., 2009). More recently, the application of a phys-
iology-based computational model of the glucose-insulin system to a large population of overweight and
obese individuals was shown to capture features of insulin sensitivity and rate of insulin secretion from
OGTT responses (Erdés et al., 2021). Although these models have been shown to capture responses to
complex meals, their focus on the glucose-insulin system means that, like the simple summary measures
applied to OGTTs, they fail to capture deviations in postprandial plasma triglyceride trajectories that
may provide insight into processes that drive the development of cardio-metabolic diseases.

In this study, we present the Mixed Meal Model a computational model introducing the systemic postpran-
dial interplay between triglyceride and NEFA in the glucose-insulin system with the aim of capturing the
pre-clinical deteriorations in metabolic resilience that underly overweight and obesity. To ensure the Mixed
Meal Model is sufficiently robust to describe responses to meals with different macro-nutrient composi-
tions, we apply the model to meal challenge test data from two independent diet intervention studies.
Moreover, we apply the Mixed Meal Model to sub-populations defined by insulin resistance status and
hepatic fat accumulation to show the model can capture physiologically relevant features of metabolic re-
silience from meal response data. The Mixed Meal Model provides a new objective definition of metabolic
resilience, reducing the multi-dimensional time series of glucose, insulin, triglycerides, and NEFA to a
three-dimensional "health-space” simultaneously quantifying insulin resistance, hepatic lipid accumula-
tion, and beta-cell functionality. In this way, the Mixed Meal Model can be used to elucidate the role of di-
etary lipids and dyslipidemia in the pathophysiology of cardio-metabolic diseases.

RESULTS

The Mixed Meal Model is a physiology-informed mathematical model describing the systemic interplay be-
tween glucose, insulin, triglycerides, and NEFA, summarized in Figure 1. Meal-derived glucose and triglyc-
eride enter the plasma via the gut and lymphatic system respectively. Insulin is produced in response to
increase in plasma glucose concentrations and acts as a master regulator in the system; the secretion of
endogenously produced glucose and triglyceride by the liver is inhibited by insulin and plasma glucose
is taken up into the tissues at both an insulin dependent and independent rate, hydrolysis of circulating
triglyceride by lipoprotein lipase is stimulated by insulin, and the release of NEFA from the adipose tissue
is inhibited by insulin. In this way, we see that insulin is the key component of metabolic resilience linking
carbohydrate and lipid metabolism during the meal response. Consequently, metabolic deteriorations
such as insulin resistance not only affect glucose homeostasis but also impacts lipid metabolism. The Mixed
Meal Model was constructed by extending an existing model of glucose and insulin dynamics (Rozendaal
et al., 2018) with terms to account for the interplay between triglycerides and non-esterified fatty acids
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Figure 1. Scheme of Mixed Meal model

The Mixed Meal Model describes the plasma dynamics of glucose, insulin, triglyceride (TG), and non-esterified fatty acids (NEFA). Meal-derived glucose is
described as entering the plasma via the gut and endogenous glucose released into the plasma by the liver is suppressed in the postprandial state by insulin.

Glucose leaves the plasma and is taken up by tissues via insulin dependent and insulin independent pathways. Insulin is produced in response to increases in
plasma glucose. Meal derived triglyceride passes through a gut and lymphatic compartment before appearing in the plasma. As with glucose, endogenous

triglyceride secreted into the plasma from the liver can be inhibited by increased plasma insulin. Circulating triglyceride is removed from the plasma by LPL
lipolysis. The release of NEFA from the adipose tissue is inhibited by increased insulin in the postprandial state, NEFA can also spill-over into the plasma from

LPL lipolysis of circulating triglyceride. Plasma NEFA is taken up into peripheral tissues at a rate proportional to the circulating NEFA concentration.

(NEFAs). These new lipid terms were either derived from previously published models of lipid metabolism
(O'Donovan et al., 2019) or formulated-based observations from lipid tracer studies in humans (Adiels et al.,
2007; McQuaid et al., 2011; Ruge et al., 2009). The average meal response from the NutriTech Study (TNO,
2016) was to evaluate prospective model terms during model constructions. The generalizability of the
Mixed Meal Model was then assessed by applying the model to meal response data from the MetFlex
Study (Fechner et al., 2020), an independent diet intervention study. A more expansive description of
the model development can be found in the STAR Methods section.

Model parameters were estimated by minimizing the error between the model simulation and measured
meal response data. In addition, physiology-informed regularization, whereby the cost function used to
fit the model to data was extended to include terms that penalized undesirable behaviors, such as
nutrient dumping or a failure to return to the measured steady state, was introduced. Thereby guiding
the parameter estimation procedure to more favorable regions of the solution space.

Average meal responses

Firstly, to evaluate the ability of the Mixed Meal Model to capture responses to diverse meals the model was
fitted to average meal challenge test data from two human intervention studies (Figure 2). The first column
depicts the model fitting to the mean postprandial plasma glucose, insulin, triglyceride, and NEFA trajec-
tories from the NutriTech Study (TNO, 2016), consisting of data from 69 overweight and obese (BMI
29.2 4+ 2.8kg/m? men and women (aged 50-65 years). The second column shows the model fitting to the
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Figure 2. Fit of Mixed Meal model to average meal response from the NutriTech and MetFlex studies
Visualization of the model fit to the average meal response of plasma glucose, insulin, triglyceride, and NEFA from the
NutriTech Study (n = 69 individuals) and the MetFlex Study (n = 40 individuals). Model simulations are shown in blue, the
black crosses indicate the average of the measured data +the standard deviation across each time point.

average meal response data from the MetFlex Study (Fechner et al., 2020), an independent study containing
data from 40 overweight and obese (BMI = 29.2 + 2.7kg/m2) men and women (aged 51-70 years) used for
validation. The model is able to capture the earlier peaks in glucose and insulin in the first 60-120 min and
the more delayed postprandial increase in plasma triglyceride levels. The model also captures the postpran-
dial dip and the subsequent overshoot in plasma NEFA that has been observed in multiple studies (Bickerton
et al., 2008; Jelic et al., 2009; McQuaid et al., 2011). This NEFA overshoot and subsequent return to fasting
levels can be more clearly seen in the extended model simulation displayed in Figure S1.

Insulin sensitivity sub-groups

Secondly, to evaluate the ability of the Mixed Meal Model to infer physiologically relevant metrics of
metabolic resilience from meal response data model parameters were estimated by fitting the model to
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Figure 3. Fit of Mixed Meal Model to insulin sensitivity sub-groups in the MetFlex Study

Insulin sensitivity sub-groups are defined by dividing the population of the MetFlex Study into tertiles based on the M-value of the hyperinsulinemic-
euglycemic clamp. The model fitting and mean meal responses of plasma D) glucose, E) insulin, H) triglyceride, and I) NEFA for the insulin-sensitive sub-
group (13 individuals with highest M-value) and the insulin-resistant sub-group (13 individuals with lowest M-value) are shown in yellow and red, respectively.
The model fitting also allows for the inference of fluxes that are not directly measured including the rate of appearance of meal derived A) glucose and F)
triglyceride in the plasma, B) the net hepatic glucose flux and C) the glucose uptake and G) the secretion of triglyceride from the liver. For reference, the
model fit for the average meal response for all 40 individuals in the MetFlex study is shown in grey. Average measured plasma values + standard error of the
mean for glucose, insulin, triglyceride, and NEFA for the insulin-sensitive and insulin-resistant subgroups are indicated with yellow and red crosses,
respectively.

average post-meal plasma glucose, insulin, triglyceride, and NEFA trajectories for insulin-sensitive and insulin-
resistant sub-populations. These insulin sensitivity subgroups were defined by taking the highest and lowest
tertile of individuals based on an independent measure of insulin resistance. In the MetFlex Study insulin sensi-
tivity is measured by the M-value of the hyperinsulinemic-euglycemic clamp (DeFronzo et al., 1979), the gold
standard for quantifying peripheral insulin sensitivity. In the NutriTech study, insulin sensitivity status is deter-
mined by HOMA-IR (Matthews et al., 1985), a surrogate index for whole-body insulin resistance.

