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Abstract: Clofazimine (CFZ) is a weakly basic, small-molecule antibiotic used for the treatment of
mycobacterial infections including leprosy and multidrug-resistant tuberculosis. Upon prolonged
oral administration, CFZ precipitates and accumulates within macrophages throughout the host. To
model the pharmacokinetics of CFZ, the volume of distribution (Vd) was considered as a varying
parameter that increases with continuous drug loading. Fitting the time-dependent change in drug
mass and concentration data obtained from CFZ-treated mice, we performed a quantitative analysis
of the systemic disposition of the drug over a 20-week treatment period. The pharmacokinetics data
were fitted using various classical compartmental models sampling serum and spleen concentration
data into separate matrices. The models were constructed in NONMEM together with linear and
nonlinear sigmoidal expansion functions to the spleen compartment to capture the phase transition in
Vd. The different modeling approaches were compared by Akaike information criteria, observed and
predicted concentration correlations, and graphically. Using the composite analysis of the modeling
predictions, adaptive fractional CFZ sequestration, Vd and half-life were evaluated. When compared
to standard compartmental models, an adaptive Vd model yielded a more accurate data fit of the
drug concentrations in both the serum and spleen. Including a nonlinear sigmoidal equation into
compartmental models captures the phase transition of drugs such as CFZ, greatly improving the
prediction of population pharmacokinetics and yielding further insight into the mechanisms of
drug disposition.

Keywords: modeling and simulation; pharmacokinetics; small molecules; drug targeting; drug
delivery

1. Introduction

Clofazimine (CFZ) is an antimycobacterial agent used to treat leprosy and multidrug-
resistant tuberculosis alongside some non-tuberculosis mycobacterial infections. Recently,
CFZ has also been found to inhibit SARS-CoV-2 infection in vitro and in animal models [1,2],
and its efficacy is currently being tested in a phase II clinical trial [3]. The precipitation
and accumulation of this weakly basic drug in the lysosomes of macrophages is a phe-
nomenon that has raised considerable interest in the drug targeting and delivery field,
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since it corresponds to the most potent, cell-specific drug targeting mechanism that has
been discovered to date [4,5]. The accumulation of CFZ in macrophage lysosomes has
been shown to occur by thermodynamically favorable conditions that lead to the precipi-
tation of drugs by pH-dependent ion trapping. The protonated species of the weak base
in the lysosome of the macrophage, together with the formation of the very insoluble
hydrochloride (CFZ-HCl) salt, form a highly stable crystal upon interaction of the proto-
nated drug with chloride [6–8]. In macrophage lysosomes, the hydrochloride crystals are
found within membrane-associated complexes referred to as crystal-like drug inclusions
(CLDIs). This phenomenon has been observed throughout the body, but it occurs primarily
in macrophages of the spleen, liver, gut, and lungs. The large amount of CFZ that accumu-
lates in macrophages over time directly leads to a pronounced expansion of the volume of
distribution (Vd) of the drug [9].

Although it has been used clinically for many decades [10,11], CFZ pharmacokinetics
are characterized by an increasing, dose-dependent half-life and high interindividual
variability [12], which complicates pharmacokinetics analysis. In an experimental mouse
model used to analyze the mechanisms underlying the complex pharmacokinetics of CFZ,
the dynamic half-life of CFZ was associated with the formation and accumulation of
hydrochloride salt as CLDIs grew and expanded within macrophage lysosomes [6,13].
This increasing accumulation was accompanied by changes in the distribution of the drug
within the organism, as well as the formation of local drug depots that remained long
after treatment stopped [6]. While the soluble phase of CFZ is the pharmacologically
active moiety that can freely exert antibacterial or antiviral activity [1,2,10], the CLDI drug
depot could be beneficial since it concentrates in macrophages, which are directly involved
in combating infection. Crystal-like drug inclusions have also been shown to increase
with repeated dosing in both mice and humans [6]. Due to the high concentration of
macrophages in the spleen, this organ sequesters CFZ at 10 to 100 times the concentration
of other tissues [6,14].

Recently, the pharmacokinetics of clofazimine in tuberculosis patients was described
as a three-compartment model [12]. In order to improve upon the standard compartmental
modeling approaches used to analyze the pharmacokinetics of CFZ, we sought to develop
an adaptive pharmacokinetics modeling approach that would better capture the soluble-to-
insoluble phase transition and subsequent increasing Vd of the drug, and to compare its
predictive accuracy to a standard compartmental model. Using mice as a model organism,
our analysis of CFZ pharmacokinetics during a 20-week treatment period demonstrates
how such an adaptive pharmacokinetics modeling approach can provide insights into
the changes in serum and spleen concentrations measured during prolonged treatment,
increasing our understanding of the pharmacokinetics parameters that explain the context-
dependent accumulation of CFZ.

The results reported herein are the first time that volume of distribution changes
resulting from soluble-to-insoluble phase transitions of drug molecules are directly modeled
and analyzed, using a population pharmacokinetics modeling approach that should be
applicable to the study of CFZ pharmacokinetics in the human population. The significance
of this analysis is not only relevant to improving our understanding of the mechanistic
underpinning of CFZ pharmacokinetics, but it will help advance the development of
macrophage-targeted drugs and the design of self-organizing drug depot systems.

2. Materials and Methods
2.1. Data Acquisition and Compartmental Pharmacokinetic Modeling

Individual mouse data were obtained from a previously published study in which
CFZ concentrations were measured in the serum and spleen of healthy BALB/c mice given
25 mg/kg of CFZ by oral gavage once daily, Monday through Friday, over a 20-week period,
together with measurements of the mass of the organ. Three mice were sacrificed then
sampled at seven discrete intervals (7, 14, 28, 56, 84, 114 and 140 days) after starting therapy
and prior to administering the daily dose. CFZ concentrations were measured by liquid
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chromatography/mass spectrometry (LC/MS) using a previously validated method [13].
Animal procedures were approved by the Animal Ethics Sub-Committee of the University
of KwaZulu-Natal (reference numbers 068/13/Animal and 025/14/Animal) [13]. A popu-
lation pharmacokinetic model was constructed to describe the expected pharmacokinetic
changes during repeated dosing. The serum and spleen drug concentration data were used
as input into NONMEM (ver. 7.3.0) to determine the best predictive modeling approach
based on the goodness of fit. To better understand the pharmacokinetics of CFZ prior to the
phase transition, we created a collection of different (one-, two- and three-compartment),
standard pharmacokinetics models, assuming drug stays in solution without precipitating
in host organs. With these models, the data were fit during the first 4 weeks of CFZ dosing
(Table S1), when a minimal amount of the drug was expected to precipitate as CLDIs. The
model with the highest predictive accuracy in the soluble phase was then used to compare
the steady-state predictions with the measured drug concentrations over the entire 20-week
dosing interval.

