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Abstract: Inflammation is a beneficial mechanism that is usually triggered by injury or 

infection and is designed to return the body to homeostasis. However, uncontrolled or 

sustained inflammation can be deleterious and has been shown to be involved in the etiology 

of several diseases, including inflammatory bowel disorder and asthma. Therefore, effective 

anti-inflammatory signaling is important in the maintenance of homeostasis in the body. 

However, the inter-play between pro- and anti-inflammatory signaling is not fully 

understood. In the present study, we develop a mathematical model to describe integrated 

pro- and anti-inflammatory signaling in macrophages. The model incorporates the feedback 

effects of de novo synthesized pro-inflammatory (tumor necrosis factor α; TNF-α) and  

anti-inflammatory (interleukin-10; IL-10) cytokines on the activation of the transcription 

factor nuclear factor κB (NF-κB) under continuous lipopolysaccharide (LPS) stimulation 

(mimicking bacterial infection). In the model, IL-10 upregulates its own production (positive 

feedback) and also downregulates TNF-α production through NF-κB (negative feedback). 

In addition, TNF-α upregulates its own production through NF-κB (positive feedback). Eight 

model parameters are selected for estimation involving sensitivity analysis and clustering 

techniques. We validate the mathematical model predictions by measuring phosphorylated 
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NF-κB, de novo synthesized TNF-α and IL-10 in RAW 264.7 macrophages exposed to LPS. 

This integrated model represents a first step towards modeling the interaction between pro- 

and anti-inflammatory signaling. 

Keywords: inflammation; immune homeostasis; mathematical modeling; NF-κB;  

TNF-α; IL-10 

 

1. Introduction 

Inflammation is a beneficial self-defense mechanism that is initiated by the body to eliminate 

pathogens and prevent the spread of infection [1]. The inflammatory responses to pathogens and other 

inflammatory stimuli are mediated by innate (dendritic cells and macrophages) and adaptive immune 

cells (T-cells and B-cells) [2]. Immune cells have transmembrane receptors called Toll-like receptors 

(TLR) that recognize foreign molecules based on pathogen-associated molecular patterns (PAMPs), 

such as flagellin of bacterial flagella [3], lipopolysaccharide (LPS) of Gram-negative bacteria and 

peptidoglycan of Gram-positive bacteria [4]. Recognition of PAMPs by immune cells (such as 

macrophages) triggers the production and secretion of pro-inflammatory cytokines, which leads to the 

recruitment of phagocytic cells, such as neutrophils [5], for eliminating pathogens. While inflammation 

is a beneficial body response, unabated (chronic) inflammation is deleterious, as it can result in immune 

cells attacking other host cells. Chronic inflammation has been shown to be involved in the etiology of 

several diseases, including inflammatory bowel disease (IBD) [6] and asthma [7]. Chronic inflammation 

can also arise in the absence of pathogen infection. Since the mucosal immune cells in the  

gastro-intestinal (GI) tract are in close proximity with intestinal microbiota [8], any alteration in the 

intestinal microbial community (i.e., dysbiosis) can also lead to uncontrolled pro-inflammatory 

responses. This sustained inflammation in the absence of any infection has been shown to result in 

ulcerative colitis or Crohn’s disease [6].  

Nuclear factor-κB (NF-κB) is an important transcription factor that plays a pivotal role in mediating 

inflammatory responses in immune cells, such as macrophages [9]. NF-κB is made up of two subunits, 

p50 and p65 [10], and is sequestered as an inactive complex in the cytosol by an inhibitor protein,  

IκBα [9]. When macrophages detect the presence of bacteria (by detecting LPS) through their cell surface 

receptor, TLR4, an LPS-TLR4 complex is formed that triggers the activation of IκBα kinase (IKK), 

resulting in phosphorylation of IκBα-NFκB and subsequent ubiquitination and degradation of IκBα [9]. 

NF-κB, which is catalytically released from the inactive IκBα-NFκB complex, translocates into the 

nucleus and binds to response elements in the promoter region of its target genes to activate their 

transcription [9]. Several target genes with functions in inflammation and immune regulation have been 

identified for NF-κB [11], of which TNF-α and IL-10 are the most prominent pro- and anti-inflammatory 

cytokines, respectively [12–14]. In addition to TNF-α and IL-10, other NF-κB responsive genes that 

have significant NF-κB regulatory functions are IκBα (sequesters free NF-κB) [15] and A20 (inactivates 

IKK) [16]. However, NF-κB is not the only transcription factor that regulates IL-10 and TNF-α signaling 

and often acts in concert with other transcription factors. For example, signal transducer and activator 

of transcription 3 (STAT3) is a well-studied transcription factor involved in IL-10 signaling [17,18]. 
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STAT3 not only regulates transcription of IL-10, but is itself activated by IL-10 [19] and LPS [20] in a 

feedback manner. The effects of pro-inflammatory cytokines, such as TNF-α and IL-1β, are countered 

by signaling initiated by anti-inflammatory cytokines. IL-10 is a potent anti-inflammatory cytokine and 

suppresses the production of pro-inflammatory cytokines, like TNF-α [21], by downregulating NF-κB 

through inhibition of IKK activation and suppression of free phosphorylated NF-κB translocation from 

cytosol to nucleus [22,23].  

 

Figure 1. Schematic representation of NF-κB signal transduction pathway under LPS 

stimulation in macrophages. LPS binds to cell-surface TLR4, forms the LPS-TLR4 complex 

that initiates activation of IKK, subsequent rapid phosphorylation and dissociation of the 

IκBα-NFκB complex. Phosphorylated IκBα undergoes degradation, whereas free 

cytoplasmic NF-κB translocates into the nucleus, binds to DNA response elements and 

initiates the transcription of target genes TNF-α, IL-10, IκBα and A20. De novo synthesized 

TNF-α and IL-10 are secreted into the cell culture supernatant, where they bind to their 

respective cell surface receptors and initiate their positive (TNF-α) and negative (IL-10) 

feedback regulations on NF-κB. The LPS-induced NF-κB signaling pathway is indicated in 

solid blue arrows. TNF-α-induced positive feedback regulation of NF-κB is indicated in 

dashed cyan arrows, and IL-10-induced negative feedback regulation of NF-κB is indicated 

in solid red lines.  