Figure 3 depicts the model fitting for mean meal response for insulin-sensitive and insulin-resistant sub-
groups from the MetFlex Study. Comparing the measured meal responses, it is evident that the insulin-
resistant sub-group not only has higher fasting plasma glucose, insulin, and triglyceride concentrations
but also higher and more prolonged postprandial responses, taking longer to return to fasting levels
(Figure 3 D, E, H red). The Mixed Meal Model was capable of capturing these diverse responses to
the standardized meal used in the MetFlex Study. Moreover, the Mixed Meal Model could be used to
infer the rates of internal fluxes which were not directly measured. For example, the Mixed Meal Model
predicts a very evident increase in the rate of triglyceride secretion from the liver (Figure 3G), with k 1,
the coefficient for triglyceride secretion from the liver, increasing 0.014 mmol/L/min in the insulin-sensi-
tive group to 0.018 mmol/L/min for the insulin-resistant group (Table 1). Figure 3 panel C depicts the
predicted glucose uptake into the peripheral tissues, indicating a dampening of the glucose uptake in
the insulin-resistant group when compared to the insulin-sensitive group. This is reflected in the esti-
mated values for ks, the parameter governing insulin-dependent glucose uptake into the tissues, with
ks decreasing from 0.142 min~" for the insulin-sensitive group to 0.073 min~" for the insulin-resistant
group (Table 1). In addition, the estimated parameter values also indicate an increase in the rate of in-
sulin secretion, with ke, the coefficient for insulin secretion and a marker of beta-cell functionality,
increasing from 2.204 min~" for the insulin-sensitive group to 4.304 min~" for the insulin-resistant group.
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Table 1. Estimated Mixed Meal Model parameters for insulin resistance subgroups in the NutriTech and MetFlex studies

MetFlex NutriTech

Insulin Insulin Population Insulin Insulin Population
Parameters sensitive resistant average sensitive resistant average
Number of individuals n=13 n=13 n =40 n=22 n=22 n =69
ks Glucose uptake into tissues 0.142 0.073 0.102 0.073 0.025 0.042
ke Insulin secretion 2.204 4.304 2.852 1.966 2.592 2.413
ki1 Rate of lipolysis circulating TG 1.4 x 1074 52%10°° 8.3 x 10°° 82x10°° 23%x10°° 4.6 x107°
Katt Rate of lipolysis of stored TG 0.130 0.124 0.126 0.099 0.026 0.041
ki TG secretion from liver (VLDL) 0.014 0.018 0.015 0.010 0.013 0.012
Mean M-value (mg/kg/min) 8.8 4.0 6.3 - - -
Mean HOMA-IR 2.5 4.4 3.2 2.4 6.3 4.2
Mean Hepatic lipid water ratio - - - 1.4 10.3 4.5

Values for selected parameters estimated by fitting the Mixed Meal Model to meal response data for insulin-sensitivity sub-groups and the population average
for the MetFlex and NutriTech studies. Insulin sensitivity subgroups are generated by taking the highest and lowest tertiles defined by the hyperinuslinemic -eu-
glycemic clamp or the HOMA-IR index for the MetFlex and NutriTech studies, respectively. For reference sub-population averages of insulin sensitivity measured
via hyperinsulinemic-euglycemic clamp and HOMA-IR index and hepatic organ fat ratio are supplied where available. A complete set of estimated parameter
values can be found in Table S1.

An increase in beta-cell mass, and thereby insulin secretion, has been reported in individuals with insulin
resistance (Chen et al., 2017). In this way the Mixed Meal Model presents a new and objective definition
of metabolic resilience, reducing the multi-variate time series data collected during a meal challenge test
to a three-dimensional metabolic fitness space quantifying insulin resistance, beta-cell functionality, and
hepatic lipid accumulation.

To test the generalizability of the Mixed Meal Model as a definition and metric of metabolic resilience,
this analysis was repeated for the NutriTech Study defining insulin-sensitive and insulin-resistant sub-
populations using the HOMA-IR index (Figure 4). As seen for the MetFlex Study, the Mixed Meal Model
predicts there is an increase in the rate of VLDL secretion from the liver, with kqg increasing from
0.010 mmol/L/min for the insulin-sensitive group to 0.013 mmol/L/min for the insulin-resistant group re-
sulting in the observed increase in circulating triglyceride concentration in the insulin-resistant state.
Moreover, the estimated parameter values again indicate an increase in insulin secretion (ks) coupled
with a decrease in the rate of insulin-dependent glucose uptake into the peripheral tissues (ks) in the in-
sulin-resistant group (Table 1).

Liver fat sub-groups

To explore the ability of the Mixed Meal Model to capture diverse metabolically relevant phenotypes it was
also fit to the mean meal responses of individuals from the NutriTech Study stratified by higher and lower
intrahepatocellular lipid content defined as the ratio of lipid to water content in the liver as quantified with
proton magnetic resonance spectroscopy (Thomas et al., 2012). The results are visualized in Figure 5. The
trends in the estimated parameter values between the lower liver fat group versus the higher liver fat group
are in the same direction as the differences observed in the insulin-sensitive versus insulin-resistant sub-
groups (Table 2), with the estimated value for ky4, the rate of endogenous triglyceride secretion from the liver
being higher for the higher liver fat group than the lower liver fat group. The model-predicted increase in he-
patic triglyceride secretion is evident when comparing the curves for the higher liver fat group (red) to the
average for the full NutriTech population (dashed grey line) in Figure 5 panel G. Moreover, the model inferred
rate of hepatic triglyceride secretion is higher for the higher liver fat group (k14 = 0.014 mmol/L/min) than was
observed for the insulin-resistant sub-group (k16 = 0.013 mmol/L/min). In addition, the Mixed Meal Model
derived measure of insulin sensitivity (ks) is lower for the higher liver fat group than the lower liver fat group.

Physiology-informed regularization

When estimating parameter values, the cost function has been extended to not only account for the quality
of the model fit to the measured meal response data but also to ensure the parameters produce

6 iScience 25, 105206, November 18, 2022



iScience ¢? CellPress
OPEN ACCESS

A glucose from gut B net hepatic glucose flux C glucose uptake D plasma glucose E plasma insulin
0.045 4
0.15 0.2
5 AUC =7499g |E = —
£ £ 004 £ 3
£0.1 g £0.15 £
£ £ E P
® 0.035 Py 3 _
123 123 n (5] k
8 8 8 0.1 2 g
B05 = ] 2 ’
o (= o 7
0.03
RS
0 4 0
0 60120 240 360 480 0 60120 240 360 480 0 60120 240 360 480 0 60120 240 360 480 0 60120 240 360 480
time (mins) time (mins) time (mins) time (mins) time (mins)
TG from gut TG secretion liver (VLDL)
F G H | I NEFA
0.05 35 plasma TG 07 plasma
0.014
0.6
004 _ s I X
insulin sensitive £ ; ) = 05 0
(HOMA-IR < 3.2) £ £ 0013 =25 S
insulin resistant 5 003 S \_/ ° £ 04
(HOMA-IR >4.6) E S0.012{ .. e € 2t ¥/ e, £
reference = = | Ttesgeere® = 7 &% T < 043
.......... .02 b oW
(NutriTech average) | & %0 © 2 B
0.011 ~f.. Z 92
0.01 2
AUC = 53.869 o ’ o
0 0.5 0
0 60120 240 360 480 0 60120 240 360 480 0 60120 240 360 480 0 60120 240 360 480
time (mins) time (mins) time (mins) time (mins)

Figure 4. Fit of Mixed Meal Model to insulin sensitivity sub-groups in the NutriTech Study

Insulin sensitivity sub-groups are defined by separating the 69 individuals from the NutriTech Study population into tertiles based on HOMA-IR value;
calculated using fasting glucose and insulin measurements. The model fitting and mean meal responses of plasma D) glucose, E) insulin, H) triglyceride, and
1) NEFA for the insulin-sensitive sub-group (22 individuals with lowest HOMA-IR value) and the insulin-resistant sub-group (22 individuals with highest
HOMA-IR) are shown in yellow and red, respectively. The model fitting also allows for the inference of fluxes that are not directly measured including the rate
of appearance of meal derived A) glucose and F) triglyceride in the plasma, B) the net hepatic glucose flux and C) the glucose uptake and G) the secretion of
triglyceride from the liver. For reference the model fit for the average meal response for all 69 individuals in the NutriTech study are shown in grey. Average
measured plasmavalues =+ standard error of the mean for glucose, insulin, triglyceride and NEFA for the insulin-sensitive and insulin-resistant subgroups are
indicated with yellow and red crosses, respectively.

biologically plausible behavior. This is achieved by supplementing the cost function with terms to ensure all
exogenous glucose and triglyceride appear within four and ten hours of meal consumption, respectively
and that the system returns to the measured fasting steady state by twelve hours post-ingestion. We
have termed these additional penalties physiology-informed regularization. In Figure S2 the effect of
the physiology-informed regularization is visualized. In panel |, we can see that the model trained without
regularization (red curve) finds a new steady state owing to the influence of the data points measured dur-
ing the postprandial overshoot in NEFA between 360 and 480 min, also introducing an erroneous spike in
the predicted plasma NEFA concentration in the first 60 min. By including a term in the cost function that
penalizes model simulations where the model-predicted plasma NEFA concentration at 0 min differs from
the measured fasting plasma NEFA concentration (blue curve) the parameter estimation algorithm is
guided toward regions of the solution space where the model steady state reflects the measured fasting
values.