2.2. Optimizing Compartmental Pharmacokinetics Modeling by Incorporating an Adaptive
Vd Function

Four adaptive Vd models were used to capture different Vd expansion functions
(linear, exponential Hill equation, logistic function, and rational square root sigmoid). The
adequacy of each model was then tested and compared to the baseline, standard compart-
mental pharmacokinetics model with a constant Vd, to determine the best compartmental
modeling approach and adaptive Vd function that fits the measured, temporal changes in
the pharmacokinetics of CFZ over the 20-week treatment period. The baseline, standard
compartmental model with a constant Vd is referred to as the “base model”. The predictive
value of including a peripheral compartment to the base model was separately assessed
to determine whether the phase transition can be captured by adding an additional com-
partment. Model superiority was determined by plotting the concentration predictions
over time, comparing correlation of the residuals, coefficients of variation (CV%), and
comparing Akaike information criterion (AIC) [15]. NONMEM models were constructed
under the ADVAN9 subroutine using first-order conditional estimation with interactions
(FOCEI), and a multiplicative error model was used across all evaluated models. Between-
subject variability (ETA) was added to the growth function parameters involved in rate of
expansion and maximum total expansion of the spleen volume.

2.3. Model Validation

In pursuit of a robust estimation of the expansion of volume of distribution, a varying
number of parameter estimates from the soluble phase model were used to fix the initial
conditions of the full model with the expansion function. We will refer to the “soluble
model” or “soluble phase model” as the two-compartment model without an expansion
function, intended to capture the kinetics of clofazimine molecules in solution, prior to
the phase transition leading to the formation of CLDI precipitates that result in drug
accumulation in the spleen. Bootstrapping was then conducted on a subset of the models
using 1000 runs in Wings for NONMEM (WFN). Parameter estimates, confidence intervals,
standard deviations, and coefficients of variation were evaluated alongside histogram plots
to determine the optimal expansion model (Figure S1). The chosen model with fixed V1
and K12 was then evaluated across each of the expansion functions in Figure 1, utilizing
the entire 20-week dataset. Despite using the same structural compartmental model, the
soluble phase model was evaluated alongside the base model. As the soluble model only
extrapolates the concentration predictions from the first four weeks of data, the resulting
predictions can be compared to the base model which evaluates CFZ pharmacokinetics
over the course of the phase transition.
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the effect of differing sigmoidal equations on the goodness of fit of the experimental data. (B) The 
five f(t) equations used to represent this compartmental model, where X = rate of f(t) expansion, 
Emax = maximum allowable expansion by f(t), Hill = speed of expansion over time, T50 = time at 
which 50% of the maximum is reached, M1 = maximum allowable expansion by f(t), M2 = steepness 
at inflection, M3 = lateral shift of the expansion curve, B1 = maximum allowable expansion by f(t), 
B2 = exact time of the inflection point, B3 = speed of expansion over time. 
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spleen was estimated by multiplying the spleen weight by the predicted spleen concen-
trations of the composite sigmoidal models, to give the resulting mass of CFZ sequestered. 
This mass was then divided by the total dose of CFZ administered up until that timepoint, 
Equation (S2). The individual dose fraction sequestered is estimated by multiplying the 
spleen weight by the predicted concentration at each individual timepoint and subtracting 
the cumulative mass up until the previous timepoint. The mass sequestered between 
timepoints is then divided by the mass of the dose administered between the correspond-
ing timepoints to estimate the fraction of dose sequestered Equation (S3). Mass balance 
was verified for each of the constructed models based on the predicted concentration val-
ues and measured organ weight. 

2.5. Statistical Analysis of Experimental Data 
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tiplying the number of parameters by two and adding the reported objective function 
value (OFV) in NONMEM Equation (S1), and was one criterion used to determine model 
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tions were calculated between pharmacokinetic parameters of sigmoidal functions to ar-
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bootstrapping analysis. Statistics and regression completed outside of NONMEM were 
calculated in R Studio (Version 1.1.456). 

Figure 1. (A) The 2-comparment model used in this study. Vserum = V1, which represents the volume
in the serum compartment, and Vspleen = V2•f(t) which represents the volume in compartment 2 mul-
tiplied by the expansion function f(t), respectively; K12 and K21 represent the intercompartmental
rate constants; K represents the elimination rate constant; and f(t) represents the adaptive volume
of distribution with respect to continued dosing. The f(t) function was modified to illustrate the
effect of differing sigmoidal equations on the goodness of fit of the experimental data. (B) The
five f(t) equations used to represent this compartmental model, where X = rate of f(t) expansion,
Emax = maximum allowable expansion by f(t), Hill = speed of expansion over time, T50 = time at
which 50% of the maximum is reached, M1 = maximum allowable expansion by f(t), M2 = steepness
at inflection, M3 = lateral shift of the expansion curve, B1 = maximum allowable expansion by f(t),
B2 = exact time of the inflection point, B3 = speed of expansion over time.

2.4. Variable Clofazimine (CFZ) Mass Sequestration

At any given timepoint, the cumulative dose fraction of CFZ sequestered in the spleen
was estimated by multiplying the spleen weight by the predicted spleen concentrations
of the composite sigmoidal models, to give the resulting mass of CFZ sequestered. This
mass was then divided by the total dose of CFZ administered up until that timepoint,
Equation (S2). The individual dose fraction sequestered is estimated by multiplying the
spleen weight by the predicted concentration at each individual timepoint and subtracting
the cumulative mass up until the previous timepoint. The mass sequestered between
timepoints is then divided by the mass of the dose administered between the corresponding
timepoints to estimate the fraction of dose sequestered Equation (S3). Mass balance was
verified for each of the constructed models based on the predicted concentration values
and measured organ weight.

