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Abstract 

The Met receptor tyrosine kinase (RTK) is expressed in the mammary 

gland under both normal and neoplastic conditions. Overexpression of the 
Met receptor is found in 15-20% of human breast cancers and is correlated 
with shortened disease-free interval and overall survival. In order to explore 
the role of dysregulated Met receptor signaling on the development of 

mammary tumors 1 have characterized a transgenic mouse model that 
expresses either wild type or a dysregulated Met receptor in the mammary 
epithelium under the control of the mouse mammary tumor virus 
promoter/enhancer (MMTV-Met). The Met receptor variants contained a 

mutation that results in decreased receptor ubiquitination and prolonged 
receptor signaling (Y1003F) or an activating mutation that was originally 
observed in patients with papillary renal carcinoma (M1250T) or both 

mutations (YF/MT). In vitro and in vivo transformation assays demonstrated 
that each mutation singly is weakly transforming, however, there was an 
additive effect on transformation when both mutations were present. This 
additive effect was observed in the transgenic mice where multiparous 
MMTV-Met-YF/MT mice developed tumors earlier and with much greater 
penetrance than did mice expressing either of the single mutants. This 
provides the first in vivo model that demonstrates a role for ubiquitination in 
suppression of transforming activity of an RTK. MMTV-Met-YF/MT tumors 
displayed a range of histological phenotypes but were mainly comprised of 
luminallineage cells. Notably, MMTV-Met-M1250T tumors contained cells 

from both the basal and luminal populations, suggesting transformation of a 
progenitor Gall. Progenitor eell transformation in RTK transgenie mouse 
models is uncommon and highlights distinct signaling differences and 
potentially lineage specificity of the two Met mutants. 

Through assays of overexpression in vivo and inhibition in vitro, Met 
receptor signaling has been correlated with the development of the mammary 
gland. To examine the effects of loss of Met receptor signaling on mammary 
gland development 1 have utilized the Cre/LoxP1 recombination system to 
knock-out the Met receptor from the mammary epithelium. Mammary­
specifie Cre reeombinase efficiently excised floxed DNA as visualized by 
activation of a l3-galactosidase reporter ln Met+/+ glands, however, few 13-
galactosidase positive cells are retained ln the Metflffl glands and an 
intermediate number are retained in the Metfl/+ glands. This indicates that 
Met-null cells are selected against and supports a role for Met in the 
development of the mammary gland. 
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Résumé 
Le récepteur tyrosine kinase (RTK) Met est exprimé dans la glande 

mammaire dans des conditions normales et néoplasiques. La surexpression 
du récepteurs Met est retrouvée dans 15 à 20% des cancers du sein chez 
l'humain et est associée à des courtes périodes de rémissions et un taux de 
survie faible. 

Dans le but d'explorer le rôle de la dérégulation de la voie Met sur le 
développement des tumeurs du sein, j'ai caractérisé un modèle de souris 
transgènique qui exprime un récepteur Met de type soit sauvage soit 
dérégulée dans l'épithélium mammaire sous le contrôle du promoteur MMTV 
(Mouse Mammary Tumor Virus). Les variants du récepteur Met étudiés 
contiennent les mutations simples ou combinées 1) Y1 003F, qui provoque 
une diminution de l'ubiquitination et, par conséquent, une signalisation 
prolongée de Met et 2) M1250T, une mutation observée originellement chez 
des patients atteints du carcinome papillaire rénal et qui aboutit à un Met 
activé constitutionnellement. Des essais de transformation in vivo et in vitro 
ont démontré que les mutations simples sont peu transformantes alors qu'un 
effet additif est observé sur la transformation lorsque les deux mutations sont 
combinées. Cet effet additif est aussi observé au niveau des souris 
transgèniques. En effet, les souris MMTV-Met-YF/MT multipares développent 
des tumeurs plus tôt et avec une plus grande pénétrance que les souris 
simple transgèniques. Ceci constitue donc le premier modèle in vivo 
démontrant un rôle de l'ubiquitination dans l'activité transformante d'un RTK. 

Les tumeurs MMTV-Met-YF/MT montrent un panel de phénotypes au 
niveau histologique mais peuvent être considérées de type lu minaI. Les 
tumeurs MMTV-Met-M1250T contiennent des cellules d'origine basale et 
luminale, indiquant ainsi la transformation d'une cellule progénitrice. La 
transformation de ce type de cellules dans les modèles de souris 
transgèniques pour des RTK n'est pas un phénomène commun et met en 
évidence des différences au niveau des cascades de signalisation ainsi 
qu'une possible spécificité de lignée cellulaire de la part des deux mutants de 
Met. 

Par des essais de surexpression in vivo et d'inhibition in vitro, la 
signalisation via le récepteur Met a été reliée au développement de la glande 
mammaire. En effet, afin d'examiner les effets de la perte du récepteur Met 
sur le développement de cette glande, j'ai utilisé le système de 
recombinaison Cre/LoxP1 qui permet de dépléter l'épithélium mammaire de 
tous récepteurs Met. Une recombinase Cre spécifique à la glande mammaire 
a permi d'exciser l'ADN flanqué des séquences Lox tel qu'observé par 
l'activation du gène reporteur ~-galactosidase dans les glandes Met+/+. 
Toutefois, peu de cellules positives pour la ~-galactosidase sont retenues 
dans les glandes Metfl/fl et un nombre intermédiaire est retenue dans les 
glandes Metfl/+. Par conséquent, il existerait donc une sélection contre les 
cellules Met-null. Ces résultats suggèrent donc que Met joue un rôle dans le 
développement de la glande mammaire. 
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Preface 
Overexpression of the Met receptor tyrosine kinase is found in 15-20% 

of human breast cancers and is associated with a shorter disease-free 

interval and decreased overall survival. Our lab has been examining the role 

of a loss of negative regulation substitution in the Met receptor (Y1 003F) that 

results in decreased receptor ubiquitination and prolonged signaling from the 

receptor. The purpose of this project was to examine the effect of mammary­

specifie expression of a dysregulated Met receptor that contains either the 

Y1 003F substitution, an activating mutation (M1250T) or a combination of the 

two (YF/MT) and to determine if decreased receptor ubiquitination could 

contribute to cellular transformation. The second purpose of the project was 

to characterize the tumors that arose in the Met-M1250T and Met-YF/MT 

mice. 

The Met receptor and its ligand are expressed in the mammary gland 

during periods of ductal development and reorganization, but the effect of 1055 

of Met receptor signaling on the mammary gland was not known as knock-out 

mice are embryonic lethal. A third objective of the project was to knock-out 

expression of the Met receptor in the murine mammary epithelium and 

observe the effects on the development of the mammary ductal tree. 
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1. Introduction 

Over a lifetime, breast cancer will affect 1:8 women in North America, 

making it the second most frequent non-melanoma cancer in women, second only to 

lung cancer (l). The high prevalence and the beloved population affected-mothers­

has brought breast cancer into the public consciousness with products marketed with 

a percentage of the proceeds going to breast cancer research (products marked with a 

pink ribbon) and resulted in a proliferation of fundraising events specifie to breast 

cancer (CIBC Run for the Cure, Denim Day, Weekend to End Breast Cancer, Race 

for the Cure) as well as the entire month of October being designated as Breast 

Cancer Awareness Month. Thus, we strive to prevent, treat or cure breast cancer 

through continued research through epidemiology, patient samples, mouse models 

and in vitro molecular biologic assays. 

1-1 Breast Cancer- Epidemiology 
Factors associated with the development ofbreast cancer include lack of 

exercise, poor diet, smoking, drinking, exposure to ionizing radiation, genetic 

mutations, age at onset of menses, age at menopause, age at first full term pregnancy, 

obesity, and old age (2, 3). Many ofthese risk factors can be modified by lifestyle 

changes, but many, such as age of menarche, cannot. 

Established, hereditary genetic defects only account for 5-10% ofbreast 

cancers (4). Two well-studied predisposing genes are BReAl and BReA2 (breast 

cancer1 and 2) the protein products ofwhich are involved in DNA repair. Carrying a 

genetic mutation in BReAl or BReA2 results in a lifetime risk ofbreast cancer of 60-

80% thus, sorne ofthese women opt for prophylactic mastectomies (5). Carriers of 

p53 mutations (LiFraumeni Syndrome) aiso have an increased risk ofbreast cancer as 

do those with mutations in ATM (ataxia-telangiectasia). Aside from these established 

genetic les ions or exposure to high doses of ionizing radiation, there are few factors 

that dramatically increase one's risk for developing breast cancer. 

The mortality rates associated with breast cancer have decreased significantly 

in the past 20 years (1). Because of the high prevalence, screening for breast cancer 
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has become standard practice. The tests of self-examination and mammography are 

non-invasive and fairly inexpensive, and at present all women fifty years and older in 

Canada are encouraged to receive a mammogram at least once every two years. The 

increased awareness in women and the widespread use of mammography has 

contributed to the decrease in breast cancer-related mortality by detecting breast 

cancers when they are smaller and easier to resect (average decrease of2.7% per year 

since 1993 in Canada (1)). As of 1997 the five year survival rate was 86% (1). 

1-2 Breast Cancer-Clinical Management 
Improvements in treatment have also helped lower mortality rates. Multiple 

studies have demonstrated that local excision (lumpectomy) of small tumors followed 

by radiotherapy is as effective at preventing recurrence as is mastectomy (6). 

Radiotherapy can be administered by external beam or, now, the more progressive 

brachytherapy, in which radioisotopes are temporarily implanted in the breast tissue 

so that high dose, localized radiation can be administered over a shorter period of 

time (7). Administration of cyotoxic chemotherapy has consistently resulted in 

improvements in disease free survival and overall survival, particularly in women 

younger than fifty (8). However, because of the negative side effects of 

chemotherapy, it is generally recommended only for women who have axillary lymph 

node involvement, invasive or aggressive tumors. 

Various subtypes of breast cancer have now been identified that are being 

treated with specific chemotherapeutic adjuvant agents leading to better survival and 

fewer negative side effects. Nearly two thirds ofbreast tumors are estrogen receptor 

positive (9) making them susceptible to adjuvant therapy with estrogen receptor 

inhibitors or aromatase inhibitors. Anti-estrogens have been shown to be better 

tolerated than cytotoxic chemotherapy but is equally effective in halting or reversing 

disease progression in women with advanced, hormone receptor positive tumors (10). 

Twenty to thirty percent of breast tumors overexpress the Epithelial Growth Factor 

Receptor (EGFR) family members ErbB2 (11, 12). These tumors are now being 

treated with an antibody (Herceptinltrastuzumab) that binds to ErbB2 and inhibits its 

signaling (13) thus specifically inhibiting an important growth-stimulating pathway in 
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these tumors. The small molecule inhibitor gefitinib (Iressa) interferes with signaling 

from the EGFR and is presently in clinical trials (14). Finally, the antiangiogenic 

agent A vastin/bevacizumab, in combination with paxitaxel, has been shown to be 

effective at improving overall response in women with metastatic breast cancer (15). 

These targeted adjuvant agents are given in addition to the standard chemotherapy, 

surgery and radiation and have yielded a significant improvement in outcome 

associated with fewer severe side effect. 

1-3 Breast Cancer-Pathology 
Breast cancer is believed to develop through a series ofhistologically 

identifiable stages beginning with benign hyperplasia followed atypical hyperplasia 

progressing to a carcinoma in situ. Malignancy is identified by the presence of tumor 

cells that have invaded through the basement membrane of the duct/lobule and into 

the surrounding connecti~e tissue (16). Breast cancer is classified using a 

tumor/lymph node/metastases (TNM) scale to indicate the presence or absence of 

metastases and the degree of progression of the tumor. Each of the se categories is 

given a value from 0-3 with 0 being lowest or absent and 3 being the worst or most 

prevalent-in the case of metastases. The pathologist examines histological sections of 

the tumor or a core biopsy to determine how cytologically advanced the tumor is. 