DISCUSSION

The Mixed Meal Model captures deviations in the post-meal excursion of plasma glucose, insulin, and tri-
glyceride concentrations that are indicative of features of metabolic resilience such as insulin resistance
status, beta-cell functionality, and intrahepatic lipid accumulation. Moreover, trends in the resulting
parameter estimates are reflective of the expected difference in the underlying physiology. The estimated
values for ks, the parameter governing insulin-mediated uptake of glucose into the tissues, is 50% lower in
the insulin resistant than in insulin-sensitive sub-populations in the MetFlex Study. The Mixed Meal Model
also predicts an increase in the rate of insulin secretion, compensating for the decrease in insulin sensitivity
inthe tissues (Cheng etal.,, 2019; Tura et al., 2011). To further validate the Mixed Meal Model predictions we
repeated these analyses by applying the Mixed Meal Model to meal responses for insulin sensitivity sub-
groups from the NutriTech study defined using the HOMA-IR index. The insulin-resistant group consists of
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Figure 5. Fit of Mixed Meal Model sub-groups defined by the liver fat ratio in the NutriTech Study
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Liver fat sub-groups are defined by splitting the population of the NutriTech Study into tertiles based on intrahepatocellular lipid (IHCL) content. This is a
measure of the ratio of the lipid to the water content of the liver measured with MRS. The model fitting and mean meal responses of plasma D) glucose, E)
insulin, H) triglyceride, and I) NEFA for the lower liver fat sub-group (21 individuals with lowest IHCL) and the higher liver fat sub-group (21 individuals with
highest IHCL) are shown in yellow and red, respectively. The model fitting also allows for the inference of fluxes that are not directly measured including the
rate of appearance of meal derived A) glucose and F) triglyceride in the plasma, B) the net hepatic glucose flux and C) the glucose uptake and G) the

secretion of triglyceride from the liver. For reference, the model fit the average meal response for all 69 individuals in the NutriTech study are shown in grey.
Average measured plasma values of glucose, insulin, triglyceride, and NEFA + standard error of the mean for the lower liver fat and higher liver fat groups

are indicated with yellow and red crosses, respectively.

22 individuals with a HOMA-IR value greater than 4.6 and the insulin-sensitive grouping all have a HOMA-IR
value less than 3.2. Again, we see the same trend in parameter estimates, with the model-predicted insulin
sensitivity (ks) decreasing from 0.073 min~"! to 0.025 min~' from the insulin-sensitive to insulin-resistant
group, respectively, and the model inferred rate of insulin secretion (ke) increases from 1.966 min~" to
2.592 min~". The relationship between the parameter ks and independent insulin-resistant measures
such as the hyperinsulinemic-euglycaemic clamp and HOMA-IR is in-line with the findings of a recent study
by Edrés et al. who report a statistically significant correlation of 0.68 between ks and the Matsuda index
(Matsuda and DeFronzo, 1999) when applying a concordant model of glucose and insulin dynamics to
OGTT responses from a large population of overweight individuals (n = 738) (Erdés et al., 2021). Although
we see consistent trends in estimated model parameters when comparing insulin-sensitive and insulin-
resistant groups within the MetFlex and Nutritech studies, the numerical values of the parameter estimates
do differ between the study populations. Further application of the Mixed Meal Model to data from addi-
tional studies would not only confirm reliable ranges for each parameter but potentially allow for the deter-
mination of parameter cut-offs that would be indicative of metabolic disease states as has been achieved
for other surrogate measures of glycemic control such as HOMA-IR (Gayoso-Diz et al., 2013).

Terms introduced to capture changes in plasma triglyceride predict an increase in the rate of endogenous
triglyceride secretion from the liver (Table 1, ky¢). Moreover, the intrahepatocellular lipid measured using
MRS increases from an average of 1.4 for the insulin-sensitive group to 10.3 for the insulin-resistant group
suggesting the model is capturing changes in the meal response that are indicative of increased liver
fat accumulation. This increase in the rate of endogenous triglyceride secretion in insulin-resistant
state has previously been observed in stable isotope tracer studies (Adiels et al., 2007). This suggests es-
timates of ks from the Mixed Meal Model have the potential to provide a surrogate measure of intrahe-
patic lipid accumulation as measured with MRS, however further validation considering personalized
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Table 2. Estimated Mixed Meal Model parameters for liver fat subgroups in the NutriTech study

NutriTech
Parameters Lower liver fat Higher liver fat Population average
Number of individuals n=21 n=21 n =69
ks Glucose uptake into tissues 0.067 0.028 0.042
ke Insulin secretion 2.351 2.961 2.413
ki1 Rate of lipolysis circulating TG 8.0x 10°° 2.9%10°° 4.6 x 10°°
KatL Rate of lipolysis of stored TG 0.057 0.038 0.041
ke TG secretion from liver (VLDL) 0.011 0.014 0.012
Mean HOMA-IR 2.8 5.3 4.2
Mean Hepatic lipid water ratio 0.7 10.9 45

Values for selected parameters estimated by fitting the Mixed Meal Model to meal response data for the population average
and intrahepatocellular lipid sub-groups from the NutriTech study. Liver fat subgroups are generated by taking the highest
and lowest tertiles defined by the intrahepatocellular lipid to water ratio measured using MRS. A complete set of estimated
parameter values can be found in Table S1.

models on independent study populations would be necessary to confirm that the observed relationship is
reproducible.

To further explore the ability of the Mixed Meal Model to differentiate between metabolic resilience phe-
notypes, we repeated the above analysis for sub-populations of the NutriTech study defined by the
hepatic organ fat ratio. The increase in the predicted rate of endogenous triglyceride secretion from
the liver, our proposed surrogate measure of hepatic fat accumulation, relative to the NutriTech popu-
lation average is twice as large for the higher liver fat group (Table 2, kq¢) than the insulin resistance
group (Table 1, k). In addition, the decrease in model-predicted insulin sensitivity relative to the
average reference is less for the higher liver fat group than for the insulin-resistant group. The smaller
difference in model-predicted insulin resistance status between the higher and lower liver fat sub-groups
in NutriTech is reflective of range of HOMA-IR value for the groupings, with the difference between the
lower and higher liver fat being 2.5 units whereas the difference between the insulin sensitivity sub-
groups being 3.9 units (Table 2). These differences in parameter estimates between the higher liver
fat and insulin-resistant subgroup in NutriTech indicate that the Mixed Meal Model can capture subtle,
yet physiologically relevant, differences between these phenotypes in the post-meal trajectories of
glucose, insulin, triglyceride, and NEFA. Moreover, just 13 individuals were common to both the insu-
lin-resistant (n = 22) and the higher liver fat (n = 21) groups, demonstrating that the determination of
a metabolic impairment is highly dependent on the metric being used, reflecting the heterogeneity
we see in the manifestation of metabolic deteriorations associated with obesity. Currently in research,
an array of metrics and indices that rely on glucose concentrations at a single time point or as a simple
function of glucose and insulin are regularly employed to quantify glucose tolerance or insulin resistance
independently. Using the Mixed Meal Model we decompose the high-dimensional meal challenge test
data into a subset of parameters, simultaneously quantifying metabolic resilience according to three
axes, namely insulin resistance status, beta-cell functionality, and hepatic lipid accumulation. In this
way, we can differentiate between subtle differences in the meal response dynamics that are indicative
of distinct metabolic sub-phenotypes.

There is growing interest surrounding the field of precision nutrition, whereby dietary interventions will be
targeted toward an individual's specific metabolic aberrations (Ben-Yacov et al., 2021; Berry et al., 2020;
Gijbels et al., 2021; Zeevi et al., 2015). In order to achieve this transition toward the provision of personal-
ized interventions it is necessary to be able to objectively quantify metabolic resilience. A recent study by
Erdés et al. outlined a pipeline for the individualization of computational models such as the Mixed Meal
Model (Erdés et al., 2021). In future work, the generation of personalized Mixed Meal Models could allow
for the individualized assessment of metabolic resilience, quantifying three features of metabolic resil-
ience: 1) hepatic triglyceride secretion, 2) insulin sensitivity, and 3) the rate of insulin secretion under phys-
iologically relevant conditions. Each component has been studied independently and compared with their
respective gold standard methods for clinical assessment. In this way, the M3al Model can allow for the
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identification of specific metabolic deteriorations and individualized assessment of intervention success,
thereby supporting the transition toward precision nutrition.

In this study, the Mixed Meal Model is successfully applied to mixed meal data from two independent
studies, indicating that the model is generalizable. Moreover, the macro-nutrient composition of the meals
differs between the two studies, with the shake from the NutriTech Study consisting of 75g of glucose, 60g
of palm oilen (lipid), and 20g of protein whereas the meal from the MetFlex Study consisting of a mixture of
whole milk, fruit concentrate, egg yolk, safflower oil, and unsalted butter containing 67g of glucose, 36g of
lipid, and 12g of protein. In this way, we show the Mixed Meal Model definition of metabolic resilience is
robust and applicable to diverse meals. Although, both of the meals used in our analyses were liquid mixed
meal shakes, with comparatively simple rates of appearance, they are representative of the types of meal
challenges commonly used in a research setting (Wopereis et al., 2017). However, validation of the model
on responses to meals containing food products with a more complex food matrix would be beneficial. In
addition, both the NutriTech and MetFelx study populations consist of overweight and obese men and
women (ages 50 to 71 years and a BMI of 24.9 to 35.8 kg/m?) with no overt clinical metabolic disease.
Further validation of the Mixed Meal Model on more diverse populations such as lean healthy individuals
or patients with type 2 diabetes mellitus is necessary to confirm both the robustness of the model fit and
range over which the estimated parameter values maintain physiologically relevance. In this study we have
successfully applied the model to a range of meal responses indicative of insulin-sensitive and resistant
states as well as lower and higher liver fat accumulation, consequently we expect that the Mixed Meal
Model is sufficiently flexible to be directly applied to these different study populations. In some instances,
for example, if fitting to individuals with type 1 diabetes mellitus, it may be necessary to adjust the values of
fixed parameter or alter which parameters are estimated to better represent the underlying physiology. In
these instances, we would recommend repeating the local parameter sensitivity analysis and identifiability
analyses outlined in the STAR Methods section to ensure the model remains parsimonious.