2.5. Statistical Analysis of Experimental Data

The Akaike information criterion (AIC) reported in this article was calculated by
multiplying the number of parameters by two and adding the reported objective function
value (OFV) in NONMEM Equation (S1), and was one criterion used to determine model
superiority. Statistical improvement in AIC was based on direct comparison between
models. The correlation coefficient of predicted and observed concentration values was
evaluated for incremental improvement over the base model. Means and standard de-
viations were calculated between pharmacokinetic parameters of sigmoidal functions to
arrive at a consensus value. Bootstrapping analysis was conducted in WFN with 1000 runs
per model. Parameter estimates, AIC and coefficients of variation were reported from the
bootstrapping analysis. Statistics and regression completed outside of NONMEM were
calculated in R Studio (Version 1.1.456).
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3. Results
3.1. A Baseline, Compartmental Pharmacokinetics Model to Capture the Soluble-to-Insoluble Phase
Transition of CFZ

From 11 different models, we selected the simplest compartmental model that best
captured CFZ accumulation in the spleen: a bidirectional two-compartment model with
elimination from the serum compartment. This model had the lowest objective function
value and most physiological relevance of the 11 total compartmental models tested in the
first four weeks of treatment (Table S2). The concentration data from both the serum and
spleen were sampled into separate compartments in the model. Serum concentration data
was sampled into the compartment which received the drug upon administration, and
spleen concentration data were sampled into a second organ compartment that received
drug from the blood. We only considered drug accumulation in the spleen, as most of the
drug in the organism was found to accumulate in said organ over the 20-week treatment
period. This two-compartment model was then modified to better capture the spleen and
serum drug concentrations, over the full 20-week dosing period. To account for the non-
linearity expected from CLDI formation, we added an adaptive function (V1) to the volume
of the spleen compartment, the intercompartmental rate constant from compartment two to
compartment one (K21), and the elimination rate constant (K). The compartmental model
and associated adaptive Vd equations are shown in Figure 1. The predictions for the
two-compartment model were directly compared to a three-compartment model with a
serum, spleen, and peripheral compartment (Figure S2).

3.2. Optimizing the Two-Compartment Model by including an Adaptive Vd Expansion Function

The pharmacokinetic parameters of the base model and each of the four adaptive
Vd modeling approaches that were used to refine the two-compartment modeling fits are
shown in Table 1, alongside the AIC and R2 values. The base model behaved as a standard
two-compartment model with a constant Vd. The linear model increased Vd linearly
with respect to time, and the three sigmoidal models (Hill equation, logistic function,
and rational square root sigmoid) all nonlinearly increased Vd with respect to time. The
three-compartment model is identical to the base model with an additional peripheral
compartment connected to the serum (Figure S2).

Table 1. Pharmacokinetic parameter estimates for each of the five 2-compartment models are rep-
resented alongside the R2 and AIC values for each corresponding model. The values for V2, K12
and K21 listed here are the initial values prior to the changes made by the f(t) equation. Variable
1 represents the slope X for the linear function, Emax for the exponential Hill function, M1 for the
logistic function, and B1 for the rational square root function. Variable 2 represents the T50 for the
Hill function, M2 for the logistic function, and B2 for the rational square root sigmoid. Variable 3
represents the Hill coefficient for the Hill equation, M3 for the logistic function, and B3 for the rational
square root sigmoid. CV% are reported beside the parameter estimates for each model.

Model R2 AIC ˆ V1
(L/kg) V2 (L/kg) K

(1/day)
ˆ K12

(1/day)
K21

(1/day)
Variable

1
Variable

2
Variable

3

Base Model 0.84 319.05 2.43 0.00516
(0%) 0.033 (0%) 0.183 0.00287

(33.8%) N/A N/A N/A

Linear 0.95 255.8 2.43 0.0119
(32.8%)

0.275
(56.5%) 0.183 0.125

(49.1%)
* 0.219
(66.7%) N/A N/A

Exponential Hill
Equation 0.98 211.9 2.43 0.00708

(1.61%)
0.229

(12.6%) 0.183 3.36
(1.53%)

* 6.99
(0%)

* 49
(2.68%)

3.71
(2.59%)

Basic
Logistic
Function

0.97 238.9 2.43 0.00779
(4.73%)

0.00645
(111.3%) 0.183 0.0762

(96.2%)
* 99.1

(56.2%)
* 0.0701
(2.82%)

8.85
(3.60%)

Rational Square
Root Sigmoid 0.99 200.8 2.43 0.00533

(2.00%)
0.107

(54.1%) 0.183 2.16
(53.4%)

* 1150
(32.3%)

80.2
(3.20%)

* 8.84
(36.5%)

ˆ Fixed parameter estimates from soluble phase model. * Parameters with ETA values applied to the model.
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The base model had the fewest number of pharmacokinetic parameters and is therefore
the simplest of the models tested in this study. The linear function had one additional
parameter compared to the base model, and the three sigmoidal models, as well as the
three-compartment model, all had three additional parameters compared to the base model.
Due to the difference in number of parameters, significant improvement between models
was determined by comparing AIC values rather than OFV.

The base model showed the lowest correlation coefficient and highest AIC, meaning
of the five models, this one is statistically the least likely to predict the observed data. The
linear model showed incremental improvement over the base model with a statistically
significant decrease in AIC and increase in R2 (0.95 compared to 0.84). Incorporation of
a sigmoidal function to capture the change in Vd over the treatment period improved
all three models over the linear model (logistic function to rational square root sigmoid,
respectively, Table 1). This finding indicates that any of the three sigmoidal equations could
be used to better predict the soluble-to-insoluble phase transition compared to the base
model or the linear model. The three-compartment model, used to fit serum and spleen
concentration data, yielded a resultant AIC of 300.8 and R2 of 0.92, showing superiority
over the base two-compartment model, but inferiority to all adaptive expansion models.
The rational square root function showed the lowest AIC and had the highest R2 value of
0.99, reflecting the best fit to the data as observed by visual inspection (Figure 2). The Hill
function almost fit the data as well as the rational square root function, with R2 of 0.98 and
an AIC of 211.9. However, the CV% were smaller for each of the parameter estimates in
the Hill function compared to the rational square root function. These two models were
superior to all other models evaluated in this study. Most importantly, the pharmacokinetic
parameter estimates converged to similar values when comparing the Hill and rational
square root equation (Table 1), which were the two models that showed the best fit to
the data.