The lymph nodes are excised by the surgeon and examined for the presence of breast 

cancer cells by the pathologist. Metastases are also determined by a cooperative 

effort from the pathologist and surgeon. 

The most common histological phenotype, accounting for ~ 79% of invasive 

breast cancers is ductal carcinoma no special type (NST). This is a solid 

adenocarcinoma that lacks features to classi:fy it as any other specific subtype. 

Invasive lobular carcinoma is the second most prevalent subtype, making up ~ 10% of 

breast carcinomas. These tumors typically have lost expression ofE-cadherin and the 

cells invade the stroma in single file. Lobular carcinoma, unlike ductal carcinoma, 

occurs more frequently in both breasts-~ 20% of women with LCIS develop cancer in 

the second breast within 20 years (17). The other subtypes are quite uncommon, 

accounting for 5% or less of diagnoses. They include medullary, mucinous, tubular, 
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and invasive papillary carcinomas. These smaller subdivisions help design treatment 

plans, but the large, generic group of ductal carcinoma NST needs to be further 

studied and divisions within the group defined. The need for betler classification is 

highlighted by the differences in survival between the groups. The 30 year survival 

for any of the defined subtypes is approximately 60% but the diagnosis of ductal 

carcinoma NST is associated with only a 20% survival at 30 years (16). Most likely, 

good prognosis subgroups are buried within the amorphous NST group but need more 

detailed studies in order to be identified. Although screening, diagnosis and treatment 

are improving, much work remains to be done in order to identify, classify and treat 

the many women who are afflicted now, but even more importantly, to find causes 

and teach prevention to avoid cancer in the future. 

1-4 Mammary Gland Development 
Development of the mammary gland in hum ans begins at approximately 

embryonic week 4 as the milk streak, a thickened line of ectodermal cells along the 

ventral surface of the embryo extending from the axilla to the inguinal region (18). 

By week 8 most of the milk line has regressed leaving only two epithelial discs where 

there will be the one set of nipples (19). The epithelial cells invade the underlying 

stroma, which, signalling back to the epithelial cells plays a critical role in mammary 

gland development (20-23). The mesenchyme underlying the future mammary gland 

induces the ectoderm to differentiate into mammary epithelial cells and develop into 

the ductal tree as demonstrated by transplantation studies (22, 24). The secondary 

mesenchyme, the future mammary fat pad, however, does not retain the ability to 

differentiate epithelial or ectodermal cells into mammary epithelial cells (25). 

Between the 12th and 13th weeks of development, the epithelial bud begins to branch 

and further invade the stroma and by the 20th week there are several ducts entering 

the hairless areola, however these do not yet have lumens (26). By parturition a very 

basic mammary tree with patent lumens has formed but there is no lobular 

development (27) (figure 1-1). 
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Figure 1-1 Comparative Mammary Gland Development. Epithelial cells are in pink. Dense 
connective tissue is dark blue. Adipose tissue is light blue. © 2006 Stephanie Petkiewicz 
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The mammary gland is an ideal organ for developmental studies because the 

majority of mammary gland development occurs after birth obviating the need to 

sacrifice embryos and the pregnant females as is required for study of neural (28) or 

renal (29) development. The mammary epithelium remains quiescent until puberty 

when the levels of ovarian hormones begin to rise, resulting in further proliferation of 

mammary epithelial cells and maturation of the gland. Ducts extend and branch 

distally forming clusters in lobules and the amount of fat and connective tissue in the 

gland increases as well, however little differentiation of epithelial cells occurs until 

pregnancy and lactation (19). In human males, the development of the mammary tree 

is the same as in females until puberty and the rudimentary ductal tree remains 

throughout the lifetime of the man. In mice, the primary organism used for the study 

of the mammary gland, the male mammary ductal system generally regresses during 

embryogenesis as a result of the stroma encircling and cutting off the neck of the 

ductal tree (30, 31). 

1-5 Human versus Mouse Mammary Glands-Comparative Histology 

Much of what is known about mammary gland development is the derived 

from murine studies and is assumed to be applicable to humans. However, it is 

important to note several differences in the structure of mammary glands between 

mice and humans. The most obvious difference is the number of mammary glands. 

The mouse has five sets of mammary glands (figure 1-2) placed along the milk line 

whereas in humans, the majority of the milk line regresses during embryogenesis 

leaving only two nipples except in the rare case of supemumerary nipples that are 

most commonly located in the axilla (19). 

Second, humans have a much more complex ductal system than mice with several 

lactiferous sinuses emptying into the nipple and independent ductal trees developing 

from each ofthese main ducts, each separated by bands of connective tissue. Mice 

have only one duct emptying onto each nipple and there is very Httle connective 

tissue at all in their mammary glands (review (32, 33)). Human mammary ducts 

terminate in a highly branched, grape-like structure supported by 100 se connective 

tissue called a terminal ductallobular unit (TDLU) (34) whereas in mice the ducts 
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terminate in a single bulbar structure or have minimal branching with only a thin rim 

of stroma separating it from the surrounding adipose (32). 

The majority of the murine mammary fat pad (MFP) is adipose tissue, in 

closeproximity to the mammary epithelial cells, whereas in humans, there is a 

significant amount of connective tissue separating the fat from the epithelial cells, 

thereby creating a microenvironment for the epithelial cells that is different from that 

in the mouse (figure 1-3). This difference in stromal content has become one of the 

major issues for those arguing against the use of the mouse for a model of hum an 

breast cancers. Rats, however, have a more human-like mammary gland with more 

connective tissue, however, they have not been as well developed as a model system. 

4 

5 

Figure 1-2 Enhanced Photo of the Five Sets of Mammary Fat Pads in a Mouse 

Another important difference between mice and humans that affects 

mammary gland biology is the length of the estrus cycle. Depending on strain, mice 

cycle every 3-5 days whereas humans average a much longer 28 days. This means 

that the murine ductal cells are exposed to proliferative stimuli much more frequently 

than in hum ans but for a shorter duration. Histologically distinguishable changes 

occur in human and murine mammary epithelium through different stages of the 

estrus cycle (35, 36), but not all stages are present in mice due to their abbreviated 

cycle. In mice, following ovulation no functional corpus luteum develops (37) again 
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resulting in differences in hormonal effects on the mammary gland. These 

differences during the reproductive years are lost later in life as both mice and 

humans experience ovarian exhaustion, but strictly speaking, this is not a menopause 

in mice as they have not experienced true "menses" (38, 39). Thus, both mice and 

hurnans will experience the decreased estrogen levels and changes in the release of 

other neuroendocrine factors later in life that may influence turnor development. 

Mouse Human 

__ - Stroma 

Figure 1-3 Histological Differences Between Human and Murine Mammary Glands 
© 2006 Stephanie Petkiewicz 
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These differences in biology lead to another interesting aspect of using mice 

as a model for mammary tumorigenesis. In humans, pregnancy and lactation, 

particularly early in reproductive life, yield a protective effect against the 

development ofbreast cancer (40,41). A similar protective effect ofpregnancy has 

been found in rats (42-45) but in transgenic mouse models, pregnancy and lactation 

often increases the risk of developing cancer as a result of using a hormonaIly­

responsive promoter such as the whey acidic prote in (W AP) or mouse mammary 

tumor virus (MMTV) promoter (46). The MMT virus itself induces tumors in a 

similar fashion as the transgenic mice, by enhancing expression of genes near the 

viral integration site by hormonally-induced transcription during pregnancy and 

lactation, resulting in tumor initiation in multiparous mice (47). In order to decrease 

the confounding effects of transgene upregulation and the impact of pregnancy and 

lactation on breast cancer deve1opment, , various groups have generated inducible 

transgenic systems in which MMTV drives the expression of a transactivator that is 

only active in the presence of the activating compound such as tetracyc1ine (48), 

ecdysone (49) or doxycyc1ine (50). In this way, although MMTV induces high levels 

of expression of the transactivator during pregnancy and lactation, the gene of interest 

is not expressed until the activating compound is added to the water, so reproductive 

history can be retained as a factor contributing to or protecting against breast cancer 

development. Despite the differences in biology and structure, transgenic mice are 

useful in elucidating the role ofvarious oncogenes in the development ofmammary 

tumors, but new mouse models in which the gene of interest is knocked into its 

endogenous locus may better represent the genetic alterations in human disease. 

2. Mammary Development and Stem CeUs 

As the majority of studies on stem cells in the mammary gland have been 

carried out in mice, from this point onward 1 will be discussing findings in mice, 

rather than in humans. 

Years before the search for the specific cell began, the presence of a 

stem/precursor cell population in the mammary gland was presumed because of the 
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ability of the mammary epithelium to extensively proliferate during pregnancy and 

lactation and then to regress, but to expand again upon subsequent pregnancies. At 

the onset of puberty when levels of ovarian hormones rise, mammary epithelial cells 

are stimulated to proliferate, generating swellings at the ends of each of the ducts 

known as the terminal end buds (TEBs). These invasive bulbar structures migrate 

through the mammary fat pads away from the nipples and give rise to the cells that 

form the new ducts (51). The TEB is comprised of several different identifiable cell 

types (figure 1-4). The bulk of the cells are the "body cells" that are centrally located. 

Sorne ofthe body cells undergo apoptosis to create the open lumen (52) and those 

that remain differentiate into luminal cells (53). The "cap ceIls" are located on the 

advancing edge and are considered to be the stem cells of the TEB, as they can 

differentiate into contractile myoepithelial cells as weIl as luminal cells (51). 

CapCeli 

Bipotent Progenitor Cell 

Luminal Cel! Progenitor 

Apoptosing CeU 

Myoepithelial Cell Progenitor 

Differentiated Luminal Epithelial Cel! 

Differentiated Myoepithelial Cel! 

Fibroblast 

Figure 1-4 Schematic of the Terminal End Bud © 2006 Stephanie Petkiewicz 
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The definition of mammary stem cell requires the isolated cell to be able to self­

renew and to produce cells that are capable of differentiating through several 

lineages. A progenitor cell is capable of forming one or more lineages but the cell's 

self-renewal capacity is limited. Although stem cells have the ability to self-renew, 

they do eventually senesce as demonstrated by transplantation studies in which 

mammary fragments can be serially transplanted, generating complete ductal trees 

until approximately seven generations (54-56). Stem celllineages have been best 

defined in the hematopoietic system in which nearly aIl differentiated cells and the 

progenitor and stem cells have been identified by the presence/absence of 

markersidentifiable by Fluorescence Activated Cell Sorting (F ACS). Mammary­

derived stem cells are pleuripotent, but not totipotent, in that thus far, no one has 

observed isolated stem cells to differentiate into anything other than expected resident 

cells ofthe mammary gland. To be noted, however, is the ability ofmammary 

epithelial cells to differentiate into other ectodermal derivatives in conditions of stress 

such as inflammation and transformation. In these situations the transdifferentiation 

of the glandular epithelial cells to an epidermal cyst (squamous metaplasia) may 

occur. This will be discussed in the Stem CeUs and Tumors section. 

It is believed that the TEB is the source of mammary gland stem cells during 

development (57). Following puberty, stem cells are scattered throughout the 

mammary ductal tree, as demonstrated by the ability ofboth ductal and alveolar 

fragments from the mammary gland to form complete ductal trees upon 

transplantation (55, 58-62). The location and distribution of stem cells is similar in 

humans, as confirmed by using dissociated cells from reduction mammoplasties. Cell 

populations derived from adults can be induced to differentiate into different cell 

types in vitro (63-65) and develop into basic glandular structures in xenograft models 

(66). 