Triglycerides are transported in the blood in the form of lipoprotein particles such as chylomicrons or very
low-density lipoproteins, each with their own distinct properties and kinetics (Adiels et al., 2007; Bickerton
et al., 2007; Packard et al., 2000, 2020). However, measuring the triglyceride flux across individual lipopro-
tein classes can be complex and time-consuming, often necessitating the use of expensive tracer measure-
ments. As a result, these measurements are rarely generated for standard meal challenge tests. To make
the Mixed Meal Model as generalizable as possible we have elected to group endogenous and dietary
derived triglyceride into a single generic triglyceride pool. In this way, the model can be parameterized us-
ing measurements of plasma triglyceride alone. In future work, it would be possible to decouple the
endogenous and dietary-derived triglyceride terms to account for specific lipoprotein kinetics. In this study
we find consistent trends between the estimated values for parameters governing the rates of endogenous
triglyceride secretion from the liver (kq4) or LPL lipolysis of circulating triglyceride (k11) and independent
measures of health such as insulin resistance and liver fat accumulation; however, we have not been able
to quantitatively validate the predicted model fluxes. Although the term used to describe the rate of
LPL lipolysis has previously been validated using arterio-venous measurements coupled with a palmitate
tracer the equation describing endogenous triglyceride secretion from the liver is new. Should such
data become available, the application of the Mixed Meal Model to challenge test data which makes
use of multiple stable isotope tracer protocols to label both endogenous triglyceride secretion and the
rate of LPL lipolysis could allow for the validation of these predicted fluxes.

When estimating parameters for the Mixed Meal Model from measured meal response data we em-
ployed physiology-informed regularization, whereby the cost function used to fit the model to the
data was extended to penalize unfavorable behavior, such as nutrient dumping or a failure to return
to the measured steady state. The inclusion physiology-informed regularization has a minimal impact
on the fit of the model to the measured meal response data (Figure S2). However, the true benefit of
this physiology-informed regularization becomes more evident when looking at the longer-term dy-
namics (9-15 hours) of triglyceride and NEFA in the Mixed Meal Model simulation; the model trained
without regularization finds a new erroneous steady state (Figure S2, red) whereas the model trained
with regularisation displays the characteristic postprandial NEFA overshoot reported in the literature
(Jelic et al., 2009) and then returns to steady-state concentrations. We purport that physiology-informed
regularization can be a particularly powerful tool when estimating model parameters, particularly in in-
stances with sparse sampling frequency.
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The Mixed Meal Model expands on classical models of glucose and insulin dynamics by explicitly account-
ing for interactions with lipid species, allowing for the detection of early changes in postprandial triglycer-
ide dynamics that may be predive for future disease risk. However, the model still does not describe the
effects of protein ingestion, dietary fibers, and other hormones such as glucagon and GLP1 on glucose
and lipid metabolism. Studies have demonstrated the modulatory effect of dietary derived protein on
both insulin secretion and endogenous glucose production (Sloun et al., 2020). Moreover, the impact of
incretin hormones such as GLP1 and GIP on both insulin secretion and satiety has been widely reported
(Baggio and Drucker, 2007), with GLP1-agonists now being regularly employed in the treatment of type
2 diabetes mellitus (Man et al., 2009). In future work, the integration of protein kinetics, as well as terms
to explicitly model the effects of incretin hormones in the Mixed Meal Model, may further improve the abil-
ity of the model to capture physiologically relevant features of metabolic health from meal response data.

In summary, in this study, we introduce a computational model capable of quantifying features of meta-
bolic resilience from meal challenge test data. As the Mixed Meal Model introduces terms explicitly ac-
counting for the role of triglyceride and NEFA in the glucose and insulin system it provides a more holistic
view of metabolic resilience than existing summary measures, models, and indices. Application of our
model to meal challenge test data from two independent human studies indicates that not only is the
Mixed Meal Model generalizable to meals with different macro-nutrient compositions but that the esti-
mated parameter values capture distinct features of metabolic health such as endogenous triglyceride
secretion, insulin sensitivity, and beta-cell functionality. In this way, our Mixed Meal Model provides a
new and objective definition of metabolic resilience.

Limitations of the study

While we have shown consistent trends between estimated parameter values and independent measures
of metabolic health for sub-populations defined by insulin resistance status and liver fat accumulation we
have not quantitatively validated the predicted model fluxes. In future work, the use of challenge test data
incorporating a stable isotope tracer protocol labeling glycerol or palmitate would allow for the validation
of these model fluxes, particularly for newly introduced terms such as the rate of endogenous triglyceride
secretion. In this study we have successfully applied the Mixed Meal Model to liquid meals with different
macro-nutrient compositions, further validation of the Mixed Meal Model on responses to meals with com-
plex food matrices would be necessary to apply the model to free-living conditions. We present a model
accounting for the insulin-mediated interactions between glucose, triglyceride, and NEFA; however, the
Mixed Meal Model fails to account for the role of dietary protein or incretin hormones such as GIP and
GLP1 which have been shown to impact the postprandial insulin response.

STARXMETHODS

Detailed methods are provided in the online version of this paper and include the following:

o KEY RESOURCES TABLE
o RESOURCE AVAILABILITY
O Lead contact
O Material availability
O Data and code availability
o METHOD DETAILS
O Data
O Model formulation
O Parameter estimation
O Physiology-informed regularisation

SUPPLEMENTAL INFORMATION
Supplemental information can be found online at https://doi.org/10.1016/j.isci.2022.105206.

ACKNOWLEDGMENTS

The authors would like to thank both the participants and researchers involved in the collection of data in
the NutriTech and MetFlex studies. The research presented in this article was supported by a grant from the
Dutch Research Council (NWO)[https://www.nwo.nl/] as part of the Complexity Programme (project

¢? CellPress

OPEN ACCESS

iScience 25, 105206, November 18, 2022 1"



https://doi.org/10.1016/j.isci.2022.105206
https://www.nwo.nl/

¢? CellPress

OPEN ACCESS

iScience

number 645.001.003) with contributions from the Unilever Food Innovation Center, Wageningen, the
Netherlands [https://hive.unilever.com/] and Caelus Health, Amsterdam, the Netherlands [https://
caelushealth.com/] awarded to NNAW.v.R., .C.W.A., and L.A.A. The funders had no role in study design,
data collection and analysis, decision to publish, or preparation of the article.

AUTHOR CONTRIBUTIONS

Conceptualization, LAA, .CW.A, S.D.O'D, and N.A.W.v.R; methodology, B.E., S.D.O'D, and N.AW.v.R;
resources, LAA, J.D.B, G.F, D.M.J, M.R,, E.LL.T., and A.J.W; software, S.D.O’'D; formal analysis, S.D.O'D;
writing — original draft, S.D.O'D; writing — review & editing, LA.A, L.CW.A, J.D.B., B.E, G.F., D.M.J.,
S.D.O'D, MR, ELLT., NNAW.V.R, and A.J.W.; funding acquisition, LA.A, LCW.A, and N.AW.v.R; supervi-

sion, LA.A, .C.W.A, and N.AW.v.R.

DECLARATION OF INTERESTS

SDOD, BE, ELT, JDB, MR, GF, ICWA, LAA, and NAWVR declare no conflicts of interest. DMJ and AJW are
employees of Unilever, which manufactures and markets consumer food products.

Received: July 21, 2022
Revised: September 1, 2022
Accepted: September 22, 2022
Published: November 18, 2022

REFERENCES

Abdul-Ghani, M.A., Matsuda, M., Balas, B., and
DeFronzo, R.A. (2007). Muscle and liver insulin
resistance indexes derived from the oral glucose
tolerance test. Diabetes Care 30. https://doi.org/
10.2337/dc06-1519.

Adiels, M., Olofsson, S.O., Taskinen, M.R., and
Borén, J. (2008). Overproduction of very low-
density lipoproteins is the hallmark of the
dyslipidemia in the metabolic syndrome
Arteriosclerosis, Thrombosis, and Vascular
Biology. Arterioscler. Thromb. Vasc. Biol. 28,
1225-1236. https://doi.org/10.1161/ATVBAHA.
107.160192.

Adiels, M., Westerbacka, J., Soro-Paavonen, A.,
Hakkinen, A.M., Vehkavaara, S., Caslake, M.J.,
Packard, C., Olofsson, S.O., Yki-Jarvinen, H.,
Taskinen, M.R., and Borén, J. (2007). Acute
suppression of VLDL1 secretion rate by insulin is
associated with hepatic fat content and insulin
resistance. Diabetologia 50, 2356-2365. https://
doi.org/10.1007/s00125-007-0790-1.

