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molecular signaling that regulates the activities of these cells during steady-state 

and pathogenic conditions. 
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Chapter 1: Introduction 

 

 

1.1 Perspective on the mononuclear phagocyte system (MPS) 

Evidence for innate immune function in tissue homeostasis and defense against 

pathogens can be found across the plant and animal kingdoms, and specialized 

cells known as “phagocytes” are critical for these processes [1]. The 

evolutionarily conserved nature of the innate immune system allowed for the 

early work of Ilya Metchnikoff to first identify and describe the activity of 

phagocytes in the late 1800s [2]. Using starfish larvae and water fleas as model 

organisms, Metchnikoff observed the engulfment of particulate matter by 

amoeboid cells after non-sterile injury. He went on to postulate that these cells 

played an active role in protection against pathogens [3-5]. In subsequent work, 

he hypothesized that these phagocytes were also important for the maintenance 

and repair of tissues [5, 6]. These pioneering discoveries laid the groundwork for 

succeeding studies that described the generation of macrophages from blood 

precursors both in vivo [7, 8] and in vitro [9, 10].  

 

Together, these and other findings supported a linear model of macrophage 

development whereby monocytes are generated from immature precursors in the 

bone marrow (BM) and released into the peripheral blood (PB) where they 

function to continually replenish tissue-resident macrophages. Van Furth 

formalized this concept in 1968, when he coined the term “mononuclear 
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phagocyte system” (MPS) in describing it [11, 12], and this model has persisted 

as a fundamental doctrine in the field of innate immune development. The 

identification and functional characterization of dendritic cells (DCs) in the 1970s 

led to their incorporation into the MPS as well [13], although the legitimacy of this 

inclusion has come into question after the discovery of a DC lineage-specific 

precursor in the BM [14, 15]. Recent studies have also challenged the paradigm 

of the MPS as a linear system, revealing that the vast majority of tissue-resident 

macrophages are embryonically derived under steady-state conditions [16, 17]. 

While our understanding of MPS cellular ontogeny and functionality continues to 

evolve, this model has remained useful for classifying a network of innate 

immune cellular constituents dedicated to tissue surveillance and the initiation of 

adaptive immune responses. 

 

 

1.2 Monocyte subset development and function at steady-state 

Monocytes represent a subpopulation of leukocytes traditionally defined by their 

location, function, morphology, and gene expression signatures [18-21]. Together 

with macrophages, neutrophils, and DCs, they constitute the cells of the myeloid 

lineage. Initially described merely as transient precursors to macrophages and 

DCs, recent discoveries have elucidated additional functional roles for these cells 

in the maintenance of the vasculature and peripheral tissues [22-25]. 

Furthermore, the recent detection of previously unidentified heterogeneity within 

the peripheral monocyte pool has enriched the study of monocyte differentiation 
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and homeostatic maintenance [26, 27]. Many of these discoveries were 

facilitated by mouse models, which allow the use of genetic alterations, as well 

as in vivo and ex vivo methods of monocyte lineage tracing and subsetting. 

Therefore, the majority of this thesis will focus on murine monocyte and 

macrophage populations unless otherwise noted. 

 

1.2.1 Monopoiesis 

Monocytes derive from lineage committed progenitor cells that reside in the fetal 

liver during embryonic hematopoiesis [28], and subsequently the bone marrow 

during adult hematopoiesis [29]. The classical model of monopoiesis asserts that 

hematopoietic stem cells (HSCs) give rise to these committed progenitors 

through progressive rounds of proliferation and differentiation in which progeny 

become more restricted to the monocyte lineage whilst concurrently losing their 

capacity for self-renewal [30-32]. The mechanistic control over the differentiation 

of HSCs to lineage committed progenitors is still an area of extensive research, 

but it is thought that the process is stochastic and driven by the coordination of 

growth factor and cytokine signaling together with antagonism of transcription 

factors within HSCs [33-36]. Analytical techniques using in vitro clonal assays 

and population-based tracking in vivo have allowed the identification of 

progressively more lineage-committed intermediaries that have been classified 

based on their clonogenic ability and distinct surface marker profiles [37-39]. This 

model of monopoiesis is summarized in Figure 1.1; however, linear models such 

as these should be interpreted with caution. Newly developed “cellular barcoding”  



	
  



	
  
Figure 1.1 Murine monocyte lineage development in the bone marrow. 

Schematic depicts the traditional, linear model of monocyte lineage commitment 

from hematopoietic stem cell (HSC) to common myeloid progenitor (CMP) to 

granulocyte-macrophage progenitor (GMP) to macrophage- dendritic cell 

progenitor (MDP) to committed monocyte progenitor (cMoP). Cells of the 

lymphoid lineage, erythrocytes and megakaryocytes, granulocytes, and dendritic 

cells (DCs) are excluded as cells commit to cMoP. Ly6C+ monocytes develop 

from cMoP. Ly6Cneg monocytes develop from Ly6C+ monocytes and may also 

derive from MDP and/or cMoP under certain conditions. Figure adapted from [20, 

311]. 
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techniques that trace the fate of HCSs at a single-cell level in vivo suggest that 

these populations are likely more heterogeneous than originally described and 

should be viewed within the framework of a developmental continuum based on 

“graded commitment” to the monocyte lineage [14, 40].  

 

A significant advancement in our understanding of monocyte lineage 

development was made with the identification of the “macrophage and dendritic 

cell precursor” (MDP) in 2006 [41]. The Geissmann group demonstrated that this 

population of highly proliferative BM cells gave rise to monocytes and DCs in 

vivo, but had lost granulocyte potential. They went on to show that MDPs could 

be identified using distinctive cell surface markers, including CD117 (c-kit), 

CD115 (M-CSFR), CD135 (FLT3), and the chemokine receptor CX3CR1. In fact, 

use of the CX3CR1GFP knock-in mouse [42] was instrumental for the identification 

of this population, as this marker is restricted to MDPs and their progeny.  

 

The next breakthrough in the field of monocyte development came shortly 

thereafter with the identification of a progenitor population that gave rise to 

monocytes but had lost DC potential [29]. The authors showed that this 

population shared common surface markers with the MDP, but did not express 

CD135. Additionally, this monocyte-restricted progenitor had gained expression 

of the glycoprotein Ly6C. They termed this population “committed monocyte 

progenitors” (cMoPs), and our current understanding of monopoiesis places 
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cMoPs directly downstream of the MDPs and immediately preceding the 

establishment of mature monocytes. 

 

1.2.2 The establishment of distinct Ly6C+ and Ly6Cneg monocyte subsets in 

mice 

Pioneering work by Geissmann and others first identified heterogeneity among 

peripheral murine monocytes, again using the CX3CR1GFP knock-in mouse [26, 

27, 42]. Geissmann noted that distinct expression patterns of CX3CR1, as well as 

other surface markers, allowed the identification of two major monocyte subsets. 

CX3CR1mid cells expressed high levels of Ly6C and the chemokine receptor 

CCR2, whereas CX3CR1high cells were negative for these markers. These 

observations led to further characterization of these subsets, and the subsequent 

classification of Ly6C+ “classical” and Ly6Cneg “nonclassical” monocyte 

subpopulations. These subsets can be distinguished by their surface marker 

expression (Table 1.1), function (see section 1.2.4), half-life, and differentiation 

potential.  

 

Murine monocytes constitute ~4% of nucleated peripheral blood cells [43], with 

relatively equal numbers of Ly6C+ and Ly6Cneg monocytes [26]. In contrast, 

Ly6Cneg monocytes make up a small fraction of the total monocytes found in the 

BM [44]. Both subsets have also been shown to accumulate in the spleen, where 

together with BM monocytes, these cells are thought to represent a reservoir that 

can be mobilized in response to inflammatory cues [45]. While monocytes as a  
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whole are characteristically short-lived cells, Ly6Cneg monocytes persist 

considerably longer than the more transient Ly6C+ population, exhibiting half-

lives of 2.3 days and 18 hours, respectively [46].  

 

There is considerable controversy regarding the precise developmental 

relationship between Ly6C+ and Ly6Cneg monocytes. Adoptively transferred 

Ly6C+ monocytes spontaneously give rise to Ly6Cneg monocytes that can be 

found in the BM and PB of recipient mice [46, 47]. Additionally, grafted MDPs 

and cMoPs differentiate to Ly6C+ monocytes prior to the appearance of 

congenically-labeled Ly6Cneg monocytes [29, 47]. Similarly, BrdU administration 

results in tracer-labeled Ly6C+ monocytes prior to the appearance of labeled 

Ly6Cneg monocytes [46]. These results support a model in which Ly6C+ 

monocytes serve as precursors for the Ly6Cneg fraction of monocytes. However, 

there is also evidence to suggest that Ly6Cneg monocytes can be derived 

independently from Ly6C+ monocytes. Interferon regulatory factor 8 (IRF8)-

deficient mice exhibit a dramatic paucity of Ly6C+ monocytes [48]. However, 

Ly6Cneg monocytes persist in the BM and PB of IRF8-/- animals, albeit in reduced 

numbers compared with WT mice [48]. Additional studies will be necessary to 

determine whether Ly6Cneg monocytes can develop directly from hematopoietic 

progenitors or if Ly6C+ monocytes serve as their obligatory precursors. There is 

also debate over whether the differentiation from Ly6C+ to Ly6Cneg monocytes 

can occur in the peripheral blood, or whether this process is confined to the BM 

[44, 46, 47]. 
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1.2.3 Molecular control of monocyte development 

Monopoiesis is a tightly regulated process that is controlled by both intrinsic and 

extrinsic factors. While monocyte development is incompletely understood, 

disruption of myeloid-specific genes in mouse models has provided a powerful 

tool for identifying a number of the cellular factors required for monocyte 

development. For example, op/op mice that harbor a naturally occurring mutation 

in the coding region of the Csf1 gene, rendering them devoid of M-CSF, 

completely lack circulating monocytes [49, 50]. These animals also exhibit severe 

osteopetrosis due to a failure in osteoclast development that results in bone 

remodeling defects. Notably, CSF1R-deficient mice also show similar defects in 

monopoiesis and bone development [51]. 

 

While M-CSFR signaling is required for the development of all monocyte lineage 

populations, several transcription factors have been identified that regulate the 

development of specific monocyte subsets. Feinberg et al. showed that the 

Kruppel-like factor 4 (KLF4) functions as a critical regulator of Ly6C+ monocyte 

differentiation. KLF4-deficiency resulted in the absence of Ly6C+ monocytes and 

significantly reduced Ly6Cneg monocyte numbers, concomitant with increased 

granulocyte numbers [52, 53]. This phenocopies the aforementioned 

monocytopenia observed in IRF8-/- mice. In fact, Kurotaki et al. showed that 

KLF4 expression is directly induced by IRF8 activity [48]. Thus, Ly6C+ monocyte 

development is dependent upon a KLF4-IRF8 axis. 
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Recently, the transcription factor NR4A1 (Nur77) was identified as necessary for 

the development and survival of Ly6Cneg monocytes. The Hedrick group 

demonstrated that NR4A1-/- mice exhibit a significant reduction in Ly6Cneg 

monocyte numbers in the BM, PB, and spleen [44]. The few remaining Ly6Cneg 

monocytes accumulated in S phase and displayed several hallmarks of apoptosis 

[44]. Notably, MDP and Ly6C+ monocyte numbers were unaffected by loss of 

Nr4A1 in these mice, and a subsequent study showed that protein expression of 

NR4A1 is restricted to the Ly6Cneg fraction of monocytes [29]. 

 

1.2.4 Monocyte subset effector functions 

The classical model of the MPS dictates that circulating monocytes function 

exclusively as the obligatory precursors for tissue-resident macrophages, and 

that this process is amplified in response to inflammatory insults. As previously 

mentioned, aspects of this model required revision following the discovery that 

most tissue-resident macrophages found at homeostasis are embryonically-

derived [16, 17]. Nevertheless, early studies clearly established the robust 

recruitment of monocytes during inflammation and their ability to differentiate to 

macrophages in peripheral tissues. As early as 1939, Ebert and Flory described 

the step-wise process of monocyte extravasation, differentiation, and phagocytic 

activity using a chamber to observe acute tissue damage in rabbit ears [7]. These 

and other studies provided the initial evidence for monocyte effector function in 

vivo. 
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For decades, monocytes continued to be considered merely a homogeneous 

population of highly mobile and transient precursors that functioned to seed 

peripheral macrophages. Work from the early 2000s, however, revitalized the 

field of monocyte biology. Geissmann’s seminal paper describing discrete 

monocyte subsets in the PB of mice prompted the question of whether these 

subsets were functionally distinct [26]. Ensuing studies have indeed illuminated a 

dichotomy of function for these subpopulations in the periphery. Ly6C+ 

monocytes fit the classical paradigm of non-terminally differentiated cells that are 

highly responsive to inflammatory cues and readily extravasate into peripheral 

tissues in response to these signals; Ly6Cneg monocytes, on the other hand, fulfill 

previously unappreciated roles in the surveying and maintenance of vascular 

integrity. The nomenclature for these cells has begun to reflect these distinct 

functions, with Ly6C+ and Ly6Cneg subsets being classified as “inflammatory” and 

“patrolling” monocytes, respectively. Below, these functions are further detailed. 

 

1.2.4.1 Ly6C+ monocyte function at steady-state 

As mentioned previously, Ly6C+ monocytes circulate throughout the PB and are 

recruited to peripheral tissues by inflammatory cues, including the chemokine 

CCL2 [20]. The subsequent differentiation of these cells to monocyte-derived 

DCs and macrophages is a pivotal step in immunity against pathogens and 

response to injury. The recruitment, differentiation, and function of monocyte-

derived macrophages during inflammation will be detailed further in section 

1.4.1.2. At steady-state, however, it is theorized that circulating Ly6C+ 
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monocytes fulfill a dual role: to survey the PB for inflammatory cues, and to serve 

as precursors to Ly6Cneg monocytes in the absence of these inflammatory 

signals. 

 

Intriguingly, one recent study reported minimal differentiation of Ly6C+ 

monocytes that were isolated from lung and skin extravascular tissue [23]. These 

cells persisted as Ly6C+MHCII+ cells and were also capable of acquiring antigen 

and subsequently migrating to lymph nodes via the lymphatics. The authors 

described these cells as “tissue monocytes” since this population retained a 

monocytic gene expression profile and never acquired phenotypic qualities 

consistent with macrophages or DCs. However, given that these cells lose the 

potential to re-circulate through the PB, others have questioned whether these 

cells should truly be classified as “monocytes”, as this trait has traditionally been 

used in defining bona fide monocytes [20]. The functional contribution of 

minimally differentiated Ly6C+MHCII+ cells has not been addressed.  

 

1.2.4.2 Ly6Cneg monocyte function at steady-state 

While a dichotomy of PB monocytes was established in 2003 following the 

identification of a CX3CR1hiLy6Cneg population, the functional contributions of this 

population proved elusive. In 2007, pioneering intravital microscopy studies by 

Auffray et al. first provided evidence for the distinct behavioral characteristics of 

Ly6Cneg monocytes in vivo [24]. Ly6Cneg monocytes localized to the luminal 

vasculature and appeared to “crawl” in a distinctive pattern, often against the 
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direction of blood flow. This work went on to show that Ly6Cneg monocyte 

“patrolling” of the vasculature was dependent on LFA-1 and CX3CR1 signaling, 

and that these cells rarely extravasated during steady-state conditions. 

Furthermore, unlike Ly6C+ monocytes, Ly6Cneg monocytes did not differentiate to 

macrophages or DCs in response to Listeria infection.  

 

Evidence for functional contributions associated with the “patrolling” behavior of 

Ly6Cneg monocytes was provided from an elegant study by Carlin et al. They 

demonstrated that Ly6Cneg monocytes extend filipodia-like structures and 

scavenge microparticles from the surface of epithelial cells lining the kidney 

capillaries [25]. In response to Toll-like receptor 7 (TLR7)-specific nucleic acid 

danger signals, Ly6Cneg monocytes were recruited to the kidney vasculature and 

extended their average dwell time on the endothelial surface. The authors went 

on to describe a CX3CR1- and CD11b-dependent process in which Ly6Cneg 

monocytes subsequently recruited neutrophils, which triggered endothelial 

necrosis, and the Ly6Cneg monocytes then cleared the resultant debris. Thus, 

Ly6Cneg monocytes constantly patrol the vasculature at steady-state and 

coordinate intraluminal stress responses after exposure to local danger signals. 

 

1.2.5 Human monocyte subpopulations 

Mouse models have proven invaluable in advancing our understanding of 

monocyte biology, but the question arises as to whether these findings are 

applicable to humans as well. Monocytes represent approximately 10% of 
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peripheral blood cells in humans, and two principle subsets have also been 

identified [54]. These subsets are defined as CD14+ CD16neg “classical” 

monocytes and the CD14low CD16+ “nonclassical” monocytes [55]. Whereas 

Ly6C+ classical monocytes constitute roughly 50% of blood monocytes in mice, 

CD14+ CD16neg classical monocytes make up approximately 85% of human PB 

monocytes [18, 56]. A high degree of homology between the parallel human and 

mouse monocyte subsets has been described via gene expression profiling [19], 

suggesting evolutionary conservation within each subset. Based on protein 

expression profiles, functional similarity between the parallel subsets seems 

likely, although this has not been definitively proven. In support of this theory, 

however, intravital imaging demonstrated that CD14low CD16+ nonclassical 

monocytes exhibit patrolling behavior in the vasculature when adoptively 

transferred to mice [18].  

 

 

1.3 The homeostatic maintenance of peripheral monocyte subpopulations 

1.3.1 Monocyte egress from the bone marrow 

In order to perform their effector functions, monocytes must exit the BM where 

they are produced, and travel throughout the PB. However, monocyte 

subpopulations utilize different signaling pathways to accomplish this task. Ly6C+ 

monocyte extravasation from the BM is CCR2-dependent [57, 58]. Thus, Ccr2-/- 

mice display drastically reduced Ly6C+ monocytes in the periphery, concomitant 

with slightly increased Ly6C+ monocyte numbers in the BM [57]. CCR2-deficient 
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mice also have impaired Ly6C+ monocyte mobilization in response to 

inflammatory stimuli, including infection with Listeria monocytogenes [57, 58]. 

Additionally, mice deficient for the chemokines CCL1 or CCL7 exhibit improper 

egress of Ly6C+ monocytes from the BM during inflammation [57].  

 

Conversely, Ly6Cneg monocyte egress is dependent upon the sphingosine-1 

phosphate receptor 5 (S1PR5) [59]. S1pr5-/- mice exhibited normal numbers of 

Ly6Cneg monocytes in the BM but significantly reduced frequencies of this subset 

in the PB. Debien et al. showed that survival of adoptively transferred S1PR5-

deficient Ly6Cneg monocytes in the periphery was comparable to WT controls, 

and therefore attributed the paucity of PB Ly6Cneg monocytes in the knock-out 

animals to a cell-intrinsic defect in their emigration from the BM. Notably, Ly6C+ 

monocyte numbers were normal in the BM and PB of these mice, and Ly6Cneg 

monocyte numbers are relatively unaffected in CCR2-/- animals [57, 58]. These 

findings argue against, but do not definitively disprove, the current model of 

monocyte development wherein Ly6C+ monocyte differentiation to Ly6Cneg 

monocytes occurs in the PB.  

 

1.3.2 Monocyte survival signaling 

Circulating Ly6C+ and Ly6Cneg monocytes exhibit characteristically short half-

lives of 18 hours and 2.3 days, respectively [46]. However, the mechanisms 

promoting the survival and cell death of these populations are only beginning to 

be elucidated. M-CSFR signaling is essential for the development of 
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mononuclear phagocyte populations [20], leading to the widespread assumption 

that this factor is also necessary for the survival of mature monocyte populations. 

However, several groups have reported that use of neutralizing antibodies to M-

CSF, as well as blocking antibodies to the M-CSFR, leads only to a selective 

reduction in the Ly6Cneg fraction of monocytes during steady-state conditions in 

vivo, with little to no effect on Ly6C+ numbers [60-62]. In contrast, administration 

of recombinant M-CSF acted as a pro-survival factor for both Ly6C+ and Ly6Cneg 

monocytes in vitro [60]. The authors of this study speculated that the already 

short half-life of Ly6C+ monocytes in the PB may not allow sufficient time to 

observe survival defects after M-CSF neutralization in vivo.  

 

The chemokine receptor CX3CR1 is expressed at variable levels on peripheral 

monocyte subsets [26], and its cognate ligand, CX3CL1 (fractalkine), has an 

established role in promoting the survival of multiple cell lines [63-65]. In 2009, 

Landsman et al. demonstrated a functional role for monocytic CX3CR1 when they 

reported that both CX3CL1- and CX3CR1-deficient mice displayed a specific 

reduction in circulating Ly6Cneg monocytes under steady-state conditions [66]. 

Similar to M-CSF and M-CSFR neutralization, the numbers of Ly6C+ monocytes 

were unaffected in these mice. This phenotype could be reverted by enforced 

expression of the anti-apoptotic factor Bcl2, providing evidence that CX3CL1 

signaling promotes Ly6Cneg monocyte survival. 
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While our knowledge of the exogenous factors that control monocyte 

homeostasis is limited, the molecular signaling that mediates murine monocyte 

subset survival downstream of these factors is even less understood. The cellular 

signaling that stimulates Ly6Cneg monocyte survival downstream of CX3CR1 

activation has not been addressed; however, several studies have implicated the 

PI3K/AKT pathway downstream of M-CSF signaling in promoting human 

monocyte cell survival [67-69]. Following M-CSF-induced tyrosine 

phosphorylation of the M-CSFR, PI3K-dependent AKT activation promoted 

monocyte survival in vitro [67]. Furthermore, PI3K inhibitors blocked the M-CSF-

induced activation of AKT and suppressed survival in this system, and co-

administration of caspase-9 inhibitors reversed this phenomenon. A subsequent 

study by the same group showed that caspase-3, which is activated downstream 

of caspase-9, is also suppressed via the same pathway [69].  

 

These findings implicate caspase activation in promoting monocyte turnover. 

Indeed, freshly isolated human monocytes spontaneously activate caspase-3, 

but not caspase-1, and subsequently undergo apoptosis when placed into culture 

[70]. This spontaneous activation of caspase-3 was shown to be partly 

dependent on PKCδ activity in these cells [71]. More recent studies that 

distinguish human monocyte subsets have revealed higher PKCδ kinase activity, 

earlier caspase cleavage, and greater susceptibility to apoptosis in CD16+ non-

classical monocytes compared with their CD16neg classical counterparts [72]. In 

vivo evidence for caspase-mediated control of monocyte cell death was shown in 
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Fas-deficient (lpr/lpr) mice [73], which display elevated numbers of PB Ly6C+ 

and Ly6Cneg monocytes compared with WT control mice. Importantly, canonical 

fas death receptor signaling promotes apoptosis via a caspase-8/caspase-3 axis 

[74]. Together, these findings support a model in which monocytes undergo 

spontaneous cell death in the absence of exogenous survival signals via a 

caspase-dependent mechanism. However, the cellular factors controlling this 

process are incompletely understood. In Chapter 2 of this thesis, I will present 

evidence supporting a role for the tyrosine kinase Pyk2 in promoting caspase-

mediated apoptosis in Ly6Cneg monocytes.  

 

 

1.4 Macrophages 

Within the context of the MPS, macrophages constitute a heterogeneous 

population of terminally-differentiated phagocytes that reside in essentially every 

tissue. Early studies describing the development of macrophages used animal 

models incorporating inflammatory conditions. Because recruited monocytes and 

monocyte-derived macrophages dominate the pool of mononuclear phagocyte 

cells in peripheral tissues during inflammatory settings [75], this led to the 

longstanding belief that PB monocytes served as the obligatory precursors for all 

tissue-resident macrophages [76-78]. However, increasing evidence has 

developed in recent years demonstrating that macrophages develop 

embryonically prior to the emergence of hematopoietic stem cells, disseminate to 

peripheral tissues, and persist locally during steady-state conditions throughout 
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adulthood [79-82]. Thus, a more nuanced interpretation of MPS development, 

maintenance, and function has emerged, and the research that underlies these 

advances in our understanding is outlined below. 

 

1.4.1 Macrophage origins 

1.4.1.1 Tissue-resident macrophage development 

Macrophages first appear in mice at E8.5, during the first wave of definitive 

hematopoiesis that occurs in the yolk sac (YS) [83, 84]. In contrast, HSCs are not 

observed in mice until they colonize the fetal liver at E10.5 [84], indicating that 

macrophages can be derived independently of HSCs. Moreover, unlike BM HSC-

derived progeny, macrophage development in the YS is independent of the 

transcription factor c-Myb [79]. Using a tamoxifen inducible Csf1rMer-iCre-Mer 

mouse model, Schulz et al. pulse labeled M-CSFR-expressing cells at E8.5. This 

allowed the authors to selectively label YS macrophages and trace their progeny 

into adulthood. Results from this study showed that adult tissue-resident 

macrophages, including microglia, Langerhans cells, and Kupffer cells, were 

derived from YS macrophages. Furthermore, selective labeling of BM HSCs and 

their progeny using Tie2Cre or Flt3Cre mouse models demonstrated that these 

cells were not the main contributor to tissue-resident macrophage populations 

[79, 85]. Additional studies using parabiotic mice and other fate-mapping systems 

have also corroborated these conclusions [46, 79, 82, 86, 87]. 
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1.4.1.2 Monocyte-derived macrophages 

Although most tissue-resident macrophages are maintained independently of 

monocytes at steady state, notable exceptions exist in some highly specialized 

macrophage populations. Several studies have demonstrated that CX3CR1hi 

macrophages of the lamina propria in the gut, for example, are colonized by 

Ly6C+ monocytes at the point of weaning and depend on constant replenishment 

from circulating Ly6C+ monocytes [88-90]. Notably, these gut macrophages 

exhibit a short half-life of around three weeks, compared with most other tissue-

resident macrophage populations that are longer lived [89]. Furthermore, the 

recruited Ly6C+ monocytes undergo considerable clonal expansion in the gut 

and acquire a gene expression profile associated with an anti-inflammatory 

phenotype [91].  Additional studies indicate that a small proportion of 

macrophages found in the skin, heart, and spleen also require monocyte input to 

maintain their numbers, and their representation may increase with age [85, 92-

95]. Thus, subpopulations of monocyte-derived macrophages coexist with 

embryonically-derived tissue-resident macrophages within several tissues of 

healthy animals.  

 

While Ly6C+ monocytes are required to maintain some steady-state macrophage 

populations in particular tissues, Ly6C+ monocytes are abundantly recruited to 

peripheral tissues and subsequently differentiate to macrophages and DCs 

during inflammatory conditions [96]. Multiple studies have demonstrated that 

inflammation-dependent trafficking of BM, PB, and spleen Ly6C+ monocytes is 
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largely mediated by CCL2 production by stromal cells in response to microbial 

products or inflammatory cytokines [56, 57, 97]. The importance of the CCL2-

CCR2 signaling axis for Ly6C+ monocyte recruitment during pathological 

conditions is illustrated in CCR2-deficient mice, as ablation of CCR2 results in 

significantly reduced accumulation of Ly6C+ monocytes at the site of tissue 

damage in acute models of skeletal muscle injury, skin injury, and myocardial 

infarction [98, 99]. Once Ly6C+ monocytes have extravasated to inflamed tissue, 

they respond to local cues that dictate their function as either pro-inflammatory or 

anti-inflammatory mediators. These opposing activities of monocyte-derived 

macrophages likely depend on consecutive waves of recruited Ly6C+ monocytes 

that acquire different phenotypes in response to the dynamically changing tissue 

microenvironment [100].  

 

1.4.2 The maintenance of macrophage populations in peripheral tissues 

Given that most tissue-resident macrophage populations are derived during 

embryonic development, a mechanism of long-term maintenance is required for 

these populations to persist into adulthood. Macrophage populations in 

peripheral tissues were initially characterized as largely quiescent, and this 

contributed to the misconception that macrophages required constant 

replenishment from bone marrow-derived monocytes. However, low-level 

proliferation of resident macrophages has been reported at steady-state in many 

tissues, including populations in the skin, brain, liver, lungs, spleen, and 

peritoneum [82, 87, 101-105]. Furthermore, some tissue-resident macrophages 
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have the capacity to replenish their populations via a proliferative burst 

immediately following inflammation-associated depletion [106]. It is currently 

unclear whether all resident macrophages have the capacity to self-renew, or if 

proliferation is restricted to subsets of “stem cell-like” macrophage populations 

within tissues.  

 

In contrast to YS- and fetal liver-derived tissue-resident macrophages, monocyte-

derived macrophages are relatively short-lived [20, 89]. Furthermore, monocyte-

derived macrophages are largely non-proliferative, but instead rely on “waves” of 

recruitment from the circulating pool of Ly6C+ monocytes during inflammatory 

settings [43]. These observations have led to a revised view of the MPS wherein 

circulating monocytes seed a population of transient effector macrophages that 

aids in the resolution of acute inflammatory events, and this population is distinct 

from long-lived tissue-resident macrophages that are responsible for tissue 

homeostasis and repair during steady-state conditions [107]. While the majority 

of experimental models of inflammation support this theory, it should be noted 

that recruited monocytes have been reported to proliferate and persist as 

resident macrophages under some experimental conditions [29, 46, 108-110]. 

Thus, a more nuanced view of tissue-resident macrophage ontogeny following 

inflammatory insult may be necessary to account for some tissue- and insult-

specific influences. 
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1.4.2.1 Colony-stimulating factors 

The molecular and cellular mechanisms responsible for the maintenance and 

proliferation of peripheral macrophage populations is currently an area of active 

research. Multiple studies implicate colony stimulating factors as crucial 

mediators of these processes. The M-CSFR is expressed by all macrophage 

populations, including YS populations during embryogenesis [79]. Under 

homeostatic conditions, M-CSF is constitutively produced by mesenchymal cells 

within peripheral tissues [111, 112], and macrophages are responsible for 

clearing the circulating M-CSF in a negative feedback loop that maintains 

appropriate levels of mononuclear phagocyte numbers both locally and 

systemically [107, 113, 114]. M-CSFR signaling in turn promotes tissue-resident 

macrophage survival and proliferation [108, 115], and administration of 

neutralizing antibody to M-CSF significantly reduces the ability of these 

macrophages to self-renew [108].  

 

Indeed, the importance of the M-CSF/M-CSFR signaling axis to macrophage 

development and survival is further demonstrated in genetically altered mice. In 

addition to the aforementioned deficiencies in the production of osteoclast and 

circulating monocyte populations, mice that have a homozygous null mutation in 

the Csf1 gene locus (op/op) also show striking losses of gut, kidney, and 

peritoneal macrophage numbers, with more mild impacts on liver and splenic 

macrophage populations [82, 116]. M-CSFR-deficient mice present with all of the 

defects observed in op/op mice; however, brain and skin macrophages are also 
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absent in these animals [51]. The subsequent identification of IL-34, which 

functions as a second ligand for the M-CSFR, accounted for the more drastic 

phenotype observed in M-CSFR-deficient mice [117, 118]. IL-34 is selectively 

produced by keratinocytes and neurons, and supports the steady-state 

maintenance and proliferation of Langerhans cells and microglia [119, 120]. 

 

In contrast to the ubiquitously expressed M-CSF, the granulocyte-macrophage 

colony-stimulating factor (GM-CSF) is expressed at low to negligible levels during 

homeostasis [121, 122]. Loss of GM-CSF therefore does not affect the majority 

of tissue-resident macrophage populations at steady-state [123]. Notable 

exceptions include the alveolar and peritoneal macrophage pools, which are 

compromised in GM-CSF-deficient mice [123-125]. GM-CSF is synthesized in 

response to microbial challenge [126] and appears to play a prominent role in 

driving monopoiesis and granulopoiesis during inflammatory conditions [121, 

122]. 

 

1.4.3 Macrophage function 

Macrophage activities are indispensible to a myriad of biological processes 

integral to proper tissue homeostasis and immune response. Macrophages are 

probably best known as the “first responders” of the innate immune system, 

reflective of their fundamental contributions to the surveillance of peripheral 

tissues for physiological changes as well as pathogenic challenge. After 

exposure to these stimuli, macrophages facilitate the initiation of immune 
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responses, including the recruitment of other leukocyte populations, and are also 

critical for the resolution of inflammatory reactions and the promotion of wound 

healing processes [108, 127-131]. In addition, tissue-resident macrophages play 

integral roles in shaping tissue architecture during development [28]. 