Next, the accuracy of each of these four adaptive Vd models was evaluated by visual
inspection of concentration versus time plots and direct comparison of the performance of
the base two-compartmental model and the three-compartment model (Figure 2). During
the 20-week time course of the experiment, CFZ concentration in the serum remained
constant (~1 µg/mL) over the 20-week dosing period, while the CFZ concentration in the
spleen increases in a nonlinear fashion over the duration of the experiment.
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Figure 2. Visual predictive accuracy of CFZ concentration vs. time of four different expansion Vd
models, the standard base two-compartment model, the three-compartment model, and the soluble
phase model using the base model with data from the first 28 days of dosing with extrapolated
predictions out to 140 days. The represented data were acquired from three mice for each serum
and spleen timepoint, except at 14 days, where only two data points were available. The lines
represent the corresponding concentration vs. time predictions. Experimental data obtained from
three mice at each time interval are displayed on the graph alongside the average model predictions
for the population.
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All six models utilizing the entire dataset accurately matched the observed serum
concentrations. The base model overpredicted early and underpredicted late CFZ con-
centrations in the spleen. This trend indicates that the two-compartment base model
inadequately captures the accumulation of CFZ in the spleen over time. The linear expan-
sion function, which allows the Vd to expand linearly over time, yielded a more accurate
fit than the base model (Figure 2). While still overpredicting the early time points and
underpredicting the later timepoints, the linear Vd expansion equation improved upon the
base model predictions, such that the simplest adaptive Vd function increased its predictive
accuracy. At a higher level of complexity, using an exponential Hill equation, a logistic
expansion function, or a rational square root equation as the adaptive Vd function, led to
further improvement on the fits of the data. All three sigmoidal expansion functions more
accurately captured the earlier and later timepoints than the linear or base models. Once
again, the three-compartment model showed superiority in visual predictive accuracy to
the base model, and inferiority to the adaptive Vd models.

The visual comparison of the extrapolated predictions of the base model using the
first 28 days (soluble model) and the base model with the full dataset further reveal the
inability of the base model to fully capture the range of concentrations over the course
of dosing. The soluble model accurately captures the early spleen concentration values,
but when extrapolated to the full course of dosing, vastly underpredicts the later spleen
concentration values. The base model with the full dataset more closely captures the higher
spleen concentrations at the later timepoints, but compensates by overpredicting the earlier
spleen concentrations.

We further analyzed the improved fits obtained with the models by incorporating a
sigmoidal equation to capture the Vd expansion function. Quantitatively, the AIC of the
Hill equation showed a significant quantitative improvement over the base model (Table 1).
The Hill equation improved the observations versus predictions in the expansion model
(Figure 3A) when compared to the base model (Figure 3B). The expansion model has an
even distribution of residuals for both the serum and spleen concentrations without any
clear trends. Whereas the base model shows underprediction of serum concentrations
early in dosing, and an overprediction of spleen concentrations in the early timepoints
with underprediction in the later timepoints. This improvement was also apparent in the
weighted residuals from the Hill equation expansion model (Figure 3C) and the base model
(Figure 3D). The quantitative improvements for each of the other Vd expansion functions
and 3-compartmental model are also reflected in the residual plots (Figure S3).

Additionally, when comparing the fully optimized, unfixed models, the base model
has a constant volume of distribution at 368.8 L/kg and a terminal half-life of 21 days,
which is vastly different to the predicted volume and terminal half-life of the base model in
the soluble phase (43.45 L/kg and 537.2 days, respectively). The exponentiated Hill function
bridges the base model and soluble model pharmacokinetic parameters by allowing the
soluble and insoluble phases to be incorporated simultaneously. The Vd of the Hill function
increases from 62.7 L/kg to 147.9 L/kg, and half-life increases from 1.26 days to 343.0 days.
This implies that the base compartmental model is unable to capture the entire dataset and
requires an element of nonlinearity to predict the distribution of CFZ more accurately.
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Figure 3. Observations vs. predictions (A,B) and the conditional weighted residuals vs. time (CWRES
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for the spleen (closed) are plotted side by side. (A,C) are the diagnostic plots for the exponential Hill
model. (B,D) are the diagnostic plots for the base two-compartment model.

3.3. A Consensus Pharmacokinetics Model of the Expanding Vd of CFZ

Using all three sigmoidal equations to represent the adaptive pharmacokinetics of
CFZ, two physiologically relevant pharmacokinetic parameters (Vd and half-life) were
calculated to enable a consensus model that captures the drug concentrations and mass
in the serum and spleen over the entire time course of the 20-week dosing regimen. For
all models, the Vserum was kept constant, and the increase in the volume of the spleen was
captured by each of the three sigmoidal equations. The base pharmacokinetic parameters
(K, K12, K21, V1 and V2) for each of the models were fixed to the estimates from the fully
optimized, unfixed exponential Hill function, allowing the adaptive parameters from the
expansion function to distinguish amongst the sigmoidal models.

The sum of the volume of the serum compartment and the spleen compartment was
used to calculate a total Vd at each timepoint Equation (S4). The total Vd obtained for
each of the models, incorporating the different sigmoidal functions, was then plotted over
time, allowing for the inspection of Vd expansion variability with each sigmoidal model
(Figure 4A). Each individual sigmoidal function was then used to plot the half-life over
time (Figure 4B).
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The half-life over time increased for each of the sigmoidal equations over the 20 weeks of CFZ dosing.

To integrate the different models, the mean and standard deviation values of the
pharmacokinetic parameters from the three sigmoidal functions were used to calculate
composite values for total Vd and half-life (Figure 5B,C). The total Vd functions were also
plotted alongside the Vd of the serum and spleen compartments (Figure 5A). Based on
this consensus view, the serum compartment had a mean Vd of 62.5 L/kg, while the Vd
of the spleen compartment increased from 0.26 L/kg to 86.48 L/kg. The resulting total
Vd calculated by adding the serum and spleen compartment Vd increased 3-fold from
62.7 L/kg to 148.9 L/kg over the 20-week CFZ administration period. At each time point,
the half-life was calculated based on first-order elimination Equation (S5). Accordingly, the
mean consensus half-life increased from 1.05 days to 346.84 days.