Several computational models of inflammatory signaling have been previously developed. These 

include a model for the IL-6 signal transduction pathway by Singh et al. [24], the TNF-α signaling 

pathway by Huang et al. [25], Lipniacki et al. [26], Rangamani et al. [27] and Hoffmann et al. [28].  

A characteristic feature of these models is that they describe the dynamics of signaling initiated by a 

single pro-inflammatory cytokine. Moya et al. [29] developed a mathematical model to represent 

interactions between IL-6 (pro-inflammatory) and IL-10 (anti-inflammatory) in hepatocytes when both 

of these cytokines were used as stimuli to the cells. The current work describes an interplay between  

de novo synthesized pro-inflammatory (TNF-α) and anti-inflammatory (IL-10) cytokines in macrophages 
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exposed to LPS (Figure 1). Since the inter-play between the pro- and anti-inflammatory signaling in 

macrophages is poorly understood, our integrated model represents a first step towards modeling the 

interaction between pro- and anti-inflammatory signaling mediators that is important in inflammation 

and maintaining homeostasis.  

2. Materials and Methods 

2.1. Model Formulation 

The mathematical model presented in this paper is an integration of an inflammatory module and an 

anti-inflammatory module. The model is developed by representing biochemical reactions involved in 

the signal transduction pathway (Figure 2) as a set of non-linear ordinary differential equations (ODE) 

of the form:  = ( , , ) (1)

where x is a vector of states, u is a vector of inputs and p is a vector of parameters. The model comprises 

29 differential equations (Table 1) and 37 parameters (Table 2). Each differential equation represents 

the rate of change of the concentration of a particular protein involved in the pathway.  

 

Figure 2. Implemented reaction network for the LPS-induced NF-κB signal transduction 

pathway with TNF-α (positive) and IL-10 (negative) feedback regulation. 
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Table 1. Differential equations representing biochemical reactions involved in LPS-induced 

NF-κB signal transduction pathway, as used in the ODE model.  

1. [ ] = − 1 × [LPS][TLR4] + 1 × [LPS − TLR4] 
2. [ ] = 1 × [LPS][TLR4] − 1 × [LPS − TLR4] 
3. [ ] = − 2 × IL − 10 [IL − 10R] + 2 × [IL10 − IL10R] + × [IL − 10 ] × . −× [IL − 10 ] 
4. [ ] = − 2 × [IL − 10][IL − 10R] + 2 × [IL10 − IL10R] 
5. [ ] = 2 × IL − 10 [IL − 10R] − 2 × [IL10 − IL10R] 
6. = − 3 × TNF − α [TNF − αR] + 3 × [TNFα − TNFαR] + × TNF − α × . −× TNF − α  

7. [ ] = − 3 × TNF − α 	 [TNF − αR] + 3 × [TNFα − TNFαR] 
8. [ ] = 3 × TNF − α 	 [TNF − αR] − 3 × [TNFα − TNFαR] 
9. [ ] = − × × ([LPS − TLR4] + [TNFα − TNFαR]) × [IKK ] + 3 × IKK − I BαNF B  

where, kin	=	max	[(1 − [ ][ ]),0]	
10. [ ] = × × ([LPS − TLR4] + [TNFα − TNFαR]) × [IKK ] − 3 × × [IKK ] × I Bα − NF B −1 × [IKK ] × A20  

11. [ ] = 1 × [IKK ] × A20  

12. [ ] = 4 × NF B I Bα + × [I Bα − NF B ] × − 3 × × [IKK ] ×I Bα − NF B  

13. = 3 × × [IKK ] × I Bα − NF B − 3 × IKK − I BαNF B  

14. = − 4 × NF B I Bα + 3 × IKK − I BαNF B − × × NF B  

15. [ ] = × × − 4 × [NF B ][I Bα ] 
16. 

[ ] = 3 × IKK − I BαNF B − × [I Bα ] 

17. [ ] = × × [ ][ ] − × [A20 ] 
18. = 20 × [A20 ] − × [A20 ] 
19. [ ] = × × [ ][ ] − × [I Bα ] 
20. [ ] = − 4 × NF B I Bα + × [I Bα ] − × I Bα + × [I Bα ] ×  

21. [ ] = − 4 × [NF B ][I Bα ] + × − × [IkBα ] 
22. [ ] = 4 × [NF B ][I Bα ] − × [I Bα − NF B ] 

23. [ ] = 0.4 × × × [ ][ ] + 0.6 × _ 10 × × [ ]_ [ ] − × [IL − 10 ]
24. = 10 × [IL − 10 ] − × [IL − 10 ] − × [IL − 10 ] 
25. [ ] = × × [ ][ ] − × [TNF − α ] 
26. = × [TNF − α ] − × [TNF − α ] − × [TNF − α ] 

27. [ ] = −2 × 1 × [IL10 − IL10R] STAT3 2 + 2 × 2 × STAT3 − STAT3  

28. [ ] = 1 × [IL10 − IL10R] STAT3 2 − 2 × STAT3 − STAT3 − × STAT3 − STAT3 + ×[STAT3 − STAT3 ] ×
29. [ ] = × − × [STAT3 − STAT3 ] 
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Table 2. List of parameters used in the ODE model. 