Furthermore, macrophages maintain tissue homeostasis in adults by clearing 

apoptotic and dead cells and repairing damaged tissues [132, 133]. These 

examples merely highlight the broad array of biological activities that 

macrophages support; an exhaustive description of the studies that have 

advanced our understanding of macrophage functional heterogeneity, as well as 

the cellular and molecular mechanisms that control their activities, is beyond the 

scope of this thesis. Rather, I will specifically focus on macrophage activities in 

the context of tumor development and progression in Chapter 3 of this document. 

For a more comprehensive description of macrophage functions during 

homeostasis and other pathological settings, we refer the reader to the following 

review articles: [28, 134]. 

 

Given the vast diversity of functions that macrophages perform, it is not 

surprising that these cells display marked heterogeneity in transcriptional profiles 

from organ to organ [135, 136]. Indeed, the highly tissue-specific nature of 

macrophage function is reflected in the commonly used nomenclature that 

classifies macrophages by their anatomical location (microglia as macrophages 

of the central nervous system, Kupffer cells as macrophages of the liver, etc.). 

Moreover, increasingly sophisticated technologies, including intravital imaging 
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techniques, have revealed phenotypically distinct “subclasses” of macrophages 

within microanatomical niches of peripheral organs [137, 138]. The intracellular 

and extracellular factors responsible for maintaining distinct subsets of 

macrophages within a given organ are largely uncharacterized to this point, and 

the regulation of gene expression in these populations is an area of active 

research [139]. Furthermore, studies from the majority of disease models have 

not distinguished the functional contribution of embryonically-derived tissue-

resident macrophages from monocyte-derived macrophages. Thus, the relative 

contributions of tissue microenvironmental factors [137, 138] versus “hard-wired” 

differentiation programs based on cellular origins [86, 102] toward macrophage 

activities remain unclear. Altogether, phenotypic plasticity and diversity of 

function are hallmarks of terminally differentiated macrophages found in 

peripheral tissues; however, careful studies incorporating fate-mapping systems 

and attention to microanatomical milieus will be required to determine precisely 

how the interplay between transcriptional control elements and local extracellular 

factors influences unique macrophage phenotypes during homeostasis and 

pathogenic states.  

 

1.4.3.1 Macrophage polarization states 

Given the extensive functional diversity that macrophages exhibit, a simplified 

operational concept has developed to broadly classify macrophages according to 

their phenotype. Within this model, macrophages are polarized to an “M1” state 

by exposure to IFN-γ and/or TLR activation, and are associated with aiding a TH1 
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response and generally promoting inflammation [140, 141]. M1 macrophages are 

characterized by increased antigen presentation and production of inflammatory 

cytokines including IL-1β, IL-6 and TNF-α [142, 143]. “M2” polarized 

macrophages, conversely, respond to restorative mediators including TGF-β, 

glucocorticoids, and M-CSF, and are typically associated with the resolution of 

inflammation and tissue repair processes [144, 145]. The M2 designation also 

incorporates “alternatively activated macrophages”, which were initially described 

during parasitic infections. Alternatively activated macrophages respond to IL-4 

and IL-13, and produce IL-4 and IL-10 to support TH2-polarized responses [146]. 

Tissue-resident macrophages generally fulfill M2-like functions during steady-

state conditions, concomitant with their established role in the maintenance of 

tissue homeostasis [144, 145]. Furthermore, M-CSF signaling is known to 

potentiate a more restorative, growth-oriented genetic signature in cultured 

macrophages, compared with a pronounced inflammatory phenotype that results 

from GM-CSF treatment [147]. Indeed, these observations correlate with the 

aforementioned expression patterns for these colony-stimulating factors, wherein 

M-CSF is ubiquitously present at homeostasis, as opposed to GM-CSF, which is 

synthesized during inflammatory reactions. As a word of caution, the M1/M2 

binary classification scheme should not be over-interpreted as a rigid dichotomy. 

The M1/M2 paradigm does not accurately reflect the spectrum and plasticity of 

macrophage functionality that is governed by the highly complex 

microenvironment found in vivo [148]. 
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1.5 The MPS and tumor progression 

Although the M1/M2 archetype may portray extreme and distinct activation 

states, it also depicts the incredible functional diversity that macrophages are 

capable of displaying. Furthermore, cells of the MPS readily adapt their 

transcriptional programs in response to the external stimuli they encounter. As a 

result, macrophages are ideally positioned to identify changes in tissue 

physiology, initiate inflammatory responses, and mediate the resolution of these 

responses. However, macrophage functions can also be subverted during 

pathogenic conditions, particularly under circumstances of chronic inflammation, 

and these cells will instead adapt phenotypes that facilitate disease progression 

[28]. 

 

As early as the mid-1800s, the pathologist Rudolph Virchow linked cancer to an 

inflammatory response when he noted the presence of phagocytic cells 

alongside transformed cells in tumor specimens [149]. Numerous studies have 

since implicated the MPS in influencing virtually every stage of tumor initiation 

and progression (reviewed in [150, 151]), and clinical evidence generally 

correlates the accumulation of tumor MPS populations with poor patient 

prognosis [152, 153]. As detailed below, MPS cell populations can be found at 

various stages of differentiation within the tumor, and while unique effector 

functions have been ascribed to subclasses of monocyte-derived cells, together 

these populations predominantly contribute to an immunosuppressive 

environment that generally favors cancer growth and metastasis [154].  
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1.5.1 Tumor associated macrophages (TAMs) 

Stromal components constitute a significant proportion of solid tumors, of which 

tumor associated macrophages (TAMs) often represent the major infiltrating 

leukocyte population [155]. Monocyte- and embryonically-derived macrophages 

coexist within tumors; however the ontogenic origin of these TAMs does not 

seem to have an appreciable effect on the activities that these cells perform 

[156]. Rather, Van de Laar et al. reported that local tumor-derived factors 

primarily dictate TAM phenotype [156]. Several recent reports indicate that an 

increasing majority of TAMs derive from recruited Ly6C+ inflammatory 

monocytes as tumors progress, rather than the local proliferation of tissue-

resident macrophages [157-159]. The abundant recruitment of Ly6C+ monocytes 

to the tumor is facilitated by tumor-derived soluble factors that are released into 

the periphery. This process is chiefly mediated through canonical M-CSF/M-

CSFR and CCL2/CCR2 signaling axes [157, 158, 160], as has been described in 

other pathological settings. Additional tumor-derived chemoattractants involved in 

monocyte recruitment to neoplastic tissue include IL-34, VEGF, CCL5, CXCL12, 

TGF-β, and the complement component C5a [159, 161-164], although the 

involvement of particular signaling modalities is likely to be highly dependent 

upon tumor type and stage of progression. 

 

Once Ly6C+ monocytes extravasate from the PB into the tumor mass, local cues 

prompt their differentiation to a macrophage phenotype, and they adapt a surface 

marker profile commonly associated with this cell type 
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(Ly6CnegCD11blowMHCII+F4/80+VCAM1+). This process is reportedly dependent 

upon the transcriptional regulator of NOTCH signaling, NOTCH/recombination 

signal-binding protein for the IgKJ region (RBPJ), as RBPJ-deficient mice display 

a reduction in both TAM accumulation and tumor growth in a mouse model of 

breast cancer [157]. The subsequent localization and activity of macrophages 

within the tumor is dictated by the stimuli they encounter [163]; thus, it should be 

noted that distinct surface marker signatures and gene expression profiles are 

associated with discrete anatomical locations. In support of this notion, 

phenotypically discrete populations of TAMs have been described in hypoxic and 

necrotic tumor regions [165-168]. Moreover, one recent study reported that fully 

differentiated macrophages could reprogram both their chromatin landscape and 

cellular transcriptome when adoptively transferred into alternate tissues [138], 

highlighting the importance of the microenvironment in influencing macrophage 

phenotype. 

 

Thus, TAM phenotype and function are highly dependent on the tumor 

microenvironment, which changes dynamically according to the stage of tumor 

progression [166]. In nascent tumors, activated TAMs have been shown to 

produce soluble factors that assist T cells in the elimination of transformed cells, 

thereby contributing to “immunoediting” processes [169]. Furthermore, TAMs 

have also been shown to exhibit direct anti-tumor activity via phagocytosis of 

cancerous cells [170-172]. These activities reflect what has classically been 

associated with an “M1-like” inflammatory phenotype. Moreover, TAMs display 
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gene expression profiles typically associated with a TH1 response and the 

promotion of inflammation during the early stages of tumor development [173].  

 

Unfortunately, the inflammatory responses that initially constrain tumor growth 

seem to come at a cost. Accumulation of free-radical compounds and the 

resultant tissue damage incite mutagenic pressure on neoplastic cells, escalating 

the genetic instability that underlies cancer progression [174, 175]. Furthermore, 

as observed in other non-resolving pathological conditions, TAMs eventually 

switch to an “M2-like” immunosuppressive phenotype in most established 

tumors, presumably as a method to limit excessive tissue damage that is 

associated with prolonged states of chronic inflammation. This switch is 

stimulated by stromal- and tumor cell-derived factors, including soluble IL-4, IL-

13, IL-10, M-CSF, TGF-β, CCL2, CCL18, CCL17, and CXCL4 [159, 176-184]. 

TAM activities characteristically associated with this M2-like state generally 

resemble embryonically-derived tissue-resident macrophages involved in tissue 

growth and repair processes [158]. As previously described, substantial 

phenotypic heterogeneity is evident among subpopulations of TAMs based on 

tumor type, as well as anatomical localization within a tumor. The M2-like 

designation is therefore meant to encompass the spectrum of macrophage 

activation states that share the functional consequence of suppressing adaptive 

immunity and promoting tumor growth. 
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1.5.1.1 TAM ‘pro-tumor’ activities  

TAMs support tumor progression and metastasis via a number of mechanisms 

(Figure 1.2). Mitogenic factors secreted by TAMs can directly stimulate the 

proliferation of tumor cells. Several studies have revealed that TAM-derived EGF 

supports proliferation in murine breast carcinoma cells [159, 172, 185]. TAM-

derived milk-fat globule-epidermal growth factor–VIII (MFG-E8) also promotes 

cancer cell proliferation via activation of the STAT3 pathway [186]. Other TAM-

secreted factors that sustain tumor proliferation include TNF-α and IL-6, which 

act on the NF-κB and STAT3 signaling pathways [187, 188]. 

 

TAMs also contribute to the pervasive tolerogenic environment found in tumors 

by suppressing adaptive immunity. This is achieved through a variety of 

mechanisms that generally block T cell anti-tumor functions and proliferation in 

the tumor. M2-like TAMs alter T cell metabolism by producing arginase and 

IDO1/2 pathway metabolites, leading to T cell proliferation arrest and functional 

inhibition [148]. Reactive oxygen species (ROS) and reactive nitrogen species 

(RNS) are released into the tumor microenvironment as a byproduct of TAM 

activity and metabolism; these species have well established roles in inhibiting T 

cell activation and suppressing T cell receptor (TCR) signaling mechanisms [189-

191]. Additionally, prostaglandins produced by TAM metabolism of arachidonic 

acids have immunosuppressive effects on T cells [192]. Furthermore, TAMs have 

been reported to express the cell surface ligands PD-L1 and PD-L2 [193-195]. 

Engagement of these ligands with their cognate receptor (PD-1) on T cells  



!



	
  
Figure 1.2 Tumor associated macrophage (TAM) ‘pro-tumor’ functions. 

TAMs influence numerous aspects of tumor biology and can promote cancer 

progression by a number of mechanisms, including: supporting angiogenesis and 

tissue remodeling; inducing EMT and metastasis; stimulating tumor cell 

proliferation; directly and indirectly suppressing the adaptive immune system. 

Figure adapted from [214, 312]. 
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triggers inhibitory immune checkpoint blockade. TAMs also indirectly inhibit 

cytotoxic T cell activity by supporting the recruitment of regulatory T cells (Tregs) 

to the tumor via the production of CCR5 and CCR6 [196-198]. Treg expansion and 

immunosuppressive activity at the tumor site is further supported by TAM 

production of TGF-β, IFN-γ, and IL-10 [196, 197, 199].  

 

Adequate oxygen levels are essential for the continued growth of primary tumors, 

and TAMs play crucial roles in regulating the development of tumor-associated 

vasculature that is required for progression to malignancy. This is evidenced by 

the significant inhibition of Polyoma Virus Middle T (PyVmT) breast tumor 

outgrowth in M-CSF-deficient animals, which lack TAMs and thus fail to undergo 

the so-called “angiogenic switch”, identified as the formation of a high-density 

blood vessel network [200]. The authors of this study went on to show that 

restoration of TAMs in PyVmT tumors rescued the angiogenic switch and tumor 

progression. Furthermore, TAM infiltration into premalignant lesions initiated the 

premature onset of blood vessel development [200]. A subset of particularly 

angiogenic TAMs that express the angiopoietin receptor TIE2 have also been 

described, and ablation of this population inhibits vessel formation and tumor 

growth in a several mouse models [201-203]. In response to hypoxia, TAMs 

stimulate angiogenesis by releasing soluble VEGF, CXCL8, IL-8, TNF-α, as well 

as other glycolytic enzymes [171, 204, 205]. Proteases released by TAMs, such 

as cathepsins and MMP9, act to remodel the tumor microenvironment by 

cleaving extracellular matrix proteins and also promote angiogenesis by freeing 
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heparin-bound growth factors, such as VEGF-A [206-208].  

 

In addition to roles in promoting primary tumor growth, the angiogenic switch and 

ECM remodeling are also essential for tumor invasion and metastasis. 

Additionally, TAMs have been shown to directly induce tumor cell migration. In a 

seminal study, the Pollard/Condeelis groups described a paracrine loop between 

breast cancer cells and TAMs that is established in PyVmT tumors [209]. PyVmT 

tumor cells secreted M-CSF, which supported the recruitment, development, and 

M2 polarization of TAMs. In turn, TAMs synthesized EGF, which promoted the 

motility and eventual metastasis of transformed epithelial cells. In a follow-up 

report by Wyckoff et al., intravital imaging revealed that tumor cells and TAMs 

localize to blood vessels, and TAMs directly assist tumor cell intravasation into 

the PB [210]. TAM-produced TGF-β and WNT7-β also reportedly induce the 

epithelial to mesenchymal transition (EMT) of cancer cells in several models 

[211, 212]. 

 

1.5.2 Myeloid-derived suppressor cells 

Myeloid-derived suppressor cells (MDSCs) can be broadly defined as a 

heterogeneous population of immature myeloid cells with immunosuppressive 

capacities that accumulate during chronic pathological conditions, including 

cancer [213]. MDSC expansion is associated with advanced tumor progression in 

patients, and multiple studies have correlated high numbers of MDSCs with poor 

prognosis [214]. Furthermore, numerous murine models of cancer have 
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demonstrated increased levels of MDSCs in advanced stages of the disease 

[213, 215]. MDSCs can be divided into two main subgroups, classified as M-

MDSCs and PMN-MDSCs, which are morphologically and phenotypically similar 

to monocytes and neutrophils, respectively [216]. M-MDSCs share many 

common features with Ly6C+ monocytes, including developmental pathways and 

a dependence on CCR2-signaling for trafficking [217]. In fact, a defining surface 

marker that distinguishes M-MDSCs from monocytes has not been identified to 

date, although this is currently an area of intensive research [213]; rather, the 

distinction between Ly6C+ inflammatory monocytes and M-MDSCs is based on 

functionality. Ly6C+ monocytes typically promote inflammatory reactions 

important for restricting tumor progression, whereas MDSCs characteristically 

perform immunosuppressive activities that favor tumor growth and metastasis.  

 

MDSCs initially gained interest in the cancer biology field for their potent ability to 

suppress CD8+ T cell responses [218, 219]. One early report by Gallina et al. 

demonstrated direct inhibition of T cell activation and proliferation in vitro by 

MDSCs isolated from the spleen of tumor-bearing mice [220]. The authors went 

on to show that this process was dependent on IFN-γ and IL-13 release by 

MDSCs downstream of IL-4Rα signaling. Subsequent studies have described 

various additional mechanisms whereby MDSCs suppress both adaptive and 

innate immunity in vitro and in vivo. For example, MDSCs produce soluble 

factors that favor T cell inhibition, including arginase, iNOS, ROS and RNS 

species, as well as the immunosuppressive cytokines IL-1β, IL-6, IL-10, and 
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TGF-β [216, 221-226]. MDSCs can also recruit and induce the de novo 

development of Tregs in the tumor [227]. Moreover, MDSCs have been shown to 

directly interact with TAMs via a cell contact-dependent mechanism that results 

in impaired synthesis of TAM-produced IL-12 [218]. In turn, TAMs stimulate 

increased IL-10 release by MDSCs. Thus a high IL-10 to IL-12 balance is 

perpetuated in the tumor milieu, which inhibits the priming of T cell responses. 

MDSCs also support tumor progression through tissue remodeling of the tumor 

microenvironment. MDSC-derived VEGF and MMP9 have been shown to prompt 

angiogenesis and ECM degradation, processes necessary for the development 

of metastases [228-230]. Yan et al. showed that myeloid-specific ablation of 

MMP9 resulted in significantly diminished lung metastasis in mice bearing 

mammary adenocarcinomas [231].  

 

MDSCs have been shown to suppress anti-tumor immunity both within the tumor 

itself and in peripheral lymphatic tissues [154, 232], suggesting that a systemic 

milieu of tumor-derived factors potentiates MDSC development and activity. 

Some of the identified factors that promote MDSC expansion include 

prostaglandins, stem-cell factor (SCF), M-CSF, GM-CSF, VEGF, and IL-6 [233-

237]. However, ablation or blockade of individual proteins has not been 

successful in completely eliminating MDSCs in cancer models, suggesting the 

concurrent participation of multiple factors in MDSC accumulation [154]. The 

signaling pathways downstream of tumor-derived factors that promote the 

expansion, persistence, and immunosuppressive activity of MDSCs are not 
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completely understood [213]; however, STAT transcription factors have been 

identified as important mediators of these processes. STAT3 stimulates 

myelopoiesis and inhibits myeloid differentiation [219]. MDSCs isolated from 

tumor-bearing mice exhibit increased phosphorylation of STAT3 compared with 

immature myeloid cells from naive mice [238], and myeloid-specific deletion of 

STAT3 or the use of selective STAT3 inhibitors significantly reduced MDSC 

expansion [238, 239]. STAT3 activity in MDSCs is facilitated at least in part by 

CEBPβ and IRF8 signaling [240-242]. Additionally, STAT6 is activated in MDSCs 

by IL-4 and IL-13 signaling following IL-4Rα ligation [243]. Both STAT3 and 

STAT6 can directly bind to the ARG1 promoter and stimulate arginase production 

[243, 244]. The activation of STAT1 and STAT6 can also lead to iNOS and TGF-

β production in MDSCs [219]. Of note, the HIF1α signaling pathway has also 

been implicated in several MDSC-mediated T cell suppressive activities, 

including the upregulation of arginase and iNOS production, as well as the 

induction of PD-L1 cell surface expression [195, 245]. 

 

It should be noted that many of the aforementioned activities of MDSCs overlap 

substantially with the mechanisms employed by TAMs to support tumor growth 

and metastasis. Although MDSCs and TAMs are considered separate entities, 

the boundaries that distinguish these MPS populations are not well defined. 

Indeed, numerous studies have reported that tumor-infiltrating M-MDSCs can 

differentiate into TAMs in a process driven by tumor-derived factors that include 

M-CSF [28, 214, 222, 245-248]. This conversion can also be mediated by the 
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HIF1α signaling pathway [245]. Thus, the phenotype and differentiation state of 

mononuclear phagocytes are driven by exposure to microenvironmental stimuli 

that vary according to tumor type, tumor stage, and anatomical location within the 

organism [213]. Altogether, these observations are consistent with what has 

emerged as a fundamental feature of MPS biology, wherein mononuclear 

phagocytes dynamically alter their function in response to the external cues that 

they encounter, and conversely transform the tissue microenvironment in which 

they reside.  

 

 

1.6 Focal adhesion kinase (FAK) family kinases 

The marked phenotypic plasticity displayed by mononuclear phagocytes during 

immune responses is dependent on the ability of these cells to properly integrate 

the complex array of environmental cues they encounter. Monocytes, for 

example, are produced in the BM and must travel great distances from their site 

of origin during inflammatory reactions. During their migration to inflamed sites, 

monocytes are exposed to various microenvironmental signals, including 

chemokines, cytokines, growth factors, and ECM components. Biological 

responses to these stimuli (including proliferation, survival, directional motility, 

and differentiation) must therefore be carefully orchestrated in order to facilitate 

the proper resolution of inflammatory reactions. Intracellular signaling molecules 

that are activated by diverse extracellular cues and consequently regulate 

multiple downstream signaling pathways, known as “integrators”, are therefore 
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necessary for the coordinated regulation of cellular processes. The focal 

adhesion kinase (FAK) family of tyrosine kinases have been identified as 

important intracellular integrators of integrin-mediated adhesion and growth 

factor signals [249]. FAK family kinase activity has been shown to regulate cell 

motility, survival, and proliferation in many cell types [250]; however, their role 

specifically in MPS populations has not been thoroughly studied.  

 

1.6.1 Focal adhesion kinase (FAK) 

Focal adhesion kinase (FAK) was originally identified as a highly tyrosine-

phosphorylated v-Src substrate that localized to focal contacts in cells plated on 

fibronectin [251, 252]. A separate report published shortly thereafter revealed 

that FAK phosphorylation resulted from integrin clustering or adhesion to 

fibronectin, collagen IV, and laminin [253]. These early discoveries laid the 

groundwork for ensuing studies that explored the nature of FAK localization to 

integrin complexes. FAK-deficient mice display defective developmental 

morphogenesis and do not survive beyond embryonic d8.5 [254, 255]. FAK-/- 

fibroblasts isolated from these mice at d7.5 exhibited defective cell migration, 

which has been attributed to the prolonged formation of stable adhesion 

structures [255, 256]. Furthermore, FAK-/- cells had reduced numbers of focal 

adhesions at the cell periphery, but greater numbers of adhesion structures 

overall. These observations indicate that one of the functions of FAK is to 

mediate the disassembly of focal adhesion complexes [257, 258]. Numerous 

other studies have provided evidence implicating FAK in the regulation of 
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directional migration in many cell types [259-263]. More recently, FAK-mediated 

integrin signaling has been linked to proliferation and survival signaling via the 

ERK/MAPK pathway and through its ability to function as a mechanosensor [264-

266]. 

 

FAK is a 125 kDa protein comprised of an N-terminal FERM domain, a central 

kinase domain, and a C-terminal domain that contains proline-rich regions and a 

focal adhesion targeting (FAT) domain (Figure 1.3). Each structural component 

contributes distinct traits necessary for FAK localization and function. The FERM 

domain has been shown to mediate interactions with integrins, as well as growth 

factor receptors, including the epidermal growth factor receptor (EGFR) and the 

platelet-derived growth factor receptor (PDGFR) [260, 267]. The central kinase 

domain of FAK shares sequence similarity to other canonical protein tyrosine 

kinases. Autophosphorylation at the Y397 site is a particularly important event 

that allows for the binding of various Src homology 2 (SH2)-domain containing 

proteins, including Src family kinases (SFKs) [268]. Association with FAK induces 

conformational changes in Src that result in its activation, which in turn 

potentiates maximal activation of FAK via phosphorylation at the Y861 and Y925 

sites [269]. Furthermore, the Src-FAK complex activates other proteins involved 

in focal adhesion dynamics, including p130Cas and paxillin [264, 270, 271]. The 

proline rich regions of FAK have been shown to bind Src homology 3 (SH3)-

containing proteins, several of which have been implicated in processes related 

to cytoskeletal dynamics and focal adhesion formation [264]. Finally, the FAT  



	
  



	
  
Figure 1.3 Sequence homology and structural organization of FAK family 

kinases. Focal adhesion kinase (FAK) and Proline-rich tyrosine kinase 2 (Pyk2) 

share high sequence homology and are both comprised of an N-terminal FERM 

domain, a central catalytic domain, and a C-terminal focal adhesion targeting 

(FAT) domain. Both kinases also display conservation of proline-rich regions 

(PRRs) and four tyrosine (Y) phosphorylation sites: FAK (Y)397, (Y)576, (Y)577, 

and (Y)925 correspond to Pyk2 (Y)402, (Y)579, (Y)580, and (Y)881, respectively. 

Auto-phosphorylation of FAK on (Y)397 and Pyk2 on (Y)402 generates a binding 

site for Src family kinases (SFKs). Figure adapted from [249, 268, 313]. 
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domain is responsible for recruiting FAK to focal contacts through associations 

with integrin-binding proteins, including paxillin and talin [272]. Thus, FAK is well 

positioned as both a kinase and an adaptor protein to modulate intracellular 

signaling pathways that regulate cell adhesion dynamics and motility. 

 

1.6.2 Proline-rich tyrosine kinase 2 (Pyk2) 

Proline-rich tyrosine kinase 2 (Pyk2) represents the only other member of the 

FAK family kinases besides FAK itself. As such, Pyk2 shares several common 

structural features with FAK, including an N-terminal FERM domain, a central 

catalytic domain, and a C-terminal FAT domain (Figure 1.3) [249]. FAK and Pyk2 

share approximately 45% sequence identity and 65% sequence similarity [273], 

and several phosphorylation sites are conserved at analogous positions in both 

family members [274]. However, FAK and Pyk2 share the least amount of 

sequence homology in their respective FAT domains, leading to distinct 

localization patterns [275, 276]. While FAK is targeted to focal complexes, Pyk2 

is mainly localized to perinuclear regions of the cell [277]. As a result, Pyk2 and 

FAK interact with different target proteins, although both proteins are activated by 

SFKs [249].  

 

The differential localization of Pyk2 and FAK may account for distinct intracellular 

signaling and modes of activation that have been reported for Pyk2. Furthermore, 

in contrast to the relatively ubiquitous expression pattern of FAK, Pyk2 is 

preferentially expressed in cells of the central nervous system, endothelium, and 
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hematopoietic lineages [278-280]. Pyk2 is phosphorylated by a diverse range of 

stimuli in different cell types, including G protein-coupled receptor agonists, 

stress signals, inflammatory cytokines, and SFKs downstream of integrin ligation 

[281-285]. Extracellular signals that elevate cytoplasmic Ca+ levels have also 

been shown to activate Pyk2 in multiple cell types, including after T cell receptor 

ligation [278, 279, 283, 286, 287]. However, the molecular mechanisms 

controlling Pyk2 activation by Ca+ are not well understood.  

 

Less is known about the functional contributions of Pyk2 compared with FAK. 

Both FAK family kinases bind to proteins that interact with the cytoskeleton, 

suggesting a role in the control of directional migration or cellular morphology 

[277, 281, 288, 289]. However, overexpression of Pyk2 in FAK-deficient 

fibroblasts did not fully rescue the migratory defect of these cells, indicating that 

Pyk2 cannot completely compensate for FAK in promoting directional motility in 

these cells [261]. Studies using Pyk2-deficient mice have illuminated several 

functions of Pyk2 in hematopoietic lineage cells. Unlike FAK-deficient animals, 

Pyk2-/- mice are viable and exhibit no gross anatomical abnormalities [273]. 

They do, however, display mild osteopetrosis that has been attributed to a defect 

in osteoclast resorption of bone and/or increased bone formation by osteoblasts 

[290-292]. Macrophages isolated from Pyk2-/- animals exhibited defects in 

chemotaxis owing to a failure to detach from substrate at the trailing edge of the 

cells [259, 273]. Pyk2-deficient macrophages also showed morphological 

abnormalities in cellular spreading and lamellapodial formation. A subsequent 
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study in Pyk2-/- mice revealed a paucity of marginal zone B cells in the spleen of 

Pyk2-/- mice [293]. Pyk2-deficient B cells also exhibited diminished chemotaxis 

and reduced directional motility.  

 

In addition to the aforementioned functions in regulating directional migration and 

cytoskeletal dynamics, several reports also implicate Pyk2 in the control of cell 

survival or apoptosis. Xiong et al. demonstrated that exogenous overexpression 

of Pyk2, but not FAK, led to apoptotic cell death in several fibroblast and 

epithelial cell lines [294]. The induction of apoptosis was dependent on Pyk2 

kinase activity and could be suppressed by co-overexpression of catalytically 

active PI3K, v-Src, c-Src, or AKT. Transient overexpression of Pyk2 

subsequently was shown to induce apoptosis in other cell types, including 

multiple myeloma cells, osteocytes, and neonatal cardiomyocyte cells [295-297]. 

However, other studies have associated Pyk2 upregulation in cancer cells with 

inhibition of apoptosis and prolonged survival [298-300]. Given these seemingly 

contradictory results, a role for Pyk2 in regulating cell survival is likely to be 

context-specific. Further clarification is therefore necessary to determine the 

function of Pyk2 in regulating the cell death under conditions in which it is 

normally expressed. 

 

1.6.3 FAK family kinase expression and function in the MPS 

While the studies highlighted above raise intriguing questions regarding the 

importance of FAK family kinase activity in monocyte and macrophage functions, 
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much of the previous work was performed on non-hematopoietic cells, 

overexpression systems, or immortalized cell lines. In fact, prior to the initiation of 

the current study, FAK expression in monocyte lineage cells was controversial. 

Several early reports failed to visualize FAK in monocytes or macrophages [301-

307]. It should be noted, however, that these studies did not account for the 

monocyte heterogeneity that is appreciated today, and thus these findings did not 

preclude the possibility that FAK may be expressed in some subpopulations of 

monocytes. Other studies clearly showed FAK expression in mature 

macrophages [259, 308-310]. Pyk2 was also expressed in macrophages [259, 

273], but its expression in monocyte subsets had not been assessed. Moreover, 

while both FAK and Pyk2 were shown to be activated in mature macrophages in 

response to integrin ligation, and to regulate migration and cytoskeletal dynamics 

[259, 273], their functions in MPS cell subsets and contribution to homeostasis 

and pathological conditions were relatively unexplored.  

 

 

1.7 Research objectives and overview 

As critical components of the innate immune system, MPS constituents act as 

sentinels of tissue homeostasis and initiators of immunological defenses against 

pathogens and other physiological perturbations. Mononuclear phagocytes must 

therefore be equipped to sense inflammatory cues, migrate to regions of danger, 

integrate signals from the microenvironment, and adapt their phenotype 

appropriately. Disruptions to this delicate balance can result in the initiation and 
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Chapter 2: Pyk2 promotes the turnover of monocytes at steady-state 

(Adapted from Llewellyn et al., In Press - Journal of Leukocyte Biology) 

 

 

2.1 Introduction 

Monocytes comprise a heterogeneous population of short-lived mononuclear 

phagocytes that contribute to tissue homeostasis and protective immunity [340]. 

Committed monocyte progenitors (cMoP) continually replenish cells of this 

lineage through the tightly regulated process of bone marrow (BM) monopoiesis 

[29, 107, 312]. Subsequent egress of BM monocytes to the vasculature results in 

two main subpopulations of peripheral blood (PB) monocytes that have been 

classified based on distinct phenotypic markers [23, 26, 27, 42]. In mice, Ly6C+ 

“classical” monocytes circulate throughout the PB and are poised to extravasate 

into peripheral sites in response to inflammatory cues. Subsequent terminal 

differentiation of these cells into monocyte-derived macrophages and dendritic 

cells (DCs) is integral for the proper resolution of tissue damage and infection 

[98, 109, 313-315]. Recent evidence indicates that during homeostatic 

conditions, most tissue resident macrophages are self-maintaining and are not 

derived from monocytes [79-82]. Thus, in the absence of inflammatory signals, 

the Ly6C+ monocytes instead function as short-lived precursor cells that can 

terminally differentiate into the second major population of blood monocytes, 

Ly6Cneg “nonclassical” monocytes [46, 47]. At steady-state, it is believed that 

these cells function to maintain vascular integrity by “crawling” along the luminal 
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surface of capillaries in a patrolling and scavenging capacity [24, 25]. Ly6Cneg 

monocytes also constitute a relatively small percentage of BM monocytes, 

although their function and cellular origin in this tissue are currently under debate 

[29, 44, 46]. Both subsets of monocytes also accumulate in the spleen, 

constituting a reservoir that can be mobilized in response to inflammatory cues 

[45].  