Anderwald, C., Gastaldelli, A., Tura, A., Krebs, M.,
Promintzer-Schifferl, M., Kautzky-Willer, A.,
Stadler, M., DeFronzo, R.A., Pacini, G., and
Bischof, M.G. (2011). Mechanism and effects of
glucose absorption during an oral glucose
tolerance test among females and males. J. Clin.
Endocrinol. Metab. 96, 515-524. https://doi.org/
10.1210/jc.2010-1398.

Avramoglu, RK., Basciano, H., and Adeli, K.
(2006). Lipid and lipoprotein dysregulation in
insulin resistant states. Clin. Chim. Acta 368, 1-19.
https://doi.org/10.1016/j.cca.2005.12.026.

Baggio, L.L., and Drucker, D.J. (2007). Biology of
incretins: GLP-1 and GIP. Gastroenterology 132,
2131-2157. https://doi.org/10.1053/j.gastro.
2007.03.054.

Bays, H., Mandarino, L., and DeFronzo, R.A.

(2004). Role of the adipocyte, free fatty acids, and
ectopic fat in pathogenesis of type 2 diabetes

12 iScience 25, 105206, November 18, 2022

mellitus: peroxisomal proliferator-activated
receptor agonists provide a rational therapeutic
approach. J. Clin. Endocrinol. Metab. 89,
463-478. https://doi.org/10.1210/jc.2003-030723.

Ben-Yacov, O., Godneva, A., Rein, M., Shilo, S.,
Kolobkov, D., Koren, N., Cohen Dolev, N.,
Travinsky Shmul, T., Wolf, B.C., Kosower, N., et al.
(2021). Personalized postprandial glucose
response-targeting diet versus mediterranean
diet for glycemic control in prediabetes. Diabetes
Care 44, 1980-1991. https://doi.org/10.2337/
dc21-0162.

Bergman, R.N., and Ader, M. (2000). Free fatty
acids and pathogenesis of type 2 diabetes
mellitus. Trends Endocrinol. Metab. 11, 351-356.
https://doi.org/10.1016/51043-2760(00)00323-4.

Bergman, R.N., Ider, Y.Z., Bowden, C.R., and
Cobelli, C. (1979). Quantitative estimation

of insulin sensitivity. Am. J. Physiol. 236, E667-
E677. https://doi.org/10.1152/ajpendo.1979.236.
6.e667.

Berry, S.E., Valdes, AM., Drew, D.A., Asnicar, F.,
Mazidi, M., Wolf, J., Capdevila, J., Hadjigeorgiou,
G., Davies, R., al Khatib, H., et al. (2020). Human
postprandial responses to food and potential for
precision nutrition. Nat. Med. 26, 964-973.
https://doi.org/10.1038/s41591-020-0934-0.

Bickerton, A.S.T., Roberts, R., Fielding, B.A.,
Hodson, L., Blaak, E.E., Wagenmakers, A.J.M.,
Gilbert, M., Karpe, F., and Frayn, K.N. (2007).
Preferential uptake of dietary fatty acids in
adipose tissue and muscle in the postprandial
period. Diabetes 56, 168-176. https://doi.org/10.
2337/db06-0822.

Bickerton, A.S.T., Roberts, R., Fielding, B.A.,
Tornqvist, H., Blaak, E.E., Wagenmakers, A.J.M.,
Gilbert, M., Humphreys, S.M., Karpe, F., and
Frayn, K.N. (2008). Adipose tissue fatty acid
metabolism in insulin-resistant men.

Diabetologia 51, 1466-1474. https://doi.org/10.
1007/s00125-008-1040-x.

Chen, C., Cohrs, C.M., Stertmann, J., Bozsak, R.,
and Speier, S. (2017). Human beta cell mass and
function in diabetes: recent advances in
knowledge and technologies to understand
disease pathogenesis. Mol. Metab. 6, 943-957.
https://doi.org/10.1016/j.molmet.2017.06.019.

Cheng, X., Yang, N., Li, Y., Sun, Q., Qiy, L., Xu, L.,
Ping, F., Li, W., and Zhang, H. (2019). The shape of
the glucose response curve during an oral
glucose tolerance test heralds B-cell function in a
large Chinese population. BMC Endocr. Disord.
19, 119. https://doi.org/10.1186/512902-019-
0446-4.

Man, C.D., Micheletto, F., Lv, D., Breton, M.,
Kovatchev, B., and Cobelli, C. (2014). The UVA/
PADOVA type 1 diabetes simulator: new features.
J. Diabetes Sci. Technol. 8, 26-34. https://doi.
org/10.1177/1932296813514502.

Dalla Man, C., Rizza, R.A., and Cobelli, C. (2007).
Meal simulation model of the glucose-insulin
system. |EEE Trans. Biomed. Eng. 54, 1740-1749.
https://doi.org/10.1109/TBME.2007.893506.

DeFronzo, R.A., Tobin, J.D., and Andres, R.
(1979). Glucose clamp technique: a method for
quantifying insulin secretion and resistance. Am.
J. Physiol. 237, E214-E223. https://doi.org/10.
1152/ajpendo.1979.237.3.e214.

Eckel, R.H., Grundy, S.M., and Zimmet, P.Z.
(2005). The metabolic syndrome. Lancet 365,
1415-1428. https://doi.org/10.1016/50140-
6736(05)66378-7.

Eichenlaub, M.M., Hattersley, J.G., and
Khovanova, N.A. (2019). A minimal model
approach for the description of postprandial
glucose responses from glucose sensor data in
diabetes mellitus. Proceedings of the Annual
International Conference of the IEEE Engineering


https://hive.unilever.com/
https://caelushealth.com/
https://caelushealth.com/
https://doi.org/10.2337/dc06-1519
https://doi.org/10.2337/dc06-1519
https://doi.org/10.1161/ATVBAHA.107.160192
https://doi.org/10.1161/ATVBAHA.107.160192
https://doi.org/10.1007/s00125-007-0790-1
https://doi.org/10.1007/s00125-007-0790-1
https://doi.org/10.1210/jc.2010-1398
https://doi.org/10.1210/jc.2010-1398
https://doi.org/10.1016/j.cca.2005.12.026
https://doi.org/10.1053/j.gastro.2007.03.054
https://doi.org/10.1053/j.gastro.2007.03.054
https://doi.org/10.1210/jc.2003-030723
https://doi.org/10.2337/dc21-0162
https://doi.org/10.2337/dc21-0162
https://doi.org/10.1016/S1043-2760(00)00323-4
https://doi.org/10.1152/ajpendo.1979.236.6.e667
https://doi.org/10.1152/ajpendo.1979.236.6.e667
https://doi.org/10.1038/s41591-020-0934-0
https://doi.org/10.2337/db06-0822
https://doi.org/10.2337/db06-0822
https://doi.org/10.1007/s00125-008-1040-x
https://doi.org/10.1007/s00125-008-1040-x
https://doi.org/10.1016/j.molmet.2017.06.019
https://doi.org/10.1186/s12902-019-0446-4
https://doi.org/10.1186/s12902-019-0446-4
https://doi.org/10.1177/1932296813514502
https://doi.org/10.1177/1932296813514502
https://doi.org/10.1109/TBME.2007.893506
https://doi.org/10.1152/ajpendo.1979.237.3.e214
https://doi.org/10.1152/ajpendo.1979.237.3.e214
https://doi.org/10.1016/S0140-6736(05)66378-7
https://doi.org/10.1016/S0140-6736(05)66378-7

iScience

in Medicine and Biology Society, EMBS. https://
doi.org/10.1109/EMBC.2019.8857195.

Erdés, B., van Sloun, B., Adriaens, M.E.,
O'Donovan, S.D., Langin, D., Astrup, A., Blaak,
E.E., Arts, .C.W., and van Riel, N.A.W. (2021).
Personalized computational model quantifies
heterogeneity in postprandial responses to oral
glucose challenge. PLoS Comput. Biol. 17,
€1008852. https://doi.org/10.1371/JOURNAL.
PCBI.1008852.

Fechner, E., Bilet, L., Peters, H.P.F., Hiemstra, H.,
Jacobs, D.M., Op 't Eyndt, C., Komips, E.,
Mensink, R.P., and Schrauwen, P. (2020). Effects of
a whole diet approach on metabolic flexibility,
insulin sensitivity and postprandial glucose
responses in overweight and obese adults - a
randomized controlled trial. Clin. Nutr. 39, 2734
2742. https://doi.org/10.1016/j.cInu.2019.12.010.

Fischer, H.P. (2008). Mathematical modeling of
complex biological systems: from parts lists to
understanding systems behavior. Alcohol Res.
Health 31, 49-59.

Ford, E.S. (2005). Risks for all-cause mortality,
cardiovascular disease, and diabetes associated
with the metabolic syndrome: a summary of the
evidence. Diabetes Care 28, 1769-1778. https://
doi.org/10.2337/diacare.28.7.1769.

Gayoso-Diz, P., Otero-Gonzélez, A., Rodriguez-
Alvarez, M.X., Gude, F., Garcia, F., de Francisco,
A., and Quintela, A.G. (2013). Insulin resistance
(HOMA-IR) cut-off values and the metabolic
syndrome in a general adult population: effect of
gender and age: EPIRCE cross-sectional study.
BMC Endocr. Disord. 13, 47. https://doi.org/10.
1186/1472-6823-13-47.