Sr. No. Parameter Description Value Units Comment 

1. kv Nuclear: Cytoplasmic (Volume) 1.17 NA Estimated 

2. kf1 LPS binding to receptor 2.64 × 10−1 (µM−s)−1 Estimated 

3. kr1 Dissociation of LPS + receptor complex 1.25 × 10−3 (µM−s)−1 Huang et al. (2008) [25] 

4. kf2 IL-10 binding to receptor 2.50 × 10−4 (µM−s)−1 Assumed 

5. kr2 Dissociation of IL-10 + receptor complex 6.11 × 10−4 (µM−s)−1 Assumed 

6. kf3 TNF-α binding to receptor 2.50 × 10−3 (µM−s)−1 Gray et al. [30] 

7. kr3 Dissociation of TNF-α + receptor complex 1.25 × 10−3 (µM−s)−1 Rangamani et al. (2007) [27]

8. kf4 IκBa and NF-κB association 2.5 × 10−3 (µM−s)−1 Assumed 

9. kfi IKK activation 1.62 × 10−3 s−1 Estimated 

10. kk1 Inactivation of IKK by A20 2.5 × 10−4 (µM-s)−1 Assumed 

11. kk3 Association of IKK with IκBα-NFκB 1.0 (µM−s)−1 Lipniacki et al. (2004) [26]

12. ti3 Catalytic breakdown of IKK-IκBα-NFκB 1.72 × 10−4 s−1 Estimated 

13. iln NF-κB nuclear import 1.52 × 10−3 s−1 Estimated 

14. a20trans A20 translation 5.00 × 10−1 s−1 Lipniacki et al. (2004) [26]

15. kdegA20 Degradation of A20 protein 3.00 × 10−4 s−1 Lipniacki et al. (2004) [26]

16. iκbαtrans IκBα translation 5.00 × 10−1 s−1 Lipniacki et al. (2004) [26]

17. kdegIκBα Degradation of phosphorylated IκBα 1.28 × 10−4 s−1 Assumed half-life of 90 min

18. il10trans IL-10 translation 5.00 × 10−1 s−1 Lipniacki et al. (2004) [26]

19. ksecIL10 
Secretion of IL-10 from cytoplasm to 

supernatant 
2.03 × 10−5 s−1 Assumed 

20. kdegIL10sup Degradation of IL-10 in supernatant 7.40 × 10−5 s−1 
Half-life of 2.6 h in 

supernatant. Fedorak et al. [31]

21. tnfαtrans TNF-α translation 5.00 × 10−1 s−1 Lipniacki et al. (2004) [26]

22. ksecTNFα 
Secretion of TNF-α from cytoplasm to 

supernatant 
5.16 × 10−5 s−1 Estimated 

23. kdegTNFαsup Degradation of TNF-α in supernatant 7.46 × 10−5 s−1 Estimated 

24. Dn Degradation of intracellular cytokine 1.04 × 10−2 s−1 Huang et al. (2008) [25] 

25. iki IκBα nuclear import 1.00 × 10−3 s−1 Lipniacki et al. (2004) [26]

26. eki IκBα nuclear export 5.00 × 10−4 s−1 Lipniacki et al. (2004) [26]

27. eni IκBα -NFκB nuclear export 1.00 × 10−2 s−1 Lipniacki et al. (2004) [26]

28. k1 STAT3 activation and dimerization 1.54 × 10−2 (µM−s)−1 Assumed 

29. k2 Dissociation of STAT3 dimer 3.3 × 10−5 s−1 Assumed 

30. istat3 STAT3 dimer nuclear import 3.56 × 10−5 s−1 Estimated 

31. Sm Transcription due to NF-κB 1.00 × 10−1 s−1 Huang et al. (2008) [25] 

32. Sm_il10 IL-10 Translation due to STAT3 1.5 s−1 Assumed 

33. p Transcription parameter 5.00 × 10−3 µM Huang et al. (2008) [25] 

34. Dm Degradation of mRNA 1.04 × 10−2 s−1 Huang et al. (2008) [25] 

35. C Maximum NF-κB concentration in nucleus 1.08 × 10−1 µM Huang et al. (2008) [25] 

36. CSTAT3 Maximum STAT3 concentration in nucleus 5.00 × 10−2 µM Assumed 

37. IL10-IL10Rmax IL10-IL10R maximum concentration 2.56 × 10−6 µM Assumed 
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The inflammatory (TNF-α) module is adapted from Huang et al. [25] and Lipniacki et al. [26]. While 

these models use TNF-α as the input, our model describes LPS (input)-induced signaling through TLR4 

(LPS receptor), which leads to TNF-α production. Besides adding TLR4 to the model, the TNF-α 

receptor description is retained to represent the positive feedback of de novo synthesized TNF-α on  

NF-κB regulation. We have included a kinetic term for TNF-α mRNA transcription initiated by nuclear 

NF-κB and component balances for TNF-α in the cytoplasm and the supernatant. In addition,  

Lipniacki et al., included TRADD, TRAF2, RIP-1, FADD, caspase-3 and caspase-8 proteins, which are 

left out of the model presented here, as we focused only on some of the key biochemical reactions 

involved in LPS-induced NF-κB activation, its effect on the production of TNF-α and IL-10 and, in turn, 

the role of these cytokines on the feedback regulation of NF-κB. The similarities between the model 

described in Lipniacki et al. [26], and our current ODE model lie in the formulation of the biochemical 

reactions involved in IKK activation, IκBα-NFκB phosphorylation, dissociation and nuclear transport of 

NF-κB, nuclear NF-κB-induced IκBα, A20 mRNA transcription, free NF-κB sequestration by de novo 

synthesized IκBα and IKK inactivation by A20. We added a balance for phosphorylated IκBα, as it is 

known to degrade after dissociation from the IκBα-NFκB complex.  

The anti-inflammatory (IL-10) module is adapted from the IL-6 and IL-10 model by Moya et al. [29]. 