These results indicate that there is an increasing amount of drug being sequestered
over time, with an associated nonlinear increase in the Vd. The changes in half-life are
modeled to be secondary to the changes in the Vd. The results shown here are driven by an
adaptive volume in compartment two induced by a soluble-to-insoluble phase transition.
Each sigmoidal expansion function predicts adaptive pharmacokinetic parameters as a
surrogate for CLDI growth at varying rates and extents based on the supplied dataset. The
overall range of values for total Vd at week 1 extended from 62.7 L/kg to 62.8 L/kg (for the
Hill function and rational square root function, respectively), and a range for total Vd at
week 20 from 143.9 L/kg to 155.1 L/kg (for the rational square root and logistic expansion
function, respectively). The overall discrepancy in total Vd between the sigmoidal functions
over the course of dosing spanned a 0.16% difference at initiation to a 7.5% difference at
the end of the dosing, with the largest difference in functions (44.2%) apparent at 76 days.
Similarly, the overall discrepancy in half-life between expansion functions ranged from
a 42% difference at week 1 to a 12% difference at week 20, with the largest difference in
functions (100.6%) apparent at 76 days.
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Figure 5. Changes in consensus values for CFZ total volume of distribution (Vd) and half-life over
time. (A) The mean Vd is shown for each compartment. The dashed black line indicates the Vd
contributed by the serum compartment, the red line indicates the Vd contributed by the spleen
compartment, and the blue line indicates the total Vd of the drug. (B) Consensus total Vd over time
with the shaded region indicating standard deviation. (C) The consensus half-life over time shown
alongside the standard deviation.

As shown in Figure 4A, each sigmoidal curve optimizes to a different curve shape.
The difference of fit comes from several sources. First, while each expansion function is a
sigmoidal curve, each function differs slightly due to variation in curvature. That is, there
is no way to set parameters of f(t)Hill and f(t)Sqrt such that f(t)Hill = f(t)Sqrt for all timepoints
t. Additionally, the rational square root and logistic growth curves are symmetric about
their inflection point, while the exponential Hill curve is asymmetric in that its inflection
point occurs before the function reaches half capacity.

The maximum estimated expansion of the spleen compartment is a 347-fold increase
based on the Emax parameter of the exponentiated Hill function, and the maximum rate
of volume expansion occurred at 81.8 days based on the inflection point of the expansion
function. The time at 50% maximum volume expansion was calculated to be 98.1 days after
initiating dosing based on the plotted exponential Hill equation. At a 25 mg/kg dosing
regimen, this corresponds to a total load of 35.0 mg, or 1.75 g/kg of total CFZ load, to
reach 50% of maximum volume expansion. These predicted values alongside the estimated
273-fold increase in Vspleen at week 20 indicates that further increase in total volume is
expected before reaching a loading capacity in the spleen. The resulting ETA values for the
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Hill coefficient and Emax parameters were very small (4.00 × 10−6 for both parameters)
due to the homogenous mouse population and small sample size.

3.4. Analyzing CFZ Time-Dependent Pharmacokinetics and Mass Accumulation in the Spleen

In addition to CFZ serum and spleen concentration predictions, we determined the
fraction of the total dose of CFZ that bioaccumulates in the spleen over the 20-week
treatment period. At each time point, the mass of CFZ calculated in the spleen by each of the
sigmoidal expansion functions was divided by the cumulative dose of drug administered
to mice up to that time point (Figure 6A). The consensus mass of CFZ in the spleen was
calculated by averaging the predicted CFZ mass from each of the sigmoidal expansion
functions (Figure 6B).
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Figure 6. Sequestration of CFZ by the spleen. Dose fraction estimation was made by calculating the
incremental CFZ mass increase with each dose compared to the predicted mass, to determine the
change in CLDI sequestration over time. Estimation of cumulative fraction sequestered was made by
calculating the fraction of administered CFZ present in the spleen. (A) Fraction of CLDI sequestered
for both dose fraction and cumulative fraction for each of the 3 sigmoidal functions. (B) Cumulative
fraction of all CFZ sequestered over time (blue) and estimated sequestered fraction of each individual
dose given (black).

When given a CFZ dose of 25 mg/kg per day, the mean cumulative fraction se-
questered in the spleen among the consensus sigmoidal functions increased from 0.0017 on
week one to 0.025 on week 20, equating to a 14.7-fold increase in drug sequestration over
the 20-week period. The estimated fraction of CFZ sequestered per dose increased from
0.0017 on week one to 0.035 on week 20 with a peak of 0.036 on week 12. The cumulative
dose fraction between sigmoidal models was consistent with a 165% difference at week
1 and a 10.5% difference at week 20. The most pronounced change in the fraction of CFZ
sequestered occurs between weeks four and eight, coinciding with the time during which
CLDI formation becomes microscopically visible in mouse organs (at around 3 weeks of
treatment), after which the spleen dramatically increases in mass (between 4 and 8 weeks
of treatment) [9]. This observation is consistent with the increase in drug accumulating
intracellularly within macrophages of the spleen as the insoluble drug precipitates. The
time-course data show that an increasing fraction of administered drug is sequestered
with each dose after 4 weeks of treatment. This is consistent with previous experimental
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observations indicating that CLDIs are visible in macrophages after 3 weeks of treatment,
and then grow dramatically thereafter [9]. However, after 12 weeks of dosing, the estimated
fraction of each dose that accumulates within the organism plateaus, suggesting that a
maximum loading rate is reached at that time. This is consistent with the extent of CFZ
accumulation within the host being determined by an active biological mechanism (e.g.,
the pH-dependent lysosomal acidification) that determines the upper limit of the rate at
which the drug becomes sequestered within macrophage as the hydrochloride salt form.