Gijbels, A., Trouwborst, I., Jardon, K.M., Hul, G.B.,
Siebelink, E., Bowser, S.M,, Yildiz, D., Wanders, L.,
Erdos, B., Thijssen, D.H.J., et al. (2021). The
PERSonalized glucose optimization through
nutritional intervention (PERSON) study:
rationale, design and preliminary screening
results. Front. Nutr. 8, 694568. https://doi.org/10.
3389/fnut.2021.694568.

Hassing, H.C., Surendran, R.P., Mooij, H.L.,
Stroes, E.S., Nieuwdorp, M., and Dallinga-Thie,
G.M. (2012). Pathophysiology of
hypertriglyceridemia Biochimica et Biophysica
Acta - molecular and Cell Biology of Lipids.
Biochim. Biophys. Acta 1821, 826-832. https://
doi.org/10.1016/j.bbalip.2011.11.010.

Higgins, V., and Adeli, K. (2017). Postprandial
dyslipidemia: pathophysiology and
cardiovascular disease risk assessment. EJIFCC
28, 168-184.

Hill, J.O., Wyatt, H.R., and Peters, J.C. (2012).
Energy Balance and Obesity. Circulation 126,
126-132.

Huber, M., Knottnerus, J.A., Green, L., van der
Horst, H., Jadad, A.R., Kromhout, D., Leonard, B.,
Lorig, K., Loureiro, M.I., van der Meer, JW.M.,
et al. (2011). How should we define health? BMJ
(Online) 343, d4163. https://doi.org/10.1136/bmj.
d4163.

Jelic, K., Hallgreen, C.E., and Colding-Jergensen,
M. (2009). A model of NEFA dynamics with focus
on the postprandial state. Ann. Biomed. Eng. 37,
1897-1909. https://doi.org/10.1007/510439-009-
9738-6.

Kahn, S.E., Hull, R.L., and Utzschneider, K.M.
(2006). Mechanisms linking obesity to insulin
resistance and type 2 diabetes. Nature 444,
840-846. https://doi.org/10.1038/nature05482.

Kovatchev, B.P., Breton, M., Man, C.D., and
Cobelli, C. (2009). In silico preclinical trials: a
proof of concept in closed-loop control of type 1
diabetes. J. Diabetes Sci. Technol. 3, 44-55.
https://doi.org/10.1177/193229680900300106.

Lewis, G.F., Carpentier, A., Adeli, K., and Giacca,
A. (2002). Disordered fat storage and
mobilization in the pathogenesis of insulin
resistance and type 2 diabetes. Endocr. Rev. 23,
201-229. https://doi.org/10.1210/edrv.23.2.0461.

Luthar, S.S., Cicchetti, D., and Becker, B. (2000).
The construct of resilience: a critical evaluation
and guidelines for future work. Child Dev. 71,
543-562. https://doi.org/10.1111/1467-8624.
00164.

Maas, A.H., Rozendaal, Y.J.W., van Pul, C,,
Hilbers, P.A.J., Cottaar, W.J., Haak, H.R., and van
Riel, N.A.W. (2015). A physiology-based model
describing heterogeneity in glucose metabolism:
the core of the eindhoven diabetes education
simulator (E-DES). J. Diabetes Sci. Technol. 9,
282-292. https://doi.org/10.1177/
1932296814562607.

Dalla Man, C., Bock, G., Giesler, P.D., Serra, D.B.,
Ligueros Saylan, M., Foley, J.E., Camilleri, M.,
Toffolo, G., Cobelli, C., Rizza, R.A., and Vella, A.
(2009). Dipeptidyl Peptidase-4 Inhibition by
Vildagliptin and the effect on insulin secretion
and action in response to meal ingestion in type 2
Diabetes. Diabetes Care 32, 14-18. https://doi.
org/10.2337/dc08-1512.

Matsuda, M., and DeFronzo, R.A. (1999). Insulin
sensitivity indices obtained from oral glucose
tolerance testing: comparison with the
euglycemic insulin clamp. Diabetes Care 22,
1462-1470. https://doi.org/10.2337/diacare.22.9.
1462.

Matthews, D.R., Hosker, J.P., Rudenski, A.S.,
Naylor, B.A., Treacher, D.F., and Turner, R.C.
(1985). Homeostasis model assessment: insulin
resistance and beta-cell function from fasting
plasma glucose and insulin concentrations in
man. Diabetologia 28, 412-419.

McQuaid, S.E., Hodson, L., Neville, M.J., Dennis,
A.L., Cheeseman, J., Humphreys, S.M., Ruge, T.,
Gilbert, M., Fielding, B.A., Frayn, K.N., and Karpe,
F. (2011). Downregulation of adipose tissue fatty
acid trafficking in obesity. Diabetes 60, 47-55.
https://doi.org/10.2337/db10-0867.

O'Donovan, S.D., Lenz, M., Vink, R.G., Roumans,
N.J.T., de Kok, T.M.C.M., Mariman, E.C.M.,
Peeters, R.L.M., van Riel, N.A\W., van Baak, M.A.,
and Arts, I.C.W. (2019). A computational model of
postprandial adipose tissue lipid metabolism
derived using human arteriovenous stable
isotope tracer data. PLoS Comput. Biol. 15,
€1007400. https://doi.org/10.1371/journal.pcbi.
1007400.

Packard, C.J., Boren, J., and Taskinen, M.R.
(2020). Causes and Consequences of

hypertriglyceridemia. Front. Endocrinol. 11.
https://doi.org/10.3389/fendo.2020.00252.

Packard, C.J., Demant, T., Stewart, J.P., Bedford,
D., Caslake, M.J., Schwertfeger, G., Bedynek, A.,

¢? CellPress

OPEN ACCESS

Shepherd, J., and Seidel, D. (2000).
Apolipoprotein B metabolism and the
distribution of VLDL and LDL subfractions.

J. Lipid Res. 41, 305-318. https://doi.org/10.1016/
s0022-2275(20)32065-4.

Pearson, T., Wattis, J.A.D., King, J.R., MacDonald,
|.A., and Mazzatti, D.J. (2016). The effects of
insulin resistance on individual tissues: an
application of a mathematical model of
metabolism in humans. Bull. Math. Biol. 78, 1189—
1217. https://doi.org/10.1007/s11538-016-0181-1.

Raue, A., Kreutz, C., Maiwald, T., Bachmann, J.,
Schilling, M., Klingmidiller, U., and Timmer, J.
(2009). Structural and practical identifiability
analysis of partially observed dynamical models
by exploiting the profile likelihood.
Bioinformatics 25, 1923-1929. https://doi.org/10.
1093/bioinformatics/btp358.

Reaven, G.M. (1988). Role of insulin resistance in
human disease. Diabetes 37, 1595-1607. https://
doi.org/10.2337/diab.37.12.1595.

Rozendaal, Y.J., Maas, A.-H., van Pul, C., Cottaar,
E.J., Haak, H.R,, Hilbers, P.A., and van Riel, N.A.
(2018). Model-based analysis of postprandial
glycemic response dynamics for different types of
food. Clinical Nutrition Experimental 19, 32-45.
https://doi.org/10.1016/j.ycInex.2018.01.003.

Ruge, T., Hodson, L., Cheeseman, J., Dennis, A.L.,
Fielding, B.A., Humphreys, S.M., Frayn, K.N., and
Karpe, F. (2009). Fasted to fed trafficking of fatty
acids in human adipose tissue reveals a novel
regulatory step for enhanced fat storage. J. Clin.
Endocrinol. Metab. 94, 1781-1788. https://doi.
org/10.1210/jc.2008-2090.

Sips, F.L.P., Nyman, E., Adiels, M., Hilbers, P.AJ.,
Stralfors, P., van Riel, N.A.W., and Cedersund, G.
(2015). Model-based quantification of the
systemic interplay between glucose and fatty
acids in the postprandial state. PLoS One 10,
e0135665. https://doi.org/10.1371/journal.pone.
0135665.

Sloun, B.v., Goossens, G.H., Erdos, B., Lenz, M.,
Riel, N.v., and Arts, I.C.W. (2020). The impact of
amino acids on postprandial glucose and insulin
kinetics in humans: a quantitative overview.
Nutrients 12, E3211. https://doi.org/10.3390/
nu12103211.

American Diabetes Association (2011). Standards
of medical care in diabetes-2011. Diabetes Care
34 (SUPPL.1), S11-S61. https://doi.org/10.2337/
dc11-S011.

Thomas, E.L., Parkinson, J.R., Frost, G.S.,
Goldstone, A.P., Doré¢, C.J., McCarthy, J.P.,
Collins, A.L., Fitzpatrick, J.A., Durighel, G., Taylor-
Robinson, S.D., and Bell, J.D. (2012). The missing
risk: MRl and MRS phenotyping of abdominal
adiposity and ectopic fat. Obesity 20, 76-87.
https://doi.org/10.1038/0by.2011.142.

TNO (2016). Final Report Summary - NUTRITECH(
Application of New Technologies and Methods in
Nutrition Research - the Example of Phenotypic
Flexibility).