 

While our understanding of monocyte differentiation and function has advanced 

considerably, the molecular mechanisms responsible for homeostatic 

maintenance of these subpopulations are still unclear. Ly6C+ and Ly6Cneg 

monocytes exhibit a relatively short half-life of approximately 18 hours and 2.3 

days, respectively [46]. The continuous production and rapid turnover of these 

cells suggest a carefully balanced orchestration of pro-survival and pro-death 

signaling in order to maintain proper subset representation. To date, multiple 

factors that support prolonged survival of Ly6C+ and/or Ly6Cneg monocytes have 

been identified, including M-CSF, CX3CL1, and the transcription factor NR4A1 

[44, 49, 51, 66, 316]. In the absence of these stimuli, peripheral monocytes have 

been shown to spontaneously undergo cell death [70, 71, 317]. Thus, it has been 

theorized that pro-survival signals may act to impede a continually active 

apoptotic program existing in monocytes at steady-state. However, the specific 

molecular signaling pathways that drive constitutive monocyte turnover are 

relatively unexplored.  
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Focal adhesion kinase (FAK) is a non-receptor protein tyrosine kinase that is 

localized to focal complexes and facilitates signaling downstream of integrin and 

growth factor receptor activation [260, 318]. Proline-rich tyrosine kinase 2 (Pyk2) 

comprises the only other member of the FAK family and shares significant amino 

acid sequence homology to FAK. While FAK is expressed in most cell types, 

Pyk2 is predominantly expressed in hematopoietic and neuronal cells [274]. Pyk2 

can be activated by a variety of stimuli, including integrin engagement, growth 

factor signaling, intracellular calcium influx, and antigen receptor engagement on 

lymphocytes [274, 319, 320]. Functionally, FAK and Pyk2 have both been shown 

to regulate numerous cellular processes, including adhesion signaling, directional 

motility, immune cell activation, and proliferation (Reviewed in [274, 319]). 

Several studies have also revealed a role for Pyk2 in controlling cell death [294-

297, 321], while others have linked Pyk2 upregulation to prolonged survival of 

transformed cells [298-300]. Given these discrepancies, it appears that the role 

of Pyk2 in regulating cell survival is likely to be context-specific. Notably, several 

of these overexpression studies were performed in vitro using immortalized cell 

lines or cell types that normally express low levels of endogenous Pyk2. Further 

clarification is therefore necessary to determine the role of Pyk2 in regulating the 

survival of cells under conditions in which it is normally expressed.  

 

Previous studies have reported that FAK and Pyk2 are expressed at variable 

levels in cells of the mononuclear phagocyte system [259, 273, 310, 322]. 

However, a close examination of the expression and function of these molecules 
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across the continuum of monocyte development has not been performed. In this 

study, we investigated the expression of FAK and Pyk2 in monocyte lineage 

subsets from the BM, PB, and splenic reservoirs. We show that FAK expression 

is low to negligible in monocyte subsets, whereas Pyk2 expression is detectable 

in Ly6C+ monocytes and significantly elevated in the Ly6Cneg fraction of 

monocytes. We therefore focused on exploring the role of Pyk2 in the 

differentiation and accumulation of monocyte subpopulations at steady-state. 

Data from these studies demonstrate that mice deficient for Pyk2 exhibit a 

greater representation of Ly6Cneg monocytes in the BM and periphery. Studies 

using chimeric mice indicate that this phenotype is cell-autonomous. Additional 

evidence suggests that Ly6Cneg monocytes exhibit a survival benefit in the 

absence of Pyk2. Given these results, we propose that Pyk2 plays a role during 

homeostasis in maintaining appropriate Ly6Cneg monocyte levels by promoting 

the turnover of these characteristically short-lived cells. 

 

 

2.2 Materials and Methods 

2.2.1 Mice. Wild-type (WT) C57BL/6 mice were bred and housed on site. The 

Pyk2-/- mouse model has been previously described [273, 323]. C57BL/6-Ly5.1 

(CD45.1+) mice were purchased from Charles River Laboratories (Wilmington, 

MA, USA). Male and female mice (8-14 wk. of age) were age- and sex-matched 

for experiments. All studies were performed in accordance with University of 

Virginia Animal Care and Use Committee guidelines. 
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2.2.2 Harvest and preparation of cell suspensions from mouse tissues. Mice 

were euthanized and tissues harvested in the following order. Blood (300-

700µl/mouse) was drawn through cardiac puncture and placed in 1ml of 5mM 

EDTA/Hank’s balanced saline solution (-Mg,-Ca) (HBSS). Spleens were excised, 

pushed through a 70µm filter, and washed in MACS buffer (0.5% BSA, 250mM 

EDTA in PBS). BM was flushed from both femora and tibiae with MACS buffer, 

washed in MACS buffer, and filtered through a 30µm filter. To remove 

erythrocytes, the tissues were incubated in ammonium/chloride/potassium (ACK) 

lysis buffer (155mM NH4Cl, 10mM KHCO3, 0.1mM Na2 EDTA 2H2O in H2O) for 

10 mins. on ice, quenched with complete media (10% FBS/DMEM), and washed 

in MACS buffer. 

2.2.3 Flow cytometry. BM, PB, and spleen cell suspensions containing 

approximately 1x106 cells in 100µl MACS buffer were incubated with the FC 

blocking antibody anti-CD16/32 (eBioscience, San Diego, CA, USA) for 10 mins. 

on ice. The cells were subsequently incubated with primary monoclonal 

antibodies to cell surface antigens for 25 mins. on ice. Antibodies were 

purchased from the following companies and used at the concentration 

suggested by the manufacturer: AbD Serotec, Oxford, UK: anti-F4/80 (Cl:A3-

1[clone]); BD Biosciences, San Jose, CA, USA: anti-F4/80 (T45-2342), anti-

CD11a (2D7); Biolegend, San Diego, CA, USA: anti-CD115 (AFS98), anti-CD117 

(ACK2), anti-Ly6C (HK1.4), anti-CD11b (M1/70), anti-Ly6G (1A8), anti-CD117 

(2B8), anti-CD45.1 (A20), anti-CD192 (SA203G11); eBioscience, San Diego, CA, 
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USA: anti-CD115 (AFS98), anti-CD11c (N418), anti-CD45.2 (104), anti-CD3e 

(145-2C11), anti-CD49b (DX5), anti-CD19 (MB19.1). Samples were stained 

concurrently with fluorescence minus one (FMO) antibody panels. Samples were 

washed in MACS buffer, and incubated with fixable live/dead cell stain 

(Invitrogen, Carlsbad, CA, USA) for 30 mins. on ice. Samples were then washed 

in MACS buffer and fixed for 20 mins. on ice with Cytofix (BD Biosciences, San 

Jose, CA, USA), resuspended in MACS buffer, and data were acquired on the 

Cyan ADP LX (Beckman Coulter, Brea, CA, USA) or LSRFortessa (Becton 

Dickinson, Franklin Lakes, NJ, USA). FlowJo software (Tree Star Inc., v.10, 

Ashland, OR, USA) was used for data analysis. Forward- and side-scatter 

parameters were used for exclusion of doublets from analysis. Absolute numbers 

were calculated using Accucount beads (Spherotech, Lake Forest, IL, USA) 

according to the manufacturer’s instructions. BM absolute numbers reflect counts 

from both femora and tibiae per mouse.  

To measure cells undergoing DNA synthesis, and for BrdU lineage-tracing 

analyses, the BD BrdU Flow Kit (BD Pharmingen, San Jose, CA, USA) was 

used. Mice received a single 2mg BrdU pulse by intraperitoneal injection. At the 

indicated time points, single cell preparations of tissues were prepared and 

surface antigens were stained, followed by fixable live/dead staining, as 

described above. The cells were subsequently permeabilized, DNase treated, 

and stained with anti-BrdU-FITC according to the manufacturer’s instructions. 

The percentages and absolute numbers of BrdU+ cells were determined by flow 

cytometry.  
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For ex vivo detection of annexin V+ and dead monocytes, cell suspensions 

derived from BM were first stained for surface antigens to identify monocyte 

subpopulations. The suspensions were then incubated with annexin V-FITC (BD 

Pharmingen) and 0.1µg/ml DAPI (Life Technologies, Carlsbad, CA, USA) in 

annexin V staining buffer (BD Pharmingen) for 15 mins. at room temperature 

immediately prior to analysis by flow cytometry. Dead cells were identified as 

annexin V+/DAPI+. Apoptotic cells were identified as annexin V+ after dead cell 

exclusion.  

For ex vivo detection of active caspase, the Vybrant FAM Poly Caspases Assay 

Kit (Molecular Probes, Eugene, OR, USA) was used according to the 

manufacturer’s instructions. Briefly, cell suspensions derived from BM were first 

stained for surface antigens to identify monocyte subpopulations. The 

suspensions were then incubated with FLICA reagent (1:30 from working 

solution) in MACS buffer for 60 mins. at 37oC, followed by multiple washes in 

wash buffer. Immediately prior to analysis by flow cytometry, cells were 

resuspended in wash buffer/DAPI (0.1µg/ml). Dead cells were excluded based 

on DAPI incorporation, and the percentage of monocyte subsets expressing 

active caspases was assessed by FLICA staining. 

2.2.4 Immunomagnetic column separation of cell populations. CD115+ 

monocytes were isolated using the mouse MACS CD115 Microbead Kit (Miltenyi 

Biotec, Bergisch Gladbach, Germany), according to the manufacturer’s protocol. 

Briefly, single cell suspensions were first prepared as described above. FC 
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receptors were blocked with anti-CD16/32 (eBioscience, San Diego, CA, USA) 

for 10 mins. on ice, and the cells were subsequently incubated with anti-CD115-

biotin. The CD115+ population was isolated by magnetic column following 

incubation with anti-biotin magnetic beads. Purity of the isolated population was 

assessed by flow cytometry.  

2.2.5 Fluorescence activated cell sorting (FACS). Single cell preparations of 

tissues were prepared and enriched for CD115+ monocytes by immunomagnetic 

column separation, and cells were then stained for cell surface markers, as 

described above. Immediately prior to FACS sorting, cells were resuspended in 

MACS buffer/DAPI [0.1µg/ml] (Life Technologies). FACS sorting of monocyte 

subpopulations was performed on the Influx Cell Sorter (Becton Dickinson, 

Franklin Lakes, NJ, USA).  

2.2.6 In vitro generation of macrophages from BM (BMDMs). Whole BM was 

collected as described above, enumerated by hemacytometer, and added to 

media preparations at 4-6 x 106 cells per 10 cm. plate. Base media (αMEM with 

10% FBS and penicillin/streptomycin) was supplemented with 10% CMG 14-12 

conditioned media (source of M-CSF). After 7 days in culture, the adherent cells 

were washed 3 times with PBS, incubated with trypsin/EDTA for 15 min., 

quenched with complete media, washed with MACS buffer, and resuspended in 

MACS buffer. 

2.2.7 Immunoblotting. Cell suspensions were washed in PBS, pelleted, and 

incubated in RIPA lysis buffer as described previously [259]. Immunoblotting was 
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performed as described previously [259]. The following antibodies were utilized: 

anti-Pyk2 (Upstate, Lake Placid, NY, USA), anti-FAK (Santa Cruz Biotechnology, 

Santa Cruz, CA, USA), anti-ERK p44/42 (Cell Signaling, Danvers, MA, USA), 

and anti-AKT (Cell Signaling). 

2.2.8 BM chimera generation. CD45.1+ WT recipient mice were depleted of 

endogenous lymphoid tissue by irradiation (2 doses of 550 cGy at 3-hour 

intervals), and 1 day later were intravenously injected with 5x106 BM cells 

isolated from CD45.2+ WT or Pyk2-/- donor femora and tibiae. BM reconstitution 

was allowed to proceed in recipients for 8 weeks before analysis. Recipient mice 

were provided oral sulfamethoxazole and trimethoprim for the duration of the 

experiment.  

2.2.9 In vitro culture of BM for monocyte viability assays. Whole BM was 

collected as described above, enumerated by hemocytometer, and added to 

serum-free RPMI1640 or RPMI1640 supplemented with 10% FBS and 

penicillin/streptomycin at 5x106 cells per 60 mm plate. After 4 hours at 37oC, non-

adherent cells were collected and placed on ice. Adherent cells were washed 

with PBS, incubated with trypsin/EDTA for 15 mins., quenched with complete 

media, and collected. Non-adherent and adherent cells were combined, washed 

with MACS buffer, and prepared for flow cytometry, as described above. Cell 

death was determined by DAPI incorporation.  

2.2.10 Statistical analysis. Comparisons between groups were made using an 

unpaired two-tailed student t-test , Mann-Whitney test, or one-way ANOVA. P 
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values ≤ .05 (*), ≤ .01 (**), and ≤ .001 (***) were considered statistically 

significant.  

 

2.3 Results 

2.3.1 Pyk2 protein expression is elevated in Ly6Cneg monocytes. 

In order to assess protein expression of FAK and Pyk2 in monocytes during 

steady-state conditions, CD115+ (also known as the M-CSF receptor) cells 

isolated from the BM, PB, and spleen of wild-type (WT) mice were enriched via 

magnetic bead selection (Figure 2.1A). Lysates were prepared, and western 

blotting was performed on the extracts (Figure 2.1B). FAK and Pyk2 expression 

was markedly greater in monocytes isolated from the PB and spleen compared 

with BM monocytes (Figure 2.1B, compare lanes 2 and 3 to lane 1). Of note, the 

PB and spleen have been found to contain a higher proportion of Ly6Cneg 

monocytes than the BM [26, 45]. 

 

Given these results, we hypothesized that FAK family kinase expression may be 

developmentally regulated during monocyte differentiation. To address this 

question, we refined our analysis by isolating monocyte subpopulations from BM, 

PB, and spleen by fluorescence-activated cell sorting (FACS). CD115+ 

monocytes were magnetically enriched and FACS-sorted into cMoP, Ly6C+ and 

Ly6Cneg subsets based on established lineage markers [26, 29, 44, 45] (Figure 

2.2A).  Backgating analyses of these monocyte subpopulations using additional  
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cell-surface markers (F4/80, CD11a, CD11c, CCR2; negative for the lineage 

markers CD135, Ly6G, CD49b, CD3e, CD19) confirmed expression profiles 

characteristically associated with the respective subsets (Figure 2.2B; data not 

shown) [29, 44, 45]. Lysates from the sorted subsets were then immunoblotted 

for FAK and Pyk2 (Figure 2.3). Pyk2 expression was significantly elevated in 

Ly6Cneg monocytes from the BM compared with the cMoP and Ly6C+ subsets 

(compare lane 3 with lanes 1 and 2). A similar increase in Pyk2 expression was 

observed in Ly6Cneg monocytes isolated from the PB (compare lanes 4 and 5) 

and spleen (compare lanes 6 and 7) compared with Ly6C+ monocytes isolated 

from the same sites. In contrast to Pyk2, we were consistently unable to visualize 

FAK in any of the sorted monocyte populations (data not shown, n=3).  

 

FAK and Pyk2 expression has previously been characterized in mouse 

macrophages, but not in monocyte subsets [273]. Therefore, we directly 

compared FAK and Pyk2 expression between BM Ly6Cneg monocytes and bone 

marrow-derived macrophages (BMDMs) (Figure 2.4A), and between splenic 

Ly6Cneg monocytes and resident macrophages (defined as CD11blowF4/80hi) 

(Figure 2.4B). In both cases, Pyk2 expression was similar between the Ly6Cneg 

monocytes and the macrophages. FAK, on the other hand, was not detectible in 

Ly6Cneg monocytes, but was clearly expressed in the macrophage populations. 

These results may seem incongruent with the data presented in Figure 2.1B, in 

which FAK expression was detected in magnetically isolated CD115+ monocytes 

from the PB and spleen. However, due to technical limitations, fewer sorted  
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The decrease in total BM cellularity was accompanied by a corresponding 

reduction in the absolute number of monocyte lineage cells (as defined by 

CD115 expression) in the BM of Pyk2-/- mice (Figure 2.5B). However, despite 

this reduction in total monocyte numbers, Pyk2-deficient monocytes made up a 

similar proportion of the total BM present in these animals (Figure 2.5B). As 

expected given the decreased number of CD115+ monocyte lineage cells 

present in Pyk2-/- BM, the absolute numbers of cMoP and Ly6C+ monocyte 

subsets in the BM of Pyk2-/- mice were significantly reduced compared to WT 

controls (Figure 2.5C). Surprisingly though, the total number of Ly6Cneg 

monocytes was similar between WT and Pyk2-/- mice (Figure 2.5C), leading to a 

disproportionate enrichment of these cells within the monocyte compartment of 

the BM in Pyk2-/- mice (Figure 2.5D).  

 

Unlike the BM, no reductions in total cellularity were observed in the PB and 

spleen of Pyk2-/- mice (data not shown). Nevertheless, Ly6Cneg monocytes were 

also proportionally overrepresented in the monocyte compartments of both the 

spleen and PB (Figure 2.6A). This was driven by a significant increase in Ly6Cneg 

monocytes in the spleen, with no appreciable changes to Ly6C+ monocyte 

numbers (Figure 2.6B). A similar increase in Pyk2-deficient Ly6Cneg monocyte 

numbers was not seen in the PB (Figure 2.6B), possibly due to the inherent 

variability in absolute monocyte counts in this organ. Taken together, these data 

suggest that Pyk2 plays a role in maintaining the proper balance of monocyte 

populations under homeostatic conditions.  
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results, which recapitulate the disproportionate representation of Ly6Cneg 

monocytes observed in the BM and spleen of Pyk2-/- mice (Figure 2.5D, Figure 

2.6A), establish that environmental (monocyte cell-extrinsic) factors are not solely 

responsible for these changes in monocyte subset distribution. Rather, these 

data indicate that loss of Pyk2 activity in Ly6Cneg monocytes leads to the 

increased accumulation of this subpopulation.  

 

In contrast to the BM and spleen, the Ly6Cneg population in the PB of chimeric 

mice receiving Pyk2-deficient BM was identical to those receiving WT BM (Figure 

2.7F). This suggests that loss of Pyk2 in non-monocytic cells may contribute to 

the relative representation of PB monocyte subsets observed in Pyk2-/- mice 

(Figure 2.6A). Unfortunately, it was not possible to generate the reciprocal 

chimeras in Pyk2-/- hosts due to radiosensitivity of these mice (data not shown), 

thus precluding our ability to directly test for environmental (non-autonomous) 

effects on monocyte subset accrual. Nonetheless, the data presented above 

indicate that the accumulation of Ly6Cneg monocytes in the BM and spleen is 

controlled at least in part by cell-intrinsic activities of Pyk2 in these populations. 

Given that Pyk2 is most highly expressed in these cells (Figure 2.3A), we 

suggest that it functions to maintain a proper balance of Ly6Cneg monocytes at 

steady-state. 

 

To further investigate the contribution of Pyk2 to the development and 

maintenance of monocyte subpopulations, we performed competitive 
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(cMoP and/or Ly6C+ cells) and/or a failure of the Ly6Cneg monocytes to undergo 

cell cycle arrest. These possibilities were evaluated by measuring BrdU 

incorporation into monocyte subsets 2 hours following a single intraperitoneal 

injection of BrdU. Under these conditions, proliferating cells are marked with 

BrdU in the absence of any appreciable differentiation of the cells [46]. As 

expected, cMoPs contained the highest percentage of BrdU+ cells, followed by 

Ly6C+ monocytes (Figures 2.9A-B, black bars). Like their WT counterparts, 

Pyk2-/- Ly6Cneg monocytes failed to incorporate BrdU during this 2-hour pulse 

(Figures 2.9A-B). The fraction of Pyk2-deficient cMoP and Ly6C+ monocytes 

incorporating BrdU was also not elevated compared with WT controls; in fact, the 

opposite was the case (Figure 2.9B). Similar analyses performed in chimeric 

mice indicate that this is a monocyte-intrinsic effect (Figure 2.9C). Based on 

these data, the greater accumulation of Ly6Cneg monocytes observed in Pyk2-/- 

mice cannot be due to increased proliferation of one or more monocyte 

populations. 

 

We next examined the half-life of Ly6Cneg monocytes. Because these cells are 

non-proliferating and do not incorporate BrdU, their accumulation over time can 

be followed by tracing precursors (cMoP and Ly6C+ monocytes) that received a 

single pulse of BrdU [46]. Coincident with the reduced numbers of cMoP and 

Ly6C+ monocytes present in the BM of Pyk2-deficient mice (Figure 2.5C), the 

absolute number of BrdU-labeled cells was reduced in the Pyk2-/- BM at day 0 

(Figure 2.9D). The fraction of the initial pool of labeled precursors that  
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differentiated into BrdU-labeled Ly6Cneg monocytes in the BM was then 

determined at 2,4, 6, and 8 days (Figure 2.9E). After 2 days, approximately 15% 

of the BrdU-labeled monocytes were Ly6Cneg in both Pyk2-/- and WT BM, 

indicating that the precursor cells differentiated into Ly6Cneg monocytes at similar 

rates. In accordance with the 2-3 day half-life reported for these cells [46], BrdU-

labeled Ly6Cneg monocytes in WT BM began to decrease by day 4 and were 

completely lost by day 8. However, BrdU-positive Ly6Cneg monocytes continued 

to accumulate in Pyk2-/- BM through day 4, after which they began to decline. As 

was the case for WT cells, the BrdU-labeled Ly6Cneg Pyk2-/- monocytes were 

almost completely lost by day 8.   

 

One possible explanation for the prolonged accumulation of Pyk2-/- Ly6Cneg 

monocytes in the BM is that they are less efficient at egressing to the periphery 

than WT cells. However, this is not likely to be the case since BrdU-labeled WT 

and Pyk2-deficient Ly6Cneg monocytes accumulated in the PB with similar 

kinetics (Figure 2.9F). Alternatively, Ly6Cneg monocytes could have a survival 

benefit in the absence of Pyk2, leading to a longer half-life in the BM. In support 

of this possibility, we found that the proportion of apoptotic and dead Ly6Cneg 

monocytes was decreased in Pyk2-/- BM compared to WT BM as measured by 

annexin V and DAPI incorporation, respectively (Figure 2.10A). Furthermore, 

active caspase expression, another hallmark of apoptosis, was reduced in BM 

Ly6Cneg monocytes in the absence of Pyk2 (Figure 2.10B). This reduction in 

apoptosis and cell death observed in Pyk2-deficient Ly6Cneg BM monocytes was  
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recapitulated in chimeric WT hosts receiving Pyk2-/- BM, indicating that loss of 

Pyk2 confers a survival advantage for Ly6Cneg monocytes in a cell-autonomous 

manner (Figure 2.11). Notably, while M-CSF receptor (CD115) signaling is an 

established regulator of monocyte lineage cell survival at homeostasis	
   [60-62],	
  

the survival advantage for BM Ly6Cneg monocytes deficient in Pyk2 did not 

correlate with changes in surface expression of CD115 (Figure 2.10C).  

 

To further explore the role of Pyk2 in monocyte survival, BM cells from WT and 

Pyk2-/- mice were cultured in vitro for 4 hours in the presence or absence of 

serum.  Under these conditions, monocytes have been reported to undergo a 

rapid onset of apoptosis [66]. As was reported by Breslin et al. [325], CD115 

surface staining on monocytes was diminished when the cells were maintained 

ex vivo at temperatures above 4oC (Figure 2.12A).  Consequently, monocytes 

cultured under these conditions were identified as CD117negCD11b+F4/80low 

(Figure 2.12B). Under both serum-supplemented (complete media) and serum-

free conditions, the percentage of dead Ly6C+ and Ly6Cneg monocytes was 

reduced in the absence of Pyk2 (Figure 2.12C), while the absolute number of live 

cells was increased (Figure 2.12D).  Together, these data suggest that Pyk2 

controls the steady state level of monocytes by promoting the turnover of 

monocyte subsets under homeostatic conditions.  
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2.4 Discussion 

The cellular factors that control the homeostatic maintenance of monocyte 

subsets remain poorly understood. In this study, we sought to characterize the 

expression of the tyrosine kinase Pyk2 and its function in the development and 

survival of lineage-committed monocyte subpopulations at steady-state. Our data 

indicate that Pyk2 protein expression increases as monocytes differentiate to a 

Ly6Cneg state, and that Pyk2 controls the relative proportion of monocyte 

populations in the BM and periphery through a monocyte-intrinsic process. 

Furthermore, we present both in vivo and in vitro evidence showing that Pyk2 

promotes apoptosis of Ly6Cneg monocytes, thereby contributing to the rapid 

turnover of monocyte populations at steady-state. 

 

2.4.1 Pyk2 expression is upregulated in Ly6Cneg monocytes. 

While Pyk2 expression has been characterized in several myeloid lineage cell 

types [273, 259, 326, 327], the relative expression of this molecule across the 

continuum of monocyte differentiation had not been previously examined. Here, 

we report that, under homeostatic conditions, Pyk2 expression increases in 

Ly6Cneg monocytes. In support of our findings, Pyk2 mRNA transcript levels are 

reportedly elevated in Ly6Cneg monocytes isolated from BM and PB compared 

with Ly6C+ monocytes from the same tissues [328]. This suggests that the 

increase in Pyk2 protein expression observed in these cells may arise from 

transcriptional upregulation of the gene encoding Pyk2. While the molecular 

factors that govern its expression have not been established, it is tempting to 
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speculate that the transcription factor CEBP-β may control Pyk2 expression in 

monocyte populations. Although CEBP-β protein levels have not been 

specifically measured in monocyte subsets, this transcription factor has long 

been implicated in driving gene expression programs associated with 

macrophage maturation [329, 330]. Additionally, CEBP-β association with the 

Pyk2 promoter was shown to induce Pyk2 expression during monocyte 

differentiation to macrophages following PMA-treatment of NB4 cells [305].  

 

2.4.2 Pyk2-deficient mice exhibit reduced BM cellularity. 

While Pyk2-/- mice were initially characterized as being mildly osteopetrotic [290-

292], BM hematopoiesis had not previously been fully characterized in these 

mice. In this report, we show that Pyk2-deficient mice exhibit a consistent 

reduction in their BM cellularity compared to WT controls. This may result from a 

defect in BM production considering that rapid BrdU-incorporation studies 

revealed a significant reduction in the percentage of proliferating monocytes and 

monocyte precursors present in Pyk2-deficient BM compared with WT mice 

(Figure 2.9B). Defects in BM production have been reported in other mouse 

models of osteopetrosis, including mice deficient for M-CSF (op/op mice) and the 

M-CSF receptor [49, 51, 331]. The paucity of BM cells in both of these mice was 

attributed to physical limitations restricting hematopoiesis resulting from a 

significantly smaller bone marrow cavity. Our data suggest a similar phenomenon 

in Pyk2-/- mice, since transfer of Pyk2-deficient BM into lethally irradiated WT 
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Monocytes spontaneously undergo cell death in vitro when cultured in SF 

conditions, mediated at least in part by Fas death receptor signaling and caspase 

activation [70, 332-337]. These findings have prompted the theory that apoptosis 

represents the default cellular program for monocytes, though the molecular 

signals contributing to this remain largely undefined. Here, we demonstrate that 

endogenous Pyk2 functions to promote the turnover of Ly6Cneg monocytes during 

homeostatic conditions (Figure 2.10) and under conditions of experimentally-

induced cell death (Figure 2.12). This could be mediated via the default 

apoptosis pathway since Pyk2-deficient Ly6Cneg monocytes in the BM exhibited 

reduced caspase activation compared with WT controls (Figure 2.10B). However, 

the Pyk2-/- Ly6Cneg monocytes that originated from cMoPs/Ly6C+ cells in the BM 

were ultimately depleted from the BM and periphery, indicating that Pyk2-

independent mechanisms are also in place to control the half-life of these cells 

(Figure 2.9E). Notably, ectopic overexpression of Pyk2 has been shown to 

induce apoptosis in multiple cell lines that do not normally express this protein 

[294-297, 321]; however, prior to the current study, endogenous levels of Pyk2 

had not been shown to trigger cell death at steady-state. 

 

While the paucity of cMoP and Ly6C+ monocytes observed in Pyk2-/- compared 

to WT mice (Figure 2.5C) might at first glance suggest a role for Pyk2 in the 

development or survival of these populations, transfer of Pyk2-/- BM into WT 

hosts resulted in normal numbers of cMoP and Ly6C+ monocytes (Figure 2.7E). 

Thus, the accumulation of these subsets was not dependent on monocyte-
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intrinsic activities of Pyk2. This is consistent with the low level of Pyk2 expression 

in these subsets (Figure 2.3A). Rather, we conclude that the reduced numbers of 

cMoP and Ly6C+ monocytes arise as a consequence of deficiencies in overall 

BM production in the Pyk2-/- mice (Figure 2.5A). Our data also argue against a 

monocyte-intrinsic role for Pyk2 in regulating cMoP and Ly6C+ monocyte survival 

during steady-state conditions in vivo, since these cells exhibited similar levels of 

annexin V and active caspase staining in the presence or absence of Pyk2 when 

present in a WT BM environment (Figure 2.11). This is in contrast to Pyk2-/- 

Ly6Cneg monocytes, which displayed less cell death under these conditions. It is 

worth noting, however, that in vitro culture of BM did reveal increased viability of 

Ly6C+ monocytes in the absence of Pyk2 (Figures 2.12C-D). This may be due to 

the fact that this experimental system triggers exceptionally rapid cell death and 

therefore does not reflect a typical homeostatic environment in vivo. It would be 

interesting to determine whether Pyk2 controls apoptosis of Ly6C+ monocytes in 

response to stress or under other physiological conditions in which the half-life of 

these cells is significantly altered. 

 

Exogenous factors that promote the survival of monocytes have been shown to 

suppress the default apoptotic pathway [49, 51, 66, 316]. During homeostasis, 

this is chiefly mediated through M-CSF signaling [49, 51]. Marsh and colleagues 

have shown that the PI3K/AKT pathway is activated in monocytes stimulated with 

recombinant M-CSF, leading to repression of caspase activity and prolonged 

survival in culture [67-69]. Moreover, inhibition of the PI3K pathway was shown to 
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induce apoptosis in cultured human PB monocytes [332]. Together, these 

findings underscore the importance of M-CSF-stimulated PI3K signaling in 

impeding the de facto apoptotic program and prolonging monocyte lifespan.  

Interestingly, M-CSF administration was reported to induce tyrosine 

phosphorylation of Pyk2 in the THP1 human monocytic cell line cultured in vitro 

[338]. This study also showed that the M-CSFR, as well as PI3K, co-

immunoprecipitated with Pyk2 in response to M-CSF stimulation [338]. However, 

the authors did not go on to specifically test the implications of these events on 

monocyte survival; instead, they speculated that M-CSF-mediated activation of 

Pyk2 was potentially linked with regulation of downstream signaling pathways 

that affect cell morphology.  It is possible that M-CSF-dependent Pyk2 

phosphorylation and interactions with M-CSFR/PI3K do not impact cell survival, 

or that the activation of Pyk2 in response to M-CSF is unique to the THP1 cell 

line. Alternatively, Pyk2 may have dual roles, functioning on the one hand to 

promote apoptosis under conditions that favor monocyte turnover and on the 

other hand to promote survival in the presence of high levels of M-CSF. Clearly, 

the mechanistic underpinnings and implications regarding the interaction 

between Pyk2, M-CSF survival signaling, and the canonical apoptotic pathway 

warrant further exploration. 

 

In addition to M-CSF, prolonged survival of monocytes in culture also occurs in 

response to pro-inflammatory signals. For example, exposure of human PB 

monocytes to a variety of soluble inflammatory factors in vitro (including LPS, 
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TNF-α, IL-1β, GM-CSF, and IL-18) was shown to suppress caspase activation 

through the PI3K/AKT pathway [69, 335, 336]. It is not clear whether 

inflammatory cues also extend the half-life of monocytes in vivo. While our study 

implicates Pyk2 as a pro-apoptotic factor in monocytes at homeostasis, the role 

of Pyk2 in regulating monocyte survival during times of inflammation has not 

been addressed.  