Only the ODEs involved in IL-10 signaling through the IL-10 receptor (as mentioned in Moya et al. [29]) 

are included in the anti-inflammatory module of our current model to formulate the feedback effects of 

IL-10 on its own production (through positive feedback regulation of STAT3) and TNF-α production 

(through negative feedback regulation of NF-κB). Biochemical reactions, as described in Moya et al., 

for STAT3 phosphorylation, dimerization and nuclear translocation to initiate transcription are retained 

in our current model. Transcription and translation of SOCS3 due to STAT3 and downstream 

biochemical reactions associated with SOCS3 are not included in the model presented here. A 

Michaelis–Menten-type kinetics for IL-10 transcription, initiated by the transcription factors, NF-κB and 

STAT3, and component balances for IL-10 in the cytoplasm and supernatant, have been included here. 

Some values of the parameters (Table 2) and initial concentrations of proteins (Table 3) are adapted 

from the TNF-α signaling models by Huang et al. [25], Lipniacki et al. [26], Rangamani et al. [27], 

Hoffmann et al. [28] and the IL-6 and IL-10 model by Moya et al. [29]. The previously developed 

models consisted of 37 differential equations and 60 parameters for the TNF-α model by Huang et al. 

and 68 differential equations and 118 parameters for the IL-6 and IL-10 model by Moya et al. [29] 

Among the proteins included in these models, very few are quantifiable by experimental methods, 

making parameter estimation difficult. In our current integrated model, we have reduced the number of 

differential equations to 29 and the number of parameters to 37 by only focusing on the key proteins of 

the pathway. Using a smaller model increased parameter identifiability and simplified parameter estimation. 

The ODE model is structurally divided into pro-inflammatory (TNF-α) and anti-inflammatory  

(IL-10) modules that are both initiated by LPS stimulation and NF-κB activation. Below is the 

description of the implemented reaction network as shown in Figure 2. 
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Table 3. State variables and their initial values as used in the ODE model. 

Sr. No. State variables Initial values, µM 

1. TLR4 1.0 × 10−1  

2. LPS-TLR4 0 

3. IL-10supernatant 4.6 × 10−6 

4. IL-10R 1.0 × 10−1 

5. IL10-IL10R 0 

6. TNF-αsupernatant 0 

7. TNF-αR 1.0 × 10−1 

8. TNFα-TNFαR 0 

9. IKKneutral 2.0 × 10−1 

10. IKKactive 0 

11. IKKinactive 0 

12. IκBα-NFκBcyto 2.5 × 10−1 

13. IKK- IκBαNFκB 0 

14. NFκBcyto 3.0 × 10−3 

15. NFκBnuclear 0 

16. IκBαphopsho 0 

17. A20mRNA 0 

18. A20cyto 4.8 × 10−3 

19. IκBαmRNA 0 

20. IκBαcyto 2.5 × 10−3 

21. IκBαnuclear 0 

22. IκBα-NFκBnuclear 0 

23. IL-10mRNA 0 

24. IL-10cyto 0 

25. TNF-αmRNA 0 

26. TNF-αcyto 0 

27. STAT3cyto 5.92 × 10−1 

28. STAT3-STAT3cyto 0 

29. STAT3-STAT3nuclear 0 

Pro-Inflammatory Module: 

(1) Exogenous LPS binds to the cell surface receptor (TLR4); 
(2) LPS-TLR4 complex initiates activation of IKKneutral to IKKactive;  

(3) IKKactive phosphorylates IκBα-NFκB and initiates dissociation of the inactive IκBα-NFκB 

complex into phosphorylated IκBα and NF-κB species;  

(4) Free phosphorylated IκBα undergoes ubiquitination and degradation, whereas free cytoplasmic 

NF-κB translocates into nucleus; 

(5) Nuclear NF-κB binds to response elements in the promoter regions of TNF-α, IκBα and A20 

genes and leads to transcription and translation of the corresponding proteins and subsequent 

secretion of TNF-α into the supernatant. de novo intracellular IκBα sequesters both free 
cytoplasmic and nuclear NF-κB by binding to them, and A20 catalyzes the change of IKKactive 

to the IKKinactive form; 
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(6) Secreted TNF-α in the cell culture supernatant binds to its cell surface receptor to form a complex 

that initiates similar pathways as LPS, resulting in the production of more TNF-α through a 

positive feedback regulation on NF-κB. 

Anti-Inflammatory Module: 

(1) Nuclear NF-κB binds to the IL-10 gene promoter and initiates transcription of IL-10 mRNA and 

subsequent translation into IL-10 protein in the cytoplasm, which gets secreted into the 

supernatant; 

(2) IL-10 secreted into the supernatant binds to its cell surface receptor, forming a ligand-receptor 
complex that inhibits activation of IKKneutral to IKKactive and translocation of activated free 

cytoplasmic NF-κB into the nucleus, as well; 

(3) The IL-10 + receptor complex activates a second transcription factor, presumably STAT3, which, 

in turn, regulates transcription of the IL-10 gene in a feed-forward manner. 

Different LPS concentrations (0, 0.1, 1, 10 μg/mL) are used to stimulate the model. The IKK complex 

and NF-κB dimer (p50–p65) are considered as single proteins in the model. The signal transduction 

model comprises feedback regulatory loops involving TNF-α and IL-10. The positive feedback of  

TNF-α on its own production is represented by de novo TNF-α binding to its cell surface receptor, 
activating IKKneutral to IKKactive, leading to phosphorylation and dissociation of the IκBα-NFκB complex 

to release NF-κB, which translocates to the nucleus to initiate transcription of TNF-α. IL-10 has a 

negative feedback effect on TNF-α production by inhibiting NF-κB activation (phosphorylation and 

dissociation), and the extent of this inhibition is calculated on the basis of the ligand bound IL-10 

receptor complex (IL10-IL10R) concentration, which is represented as kin (Equation (2)): 

kin = max [(1 − [ ][ ]),0] (2)

The maximum attainable concentration of IL10-IL10R is denoted by IL10-IL10Rmax with an assumed 

value of 2.56 × 10−6. kin is multiplied by factors that are inhibited by IL-10, such as IKK activation and 

nuclear translocation of free cytoplasmic NF-κB [22,23] (Table 1). The higher the concentration of the 

IL10-IL10R complex, the lower will be the value of kin and, hence, the lower will be the contribution of 

the terms mentioned above to the total outcome of NF-κB signaling, resulting in suppression of TNF-α 

production by IL-10. Positive feedback of IL-10 on its own production is represented by a set of 

differential equations that describe the IL-10 bound receptor complex phosphorylating transcription 

factor STAT3, which then dimerizes and translocates into the nucleus, binds to the promoter region of 

the IL-10 gene and initiates transcription of IL-10 mRNA and subsequent translation and secretion of 

IL-10 protein.  