2-1 Localization and Identification of Stem CeUs 
The precise location and identity of the mammary stem cell has remained 

elusive. Ultrastructural studies have attempted to visually identify the stem cells on 

the basis of chromatin structure, contents ofthe cytoplasm and location relative to the 
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basement membrane (67, 68). It is generally agreed that the stem cells reside in a 

basal or supra-basal compartment and do not contact the lumen of the duct. Sorne 

groups have verified the presence of a stem cell by simple limiting dilution of single 

cells (58) and others have used FACS to isolate specific single cells that can 

reconstitute an entire mammary gland upon transplantation to a cleared MFP (69-71). 

Immunohistochemical (IRC) methods have been utilized to identify differentiated cell 

types of the mammary gland by their expression of specific proteins. Dulbecco et al. 

were the first to define the luminal versus the multipotent basal compartment of the 

mammary gland using IRC (53). Proteins such as cytokeratins 8, 18, 19 (CK) and 

mucin 1 are markers of luminal cells and cytokeratin 14 and smooth muscle actin 

(SMA) are markers of basal, myoepithelial cells (figure 1-5). 

Cytokeratin 8/18 Cytokeratin 14 SMA 

Figure 1-5 Distribution of immunohistochemical markers of ceUlineage in normal virgin 
mammary gland. A. Cytokeratin 8/18-differentiated luminal ceUs. B. Cytokeratin14-
myoepithelial/basal ceUs. C. Smooth muscle actin-fuUy differentiated myoepithelial ceUs and 
smooth muscle around blood vessels. 

The ability of sorted primary mammary epithelial cells to change lineage in 

culture has been another indication of the presence of progenitor cells in mammary 

gland. Several groups have sorted primary cells using established markers of 

progenitor cells and observed changes in selected cell populations under specific 

culture conditions. Pechoux et al. found that ceUs with luminal markers could 

generate myoepithelial cells when switched to a culture medium that betier supported 

the growth of myoepithelial cells, however, cells sorted for myoepithelial markers 

could not produce luminal cells (72). Smalley et al. found the same uni-directionality 

of differentiation but plated their pre-sorted cells on Matrigel and found that the 
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sorted luminal population could form spheres containing both luminal and 

myoepithelial cells whereas the plated myoepithelial cells showed no luminal 

differentiation (73). Unfortunately, the distinctions between cell populations made by 

these markers are not infallible. Two recent papers stated that their stem cell­

enriched populations expressed low levels of CK18 (luminal) but high levels of CK14 

(myoepithelial), thus supporting the idea that stem cells are in a suprabasal 

compartment but contradicting the in vitro data that demonstrated the terminally 

differentiated nature ofmyoepithelial cells (69, 71). 

Initially, researchers used proliferative capacity and ability to efflux Hoechst 

dye as a means of identifying the mammary "side population," through F ACS, a well­

established technique for sorting hematopoietic stem cells (74). Several groups have 

sorted these side population cells and reinjected them into cleared MFPs, however, 

the "take" rates observed following transplantation and the variety of glandular 

structures obtained was not convincing of the side population being highly enriched 

for stem cells (70, 74, 75). The side population did, however, express variable levels 

of cytokeratins indicating a not fully differentiated state (74). 

More recent work indicates that the side population is a coarser selection for 

stem/progenitor cells and more specific, more enriched populations can be isolated by 

F ACS for a series of markers. Several groups have been paring down and refining 

the list of extracellular antigens (cluster of differentiation-CD) that define the stem 

cell. All groups begin by removing any cells that express markers of hematopoietic 

cells and endothelial cells, leaving the breast cell population designated lineage 

negative (Lin} CD24, also known as heat stable antigen, has been used as a marker 

for neural stem cells (76) and has found good application in sorting mammary cells 

for their ability to repopulate cleared mammary fat pads. Sleeman et al. simply sorted 

Lin- cells for CD24 expression levels and found the CD2410w population, as opposed 

to CD24neg or CD24h
\ to be enriched for stem cells (77). Shackelton et al. found that 

CD24+CD29hi cells were the most enriched for stem cells and that a single cell from 

this population could form an components of a mammary gland (69). Intermediate 

levels of expression of CD24 was again used by Stingl et al. to isolate stem cells but 

he used it in conjunction with CD49:fi
, a known marker of epidermal stem cells (78). 
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The consistent results obtained using similar markers indicate that the search for the 

mammary epithelial stem cell is becoming more refined and perhaps within the next 

year, a consensus on the markers of these cells will be reached. 

2-2 Stem CeUs in Cancer 

As mentioned above, stem cells persist in the mammary gland, through the 

lifetime of the animal, slowly dividing in self-renewal. The number of stem cells in 

the breast does not decrease over time, as demonstrated by the ability of mammary 

tissue derived from mice of different ages to regenerate a mammary gland for the 

same number of transplant generations (54). Because these cells are long lived, it is 

plausible that they could be more prone to transformation by virtue oftheir life-Iong 

accumulation of genetic lesions. The idea of tumors originating from a transformed 

stem cell has been gaining popularity and acceptance but is still debated (79-81). 

The understanding that tumors contain poorly differentiated cells has been 

around for nearly 150 years (82). Initially it was believed that tumors contained cells 

that had de-differentiated, reacquiring stem cell-like characteristics as evidenced by 

their ability to proliferate more than a fully differentiated cell and their similar 

appearance to fetal tissue (82). Support for the cellular de-differentiation theory is 

still forthcoming. A recent paper demonstrated that culturing neuroblastoma cells in 

hypoxic conditions, as would be found at the center of a poorly vascularized 

proliferating mass, led to transcriptional changes that included downregulation of 

markers of lineage-specific differentiation (83). Similar results in hypoxic breast 

cancer were reported (84). 

More recently, with the identification of stem/progenitor cells in nearly aIl 

tissues, support has been mounting for the idea that these long-lived cells could be 

accumulating genetic damage over the lifetime of the individual and develop into a 

cancer late in life. In breast cancer this hypothesis appeared plausible in light of the 

fact that women who have breast fed, thereby inducing differentiation and subsequent 

apoptosis of a large number of epithelial cells, have a reduced risk of developing 

breast cancer. It was initially believed that the cellular differentiation in pregnancy 

and lactation and thet wave of apoptosis at weaning eliminated a large proportion of 
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the cells that might harbor deleterious mutations. As convenient as this seemed, 

recent reports from the laboratory of Kay-Uwe Wagner have revealed that a 

population of cells, despite expressing markers of lactational differentiation, persist in 

the gland after involution and proliferate upon subsequent rounds of pregnancy and 

lactation (59, 85, 86). This indicates that a population of cells with stem/progenitor 

characteristics differentiate but do not die upon involution. These findings, then, do 

not support the large-scale differentiation and apoptosis theory for the breast cancer 

protective effect of pregnancy and lactation. 

A 

) 

D 

( 

l 
CK8/18 CK 14 

Stem cel!- CK6 ? 

a Transformed stem cell 

Progeny of transformed stem cel! 

Figure 1-6 Tumor Stem Cell Theory. A. Normal mammary stem cells reside in a suprabasal 
location along the ducts or in TLDUs. B. Stem cells may acquire genetic hits over the 
lifetime of the animalleading to transformation. C. The transformed stem cell will self-renew 
as weil as generate differentiated progeny. D. Expansion of the transformed cell population 
to carcinoma in situ. © 2006 Stephanie Petkiewicz 

Several other hypotheses have been proposed to explain the decreased risk of 

breast cancer following an early first pregnancy. One hypothesis suggests that 

changes in the levels of expression of hormone receptors in the mammary epithelium 

that are observed following pregnancy render the cells less responsive to the 

mitogenic effects of estrogen and progesterone (87). Other groups have demonstrated 
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that there are permanent transcriptional-Ievel changes in the epithelial population as 

visualized by clustered microarray profiles in the epithelial cells following pregnancy 

or treatment with pregnancy-Ievels of estrogens (in rats) resulting in resistance to 

transformation (88-90). Additionally, it has been shown that pregnancy or 

pregnancy-Ievel hormones increases the sensitivity ofp53 to DNA damage (91). In 

conclusion, the protection resulting from pregnancy and lactation is not as simple as 

elimination of initiated ceIls, but rather there appears to be sorne permanent change in 

aIl cells of the mammary epithelium, including the stem cell population. 

2-3 Hematopoietic CeUs as a Mode} for Breast Cancer Stem CeUs 

A great deal of support for the theory of tumor stem cells cornes from work in 

the field of hematopoiesis. Many studies have demonstrated that tumors (leukemias) 

result from the transformation of a stem cell or early progenitor cell and result in 

tumors containing both progenitors and more differentiated progeny (92). The stem 

cell field is weIl developed in the hematopoietic system with identifiable pluripotent 

stem cells that give rise to both the myelocytic and lymphoid multipotent progenitor 

cells. From those two progenitor cells there are several more stages of differentiation 

that result in more progenitor cells and finally the full range of differentiated blood 

cells (figure 1-7). Each of the cells at the different stages ofmaturity can be 

identified by expression or lack of expression of a range of membrane-bound proteins 

and can be isolated by FACS. Sorne of the established hematopoietic stem cell 

markers such as stem cell antigen-l (SCA-l), or the examination of CD antigens has 

been used to identify mammary stem cells (93). 

Transformation of stem cells followed by increased proliferation and tumor 

growth is a well-established phenomenon in the hematopoietic system in the 

development of leukemias. One of the best studied leukemias with obvious stem cell 

transformation is chronic myelogenous leukemia (CML). The most common genetic 

aberration in CML is a chromosomal translocation of chromosomes 9 and 22 

generating what is known as the Philadelphia Chromosome (Ph) (94) and the 

resulting fusion product bcr-abl (breakpoint cluster region-abelson kinase) (95, 96). 

The presence of a specific genetic lesion in the source cell and aIl its progeny, but not 
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in unaffected cells, of an individual implies that the leukemia began by 

transformation of a single cell -the tumor stem cell. Determining the cancer's 

c10nality can be accomplished by examining cells for the presence of Ph as well as 

examining X-chromosomal inactivation in heterozygous females. Studies have 

shown that the leukemic cells all carry Ph and the same X-chromosome inactivation 

(when able to be studied) and the translocation is also present in differentiated, 

functional, myeloid, but typically not lymphoid, cells (97-99). Thus, the translocation 

has occurred in a progenitor population that gives rise to the myeloid lineages 

(figure 1-7). 
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Figure 1-7 Hematopoietic Cell Lineages. Stem cells become progenitor cells and finally fully 
differentiated cells. 

As indicated by the moniker chronic myelogenous leukemia, the disease 

progresses slowly with an overabundance of myeloid cells. However, the presence of 
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,l' bcr-abl predisposes the cells to genomic instability (100-103) and progression to an 

acute phase called blast crisis (104, 105). When this occurs, there is 

hyperproliferation of a progenitor cell that, because of its failure to differentiate, 

overwhelms the individual with immature, non-functional cells leading to death of the 

individual. This series of steps towards uncontrolled tumor growth again, supports 

the notion that cancers consist of transformed stem/progenitor cells that continue to 

acquire mutations during tumor progression and generate the multiple cell types often 

found in breast tumors. 

2-4 Evidence of Stem Cells in Tumors 
The majority of a tumor mass is comprised of cells that are differentiated and 

not able to proliferate nor generate a tumor upon transplantation (106, 107). Studies 

of hematopoietic cells from leukemic patients have demonstrated that only those cells 

that expressed stem cell markers were able to cause the development of leukemia in 

transplanted mice (108, 109). Studies using hum an breast cancer samples have 

shown that following sorting of the cells for stem cell markers, tnat only specifie 

populations with these markers are able to initiate tumor formation upon 

transplantation (106). 