 

Given the rapid turnover of monocytes at homeostasis and the data presented 

above, we suggest that endogenous Pyk2 operates within the constitutive 

signaling program that drives apoptosis of these cells. However, in light of its 

increased expression and established role in adhesion signaling and migration of 

macrophages and other cell types [273] [259], it is interesting to speculate that 

Pyk2 may have additional functions in Ly6Cneg monocytes. For example, Ly6Cneg 

monocytes characteristically “crawl” along the resting endothelium in a manner 

distinct from the typical leukocyte “rolling and adhesion” process [24, 25]. This 

directional motility, which is essential to Ly6Cneg monocyte “patrolling and 

scavenging” functions, is dependent on integrin signaling [24]. Since Pyk2 is 

highly expressed in these cells and functions in signaling pathways downstream 

of integrin engagement (reviewed in [274, 319]), it is uniquely positioned as a 

potential regulator of integrin-mediated signaling and migration of Ly6Cneg 

monocytes on the endothelium. Clearly, future studies are necessary to further 

address the nature and regulation of the signals that control the onset of Pyk2 
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expression and its subsequent functions in monocytes, both at homeostasis and 

in response to inflammatory insults.  
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Chapter 3: The role of FAK in MPS-mediated control of murine breast tumor 

progression 

 

 

3.1 Introduction 

It is now a well-established paradigm that infiltrating leukocyte populations can 

profoundly impact disease progression in many cancers. Cells of the 

monocyte/macrophage lineage in particular comprise a significant portion of 

breast tumor stroma and influence many aspects of tumor development [339]. 

The majority of tumor-resident MPS cells derive from circulating Ly6C+ 

monocytes that are recruited from the periphery by a diverse array of tumor-

secreted factors [157-159]. Their migration and function are subsequently 

determined by the stimuli they encounter in the tumor microenvironment, and 

evidence suggests that monocyte-derived cells are capable of either supporting 

or inhibiting primary tumor growth [340, 341]. For example, several reports have 

described direct and indirect anti-tumor responses by macrophages during the 

early stages of neoplastic development [169-172]. In contrast, a strong 

correlation between mononuclear phagocyte abundance and poor clinical 

outcome has been described in advanced breast carcinomas [339], and 

numerous studies in murine models indicate that these cells ultimately help to 

establish an environment conducive to tumor progression and metastasis [141, 

173]. However, it should be noted that striking functional heterogeneity has also 

been described between subpopulations of TAMs present within the same tumor 
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In this report, we provide evidence that FAK-deficiency in mononuclear 

phagocytes does not influence tumor initiation or progression in the early stages 

of PyVmT tumor growth. Rather, FAK expression in these cells appears to be 

important for constraining primary tumor growth after the transition to 

malignancy. We further demonstrate that the trafficking and accumulation of MPS 

populations at the site of developing tumors is FAK-independent. Therefore, we 

suggest that FAK activity may instead influence the localization and/or functional 

capacities of TAMs, which may ultimately help to control tumor growth and 

progression.  

 

 

3.2 Materials and Methods 

3.2.1 Mice. The FAKΔmyeloid and MMTV-PyVmT mouse models have been 

previously described (Owen, 2007; Guy, 1992). For tumor studies, WT (LysMwt/wt-

FAKfl/fl) and FAKΔmyeloid (LysMwt/cre-FAKfl/fl) mice were crossed with MMTV-

PyVmT+/- C57BL/6 mice to produce WT/PyVmT+/- and FAKΔmyeloid/PyVmT+/- mice, 

respectively. Female WT/PyVmT+/- and FAKΔmyeloid/PyVmT+/- mice (6-18 weeks of 

age) were age-matched for experiments. All studies were performed in 

accordance with University of Virginia Animal Care and Use Committee 

guidelines. 

 

Animals were routinely genotyped from tail DNA and subjected to PCR analysis. 

The following primer sets were utilized: Cre primer set: #1 
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5’CTTGGGCTGCCAGAATTTCTC, #2 5’TTACAGTCGGCCAGGCTGAC, #3 

5’CCCAGAAATGCCAGATTACG (Operon). Expected products: WT LysM allele 

350bp, LysM Cre allele 700bp. 

Primer set targeting PyVmT: #1 5’TGTGCACAGCGTGTATAATCC, #2 

5’CAGAATAGGTCGGGTTGCTC (Operon). Expected product for PyVmT+/- mice: 

200bp. 

 

3.2.2 Tumor histology. Primary tumor masses from the #1 mammary gland 

(MG1) were surgically removed with forceps and scissors, fixed overnight (o/n) in 

10% formalin, and transferred to 70% ethanol (ETOH). For analyses involving 

tumor progression prior to the detection of palpable masses, whole MG1s were 

excised and processed as described above. In the UVA histology core, 

specimens were embedded in paraffin and sectioned onto glass microscope 

slides (5µm sections). Hematoxylin and eosin staining was completed by the core 

staff. Images were acquired on the Olympus high magnification microscope in 

the UVA Advanced Microscopy core facility at 5X magnification. For whole MG1 

scans, sections were imaged in the UVA CIIR with a 5X or 10X objective of a 

Carl Zeiss Axio Imager Z1/Apotome Microscope fitted with motorized focus 

drives and motorized XYZ microscope stage and stitched together using Stereo 

Investigator software (MBF Bioscience, Williston, VT). For assessment of tumor 

progression in pre-palpable mammary tumors, H&E stained sections of MG1s 

were classified according to four distinct stages of PyVmT tumor progression that 

have been previously described [354, 356]. Investigators were unaware of the 
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genotype of the sample (blinded). To measure the total area of tumor growth in 

H&E stained MG1 sections, the perimeter of regions containing carcinoma or 

carcinoma and adenoma/MIN was traced and the square micron (µm2) area 

within the region of interest was calculated using Image J software.  

 

For immunofluorescence (IF) imaging, tumors were flash frozen in a slurry of dry 

ice + 100% ETOH, stored at -80C, and sectioned by the UVA histology core. 

Staining protocol was adapted from Engelhard Lab (Liz Thompson). Sections 

were fixed in acetone at -20C x 10 min., air dried, encircled with PAP pen, 

washed in PBS, blocked with α-CD16/32 (eBioscience 14-0161-85) [1/1000 PBS 

+ 5% BSA] x 15 min., washed in PBS, incubated with avidin [1 drop/200"l PBS + 

5% BSA] x 15 min., washed, incubated with biotin [1 drop/200"l PBS + 5% BSA] 

x 15 min., washed, incubated with α-CD31 (abcam) [1:100 PBS + 5% BSA] x 

60min. at RT, washed 2 x PBS, incubated with α-rat Texas Red (Jackson Lab) 

[1:300 in PBS + 5% BSA] x 30min. at RT, washed 3 x PBS, and mounted with 

ProlongGold + DAPI (Life technologies). Images were acquired on the Olympus 

high magnification microscope at 10X magnification and subsequently merged 

using Adobe Photoshop software. 

 

3.2.3 Measurement of tumor growth. For studies requiring palpable tumor 

assessment, MG1s were palpated for tumor growth twice weekly from 12 weeks 

of age to time of sacrifice. For studies requiring caliper measurement of primary 

tumor outgrowth, tumors were measured in two dimensions. Length (l) was 
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defined as maximum attainable tumor measurement in one dimension. Width (w) 

was defined as the measurement perpendicular to length. Tumor volume was 

derived using the formula [ l x w2 ]/2. To calculate the growth rate of carcinomas, 

the formula for specific growth rate (SGR) was used; [SGR = ln (V2/V1)/(t2-t1)] 

[357].  

 

3.2.4 Harvest and preparation of single cell suspensions from mouse 

tissues. Peripheral blood (PB) was drawn through cardiac puncture (300-

700µl/mouse) and placed in 1ml of 5mM EDTA/Hank’s balanced saline solution (-

Mg,-Ca) (HBSS). Spleens were excised, pushed through a 70µm filter, and 

washed in MACS buffer (0.5% BSA, 250mM EDTA in PBS). BM was flushed 

from both femora and tibiae with MACS buffer, washed in MACS buffer, and 

filtered through a 30µm filter. Lungs were excised, manually minced using scalpel 

followed by enzymatic digestion for 15 minutes at 37°C in Accumax (STEMCELL 

Technologies) under shaking conditions, and filtered through a 100µm filter.  To 

remove erythrocytes, the tissues were incubated in 

ammonium/chloride/potassium (ACK) lysis buffer (155mM NH4Cl, 10mM 

KHCO3, 0.1mM Na2 EDTA 2H2O in H2O) for 10 minutes on ice and quenched 

with complete media (10% FBS/DMEM). 

 

Prior to the excision of mammary tissue, vascular perfusion was performed by 

injecting 10 ml of PBS directly into the left ventricle. For the processing of day 70 

MG1s, excised mammary glands were manually minced using scalpel followed 
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by enzymatic digestion for 60 minutes at 37°C in 0.1mg/ml Liberase TL (Sigma) 

and 400ug/ml DNase I (Roche) dissolved in DMEM (Invitrogen) under shaking 

conditions. Red blood cell lysis was then performed, as described above. 

Samples were subsequently incubated in 0.25% trypsin in DMEM for 2 minutes 

at RT, followed by digestion in 5mg/ml dispase II (Roche) and 400ug/ml DNase I 

for 2 minutes at RT under gentle shaking conditions. For the processing of 

primary carcinomas (detectable by palpation), excised tumors were manually 

minced using scalpel followed by enzymatic digestion for 60 minutes at 37°C in 

Accumax under shaking conditions. Red blood cell lysis was then performed, as 

described above. Digested mammary tissue was resuspended in DMEM and 

strained through a 100µm filter to remove clumps prior to further processing.  

 

3.2.5 Flow cytometry. Single cell suspensions containing approximately 1x106 

cells in 100µl MACS buffer were incubated with the FC blocking antibody anti-

CD16/32 (eBioscience, San Diego, CA, USA) for 10 minutes on ice. The cells 

were subsequently incubated with primary monoclonal antibodies to cell surface 

antigens for 25 minutes on ice. Antibodies were purchased from the following 

companies and used at the concentration suggested by the manufacturer: AbD 

Serotec, Oxford, UK: anti-F4/80 (Cl:A3-1[clone]); Biolegend, San Diego, CA, 

USA: anti-Ly6C (HK1.4), anti-CD11b (M1/70), anti-Ly6G (1A8), anti-CD192 

(SA203G11); eBioscience, San Diego, CA, USA: anti-CD45.2 (104), anti-CD3e 

(145-2C11), anti-CD49b (DX5), anti-CD19 (MB19.1). Samples were stained 

concurrently with fluorescence minus one (FMO) antibody panels. Samples were 
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washed in MACS buffer, and incubated with fixable live/dead cell stain 

(Invitrogen, Carlsbad, CA, USA) for 30 minutes on ice. Samples were then 

washed in MACS buffer and fixed for 20 minutes on ice with Cytofix (BD 

Biosciences, San Jose, CA, USA), resuspended in MACS buffer, and data were 

acquired on the Cyan ADP LX (Beckman Coulter, Brea, CA, USA) in the UVA 

flow cytometry core. FlowJo software (Tree Star Inc., v.10, Ashland, OR, USA) 

was used for data analysis. Absolute numbers were calculated using Accucount 

beads (Spherotech, Lake Forest, IL, USA) according to the manufacturer’s 

instructions.  

 

3.2.6 Cell trafficking experiments. Single cells suspensions from BM of WT 

and FAKΔmyeloid mice were prepared as described above. CD11b+ cells were then 

isolated using the mouse MACS CD11b Microbead Kit (Miltenyi Biotec, Bergisch 

Gladbach, Germany), according to the manufacturer’s protocol. Briefly, FC 

receptors were blocked with anti-CD16/32 (eBioscience, San Diego, CA, USA) 

for 10 minutes on ice, and the cells were subsequently incubated with anti-

CD11b magnetic beads and isolated by magnetic column. Cells were then 

fluorescently labeled using CellTracker (Fisher) dyes (WT: CellTracker Green; 

FAKΔmyeloid: CellTracker Orange) according to the manufacturer’s instructions. 

Labeled cells were enumerated by hemacytometer, and 1x107 cells from each 

genotype were resuspended into 300ul PBS/recipient mouse for adoptive 

transfer. Labeled cells were adoptively transferred into late carcinoma tumor-

bearing WT/PyVmT mice by tail vein injection. Purity of the isolated CD11b+ 
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populations and the ratio of fluorescently labeled cells in the preparation were 

assessed by flow cytometry. Thirty minutes after adoptive transfer of the 

fluorescently labeled cells, organs and primary MG1 tumors were harvested and 

processed into single cell suspensions, or flash frozen for IF analysis, as 

described above. Tumor samples were magnetically enriched for CD11b+ cells, 

and flow cytometry to detect fluorescently labeled cells in the indicated organs 

was subsequently performed. 

 

3.2.7 Statistical analysis. Comparisons between groups were made using an 

unpaired two-tailed student t-test, Mann-Whitney test, or log-rank statistic. P 

values ≤ .05 (*), ≤ .01 (**), and ≤ .001 (***) were considered statistically 

significant.  

 

 

3.3 Results 

3.3.1 FAK expression in mononuclear phagocytes does not control PyVmT 

tumor initiation or the early stages of tumor progression 

In the PyVmT murine model of breast carcinoma, a four-stage classification 

scheme of tumor progression has been developed based on distinct 

histopathological changes in ductal morphology that reflect the successive 

advancement to malignancy ([354]; Figure 3.1A). Tumor initiation is 

characterized by the development of hyperplasia, which can be identified by 

altered ductal architecture and a slight increase in nuclear/cytoplasmic ratio in  
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the epithelial cells (compare ductal morphology of hyperplastic lesion (green 

arrow) to normal ducts (black arrow) in Figure 3.1A). Hyperplastic ducts progress 

to adenoma/MIN lesions, consisting of closely packed acini that are enlarged by 

an expanding number of epithelial cells that fill the structure (Figure 3.1A, blue 

arrow). These cells are typically highly proliferative but exhibit minimal cytological 

atypia. Loss of basement membrane and distinct acinar structures, concomitant 

with the presence of stromal infiltrate and greater cytological atypia, mark the 

progression of adenoma/MIN regions to the early carcinoma stage (Figure 3.1A, 

yellow arrow). In the late carcinoma stage, malignancies are composed of solid 

sheets of transformed epithelial cells that display variable cellular size and 

marked nuclear pleomorphism (Figure 3.1A, far right panel).  

 

In the PyVmT model, pre-malignant lesions are first observed proximal to the 

nipple around the main milk-collecting duct, followed by the appearance of 

multiple foci in distal ducts [354]. Compared with PyVmT transgeneneg mice 

(Figure 3.1B), ducts in PyVmT mice exhibited morphological features of 

adenoma/MIN and hyperplasia by 8 weeks of age (Figure 3.1C), although 

phenotypically normal ducts can also be observed in regions of the mammary 

gland more distal to the nipple. By 12 weeks of age, the primary tumor had often 

advanced to the carcinoma stage, while retaining proximal regions of 

adenoma/MIN (Figure 3.1D). We noted that the transition to early carcinoma 

preceded the ability to detect these tumors by palpation. Therefore, to determine 

if FAK expression in mononuclear phagocytes influences tumor control during the 
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early stages of initiation/growth, we began by assessing neoplastic progression 

in mammary glands from WT/PyVmT and FAKΔmyeloid/PyVmT transgenic mice 

prior to the advent of palpable tumors. H&E stained sections from mice aged 6, 

8, 10, and 12 weeks were evaluated for the furthest observable stage of primary 

tumor progression. Considerable variability in tumor latency had previously been 

described based on anatomical location of individual mammary glands, with 

tumors from mammary gland 1 (MG1) appearing significantly earlier than those 

that derive from mammary glands 2-4 [358]. To minimize variability in our 

analyses, we therefore restricted our investigation to tumor progression in MG1.  

 

Irrespective of genotype, an increasing percentage of MG1s displayed regions of 

carcinoma as a function of time (Figure 3.2A). Additionally, no substantial 

differences were observed in the proportion of WT/PyVmT and 

FAKΔmyeloid/PyVmT tumors that had progressed to the carcinoma stage at any 

time point, suggesting that the initial transition from adenoma/MIN to carcinoma 

was not likely to be regulated by FAK expression in mononuclear phagocytes. 

We also assessed the total area of the MG1 sections that displayed 

morphological hallmarks of carcinoma. Our data indicate that the size of 

carcinomas was similar in WT/PyVmT and FAKΔmyeloid/PyVmT tumors in pre-

palpable stages (Figure 3.2B). Similar results were attained when we extended 

our analysis to include proximal regions of adenoma/MIN as well (Figure 3.2C). 

Together, these data indicate that FAK activity in MPS cells does not regulate 
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outgrowth during the early stages of carcinoma is regulated by FAK expression in 

MPS populations.  

 

3.3.3 The recruitment and accumulation of MPS populations in PyVmT 

tumors is independent of FAK  

FAK promotes directional migration downstream of integrin and chemotactic 

signaling in many cell types [268]. Given that most tumor-resident MPS cells 

derive from circulating Ly6C+ monocytes [157-159], we wondered whether FAK 

was important for the trafficking of BM-derived myeloid cells to the primary tumor. 

To measure the recruitment of peripheral myeloid cells to the primary tumor in an 

acute setting, CD11b+ cells were isolated from the BM of WT and FAKΔmyeloid 

mice via magnetic bead enrichment, fluorescently labeled with lipophilic dye, and 

adoptively transferred into WT/PyVmT tumor-bearing mice. Prior to the transfer, 

WT and FAKΔmyeloid cells were mixed at a 1:1 ratio, and could be distinguished by 

the color of fluorescence labeling using flow cytometry (Figure 3.4A). Thirty 

minutes after tail vein injection, adoptively transferred cells could be observed in 

the PB, spleen, lung, and primary tumor of recipient mice by flow cytometry. Our 

data indicate that FAK-deficient myeloid cells showed no defect in their ability to 

traffic to any of these sites (Figure 3.4B). While vascular perfusion was 

performed prior to harvesting tumors and peripheral organs, we nevertheless 

sought to confirm that the labeled cells had indeed extravasated from the tumor 

vasculature by measuring the proximity of adoptively transferred cells to 

endothelial cells stained with an anti-CD31 antibody. Numerous instances of  
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precluded our ability to also determine absolute numbers of MPS subpopulations 

that were present in these samples.  

 

A hallmark of the PyVmT model is the increasing accumulation of TAMs over the 

course of primary tumor outgrowth [354]. We next wanted to assess whether the 

persistence of MPS populations during the advanced stages of carcinoma was 

FAK-dependent, since changes in the accumulation of these populations could 

alter tumor growth dynamics. MG1 tumors from WT/PyVmT and 

FAKΔmyeloid/PyVmT mice aged 18-19 weeks were measured by caliper and 

binned into “large” and “small” cohorts based on a predetermined tumor volume 

threshold of 200 mm3 (Figure 3.5C). Our rationale for this approach was to 

assess TAM accumulation as a function of tumor size rather than mouse age, as 

the timing of tumor initiation and disease progression is inherently variable in 

spontaneous tumor models. The relative representation and absolute numbers of 

TAMs (defined as F4/80+ cells) were determined by flow cytometry (Figure 

3.5D). As expected, TAM infiltration was significantly greater comparing the 

WT/PyVmT cohort of large tumors to smaller tumors of the same genotype. This 

phenotype was also observed in FAKΔmyeloid/PyVmT mice, indicating that the 

continued accumulation of TAMs in more advanced stages of the disease is 

independent of FAK. Furthermore, no significant differences in TAM 

accumulation were observed comparing size-matched tumors from WT/PyVmT 

and FAKΔmyeloid/PyVmT mice. Altogether, our data indicate that FAK does not 

control the accumulation or differentiation states of MPS cells during the early or 
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late stages of carcinoma, suggesting that FAK may instead regulate 

mononuclear phagocyte localization or activities in the tumor microenvironment 

that may ultimately impact carcinoma outgrowth. 

 

3.3.4 Myeloid-expressed FAK may contribute to the immune composition of 

PyVmT carcinomas 

TAMs have been shown to regulate the recruitment and activity of other 

leukocyte populations, which can also profoundly impact tumor progression. We 

therefore examined if the loss of FAK in mononuclear phagocytes resulted in 

altered immune composition of developing carcinomas. Single cell preparations 

from WT/PyVmT and FAKΔmyeloid/PyVmT MG1s were analyzed by flow cytometry 

for the presence of T cells, B cells, and NK cells (defined as CD3+, CD19+, and 

CD49b+, respectively) (Figure 3.6A). While no changes in the relative amounts of 

B cells and T cells were observed, tumors from FAKΔmyeloid/PyVmT mice exhibited 

a significant reduction in the percentage of NK cells present among total 

leukocytes compared with WT/PyVmT tumors (Figure 3.6B). The reduction in the 

representation of tumor-associated NK cells was not due to a global paucity of 

this cell lineage in FAKΔmyeloid/PyVmT mice, as the relative proportion and 

absolute numbers of splenic NK cells were similar in WT/PyVmT and 

FAKΔmyeloid/PyVmT mice (Figure 3.6C). These preliminary findings suggest that 

mononuclear phagocytes may rely on FAK activity for the recruitment or 

preservation of NK cell populations in developing breast carcinomas, which could 

ultimately have important implications for tumor control. However, these data  
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transfer experiments indicated that trafficking of myeloid cells to the tumor did not 

rely on FAK (Figure 3.4B). Furthermore, FAK did not appear to regulate the 

maintenance or escalating accumulation of MPS populations during the early and 

late carcinoma stages (Figure 3.5). Together, these data support a step-wise 

model (see Figure 3.7) in which inflammatory monocytes are recruited to the 

developing tumor and extravasate into the tumor mass via FAK-independent 

processes (A), at which point they upregulate FAK expression and differentiate 

into TAMs (or vice versa) (B) and migrate to heterogenous microdomains within 

the tumor (C) where they perform their effector functions (D). In this way, we 

propose that FAK may be important for regulating aspects of TAM activity and/or 

localization that ultimately result in the control of carcinoma outgrowth.  

 

To date, much of our efforts have centered on characterizing the precise stages 

of PyVmT tumor development that are influenced by FAK activity in MPS 

populations. While our data indicate that FAK expression in MPS cells 

contributes to tumor constraint during the early carcinoma stage, the 

mechanisms that control this process are essentially unknown. As mentioned 

above, TAMs have been shown in some cases to adopt phenotypes that actively 

inhibit tumor progression [170-172], although the molecular factors that promote 

this process are not well characterized. It is therefore possible that FAK activity 

may normally facilitate these anti-tumor capabilities in TAMs, which could result 

in the delayed tumor outgrowth we observe in WT/PyVmT compared to 

FAKΔmyeloid/PyVmT mice. This could be achieved through directed activity against  
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the tumor cells themselves, as has been previously described [170], and/or 

indirectly by regulating the recruitment, survival, or activation states of other 

leukocyte populations. Data presented above showing that FAKΔmyeloid mice 

exhibited decreased NK cell representation in developing carcinomas are 

consistent with the latter possibility (Figure 3.6B) since NK cell activity has been 

implicated in controlling tumor growth in a number of models [360].  However, 

this regulation is typically exerted during the early stages of tumor initiation, 

rather than in more developed tumors. In addition, it is important to note that the 

immunophenotyping that was performed for the current study was relatively 

cursory and did not allow for the distinction between cell lineage subsets or 

activation states. Furthermore, total numbers of leukocyte subpopulations within 

the developing carcinomas were not assessed. Therefore, future studies that 

incorporate more nuanced approaches to determine the precise contributions of 

myeloid-expressed FAK in influencing the overall immune composition of PyVmT 

tumor stroma are warranted.  

 

A second possible explanation for how FAK expression in macrophages may 

impact tumor outgrowth is by controlling the ability of TAMs to navigate through 

and respond to environmental signals within physically distinct microdomains of 

the tumor. This is particularly feasible given its established role in macrophage 

motility downstream of integrin signaling [259]. Within carcinomas, stratified 

microdomains containing varying extents of vasculature, hypoxia, necrosis, and 

extracellular matrix deposition are evident, and the landscape of these domains 
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constantly evolves throughout tumor progression. Macrophages are highly 

versatile and respond to localized cues in the tumor microenvironment that direct 

their activities. Intravital studies in the PyVmT model have shown that TAM 

directional migration and polarization are dictated by their localization within the 

tumor microenvironment [361]. Using immunohistological approaches, other 

investigators have reported differences in surface marker expression based on 

TAM localization patterns within the tumor [341, 362]. Thus, the reduced tumor 

control exhibited by FAKΔmyeloid/PyVmT mice may be due to impaired motility of 

FAK-deficient TAMs within the tumor, preventing them from reaching 

microanatomical locations that promote their conversion to a more pro-

inflammatory (anti-tumor) phenotype. Future studies are needed to assess 

directional migration, localization patterns, and/or activation states of FAK-

deficient TAMs during tumor progression.  

 

TAMs also play a prominent role in stimulating angiogenesis via the production of 

soluble mediators, including VEGF, IL-8, CXCL8, and TNF-α [171, 204, 205, 

209]. While the roles of FAK in TAM-mediated angiogenesis and metastasis were 

not addressed in our work, we speculate that these processes could be 

enhanced in FAKΔmyeloid/PyVmT tumors given our results indicating accelerated 

primary tumor growth. Indeed, angiogenesis is reportedly critical in the PyVmT 

model for progression of primary tumors to a metastatic phenotype [356]. M-

CSF-deficient (op/op) mice, which have a global paucity of macrophages, exhibit 

impaired vascular development, a significant delay in the onset of late carcinoma, 
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and reduced lung metastases. Importantly, restoration of TAMs into the primary 

tumors of op/op mice reversed these phenotypes. Subsequent reports have 

demonstrated that TAMs also interact directly with tumor cells and promote their 

migration and extravasation from the site of primary growth [200, 210, 363].  

 

It should be noted that results from the aforementioned studies are consistent 

with our findings showing that MPS cells with or without FAK do not regulate 

tumor growth in the early stages of tumor development. Interestingly, primary 

tumors from op/op mice showed a significant delay in progression to late 

carcinoma, while FAKΔmyeloid mice exhibited enhanced carcinoma growth. 

Together, these data indicate to us that (1) TAMs facilitate carcinoma 

progression in the PyVmT model, and (2) loss of FAK in mononuclear 

phagocytes is functionally distinct from the depletion of TAMs. One possible 

explanation for this discrepancy is that TAMs lacking FAK may be more prone 

toward “M2-like” activation states that support the growth/progression of 

carcinomas. Given that FAK deficiency does not inhibit the accumulation of 

TAMs in PyVmT carcinomas (Figure 3.5), these “M2-polarized” cells would then 

be capable of accelerating carcinoma outgrowth. In support of this possibility, the 

vast majority of studies attribute TAM activities during later stages of cancer to a 

tumor-promoting function [141, 173]. DeNardo et al. showed that TAM M2 

activation states are stimulated by soluble IL-4 secreted by tumor-infiltrating 

CD4+ TH2 cells in the PyVmT model [180]. The polarized TAMs subsequently 

promoted tumor cell invasion via the secretion of EGF. Future studies are 
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needed to address the potential contribution of FAK toward macrophage 

activation states and the molecular mechanisms that could potentially drive this 

process, particularly because this could have important therapeutic implications. 

Pharmacological inhibitors of FAK have been developed and are currently being 

tested for the treatment of cancers [364]. TAMs constitute a significant portion of 

breast tumor stroma; thus, if loss of FAK activity in TAMs indeed results in the 

polarization of these cells toward phenotypes that are generally growth 

promoting, this could potentially stunt the efficacy of FAK inhibitors as therapeutic 

agents. 
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4.2 The regulated expression of FAK family kinases in MPS populations 

Prior to this work, there were conflicting data regarding the expression of FAK 

family kinases in mononuclear phagocytes as well as some populations of 

immature progenitor cells in the BM. For example, Kume et al. demonstrated that 

FAK was not expressed in whole BM cells, but could be detected when these 

cells were cultured under conditions that promoted their differentiation to 

macrophages [310]. In a different report, FAK protein expression was observed 

in immature Sca1+ hematopoietic progenitor cells isolated from the BM, which 

are able to give rise to cells of the myeloid lineage [322]. Multiple studies using 

monocytes isolated from PB and cultured with growth factors in vitro reported 

that these cells lacked FAK but did not assess Pyk2 expression [303-305, 307]. 

Several early publications concluded that macrophages also did not express FAK 

[304, 306]; however, more recent studies have shown that tissue resident 

macrophages express abundant amounts of both FAK and Pyk2 [259, 273].  

 

The variable and at times discrepant results generated from these reports 

highlighted the need for precise characterization of FAK family kinases across 

the continuum of monocyte/macrophage differentiation states under physiological 

conditions. Indeed, it should be noted that the cellular preparations that were 

analyzed in the aforementioned studies were not defined in a consistent manner 

and likely represented heterogeneous populations of monocytes/macrophages. 

We therefore decided to assess FAK and Pyk2 protein expression in MPS 

subpopulations by isolating specific subsets of mononuclear phagocytes directly 
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from the organs in which these cells normally reside (Chapter 2). Our results 

indicate that FAK is poorly expressed in monocytes and committed monocyte 

lineage progenitor cells, but is significantly upregulated in mature macrophages. 

Pyk2, in contrast, is expressed in both monocytes and macrophages; however, 

Pyk2 expression is markedly higher in Ly6Cneg monocytes and macrophages 

compared with Ly6C+ monocytes and cMoPs. These results demonstrate 

subset-specific patterns of FAK and Pyk2 expression in mononuclear phagocyte 

populations, which suggests a requirement for tightly regulated control over the 

expression of these kinases that may correlate with functions that are confined to 

particular differentiation states. 

 

The molecular factors that govern the expression of FAK kinases in MPS cells 

were not addressed in this thesis. However, data from publicly available gene 

expression databases are consistent with the protein expression patterns that we 

observed in the monocyte and macrophage populations [328]. This suggests that 

protein expression of FAK kinases may be transcriptionally regulated in these 

cells. Transcriptional control of FAK expression has mostly been studied in the 

context of transformed cells, where the transcription factors nuclear factor-κB 

(NF-κB), NANOG, argonaute 2 (AGO2), and PEA3 have been shown to increase 

FAK (PTK2) promoter activity [365-368]. Conversely, p53 has been shown to 

repress PTK2 promoter activity [369]. It is currently unknown whether these 

factors also regulate FAK expression during the differentiation of monocytes to 

macrophages. Transcriptional control of Pyk2 has not been well characterized; 
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however, one study reported the association of the transcription factor CEBP-β 

with the promoter region of the Pyk2 gene (PTK2b) and the subsequent induction 

of Pyk2 protein expression during monocyte differentiation to macrophages in the 

NB4 cell line [305]. Additional studies are necessary to determine how both cell-

intrinsic and -extrinsic factors control FAK and Pyk2 protein expression during 

distinct stages of monocyte and macrophage differentiation. 

 

Flow cytometry provides a powerful tool to study mononuclear phagocyte 

subpopulations during precise stages of the differentiation process. 

Unfortunately, commercially available antibodies to FAK and Pyk2 have been 

tested extensively by our lab and are not suitable for flow cytometry due to 

excessive non-specific antibody binding. To assess the expression of FAK family 

kinases in MPS subpopulations, our approach was therefore to isolate FACS 

sorted populations and subsequently perform western blotting on extracts 

prepared from these samples. One technical obstacle to this approach is the 

relative scarcity of certain MPS subsets, which limits the number of cells that can 

be isolated for protein expression analyses. Thus, while it is clear that FAK 

expression in monocytes is considerably lower than in macrophages, we cannot 

rule out the possibility that low levels of FAK may be expressed in one or more 

monocyte subset. Another drawback to this approach is the inherent loss of 

potentially relevant information regarding FAK and Pyk2 expression as a function 

of heterogeneity within MPS populations. For example, it is possible that Pyk2 

expression may be upregulated in a small subset of Ly6Cneg monocytes that 
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could be distinguished with the use of additional markers. Similarly, FAK may 

only be expressed in a subset of splenic macrophages, or its expression might 

vary in macrophages isolated from different tissues. An alternative approach that 

would circumvent these limitations would be to develop FAK or Pyk2 reporter 

mice, similar to CX3CR1GFP/+ mice, which would allow for the detection of these 

proteins using fluorescence as a surrogate marker. Notably, a similar method has 

been employed by the Hettinger group in characterizing expression of the 

transcription factor NR4A1 in monocyte subsets [44].  