2.2. Parameter Selection and Estimation 

The parameter estimation problem for a dynamic system described by ordinary differential equations 

(ODEs) can be mathematically formulated as follows:  
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Subject to, ( ) = ( , , ), (0) =  (4)= ( ) (5)≤ ≤ (6)≤ ≤  (7)

where yik and ŷik are the simulated and measured output data of the i-th component at sampling time tk, 

respectively (Equation (3)); p are the parameters to be estimated, which are selected by local sensitivity 

analysis; x are the state variables of the dynamic system with initial values x0; and u are the inputs to the 

system (Equation (4)). In addition, the state variables x and parameters p are restricted within certain ranges, 

as shown in Equations (6) and (7), determined by the underlying biology and prior knowledge based on 

mathematical models developed by Lipniacki et al. [26], Huang et al. [25] and Rangamani et al. [27]. 

 

Figure 3. Algorithm for parameter estimation used to optimize model parameters. An 

optimization algorithm is applied in an outer loop, while the evaluation of the objective 

function and its gradients are performed by numerical integration of the ODEs in the inner 

loop. fmincon (MATLAB function) is used as the NLP (non-linear programming) solver and 

ode15s (MATLAB function) is used as the ODE integrator. 

The simulated output vector y (Equation (5)), which is validated by experimental data, includes the 

intracellular ratio of phosphorylated NF-κB to total NF-κB (relative to the control) and the concentration 

of the cytokines, TNF-α and IL-10, in the cell culture supernatant. Since the experiments are conducted 

with four different levels of the input u (i.e., different concentrations of LPS), four sets of measured 

outputs ŷik are obtained. Three sets of data obtained for 0, 0.1 and 1 µg/mL LPS stimulations are used 

for parameter estimation, and the fourth dataset for 10 µg/mL LPS stimulation is used for model validation.  

First, the set of parameters that are to be estimated are selected by local sensitivity analysis and 

hierarchical clustering. Following this, the trust-region optimization technique is used to estimate the 

selected parameters. This technique is used in this work, as it is able to handle singular Hessian matrices, 

significant uncertainty in the parameters of the models and noisy data. In this technique, an optimization 

algorithm is applied in an outer loop, while the evaluation of the objective function and its gradients are 

performed by numerical integration of the ODEs in the inner loop [32,33] (shown in Figure 3). The  

trust-region method is guaranteed to converge to local optima with much weaker assumptions than line 

search methods. In this work, fmincon (MATLAB function) is used as the NLP (non-linear programming) 

solver and ode15s (MATLAB function) is used as the ODE integrator. It is worth noting that ode15s is 

specifically designed for stiff systems, such as the model discussed here, where both fast and slow 
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dynamics exist, e.g., in our system, phosphorylation of NF-κB is a much faster process than de novo 

synthesis of TNF-α and IL-10. 

2.3. Cell Culture and Experimental Set-Up 

The murine macrophage cell line RAW264.7 (gift from Dr. Paul deFigueiredo, Texas A & M University) 

was routinely cultured in DMEM with 10% FBS. LPS (heat-killed Salmonella enterica) was purchased 

from Sigma Aldrich (St. Louis, MO, USA). 

2.3.1. LPS Stimulation of Macrophages 

RAW264.7 cells were seeded at a density of ~2.0 × 105 cells/well in a 96-well tissue culture plate and 

allowed to attach overnight. Cells were stimulated with different concentrations (0, 0.1, 1 and 10 μg/mL) of 

LPS diluted in growth medium. Whole cells were used to measure total and phosphorylated NF-κB after 

5, 15, 30, 45, 60, 120 and 240 min post-LPS stimulation. Culture supernatants were collected after 2, 4, 

8, 12, 16, 20 and 24 h post-LPS stimulation to measure secreted TNF-α and IL-10 concentrations.  

2.3.2. Transcription Factor NF-κB Quantification by ELISA  

The relative concentrations of total and phosphorylated NF-κB in LPS-stimulated RAW264.7 

macrophage cells were determined using a commercially-available enzyme-linked-immunosorbent 

assay (ELISA) kit (R&D Systems, Minneapolis, MN, USA) according to the manufacturer’s  

suggested protocol. 

2.3.3. Cytokines TNF-α and IL-10 Quantification by ELISA 

The concentrations of de novo synthesized TNF-α and IL-10 in LPS-stimulated RAW264.7 

macrophage culture supernatant were determined by commercially available enzyme-linked 

immunosorbent assay (ELISA) kits (Thermo Scientific, Rockford, IL, USA), using the manufacturer’s 

suggested protocol.  

3. Results and Discussion 

Based on published reports of LPS stimulation resulting in TNF-α [34] and IL-10 secretion [35] in 

RAW264.7 murine macrophages, as well as the established suppression of TNF-α by IL-10 in 

RAW264.7 cells [34], we developed an integrated ODE model to represent the production of TNF-α and 

IL-10 in RAW264.7 cells upon LPS stimulation and their regulatory feedback loops. Eight parameters 

of the model are selected for estimation using local sensitivity analysis and hierarchical clustering 

(shown in Figure 4) [36,37]. The y-axis represents the parameter distance ranging from zero to one (the 

larger the distance, the smaller the similarity between the parameters). The red line presents the cutoff 

value, which groups the entire set of parameters into eight pairwise indistinguishable clusters. The 

selected parameters, which have the largest sensitivity magnitude in each cluster, are highlighted in red. 