Support for the presence of stem cells in solid tumors has come from several 

studies in which populations with stem cell-like properties have been isolated from 

solid tumors. AI-Hajj et al. transplanted human breast tumor cells into nude mice and 

the resulting tumors were examined for lineage markers. Subpopulations of cells 

from the human tumors that were sorted by F ACS for defined stem cell population 

markers consistently formed heterogenous tumors upon reinjection whereas those 

cells sorted for the more differentiated cell types did not form tumors (106). 

Hemmati et al. isolated from brain tumors cell populations that had characteristics 

similar to those of proliferating neuronal stem cells (110). Similarly, cells expressing 

stem cell markers and showing the ability to proliferate in culture were isolated from 

primary lung tumors (111). Another group isolated clones, representing a small 

fraction ofthe total cells of the tumor, from human brain tumors, that had the ability 
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ta proliferate in suspension and differentiate into several neuronallineages when 

placed in appropriate culture conditions (112). 

2-5 Cancer Stem Cells-Immunohistochemical Markers 
The identity and location of stem cells in solid tumor samples is being pursued 

using immunohistochemical markers. As mentioned in the Stem Cells and 

Mammary Development section, it is believed that stem cells reside in a basal or a 

supra-basal location. Thus markers of cells that reside in basal locations in normal 

mature or developing mammary tissue are useful markers for stem cells in tumor 

samples. Expression profiles of the intermediate filament cytokeratin (CK) was 

found to be a good classifier of different cell types. Expression of the high molecular 

weight CKs (4, 5, 14, 17) that are also expressed in stratified epithelium was found to 

be in the basal portion of the ducts and thus these became known as the basal 

cytokeratins (113). CK5 and CK14 are also considered to be markers of 

myoepithelial ceIls, but as myoepithelial cells also reside in a basal location, it is 

difficult to distinguish a progenitor cell from a myoepithelial cell by location alone. 

Cytokeratin 6 is a marker ofhyperproliferative cells in the epithelium (114) and has 

been shown to be a basal cell marker that is not commonly found in the adult 

mammary gland (115). Various reports have indicated that CK6, in the absence of 

expression of other markers of differentiation, is found only in developing mammary 

gland (116, 117), altematively, one report claimed that CK6 is never the sole 

cytokeratin expressed by a mammary cell (115). One study of multiple strains of 

mice from Jackson Labs claimed to have never observed expression of CK6 

expression at any stage of mammary gland development and even strengthened their 

observation by negative results from RT-PCR (118). Unlike the confused findings on 

markers ofbasal ceIls, the cytokeratin expression profile ofluminal mammary 

epithelial cells is agreed upon. Luminal cells express the simple epithelial markers of 

(CK7, 8, 18, 19) (119). 

Confusion in terminology has arisen because the term "basal" is no longer 

restricted to meaning cells with a basallocalization. As stem cells are located in the 

basal or suprabasallocation, the term "basal" is applied to a population of cells that 
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may have progenitor or stem cell qualities. These two definitions ofbasal are not yet 

interchangeable as there is no absolute consensus on the markers of progenitor/stem 

cells in the breast. For example, CK5 and CK14 are considered to be markers of 

myoepithelial cells, however, the expression ofthese markers is not restricted to fully 

differentiated myoepithelial cells (120, 121) and as myoepithelial cells reside in a 

basal location, it is difficult to distinguish a progenitor cell from a myoepithelial cell 

(122). Additionally, p63, a marker ofmyoepithelial cells (123-126) is also a marker 

ofproliferative cells (127) which would reside in a basal location, again adding to the 

difficulty distinguishing between basal and myoepithelial cells. The confusion of 

lineage specificity does not extend to markers ofluminal cells (CK7, 8, 18, 19), 

however, where these markers are always restricted to cells of luminal differentiation 

and location (122, 128). 

Thus, a model has been proposed for epithelial cell differentiation and timing 

of expression of specifie markers which suggest that the progenitor population 

expresses CK5 but then progresses to co-expression of CK5/CK8/18 or CK5/SMA 

then terminally differentiates to either luminal or myoepitheliallineages respectively 

(121, 129). This model is plausible, if one considers the state of co-expression as not 

fully committed, in light of the finding that a small percentage of cells sorted for 

luminal markers (CK8/18) lose expression of CK8118 in culture conditions favorable 

for myoepithelial cells and differentiate into cells expressing myoepithelial markers 

inc1uding SMA (72). 

2-6 Cancer Stem Cells- The Basal Tumor Phenotype 

As early as 1983, immunohistochemical makers were utilized to c1assify 

breast cancers by the presence or absence of basal markers (130). In 1987 Dairkee et 

al. published the initial study linking expression of basal cytokeratins with poor 

prognosis in mammary tumors (131). Subsequently, multiple studies have been 

carried out on large numbers of breast tumors to identify the percentages of tumors 

that express basal cytokeratins and how these IHC-determined profiles relate to 

prognosis (132-134). Several studies have focused on CK6 expression, which is 

found in a select group of mammary carcinomas and have suggested that CK6 

21 



positive turnors have a more undifferentiated (basal) phenotype (119, 135-137). The 

same conclusions have been made using antibodies against CK14 and CK5, aIl of 

which can form keratin dimers (CK5/14, CK5/6) (138). 

Using these markers ofbasal/progentor ceIls, pathologists now frequently 

classify breast tumors into basal and lurninal subtypes. Basal turnors are those that 

contain cells expressing basal/progenitor markers whereas lurninal turnors contain a 

higher proportion of cells expressing the high molecular weight lurninal markers. 

These distinct groups ofturnors are three of five groups (lurninal A, luminal B, basal, 

ErbB2-overexpressing, normal-like) that were initially delineated by transcriptional 

profiling and supported by expression ofvarious markers of differentiation (139-141). 

These groupings reliably separate turnors by prognosis with lurninal A tumors being 

of the best prognosis and basal and ErbB2-overexpressing turnors having the worst 

prognosis (139). Similar microarray-driven turnor subtype groupings and their 

associations with prognosis have been confirmed by other research groups using 

different turnor banks (142, 143). Turnors with BReAl mutations aIl fall into the 

basal subtype (138, 140, 144) as do many of the p53 mutation carriers (137, 139, 145, 

146), thus associating the basal phenotype with genomic instability. Reports by 

Sorlie et al. have stated that the basal subtype consistently clusters as a distinct entity 

and they suggest that perhaps basal tumors are a completely different disease entity 

and perhaps their standard treatment should be reviewed (139, 140). 

The range of markers being used to determine the basal subtype is expanding, 

partially because identification of patients with turnors with stem cell characteristics 

is desirable as it correlates with a po or prognosis. It is much more convenient and 

inexpensive to be able to identify these patients by IRC than by microarray analysis. 

With an increasing nurnber of reports being published, it is becoming clear that 

perhaps there may not be a definitive list of markers, but rather any one tumor may 

contain cells expressing a certain percentage of markers commonly associated with 

the basal subtype. Tumors classified as basal by microarray studies or by expression 

of basal cytokeratins by IRC have also been shown to more frequently than the other 

tumor groups display the following features: overexpression of the epidermal growth 

factor receptor (EGFR) (145, 146), have p53 mutation or p53 nuclear localization 
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(137, 139, 145, 146), stain positively for p63 (144), be hormone receptor negative 

(136, 146) and underexpress ErbB2 (136, 137, 144, 146). 

2-7 Cancer Stem Cells-Impact on Therapy 
The importance of identifying patients with a basal/stem ceIl tumor phenotype is 

demonstrated by foIlow-up data on patients with basal tumors that reveals a much 

shorter survival time and more frequent relapse (139, 140). Basal ceIls may have 

characteristics that cause them to be more resistant to chemotherapy. In 

reconsidering the qualities of stem ceIls, they may include side population ceIls, that 

have the ability to efflux Hoechst dye. Hoechst dye efflux is possible if ceIls express 

one of the ATP-binding cassette superfamily (ABC) transporters. The ABC 

transporters are also known as multidrug resistance proteins (MDRPs) that can 

function to pump out cytotoxic drugs (147-150). At present, no one has done IHC for 

MDRPs on breast tumor samples, but when planning a chemotherapeutic regimen it 

might be useful to know which women have higher expression ofMDRPs and may be 

refractory to chemotherapy. Interestingly, Yano et al. used in situ hybridization to 

localize MDRPs to the basal layer of the skin (mammary is also ectodermal 

derivative), thus supporting the belief that MDRPs may be expressed in basal/stem 

ceIl populations (151). In addition to being chemo-resistant, it has recently been 

demonstrated that progenitor cells are radio-resistant as weIl. Following irradiation 

of either whole mice or cultured primary cells, the fraction of SP or Sca-l + cells 

increased compared with pre-irradiation (152). 

As tumors are heterogeneous, basal/stem cells may represent only a small fraction of 

the ceIls generating the mass whereas their more differentiated progeny could form 

the majority of the tumor; thus, the differentiated cells may be killed off by 

chemotherapy or raditation therapy but the initiating stem cells or transformed 

progenitors could escape, remaining behind and resulting in a later recurrence. 

Additionally, if stem cells are a more slowly dividing population and the daughter 

cells are the more highly proliferative group that makes up the majority ofthe tumor 

mass then cytotoxic drugs that affect dividing cells would most likely miss the stem 

ceIls, again increasing the risk ofrecurrence (figure 1-8). 
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Figure 1-8 Cancer Stem Cell/Basal Tumor. Top arrow indicates results foUowing 
chemotherapy that targets stem cells; bottom arrow is non-stem cell targeting. A. Only stem 
ceU has self-renewal capacity and majority of tumor is comprised of differentiated ceUs. B. 
Both stem and progenitor ceU have self-renewal capacity generating highly heterogeneous 
tumors but progenitors proliferate faster than stem cells. C. Both stem and progenitor ceUs 
self-renew, but stem cells have specifie characteristics that made them more resistant to 
chemotherapy. © 2006 Stephanie Petkiewicz 

Chemotherapeutic resistance of transformed progenitor cells has been 

demonstrated in CML patients. The kinase inhibitor imatinib targets bcr-abl and 

treatment results in CML "cure" in most patients. However, when the bone marrow is 

examined, Ph positive cells are still present although clinically patients are in 

cyotological remission (153, 154). These Ph positive cells frequently contain new 

24 



.r-.. mutations in the bcr-abl coding sequence allowing them to escape imatinib-mediated 

death (155) or they may be resistant as a result of increased expression of one of the 

MDRPs that are highly expressed in hematopoietic progenitor cells (156). 

3. Epithelial-Mesenchymal Transition 

The examination oftumors for epithelial-mesenchymal transition (EMT) is 

another area of breast cancer research that requires the defining of mark ers of specifie 

cell types. Although the definition of an EMT is still an area of debate, it is generally 

agreed that it is a process by which cells expressing markers of terminal epithelial 

differentiation and displaying an epithelial morphology with cell-cell adhesion lose 

the cell-cell adhesions, acquire a more fibroblastic morphology, lose markers of 

epithelial differentiation and gain expression of markers of mesenchymal cells. This 

process is well-described in embyrogenesis and wound healing, during which 

processes cells delaminate from a cohesive structure and migrate to other locations. 

In development, the EMT is frequently followed by an MET (Mesenchymal­

Epithelial Transition) and the reacquisition of epithelial characteristics and stable cell­

cell adhesions. Two examples of EMT in embroygenesis are the stage of gastrulation 

during which time ectodermal cells invaginate to form the mesoderm and the second 

is migration of neural crest cells away from the neural plate to form the myriad neural 

crest derivatives including melanocytes and ganglia in the intestine. One caviat to 

using gastrulation as an example of EMT is that during embryogenesis most cells are 

not terminally differentiated thus it may not be a true EMT. During wound healing, 

EMT can result in pathological conditions, especially in the kidney where EMT, in 

the context of chronic renal disease results in renal tubular cells differentiating into 

stroma-producing fibroblasts and renal failure (157, 158). 