Tura, A., Morbiducci, U., Sbrignadello, S.,
Winhofer, Y., Pacini, G., and Kautzky-Willer, A.
(2011). Shape of glucose, insulin, C-peptide
curves during a 3-h oral glucose tolerance test:
any relationship with the degree of glucose
tolerance? Am. J. Physiol. Regul. Integr. Comp.

iScience 25, 105206, November 18, 2022 13



https://doi.org/10.1109/EMBC.2019.8857195
https://doi.org/10.1109/EMBC.2019.8857195
https://doi.org/10.1371/JOURNAL.PCBI.1008852
https://doi.org/10.1371/JOURNAL.PCBI.1008852
https://doi.org/10.1016/j.clnu.2019.12.010
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref23
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref23
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref23
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref23
https://doi.org/10.2337/diacare.28.7.1769
https://doi.org/10.2337/diacare.28.7.1769
https://doi.org/10.1186/1472-6823-13-47
https://doi.org/10.1186/1472-6823-13-47
https://doi.org/10.3389/fnut.2021.694568
https://doi.org/10.3389/fnut.2021.694568
https://doi.org/10.1016/j.bbalip.2011.11.010
https://doi.org/10.1016/j.bbalip.2011.11.010
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref28
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref28
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref28
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref28
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref61
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref61
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref61
https://doi.org/10.1136/bmj.d4163
https://doi.org/10.1136/bmj.d4163
https://doi.org/10.1007/s10439-009-9738-6
https://doi.org/10.1007/s10439-009-9738-6
https://doi.org/10.1038/nature05482
https://doi.org/10.1177/193229680900300106
https://doi.org/10.1210/edrv.23.2.0461
https://doi.org/10.1111/1467-8624.00164
https://doi.org/10.1111/1467-8624.00164
https://doi.org/10.1177/1932296814562607
https://doi.org/10.1177/1932296814562607
https://doi.org/10.2337/dc08-1512
https://doi.org/10.2337/dc08-1512
https://doi.org/10.2337/diacare.22.9.1462
https://doi.org/10.2337/diacare.22.9.1462
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref38
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref38
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref38
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref38
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref38
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref38
https://doi.org/10.2337/db10-0867
https://doi.org/10.1371/journal.pcbi.1007400
https://doi.org/10.1371/journal.pcbi.1007400
https://doi.org/10.3389/fendo.2020.00252
https://doi.org/10.1016/s0022-2275(20)32065-4
https://doi.org/10.1016/s0022-2275(20)32065-4
https://doi.org/10.1007/s11538-016-0181-1
https://doi.org/10.1093/bioinformatics/btp358
https://doi.org/10.1093/bioinformatics/btp358
https://doi.org/10.2337/diab.37.12.1595
https://doi.org/10.2337/diab.37.12.1595
https://doi.org/10.1016/j.yclnex.2018.01.003
https://doi.org/10.1210/jc.2008-2090
https://doi.org/10.1210/jc.2008-2090
https://doi.org/10.1371/journal.pone.0135665
https://doi.org/10.1371/journal.pone.0135665
https://doi.org/10.3390/nu12103211
https://doi.org/10.3390/nu12103211
https://doi.org/10.2337/dc11-S011
https://doi.org/10.2337/dc11-S011
https://doi.org/10.1038/oby.2011.142
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref52
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref52
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref52
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref52

¢? CellPress

OPEN ACCESS

Physiol. 300, R941-R948. https://doi.org/10.1152/
ajpregu.00650.2010.

Unger, R.H. (2003). Minireview: weapons of lean
body mass destruction: the role of ectopic

lipids in the metabolic syndrome. Endocrinology
144, 5159-5165. https://doi.org/10.1210/en.
2003-0870.

van Ommen, B., van der Greef, J., Ordovas, J.M.,
and Daniel, H. (2014). Phenotypic flexibility as
key factor in the human nutrition and health
relationship Genes and Nutrition. Genes Nutr. 9,
423. https://doi.org/10.1007/s12263-014-0423-5.

Vis, D.J., Westerhuis, J.A., Jacobs, D.M., van
Duynhoven, J.P.M., Wopereis, S., van Ommen, B.,

14 iScience 25, 105206, November 18, 2022

Hendriks, M.M.W.B., and Smilde, A.K. (2015).
Analyzing metabolomics-based challenge tests.
Metabolomics 11, 50-63. https://doi.org/10.
1007/s11306-014-0673-7.

WHO (2006). Definition and Diagnosis of
Diabetes Mellitus and Intermediate
Hyperglycemia: Report of a WHO/IDF
Consultation (World Health Organization).

Wopereis, S., Stroeve, J.H.M., Stafleu, A., Bakker,
G.C.M., Burggraaf, J., van Erk, M.J., Pellis, L.,
Boessen, R., Kardinaal, A.A.F., and van Ommen,
B. (2017). Multi-parameter comparison of a
standardized mixed meal tolerance test in
healthy and type 2 diabetic subjects: the

iScience

PhenFlex challenge. Genes Nutr. 12, 21. https://
doi.org/10.1186/s12263-017-0570-6.

Yuan, G., Al-Shali, K.Z., and Hegele, R.A. (2007).
Hypertriglyceridemia: its etiology, effects and
treatment. CMAJ. Canadian Medical Association
Journal 176, 1113-1120. https://doi.org/10.1503/
cmaj.060963.

Zeevi, D., Korem, T., Zmora, N., Israeli, D.,
Rothschild, D., Weinberger, A., Ben-Yacov, O.,
Lador, D., Avnit-Sagi, T., Lotan-Pompan, M., et al.
(2015). Personalized nutrition

by prediction of glycemic responses. Cell 163,
1079-1094. https://doi.org/10.1016/j.cell.2015.
11.001.


https://doi.org/10.1152/ajpregu.00650.2010
https://doi.org/10.1152/ajpregu.00650.2010
https://doi.org/10.1210/en.2003-0870
https://doi.org/10.1210/en.2003-0870
https://doi.org/10.1007/s12263-014-0423-5
https://doi.org/10.1007/s11306-014-0673-7
https://doi.org/10.1007/s11306-014-0673-7
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref57
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref57
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref57
http://refhub.elsevier.com/S2589-0042(22)01478-X/sref57
https://doi.org/10.1186/s12263-017-0570-6
https://doi.org/10.1186/s12263-017-0570-6
https://doi.org/10.1503/cmaj.060963
https://doi.org/10.1503/cmaj.060963
https://doi.org/10.1016/j.cell.2015.11.001
https://doi.org/10.1016/j.cell.2015.11.001

iScience

STARXMETHODS

KEY RESOURCES TABLE

¢? CellPress

OPEN ACCESS

REAGENT or RESOURCE SOURCE IDENTIFIER

Software and algorithms

MATLAB 2019b The MathWorks Inc. https://nl.mathworks.com/products/matlab.html

Other

Original Mixed Meal Model code This paper https://github.com/shauna-odonovan/Mixed_Meal_Model

RESOURCE AVAILABILITY
Lead contact

Further information and requests for resources should be directed to and will be fulfilled by the lead con-
tact Shauna D. O’'Donovan (s.d.odonovan@tue.nl)

Material availability
No new materials or reagents were generated during this study.

Data and code availability

® The NutriTech and MetFlex meal challenge test data used in this study are unsuitable for public depo-
sition due to ethical restrictions and privacy of participant data. The MetFlex data is available from Uni-
lever for any interested researcher who meets the criteria for access to confidential data please contact
Doris M. Jacobs (Doris.Jacobs@unilever.com) or Anne J. Wanders (Anne.Wanders@unilever.com).
NutriTech data is available to qualified researchers via the Nutritional Phenotypes Database (https://
studies.dbnp.org/NutriTechHIS) or by contacting Lydia A. Afman (lydia.afman@wur.nl).

® All original code is provided in the supplementary materials (Data S1) and has also been deposited in
GitHub (https://github.com/shauna-odonovan/Mixed_Meal_Model).

® Any additional information required to re-analyse the data reported in this paper is available from the
lead contact upon request.

METHOD DETAILS
Data
NutriTech

The Nutritech Study, funded as part of the European Union 7th Framework Programme (www.clincaltrials.
gov record no. NCT01684917), aimed to better phenotype human volunteers in response to standardised
challenge tests in dietary intervention studies (TNO, 2016). As part of this study 72 overweight and obese
(mean BMI 29.7 + 2.7 kg/m?) men and women (48.6% male) with an average age of 59.2 + 4.2 years were
recruited. Prior to the intervention period study participants underwent a high-fat, high-glucose liquid meal
challenge test (759 glucose, 60g lipid (palm olein), 20g Protifar as milk protein concentrate (Nutricia, Utrect,
the Netherlands) (Wopereis et al., 2017)). The meal challenge test began at 9AM following a 12-h over-night
fast. The liquid meal was ingested within 5 min and blood was collected at 0, 60, 120, 240, 360, and 480 min
in which glucose, insulin, triglyceride, and non-esterified free fatty acids (NEFA) concentrations were
measured. In addition, participant’s body composition, including liver fat content, were assessed with
MRI and spectroscopy on a 1.5 T multinuclear system (Philips, Eindhoven, the Netherlands) as previously
described (Thomas et al.,, 2012). All subjects gave written informed consent before participating in the
NutriTech Study. The NutriTech Study was performed in accordance with the Declaration of Helsinki and
received ethical approval from the Brent Ethics Committee (REC ref:12/LO/0139).