 

 

4.3 Perspective on the role of Pyk2 as a promoter of cell death in Ly6Cneg 

monocytes 

One question that arises from the observation that FAK and Pyk2 protein 

expression is not equivalent across MPS cell populations is whether these 

proteins regulate distinct functions in these subsets. The relative absence of FAK 

expression in monocytes, together with the pronounced upregulation of Pyk2 

expression in the Ly6Cneg fraction of monocytes, led us to investigate the role of 

Pyk2 in the differentiation and accumulation of monocyte subpopulations. We 

found that Pyk2-deficiency led to an over-representation of Ly6Cneg monocytes, 

concomitant with reduced indicators of apoptosis in these cells, suggesting that 

Pyk2 functions to promote the turnover of Ly6Cneg monocytes at homeostasis. 

While exogenous overexpression of Pyk2 has previously been shown to induce 

apoptosis in several cell types [294-297, 321], this is the first time to our 
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knowledge that endogenous levels of Pyk2 have been shown to promote cell 

death. Additionally, our study is the first to demonstrate a role for Pyk2 in 

promoting apoptosis of monocytes.  

 

Further experimentation is needed to elucidate the signaling mechanisms that 

control Pyk2-mediated cell death in Ly6Cneg monocytes. To date, several factors 

have been identified that promote the survival of Ly6Cneg monocytes, including 

M-CSF, CX3CL1, and the transcription factor NR4A1 [44, 49, 51, 66, 316]. 

However, very little is known about the molecular factors that actively promote 

apoptosis in these characteristically short-lived cells. Monocytes spontaneously 

undergo apoptosis when cultured ex vivo, and Fas-FasL signaling has been 

implicated in driving this process via the repression of Bcl-2 signaling and the 

activation of capsases [332, 333]. However, there is currently no evidence linking 

canonical Fas signaling with Pyk2-mediated apoptosis; in fact, one report 

showed that Pyk2 was activated downstream of dexamethasone (Dex)-induced 

apoptosis but not Fas mAb-induced apoptosis in multiple myeloma cells [295]. 

The authors of this study went on to show that overexpression of kinase-inactive 

Pyk2 prevented Dex-induced apoptosis, but did not affect Fas mAb-induced cell 

death, suggesting that Pyk2 may promote apoptosis in a Fas-independent 

manner.  

 

Our work in reciprocal chimeric mice indicate that the reduced apoptosis 

observed in Ly6Cneg monocytes from Pyk2-/- mice cannot be entirely attributed to 
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an altered stromal environment present in the BM of these animals; rather, this 

phenotype is at least in part driven by loss of Pyk2 in hematopoietic cells. To 

further illustrate a survival advantage for Ly6Cneg monocytes, Pyk2 conditional 

knockout mice could be developed using the Cre-LoxP system. In this model, 

constitutive Cre expression driven by the LysM-promoter would induce myeloid-

specific deletion of Pyk2, similar to the FAKΔmyeloid mice described in Chapter 3 of 

this thesis. These mice could potentially provide supportive evidence 

demonstrating myeloid cell-autonomous effects of Pyk2 deficiency on the 

accumulation of Ly6Cneg monocytes. Another approach would be to transfer 

FACs-isolated MDPs or cMoPs from WT and Pyk2-/- mice into lethally irradiated 

recipient mice in a mixed chimera experiment, and subsequently track the 

differentiation and survival of Ly6Cneg monocytes over a short period of time. This 

experiment would allow us to directly assess the contribution of Pyk2 to non-

classical monocyte lifespan. Given our current understanding of Pyk2 function in 

these cells, our expectation would be that Pyk2-deficient progeny would outlive 

WT cells. Similar experiments could also be performed by transferring 

fluorescently labeled monocytes into non-irradiated recipient mice. Under these 

conditions, the genotype of the adoptively transferred cells would be 

distinguished by either the color of fluorescence staining used to label the donor 

cells, or the CD45 allotype of the donor cells.    

 

Our data indicate that Pyk2-deficient Ly6Cneg monocytes accumulate in the BM 

and spleen of chimeric mice to a greater extent than WT Ly6Cneg monocytes, and 
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this is concomitant with decreased levels of apoptosis in BM Ly6Cneg monocytes. 

However, this phenotype was not observed in the PB, where similar numbers of 

WT and Pyk2-/- Ly6Cneg monocytes were observed. One possible explanation for 

this phenomenon is that the BM and spleen, but not the PB, provide a 

specialized environment that allows for the turnover of some Ly6Cneg monocytes 

via a mechanism that is at least partially dependent on Pyk2. Interestingly, 

increased expression of CXCR4 has been shown to direct aged neutrophils from 

the circulation to the liver, spleen, and BM for elimination [370, 371]. Although a 

similar process has not been demonstrated in monocytes, it is interesting to 

speculate that Pyk2 may facilitate the localization or signaling necessary for the 

proper removal of aged Ly6Cneg monocytes in the BM and spleen.  

 

Another probing question that arises from these studies is why Ly6Cneg 

monocytes utilize Pyk2 for their turnover, but macrophages (which also 

abundantly express Pyk2) are much longer lived. One potential explanation is 

that the macrophages are exposed to distinct microenvironmental stimuli, 

including survival factors, that prolong their lifespan. It should also be noted that, 

unlike monocytes, macrophages express FAK in addition to Pyk2. Notably, FAK 

has been shown to promote survival signaling in several cell types [250, 264]. 

Hence, it is possible that the upregulation of FAK in these cells is needed in part 

to oppose the function of Pyk2 as a cell death promoter. In this model, FAK and 

Pyk2 would fulfill opposing roles; of note, this functional relationship has 

previously been demonstrated in other contexts [249].  
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4.4 Functional implications for Pyk2 activity in Ly6Cneg monocytes 

What then is the practical importance of restricting the compartment of Ly6Cneg 

monocytes? It is unknown at this point why short-lived innate immune cells are 

produced and die at such rapid rates. Some have speculated that this may 

ensure the timely turnover of these cells during inflammatory reactions, 

potentially providing a protective measure against excessive tissue damage 

during instances of chronic inflammation [372]. At homeostasis, however, it is 

unclear whether an expanded Ly6Cneg monocyte compartment would have 

positive or deleterious consequences. Functionally, these cells have been linked 

to scanning of the vasculature and uptake of microparticles along the 

endothelium [24]. Thus, these cells purportedly act as intravascular caretakers 

that remove debris from the vasculature and are poised to respond to danger 

signals. Ly6Cneg monocytes have also been shown to cross-present antigens 

from phagocytosed cells to T cells in the spleen, thereby contributing to 

tolerogenic responses [373]. Given that Pyk2-/- mice do not display overt 

phenotypic abnormalities, the modest overabundance of Ly6Cneg monocytes we 

have observed likely does not contribute to pathologies in the absence of stimuli. 

However, it would be interesting to assess responses related to the maintenance 

of vascular integrity in the Pyk2-deficient mice. 

 

Although Ly6Cneg monocytes rarely extravasate from the vasculature during 

physiological conditions, these nonclassical monocytes have been reported to 

enter peripheral tissues and differentiate into resident macrophages in response 
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to some inflammatory cues [24]. As opposed to Ly6C+ inflammatory monocytes, 

the Ly6Cneg monocytes produce low levels of proinflammatory cytokines and are 

thought to generally contribute to wound healing processes and the resolution of 

inflammation [18]. After myocardial infarction (MI), Ly6Cneg monocytes were 

shown to traffic to the infarcted heart during the reparative phase of the injury 

response, and mice deficient in these nonclassical monocytes displayed adverse 

cardiac remodeling following MI [98, 374]. Other protective roles for Ly6Cneg 

monocytes have been demonstrated in mouse models of arthritis and 

Alzheimer’s disease [375, 376]. In the context of our findings, these results 

suggest that Pyk2-deficient mice might exhibit enhanced wound healing due to 

the increased numbers of Ly6Cneg monocytes that they harbor. However, others 

have reported aggravation of pathologies following Ly6Cneg monocyte 

recruitment, including those associated with atherosclerosis and kidney disease 

[377]. Thus, the contribution of nonclassical monocytes to either the promotion or 

resolution of inflammatory reactions may be context-dependent. Of note, any 

disease paradigms applied to our model would need to account for the global 

nature of the Pyk2-deficiency in our mice. Alternatively, Pyk2 conditional 

knockout models could be developed to explore monocyte-specific contributions 

to disease resolution. 

 

While our work demonstrates that Pyk2 promotes the turnover of Ly6Cneg 

monocytes, this does not exclude the possibility that Pyk2 has other functional 

activities in these cells. The majority of our current understanding of Ly6Cneg 
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function comes from sophisticated intravital imaging experiments tracking the 

patrolling and scavenging activities of these cells along the luminal side of the 

vasculature. This activity is dependent on the β2 integrin complex (lymphocyte 

function-associated antigen-1; LFA-1), as antibody blockade to either subunit of 

the LFA-1 complex (CD11a or CD18) leads to rapid disassociation of Ly6Cneg 

monocytes from the vasculature [24, 25]. Furthermore, genetic ablation of the 

LFA-1 ligands, intercellular adhesion molecule 1 (ICAM1) and ICAM2, also 

results in dissociation of Ly6Cneg monocytes from the endothelial wall [25]. The 

contribution of signaling molecules like Pyk2 that function downstream of integrin 

activation to these patrolling activities is unknown. However, in several other 

immune cell types, Pyk2 is known to be activated in response to LFA-1 

stimulation [378-382]. Given this information, it would be interesting to assess the 

contribution of Pyk2 toward Ly6Cneg monocyte patrolling capabilities. For 

intravital imaging studies, this would require isolation and fluorescence labeling 

of Pyk2-deficient Ly6Cneg monocytes prior to adoptive transfer into a recipient 

mouse. Alternatively, a Pyk2-/- fluorescent reporter mouse could be developed 

and utilized, as previously described. Given the established role of Pyk2 in 

promoting the directional movement of macrophages, we might expect Pyk2-

deficient monocytes to show impaired patrolling or scavenging capabilities. If this 

were the case, follow-up experiments testing the role of Pyk2 in the response of 

Ly6Cneg monocytes to vascular damage would be warranted. 
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4.5 Perspective on FAK in macrophage control of breast tumor growth 

Our data indicate that FAK is highly expressed in macrophages (Chapter 2), and 

that MPS cells may utilize FAK to restrict the growth of primary tumors in the 

PyVmT murine model of breast cancer (Chapter 3). While our results show that 

the accumulation of TAMs in the developing tumor is likely governed by FAK-

independent processes, the accelerated tumor progression observed in 

FAKΔmyeloid/PyVmT mice may still be the result of aberrant localization of TAMs 

within the tumor. Future research should therefore establish the contribution of 

FAK to TAM localization within the architecture of tumors transitioning from early 

carcinoma to late carcinoma by determining macrophage localization to 

subdomains within the tumor. This could be accomplished through histological 

examination of WT/PyVmT and FAKΔmyeloid/PyVmT MG1s to quantify the number 

of TAMs within the tumor nest and the surrounding stroma, as well as the 

proximity of TAMs to the vasculature using techniques that have been previously 

described [343, 383]. If FAK is important for migration into the nest of the tumor, 

we would expect there to be greater infiltration of TAMs away from the 

vasculature and into the tumor nest in samples isolated from WT/PyVmT 

compared with FAKΔmyeloid /PyVmT mice. A similar disparity in TAM infiltration 

would be expected in angiogenic or fibrotic areas if FAK is required for the TAMs 

to respond to chemotactic signals emanating from those regions of the tumor. 

These histological analyses would rely heavily upon qualitative assessment of 

microdomains within the tumor, including areas of neoangiogenesis and the 

subdivision of tumor stroma from tumor nest; it would therefore be useful to 
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consult with a pathologist to discuss experimental design, data analysis, and 

quantification of IHC staining during the course of experimentation. Of note, it 

seems unlikely to us that regions of necrosis and/or hypoxia drive the 

accelerated tumor growth observed in FAKΔmyeloid mice, given that these features 

are generally associated with tumors that have already progressed to late 

carcinoma.  

 

Alternatively, tumor outgrowth may be accelerated in FAKΔmyeloid/PyVmT mice 

because of altered TAM functionality. Indeed, even if FAK is important for 

macrophage migration within the tumor, this would not discount the possibility 

that there may also be fundamental changes to the activation state of these 

TAMs, given the importance of cellular crosstalk within microdomains of a 

developing tumor. For this reason, it would be useful to also assess the 

functional characteristics of macrophages populating tumors that are undergoing 

the transition from early to late carcinoma. We could begin to characterize TAM 

activation states by sorting TAMs from WT/PyVmT and FAKΔmyeloid/PyVmT 

tumors and performing quantitative RT-PCR to compare gene expression of 

known functional markers such as IL-12, NOS2, IL-1, IL-6, IL-23 (“M1-like”), and 

IL-10, ARG1, TGF-β, and IL-4Rα (“M2-like”). These results would provide a 

picture of the overall gene expression of TAM populations in MG1s; parallel flow 

cytometric analyses could also performed to identify functional subpopulations of 

polarized macrophages in MG1s. Since soluble factors produced by TAMs can 

influence tumor growth and progression, ex vivo culture methods of 
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macrophages isolated from developing tumors could be employed to measure a 

broad spectrum of soluble factors in the supernatant that may be produced by 

these TAMs. Using these results as a guide, we could further test for differences 

in growth factor and cytokine production using ELISAs to measure protein levels 

of specific factors present in WT/PyVmT and FAKΔmyeloid/PyVmT MG1s.  

 

Additionally, we could determine whether macrophage activation state is 

intrinsically regulated by FAK outside of the context of the tumor 

microenvironment. Using pharmacological inhibitors to FAK activation, as well as 

our genetic models of conditional FAK knockout, macrophages could be cultured 

from bone marrow in vitro and the soluble factors present in the supernatants 

from these cultured cells could be measured using multiplex analysis. Moreover, 

the polarization state of these macrophages could again be determined using the 

approaches outlined above. These experiments may help to clarify whether FAK 

signaling in macrophages fundamentally controls their polarization to a given 

state, irrespective of its role in governing the capacity of these cells to migrate. 

 

The contribution of Pyk2 to MPS-mediated control of breast tumor growth was 

not assessed in this study. Given that Pyk2 is also highly expressed in 

macrophages, and the fact that FAK and Pyk2 have been shown to exhibit some 

overlapping functions [298, 384, 385], it will be important to assess whether Pyk2 

expression in MPS cells can also regulate tumor growth. However, several 

elements of the global Pyk2 knockout model would require careful consideration. 
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First, while Pyk2 expression is restricted mainly to cells of the CNS and 

hematopoietic cells, upregulation of Pyk2 expression has also been reported in 

some breast cancers [386]. Hence, a conditional knockout mouse would be 

required to assess tumor control by Pyk2 specifically in myeloid cells. Secondly, 

unlike FAK, Pyk2 is also highly expressed in some subsets of monocytes and 

neutrophils. Therefore, any functional consequences of Pyk2 deficiency on tumor 

growth could not be attributed solely to TAMs in this model. Nevertheless, 

studying the contribution of Pyk2 in myeloid-mediated control of tumor growth 

represents an attractive area of study that may have important therapeutic 

implications.  

 

 

4.6 Concluding remarks on FAK and Pyk2 in mononuclear phagocytes 

In conclusion, the data and perspectives presented in this thesis provide novel 

insights into previously unappreciated roles for FAK and Pyk2 in regulating MPS 

populations. Together, our findings indicate that Pyk2 is important for the 

homeostatic maintenance of monocyte subpopulations, and that FAK contributes 

to the control of breast tumor growth by TAMs. While we remain in the early 

stages of understanding the mechanistic underpinnings that drive these 

processes, our findings provide a stepping-stone for future studies that may 

uncover additional functions for FAK and Pyk2 in controlling important biological 

processes during homeostasis and disease. 



	
   155	
  
Literature Cited 

1. Hoffmann, J.A., Kafatos, F.C., Janeway, C.A., and Ezekowitz, R.A. 1999. 

Phylogenetic perspectives in innate immunity. Science 284:1313-1318. 

2. Gordon, S. 2008. Elie Metchnikoff: father of natural immunity. Eur J Immunol 

38:3257-3264. 

3. Metchnikoff, E. 1891. Lecture on Phagocytosis and Immunity. British medical 

journal 1:213-217. 

4. Metchnikoff, E. 1892. Leçons sur la pathologie comparée de l'inflammation, 

Faites à l'Institut Pasteur in 1891. 

5. Metchnikoff, E. 1893. Lectures on the comparative pathology of inflammation: 

delivered at the Pasteur Institute in 1891  

6. Metchnikoff, E. 1884. Researches on the Intracellular Digestion of Invertebrates. 

Quarterly Journal of Microscopical Science:89-111. 

7. Ebert, R.H.F., H.W. 1939. The extravascular development of the monocyte 

observed in vivo. . British journal of experimental pathology. 

8. Marchesi, V.T. and Florey, H.W. 1960. Electron micrographic observations on the 

emigration of leucocytes. Q J Exp Physiol Cogn Med Sci 45:343-348. 

9. Carrel, A. and Ebeling, A.H. 1926. The Fundamental Properties of the Fibroblast 

and the Macrophage : Ii. The Macrophage. J Exp Med 44:285-305. 

10. Lewis, M.R. 1925. The Formation of Macrophages, Epithelioid Cells and Giant 

Cells from Leucocytes in Incubated Blood. Am J Pathol 1:91-100 101. 

11. Van Furth, R. and Cohn, Z.A. 1968. The origin and kinetics of mononuclear 

phagocytes. J Exp Med 128:415-435. 

12. Van Furth, R., Cohn, Z.A., Hirsch, J.G., Humphrey, J.H., Spector, W.G., and 

Langevoort, H.L. 1972. The mononuclear phagocyte system: a new classification 



	
   156	
  
of macrophages, monocytes, and their precursor cells. Bull World Health Organ 

46:845-852. 

13. Steinman, R.M., Adams, J.C., and Cohn, Z.A. 1975. Identification of a novel cell 

type in peripheral lymphoid organs of mice. IV. Identification and distribution in 

mouse spleen. J Exp Med 141:804-820. 

14. Naik, S.H., Perie, L., Swart, E., Gerlach, C., Van Rooij, N., De Boer, R.J., and 

Schumacher, T.N. 2013. Diverse and heritable lineage imprinting of early 

haematopoietic progenitors. Nature 496:229-232. 

15. Schraml, B.U., Van Blijswijk, J., Zelenay, S., Whitney, P.G., Filby, A., Acton, S.E., 

Rogers, N.C., Moncaut, N., Carvajal, J.J., and Reis E Sousa, C. 2013. Genetic 

tracing via DNGR-1 expression history defines dendritic cells as a hematopoietic 

lineage. Cell 154:843-858. 

16. Boisset, J.C., Van Cappellen, W., Andrieu-Soler, C., Galjart, N., Dzierzak, E., and 

Robin, C. 2010. In vivo imaging of haematopoietic cells emerging from the 

mouse aortic endothelium. Nature 464:116-120. 

17. Chow, A., Brown, B.D., and Merad, M. 2011. Studying the mononuclear 

phagocyte system in the molecular age. Nat Rev Immunol 11:788-798. 

18. Cros, J., Cagnard, N., Woollard, K., Patey, N., Zhang, S.Y., Senechal, B., Puel, 

A., Biswas, S.K., Moshous, D., Picard, C., Jais, J.P., D'cruz, D., Casanova, J.L., 

Trouillet, C., and Geissmann, F. 2010. Human CD14dim monocytes patrol and 

sense nucleic acids and viruses via TLR7 and TLR8 receptors. Immunity 33:375-

386. 

19. Ingersoll, M.A., Spanbroek, R., Lottaz, C., Gautier, E.L., Frankenberger, M., 

Hoffmann, R., Lang, R., Haniffa, M., Collin, M., Tacke, F., Habenicht, A.J., 



	
   157	
  
Ziegler-Heitbrock, L., and Randolph, G.J. 2010. Comparison of gene expression 

profiles between human and mouse monocyte subsets. Blood 115:e10-19. 

20. Ginhoux, F. and Jung, S. 2014. Monocytes and macrophages: developmental 

pathways and tissue homeostasis. Nat Rev Immunol 14:392-404. 

21. Etzrodt, M., Cortez-Retamozo, V., Newton, A., Zhao, J., Ng, A., Wildgruber, M., 

Romero, P., Wurdinger, T., Xavier, R., Geissmann, F., Meylan, E., Nahrendorf, 

M., Swirski, F.K., Baltimore, D., Weissleder, R., and Pittet, M.J. 2012. Regulation 

of monocyte functional heterogeneity by miR-146a and Relb. Cell Rep 1:317-

324. 

22. Avraham-Davidi, I., Yona, S., Grunewald, M., Landsman, L., Cochain, C., 

Silvestre, J.S., Mizrahi, H., Faroja, M., Strauss-Ayali, D., Mack, M., Jung, S., and 

Keshet, E. 2013. On-site education of VEGF-recruited monocytes improves their 

performance as angiogenic and arteriogenic accessory cells. J Exp Med 

210:2611-2625. 

23. Jakubzick, C., Gautier, E.L., Gibbings, S.L., Sojka, D.K., Schlitzer, A., Johnson, 

T.E., Ivanov, S., Duan, Q., Bala, S., Condon, T., Van Rooijen, N., Grainger, J.R., 

Belkaid, Y., Ma'ayan, A., Riches, D.W., Yokoyama, W.M., Ginhoux, F., Henson, 

P.M., and Randolph, G.J. 2013. Minimal differentiation of classical monocytes as 

they survey steady-state tissues and transport antigen to lymph nodes. Immunity 

39:599-610. 

24. Auffray, C., Fogg, D., Garfa, M., Elain, G., Join-Lambert, O., Kayal, S., Sarnacki, 

S., Cumano, A., Lauvau, G., and Geissmann, F. 2007. Monitoring of blood 

vessels and tissues by a population of monocytes with patrolling behavior. 

Science 317:666-670. 



	
   158	
  
25. Carlin, L.M., Stamatiades, E.G., Auffray, C., Hanna, R.N., Glover, L., Vizcay-

Barrena, G., Hedrick, C.C., Cook, H.T., Diebold, S., and Geissmann, F. 2013. 

Nr4a1-dependent Ly6C(low) monocytes monitor endothelial cells and orchestrate 

their disposal. Cell 153:362-375. 

26. Geissmann, F., Jung, S., and Littman, D.R. 2003. Blood monocytes consist of 

two principal subsets with distinct migratory properties. Immunity 19:71-82. 

27. Palframan, R.T., Jung, S., Cheng, G., Weninger, W., Luo, Y., Dorf, M., Littman, 

D.R., Rollins, B.J., Zweerink, H., Rot, A., and Von Andrian, U.H. 2001. 

Inflammatory chemokine transport and presentation in HEV: a remote control 

mechanism for monocyte recruitment to lymph nodes in inflamed tissues. J Exp 

Med 194:1361-1373. 

28. Wynn, T.A., Chawla, A., and Pollard, J.W. 2013. Macrophage biology in 

development, homeostasis and disease. Nature 496:445-455. 

29. Hettinger, J., Richards, D.M., Hansson, J., Barra, M.M., Joschko, A.C., 

Krijgsveld, J., and Feuerer, M. 2013. Origin of monocytes and macrophages in a 

committed progenitor. Nat Immunol 14:821-830. 

30. Morrison, S.J. and Weissman, I.L. 1994. The long-term repopulating subset of 

hematopoietic stem cells is deterministic and isolatable by phenotype. Immunity 

1:661-673. 

31. Spangrude, G.J., Heimfeld, S., and Weissman, I.L. 1988. Purification and 

characterization of mouse hematopoietic stem cells. Science 241:58-62. 

32. Weissman, I.L. 2000. Stem cells: units of development, units of regeneration, and 

units in evolution. Cell 100:157-168. 

33. Enver, T., Pera, M., Peterson, C., and Andrews, P.W. 2009. Stem cell states, 

fates, and the rules of attraction. Cell Stem Cell 4:387-397. 



	
   159	
  
34. Orkin, S.H. and Zon, L.I. 2008. Hematopoiesis: an evolving paradigm for stem 

cell biology. Cell 132:631-644. 

35. Valledor, A.F., Borras, F.E., Cullell-Young, M., and Celada, A. 1998. 

Transcription factors that regulate monocyte/macrophage differentiation. J 

Leukoc Biol 63:405-417. 

36. Lenny, N., Westendorf, J.J., and Hiebert, S.W. 1997. Transcriptional regulation 

during myelopoiesis. Mol Biol Rep 24:157-168. 

37. Morrison, S.J., Wandycz, A.M., Hemmati, H.D., Wright, D.E., and Weissman, I.L. 

1997. Identification of a lineage of multipotent hematopoietic progenitors. 

Development 124:1929-1939. 

38. Kondo, M., Weissman, I.L., and Akashi, K. 1997. Identification of clonogenic 

common lymphoid progenitors in mouse bone marrow. Cell 91:661-672. 

39. Akashi, K., Traver, D., Miyamoto, T., and Weissman, I.L. 2000. A clonogenic 

common myeloid progenitor that gives rise to all myeloid lineages. Nature 

404:193-197. 

40. Naik, S.H. 2008. Demystifying the development of dendritic cell subtypes, a little. 

Immunol Cell Biol 86:439-452. 

41. Fogg, D.K., Sibon, C., Miled, C., Jung, S., Aucouturier, P., Littman, D.R., 

Cumano, A., and Geissmann, F. 2006. A clonogenic bone marrow progenitor 

specific for macrophages and dendritic cells. Science 311:83-87. 

42. Jung, S., Aliberti, J., Graemmel, P., Sunshine, M.J., Kreutzberg, G.W., Sher, A., 

and Littman, D.R. 2000. Analysis of fractalkine receptor CX(3)CR1 function by 

targeted deletion and green fluorescent protein reporter gene insertion. Mol Cell 

Biol 20:4106-4114. 



	
   160	
  
43. Italiani, P. and Boraschi, D. 2014. From Monocytes to M1/M2 Macrophages: 

Phenotypical vs. Functional Differentiation. Front Immunol 5:514. 

44. Hanna, R.N., Carlin, L.M., Hubbeling, H.G., Nackiewicz, D., Green, A.M., Punt, 

J.A., Geissmann, F., and Hedrick, C.C. 2011. The transcription factor NR4A1 

(Nur77) controls bone marrow differentiation and the survival of Ly6C- 

monocytes. Nat Immunol 12:778-785. 

45. Swirski, F.K., Nahrendorf, M., Etzrodt, M., Wildgruber, M., Cortez-Retamozo, V., 

Panizzi, P., Figueiredo, J.L., Kohler, R.H., Chudnovskiy, A., Waterman, P., 

Aikawa, E., Mempel, T.R., Libby, P., Weissleder, R., and Pittet, M.J. 2009. 

Identification of splenic reservoir monocytes and their deployment to 

inflammatory sites. Science 325:612-616. 

46. Yona, S., Kim, K.W., Wolf, Y., Mildner, A., Varol, D., Breker, M., Strauss-Ayali, 

D., Viukov, S., Guilliams, M., Misharin, A., Hume, D.A., Perlman, H., Malissen, 

B., Zelzer, E., and Jung, S. 2013. Fate mapping reveals origins and dynamics of 

monocytes and tissue macrophages under homeostasis. Immunity 38:79-91. 

47. Varol, C., Landsman, L., Fogg, D.K., Greenshtein, L., Gildor, B., Margalit, R., 

Kalchenko, V., Geissmann, F., and Jung, S. 2007. Monocytes give rise to 

mucosal, but not splenic, conventional dendritic cells. J Exp Med 204:171-180. 

48. Kurotaki, D., Osato, N., Nishiyama, A., Yamamoto, M., Ban, T., Sato, H., 

Nakabayashi, J., Umehara, M., Miyake, N., Matsumoto, N., Nakazawa, M., 

Ozato, K., and Tamura, T. 2013. Essential role of the IRF8-KLF4 transcription 

factor cascade in murine monocyte differentiation. Blood 121:1839-1849. 

49. Wiktor-Jedrzejczak, W., Bartocci, A., Ferrante, A.W., Jr., Ahmed-Ansari, A., Sell, 

K.W., Pollard, J.W., and Stanley, E.R. 1990. Total absence of colony-stimulating 



	
   161	
  
factor 1 in the macrophage-deficient osteopetrotic (op/op) mouse. Proc Natl Acad 

Sci U S A 87:4828-4832. 

50. Yoshida, H., Hayashi, S., Kunisada, T., Ogawa, M., Nishikawa, S., Okamura, H., 

Sudo, T., Shultz, L.D., and Nishikawa, S. 1990. The murine mutation 

osteopetrosis is in the coding region of the macrophage colony stimulating factor 

gene. Nature 345:442-444. 

51. Dai, X.M., Ryan, G.R., Hapel, A.J., Dominguez, M.G., Russell, R.G., Kapp, S., 

Sylvestre, V., and Stanley, E.R. 2002. Targeted disruption of the mouse colony-

stimulating factor 1 receptor gene results in osteopetrosis, mononuclear 

phagocyte deficiency, increased primitive progenitor cell frequencies, and 

reproductive defects. Blood 99:111-120. 

52. Feinberg, M.W., Wara, A.K., Cao, Z., Lebedeva, M.A., Rosenbauer, F., Iwasaki, 

H., Hirai, H., Katz, J.P., Haspel, R.L., Gray, S., Akashi, K., Segre, J., Kaestner, 

K.H., Tenen, D.G., and Jain, M.K. 2007. The Kruppel-like factor KLF4 is a critical 

regulator of monocyte differentiation. EMBO J 26:4138-4148. 

53. Alder, J.K., Georgantas, R.W., 3rd, Hildreth, R.L., Kaplan, I.M., Morisot, S., Yu, 

X., Mcdevitt, M., and Civin, C.I. 2008. Kruppel-like factor 4 is essential for 

inflammatory monocyte differentiation in vivo. J Immunol 180:5645-5652. 

54. Passlick, B., Flieger, D., and Ziegler-Heitbrock, H.W. 1989. Identification and 

characterization of a novel monocyte subpopulation in human peripheral blood. 

Blood 74:2527-2534. 

55. Ziegler-Heitbrock, L., Ancuta, P., Crowe, S., Dalod, M., Grau, V., Hart, D.N., 

Leenen, P.J., Liu, Y.J., Macpherson, G., Randolph, G.J., Scherberich, J., 

Schmitz, J., Shortman, K., Sozzani, S., Strobl, H., Zembala, M., Austyn, J.M., 



	
   162	
  
and Lutz, M.B. 2010. Nomenclature of monocytes and dendritic cells in blood. 

Blood 116:e74-80. 

56. Ziegler-Heitbrock, L. 2014. Monocyte subsets in man and other species. Cell 

Immunol 289:135-139. 

57. Tsou, C.L., Peters, W., Si, Y., Slaymaker, S., Aslanian, A.M., Weisberg, S.P., 

Mack, M., and Charo, I.F. 2007. Critical roles for CCR2 and MCP-3 in monocyte 

mobilization from bone marrow and recruitment to inflammatory sites. J Clin 

Invest 117:902-909. 

58. Serbina, N.V. and Pamer, E.G. 2006. Monocyte emigration from bone marrow 

during bacterial infection requires signals mediated by chemokine receptor 

CCR2. Nat Immunol 7:311-317. 

59. Debien, E., Mayol, K., Biajoux, V., Daussy, C., De Aguero, M.G., Taillardet, M., 

Dagany, N., Brinza, L., Henry, T., Dubois, B., Kaiserlian, D., Marvel, J., 

Balabanian, K., and Walzer, T. 2013. S1PR5 is pivotal for the homeostasis of 

patrolling monocytes. Eur J Immunol 43:1667-1675. 