In tumors, EMT is considered to be marked by cells losing expression of cell­

cell adhesion proteins, especially E-cadherin, developing a spindle cell morphology, 

losing markers of polarity, and gaining expression of fibroblastic markers such as 

vimentin and SI OOA4 (figure 1-9). Additionally, it is generally believed that with 

these characteristics, the tumor cells become more invasive thus increasing the risk of 
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metastasis. Several model systems have demonstrated that expressing negative 

regulators of E-cadherin or generating cells that, in culture, have lost markers of 

polarity results in a increased frequency of metastases in experimental systems 

compared with the parental cells (159-161). In the breast, E-cadherin is expressed 

throughout development by the luminal cells, but the cap cells and myoepithelial cells 

express P-cadherin (162, 163). Thus, loss of expression ofE-cadherin could indicate 

a change in differentiation ofluminal epithelial cells. 

The spindle-cell morphology raises sorne important issues for pathologists 

who have, in the past, relied on cellular morphology and context to identify cell types 

and tumor phenotypes. Breast tumors that contain spindle cells were given a number 

of different names, indicating uncertainty of the cell of origin. They have been 

known as spindle cell tumors, myoepitheliomas, carcinosarcomas, metaplastic 

carcinomas or carcinomas with a desmoplasia. As the use of 1Re to identify the 

constituents of a tumor has become more prevalent, myoepitheliomas have been 

identified as their own rare subgrouping (164-167). Metaplastic tumors are those in 

which specialized epithelial cells from one tissue differentiate Înto other derivatives 

of the same cellular lineage, as is observed in the development of keratin pearls from 

ductal epithelial cells in squamous metaplasia of the breast. The carcinosarcomas and 

and desmoplastic carcinomas are identified by the presence of cells expressing either 

luminal cell markers or markers of fibroblasts, but not within the same cell. The use 

of vimentin as a marker of EMT in breast tumors is confounded by the low levels of 

expression of vimentin by myoepithelial cells (168). Righ levels of expression of 

vimentin is found in a small fraction of breast cancer samples (169-171). A recent 

paper by Korsching et al. has suggested that the presence of vimentin-positive cells 

indicates the expansion of a stem or progenitor cell population rather than an EMT 

(171). Also ofnote is that one group, when sorting stem cells, identified vimentin as 

one of the markers more highly expressed in the stem cell group (70). Thus, the 

distinction between a true EMT tumor and a tumor containing a large number of stem 

cells has become blurred with further investigations into lineage markers. 
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Figure 1-9 Basal Turnor vs. EMT © 2006 Stephanie Petkiewicz 

4. Receptor Tyrosine Kinases 

Receptor tyrosine kinases (R TK) form a group of related transmembrane 

proteins with an extracellular ligand-binding domain and an intracellular tyrosine 

kinase domain. SignaIs downstream from R TKs contribute to myriad cellular 

functions including growth, differentiation, motility, invasion, proliferation and 

survival. R TKs are activated by ligand binding which induces a conformational 

change in the intracellular domain. The conformational change is followed by 

phosphorylation of tyrosine residues in the kinase domain, activation of the kinase 

domain and increased accessibility ofboth the ATP- and substrate-binding sites. 

These changes allow phosphorylation of the receptor itself, thereby providing specific 

tyrosine residues that act as docking sites to recruit downstream signaling molecules 

that propagate the signal intracellularly (review (172)). 

The first R TK to be identified was the epidermal growth factor receptor 

(EGFR), isolated as a protein that could bind epidermal growth factor (EGF) and 

displayed kinase activity (173). EGFR was initially identified as an oncoprotein from 

the avian erythroblastosis virus that could transform both hematopoietic cells and 
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fibroblasts (174). The association with aberrant RTK signaling and cellular 

transformation has persisted and strengthened with time. Other RTKs including the 

c-Kit receptor (175), colony-stimulating factor-1 receptor (176), c-Sea (177), and the 

c-Ros receptor (178) were also identified from oncogenic retroviruses. At present 

there are 58 known genes for receptor tyrosine kinases and 30 ofthose are associated 

with human tumors (172). 

4-1 HGFlMet Receptor Tyrosine Kinase-Background 

The Met receptor tyrosine kinase was originally identified as an oncogenic 

fusion protein Tpr-Met (Iranslocated Qromoter region-Met) resulting from a 

chromosomal translocation in an osteosarcoma cellline treated with the carcinogen 

N-methyl-N'-nitro-N-nitrosoguanidine (179-183). It was determined that the MET 

sequence located on chromosome 7 band 7q21-q31 coded for a tyrosine kinase (184, 

185) but it was only later understood that the native MET sequence coded for a 

receptor tyrosine kinase rather than a cytoplasmic prote in, like Tpr-Met (186-188). 

The ligand for the receptor was identified independently by two groups who named it 

scatter factor (SF) for its ability to induce cell scatter in a two-dimensional culture 

system (189) or hepatocyte growth factor (HGF) for its mitogenic effects on 

hepatocytes (190-192). The identified ligands were determined to be the same 

mole cule (193-195) and here will be referred to simplyas HGF. Knock-out mouse 

studies indicate that HGF and Met form an exclusive, specific ligand/receptor pair 

because the phenotypes ofboth the Met and the HGF knock-outs are nearIy identical 

(196-198). 

As a receptor tyrosine kinase (R TK), Met is a transmembrane prote in that 

binds ligand with its extracellular domain resulting in receptor dimerization and 

activation of the kinase domain. Met is the prototypical member ofa family ofRTKs 

that also includes mammalian RonlSTK (Recepteur D'origine Nantais/Stem cell 

derived Tyrosine Kinase) (199, 200) and avian c-Sea (177). AlI three contain an 

extracellular ligand binding domain and an intracellular tyrosine kinase domain 

(figure 1-10). Several other DNA sequences have been identified that code for 

proteins with structural similarity to the extracellular domain of Met but with no 
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enzymatic activity in the cytoplasmic domain (201). The ligand for Ron is 

macrophage stimulating protein (MSP) which has a structure that is highly similar to 

that ofHGF (202-204). In chickens, c-Sea, the cellular homologue of the oncogene 

v-Sea (177) may be the orthologue ofRon as it was found to bind and be activated by 

chicken-MSP (205) and no orthologues of c-Sea have been found in mammals nor 

have other Ron orthologues been found in birds. In pufferfish, however, a Met 

orthologue has been identified, as have potential orthologues of c-Sea and Ron, 

making it the only organism known to express all three family members (206). 

Met is synthesized as a 150 kDa precursor polypeptide that becomes heavily 

glycosylated to generate a 170 kDa precursor prote in that is further glycosylated and 

cleaved at a furin site (207, 208) to form a 50 kDa extracellular a-chain and a 140 

kDa transmembrane ~-chain that contains the intracellular kinase domain (209, 210). 

The two chains are joined at the C-terminus of the a-chain and N-terminus of the ~­

chain by a disulphide bond. The extracellular ligand-binding domain requires both 

the a- and ~-chains to generate the sema domain (211-213), a domain that is critical 

for binding ofHGF. Crystal structure studies using HGF fragments have indicated 

that Met binds to dimerized HGF resulting in receptor dimerization (214, 215). 

Figure 1-10 Met Receptor Dimerization 
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Met is expressed by epithelial cells in a number of tissues including: liver 

(216, 217), kidney (216, 217), pancreas (218, 219), intestine (216), esophagus (220), 

stomach (220), lung (217) breast (221, 222) and tooth germ (223). It is also 

expressed in endothelial cells (224), hematopoietic lineage cells (225-227) and 

melanocytes (228, 229). Its role in embyrogenesis is apparent by the embryonic 

lethality of the Met knock-out mice. The Met-null mice die at approximately 

embryonic day 14.5 and have defects in placental and liver development as well as 

failure of muscle cell precursors to migrate into the tongue, diaphragm, and limbs 

(196). 

4-2 HGF 
As mentioned above, HGF was discovered by two different groups calling it 

either scatter factor (SF) (189) or hepatocyte growth factor (HGF) (190-192) 

depending on the biology observed following treatment of different cell types. HGF 

is produced by stromal cells in a number of tissues including breast (221, 222), liver 

(230), kidney (231, 232), stomach (233), lung (234), dental papillae (235), and uterus 

(236). HGF is also produced by a number ofblood cells including platelets (190), 

macrophages (237), monocytes (226), and endothelial cells (237). 

HGF is a heterodimeric prote in consisting of a 69 kDa a-chain and a 34 kDa 

~-chainjoined by a disulphide bond (238). Like Met, HGF is synthesized as a single 

chain precursor that is cleaved in order to generate the heterodimer. There are several 

serine proteases that are capable of cleaving and activating HGF including hepatocyte 

growth factor converting enzyme (239), thrombin (240), and both urokinase type and 

tissue type plasminogen activators (241, 242). Uncleaved HGF is stored in the 

extracellular matrix by binding to heparin (191,243) and glucosamino glycans such 

as heparan sulfate (244) and dermatan sulfate (245). This low-affinity binding (246) 

to the extracellular proteins limits the diffusion ofHGF, however, there have been 

reports ofliver injury inducing increased HGF expression in the lung (237) and 

high serum concentrations ofHGF being associated with various pathological 

conditions (247-250). HGF can also be released by the breakdown ofheparin by 

heparin hydrolases that are produced by platelets, lymphocytes and mast cells 
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following tissue injury (251). Tissue injury also upregulates production ofhepatocyte 

growth factor activator (HGF A). HGF A has a weak affinity for heparin that is 

increased during injury, thus putting the activator and the inactive HGF in proximity 

to each other and allowing for the release ofHGF from surrounding matrix (252). 

Upon cleavage, the a-chains fold into four kringle domains that are involved 

in the interaction with heparin and the binding to Met. There is a naturally occurring 

splice variant ofHGF (NK2) that retains the first two ofkringle domains and the N­

terminus. It can act as weak Met agonist, inducing scatter of hum an mammary 

epithelial cells (253) and exerting a mitogenic effect on lung cells in culture (254) or 

it can behave as an antagonist by competing with fulliength HGF for Met binding 

(255). The mitogenic signal stimulated by HGF or NK fragments is enhanced by 

binding to heparin (254, 256). A synthetic splice variant, NK1, contains only the N­

terminus and the first kringle domain. In vitro studies using NK1 have shown it to 

have both agonistic activity (254, 257) and antagonistic activity (258), depending on 

the cell type treated. The NK4 fragment is solely a Met antagonist, most likely due to 

competition for Met binding but not inducing an HGF-like signal (259). 

4-3 HGFlMet Receptor Functions In Vivo 
HGFlMet plays a critical role in embryogenesis as demonstrated by the 

embryonic lethality of the HGF and Met knock-out mice (196-198). Met and HGF 

functions are required for proper placental development; knock-out animaIs have a 

smaller labyrinthine region of the placenta resulting from a decreased number of 

trophoblasts and a poody developed vascular bed (198). Intrauterine injections of 

HGF to HGF-null mice can rescue the embryonic lethality, but the pups die 

immediately after birth as a result of still incomplete development of the diaphragm 

(260). HGFlMet signaling is also required for the migration of muscle cell precursors 

into the limb buds and tongue as seen by their absence from these locations in the 

Met-null mouse (196). Interestingly, overexpression ofHGF under a ubiquitously 

expressed promoter induces aberrant muscle cell migration into the central nervous 

system leading to paralysis of the transgenic mice (229). Met signaling is also 

involved in the development of the liver (196, 197,261,262), kidney (261, 263), 
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intestine (261,262,264), pancreas (262, 265), breast (221, 266, 267) and lung (261, 

268). Note that the majority ofthese tissues require the development of a branched 

tubular network, a function associated with HGFlMet signaling (269). 