4. Discussion

Our pharmacokinetic modeling of bioaccumulation shows the importance of con-
sidering phase transition kinetics in the evaluation of CFZ pharmacokinetic parameters.
Of the six complete models evaluated in this study, the base two-compartment model
performed the worst due to the inability to capture the insoluble precipitated phase. The
three-compartment model improved upon predictions of the base two-compartment model
as it could capture the additional distribution due to the CLDI phase as a static environ-
ment, but could not account for the variability of different amounts of precipitation at
different total CFZ loads. The four expansion functions on the two-compartment model
all outperformed the base two-compartment and three-compartment model since they
were all able to adapt to the increasing sequestration of precipitated drug. The sigmoidal
expansion functions performed comparably and superiorly to the linear growth model,
implicating a nonlinear expansion of CFZ Vd during the initial 20 weeks of dosing.

The limited sample size and long sampling interval introduces some inherent limi-
tations to this study. While mice were administered the drug orally, absorption was not
considered in the model due to infrequent sampling early after dosing. The exponential
Hill function and rational square root functions evaluated in this study yielded low AIC,
excellent visual predictive accuracy, and physiologically relevant parameters consistent
with the measured pharmacokinetics and the biological mechanisms of CFZ precipitation
and bioaccumulation in mice. Despite the apparent improvements by the sigmoidal ex-
pansion functions, the ability to distinguish between minute differences in models was
hindered by the size of the dataset, limiting the inspection of interindividual variability and
complicating investigation of which sigmoidal function best models the behavior of CFZ.
However, with more data, more detailed mechanistic models could be evaluated with other
expansion functions. Additionally, only the pharmacokinetics of healthy mice we evaluated
in this study. Further analysis is needed to explore the effects of infectious disease on
the pharmacokinetics of CFZ. As macrophages are implicated in CFZ accumulation, an
infectious agent may alter the context-dependent pharmacokinetics of the drug.

In mice, the accumulation and distribution of CFZ within the macrophages of different
tissues is now a well-characterized phenomenon. CFZ undergoes phase transitions in vivo
that are paralleled by changes in the pharmacokinetic parameters that govern the half-
life and Vd of the drug. With increasing CFZ load, the fraction of drug sequestered as
CLDIs increases, with an associated expansion in the Vd of the drug. This is a previously
underappreciated phenomenon that demonstrates that, with prolonged dosing, a range of
CFZ accumulation patterns over time could lead to very different drug efficacy and toxicity
profiles over the course of dosing [8]. Based on the observed increase in CFZ concentration
in the spleen and other organs, CFZ does not reach a steady state, even though serum
concentrations are constant during the treatment regimen.

While this study presents an approach to modeling and analyzing the drug load-
dependent pharmacokinetics profile of CFZ in mice, the parameter values obtained from
mice may not directly correlate with parameter values in humans. Nevertheless, the
phenomenon analyzed in this study bears relevance to the human situation, since it is
known that CFZ precipitates and accumulates in macrophages of patients treated with
CFZ [14,16,17]. Despite differences in clearance and blood flow between humans and
mice, this modeling framework establishes an adaptive compartmental approach which
requires no external, theoretical compartments, while also attempting to explain drug
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accumulation through the perspective of a context-dependent volume of distribution.
From published articles showing CFZ crystals present in macrophages under a variety of
total drug loads [18], we can safely assume that the principles of nonlinear, adaptive Vd
expansion demonstrated in this study will apply to CFZ dosing regimens with associated
phase transitions. The increasing Vd, driven by CFZ precipitation and bioaccumulation,
indicates a need for re-evaluating methods by which steady-state drug concentrations in
serum are interpreted and their relevance to the local drug concentrations at the site of
action.

In relation to the three-compartment approach for modeling CFZ pharmacokinetics
in humans, our study suggests that adding more peripheral compartments may indeed
improve predictive accuracy, but not beyond that of adaptive Vd models. This indicates that
as CFZ precipitates with continued dosing, dynamic modeling approaches more closely
approximate CFZ pharmacokinetics, relative to fixed volume, multicompartment models.
Although there is variability in the estimation of volume of distribution and half-life using
the different sigmoidal equations, the different functions converge towards consensus
parameter estimates that are all within a 2-fold range of values. This indicates that the
structure of the sigmoidal function is less important than the model flexibility in adapting
to the expanding volume of distribution.

CFZ loading capacity has been previously studied under a different dosing regimen [6].
The total CFZ load reported in this analysis was equal in mass to the cited study but admin-
istered over a 2.5-fold longer period, potentially leading to significantly different patterns of
drug sequestration and clearance. Due to the difference in fractional sequestration of CFZ
at different total CFZ loads, we would expect the pharmacokinetics and drug accumulation
to change in a dose-dependent fashion. By combining classical compartmental kinetics with
the mechanistic implications of soluble-to-insoluble phase transitions, CFZ accumulation
rate and capacity can be estimated in an organ-specific accumulation pattern.

From these data, it is not clear whether CLDIs contribute to the pharmacological
activity of the drug, or whether they may lead to toxicity, which may include changes in the
immune system or metabolic changes that accompany CFZ accumulation [3]. Clearly, the
increase in CFZ mass with repeated dosing corresponds to a drug depot mechanism that is
poised to influence how long the drug remains in the host after treatment in discontinued.
When selecting a dose for treatment, both the potential for therapeutic benefit and adverse
events needs to be considered for optimal use of the drug. In the case of a fastidious
mycobacterial infection, long half-lives can be important in terms of preventing drug-
resistant microorganisms from taking a foothold, long after treatment is discontinued. Thus,
this analysis serves to highlight many research avenues that still remain to be explored
in the context of the pharmacokinetics and pharmacodynamics of CFZ, even as this drug
has been used across the world for the elimination of leprosy for half a century (and now
for the treatment of multidrug resistant tuberculosis and possibly for the treatment of
viral infections).

This work may also constitute a wider modeling framework for bioaccumulating
drugs or molecules with context-dependent pharmacokinetic properties. For example,
azithromycin has been shown to accumulate intracellularly in human skin fibroblasts, im-
plicating a cell-dependent accumulation pathway [19]. Likewise, amiodarone accumulates
in alveolar macrophages, inducing phospholipidosis and potentially undergoing a context-
dependent change in pharmacokinetics [20]. This unique approach to modeling allows for
further study of drugs in the development pipeline which have poorly understood pharma-
cokinetic attributes. The generalization of this model to new and existing pharmaceutical
compounds may improve the efficacy and toxicity profile of dosing regimens.