MetFlex

MetFlex is dietary intervention study in which 40 middle-aged (50-70 years) healthy, but overweight or obese
(BMI 25-35 kg/m?) men and women (47.5% male) were randomly assigned to either a western diet or healthy
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diet (low in high-glycaemic carbohydrates and rich in fruits, vegetables, fibres, and polyunsaturated fats) for six
weeks (Fechner et al., 2020). Prior to the diet intervention period all study participants underwent a liquid
mixed meal challenge test (679 glucose, 36g lipid,12g protein, as described in Table S1 of Fechner et al.,
2020) following an overnight fast. Blood samples were collected at 0, 15, 30, 45, 40, 90, 120, 180, 240, and
300 min following consumption of the liquid meal shake. Plasma glucose and insulin concentrations were
determined at all time points. Plasma triglyceride and NEFA concentrations were measured at 0, 30, 60,
120, 180, 240, and 300 min. In addition, all study participants underwent a 2.5 h 1-step hyperinsulinemic-eugly-
cemic clamp with an insulin infusion rate of 40mU/m?/min to quantify peripheral insulin sensitivity. All partic-
ipants gave their written and informed consent prior to the start of the study. The study was conducted accord-
ing to the guidelines stated in the Declaration of the Helsinki and the protocol was approved by the medical
ethical committee of Maastricht University Medical Centre+ (MUMC+) and registered at www.clincaltrials.gov
as NCT02519127.

Model formulation
Glucose and insulin kinetics

Several well validated glucose-insulin models are currently available in the literature; from simple mini-
mal models that describe changes in plasma glucose at a whole-body level (Bergman et al., 1979; Ei-
chenlaub et al., 2019) to more detailed multi-compartmental models describing glucose metabolism
across multiple tissues (Dalla Man et al., 2007; Pearson et al., 2016; Sips et al., 2015). One such model,
the Eindhoven Diabetes Education Simulator (E-DES) is a comparatively simple three compartment
physiology based mathematical model describing postprandial glucose and insulin dynamics in the
gut, plasma, and interstitial fluid (Maas et al., 2015). The E-DES model has previously been applied to
describe postprandial plasma glucose and insulin excursions in response to a diverse range of complex
meals (Rozendaal et al., 2018) and more recently has been shown to capture the considerable inter-in-
dividual heterogeneity in oral glucose tolerance test responses (Erdés et al., 2021). In the E-DES model
glucose appears in the plasma by either endogenous glucose released from the liver or as exogenous
glucose from a meal via the gut (Figure 1). Uptake of plasma glucose into tissues such as the skeletal
muscle, adipose tissue, and brain occurs at an insulin dependent and independent rate and are
described as a collective glucose sink. Insulin secretion in response to changing plasma glucose concen-
trations is described using a proportional-integral-derivative controller. A more detailed model formu-
lation can be found in Section S1.

Triglyceride kinetics

Plasma triglycerides have two primary sources; exogenous triglyceride from dietary intake transition
through the gut and lymphatic system (described as three transition compartments) before appearing in
the plasma as chylomicron triglyceride (TGgyt). Endogenous triglyceride is secreted from the liver as
very low-density lipoprotein (VLDL) particles (TGj e, ) which is inhibited by insulin in lean, healthy individuals
(McQuaid et al., 2011). The effect of insulin on VLDL secretion has been shown to be attenuated in insulin
resistance and with increased hepatic fat (Adiels et al., 2007, 2008; Avramoglu et al., 2006) content. Both
chylomicron and VLDL triglycerides are removed from the plasma through hydrolysis by lipoprotein lipase
(LPL) which is stimulated by insulin (TGp.) and the resulting NEFA is taken up into tissues including the skel-
etal muscle and adipose tissue (O'Donovan et al., 2019). To make our meal model as generalisable as
possible we have elected to combine both chylomicron and VLDL into a single generic triglyceride pool,
in this way the model can be fit to postprandial plasma triglyceride measurements without the need to
quantify specific lipoprotein subfractions. Consequently, the rate of change of plasma triglyceride concen-
tration (TGgy) is described as such;

dTGpL
dt

= TGgut + TGIiver - TGLPL
Where,
TG/iver = k16 - k15 : (Id4 - Ib)

Here, ks is the basal rate of secretion of endogenous triglyceride from the liver and kis governs the
effect of insulin on VLDL secretion. lys is the delayed insulin signal that inhibits triglyceride secretion
and I, is the basal (fasting) insulin concentration. TG.p., the term describing LPL lipolysis of circulating
triglyceride has previously been validated using arterio-venous flux measurements (O'Donovan et al.,
2019).
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NEFA kinetics

In the fasting state NEFA enters the plasma from the adipose tissue (NEFAa7.). The release of NEFA from
triglyceride stores in the adipose tissue is inhibited by insulin in the postprandial state. In addition, a small
proportion (fyi) of NEFA released by LPL lipolysis of circulating triglyceride spills-over into the plasma.
Model terms describing the fractional spill-over and release of NEFA from the adipose tissue have previ-
ously been validated (O'Donovan et al., 2019) using arterio-venous palmitate tracer measurements
collected across the abdominal subcutaneous adipose tissue. NEFA is taken up into tissues at a rate
(ki2) proportional to the plasma NEFA concentration (Sips et al., 2015). The rate of change of plasma
NEFA concentrations is described in the following way;

dNEFAp
dt
Where NEFAp, is the plasma NEFA concentration and TGp, is the rate of LPL lipolysis of circulating triglyc-
eride described above.

= NEFAsm + 3fspi/I'TGLPL — kiz-NEFAp,

A complete list of model equations can be found in Section S1.

Parameter estimation

The final mixed meal model consists of 13 ordinary differential equations with 25 model parameters. To
achieve numerically reliable parameter estimates from data it is necessary to minimise the complexity of
the model being applied. Local parameter sensitivity analyses, whereby each parameter was varied 50%
in both directions from the average estimate, was conducted to determine which parameters have substan-
tial effect on the model output (Figures S4-526). Non-sensitive parameters were fixed to values reported in
their respective publications (O'Donovan et al., 2019; Rozendaal et al., 2018). Basal glucose and insulin
values were fixed to the measured plasma glucose and insulin values following an overnight fast, as advised
for the E-DES model (Maas et al., 2015). This analysis resulted in a model with nine parameters that will be
estimated from the data. Subsequent profile likelihood analysis (Raue et al., 2009) showed that these nine
parameters were identifiable given the six time-point meal challenge test data in the NutriTech Study (Fig-
ure S3). A full set of model parameters can be found in Table S2.

Parameter values were estimated from data by minimizing the below combined cost function C(6) using
Isgnonlin, (MATLAB, 2019b, The MathWorks Inc., Natick, Massachusetts, United States) a local, gradient-
based least square solver. To avoid becoming trapped in erroneous local minima, the optimal parameter
sets were obtained following twenty-five initializations of the optimization algorithm using Latin hypercube
sampling of the solution space.

YOO (vig(0) = v ’
O = 3, Z ( max(ye) )
Where M is the number of measured metabolites, in this case glucose, insulin, triglyceride, and NEFA. T; is
the number of time points for which measured data is available for metabolite i. y;;(#) denotes the model
prediction for metabolite i at time point j for a given parameter vector 6 and yl-‘_’jbs denotes the correspond-
ing measured concentration of metabolite i at time point j. To account for the difference in scales between
the metabolites the difference between the model simulation and the observed measurements for the
error function are weighted by the maximum observed value for the given metabolite.

Physiology-informed regularisation

Regularisation is the process by which additional information about a system is supplied during the param-
eter estimation procedure in-order to solve an ill-proposed problem or to prevent overfitting. In this studly,
anumber of additional terms are added to the cost function C(8) to penalise undesirable behaviours, such
as nutrient dumping or a failure of the model simulation to return to steady state, thereby guiding the
parameter estimation algorithm towards regions of the solution space which produce physiologically plau-
sible behaviour. We have dubbed this form of regularisation as physiology-informed regularisation. To
ensure that the full mass of glucose and triglyceride administered in the meal (Gea and TGpea respec-
tively) appear in the plasma and are not dumped from the gut compartment of the model two additional
constraints AUCg and AUCrg are placed on the model fitting. Within these constrains the area under the
curve of glucose appearance from the gut within the first four hours (Anderwald et al., 2011) after the meal
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consumption should equal the glucose content of the meal and the complete triglyceride appearance via
the lymphatic system should occur within 10 h (Bickerton et al., 2007; Ruge et al., 2009). Two additional con-
straints are included to ensure triglyceride and NEFA return to steady state or fasting values. Hence, the
modified cost function (C*(0)) for parameter estimation becomes;

C*(0) = C(0)+ (AUCqlp — Gmeat) + (AUCr6lg00 — TGeal) +

(TGPL|720 — TGb) + (NEFAPL|O — NEFAb)

Where TG, and NEFA, are the measured fasting plasma concentrations of triglyceride and NEFA
respectively.
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