The values of the selected parameters are estimated using the trust-region optimization technique, as 

described in Materials and Methods section, and their estimated values are listed (in bold) in Table 2. 

One advantage of this approach is that the selected parameters used for estimation result in a more robust 
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dynamic model with an accurate prediction capability [37]. Model simulations after parameter 

estimation predict rapid phosphorylation of NF-κB upon exposure to LPS, as shown in Figure 5A. The 

maximum fold change in the ratio of phosphorylated NF-κB to total NF-κB in LPS-treated cells relative 

to control increased with increasing LPS concentration and varied from ~2.0 at the highest LPS 

concentration to being essentially unchanged at the lowest concentration (Figure 5A).  

 

Figure 4. Representation of local sensitivity analysis results, used for selecting parameters 

that are to be estimated. The y-axis represents parameter distance ranging from zero to one. 

The red line represents the cutoff value, which groups the entire set of parameters into eight 

pairwise indistinguishable clusters. The selected parameters from each of the eight clusters 

are highlighted in red. The normalized sensitivity magnitudes of the parameters are reflected 

in the histograms. 

Simulation of de novo synthesized TNF-α profile upon LPS stimulation shows that the TNF-α 

concentration reaches a maximum of ~1500 pg/mL at 4 h and starts declining thereafter. Even though 

LPS is continuously present, TNF-α is undetectable at 24 h for all LPS concentrations (Figure 5B). The 

maximum TNF-α concentration at 4 h increases with increasing concentrations of LPS. According to 

the model predictions, the de novo synthesized IL-10 concentration increases beyond 2 h of LPS 

stimulation, as shown in Figure 5C, and the concentration of IL-10 produced increases with increasing 

LPS concentrations.  
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Figure 5. Cont. 
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Figure 5. Comparison of model predictions and experimental data for LPS-stimulated 

RAW264.7 macrophages. (A) Phosphorylated NF-κB/Total NF-κB in LPS-treated 

macrophages relative to the control; (B) Profile of de novo synthesized TNF-α (pg/mL) upon 

LPS stimulation; (C) Profile of de novo synthesized IL-10 (pg/mL) upon LPS stimulation. 

Model simulations are validated by experimental data obtained from LPS-stimulated RAW264.7 

cells. The comparison between simulated and experimental data for the fold change in NF-κB 

(phosphorylated NF-κB/Total NF-κB, relative to control), de novo TNF-α and IL-10 concentration 

profiles after parameter estimation are shown in Figure 5A, 5B and 5C, respectively. In Figure 5A,  

the discrepancy between the model simulation and experimental data for 0.1 µg/mL LPS stimulation 

could arise from our assumption that the binding affinity between LPS and TLR4 is constant and 

concentrations of the LPS-TLR4 complex are linearly proportional to the concentrations of LPS tested. 

However, in reality, the ligand-receptor binding kinetics might follow a non-linear behavior, which is 

not accommodated in our computational model. The binding of LPS to TLR4 even at lower 

concentrations of LPS (e.g., 0.1 µg/mL) might result in higher concentrations of the LPS-TLR4 complex, 

resulting in more downstream phosphorylation of NF-κB (as indicated by the higher phosphorylated  

NF-κB/total NF-κB ratio for the experimental data in Figure 5A) than the model is able to predict. 

However, the dynamic model where the parameters have been estimated exhibits a reasonably good fit 

for phosphorylated NF-κB/total NF-κB profiles (relative to control) at 0 μg/mL, 1 μg/mL and 10 μg/mL 

LPS stimulations. Furthermore, the model exhibits reasonable agreement between simulated and 

experimental data for both training and validation datasets for the TNF-α and IL-10 dynamic 

concentration profiles. 
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The model suggests that the initial increases in TNF-α and IL-10 are due to NF-κB activation  

(i.e., phosphorylation and dissociation of NF-κB from IκBα-NF-κB complex) in the cytoplasm and 

subsequent gene expression in the nucleus; and the decrease in TNF-α concentration after 4 h is due to 

the negative feedback of IL-10 on NF-κB activity (by inhibiting both IKK activation and nuclear 

translocation of phosphorylated NF-κB). Interestingly, the levels of IL-10 continue to increase,  

even when the levels of activated NF-κB are no longer increasing. It is possible that the initial burst of 

IL-10 produced through NF-κB activation can activate other transcription factors, which leads to an 

increase in IL-10 levels. An example of this could be the transcription factor STAT3, which has been shown 

to be activated by IL-10 [38]. Endogenous IL-10 in LPS stimulation of macrophages (RAW264.7) [39] forms 

the IL-10-IL10R complex that initiates phosphorylation of cytosolic STAT3, followed by its 

dimerization and translocation into the nucleus. The STAT3 dimer binds to the DNA response element 

and triggers transcription of IL-10 (Figure S1). Thus, increasing LPS concentration could lead to 

increasing concentrations of IL-10 due to the positive feedback of IL-10 on its own production.  

It can be seen that the model predictions and experimental data are in reasonable agreement, which 

demonstrates that biochemical reactions, which form the structure of the model, are physiologically 

relevant and can depict the interplay between pro-inflammatory and anti-inflammatory immune 

responses to maintain equilibrium (homeostasis). Furthermore, cross-talk between positive and negative 

feedback regulatory loops, incorporated in the model, is integral towards mathematically representing 

biochemical and gene regulatory networks, as mentioned by Tian et al. [40]. Our model also shows that 

the anti-inflammatory functions in the RAW264.7 macrophage cell line is initially triggered by  

pro-inflammatory stimulation. This model structure can be extended to study other cell types with a 

modification in parameter values to fit model predictions to experimental datasets for specific cell types.  