5. Conclusions

Using mice as an experimental model, and based on a dosing scheme of 25 mg/kg of
CFZ daily, the changing pharmacokinetics of CFZ over a 20-week time course of treatment
were modeled using an adaptive Vd function to capture the bioaccumulation of the drug in
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the organism. By incorporating nonlinearity into our pharmacokinetic models to capture
soluble-to-insoluble phase transitions, it was possible to more accurately predict serum and
tissue concentrations. It is likely that such adaptive pharmacokinetics modeling framework
would also be applicable to the analysis of human clinical data, which could better inform
our dosing strategies and understanding of CFZ efficacy and side effects. By analyzing the
accumulation of CFZ within macrophages that can be obtained in patient sputum samples,
it is possible that human pharmacokinetics models of CFZ could be improved. While drug
accumulation in mice tissues is analyzed after the animals are euthanized, one avenue to
explore, analyze, and model the extent of CFZ accumulation in human PK datasets could
involve noninvasive pharmacoimaging techniques, such as positron emission tomography
(PET).
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.3390/pharmaceutics14010017/s1, Table S1: Soluble Phase Models, Table S2: Soluble Phase Model Re-
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and Associated Pharmacokinetic Parameters, Figure S3: Diagnostic Plots of Expansion Functions.

Author Contributions: Conceptualization, A.R.W. and G.R.R.; methodology, A.R.W., S.D., E.V.C. and
G.R.R.; software, A.R.W. and S.D.; validation, N.C.A., E.V.C., K.A.S. and G.R.R.; formal analysis,
A.R.W. and S.D.; investigation, A.R.W.; resources, R.S., D.A., N.C.A. and E.V.C.; data curation,
A.R.W. and S.D.; writing—original draft preparation, A.R.W.; writing—review and editing, A.R.W.;
visualization, A.R.W.; supervision, G.R.R.; project administration, G.R.R.; funding acquisition, K.A.S.
and G.R.R. All authors have read and agreed to the published version of the manuscript.

Funding: This research was funded by a grant from the National Institute of General Medical Sciences
(NIGMS) awarded to GRR (R01GM127787). Stringer’s effort was supported by a grant from NIGMS
(R35GM136312). The content is solely the responsibility of the authors and does not necessarily
represent the official views of NIGMS or the NIH.

Institutional Review Board Statement: Data from mouse studies were obtained from a previously
published study: [13].

Informed Consent Statement: Not applicable.

Data Availability Statement: Not applicable.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Yuan, S.; Yin, X.; Meng, X.; Chan, J.F.-W.; Ye, Z.-W.; Riva, L.; Pache, L.; Chan, C.C.-Y.; Lai, P.-M.; Poon, V.K.-M.; et al. Clofazimine

broadly inhibits coronaviruses including SARS-CoV-2. Nat. Cell Biol. 2021, 593, 418–423. [CrossRef] [PubMed]
2. Riva, L.; Yuan, S.; Yin, X.; Martin-Sancho, L.; Matsunaga, N.; Pache, L.; Burgstaller-Muehlbacher, S.; De Jesus, P.D.; Teriete, P.;

Hull, M.V.; et al. Discovery of SARS-CoV-2 antiviral drugs through large-scale compound repurposing. Nature 2020, 586, 113–119.
[CrossRef] [PubMed]

3. “Dual Therapy With Interferon Beta-1b and Clofazimine for COVID-19—Full Text View.” Full Text View—ClinicalTrials.gov.
Available online: Clinicaltrials.gov/ct2/show/NCT04465695 (accessed on 14 September 2021).

4. Keswani, R.K.; Yoon, G.S.; Sud, S.; Stringer, K.A.; Rosania, G.R. A far-red fluorescent probe for flow cytometry and image-based
functional studies of xenobiotic sequestering macrophages. Cytom. Part A 2015, 87, 855–867. [CrossRef] [PubMed]

5. Rzeczycki, P.; Yoon, G.S.; Keswani, R.K.; Sud, S.; Stringer, K.A.; Rosania, G.R. Detecting ordered small molecule drug aggregates
in live macrophages: A multi-parameter microscope image data acquisition and analysis strategy. Biomed. Opt. Express 2017, 8,
860–872. [CrossRef] [PubMed]

6. Rzeczycki, P.; Woldemichael, T.; Willmer, A.; Murashov, M.D.; Baik, J.; Keswani, R.; Yoon, G.S.; Stringer, K.A.; Rodriguez-Hornedo,
N.; Rosania, G.R. An Expandable Mechanopharmaceutical Device (1): Measuring the Cargo Capacity of Macrophages in a Living
Organism. Pharm. Res. 2018, 36, 12. [CrossRef] [PubMed]

7. Logan, R.; Kong, A.C.; Axcell, E.; Krise, J.P. Amine-Containing Molecules and the Induction of an Expanded Lysosomal Volume
Phenotype: A Structure–Activity Relationship Study. J. Pharm. Sci. 2014, 103, 1572–1580. [CrossRef]

8. Woldemichael, T.; Keswani, R.K.; Rzeczycki, P.M.; Murashov, M.D.; LaLone, V.; Gregorka, B.; Swanson, J.A.; Stringer, K.A.;
Rosania, G.R. Reverse Engineering the Intracellular Self-Assembly of a Functional Mechanopharmaceutical Device. Sci. Rep.
2018, 8, 2934. [CrossRef] [PubMed]

https://www.mdpi.com/article/10.3390/pharmaceutics14010017/s1
https://www.mdpi.com/article/10.3390/pharmaceutics14010017/s1
http://doi.org/10.1038/s41586-021-03431-4
http://www.ncbi.nlm.nih.gov/pubmed/33727703
http://doi.org/10.1038/s41586-020-2577-1
http://www.ncbi.nlm.nih.gov/pubmed/32707573
Clinicaltrials.gov/ct2/show/NCT04465695
http://doi.org/10.1002/cyto.a.22706
http://www.ncbi.nlm.nih.gov/pubmed/26109497
http://doi.org/10.1364/BOE.8.000860
http://www.ncbi.nlm.nih.gov/pubmed/28270989
http://doi.org/10.1007/s11095-018-2539-6
http://www.ncbi.nlm.nih.gov/pubmed/30421091
http://doi.org/10.1002/jps.23949
http://doi.org/10.1038/s41598-018-21271-7
http://www.ncbi.nlm.nih.gov/pubmed/29440773