HGFlMet signaling plays an important role in tissue repair and HGF 

production is frequently upregulated in injured tissues. One way in which Met 

signaling contributes to tissue repair is through the induction of angiogenesis. HGF 

acts directly on endothelial cells inducing them to migrate, invade, proliferate and 

organize into tubular structures in vitro (224, 270-273). In vivo studies have also 

demonstrated a role for HGF in the development of new blood vessels; implantation 

ofHGF pellets into the comea or subcutaneous tissue induces the extension of 

existing blood vessels into previously avascular areas (274, 275). Both Met and HGF 

are expressed by endothelial cells (224, 237) and there is cooperation in the induction 

of angiogenesis with the potent angiogenic factor vascular endothelial growth factor 

(VEGF). HGF has been shown to increase the expression ofVEGF from smooth 

muscle cells (271) that encircle blood vessels and from keratinocytes, indicating 

HGF's role in healing skin wounds (276). The importance of MetIVEGF cooperativity 

in angiogenesis was highlighted by a study in which VEGF pellets were inserted into 

the comea, inducing vascular development; however, co-treatment with the Met­

antagonist NK4 inhibited VEGF-mediated angiogenesis (277). 

Met also has a general role in cell mitogenesis and migration following injury. 

Multiple studies have shown that partial hepatectomy, liver disease, or treatment with 

a liver-damaging agent results in increased expression ofHGF from the liver (191, 

192,243). Transgenic mice that overexpress HGF in the liver recover from partial 

hepatectomy much faster than their nontransgenic controls (278). Additionally, 

studies ofliver-specific knock-out ofHGF demonstrated that HGF production is 

required for proper liver regeneration (279). Serum levels ofHGF are also seen to 

rise following damage to kidney (280), lung (281) or heart (282). HGFlMet signaling 

can even prevent tissue damage, as in the condition of chronic renal disease. Levels 

ofTGF-~ rise in chronic renal disease while levels ofHGF faU (283), leading to 

development of fibrosis that impairs kidney function, however treatment of kidney 

tissue with HGF results in decreased fibrosis and increased proliferation of renal 
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tubular cells (284), making HGF an excellent option for treating chronic renal 

disease. 

4-4 HGFlMet Receptor Funetions In Vitro 

HGFlMet signaling is pleiotropic in vitro acting as a mitogen, motogen, and 

morphogen. HGF was initially described a growth factor for primary hepatocytes 

(192,285), however, the mitogenic effects ofHGFlMet signaling are present in a 

number of other cell types including keratinocytes, renal tubular cells and colonic 

epithelial cells (286-289). As indicated by the appellation scatter factor, HGF/SF is 

well-known for its ability to induce primary epithelial cells or celllines to scatter in a 

two dimensional culture system (189, 290, 291). Scatter is the result of coordinated 

temporary breakdown of adherens junctions (292) and reorganization of the 

cytoskeleton (293, 294). Supporting the role ofHGF in angiogenesis, endothelial 

cells in culture can be induced to migrate following HGF treatment (224,291). The 

HGF-mediated effect ofinducing cell migration is seen in invasion assays as weIl. 

HGF treatment of cells can stimulate break-down of the matrix by inducing 

production of proteinases (295, 296) leading to cellular invasion as measured by a 

modified Boyden chamber assay (297-300). 

Met signaling also can induce endothelial cells, as weIl as several types of 

epithelial cells, to undergo a morphogenic pro gram of tubulogenesis in a three­

dimensional culture resulting in the formation of a branched tubular structure with a 

hollow lumen (301-306). Madin-darby canine kidney (MDCK) cells have been used 

extensively to study Met's ability to induce tube formation. Tubulogenesis is a 

complex process that involves cell proliferation, migration and invasion to advance 

the cells away from a primary hollow cyst, apoptosis for lumen formation and 

polarization with apical surfaces of the epithelial cells facing inward (269, 307). 

Met is commonly identified as a factor that induces EMT in vitro, however, 

this is not strictly correct because the Met-induced changes are transient. The scatter 

induced in two dimensions by HGF treatment is an EM-like transition in which the 

cell-cell adhesions are only temporarily lost and adhesion proteins are intemalized 

(292). A dramatic EM-like transition is observed in a three-dimensional culture 
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system when MDCK cells expressing an activated ErbB2 receptor are treated with 

HGF. MDCK-ErbB2 cells forrn tubular structures in the absence ofHGF but with the 

addition ofHGF, the cells dissociate and invade the matrix. These behavioral 

changes are accompanied by intemalization ofE-cadherin and thus loss of cell-cell 

adhesions (299). As the definition of EMT requires that there be loss of epithelial 

markers, these morphogenic changes do not qualify as E-cadherin was not completely 

lost nor was the expression of fibroblastic markers examined. Thus, with the 

increasingly stringent definition for EMT, it may be time to reconsider HGFlMet 

signaling as an inducer of EMT. 

4-5 Met Signaling 
Met signaling is induced by receptor dimerization and phosphorylation of 

tyrosine residues (188) in the kinase domain, thereby activating the kinase (308, 309). 

Two tyrosines in the c-terrninus (1349, 1356) serve as multisubstrate binding sites 

where the protein complexes assemble that generate the downstream signaIs (309, 

310). The docking protein Gab 1 (Grb2-associated binder 1), binds Met indirectly 

through Grb2 at Y1356 and directly at Y1349 (311), and was shown to be the major 

phosphorylated protein in HGF-treated epithelial cells that are undergoing tubular 

morphogenesis (312). Additionally, Gab1 binding and function is required for the 

induction ofbranching morphogenesis (313, 314). The importance of Gab1 

downstream from Met is demonstrated by the Gab 1 knock-out mouse that displays a 

phenotype nearly identical to that of the Met or HGF knock-out mice (315). Tyrosine 

1356 serves as a docking site for a nurnber of other downstream signaling proteins 

such as Grb2 (314, 316, 317), Shc (317), p85 subunit of PI3K (318), SHIP (319), 

SHP-2 (320), phospholipase Cyl (316) and Stat3 (321). 

Following HGF stimulation there is robust activation of the mitogen-activated 

protein kinase (MAPK) and PI3K pathways as seen downstream of a nurnber of other 

R TKs (322). The MAPK pathway is associated with the mitogenic signal 

downstrearn from RTKs whereas Akt phosphorylation, as observed following HGF 

stimulation, is generally downstream from PI3K and associated with cell survival 

(323,324). Dissection of the pathways activated and required for Met-mediated 
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scatter or morphogenesis reveals that the signaIs involved in HGF-mediated 

tubulogenesis cannot be restricted to one linear route. Inhibition of either the MAPK 

or PI3K pathways impairs Met-induced cell scatter (292, 325), invasion and 

morphogenic effects (326). Cytoskeletal rearrangments are mediated in part by Met's 

activation of Ras, Rac and Cdc42 (293, 327); and Rap1 activation through the adaptor 

prote in Crk also plays a role in cell scatter and invasion (300,328,329). 

4-6 Met Receptor Activation and Downregulation 
Dysregulation of R TK signaling can occur through a variety of me ans 

inc1uding genomic amplification, stabilization of mRNA or protein, activating 

mutations, chromosomal translocation, loss of negative regulation or production of 

both ligand and receptor within one cell to generate an autocrine loop. Genomic 

amplification resulting in Met overexpression has been noted in gastric (330) and 

esophageal (331) cancers. Overexpression leading to high concentrations of Met at 

the plasma membrane can result in ligand-independent receptor dimerization and 

activation (332). Chromosomal translocation is another method of generating 

dyregulated R TK signaIs. The original oncogenic form of Met resulted from 

chromosomal translocation (179, 181) that replaced the extracellular portion of the 

Met receptor with a leucine zipper dimerization motif lead to constitutive 

dimerization and activation of the kinase domains (333). Spontaneous expression of 

Tpr-Met in tumors and ceIllines has been examined and various groups have stated 

both that they have (334-336) and have not (337, 338) detected Tpr-Met in a number 

oftumors, in particular gastric cancer. Generation of an autocrine loop has been 

observed in a number oftumors expressing both HGF and Met (339). Changes in 

Met mRNA or prote in stability in the context of disease has not yet been studied. 

Loss of negative regulation is a developing area of tumor biology. With the 

loss ofnegative regulation, RTKs are not degraded as efficientlyas wild type 

receptors and following activation, may display prolonged signaling. Tpr-Met, 

although dimerized and activated by the addition of the leucine zipper (333), has 

further enhanced oncogenic activity as a result of the loss of a binding site for a 

ubiquitin ligase (340-342). The critical tyrosine residue, YlO03, is located in the 
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juxtamembrane domain. When phosphorylated, YI003 functions as a Grb2-

independent binding site for the ubiquitin ligase Cbl and a Y 7 F substitution at that 

site results in decreased receptor ubiquitination and prolonged receptor 

phosphorylation and activation of the MAPKIERK pathway (343). Adding back the 

Cbl-binding motifto Tpr-Met or a Tpr-Met targeted to the membrane reduces its 

transforming ability [(341) Mak, H et al. suhmittedJ. Mutations in the 

juxtamembrane domain of Met have been found in lung cancer (344) as weIl as 

deletion of exon 14 which rem oves a large portion of the juxtamembrane domain that 

includes the Cbl-binding motif (345). 

Activating mutations have also been found in the Met receptor in the context 

of cancer. The best characterized activating mutation in the Met receptor is a M7T 

mutation in the P+ 1 loop of the kinase domain. This mutation was originally 

discovered in patients with hereditary and sporadic papillary renal carcinoma (346). 

Studies have shown that cells expressing a Met receptor carrying this mutation are 

transformed in both in vitro (347-350) and in vivo assays (350, 351). A homologous 

mutation is present in the R TK Ret in patients with multiple endocrine neoplasia 2B 

(MEN2B) (352), thus this particular site in the kinase domain is critical for 

maintaining appropriate, regulated Met receptor signaling. Both structure modeling 

studies (353) and biochemical assays have indicated that the presence ofthis mutation 

in Met results in decreased substrate specificity which includes the acquiring the 

ability to bind Stat3 (347, 354). Several studies have demonstrated that Met M1250T 

has increased kinase activity as shown by phosphorylation of an exogenous substrate 

(347,349) however, studies in our lab have not shown this to be the case [Mus aIl am 

L, unpublished results]. 

4-7 Met Receptor Tyrosine Kinase-Role in Cancer 
The Met receptor, as the Tpr-Met fusion protein, was originally identified as a 

transforming factor from a carcinogen-treated osteosarcoma cellline (179), thus, from 

the beginning, dyregulated Met receptor signaIs have been associated with cellular 

transformation. The Tpr-Met fusion protein has been shown to induce anchorage­

independent growth (341,355) and focus formation in fibroblasts (316, 356) as weIl 
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as tumor formation following subcutaneous injection of Tpr-Met-expressing cells into 

nude mice (355, 357). Met receptor dysregulation is found in human cancers, in 

particular in human papillary renal carcinoma where the same kinase-domain 

mutations were found in both spontaneous and hereditary cancers (346, 358-360). 

Met receptor mutations or deletions have been found in a number of other human 

tumors including childhood hepatocelluar carcinomas (361), mesotheliomas (362), 

gastric (363), ovarian (364), oropharyngeal (365), and lung cancer (345). 