60. Louis, C., Cook, A.D., Lacey, D., Fleetwood, A.J., Vlahos, R., Anderson, G.P., 

and Hamilton, J.A. 2015. Specific Contributions of CSF-1 and GM-CSF to the 

Dynamics of the Mononuclear Phagocyte System. J Immunol 195:134-144. 

61. Macdonald, K.P., Palmer, J.S., Cronau, S., Seppanen, E., Olver, S., Raffelt, 

N.C., Kuns, R., Pettit, A.R., Clouston, A., Wainwright, B., Branstetter, D., Smith, 

J., Paxton, R.J., Cerretti, D.P., Bonham, L., Hill, G.R., and Hume, D.A. 2010. An 

antibody against the colony-stimulating factor 1 receptor depletes the resident 

subset of monocytes and tissue- and tumor-associated macrophages but does 

not inhibit inflammation. Blood 116:3955-3963. 



	
   163	
  
62. Bettina, A., Zhang, Z., Michels, K., Cagnina, R.E., Vincent, I.S., Burdick, M.D., 

Kadl, A., and Mehrad, B. 2016. M-CSF Mediates Host Defense during Bacterial 

Pneumonia by Promoting the Survival of Lung and Liver Mononuclear 

Phagocytes. J Immunol 196:5047-5055. 

63. Boehme, S.A., Lio, F.M., Maciejewski-Lenoir, D., Bacon, K.B., and Conlon, P.J. 

2000. The chemokine fractalkine inhibits Fas-mediated cell death of brain 

microglia. J Immunol 165:397-403. 

64. Brand, S., Sakaguchi, T., Gu, X., Colgan, S.P., and Reinecker, H.C. 2002. 

Fractalkine-mediated signals regulate cell-survival and immune-modulatory 

responses in intestinal epithelial cells. Gastroenterology 122:166-177. 

65. Davis, C.N. and Harrison, J.K. 2006. Proline 326 in the C terminus of murine 

CX3CR1 prevents G-protein and phosphatidylinositol 3-kinase-dependent 

stimulation of Akt and extracellular signal-regulated kinase in Chinese hamster 

ovary cells. J Pharmacol Exp Ther 316:356-363. 

66. Landsman, L., Bar-On, L., Zernecke, A., Kim, K.W., Krauthgamer, R., 

Shagdarsuren, E., Lira, S.A., Weissman, I.L., Weber, C., and Jung, S. 2009. 

CX3CR1 is required for monocyte homeostasis and atherogenesis by promoting 

cell survival. Blood 113:963-972. 

67. Kelley, T.W., Graham, M.M., Doseff, A.I., Pomerantz, R.W., Lau, S.M., 

Ostrowski, M.C., Franke, T.F., and Marsh, C.B. 1999. Macrophage colony-

stimulating factor promotes cell survival through Akt/protein kinase B. J Biol 

Chem 274:26393-26398. 

68. Bhatt, N.Y., Kelley, T.W., Khramtsov, V.V., Wang, Y., Lam, G.K., Clanton, T.L., 

and Marsh, C.B. 2002. Macrophage-colony-stimulating factor-induced activation 



	
   164	
  
of extracellular-regulated kinase involves phosphatidylinositol 3-kinase and 

reactive oxygen species in human monocytes. J Immunol 169:6427-6434. 

69. Goyal, A., Wang, Y., Graham, M.M., Doseff, A.I., Bhatt, N.Y., and Marsh, C.B. 

2002. Monocyte survival factors induce Akt activation and suppress caspase-3. 

Am J Respir Cell Mol Biol 26:224-230. 

70. Fahy, R.J., Doseff, A.I., and Wewers, M.D. 1999. Spontaneous human monocyte 

apoptosis utilizes a caspase-3-dependent pathway that is blocked by endotoxin 

and is independent of caspase-1. J Immunol 163:1755-1762. 

71. Voss, O.H., Kim, S., Wewers, M.D., and Doseff, A.I. 2005. Regulation of 

monocyte apoptosis by the protein kinase Cdelta-dependent phosphorylation of 

caspase-3. J Biol Chem 280:17371-17379. 

72. Malavez, Y., Voss, O.H., Gonzalez-Mejia, M.E., Parihar, A., and Doseff, A.I. 

2015. Distinct contribution of protein kinase Cdelta and protein kinase Cepsilon in 

the lifespan and immune response of human blood monocyte subpopulations. 

Immunology 144:611-620. 

73. Brown, N.J., Hutcheson, J., Bickel, E., Scatizzi, J.C., Albee, L.D., Haines, G.K., 

3rd, Eslick, J., Bradley, K., Taricone, E., and Perlman, H. 2004. Fas death 

receptor signaling represses monocyte numbers and macrophage activation in 

vivo. J Immunol 173:7584-7593. 

74. Cullen, S.P. and Martin, S.J. 2009. Caspase activation pathways: some recent 

progress. Cell Death Differ 16:935-938. 

75. Guilliams, M., Ginhoux, F., Jakubzick, C., Naik, S.H., Onai, N., Schraml, B.U., 

Segura, E., Tussiwand, R., and Yona, S. 2014. Dendritic cells, monocytes and 

macrophages: a unified nomenclature based on ontogeny. Nat Rev Immunol 

14:571-578. 



	
   165	
  
76. Diserbo, M., Agin, A., Lamproglou, I., Mauris, J., Staali, F., Multon, E., and 

Amourette, C. 2002. Blood-brain barrier permeability after gamma whole-body 

irradiation: an in vivo microdialysis study. Can J Physiol Pharmacol 80:670-678. 

77. Kierdorf, K., Katzmarski, N., Haas, C.A., and Prinz, M. 2013. Bone marrow cell 

recruitment to the brain in the absence of irradiation or parabiosis bias. PLoS 

One 8:e58544. 

78. Mildner, A., Schmidt, H., Nitsche, M., Merkler, D., Hanisch, U.K., Mack, M., 

Heikenwalder, M., Bruck, W., Priller, J., and Prinz, M. 2007. Microglia in the adult 

brain arise from Ly-6ChiCCR2+ monocytes only under defined host conditions. 

Nat Neurosci 10:1544-1553. 

79. Schulz, C., Gomez Perdiguero, E., Chorro, L., Szabo-Rogers, H., Cagnard, N., 

Kierdorf, K., Prinz, M., Wu, B., Jacobsen, S.E., Pollard, J.W., Frampton, J., Liu, 

K.J., and Geissmann, F. 2012. A lineage of myeloid cells independent of Myb 

and hematopoietic stem cells. Science 336:86-90. 

80. Ginhoux, F., Greter, M., Leboeuf, M., Nandi, S., See, P., Gokhan, S., Mehler, 

M.F., Conway, S.J., Ng, L.G., Stanley, E.R., Samokhvalov, I.M., and Merad, M. 

2010. Fate mapping analysis reveals that adult microglia derive from primitive 

macrophages. Science 330:841-845. 

81. Hoeffel, G., Wang, Y., Greter, M., See, P., Teo, P., Malleret, B., Leboeuf, M., 

Low, D., Oller, G., Almeida, F., Choy, S.H., Grisotto, M., Renia, L., Conway, S.J., 

Stanley, E.R., Chan, J.K., Ng, L.G., Samokhvalov, I.M., Merad, M., and Ginhoux, 

F. 2012. Adult Langerhans cells derive predominantly from embryonic fetal liver 

monocytes with a minor contribution of yolk sac-derived macrophages. J Exp 

Med 209:1167-1181. 



	
   166	
  
82. Hashimoto, D., Chow, A., Noizat, C., Teo, P., Beasley, M.B., Leboeuf, M., 

Becker, C.D., See, P., Price, J., Lucas, D., Greter, M., Mortha, A., Boyer, S.W., 

Forsberg, E.C., Tanaka, M., Van Rooijen, N., Garcia-Sastre, A., Stanley, E.R., 

Ginhoux, F., Frenette, P.S., and Merad, M. 2013. Tissue-resident macrophages 

self-maintain locally throughout adult life with minimal contribution from 

circulating monocytes. Immunity 38:792-804. 

83. Takahashi, K., Yamamura, F., and Naito, M. 1989. Differentiation, maturation, 

and proliferation of macrophages in the mouse yolk sac: a light-microscopic, 

enzyme-cytochemical, immunohistochemical, and ultrastructural study. J Leukoc 

Biol 45:87-96. 

84. Cumano, A. and Godin, I. 2007. Ontogeny of the hematopoietic system. Annu 

Rev Immunol 25:745-785. 

85. Gomez Perdiguero, E., Klapproth, K., Schulz, C., Busch, K., Azzoni, E., Crozet, 

L., Garner, H., Trouillet, C., De Bruijn, M.F., Geissmann, F., and Rodewald, H.R. 

2015. Tissue-resident macrophages originate from yolk-sac-derived erythro-

myeloid progenitors. Nature 518:547-551. 

86. Kierdorf, K., Erny, D., Goldmann, T., Sander, V., Schulz, C., Perdiguero, E.G., 

Wieghofer, P., Heinrich, A., Riemke, P., Holscher, C., Muller, D.N., Luckow, B., 

Brocker, T., Debowski, K., Fritz, G., Opdenakker, G., Diefenbach, A., Biber, K., 

Heikenwalder, M., Geissmann, F., Rosenbauer, F., and Prinz, M. 2013. Microglia 

emerge from erythromyeloid precursors via Pu.1- and Irf8-dependent pathways. 

Nat Neurosci 16:273-280. 

87. Ajami, B., Bennett, J.L., Krieger, C., Tetzlaff, W., and Rossi, F.M. 2007. Local 

self-renewal can sustain CNS microglia maintenance and function throughout 

adult life. Nat Neurosci 10:1538-1543. 



	
   167	
  
88. Bogunovic, M., Ginhoux, F., Helft, J., Shang, L., Hashimoto, D., Greter, M., Liu, 

K., Jakubzick, C., Ingersoll, M.A., Leboeuf, M., Stanley, E.R., Nussenzweig, M., 

Lira, S.A., Randolph, G.J., and Merad, M. 2009. Origin of the lamina propria 

dendritic cell network. Immunity 31:513-525. 

89. Varol, C., Yona, S., and Jung, S. 2009. Origins and tissue-context-dependent 

fates of blood monocytes. Immunol Cell Biol 87:30-38. 

90. Bain, C.C., Bravo-Blas, A., Scott, C.L., Gomez Perdiguero, E., Geissmann, F., 

Henri, S., Malissen, B., Osborne, L.C., Artis, D., and Mowat, A.M. 2014. Constant 

replenishment from circulating monocytes maintains the macrophage pool in the 

intestine of adult mice. Nat Immunol 15:929-937. 

91. Rivollier, A., He, J., Kole, A., Valatas, V., and Kelsall, B.L. 2012. Inflammation 

switches the differentiation program of Ly6Chi monocytes from antiinflammatory 

macrophages to inflammatory dendritic cells in the colon. J Exp Med 209:139-

155. 

92. Tamoutounour, S., Guilliams, M., Montanana Sanchis, F., Liu, H., Terhorst, D., 

Malosse, C., Pollet, E., Ardouin, L., Luche, H., Sanchez, C., Dalod, M., Malissen, 

B., and Henri, S. 2013. Origins and functional specialization of macrophages and 

of conventional and monocyte-derived dendritic cells in mouse skin. Immunity 

39:925-938. 

93. N, A.G., Guillen, J.A., Gallardo, G., Diaz, M., De La Rosa, J.V., Hernandez, I.H., 

Casanova-Acebes, M., Lopez, F., Tabraue, C., Beceiro, S., Hong, C., Lara, P.C., 

Andujar, M., Arai, S., Miyazaki, T., Li, S., Corbi, A.L., Tontonoz, P., Hidalgo, A., 

and Castrillo, A. 2013. The nuclear receptor LXRalpha controls the functional 

specialization of splenic macrophages. Nat Immunol 14:831-839. 



	
   168	
  
94. Epelman, S., Lavine, K.J., Beaudin, A.E., Sojka, D.K., Carrero, J.A., Calderon, 

B., Brija, T., Gautier, E.L., Ivanov, S., Satpathy, A.T., Schilling, J.D., 

Schwendener, R., Sergin, I., Razani, B., Forsberg, E.C., Yokoyama, W.M., 

Unanue, E.R., Colonna, M., Randolph, G.J., and Mann, D.L. 2014. Embryonic 

and adult-derived resident cardiac macrophages are maintained through distinct 

mechanisms at steady state and during inflammation. Immunity 40:91-104. 

95. Molawi, K., Wolf, Y., Kandalla, P.K., Favret, J., Hagemeyer, N., Frenzel, K., 

Pinto, A.R., Klapproth, K., Henri, S., Malissen, B., Rodewald, H.R., Rosenthal, 

N.A., Bajenoff, M., Prinz, M., Jung, S., and Sieweke, M.H. 2014. Progressive 

replacement of embryo-derived cardiac macrophages with age. J Exp Med 

211:2151-2158. 

96. Geissmann, F., Manz, M.G., Jung, S., Sieweke, M.H., Merad, M., and Ley, K. 

2010. Development of monocytes, macrophages, and dendritic cells. Science 

327:656-661. 

97. Struyf, S., Proost, P., Vandercappellen, J., Dempe, S., Noyens, B., Nelissen, S., 

Gouwy, M., Locati, M., Opdenakker, G., Dinsart, C., and Van Damme, J. 2009. 

Synergistic up-regulation of MCP-2/CCL8 activity is counteracted by chemokine 

cleavage, limiting its inflammatory and anti-tumoral effects. Eur J Immunol 

39:843-857. 

98. Nahrendorf, M., Swirski, F.K., Aikawa, E., Stangenberg, L., Wurdinger, T., 

Figueiredo, J.L., Libby, P., Weissleder, R., and Pittet, M.J. 2007. The healing 

myocardium sequentially mobilizes two monocyte subsets with divergent and 

complementary functions. J Exp Med 204:3037-3047. 

99. Willenborg, S., Lucas, T., Van Loo, G., Knipper, J.A., Krieg, T., Haase, I., 

Brachvogel, B., Hammerschmidt, M., Nagy, A., Ferrara, N., Pasparakis, M., and 



	
   169	
  
Eming, S.A. 2012. CCR2 recruits an inflammatory macrophage subpopulation 

critical for angiogenesis in tissue repair. Blood 120:613-625. 

100. Arnold, L., Henry, A., Poron, F., Baba-Amer, Y., Van Rooijen, N., Plonquet, A., 

Gherardi, R.K., and Chazaud, B. 2007. Inflammatory monocytes recruited after 

skeletal muscle injury switch into antiinflammatory macrophages to support 

myogenesis. J Exp Med 204:1057-1069. 

101. Merad, M., Manz, M.G., Karsunky, H., Wagers, A., Peters, W., Charo, I., 

Weissman, I.L., Cyster, J.G., and Engleman, E.G. 2002. Langerhans cells renew 

in the skin throughout life under steady-state conditions. Nat Immunol 3:1135-

1141. 

102. Chorro, L., Sarde, A., Li, M., Woollard, K.J., Chambon, P., Malissen, B., 

Kissenpfennig, A., Barbaroux, J.B., Groves, R., and Geissmann, F. 2009. 

Langerhans cell (LC) proliferation mediates neonatal development, homeostasis, 

and inflammation-associated expansion of the epidermal LC network. J Exp Med 

206:3089-3100. 

103. Bouwens, L., Baekeland, M., De Zanger, R., and Wisse, E. 1986. Quantitation, 

tissue distribution and proliferation kinetics of Kupffer cells in normal rat liver. 

Hepatology 6:718-722. 

104. Golde, D.W., Byers, L.A., and Finley, T.N. 1974. Proliferative capacity of human 

alveolar macrophage. Nature 247:373-375. 

105. Jenkins, S.J., Ruckerl, D., Cook, P.C., Jones, L.H., Finkelman, F.D., Van 

Rooijen, N., Macdonald, A.S., and Allen, J.E. 2011. Local macrophage 

proliferation, rather than recruitment from the blood, is a signature of TH2 

inflammation. Science 332:1284-1288. 



	
   170	
  
106. Davies, L.C., Rosas, M., Smith, P.J., Fraser, D.J., Jones, S.A., and Taylor, P.R. 

2011. A quantifiable proliferative burst of tissue macrophages restores 

homeostatic macrophage populations after acute inflammation. Eur J Immunol 

41:2155-2164. 

107. Jenkins, S.J. and Hume, D.A. 2014. Homeostasis in the mononuclear phagocyte 

system. Trends Immunol 35:358-367. 

108. Davies, L.C., Rosas, M., Jenkins, S.J., Liao, C.T., Scurr, M.J., Brombacher, F., 

Fraser, D.J., Allen, J.E., Jones, S.A., and Taylor, P.R. 2013. Distinct bone 

marrow-derived and tissue-resident macrophage lineages proliferate at key 

stages during inflammation. Nat Commun 4:1886. 

109. Zigmond, E., Varol, C., Farache, J., Elmaliah, E., Satpathy, A.T., Friedlander, G., 

Mack, M., Shpigel, N., Boneca, I.G., Murphy, K.M., Shakhar, G., Halpern, Z., and 

Jung, S. 2012. Ly6C hi monocytes in the inflamed colon give rise to 

proinflammatory effector cells and migratory antigen-presenting cells. Immunity 

37:1076-1090. 

110. Bleriot, C., Dupuis, T., Jouvion, G., Eberl, G., Disson, O., and Lecuit, M. 2015. 

Liver-resident macrophage necroptosis orchestrates type 1 microbicidal 

inflammation and type-2-mediated tissue repair during bacterial infection. 

Immunity 42:145-158. 

111. Chitu, V. and Stanley, E.R. 2006. Colony-stimulating factor-1 in immunity and 

inflammation. Curr Opin Immunol 18:39-48. 

112. Hamilton, J.A. 2008. Colony-stimulating factors in inflammation and 

autoimmunity. Nat Rev Immunol 8:533-544. 



	
   171	
  
113. Bartocci, A., Mastrogiannis, D.S., Migliorati, G., Stockert, R.J., Wolkoff, A.W., and 

Stanley, E.R. 1987. Macrophages specifically regulate the concentration of their 

own growth factor in the circulation. Proc Natl Acad Sci U S A 84:6179-6183. 

114. Tushinski, R.J., Oliver, I.T., Guilbert, L.J., Tynan, P.W., Warner, J.R., and 

Stanley, E.R. 1982. Survival of mononuclear phagocytes depends on a lineage-

specific growth factor that the differentiated cells selectively destroy. Cell 28:71-

81. 

115. Hume, D.A. 2008. Differentiation and heterogeneity in the mononuclear 

phagocyte system. Mucosal Immunol 1:432-441. 

116. Ryan, G.R., Dai, X.M., Dominguez, M.G., Tong, W., Chuan, F., Chisholm, O., 

Russell, R.G., Pollard, J.W., and Stanley, E.R. 2001. Rescue of the colony-

stimulating factor 1 (CSF-1)-nullizygous mouse (Csf1(op)/Csf1(op)) phenotype 

with a CSF-1 transgene and identification of sites of local CSF-1 synthesis. Blood 

98:74-84. 

117. Ma, X., Lin, W.Y., Chen, Y., Stawicki, S., Mukhyala, K., Wu, Y., Martin, F., 

Bazan, J.F., and Starovasnik, M.A. 2012. Structural basis for the dual recognition 

of helical cytokines IL-34 and CSF-1 by CSF-1R. Structure 20:676-687. 

118. Lin, H., Lee, E., Hestir, K., Leo, C., Huang, M., Bosch, E., Halenbeck, R., Wu, G., 

Zhou, A., Behrens, D., Hollenbaugh, D., Linnemann, T., Qin, M., Wong, J., Chu, 

K., Doberstein, S.K., and Williams, L.T. 2008. Discovery of a cytokine and its 

receptor by functional screening of the extracellular proteome. Science 320:807-

811. 

119. Greter, M., Lelios, I., Pelczar, P., Hoeffel, G., Price, J., Leboeuf, M., Kundig, 

T.M., Frei, K., Ginhoux, F., Merad, M., and Becher, B. 2012. Stroma-derived 



	
   172	
  
interleukin-34 controls the development and maintenance of langerhans cells and 

the maintenance of microglia. Immunity 37:1050-1060. 

120. Wang, Y., Szretter, K.J., Vermi, W., Gilfillan, S., Rossini, C., Cella, M., Barrow, 

A.D., Diamond, M.S., and Colonna, M. 2012. IL-34 is a tissue-restricted ligand of 

CSF1R required for the development of Langerhans cells and microglia. Nat 

Immunol 13:753-760. 

121. Burgess, A.W. and Metcalf, D. 1980. The nature and action of granulocyte-

macrophage colony stimulating factors. Blood 56:947-958. 

122. Gasson, J.C. 1991. Molecular physiology of granulocyte-macrophage colony-

stimulating factor. Blood 77:1131-1145. 

123. Lenzo, J.C., Turner, A.L., Cook, A.D., Vlahos, R., Anderson, G.P., Reynolds, 

E.C., and Hamilton, J.A. 2012. Control of macrophage lineage populations by 

CSF-1 receptor and GM-CSF in homeostasis and inflammation. Immunol Cell 

Biol 90:429-440. 

124. Koenen, H.J., Smit, M.J., Simmelink, M.M., Schuurman, B., Beelen, R.H., and 

Meijer, S. 1996. Effect of intraperitoneal administration of 

granulocyte/macrophage-colony-stimulating factor in rats on omental milky-spot 

composition and tumoricidal activity in vivo and in vitro. Cancer Immunol 

Immunother 42:310-316. 

125. Shibata, Y., Berclaz, P.Y., Chroneos, Z.C., Yoshida, M., Whitsett, J.A., and 

Trapnell, B.C. 2001. GM-CSF regulates alveolar macrophage differentiation and 

innate immunity in the lung through PU.1. Immunity 15:557-567. 

126. Hamilton, J.A. and Achuthan, A. 2013. Colony stimulating factors and myeloid 

cell biology in health and disease. Trends Immunol 34:81-89. 



	
   173	
  
127. Cailhier, J.F., Partolina, M., Vuthoori, S., Wu, S., Ko, K., Watson, S., Savill, J., 

Hughes, J., and Lang, R.A. 2005. Conditional macrophage ablation 

demonstrates that resident macrophages initiate acute peritoneal inflammation. J 

Immunol 174:2336-2342. 

128. Maus, U., Von Grote, K., Kuziel, W.A., Mack, M., Miller, E.J., Cihak, J., 

Stangassinger, M., Maus, R., Schlondorff, D., Seeger, W., and Lohmeyer, J. 

2002. The role of CC chemokine receptor 2 in alveolar monocyte and neutrophil 

immigration in intact mice. Am J Respir Crit Care Med 166:268-273. 

129. Ajuebor, M.N., Das, A.M., Virag, L., Flower, R.J., Szabo, C., and Perretti, M. 

1999. Role of resident peritoneal macrophages and mast cells in chemokine 

production and neutrophil migration in acute inflammation: evidence for an 

inhibitory loop involving endogenous IL-10. J Immunol 162:1685-1691. 

130. Lucas, T., Waisman, A., Ranjan, R., Roes, J., Krieg, T., Muller, W., Roers, A., 

and Eming, S.A. 2010. Differential roles of macrophages in diverse phases of 

skin repair. J Immunol 184:3964-3977. 

131. Gautier, E.L., Chow, A., Spanbroek, R., Marcelin, G., Greter, M., Jakubzick, C., 

Bogunovic, M., Leboeuf, M., Van Rooijen, N., Habenicht, A.J., Merad, M., and 

Randolph, G.J. 2012. Systemic analysis of PPARgamma in mouse macrophage 

populations reveals marked diversity in expression with critical roles in resolution 

of inflammation and airway immunity. J Immunol 189:2614-2624. 

132. Erwig, L.P. and Henson, P.M. 2008. Clearance of apoptotic cells by phagocytes. 

Cell Death Differ 15:243-250. 

133. Henson, P.M. and Hume, D.A. 2006. Apoptotic cell removal in development and 

tissue homeostasis. Trends Immunol 27:244-250. 



	
   174	
  
134. Davies, L.C., Jenkins, S.J., Allen, J.E., and Taylor, P.R. 2013. Tissue-resident 

macrophages. Nat Immunol 14:986-995. 

135. Hume, D.A. 2012. Plenary perspective: the complexity of constitutive and 

inducible gene expression in mononuclear phagocytes. J Leukoc Biol 92:433-

444. 

136. Gautier, E.L., Shay, T., Miller, J., Greter, M., Jakubzick, C., Ivanov, S., Helft, J., 

Chow, A., Elpek, K.G., Gordonov, S., Mazloom, A.R., Ma'ayan, A., Chua, W.J., 

Hansen, T.H., Turley, S.J., Merad, M., Randolph, G.J., and Immunological 

Genome, C. 2012. Gene-expression profiles and transcriptional regulatory 

pathways that underlie the identity and diversity of mouse tissue macrophages. 

Nat Immunol 13:1118-1128. 

137. Gosselin, D., Link, V.M., Romanoski, C.E., Fonseca, G.J., Eichenfield, D.Z., 

Spann, N.J., Stender, J.D., Chun, H.B., Garner, H., Geissmann, F., and Glass, 

C.K. 2014. Environment drives selection and function of enhancers controlling 

tissue-specific macrophage identities. Cell 159:1327-1340. 

138. Lavin, Y., Winter, D., Blecher-Gonen, R., David, E., Keren-Shaul, H., Merad, M., 

Jung, S., and Amit, I. 2014. Tissue-resident macrophage enhancer landscapes 

are shaped by the local microenvironment. Cell 159:1312-1326. 

139. Ostuni, R., Piccolo, V., Barozzi, I., Polletti, S., Termanini, A., Bonifacio, S., 

Curina, A., Prosperini, E., Ghisletti, S., and Natoli, G. 2013. Latent enhancers 

activated by stimulation in differentiated cells. Cell 152:157-171. 

140. Gordon, S. 2003. Alternative activation of macrophages. Nat Rev Immunol 3:23-

35. 

141. Sica, A. and Mantovani, A. 2012. Macrophage plasticity and polarization: in vivo 

veritas. J Clin Invest 122:787-795. 



	
   175	
  
142. Martinez, F.O. and Gordon, S. 2014. The M1 and M2 paradigm of macrophage 

activation: time for reassessment. F1000Prime Rep 6:13. 

143. Mosser, D.M. and Edwards, J.P. 2008. Exploring the full spectrum of 

macrophage activation. Nat Rev Immunol 8:958-969. 

144. Mantovani, A., Sica, A., and Locati, M. 2005. Macrophage polarization comes of 

age. Immunity 23:344-346. 

145. Mantovani, A., Biswas, S.K., Galdiero, M.R., Sica, A., and Locati, M. 2013. 

Macrophage plasticity and polarization in tissue repair and remodelling. J Pathol 

229:176-185. 

146. Gordon, S. and Martinez, F.O. 2010. Alternative activation of macrophages: 

mechanism and functions. Immunity 32:593-604. 

147. Fleetwood, A.J., Lawrence, T., Hamilton, J.A., and Cook, A.D. 2007. 

Granulocyte-macrophage colony-stimulating factor (CSF) and macrophage CSF-

dependent macrophage phenotypes display differences in cytokine profiles and 

transcription factor activities: implications for CSF blockade in inflammation. J 

Immunol 178:5245-5252. 

148. Murray, P.J., Allen, J.E., Biswas, S.K., Fisher, E.A., Gilroy, D.W., Goerdt, S., 

Gordon, S., Hamilton, J.A., Ivashkiv, L.B., Lawrence, T., Locati, M., Mantovani, 

A., Martinez, F.O., Mege, J.L., Mosser, D.M., Natoli, G., Saeij, J.P., Schultze, 

J.L., Shirey, K.A., Sica, A., Suttles, J., Udalova, I., Van Ginderachter, J.A., Vogel, 

S.N., and Wynn, T.A. 2014. Macrophage activation and polarization: 

nomenclature and experimental guidelines. Immunity 41:14-20. 

149. Balkwill, F. and Mantovani, A. 2001. Inflammation and cancer: back to Virchow? 

Lancet 357:539-545. 



	
   176	
  
150. Laoui, D., Van Overmeire, E., Movahedi, K., Van Den Bossche, J., Schouppe, E., 

Mommer, C., Nikolaou, A., Morias, Y., De Baetselier, P., and Van Ginderachter, 

J.A. 2011. Mononuclear phagocyte heterogeneity in cancer: different subsets and 

activation states reaching out at the tumor site. Immunobiology 216:1192-1202. 

151. Chioda, M., Peranzoni, E., Desantis, G., Papalini, F., Falisi, E., Solito, S., 

Mandruzzato, S., and Bronte, V. 2011. Myeloid cell diversification and 

complexity: an old concept with new turns in oncology. Cancer Metastasis Rev 

30:27-43. 

152. Bingle, L., Brown, N.J., and Lewis, C.E. 2002. The role of tumour-associated 

macrophages in tumour progression: implications for new anticancer therapies. J 

Pathol 196:254-265. 

153. Diaz-Montero, C.M., Salem, M.L., Nishimura, M.I., Garrett-Mayer, E., Cole, D.J., 

and Montero, A.J. 2009. Increased circulating myeloid-derived suppressor cells 

correlate with clinical cancer stage, metastatic tumor burden, and doxorubicin-

cyclophosphamide chemotherapy. Cancer Immunol Immunother 58:49-59. 

154. Gabrilovich, D.I., Ostrand-Rosenberg, S., and Bronte, V. 2012. Coordinated 

regulation of myeloid cells by tumours. Nat Rev Immunol 12:253-268. 

155. Balkwill, F.R. and Mantovani, A. 2012. Cancer-related inflammation: common 

themes and therapeutic opportunities. Semin Cancer Biol 22:33-40. 

156. Van De Laar, L., Saelens, W., De Prijck, S., Martens, L., Scott, C.L., Van 

Isterdael, G., Hoffmann, E., Beyaert, R., Saeys, Y., Lambrecht, B.N., and 

Guilliams, M. 2016. Yolk Sac Macrophages, Fetal Liver, and Adult Monocytes 

Can Colonize an Empty Niche and Develop into Functional Tissue-Resident 

Macrophages. Immunity 44:755-768. 



	
   177	
  
157. Franklin, R.A., Liao, W., Sarkar, A., Kim, M.V., Bivona, M.R., Liu, K., Pamer, 

E.G., and Li, M.O. 2014. The cellular and molecular origin of tumor-associated 

macrophages. Science 344:921-925. 

158. Noy, R. and Pollard, J.W. 2014. Tumor-associated macrophages: from 

mechanisms to therapy. Immunity 41:49-61. 

159. Mantovani, A., Allavena, P., Sica, A., and Balkwill, F. 2008. Cancer-related 

inflammation. Nature 454:436-444. 

160. Qian, B.Z., Li, J., Zhang, H., Kitamura, T., Zhang, J., Campion, L.R., Kaiser, E.A., 

Snyder, L.A., and Pollard, J.W. 2011. CCL2 recruits inflammatory monocytes to 

facilitate breast-tumour metastasis. Nature 475:222-225. 

161. Balkwill, F., Charles, K.A., and Mantovani, A. 2005. Smoldering and polarized 

inflammation in the initiation and promotion of malignant disease. Cancer Cell 

7:211-217. 

162. Bonavita, E., Galdiero, M.R., Jaillon, S., and Mantovani, A. 2015. Phagocytes as 

Corrupted Policemen in Cancer-Related Inflammation. Adv Cancer Res 128:141-

171. 

163. Balkwill, F. 2004. Cancer and the chemokine network. Nat Rev Cancer 4:540-

550. 

164. Allavena, P. and Mantovani, A. 2012. Immunology in the clinic review series; 

focus on cancer: tumour-associated macrophages: undisputed stars of the 

inflammatory tumour microenvironment. Clin Exp Immunol 167:195-205. 

165. Laoui, D., Van Overmeire, E., Di Conza, G., Aldeni, C., Keirsse, J., Morias, Y., 

Movahedi, K., Houbracken, I., Schouppe, E., Elkrim, Y., Karroum, O., Jordan, B., 

Carmeliet, P., Gysemans, C., De Baetselier, P., Mazzone, M., and Van 

Ginderachter, J.A. 2014. Tumor hypoxia does not drive differentiation of tumor-



	
   178	
  
associated macrophages but rather fine-tunes the M2-like macrophage 

population. Cancer Res 74:24-30. 