Pharmaceutics 2022, 14, 17 15 of 15

9. Baik, J.; Stringer, K.A.; Mane, G.; Rosania, G.R. Multiscale Distribution and Bioaccumulation Analysis of Clofazimine Reveals
a Massive Immune System-Mediated Xenobiotic Sequestration Response. Antimicrob. Agents Chemother. 2012, 57, 1218–1230.
[CrossRef] [PubMed]

10. Arbiser, J.L.; Moschella, S.L. Clofazimine: A review of its medical uses and mechanisms of action. J. Am. Acad. Dermatol. 1995, 32,
241–247. [CrossRef]

11. Cholo, M.C.; Steel, H.; Fourie, P.B.; Germishuizen, W.A.; Anderson, R. Clofazimine: Current status and future prospects. J.
Antimicrob. Chemother. 2012, 67, 290–298. [CrossRef] [PubMed]

12. Abdelwahab, M.T.; Wasserman, S.; Brust, J.C.M.; Gandhi, N.R.; Meintjes, G.; Everitt, D.; Diacon, A.; Dawson, R.; Wiesner, L.;
Svensson, E.M.; et al. Clofazimine pharmacokinetics in patients with TB: Dosing implications. J. Antimicrob. Chemother. 2020, 75,
3269–3277. [CrossRef] [PubMed]

13. Swanson, R.; Adamson, J.; Moodley, C.; Ngcobo, B.; Ammerman, N.C.; Dorasamy, A.; Moodley, S.; Mgaga, Z.; Tapley, A.; Bester,
L.A.; et al. Pharmacokinetics and Pharmacodynamics of Clofazimine in a Mouse Model of Tuberculosis. Antimicrob. Agents
Chemother. 2015, 59, 3042–3051. [CrossRef] [PubMed]

14. Harbeck, R.J.; Worthen, G.S.; Lebo, T.D.; Peloquin, C.A. Clofazimine crystals in the cytoplasm of pulmonary macrophages. Ann.
Pharmacother. 1999, 33, 250. [CrossRef] [PubMed]

15. Olofsen, E.; Dahan, A. Using Akaike’s information theoretic criterion in mixed-effects modeling of pharmacokinetic data: A
simulation study. F1000Research 2013, 2, 71. [CrossRef]

16. Desikan, K.V.; Ramanujam, K.; Ramu, G.; Balakrishnan, S. Autopsy Findings in a Case of Lepromatous Leprosy Treated with
Clofazimine. Lepr. Rev. 1975, 46, 181–189. [CrossRef] [PubMed]

17. Conalty, M.L. Rimino-phenazines and the reticulo-endothelial system. Ir. J. Med Sci. 1966, 41, 497–501. [CrossRef] [PubMed]
18. Yoon, G.S.; Keswani, R.K.; Sud, S.; Rzeczycki, P.M.; Murashov, M.D.; Koehn, T.A.; Standiford, T.J.; Stringer, K.A.; Rosania, G.R.

Clofazimine Biocrystal Accumulation in Macrophages Upregulates Interleukin 1 Receptor Antagonist Production To Induce a
Systemic Anti-Inflammatory State. Antimicrob. Agents Chemother. 2016, 60, 3470–3479. [CrossRef] [PubMed]

19. Gladue, R.P.; Snider, M.E. Intracellular accumulation of azithromycin by cultured human fibroblasts. Antimicrob. Agents Chemother.
1990, 34, 1056–1060. [CrossRef] [PubMed]

20. Honegger, U.E.; Zuehlke, R.D.; Scuntaro, I.; Schaefer, M.H.; Toplak, H.; Wiesmann, U.N. Cellular accumulation of amiodarone
and desethylamiodarone in cultured human cells: Consequences of drug accumulation on cellular lipid metabolism and plasma
membrane properties of chronically exposed cells. Biochem. Pharmacol. 1993, 45, 349–356. [CrossRef]

http://doi.org/10.1128/AAC.01731-12
http://www.ncbi.nlm.nih.gov/pubmed/23263006
http://doi.org/10.1016/0190-9622(95)90134-5
http://doi.org/10.1093/jac/dkr444
http://www.ncbi.nlm.nih.gov/pubmed/22020137
http://doi.org/10.1093/jac/dkaa310
http://www.ncbi.nlm.nih.gov/pubmed/32747933
http://doi.org/10.1128/AAC.00260-15
http://www.ncbi.nlm.nih.gov/pubmed/25753644
http://doi.org/10.1345/aph.18170
http://www.ncbi.nlm.nih.gov/pubmed/10084424
http://doi.org/10.12688/f1000research.2-71.v1
http://doi.org/10.5935/0305-7518.19750019
http://www.ncbi.nlm.nih.gov/pubmed/1186410
http://doi.org/10.1007/BF02943217
http://www.ncbi.nlm.nih.gov/pubmed/4859833
http://doi.org/10.1128/AAC.00265-16
http://www.ncbi.nlm.nih.gov/pubmed/27021320
http://doi.org/10.1128/AAC.34.6.1056
http://www.ncbi.nlm.nih.gov/pubmed/2168141
http://doi.org/10.1016/0006-2952(93)90070-D

	Introduction 
	Materials and Methods 
	Data Acquisition and Compartmental Pharmacokinetic Modeling 
	Optimizing Compartmental Pharmacokinetics Modeling by Incorporating an Adaptive Vd Function 
	Model Validation 
	Variable Clofazimine (CFZ) Mass Sequestration 
	Statistical Analysis of Experimental Data 

	Results 
	A Baseline, Compartmental Pharmacokinetics Model to Capture the Soluble-to-Insoluble Phase Transition of CFZ 
	Optimizing the Two-Compartment Model by including an Adaptive Vd Expansion Function 
	A Consensus Pharmacokinetics Model of the Expanding Vd of CFZ 
	Analyzing CFZ Time-Dependent Pharmacokinetics and Mass Accumulation in the Spleen 

	Discussion 
	Conclusions 
	References