Overexpression of Met has been noted in a number of solid cancers such as 

esophageal (331), colorectal (366, 367), stomach (330, 368), mesothelioma (369), 

head and neck cancers (370-375), thyroid (376-378), lung (379), bladder (380) and 

breast (381-385). Several cases ofesophageal adenocarcinoma (331) and scirrhous 

gastric cancer (330) were found to have amplification of the Met locus with 

concurrent overexpression of Met receptor noted in the esophageal cancers. 

Tumor growth is dependent on angiogensis and as mentioned above, Met also 

plays a role in angiogenesis. Studies of sarcomas (386) and mesotheliomas (369) 

have shown a correlation between Met expression and microvessel density. The 

increased vascular density may aid tumor growth by preventing hypoxia and necrosis 

but it may also play a role in metastasis by providing more routes for tumor cell 

shedding into blood vessels. Additionally, HGF has been shown to promote 

formation oflymphatic vessels (387, 388) which could also provide a route for 

metastatic spread of tumors. 

Met signaling in tumors may also promote the formation of metastases. A 

number of animal models of metastasis have demonstrated that increased levels of 

expression ofHGF can facilitate the formation of distal metastases. Tail vein 

injection of Tpr-Met-transfected or murine Met-transfected NIH3T3 cells that 

endogenously express HGF both resulted in 100% of the injected mice developing 

lung metastases whereas only 18% of control developed lung metastases (389). A 

similar experiment using transfected leiomyosarcoma cells expressing both HGF and 

Met demonstrated that the autocrine loop promoted formation of metastases following 

both tail vein injection and subcutaneous tumor development (390). Serum HGF 

levels have been found to be elevated in breast (248,391-393), lung (394), and liver 
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cancers (395, 396), and particularly in breast, higher serum HGF levels correlate with 

more advanced disease and more frequent metastases (391-393). To model the state 

ofhigh serum HGF and to observe its effect on tumor growth and metastasis, Yu and 

Merlino injected melanoma cells expressing high levels of Met into the tail vein of 

transgenic mice that overexpress HGF and found significantly more lung metastases 

developed in the transgenics than in the non-transgenic mice, demonstrating the role 

ofHGF in promoting the development ofmetastases in tumors that express Met 

(397). 

5. Met Receptor Functions in Normal Mammary Gland 

HGF and Met are both expressed in the normal mammary gland and are 

involved in the development of the epithelial ductal tree. Studies in rat (222) and 

mouse (221) have shown that levels ofboth receptor and ligand are highest during 

adolescence, early pregnancy and involution-periods of ductal development and 

glandular reorganization- but expression is nearly undetectable during late pregnancy 

and lactation-periods of cellular differentiation. In normal glands, Met expression is 

limited to the mammary epithelial cells (305) whereas HGF is expressed mainly by 

the stromal cells (398). Several in vitro and in vivo experiments have examined the 

role ofthe HGFlMet signaling in the mammary gland. Early studies ofthe effect of 

HGF on various epithelial cell types revealed that HGF treatment ofbreast epithelial 

celllines in three-dimensional culture leads to the formation of a branched tubular 

structure (301,304). In contrast, under similar culture conditions neuregulin, an 

EGFR ligand, induces the formation of alveolar structures (267). Who le, excised 

mammary fat pads from young mice developed highly branched ductal trees when 

treated with HGF whereas the untreated glands had a poorly developed ductal system 

and blocking HGF with antisense oligonuc1eotides prohibited ductal outgrowth (399). 

Increased ductal branching was observed when mammary epithelial cells 

overexpressing HGF were transplanted into cleared mammary fat pads (266). 

Additionally, a transgenic mouse overexpressing HGF under the control ofthe 

mammary-specific whey acidic protein promoter developed an overly branched 
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ductal tree (400). All ofthese studies support a role for HGFlMet signaling in the 

development of a branched ductal system in the mammary gland. 

5-1 MetlHGF in Human Breast Cancer 
Met is overexpressed in ~20% ofbreast cancers (381-383). Studies of 

samples from both patients with lymph node metastases and those without lymph 

node metastases have shown that high levels of Met expression in the primary tumors 

predicts a shorter disease-free survival and a higher risk ofrecurrence (381, 384,401, 

402). A microarray study ofbreast celllines found Met overexpression in those lines 

that grouped with the Basal subtype ofbreast cancer, which, again, is associated with 

po or prognosis (403). Changes in ligand levels are also seen in breast cancer patients; 

high serum levels ofHGF have been correlated with a shorter disease-free interval 

following surgery in breast cancer patients (404) and a higher tumor/lymph 

node/metastasis (TNM) score in women with invasive breast cancers (248, 391-393). 

5-2 Met Receptor Related Mouse Models of Breast Cancer 

The role ofHGFlMet receptor signaling in the development or progression of 

breast cancers has been supported by several transgenic mouse models that develop 

mammary adenocarcÏnomas. Mice generated utilizing the ubiquitously expressed 

metallothionein (MT) promoter demonstrate the sensitivity of breast tissue to 

dysregulated Met signaling. The first Met transgenic generated was the MT-Tpr-Met 

mouse. These mice developed a nurnber of different of tumors but the most common 

was mammary adenocarcinoma in parous mice at approximately 381 days old with a 

penetrance of 42% (405). The MT-HGF mouse developed various carcinomas and a 

few sarcomas; the most prevalent turnor, again, was the mammary adenocarcinoma, 

which developed in 41 % of the females older than 6 months, regardless of whether or 

not they had bred (406). Interestingly, more than 50% ofMT-HGF mice died by 6 

months of age as a result of intestinal obstruction, progressive renal failure or 

paralysis that resulted from striated muscle growing ectopically in the central nervous 

system (229). 
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Other MT-HGF-related mice have been studied. The synthetic HGF splice 

variant NKI was put under the MT promoter and was found to have a phenotype 

nearly identical to the MT-HGF mouse (407). NKI contains onlythe N domain first 

kringle domain ofHGF (258) and can act as a Met receptor antagonist (258) or a 

partial agonist (254,257) depending on the cell type examined. Human mammary 

epithe1ial cells had demonstrated a partial Met receptor agonistic activity however, it 

antagonizes HGF activity, potentially by competing for binding (214, 257). MT-NKI 

transgenics displayed precocious mammary alveolar deve10pment and a susceptibility 

to mammary adenocarcinomas as well as melanomas and hepatocellular carcinomas 

(407). More recently, Gallego et al. generated mice with mammary-specific 

expression of HGF using the Whey Acidic Protein (W AP) promoter (400). 

Nulliparous W AP-HGF females deve10ped hyperplastic ductal trees with lobular 

outgrowths from the ducts as well as an increased number of fibroblasts surrounding 

the ducts. Parous mice lactated normally but the abnormal ductal tree was evident 

again at involution. Within ten months of continuous breeding 49/55 mice developed 

mammary tumors, many of them multifocal and some with lung metastases. 

Additionally, 10/50 virgin females deve10ped mammary tumors before 1 year of age. 

The histology of these tumors was better described than in the other models and it 

was noted that frequently the tumors were a combination of glandular 

adenocarcinoma and squamous metaplasia (400). 

The first full-Iength Met receptor transgenic mouse was generated to examine 

the effects of two Met receptor mutants that were isolated from patients with papillary 

renai carcinoma. One MT-Met founder mouse from each strain developed a 

mammary adenocarcinoma with distal metastases (351). Gravee1 et al. generated 

Met receptor knock-in mice in which they inserted a panel of mutations found in 

papillary renal carcinoma into the endogenous locus (408). These mice deve10ped a 

range oftumors-mostly sarcomas and lymphomas-often with long latency. Only the 

wt Met and the Met-M1250T mutant mice developed carcinomas but no mammary 

carcinomas were noted (408). The failure to deve10P mammary tumors may be 

related to the strain of mice utilized for initial experiments. The Met knock-in lines 

have now been back -crossed from a mixed background to the FVB/N background and 
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in the FVB/Ns, mammary tumors develop with high frequency (C. Graveel, personal 

communication). A third Met receptor transgenic utilized a tetracycline responsive 

promoter to induce wt Met receptor overexpression in the mammary gland (409). 

None of the wt Met transgenics displayed any abnormal mammary phenotype, 

however transplantation of primary mammary epithelial cells infected with a 

retrovirus expressing tetracycline-on wt Met resulted in the formation of 

"nonprogressing nodules." When Myc was co-expressed with wt Met, 

adenocarcinomas developed that contained an unusually high number of progenitor 

cells (409). Thus, it appears that wt Met is not sufficient to induce mammary 

tumorigenesis, however, HGF overexpression is. 

6. Non-Met RTK Transgenic Mice 

Many subfamilies ofRTKs have been used to generate transgenic mice with 

mammary gland phenotypes. The best characterized models ofRTK-driven breast 

cancer are the MMTV -ErbB2 mice. As will be discussed under Pathway Pathology 

the tumors that arise are consistently solid, nodular adenocarcinomas with large 

nuclei containing open chromatin (410). Expression of an activated ErbB2 receptor 

under MMTV results in mammary tumors at approximately 90 days of age and 100% 

penetrance in multiparous animaIs (411). Overexpression of the related receptor 

EGFR under the control ofMMTV or the ~-lactoglobulin promoter also leads to the 

development ofmammary adenocarcinomas in 17-33% ofmultiparous mice but 

latency and histological details are not given (412). 

The colony stimulating factor-l receptor (CSF-IR) and ligand (CSF-l) 

transgenics also develop mammary tumors and highlight the importance of stromal­

epithelial interactions in the development of mammary tumors (413). Although the 

name CSF -1 indicates a role in hematopoiesis, and it plays an important role in 

attracting and simulating macrophages, CSF -1 also plays an important role in the 

development and functioning of the mammary gland as demonstrated by CSF-l 

knock-out mice. CSF-l null mice display incomplete growth of the mammary ductal 

tree accompanied by precocious lobuloalveolar development but lactational failure 
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(414). Approximately 50% ofMMTV-CSF-1 or -CSF-IR mice developed mammary 

adenocarcinomas at over 12 months old and the tumors show large numbers of 

macrophages in and around the tumors, possibly contributing to tumor growth (413). 

The Met family protein Ron has also been used in transgenic experiments, in 

particular in the lung where targeted overexpression induces tumor formation (415, 

416). In the mammary gland, loss of Ron signaling does not affect mammary 

development or function (417), but when mice expressing a kinase-dead Ron are 

crossed with the MMTV - polyoma Middle T (PyMT) mice there is an increase in 

tumor latency and decrease in tumor burden. The Ron-deficientIPyMT tumors also 

had decreased vascularity, decreased proliferation and increase apoptosis contrasted 

with PyMT-alone, demonstrating that Ron expression contributes to PyMT-initiated 

tumor development (418). Recently, MMTV-Ron-wt and Ron-M1231T (a mutation 

analogous to the M1250T mutation in Met) mice have been described. By 390 days, 

all mice had developed mammary tumors and 91 % ofMMTV-Ron-MI231 T mice 

were shown to have lung and/or liver metastases, again supporting the role of Ron in 

mammary tumorigenesis and induction of an invasive pro gram (419). 

AlI of these models support the notion of R TK signalling playing a critical 

role in development and maintenance of the mammary gland. Overexpression or 

knock-out of an RTK can lead to developmental defects as seen with the CSF-l 

knock-out or increased frequency oftumors as with the dystregulated ErbB2 

transgenics. 