The integrated mathematical model of pro- and anti-inflammatory host immune response discussed 

in this paper is a step towards assimilating our knowledge and developing a quantitative understanding 

of the signal transduction pathways involved in maintaining immune homeostasis, disruption of which 

can lead to inflammatory disorders. This mathematical model can be further used to study  

intra- and inter-kingdom signaling, i.e., the effect of bacterial metabolites (e.g., indole) synthesized by 

micro flora present in the host gastro-intestinal tract on host immune response [41]. This model can be 

used as the basic structure to incorporate additional transcription factors, which will be needed to study 

the signaling of indole and their interactions with NF-κB. 

Acknowledgments 

The authors acknowledge partial financial support from the National Science Foundation (Chemical, 

Bioengineering, Environmental and Transport Systems; CBET#084653 to A.J., CBET#0941313 to  

J.H. and A.J.).  

Author Contributions 

S.M., J.H. and A.J. conceived research; S.M., R.C.A. and A.J. designed the experiments; S.M. 

developed the ODE model and performed the experiments; W.D. performed parameter estimation;  

S.M., W.D., J.H., and A.J. analyzed the data; S.M., W.D., J.H. and A.J. wrote the paper. 
  



Processes 2015, 3 16 

 

Conflicts of Interest 

The authors declare no conflict of interest. 

References 

1. Nathan, C. Points of control in inflammation. Nature 2002, 420, 846–852. 

2. Hansson, G.K.; Libby, P.; Schönbeck, U.; Yan, Z.Q. Innate and adaptive immunity in the 

pathogenesis of atherosclerosis. Circ. Res. 2002, 91, 281–291. 

3. Andersen-Nissen, E.; Smith, K.D.; Bonneau, R.; Strong, R.K.; Aderem, A. A conserved surface on 

Toll-like receptor 5 recognizes bacterial flagellin. J. Exp. Med. 2007, 204, 393–403. 

4. Medzhitov, R.; Janeway, C. Innate immune recognition: mechanisms and pathways. Immunol. Rev. 

2000, 173, 89–97. 

5. Mantovani, A.; Cassatella, M.A.; Costantini, C.; Jaillon, S. Neutrophils in the activation and 

regulation of innate and adaptive immunity. Nat. Rev. Immunol. 2011, 11, 519–531. 

6. Lodes, M.J.; Cong, Y.; Elson, C.O.; Mohamath, R.; Landers, C.J.; Targan, S.R.; Fort, M.; 

Hershberg, R.M. Bacterial flagellin is a dominant antigen in Crohn disease. J. Clin. Invest. 2004, 

113, 1296–1306. 

7. Montuschi, P. Pharmacotheraphy of patients with mild persistent asthma: strategies and unresolved 

issues. Front. Pharmacol. 2011, 2, doi:10.3389/fphar.2011.00035. 

8. Trivedi, P.J.; Adams, D.H. Mucosal immunity in liver autoimmunity: A comprehensive review.  

J. Autoimmun. 2013, 46, 97–111. 

9. Ghosh, G.; Wang, V.Y.F.; Huang, D.B.; Fusco, A. NF-κB regulation: Lessons from structures. 

Immunol. Rev. 2012, 246, 36–58. 

10. Baeuerle, P.A.; Baltimore, D. A 65-kappaD subunit of active NF-kappaB is required for inhibition 

of NF-kappaB by I kappaB. Genes Dev. 1989, 3, 1689–1698. 

11. Hayden, M.S.; Ghosh, S. Shared principles in NF-κB signaling. Cell 2008, 132, 344–362. 

12. Bogdan, C.; Vodovotz, Y.; Nathan, C. Macrophage deactivation by interleukin 10. J. Exp. Med. 

1991, 174, 1549–1555. 

13. Collart, M.A.; Baeuerle, P.; Vassalli, P. Regulation of tumor necrosis factor alpha transcription in 

macrophages: Involvement of four kappa B-like motifs and of constitutive and inducible forms of 

NF-kappa B. Mol. Cell. Biol. 1990, 10, 1498–1506. 

14. Saraiva, M.; Christensen, J.R.; Tsytsykova, A.V.; Goldfeld, A.E.; Ley, S.C.; Kioussis, D.; O’Garra, A. 

Identification of a macrophage-specific chromatin signature in the IL-10 locus. J. Immunol. 2005, 

175, 1041–1046. 

15. Scott, M.L.; Fujita, T.; Liou, H.C.; Nolan, G.P.; Baltimore, D. The p65 subunit of NF-kappa B 

regulates I kappa B by two distinct mechanisms. Genes Dev. 1993, 7, 1266–1276. 

16. Zhang, S.Q.; Kovalenko, A.; Cantarella, G.; Wallach, D. Recruitment of the IKK signalosome to 

the p55 TNF receptor: RIP and A20 bind to NEMO (IKKγ) upon receptor stimulation. Immunity 

2000, 12, 301–311. 

17. Benkhart, E.M.; Siedlar, M.; Wedel, A.; Werner, T.; Ziegler-Heitbrock, H.W.L. Role of Stat3 in 

lipopolysaccharide-induced IL-10 gene expression. J. Immunol. 2000, 165, 1612–1617. 



Processes 2015, 3 17 

 

18. Lang, R.; Patel, D.; Morris, J.J.; Rutschman, R.L.; Murray, P.J. Shaping gene expression in 

activated and resting primary macrophages by IL-10. J. Immunol. 2002, 169, 2253–2263. 

19. Niemand, C.; Nimmesgern, A.; Haan, S.; Fischer, P.; Schaper, F.; Rossaint, R.; Heinrich, P.C.; 

Müller-Newen, G. Activation of STAT3 by IL-6 and IL-10 in primary human macrophages is 

differentially modulated by suppressor of cytokine signaling 3. J. Immunol. 2003, 170, 3263–3272. 

20. Lee, K.C.; Chang, H.H.; Chung, Y.H.; Lee, T.Y. Andrographolide acts as an anti-inflammatory 

agent in LPS-stimulated RAW264.7 macrophages by inhibiting STAT3-mediated suppression of 

the NF-κB pathway. J. Ethnopharmacol. 2011, 135, 678–684. 