166. Movahedi, K., Laoui, D., Gysemans, C., Baeten, M., Stange, G., Van Den 

Bossche, J., Mack, M., Pipeleers, D., In't Veld, P., De Baetselier, P., and Van 

Ginderachter, J.A. 2010. Different tumor microenvironments contain functionally 

distinct subsets of macrophages derived from Ly6C(high) monocytes. Cancer 

Res 70:5728-5739. 

167. Henze, A.T., Riedel, J., Diem, T., Wenner, J., Flamme, I., Pouyseggur, J., Plate, 

K.H., and Acker, T. 2010. Prolyl hydroxylases 2 and 3 act in gliomas as 

protective negative feedback regulators of hypoxia-inducible factors. Cancer Res 

70:357-366. 

168. Cavnar, M.J., Zeng, S., Kim, T.S., Sorenson, E.C., Ocuin, L.M., Balachandran, 

V.P., Seifert, A.M., Greer, J.B., Popow, R., Crawley, M.H., Cohen, N.A., Green, 

B.L., Rossi, F., Besmer, P., Antonescu, C.R., and Dematteo, R.P. 2013. KIT 

oncogene inhibition drives intratumoral macrophage M2 polarization. J Exp Med 

210:2873-2886. 

169. Vesely, M.D., Kershaw, M.H., Schreiber, R.D., and Smyth, M.J. 2011. Natural 

innate and adaptive immunity to cancer. Annu Rev Immunol 29:235-271. 

170. Allavena, P., Sica, A., Solinas, G., Porta, C., and Mantovani, A. 2008. The 

inflammatory micro-environment in tumor progression: the role of tumor-

associated macrophages. Crit Rev Oncol Hematol 66:1-9. 

171. Pollard, J.W. 2004. Tumour-educated macrophages promote tumour progression 

and metastasis. Nat Rev Cancer 4:71-78. 

172. Qian, B.Z. and Pollard, J.W. 2010. Macrophage diversity enhances tumor 

progression and metastasis. Cell 141:39-51. 



	
   179	
  
173. Mantovani, A., Sozzani, S., Locati, M., Allavena, P., and Sica, A. 2002. 

Macrophage polarization: tumor-associated macrophages as a paradigm for 

polarized M2 mononuclear phagocytes. Trends Immunol 23:549-555. 

174. Mangerich, A., Dedon, P.C., Fox, J.G., Tannenbaum, S.R., and Wogan, G.N. 

2013. Chemistry meets biology in colitis-associated carcinogenesis. Free Radic 

Res 47:958-986. 

175. Schwabe, R.F. and Jobin, C. 2013. The microbiome and cancer. Nat Rev Cancer 

13:800-812. 

176. Erler, J.T., Bennewith, K.L., Cox, T.R., Lang, G., Bird, D., Koong, A., Le, Q.T., 

and Giaccia, A.J. 2009. Hypoxia-induced lysyl oxidase is a critical mediator of 

bone marrow cell recruitment to form the premetastatic niche. Cancer Cell 15:35-

44. 

177. Kim, S., Takahashi, H., Lin, W.W., Descargues, P., Grivennikov, S., Kim, Y., Luo, 

J.L., and Karin, M. 2009. Carcinoma-produced factors activate myeloid cells 

through TLR2 to stimulate metastasis. Nature 457:102-106. 

178. Roca, H., Varsos, Z.S., Sud, S., Craig, M.J., Ying, C., and Pienta, K.J. 2009. 

CCL2 and interleukin-6 promote survival of human CD11b+ peripheral blood 

mononuclear cells and induce M2-type macrophage polarization. J Biol Chem 

284:34342-34354. 

179. Mantovani, A. and Allavena, P. 2015. The interaction of anticancer therapies with 

tumor-associated macrophages. J Exp Med 212:435-445. 

180. Denardo, D.G., Barreto, J.B., Andreu, P., Vasquez, L., Tawfik, D., Kolhatkar, N., 

and Coussens, L.M. 2009. CD4(+) T cells regulate pulmonary metastasis of 

mammary carcinomas by enhancing protumor properties of macrophages. 

Cancer Cell 16:91-102. 



	
   180	
  
181. Shiao, S.L., Ruffell, B., Denardo, D.G., Faddegon, B.A., Park, C.C., and 

Coussens, L.M. 2015. TH2-Polarized CD4(+) T Cells and Macrophages Limit 

Efficacy of Radiotherapy. Cancer Immunol Res 3:518-525. 

182. Pedroza-Gonzalez, A., Xu, K., Wu, T.C., Aspord, C., Tindle, S., Marches, F., 

Gallegos, M., Burton, E.C., Savino, D., Hori, T., Tanaka, Y., Zurawski, S., 

Zurawski, G., Bover, L., Liu, Y.J., Banchereau, J., and Palucka, A.K. 2011. 

Thymic stromal lymphopoietin fosters human breast tumor growth by promoting 

type 2 inflammation. J Exp Med 208:479-490. 

183. Kratochvill, F., Neale, G., Haverkamp, J.M., Van De Velde, L.A., Smith, A.M., 

Kawauchi, D., Mcevoy, J., Roussel, M.F., Dyer, M.A., Qualls, J.E., and Murray, 

P.J. 2015. TNF Counterbalances the Emergence of M2 Tumor Macrophages. 

Cell Rep 12:1902-1914. 

184. De Monte, L., Wormann, S., Brunetto, E., Heltai, S., Magliacane, G., Reni, M., 

Paganoni, A.M., Recalde, H., Mondino, A., Falconi, M., Aleotti, F., Balzano, G., 

Algul, H., Doglioni, C., and Protti, M.P. 2016. Basophil Recruitment into Tumor-

Draining Lymph Nodes Correlates with Th2 Inflammation and Reduced Survival 

in Pancreatic Cancer Patients. Cancer Res 76:1792-1803. 

185. Coussens, L.M., Zitvogel, L., and Palucka, A.K. 2013. Neutralizing tumor-

promoting chronic inflammation: a magic bullet? Science 339:286-291. 

186. Jinushi, M., Chiba, S., Yoshiyama, H., Masutomi, K., Kinoshita, I., Dosaka-Akita, 

H., Yagita, H., Takaoka, A., and Tahara, H. 2011. Tumor-associated 

macrophages regulate tumorigenicity and anticancer drug responses of cancer 

stem/initiating cells. Proc Natl Acad Sci U S A 108:12425-12430. 

187. Schwitalla, S., Fingerle, A.A., Cammareri, P., Nebelsiek, T., Goktuna, S.I., 

Ziegler, P.K., Canli, O., Heijmans, J., Huels, D.J., Moreaux, G., Rupec, R.A., 



	
   181	
  
Gerhard, M., Schmid, R., Barker, N., Clevers, H., Lang, R., Neumann, J., 

Kirchner, T., Taketo, M.M., Van Den Brink, G.R., Sansom, O.J., Arkan, M.C., and 

Greten, F.R. 2013. Intestinal tumorigenesis initiated by dedifferentiation and 

acquisition of stem-cell-like properties. Cell 152:25-38. 

188. Wan, S., Zhao, E., Kryczek, I., Vatan, L., Sadovskaya, A., Ludema, G., Simeone, 

D.M., Zou, W., and Welling, T.H. 2014. Tumor-associated macrophages produce 

interleukin 6 and signal via STAT3 to promote expansion of human 

hepatocellular carcinoma stem cells. Gastroenterology 147:1393-1404. 

189. Schmielau, J., Nalesnik, M.A., and Finn, O.J. 2001. Suppressed T-cell receptor 

zeta chain expression and cytokine production in pancreatic cancer patients. Clin 

Cancer Res 7:933s-939s. 

190. Hardy, L.L., Wick, D.A., and Webb, J.R. 2008. Conversion of tyrosine to the 

inflammation-associated analog 3'-nitrotyrosine at either TCR- or MHC-contact 

positions can profoundly affect recognition of the MHC class I-restricted epitope 

of lymphocytic choriomeningitis virus glycoprotein 33 by CD8 T cells. J Immunol 

180:5956-5962. 

191. Nagaraj, S., Schrum, A.G., Cho, H.I., Celis, E., and Gabrilovich, D.I. 2010. 

Mechanism of T cell tolerance induced by myeloid-derived suppressor cells. J 

Immunol 184:3106-3116. 

192. Biswas, S.K. 2015. Metabolic Reprogramming of Immune Cells in Cancer 

Progression. Immunity 43:435-449. 

193. Duraiswamy, J., Freeman, G.J., and Coukos, G. 2013. Therapeutic PD-1 

pathway blockade augments with other modalities of immunotherapy T-cell 

function to prevent immune decline in ovarian cancer. Cancer Res 73:6900-6912. 



	
   182	
  
194. Loke, P. and Allison, J.P. 2003. PD-L1 and PD-L2 are differentially regulated by 

Th1 and Th2 cells. Proc Natl Acad Sci U S A 100:5336-5341. 

195. Noman, M.Z., Desantis, G., Janji, B., Hasmim, M., Karray, S., Dessen, P., 

Bronte, V., and Chouaib, S. 2014. PD-L1 is a novel direct target of HIF-1alpha, 

and its blockade under hypoxia enhanced MDSC-mediated T cell activation. J 

Exp Med 211:781-790. 

196. Curiel, T.J., Coukos, G., Zou, L., Alvarez, X., Cheng, P., Mottram, P., Evdemon-

Hogan, M., Conejo-Garcia, J.R., Zhang, L., Burow, M., Zhu, Y., Wei, S., Kryczek, 

I., Daniel, B., Gordon, A., Myers, L., Lackner, A., Disis, M.L., Knutson, K.L., 

Chen, L., and Zou, W. 2004. Specific recruitment of regulatory T cells in ovarian 

carcinoma fosters immune privilege and predicts reduced survival. Nat Med 

10:942-949. 

197. Liu, J., Zhang, N., Li, Q., Zhang, W., Ke, F., Leng, Q., Wang, H., Chen, J., and 

Wang, H. 2011. Tumor-associated macrophages recruit CCR6+ regulatory T 

cells and promote the development of colorectal cancer via enhancing CCL20 

production in mice. PLoS One 6:e19495. 

198. Schlecker, E., Stojanovic, A., Eisen, C., Quack, C., Falk, C.S., Umansky, V., and 

Cerwenka, A. 2012. Tumor-infiltrating monocytic myeloid-derived suppressor 

cells mediate CCR5-dependent recruitment of regulatory T cells favoring tumor 

growth. J Immunol 189:5602-5611. 

199. Serafini, P., Mgebroff, S., Noonan, K., and Borrello, I. 2008. Myeloid-derived 

suppressor cells promote cross-tolerance in B-cell lymphoma by expanding 

regulatory T cells. Cancer Res 68:5439-5449. 



	
   183	
  
200. Lin, E.Y., Li, J.F., Gnatovskiy, L., Deng, Y., Zhu, L., Grzesik, D.A., Qian, H., Xue, 

X.N., and Pollard, J.W. 2006. Macrophages regulate the angiogenic switch in a 

mouse model of breast cancer. Cancer Res 66:11238-11246. 

201. Mazzieri, R., Pucci, F., Moi, D., Zonari, E., Ranghetti, A., Berti, A., Politi, L.S., 

Gentner, B., Brown, J.L., Naldini, L., and De Palma, M. 2011. Targeting the 

ANG2/TIE2 axis inhibits tumor growth and metastasis by impairing angiogenesis 

and disabling rebounds of proangiogenic myeloid cells. Cancer Cell 19:512-526. 

202. Murdoch, C., Muthana, M., Coffelt, S.B., and Lewis, C.E. 2008. The role of 

myeloid cells in the promotion of tumour angiogenesis. Nat Rev Cancer 8:618-

631. 

203. De Palma, M., Murdoch, C., Venneri, M.A., Naldini, L., and Lewis, C.E. 2007. 

Tie2-expressing monocytes: regulation of tumor angiogenesis and therapeutic 

implications. Trends Immunol 28:519-524. 

204. Murdoch, C., Giannoudis, A., and Lewis, C.E. 2004. Mechanisms regulating the 

recruitment of macrophages into hypoxic areas of tumors and other ischemic 

tissues. Blood 104:2224-2234. 

205. Schmidt, T. and Carmeliet, P. 2010. Blood-vessel formation: Bridges that guide 

and unite. Nature 465:697-699. 

206. Mason, S.D. and Joyce, J.A. 2011. Proteolytic networks in cancer. Trends Cell 

Biol 21:228-237. 

207. Kessenbrock, K., Plaks, V., and Werb, Z. 2010. Matrix metalloproteinases: 

regulators of the tumor microenvironment. Cell 141:52-67. 

208. Quail, D.F. and Joyce, J.A. 2013. Microenvironmental regulation of tumor 

progression and metastasis. Nat Med 19:1423-1437. 



	
   184	
  
209. Condeelis, J. and Pollard, J.W. 2006. Macrophages: obligate partners for tumor 

cell migration, invasion, and metastasis. Cell 124:263-266. 

210. Wyckoff, J.B., Wang, Y., Lin, E.Y., Li, J.F., Goswami, S., Stanley, E.R., Segall, 

J.E., Pollard, J.W., and Condeelis, J. 2007. Direct visualization of macrophage-

assisted tumor cell intravasation in mammary tumors. Cancer Res 67:2649-2656. 

211. Bonde, A.K., Tischler, V., Kumar, S., Soltermann, A., and Schwendener, R.A. 

2012. Intratumoral macrophages contribute to epithelial-mesenchymal transition 

in solid tumors. BMC Cancer 12:35. 

212. Hanahan, D. and Coussens, L.M. 2012. Accessories to the crime: functions of 

cells recruited to the tumor microenvironment. Cancer Cell 21:309-322. 

213. Marvel, D. and Gabrilovich, D.I. 2015. Myeloid-derived suppressor cells in the 

tumor microenvironment: expect the unexpected. J Clin Invest 125:3356-3364. 

214. Ugel, S., De Sanctis, F., Mandruzzato, S., and Bronte, V. 2015. Tumor-induced 

myeloid deviation: when myeloid-derived suppressor cells meet tumor-associated 

macrophages. J Clin Invest 125:3365-3376. 

215. Melani, C., Chiodoni, C., Forni, G., and Colombo, M.P. 2003. Myeloid cell 

expansion elicited by the progression of spontaneous mammary carcinomas in c-

erbB-2 transgenic BALB/c mice suppresses immune reactivity. Blood 102:2138-

2145. 

216. Dolcetti, L., Peranzoni, E., Ugel, S., Marigo, I., Fernandez Gomez, A., Mesa, C., 

Geilich, M., Winkels, G., Traggiai, E., Casati, A., Grassi, F., and Bronte, V. 2010. 

Hierarchy of immunosuppressive strength among myeloid-derived suppressor 

cell subsets is determined by GM-CSF. Eur J Immunol 40:22-35. 

217. Lesokhin, A.M., Hohl, T.M., Kitano, S., Cortez, C., Hirschhorn-Cymerman, D., 

Avogadri, F., Rizzuto, G.A., Lazarus, J.J., Pamer, E.G., Houghton, A.N., 



	
   185	
  
Merghoub, T., and Wolchok, J.D. 2012. Monocytic CCR2(+) myeloid-derived 

suppressor cells promote immune escape by limiting activated CD8 T-cell 

infiltration into the tumor microenvironment. Cancer Res 72:876-886. 

218. Sinha, P., Clements, V.K., Bunt, S.K., Albelda, S.M., and Ostrand-Rosenberg, S. 

2007. Cross-talk between myeloid-derived suppressor cells and macrophages 

subverts tumor immunity toward a type 2 response. J Immunol 179:977-983. 

219. Gabrilovich, D.I. and Nagaraj, S. 2009. Myeloid-derived suppressor cells as 

regulators of the immune system. Nat Rev Immunol 9:162-174. 

220. Gallina, G., Dolcetti, L., Serafini, P., De Santo, C., Marigo, I., Colombo, M.P., 

Basso, G., Brombacher, F., Borrello, I., Zanovello, P., Bicciato, S., and Bronte, V. 

2006. Tumors induce a subset of inflammatory monocytes with 

immunosuppressive activity on CD8+ T cells. J Clin Invest 116:2777-2790. 

221. Youn, J.I., Nagaraj, S., Collazo, M., and Gabrilovich, D.I. 2008. Subsets of 

myeloid-derived suppressor cells in tumor-bearing mice. J Immunol 181:5791-

5802. 

222. Movahedi, K., Guilliams, M., Van Den Bossche, J., Van Den Bergh, R., 

Gysemans, C., Beschin, A., De Baetselier, P., and Van Ginderachter, J.A. 2008. 

Identification of discrete tumor-induced myeloid-derived suppressor cell 

subpopulations with distinct T cell-suppressive activity. Blood 111:4233-4244. 

223. Huang, B., Pan, P.Y., Li, Q., Sato, A.I., Levy, D.E., Bromberg, J., Divino, C.M., 

and Chen, S.H. 2006. Gr-1+CD115+ immature myeloid suppressor cells mediate 

the development of tumor-induced T regulatory cells and T-cell anergy in tumor-

bearing host. Cancer Res 66:1123-1131. 



	
   186	
  
224. Li, H., Han, Y., Guo, Q., Zhang, M., and Cao, X. 2009. Cancer-expanded 

myeloid-derived suppressor cells induce anergy of NK cells through membrane-

bound TGF-beta 1. J Immunol 182:240-249. 

225. Elkabets, M., Ribeiro, V.S., Dinarello, C.A., Ostrand-Rosenberg, S., Di Santo, 

J.P., Apte, R.N., and Vosshenrich, C.A. 2010. IL-1beta regulates a novel 

myeloid-derived suppressor cell subset that impairs NK cell development and 

function. Eur J Immunol 40:3347-3357. 

226. Hu, C.E., Gan, J., Zhang, R.D., Cheng, Y.R., and Huang, G.J. 2011. Up-

regulated myeloid-derived suppressor cell contributes to hepatocellular 

carcinoma development by impairing dendritic cell function. Scand J 

Gastroenterol 46:156-164. 

227. Lindau, D., Gielen, P., Kroesen, M., Wesseling, P., and Adema, G.J. 2013. The 

immunosuppressive tumour network: myeloid-derived suppressor cells, 

regulatory T cells and natural killer T cells. Immunology 138:105-115. 

228. Tartour, E., Pere, H., Maillere, B., Terme, M., Merillon, N., Taieb, J., Sandoval, 

F., Quintin-Colonna, F., Lacerda, K., Karadimou, A., Badoual, C., Tedgui, A., 

Fridman, W.H., and Oudard, S. 2011. Angiogenesis and immunity: a bidirectional 

link potentially relevant for the monitoring of antiangiogenic therapy and the 

development of novel therapeutic combination with immunotherapy. Cancer 

Metastasis Rev 30:83-95. 

229. Casella, I., Feccia, T., Chelucci, C., Samoggia, P., Castelli, G., Guerriero, R., 

Parolini, I., Petrucci, E., Pelosi, E., Morsilli, O., Gabbianelli, M., Testa, U., and 

Peschle, C. 2003. Autocrine-paracrine VEGF loops potentiate the maturation of 

megakaryocytic precursors through Flt1 receptor. Blood 101:1316-1323. 



	
   187	
  
230. Shojaei, F., Wu, X., Qu, X., Kowanetz, M., Yu, L., Tan, M., Meng, Y.G., and 

Ferrara, N. 2009. G-CSF-initiated myeloid cell mobilization and angiogenesis 

mediate tumor refractoriness to anti-VEGF therapy in mouse models. Proc Natl 

Acad Sci U S A 106:6742-6747. 

231. Yan, H.H., Pickup, M., Pang, Y., Gorska, A.E., Li, Z., Chytil, A., Geng, Y., Gray, 

J.W., Moses, H.L., and Yang, L. 2010. Gr-1+CD11b+ myeloid cells tip the 

balance of immune protection to tumor promotion in the premetastatic lung. 

Cancer Res 70:6139-6149. 

232. Bronte, V., Brandau, S., Chen, S.H., Colombo, M.P., Frey, A.B., Greten, T.F., 

Mandruzzato, S., Murray, P.J., Ochoa, A., Ostrand-Rosenberg, S., Rodriguez, 

P.C., Sica, A., Umansky, V., Vonderheide, R.H., and Gabrilovich, D.I. 2016. 

Recommendations for myeloid-derived suppressor cell nomenclature and 

characterization standards. Nat Commun 7:12150. 

233. Pan, P.Y., Wang, G.X., Yin, B., Ozao, J., Ku, T., Divino, C.M., and Chen, S.H. 

2008. Reversion of immune tolerance in advanced malignancy: modulation of 

myeloid-derived suppressor cell development by blockade of stem-cell factor 

function. Blood 111:219-228. 

234. Sinha, P., Clements, V.K., Fulton, A.M., and Ostrand-Rosenberg, S. 2007. 

Prostaglandin E2 promotes tumor progression by inducing myeloid-derived 

suppressor cells. Cancer Res 67:4507-4513. 

235. Serafini, P., Carbley, R., Noonan, K.A., Tan, G., Bronte, V., and Borrello, I. 2004. 

High-dose granulocyte-macrophage colony-stimulating factor-producing vaccines 

impair the immune response through the recruitment of myeloid suppressor cells. 

Cancer Res 64:6337-6343. 



	
   188	
  
236. Bunt, S.K., Yang, L., Sinha, P., Clements, V.K., Leips, J., and Ostrand-

Rosenberg, S. 2007. Reduced inflammation in the tumor microenvironment 

delays the accumulation of myeloid-derived suppressor cells and limits tumor 

progression. Cancer Res 67:10019-10026. 

237. Gabrilovich, D., Ishida, T., Oyama, T., Ran, S., Kravtsov, V., Nadaf, S., and 

Carbone, D.P. 1998. Vascular endothelial growth factor inhibits the development 

of dendritic cells and dramatically affects the differentiation of multiple 

hematopoietic lineages in vivo. Blood 92:4150-4166. 

238. Nefedova, Y., Nagaraj, S., Rosenbauer, A., Muro-Cacho, C., Sebti, S.M., and 

Gabrilovich, D.I. 2005. Regulation of dendritic cell differentiation and antitumor 

immune response in cancer by pharmacologic-selective inhibition of the janus-

activated kinase 2/signal transducers and activators of transcription 3 pathway. 

Cancer Res 65:9525-9535. 

239. Kortylewski, M., Kujawski, M., Wang, T., Wei, S., Zhang, S., Pilon-Thomas, S., 

Niu, G., Kay, H., Mule, J., Kerr, W.G., Jove, R., Pardoll, D., and Yu, H. 2005. 

Inhibiting Stat3 signaling in the hematopoietic system elicits multicomponent 

antitumor immunity. Nat Med 11:1314-1321. 

240. Marigo, I., Bosio, E., Solito, S., Mesa, C., Fernandez, A., Dolcetti, L., Ugel, S., 

Sonda, N., Bicciato, S., Falisi, E., Calabrese, F., Basso, G., Zanovello, P., Cozzi, 

E., Mandruzzato, S., and Bronte, V. 2010. Tumor-induced tolerance and immune 

suppression depend on the C/EBPbeta transcription factor. Immunity 32:790-

802. 

241. Stewart, T.J., Greeneltch, K.M., Reid, J.E., Liewehr, D.J., Steinberg, S.M., Liu, 

K., and Abrams, S.I. 2009. Interferon regulatory factor-8 modulates the 



	
   189	
  
development of tumour-induced CD11b+Gr-1+ myeloid cells. J Cell Mol Med 

13:3939-3950. 

242. Waight, J.D., Netherby, C., Hensen, M.L., Miller, A., Hu, Q., Liu, S., Bogner, P.N., 

Farren, M.R., Lee, K.P., Liu, K., and Abrams, S.I. 2013. Myeloid-derived 

suppressor cell development is regulated by a STAT/IRF-8 axis. J Clin Invest 

123:4464-4478. 

243. Gray, M.J., Poljakovic, M., Kepka-Lenhart, D., and Morris, S.M., Jr. 2005. 

Induction of arginase I transcription by IL-4 requires a composite DNA response 

element for STAT6 and C/EBPbeta. Gene 353:98-106. 

244. Vasquez-Dunddel, D., Pan, F., Zeng, Q., Gorbounov, M., Albesiano, E., Fu, J., 

Blosser, R.L., Tam, A.J., Bruno, T., Zhang, H., Pardoll, D., and Kim, Y. 2013. 

STAT3 regulates arginase-I in myeloid-derived suppressor cells from cancer 

patients. J Clin Invest 123:1580-1589. 

245. Corzo, C.A., Condamine, T., Lu, L., Cotter, M.J., Youn, J.I., Cheng, P., Cho, H.I., 

Celis, E., Quiceno, D.G., Padhya, T., Mccaffrey, T.V., Mccaffrey, J.C., and 

Gabrilovich, D.I. 2010. HIF-1alpha regulates function and differentiation of 

myeloid-derived suppressor cells in the tumor microenvironment. J Exp Med 

207:2439-2453. 

246. Kusmartsev, S. and Gabrilovich, D.I. 2005. STAT1 signaling regulates tumor-

associated macrophage-mediated T cell deletion. J Immunol 174:4880-4891. 

247. Van Ginderachter, J.A., Meerschaut, S., Liu, Y., Brys, L., De Groeve, K., 

Hassanzadeh Ghassabeh, G., Raes, G., and De Baetselier, P. 2006. Peroxisome 

proliferator-activated receptor gamma (PPARgamma) ligands reverse CTL 

suppression by alternatively activated (M2) macrophages in cancer. Blood 

108:525-535. 



	
   190	
  
248. Ma, G., Pan, P.Y., Eisenstein, S., Divino, C.M., Lowell, C.A., Takai, T., and Chen, 

S.H. 2011. Paired immunoglobin-like receptor-B regulates the suppressive 

function and fate of myeloid-derived suppressor cells. Immunity 34:385-395. 

249. Mitra, S.K., Hanson, D.A., and Schlaepfer, D.D. 2005. Focal adhesion kinase: in 

command and control of cell motility. Nat Rev Mol Cell Biol 6:56-68. 

250. Berton, G. and Lowell, C.A. 1999. Integrin signalling in neutrophils and 

macrophages. Cell Signal 11:621-635. 

251. Schaller, M.D., Borgman, C.A., Cobb, B.S., Vines, R.R., Reynolds, A.B., and 

Parsons, J.T. 1992. pp125FAK a structurally distinctive protein-tyrosine kinase 

associated with focal adhesions. Proc Natl Acad Sci U S A 89:5192-5196. 

252. Hanks, S.K., Calalb, M.B., Harper, M.C., and Patel, S.K. 1992. Focal adhesion 

protein-tyrosine kinase phosphorylated in response to cell attachment to 

fibronectin. Proc Natl Acad Sci U S A 89:8487-8491. 

253. Kornberg, L., Earp, H.S., Parsons, J.T., Schaller, M., and Juliano, R.L. 1992. Cell 

adhesion or integrin clustering increases phosphorylation of a focal adhesion-

associated tyrosine kinase. J Biol Chem 267:23439-23442. 

254. Furuta, Y., Ilic, D., Kanazawa, S., Takeda, N., Yamamoto, T., and Aizawa, S. 

1995. Mesodermal defect in late phase of gastrulation by a targeted mutation of 

focal adhesion kinase, FAK. Oncogene 11:1989-1995. 

255. Ilic, D., Furuta, Y., Kanazawa, S., Takeda, N., Sobue, K., Nakatsuji, N., Nomura, 

S., Fujimoto, J., Okada, M., and Yamamoto, T. 1995. Reduced cell motility and 

enhanced focal adhesion contact formation in cells from FAK-deficient mice. 

Nature 377:539-544. 



	
   191	
  
256. Ren, X.D., Kiosses, W.B., Sieg, D.J., Otey, C.A., Schlaepfer, D.D., and Schwartz, 

M.A. 2000. Focal adhesion kinase suppresses Rho activity to promote focal 

adhesion turnover. J Cell Sci 113 ( Pt 20):3673-3678. 

257. Ilic, D., Damsky, C.H., and Yamamoto, T. 1997. Focal adhesion kinase: at the 

crossroads of signal transduction. J Cell Sci 110 ( Pt 4):401-407. 

258. Webb, D.J., Donais, K., Whitmore, L.A., Thomas, S.M., Turner, C.E., Parsons, 

J.T., and Horwitz, A.F. 2004. FAK-Src signalling through paxillin, ERK and MLCK 

regulates adhesion disassembly. Nat Cell Biol 6:154-161. 

259. Owen, K.A., Pixley, F.J., Thomas, K.S., Vicente-Manzanares, M., Ray, B.J., 

Horwitz, A.F., Parsons, J.T., Beggs, H.E., Stanley, E.R., and Bouton, A.H. 2007. 

Regulation of lamellipodial persistence, adhesion turnover, and motility in 

macrophages by focal adhesion kinase. J Cell Biol 179:1275-1287. 

260. Sieg, D.J., Hauck, C.R., Ilic, D., Klingbeil, C.K., Schaefer, E., Damsky, C.H., and 

Schlaepfer, D.D. 2000. FAK integrates growth-factor and integrin signals to 

promote cell migration. Nat Cell Biol 2:249-256. 

261. Sieg, D.J., Ilic, D., Jones, K.C., Damsky, C.H., Hunter, T., and Schlaepfer, D.D. 

1998. Pyk2 and Src-family protein-tyrosine kinases compensate for the loss of 

FAK in fibronectin-stimulated signaling events but Pyk2 does not fully function to 

enhance FAK- cell migration. EMBO J 17:5933-5947. 

262. Cary, L.A., Chang, J.F., and Guan, J.L. 1996. Stimulation of cell migration by 

overexpression of focal adhesion kinase and its association with Src and Fyn. J 

Cell Sci 109 ( Pt 7):1787-1794. 

263. Wang, H.B., Dembo, M., Hanks, S.K., and Wang, Y. 2001. Focal adhesion 

kinase is involved in mechanosensing during fibroblast migration. Proc Natl Acad 

Sci U S A 98:11295-11300. 



	
   192	
  
264. Hanks, S.K., Ryzhova, L., Shin, N.Y., and Brabek, J. 2003. Focal adhesion 

kinase signaling activities and their implications in the control of cell survival and 

motility. Front Biosci 8:d982-996. 

265. Subauste, M.C., Pertz, O., Adamson, E.D., Turner, C.E., Junger, S., and Hahn, 

K.M. 2004. Vinculin modulation of paxillin-FAK interactions regulates ERK to 

control survival and motility. J Cell Biol 165:371-381. 

266. Katsumi, A., Orr, A.W., Tzima, E., and Schwartz, M.A. 2004. Integrins in 

mechanotransduction. J Biol Chem 279:12001-12004. 

267. Schlaepfer, D.D., Mitra, S.K., and Ilic, D. 2004. Control of motile and invasive cell 

phenotypes by focal adhesion kinase. Biochim Biophys Acta 1692:77-102. 

268. Parsons, J.T. 2003. Focal adhesion kinase: the first ten years. J Cell Sci 

116:1409-1416. 

269. Schlaepfer, D.D. and Mitra, S.K. 2004. Multiple connections link FAK to cell 

motility and invasion. Curr Opin Genet Dev 14:92-101. 

270. Chodniewicz, D. and Klemke, R.L. 2004. Regulation of integrin-mediated cellular 

responses through assembly of a CAS/Crk scaffold. Biochim Biophys Acta 

1692:63-76. 

271. Turner, D.J., Cowles, R.A., Segura, B.J., Romanchuk, G., Barnhart, D.C., and 

Mulholland, M.W. 2000. Cholinergic intrapancreatic neurons induce Ca&sup2+ 

signaling and early-response gene expression in pancreatic acinar cells. J 

Gastrointest Surg 4:475-480. 

272. Hildebrand, J.D., Schaller, M.D., and Parsons, J.T. 1993. Identification of 

sequences required for the efficient localization of the focal adhesion kinase, 

pp125FAK, to cellular focal adhesions. J Cell Biol 123:993-1005. 



	
   193	
  
273. Okigaki, M., Davis, C., Falasca, M., Harroch, S., Felsenfeld, D.P., Sheetz, M.P., 

and Schlessinger, J. 2003. Pyk2 regulates multiple signaling events crucial for 

macrophage morphology and migration. Proc Natl Acad Sci U S A 100:10740-

10745. 