21. Bhattacharyya, S.; Sen, P.; Wallet, M.; Long, B.; Baldwin, A.S.; Tisch, R. Immunoregulation of 

dendritic cells by IL-10 is mediated through suppression of the PI3K/Akt pathway and of IκB kinase 

activity. Blood 2004, 104, 1100–1109. 

22. Driessler, F.; Venstrom, K.; Sabat, R.; Asadullah, K.; Schottelius, A.J. Molecular mechanisms of 

interleukin-10-mediated inhibition of NF-κB activity: A role for p50. Clin. Exp. Immunol. 2004, 

135, 64–73. 

23. Schottelius, A.J.; Mayo, M.W.; Sartor, R.B.; Baldwin, A.S. Interleukin-10 signaling blocks 

inhibitor of κB kinase activity and nuclear factor κB DNA binding. J. Biol. Chem. 1999, 274, 

31868–31874. 

24. Singh, A.; Jayaraman, A.; Hahn, J. Modeling regulatory mechanisms in IL-6 signal transduction in 

hepatocytes. Biotechnol. Bioeng. 2006, 95, 850–862. 

25. Huang, Z.; Senocak, F.; Jayaraman, A.; Hahn, J. Integrated modeling and experimental approach 

for determining transcription factor profiles from fluorescent reporter data. BMC Syst. Biol. 2008, 2, 

doi:10.1186/1752-0509-2-64. 

26. Lipniacki, T.; Paszek, P.; Brasier, A.R.; Luxon, B.; Kimmel, M. Mathematical model of NF-κB 

regulatory module. J. Theor. Biol. 2004, 228, 195–215. 

27. Rangamani, P.; Sirovich, L. Survival and apoptotic pathways initiated by TNF-α: Modeling and 

predictions. Biotechnol. Bioeng. 2007, 97, 1216–1229. 

28. Hoffmann, A.; Levchenko, A.; Scott, M.L.; Baltimore, D. The IκB-NF-κB signaling module: 

Temporal control and selective gene activation. Science 2002, 298, 1241–1245. 

29. Moya, C.; Huang, Z.; Cheng, P.; Jayaraman, A.; Hahn, J. Investigation of IL-6 and IL-10 signalling 

via mathematical modelling. IET Syst. Biol. 2011, 5, 15–26. 

30. Gray, P.W.; Barrett, K.; Chantry, D.; Turner, M.; Feldmann, M. Cloning of human tumor  

necrosis factor (TNF) receptor cDNA and expression of recombinant soluble TNF-binding protein. 

Proc. Natl. Acad. Sci. USA 1990, 87, 7380–7384. 

31. Fedorak, R.N.; Gangl, A.; Elson, C.O.; Rutgeerts, P.; Schreiber, S.; Wild, G.; Hanauer, S.B.;  

Kilian, A.; Cohard, M.; LeBeaut, A.; et al. Recombinant human interleukin 10 in the treatment of 

patients with mild to moderately active Crohn’s disease. Gastroenterology 2000, 119, 1473–1482. 

32. Tjoa, I.B.; Biegler, L.T. Simultaneous solution and optimization strategies for parameter estimation 

of differential-algebraic equation systems. Ind. Eng. Chem. Res. 1991, 30, 376–385. 

33. Kravaris, C.; Hahn, J.; Chu, Y. Advances and selected recent developments in state and parameter 

estimation. Comput. Chem. Eng. 2013, 51, 111–123. 



Processes 2015, 3 18 

 

34. Riley, J.K.; Takeda, K.; Akira, S.; Schreiber, R.D. Interleukin-10 receptor signaling through the 

JAK-STAT pathway: Requirement for two distinct receptor-derived signals for anti-inflammatory 

action. J. Biol. Chem. 1999, 274, 16513–16521. 

35. Rahim, S.S.; Khan, N.; Boddupalli, C.S.; Hasnain, S.E.; Mukhopadhyay, S. Interleukin-10 (IL-10) 

mediated suppression of IL-12 production in RAW 264.7 cells also involves c-rel transcription 

factor. Immunology 2005, 114, 313–321. 

36. Chu, Y.; Hahn, J. Parameter set selection via clustering of parameters into pairwise 

indistinguishable groups of parameters. Ind. Eng. Chem. Res. 2008, 48, 6000–6009. 

37. Dai, W.; Bansal, L.; Hahn, J.; Word, D. Parameter set selection for dynamic systems under 

uncertainty via dynamic optimization and hierarchical clustering. AIChE J. 2014, 60, 181–192. 

38. Murray, P.J. The primary mechanism of the IL-10-regulated anti-inflammatory response is to 

selectively inhibit transcription. Proc. Natl. Acad. Sci. USA 2005, 102, 8686–8691. 

39. Carl, V.S.; Gautam, J.K.; Comeau, L.D.; Smith, M.F. Role of endogenous IL-10 in LPS-induced 

STAT3 activation and IL-1 receptor antagonist gene expression. J. Leukoc. Biol. 2004, 76, 735–742. 

40. Tian, X.J.; Zhang, X.P.; Liu, F.; Wang, W. Interlinking positive and negative feedback loops creates a 

tunable motif in gene regulatory networks. Phys. Rev. E 2009, 80, doi:10.1103/PhysRevE.1180.011926. 

41. Bansal, T.; Alaniz, R.C.; Wood, T.K.; Jayaraman, A. The bacterial signal indole increases epithelial-cell 

tight-junction resistance and attenuates indicators of inflammation. Proc. Natl. Acad. Sci. USA 2010, 

107, 228–233. 

© 2014 by the authors; licensee MDPI, Basel, Switzerland. This article is an open access article 

distributed under the terms and conditions of the Creative Commons Attribution license 

(http://creativecommons.org/licenses/by/4.0/). 