274. Avraham, H., Park, S.Y., Schinkmann, K., and Avraham, S. 2000. RAFTK/Pyk2-

mediated cellular signalling. Cell Signal 12:123-133. 

275. Klingbeil, C.K., Hauck, C.R., Hsia, D.A., Jones, K.C., Reider, S.R., and 

Schlaepfer, D.D. 2001. Targeting Pyk2 to beta 1-integrin-containing focal 

contacts rescues fibronectin-stimulated signaling and haptotactic motility defects 

of focal adhesion kinase-null cells. J Cell Biol 152:97-110. 

276. Schaller, M.D. 2001. Biochemical signals and biological responses elicited by the 

focal adhesion kinase. Biochim Biophys Acta 1540:1-21. 

277. Ohba, T., Ishino, M., Aoto, H., and Sasaki, T. 1998. Interaction of two proline-rich 

sequences of cell adhesion kinase beta with SH3 domains of p130Cas-related 

proteins and a GTPase-activating protein, Graf. Biochem J 330 ( Pt 3):1249-

1254. 

278. Avraham, S., London, R., Fu, Y., Ota, S., Hiregowdara, D., Li, J., Jiang, S., 

Pasztor, L.M., White, R.A., Groopman, J.E., and Et Al. 1995. Identification and 

characterization of a novel related adhesion focal tyrosine kinase (RAFTK) from 

megakaryocytes and brain. J Biol Chem 270:27742-27751. 

279. Lev, S., Moreno, H., Martinez, R., Canoll, P., Peles, E., Musacchio, J.M., 

Plowman, G.D., Rudy, B., and Schlessinger, J. 1995. Protein tyrosine kinase 

PYK2 involved in Ca(2+)-induced regulation of ion channel and MAP kinase 

functions. Nature 376:737-745. 



	
   194	
  
280. Sasaki, H., Nagura, K., Ishino, M., Tobioka, H., Kotani, K., and Sasaki, T. 1995. 

Cloning and characterization of cell adhesion kinase beta, a novel protein-

tyrosine kinase of the focal adhesion kinase subfamily. J Biol Chem 270:21206-

21219. 

281. Salgia, R., Avraham, S., Pisick, E., Li, J.L., Raja, S., Greenfield, E.A., Sattler, M., 

Avraham, H., and Griffin, J.D. 1996. The related adhesion focal tyrosine kinase 

forms a complex with paxillin in hematopoietic cells. J Biol Chem 271:31222-

31226. 

282. Duong, L.T. and Rodan, G.A. 2000. PYK2 is an adhesion kinase in 

macrophages, localized in podosomes and activated by beta(2)-integrin ligation. 

Cell Motil Cytoskeleton 47:174-188. 

283. Tokiwa, G., Dikic, I., Lev, S., and Schlessinger, J. 1996. Activation of Pyk2 by 

stress signals and coupling with JNK signaling pathway. Science 273:792-794. 

284. Miyazaki, T., Takaoka, A., Nogueira, L., Dikic, I., Fujii, H., Tsujino, S., Mitani, Y., 

Maeda, M., Schlessinger, J., and Taniguchi, T. 1998. Pyk2 is a downstream 

mediator of the IL-2 receptor-coupled Jak signaling pathway. Genes Dev 12:770-

775. 

285. Takaoka, A., Tanaka, N., Mitani, Y., Miyazaki, T., Fujii, H., Sato, M., Kovarik, P., 

Decker, T., Schlessinger, J., and Taniguchi, T. 1999. Protein tyrosine kinase 

Pyk2 mediates the Jak-dependent activation of MAPK and Stat1 in IFN-gamma, 

but not IFN-alpha, signaling. EMBO J 18:2480-2488. 

286. Wange, R.L. and Samelson, L.E. 1996. Complex complexes: signaling at the 

TCR. Immunity 5:197-205. 



	
   195	
  
287. Qian, D., Lev, S., Van Oers, N.S., Dikic, I., Schlessinger, J., and Weiss, A. 1997. 

Tyrosine phosphorylation of Pyk2 is selectively regulated by Fyn during TCR 

signaling. J Exp Med 185:1253-1259. 

288. Matsuya, M., Sasaki, H., Aoto, H., Mitaka, T., Nagura, K., Ohba, T., Ishino, M., 

Takahashi, S., Suzuki, R., and Sasaki, T. 1998. Cell adhesion kinase beta forms 

a complex with a new member, Hic-5, of proteins localized at focal adhesions. J 

Biol Chem 273:1003-1014. 

289. Lipsky, B.P., Beals, C.R., and Staunton, D.E. 1998. Leupaxin is a novel LIM 

domain protein that forms a complex with PYK2. J Biol Chem 273:11709-11713. 

290. Gil-Henn, H., Destaing, O., Sims, N.A., Aoki, K., Alles, N., Neff, L., Sanjay, A., 

Bruzzaniti, A., De Camilli, P., Baron, R., and Schlessinger, J. 2007. Defective 

microtubule-dependent podosome organization in osteoclasts leads to increased 

bone density in Pyk2(-/-) mice. J Cell Biol 178:1053-1064. 

291. Ray, B.J., Thomas, K., Huang, C.S., Gutknecht, M.F., Botchwey, E.A., and 

Bouton, A.H. 2012. Regulation of osteoclast structure and function by FAK family 

kinases. J Leukoc Biol 92:1021-1028. 

292. Buckbinder, L., Crawford, D.T., Qi, H., Ke, H.Z., Olson, L.M., Long, K.R., 

Bonnette, P.C., Baumann, A.P., Hambor, J.E., Grasser, W.A., 3rd, Pan, L.C., 

Owen, T.A., Luzzio, M.J., Hulford, C.A., Gebhard, D.F., Paralkar, V.M., Simmons, 

H.A., Kath, J.C., Roberts, W.G., Smock, S.L., Guzman-Perez, A., Brown, T.A., 

and Li, M. 2007. Proline-rich tyrosine kinase 2 regulates osteoprogenitor cells 

and bone formation, and offers an anabolic treatment approach for osteoporosis. 

Proc Natl Acad Sci U S A 104:10619-10624. 



	
   196	
  
293. Guinamard, R., Okigaki, M., Schlessinger, J., and Ravetch, J.V. 2000. Absence 

of marginal zone B cells in Pyk-2-deficient mice defines their role in the humoral 

response. Nat Immunol 1:31-36. 

294. Xiong, W. and Parsons, J.T. 1997. Induction of apoptosis after expression of 

PYK2, a tyrosine kinase structurally related to focal adhesion kinase. J Cell Biol 

139:529-539. 

295. Chauhan, D., Hideshima, T., Pandey, P., Treon, S., Teoh, G., Raje, N., Rosen, 

S., Krett, N., Husson, H., Avraham, S., Kharbanda, S., and Anderson, K.C. 1999. 

RAFTK/PYK2-dependent and -independent apoptosis in multiple myeloma cells. 

Oncogene 18:6733-6740. 

296. Melendez, J., Turner, C., Avraham, H., Steinberg, S.F., Schaefer, E., and 

Sussman, M.A. 2004. Cardiomyocyte apoptosis triggered by RAFTK/pyk2 via Src 

kinase is antagonized by paxillin. J Biol Chem 279:53516-53523. 

297. Plotkin, L.I., Manolagas, S.C., and Bellido, T. 2007. Glucocorticoids induce 

osteocyte apoptosis by blocking focal adhesion kinase-mediated survival. 

Evidence for inside-out signaling leading to anoikis. J Biol Chem 282:24120-

24130. 

298. Lim, S.T., Miller, N.L., Nam, J.O., Chen, X.L., Lim, Y., and Schlaepfer, D.D. 2010. 

Pyk2 inhibition of p53 as an adaptive and intrinsic mechanism facilitating cell 

proliferation and survival. J Biol Chem 285:1743-1753. 

299. Burdick, A.D., Ivnitski-Steele, I.D., Lauer, F.T., and Burchiel, S.W. 2006. PYK2 

mediates anti-apoptotic AKT signaling in response to benzo[a]pyrene diol 

epoxide in mammary epithelial cells. Carcinogenesis 27:2331-2340. 

300. Meads, M.B., Fang, B., Mathews, L., Gemmer, J., Nong, L., Rosado-Lopez, I., 

Nguyen, T., Ring, J.E., Matsui, W., Macleod, A.R., Pachter, J.A., Hazlehurst, 



	
   197	
  
L.A., Koomen, J.M., and Shain, K.H. 2016. Targeting PYK2 mediates 

microenvironment-specific cell death in multiple myeloma. Oncogene 35:2723-

2734. 

301. Roach, T., Slater, S., Koval, M., White, L., Cahir Mcfarland, E.D., Okumura, M., 

Thomas, M., and Brown, E. 1997. CD45 regulates Src family member kinase 

activity associated with macrophage integrin-mediated adhesion. Curr Biol 7:408-

417. 

302. De Nichilo, M.O., Katz, B.Z., O'connell, B., and Yamada, K.M. 1999. De novo 

expression of pp125FAK in human macrophages regulates CSK distribution and 

MAP kinase activation but does not affect focal contact structure. J Cell Physiol 

178:164-172. 

303. Lin, T.H., Yurochko, A., Kornberg, L., Morris, J., Walker, J.J., Haskill, S., and 

Juliano, R.L. 1994. The role of protein tyrosine phosphorylation in integrin-

mediated gene induction in monocytes. J Cell Biol 126:1585-1593. 

304. Li, X., Hunter, D., Morris, J., Haskill, J.S., and Earp, H.S. 1998. A calcium-

dependent tyrosine kinase splice variant in human monocytes. Activation by a 

two-stage process involving adherence and a subsequent intracellular signal. J 

Biol Chem 273:9361-9364. 

305. Park, M.H., Park, S.Y., and Kim, Y. 2008. Induction of proline-rich tyrosine 

kinase2 (Pyk2) through C/EBPbeta is involved in PMA-induced monocyte 

differentiation. FEBS Lett 582:415-422. 

306. De Nichilo, M.O. and Yamada, K.M. 1996. Integrin alpha v beta 5-dependent 

serine phosphorylation of paxillin in cultured human macrophages adherent to 

vitronectin. J Biol Chem 271:11016-11022. 



	
   198	
  
307. Kedzierska, K., Vardaxis, N.J., Jaworowski, A., and Crowe, S.M. 2001. 

FcgammaR-mediated phagocytosis by human macrophages involves Hck, Syk, 

and Pyk2 and is augmented by GM-CSF. J Leukoc Biol 70:322-328. 

308. Gotoh, A., Miyazawa, K., Ohyashiki, K., Tauchi, T., Boswell, H.S., Broxmeyer, 

H.E., and Toyama, K. 1995. Tyrosine phosphorylation and activation of focal 

adhesion kinase (p125FAK) by BCR-ABL oncoprotein. Exp Hematol 23:1153-

1159. 

309. Fernandez, R., Boxer, L.A., and Suchard, S.J. 1997. Beta2 integrins are not 

required for tyrosine phosphorylation of paxillin in human neutrophils. J Immunol 

159:5568-5575. 

310. Kume, A., Nishiura, H., Suda, J., and Suda, T. 1997. Focal adhesion kinase 

upregulated by granulocyte-macrophage colony-stimulating factor but not by 

interleukin-3 in differentiating myeloid cells. Blood 89:3434-3442. 

312. Hume, D.A. 2006. The mononuclear phagocyte system. Curr Opin Immunol 

18:49-53. 

313. Muller, W.A. and Randolph, G.J. 1999. Migration of leukocytes across 

endothelium and beyond: molecules involved in the transmigration and fate of 

monocytes. J Leukoc Biol 66:698-704. 

314. Lin, S.L., Castano, A.P., Nowlin, B.T., Lupher, M.L., Jr., and Duffield, J.S. 2009. 

Bone marrow Ly6Chigh monocytes are selectively recruited to injured kidney and 

differentiate into functionally distinct populations. J Immunol 183:6733-6743. 

315. Ziegler-Heitbrock, L. and Hofer, T.P. 2013. Toward a refined definition of 

monocyte subsets. Front Immunol 4:23. 

316. Cecchini, M.G., Dominguez, M.G., Mocci, S., Wetterwald, A., Felix, R., Fleisch, 

H., Chisholm, O., Hofstetter, W., Pollard, J.W., and Stanley, E.R. 1994. Role of 



	
   199	
  
colony stimulating factor-1 in the establishment and regulation of tissue 

macrophages during postnatal development of the mouse. Development 

120:1357-1372. 

317. Parihar, A., Eubank, T.D., and Doseff, A.I. 2010. Monocytes and macrophages 

regulate immunity through dynamic networks of survival and cell death. J Innate 

Immun 2:204-215. 

318. Parsons, J.T., Martin, K.H., Slack, J.K., Taylor, J.M., and Weed, S.A. 2000. Focal 

adhesion kinase: a regulator of focal adhesion dynamics and cell movement. 

Oncogene 19:5606-5613. 

319. Schaller, M.D. 2010. Cellular functions of FAK kinases: insight into molecular 

mechanisms and novel functions. J Cell Sci 123:1007-1013. 

320. Lipinski, C.A., Tran, N.L., Dooley, A., Pang, Y.P., Rohl, C., Kloss, J., Yang, Z., 

Mcdonough, W., Craig, D., Berens, M.E., and Loftus, J.C. 2006. Critical role of 

the FERM domain in Pyk2 stimulated glioma cell migration. Biochem Biophys 

Res Commun 349:939-947. 

321. Pandey, P., Avraham, S., Kumar, S., Nakazawa, A., Place, A., Ghanem, L., 

Rana, A., Kumar, V., Majumder, P.K., Avraham, H., Davis, R.J., and Kharbanda, 

S. 1999. Activation of p38 mitogen-activated protein kinase by PYK2/related 

adhesion focal tyrosine kinase-dependent mechanism. J Biol Chem 274:10140-

10144. 

322. Glodek, A.M., Le, Y., Dykxhoorn, D.M., Park, S.Y., Mostoslavsky, G., Mulligan, 

R., Lieberman, J., Beggs, H.E., Honczarenko, M., and Silberstein, L.E. 2007. 

Focal adhesion kinase is required for CXCL12-induced chemotactic and pro-

adhesive responses in hematopoietic precursor cells. Leukemia 21:1723-1732. 



	
   200	
  
323. Yu, Y., Ross, S.A., Halseth, A.E., Hollenbach, P.W., Hill, R.J., Gulve, E.A., and 

Bond, B.R. 2005. Role of PYK2 in the development of obesity and insulin 

resistance. Biochem Biophys Res Commun 334:1085-1091. 

324. Sunderkotter, C., Nikolic, T., Dillon, M.J., Van Rooijen, N., Stehling, M., Drevets, 

D.A., and Leenen, P.J. 2004. Subpopulations of mouse blood monocytes differ in 

maturation stage and inflammatory response. J Immunol 172:4410-4417. 

325. Breslin, W.L., Strohacker, K., Carpenter, K.C., Haviland, D.L., and Mcfarlin, B.K. 

2013. Mouse blood monocytes: standardizing their identification and analysis 

using CD115. J Immunol Methods 390:1-8. 

326. Rhee, I., Zhong, M.C., Reizis, B., Cheong, C., and Veillette, A. 2014. Control of 

dendritic cell migration, T cell-dependent immunity, and autoimmunity by protein 

tyrosine phosphatase PTPN12 expressed in dendritic cells. Mol Cell Biol 34:888-

899. 

327. Kamen, L.A., Schlessinger, J., and Lowell, C.A. 2011. Pyk2 is required for 

neutrophil degranulation and host defense responses to bacterial infection. J 

Immunol 186:1656-1665. 

328. Heng, T.S., Painter, M.W., and Immunological Genome Project, C. 2008. The 

Immunological Genome Project: networks of gene expression in immune cells. 

Nat Immunol 9:1091-1094. 

329. Friedman, A.D. 2007. Transcriptional control of granulocyte and monocyte 

development. Oncogene 26:6816-6828. 

330. Huber, R., Pietsch, D., Panterodt, T., and Brand, K. 2012. Regulation of 

C/EBPbeta and resulting functions in cells of the monocytic lineage. Cell Signal 

24:1287-1296. 



	
   201	
  
331. Franzoso, G., Carlson, L., Xing, L., Poljak, L., Shores, E.W., Brown, K.D., 

Leonardi, A., Tran, T., Boyce, B.F., and Siebenlist, U. 1997. Requirement for NF-

kappaB in osteoclast and B-cell development. Genes Dev 11:3482-3496. 

332. Perlman, H., Pagliari, L.J., Nguyen, N., Bradley, K., Liu, H., and Pope, R.M. 

2001. The Fas-FasL death receptor and PI3K pathways independently regulate 

monocyte homeostasis. Eur J Immunol 31:2421-2430. 

333. Kiener, P.A., Davis, P.M., Starling, G.C., Mehlin, C., Klebanoff, S.J., Ledbetter, 

J.A., and Liles, W.C. 1997. Differential induction of apoptosis by Fas-Fas ligand 

interactions in human monocytes and macrophages. J Exp Med 185:1511-1516. 

334. Mangan, D.F., Mergenhagen, S.E., and Wahl, S.M. 1993. Apoptosis in human 

monocytes: possible role in chronic inflammatory diseases. J Periodontol 64:461-

466. 

335. Mangan, D.F. and Wahl, S.M. 1991. Differential regulation of human monocyte 

programmed cell death (apoptosis) by chemotactic factors and pro-inflammatory 

cytokines. J Immunol 147:3408-3412. 

336. Mangan, D.F., Welch, G.R., and Wahl, S.M. 1991. Lipopolysaccharide, tumor 

necrosis factor-alpha, and IL-1 beta prevent programmed cell death (apoptosis) 

in human peripheral blood monocytes. J Immunol 146:1541-1546. 

337. Thornberry, N.A. and Lazebnik, Y. 1998. Caspases: enemies within. Science 

281:1312-1316. 

338. Hatch, W.C., Ganju, R.K., Hiregowdara, D., Avraham, S., and Groopman, J.E. 

1998. The related adhesion focal tyrosine kinase (RAFTK) is tyrosine 

phosphorylated and participates in colony-stimulating factor-1/macrophage 

colony-stimulating factor signaling in monocyte-macrophages. Blood 91:3967-

3973. 



	
   202	
  
339. Leek, R.D. and Harris, A.L. 2002. Tumor-associated macrophages in breast 

cancer. J Mammary Gland Biol Neoplasia 7:177-189. 

340. Gordon, S. and Taylor, P.R. 2005. Monocyte and macrophage heterogeneity. Nat 

Rev Immunol 5:953-964. 

341. Lewis, C.E. and Pollard, J.W. 2006. Distinct role of macrophages in different 

tumor microenvironments. Cancer Res 66:605-612. 

342. Lamagna, C., Aurrand-Lions, M., and Imhof, B.A. 2006. Dual role of 

macrophages in tumor growth and angiogenesis. J Leukoc Biol 80:705-713. 

343. Medrek, C., Ponten, F., Jirstrom, K., and Leandersson, K. 2012. The presence of 

tumor associated macrophages in tumor stroma as a prognostic marker for 

breast cancer patients. BMC Cancer 12:306. 

344. Parsons, J.T., Slack-Davis, J., Tilghman, R., and Roberts, W.G. 2008. Focal 

adhesion kinase: targeting adhesion signaling pathways for therapeutic 

intervention. Clin Cancer Res 14:627-632. 

345. Fraley, S.I., Feng, Y., Krishnamurthy, R., Kim, D.H., Celedon, A., Longmore, 

G.D., and Wirtz, D. 2010. A distinctive role for focal adhesion proteins in three-

dimensional cell motility. Nat Cell Biol 12:598-604. 

346. Tilghman, R.W. and Parsons, J.T. 2008. Focal adhesion kinase as a regulator of 

cell tension in the progression of cancer. Semin Cancer Biol 18:45-52. 

347. Tilghman, R.W., Cowan, C.R., Mih, J.D., Koryakina, Y., Gioeli, D., Slack-Davis, 

J.K., Blackman, B.R., Tschumperlin, D.J., and Parsons, J.T. 2010. Matrix rigidity 

regulates cancer cell growth and cellular phenotype. PLoS One 5:e12905. 

348. Tilghman, R.W., Blais, E.M., Cowan, C.R., Sherman, N.E., Grigera, P.R., Jeffery, 

E.D., Fox, J.W., Blackman, B.R., Tschumperlin, D.J., Papin, J.A., and Parsons, 



	
   203	
  
J.T. 2012. Matrix rigidity regulates cancer cell growth by modulating cellular 

metabolism and protein synthesis. PLoS One 7:e37231. 

349. Klein, E.A., Yin, L., Kothapalli, D., Castagnino, P., Byfield, F.J., Xu, T., Levental, 

I., Hawthorne, E., Janmey, P.A., and Assoian, R.K. 2009. Cell-cycle control by 

physiological matrix elasticity and in vivo tissue stiffening. Curr Biol 19:1511-

1518. 

350. Levental, K.R., Yu, H., Kass, L., Lakins, J.N., Egeblad, M., Erler, J.T., Fong, S.F., 

Csiszar, K., Giaccia, A., Weninger, W., Yamauchi, M., Gasser, D.L., and Weaver, 

V.M. 2009. Matrix crosslinking forces tumor progression by enhancing integrin 

signaling. Cell 139:891-906. 

351. Guy, C.T., Cardiff, R.D., and Muller, W.J. 1992. Induction of mammary tumors by 

expression of polyomavirus middle T oncogene: a transgenic mouse model for 

metastatic disease. Mol Cell Biol 12:954-961. 

352. Novosyadlyy, R., Vijayakumar, A., Lann, D., Fierz, Y., Kurshan, N., and Leroith, 

D. 2009. Physical and functional interaction between polyoma virus middle T 

antigen and insulin and IGF-I receptors is required for oncogene activation and 

tumour initiation. Oncogene 28:3477-3486. 

353. Herschkowitz, J.I., Simin, K., Weigman, V.J., Mikaelian, I., Usary, J., Hu, Z., 

Rasmussen, K.E., Jones, L.P., Assefnia, S., Chandrasekharan, S., Backlund, 

M.G., Yin, Y., Khramtsov, A.I., Bastein, R., Quackenbush, J., Glazer, R.I., Brown, 

P.H., Green, J.E., Kopelovich, L., Furth, P.A., Palazzo, J.P., Olopade, O.I., 

Bernard, P.S., Churchill, G.A., Van Dyke, T., and Perou, C.M. 2007. Identification 

of conserved gene expression features between murine mammary carcinoma 

models and human breast tumors. Genome Biol 8:R76. 



	
   204	
  
354. Lin, E.Y., Jones, J.G., Li, P., Zhu, L., Whitney, K.D., Muller, W.J., and Pollard, 

J.W. 2003. Progression to malignancy in the polyoma middle T oncoprotein 

mouse breast cancer model provides a reliable model for human diseases. Am J 

Pathol 163:2113-2126. 

355. Clausen, B.E., Burkhardt, C., Reith, W., Renkawitz, R., and Forster, I. 1999. 

Conditional gene targeting in macrophages and granulocytes using LysMcre 

mice. Transgenic Res 8:265-277. 

356. Lin, E.Y., Nguyen, A.V., Russell, R.G., and Pollard, J.W. 2001. Colony-

stimulating factor 1 promotes progression of mammary tumors to malignancy. J 

Exp Med 193:727-740. 

357. Mehrara, E., Forssell-Aronsson, E., Ahlman, H., and Bernhardt, P. 2007. Specific 

growth rate versus doubling time for quantitative characterization of tumor growth 

rate. Cancer Res 67:3970-3975. 

358. Davie, S.A., Maglione, J.E., Manner, C.K., Young, D., Cardiff, R.D., Macleod, 

C.L., and Ellies, L.G. 2007. Effects of FVB/NJ and C57Bl/6J strain backgrounds 

on mammary tumor phenotype in inducible nitric oxide synthase deficient mice. 

Transgenic Res 16:193-201. 

359. Mantovani, A., Marchesi, F., Malesci, A., Laghi, L., and Allavena, P. 2017. 

Tumour-associated macrophages as treatment targets in oncology. Nat Rev Clin 

Oncol 14:399-416. 

360. Morvan, M.G. and Lanier, L.L. 2016. NK cells and cancer: you can teach innate 

cells new tricks. Nat Rev Cancer 16:7-19. 

361. Egeblad, M., Ewald, A.J., Askautrud, H.A., Truitt, M.L., Welm, B.E., Bainbridge, 

E., Peeters, G., Krummel, M.F., and Werb, Z. 2008. Visualizing stromal cell 



	
   205	
  
dynamics in different tumor microenvironments by spinning disk confocal 

microscopy. Dis Model Mech 1:155-167; discussion 165. 

362. Lee, H.W., Choi, H.J., Ha, S.J., Lee, K.T., and Kwon, Y.G. 2013. Recruitment of 

monocytes/macrophages in different tumor microenvironments. Biochim Biophys 

Acta 1835:170-179. 

363. Sidani, M., Wyckoff, J., Xue, C., Segall, J.E., and Condeelis, J. 2006. Probing the 

microenvironment of mammary tumors using multiphoton microscopy. J 

Mammary Gland Biol Neoplasia 11:151-163. 

364. Slack-Davis, J.K., Martin, K.H., Tilghman, R.W., Iwanicki, M., Ung, E.J., Autry, 

C., Luzzio, M.J., Cooper, B., Kath, J.C., Roberts, W.G., and Parsons, J.T. 2007. 

Cellular characterization of a novel focal adhesion kinase inhibitor. J Biol Chem 

282:14845-14852. 

365. Corsi, J.M., Rouer, E., Girault, J.A., and Enslen, H. 2006. Organization and post-

transcriptional processing of focal adhesion kinase gene. BMC Genomics 7:198. 

366. Ho, B., Olson, G., Figel, S., Gelman, I., Cance, W.G., and Golubovskaya, V.M. 

2012. Nanog increases focal adhesion kinase (FAK) promoter activity and 

expression and directly binds to FAK protein to be phosphorylated. J Biol Chem 

287:18656-18673. 

367. Cheng, N., Li, Y., and Han, Z.G. 2013. Argonaute2 promotes tumor metastasis 

by way of up-regulating focal adhesion kinase expression in hepatocellular 

carcinoma. Hepatology 57:1906-1918. 

368. Li, S., Huang, X., Zhang, D., Huang, Q., Pei, G., Wang, L., Jiang, W., Hu, Q., 

Tan, R., and Hua, Z.C. 2013. Requirement of PEA3 for transcriptional activation 

of FAK gene in tumor metastasis. PLoS One 8:e79336. 



	
   206	
  
369. Cance, W.G. and Golubovskaya, V.M. 2008. Focal adhesion kinase versus p53: 

apoptosis or survival? Sci Signal 1:pe22. 

370. Hong, C., Kidani, Y., N, A.G., Phung, T., Ito, A., Rong, X., Ericson, K., Mikkola, 

H., Beaven, S.W., Miller, L.S., Shao, W.H., Cohen, P.L., Castrillo, A., Tontonoz, 

P., and Bensinger, S.J. 2012. Coordinate regulation of neutrophil homeostasis by 

liver X receptors in mice. J Clin Invest 122:337-347. 

371. Shi, J., Gilbert, G.E., Kokubo, Y., and Ohashi, T. 2001. Role of the liver in 

regulating numbers of circulating neutrophils. Blood 98:1226-1230. 

372. Kolaczkowska, E. and Kubes, P. 2013. Neutrophil recruitment and function in 

health and inflammation. Nat Rev Immunol 13:159-175. 

373. Peng, Y., Latchman, Y., and Elkon, K.B. 2009. Ly6C(low) monocytes differentiate 

into dendritic cells and cross-tolerize T cells through PDL-1. J Immunol 

182:2777-2785. 

374. Hilgendorf, I., Gerhardt, L.M., Tan, T.C., Winter, C., Holderried, T.A., 

Chousterman, B.G., Iwamoto, Y., Liao, R., Zirlik, A., Scherer-Crosbie, M., 

Hedrick, C.C., Libby, P., Nahrendorf, M., Weissleder, R., and Swirski, F.K. 2014. 

Ly-6Chigh monocytes depend on Nr4a1 to balance both inflammatory and 

reparative phases in the infarcted myocardium. Circ Res 114:1611-1622. 

375. Misharin, A.V., Cuda, C.M., Saber, R., Turner, J.D., Gierut, A.K., Haines, G.K., 

3rd, Berdnikovs, S., Filer, A., Clark, A.R., Buckley, C.D., Mutlu, G.M., Budinger, 

G.R., and Perlman, H. 2014. Nonclassical Ly6C(-) monocytes drive the 

development of inflammatory arthritis in mice. Cell Rep 9:591-604. 

376. Michaud, J.P., Bellavance, M.A., Prefontaine, P., and Rivest, S. 2013. Real-time 

in vivo imaging reveals the ability of monocytes to clear vascular amyloid beta. 

Cell Rep 5:646-653. 



	
   207	
  
377. Thomas, G., Tacke, R., Hedrick, C.C., and Hanna, R.N. 2015. Nonclassical 

patrolling monocyte function in the vasculature. Arterioscler Thromb Vasc Biol 

35:1306-1316. 

378. Yan, S.R. and Novak, M.J. 1999. Beta2 integrin-dependent phosphorylation of 

protein-tyrosine kinase Pyk2 stimulated by tumor necrosis factor alpha and fMLP 

in human neutrophils adherent to fibrinogen. FEBS Lett 451:33-38. 

379. Fuortes, M., Melchior, M., Han, H., Lyon, G.J., and Nathan, C. 1999. Role of the 

tyrosine kinase pyk2 in the integrin-dependent activation of human neutrophils by 

TNF. J Clin Invest 104:327-335. 

380. Rodriguez-Fernandez, J.L., Sanchez-Martin, L., De Frutos, C.A., Sancho, D., 

Robinson, M., Sanchez-Madrid, F., and Cabanas, C. 2002. LFA-1 integrin and 

the microtubular cytoskeleton are involved in the Ca(2)(+)-mediated regulation of 

the activity of the tyrosine kinase PYK2 in T cells. J Leukoc Biol 71:520-530. 

381. Ma, E.A., Lou, O., Berg, N.N., and Ostergaard, H.L. 1997. Cytotoxic T 

lymphocytes express a beta3 integrin which can induce the phosphorylation of 

focal adhesion kinase and the related PYK-2. Eur J Immunol 27:329-335. 

382. Beinke, S., Phee, H., Clingan, J.M., Schlessinger, J., Matloubian, M., and Weiss, 

A. 2010. Proline-rich tyrosine kinase-2 is critical for CD8 T-cell short-lived effector 

fate. Proc Natl Acad Sci U S A 107:16234-16239. 

383. Ganai, S., Arenas, R.B., Sauer, J.P., Bentley, B., and Forbes, N.S. 2011. In 

tumors Salmonella migrate away from vasculature toward the transition zone and 

induce apoptosis. Cancer Gene Ther 18:457-466. 

384. Lim, Y., Lim, S.T., Tomar, A., Gardel, M., Bernard-Trifilo, J.A., Chen, X.L., Uryu, 

S.A., Canete-Soler, R., Zhai, J., Lin, H., Schlaepfer, W.W., Nalbant, P., Bokoch, 

G., Ilic, D., Waterman-Storer, C., and Schlaepfer, D.D. 2008. PyK2 and FAK 



	
   208	
  
connections to p190Rho guanine nucleotide exchange factor regulate RhoA 

activity, focal adhesion formation, and cell motility. J Cell Biol 180:187-203. 

385. Weis, S.M., Lim, S.T., Lutu-Fuga, K.M., Barnes, L.A., Chen, X.L., Gothert, J.R., 

Shen, T.L., Guan, J.L., Schlaepfer, D.D., and Cheresh, D.A. 2008. 

Compensatory role for Pyk2 during angiogenesis in adult mice lacking 

endothelial cell FAK. J Cell Biol 181:43-50. 

386. Wendt, M.K., Schiemann, B.J., Parvani, J.G., Lee, Y.H., Kang, Y., and 

Schiemann, W.P. 2013. TGF-beta stimulates Pyk2 expression as part of an 

epithelial-mesenchymal transition program required for metastatic outgrowth of 

breast cancer. Oncogene 32:2005-2015. 

 