7. Tumor-Stroma Interactions 

The majority of transgenic animaIs target expression of the gene of interest to 

the mammary epithelium, however, it is critical that we not neglect the role ofthe 

surrounding stroma. The stroma contains stores of growth factors, such as HGF, that 

bind to proteoglycans and can be easily released en masse (420). Fibroblasts residing 

in the stroma produce growth factors for nearby epithelial cells as well as for cells of 

the immune system that are recruited during inflammation, injury and tissue 

remodelling (421). Genetic lesions accumulate in fibroblasts as well as epithelial 
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cells, and senescent fibroblasts secrete more growth factors than those of younger 

animaIs (422, 423). Dysregulation of the growth-promoting function of the stroma 

and the changes that occur in the stroma over time can influence tumor development 

as demonstrated by transplant studies in which irradiated, deared MFPs induce 

otherwise non-tumorigenic cells to form tumors (424) or when pre-neoplastic cells 

are co-injected with senescent fibroblasts form tumors faster and with greater 

frequency than the same ceUs injected with presenescent fibroblasts (425). 

7-1 Myofibroblasts 
The tumor-stroma interactions are reciprocal with the tumor exerting an 

influence on the stroma as weU. Tumor induced changes in the stroma are revealed 

by studies that utilize breast-derived cancer-associated fibroblasts (CAFs) rather than 

normal tissue fibroblasts to enhance "take" rates in transplantation and to induce non­

tumorigenic cells to form tumors on transplantation (66,426). CAFs, also known as 

myofibroblasts, are considered to be "activated" fibroblasts, identifiable by their 

expression of smooth muscle actin. Myofibroblasts are a component of desmoplasia­

the stromal reaction to tumor consisting of fibroblasts, extracellular matrix, and 

inflammatory cells (427). Myofibroblasts are also present during normal wound 

healing and the expression of SMA permits them to be contractile and aid wound 

dosure (428). They also promote wound healing, and tumor growth, by producing a 

range of growth factors to stimulate epithelial and endothelial growth but also to 

recruit inflammatory cells (429). Recently, it has been shown that an important role 

ofmyofibroblasts is the production of ECM-degrading proteins, potentially aiding 

tumor ceU invasion and metastasis (430-432). 

The origin of the myofibroblast is controversial, although most seem to be 

derived from growth factor-activated local fibroblasts (428). Others have shown, 

however, that ce Us from circulation (433-435), and endothelial ceUs (436) can also 

contribute to the population of myofibroblasts in either cancer or tissue damage. 

EMT may also be a source of myofibroblasts because although tumor ceU transition 

to myofibroblast has not been definitively demonstrated, the change from epithelial 

ceU to SMA-expressing fibroblastic ceU is weU-documented in renal fibrosis (157). 
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Sorne support for tumor EMT -derived stromal cens has come from a study that found 

non-random X-chromosome inactivation in turnors and adjacent fibroblasts, 

indicating that the fibroblasts may have a common origin with the tumor cens (437). 

7-2 Immune cells 
The role of inflammatory cells in tumor development has been highlighted by 

two recent papers. Colony stimulating factor-l (CSF-l) is a potent growth factor for 

macrophages and signaIs through the RTK CSF-IR. Nowicki et al. crossed the potent 

mammary tumor model, MMTV-PyMT, with CSF-l null mice and found that 

although tumors in the PyMT/CSF-rl
- mice arose with the same latency and 

frequency as in MMTV-PyMT-alone the tumors in the PyMT/CSF-1 null mice did 

not progress to invasive, metastatic tumors as frequently as the MMTV-PyMT-alone 

mice. Upon histological examination, one obvious difference between the two groups 

of mice was the decreased nurnber of macrophages present in the PyMT /CSF -1-1-

turnors (438) highlighting the role that growth factor- and MMP-producing 

macrophages may have on turnor progression. In a second paper highlighting the 

importance of inflammatory cells in turnor development, mice deficient in mature B 

and T lymphocytes, expressing a transgene that predisposes them to squamous cell 

carcinoma, had decreased progression to fulminate cancer whereas those with 

competent immune systems had progressing lesions. Transfer of competent B and T 

cens to the immunodeficient mice resulted in increased frequency of tumor 

progression in the previously resistant mice demonstrating the role the immune 

system plays in turnor development (439). 

The role of the stroma has been largely neglected, possibly because the range 

of cell types and their varying functions makes too complicated a system to 

manipulate. However, from these above examples, it is clear that it plays an 

important role in the initiation and progression of cancers. 
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8. Mouse Models of Mammary Tumorigenesis 

Studying human tumors to find patterns in gene expression or cell 

differentiation or overexpression of specific proteins has yielded a wealth of 

information on tumor biology. However, as tumor samples have generally progressed 

to a point at which they can be detected and require intervention, researchers are 

usually examining an end point, rather than what initiated the tumor. Finding 

commonalities amongst tumors in tumor banks is also made more difficult by humans 

being a large, outbred population, resulting in a great deal of uncontrollable and 

unmeasurable variability, which may confound or mask similarities between samples. 

In order to examine initiating factors in breast cancer and to control for the vast 

number of genetic modifiers in an outbred population, science has utilized murine 

models. 

There are a number of ways in which to introduce a genetic changes into the 

mammary gland (figure 1-11). Transgenic mice have been in use since 1982 when 

Palmiter et al. injected a cDNA for rat growth hormone under the control of the 

metallothionein (MT) promoter into the pronuc1eus of in vitro fertilized mouse eggs. 

The resulting pups grew significantly larger than their non-transgenic littermates 

indicating the presence of a stable genetic change (440). Since then, multiple studies 

have utilized the non-specific MT promoter to drive tumorigenesis in a variety of 

organs. 

Specifically targeting expression of an oncogene to the mammary epithelium 

became possible through the use of tissue-specific promoters such as the whey acidic 

protein (W AP) (441), mouse mammary tumor virus (MMTV) (442), and 

cytokeratin14 (443). Targeting expression to the epithelium allowed researchers to 

observe the effects of an oncogene on the mammary epithelium in the context of 

normal, non-expressing stroma. 

At approximately the same time that tissue-specific promoters were being 

developed, knock-out mice were being used to investigate the loss of function of a 

tumor suppressor on development ofmammary tumors. The use of knock-out mice is 

exemplified by a paper from 1995 where Varmus and colleagues crossed their 
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MMTV -wnt-l transgenics with mice missing one alle1e of p53 and observed a 

decreased latency to tumor formation (444). 

The next step towards better controlling transgene expression was through the 

use of inducible systems in tissue-specific transgenic mice (445). Transgene 

expression was controlled by dietary modification (adding tetracycline to the water 

Cell/tissue 
specifie transgenie 

Knockout 

Tetraeycline­
inducible 

Cell/tissue Specifie 
Cre/LoxP IRosa 

GenomicDNA 

Gene of interest 

Cell/tissue specifie promoter 

~ LoxP sequence 

Homologous recombination 

Cre 

random integration 

homologous recombination 
generating truncated protein 

Tetracycline treatment 
induces expression of 
randomly inserted gene 

Tissue specifie expression of Cre 
removes or changes DNA sequnce. 
Cre expression also permits 
bela-gal expression 

Tetracycline-dependent activator 

V Tetracycline 

Cre recombinase 

Figure 1-11 Strategies for Generating Genetically Modified Mice 

46 



allows function of the tetracycline response element ie. tet-on), researchers were able 

to tum on expression at various points in development or at different ages and even 

tum off expression once a tumor had developed thereby investigating the dependence 

of a tumor on the initiating event (446). 

The next breakthrough in mouse model development was the use of targeted 

knock-in mice. Following homologous recombination, altered DNA sequences are 

inserted into the endogenous locus, replacing the wild type sequences. This allows 

for examination of the role of specific mutations in proteins being expressed under 

the control of their endogenous promoters with aIl the associated transcriptional 

modifiers (447). 

Combining transgenic technology with knock-outs and inducible systems 

resulted in the development of Cre-/oxP knock-in or knock-out mice. These mice 

permit induction or cessation of a signal at a specified time. Cre-recombinase is a 

bacteriophage Pl DNA recombinase that splices out DNA located between loxP 

sequences. The activity of the Cre recombinase can be controlled by placing Cre 

under a mammary-specific promoter or tet-on/off system. This system allows for 

deletion of sequences in the gene of interest yielding a conditional knock-out; 

altematively removal of stop sequences preceding the gene of interest resulting in a 

knock-in. The Cre-loxP system, in combination with a line oftransgenic reporter 

mice that express ~-galactosidase (GTRosa26) (448, 449), has been used extensively 

by Kay-Uwe Wagner's group to examine various knock-out systems and to track cell 

fates through different stages ofmammary gland development and tumorigenesis (59, 

85,450). The addition of the GTRosa26 reporter allows for identification of cells that 

have expressed Cre recombinase by activating the ~-galactosidase which, in the 

presence ofx-gal substrate, tums cells a dark blue color. 

9. Strengths and Failings of Mouse Models 

As mentioned in the Mammary Development section, there are differences 

in the structure of mammary gland and in sorne aspects of reproduction between 
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humans and mice, but mice are a convenient, controllable system with a short lifespan 

and thus a shorter latency to tumor formation. The rat mammary gland is more 

similar to that of the human, however, rats live longer and require more space, 

making them less desirable for large studies. 

The FVB/N inbred line of mice is commonly used for studies of mammary 

tumorigenesis. This strain was derived in the 1930s from an outbred Swiss colony 

and established in the 1970s at the National Institutes of Health (NIH). The mice 

were found to be sensitive to the Friend leukemia Virus B strain and inbreeding was 

selected for on the basis of the Fv1+ allele, thus the name FVB/N (451). These mice 

are convenient for the generation of transgenic mice for the study of mammary 

tumorigenesis as they have large pronuclei and are susceptible to mammary tumors. 

Another advantage of using the FVB/N strain is that they do not methylate the 

MMTV promoter, thereby shurting down expression of the transgene, to the same 

extent as other inbred lines do (452, 453). Unfortunately, their susceptibility to 

mammary tumors is detrimental to their use as a model for breast cancer because they 

have a high rate of spontaneous mammary tumors. A paper by Nieto et al. describes 

the frequent finding of mammary hyperplasias in post-Iactational mice in the sample 

collection of the University ofCalifomia, Davis Mutant Mouse Pathology Laboratory 

(454). Additionally, older mice from colonies at specific research institutes were 

found to frequently develop pituitary adenomas (455). The pituitary lesions led to 

lactating mammary adenocarcinomas in 67% of the multiparous mice, presenting a 

potential confounder for mammary tumors that arise in mice older than 18 months of 

age (455). 

The pathology of mammary tumors generated in transgenic mice can be quite 

similar to those seen in humans. Firstly, location of the cell of origin for most 

mammary tumors in both species is believed to be the same. Spontaneous tumors that 

arise in inbred mouse lines develop from cells in the lobulo-alveolar units, the murine 

equivalent of the human terminal ductallobular units (456), initially as hyperplastic 

alveolar nodules (457). These cells are the most proliferatively active cells in the 

ductal tree, responding to changes in hormone levels through estrus cycles and 

various stages of development (32). In humans, it is believed that most adenomas 
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also originate in cells ofthe terminal ductallobular unit (458, 459) and begin as 

atypical hyperplasias or ductal carcinoma in situ. Despite originating in the same 

cells, the "spontaneous" murine tumors that result from infection with the mouse 

mammary tumor virus do not resemble human tumors (32). Transgenic mouse 

models however, such as the ErbB2 models or the E-cadherin knock-outs, do develop 

tumors that, aside from stromal differences, appear quite similar to human tumors that 

overexpress ErbB2 or lack expression ofE-cadherin (460, 461). The human-like 

murine tumors progress through the same stages of development as do human tumors: 

from hyperplasia to carcinoma in situ to invasive tumors with loss of myoepithelial 

cells around the tumor (462). It is possible, however, to generate tumors in 

transgenics that do not resemble human tumors, possibly by being initiated by a 

transforming event that is not common in humans (463) as seen in the wnt-pathway 

transgenic tumors (464). 

The promoter used to drive expression of a transgene or Cre-recombinase is of 

utmost importance in determining the tumor characteristics or if a tumor develops at 

all because it controls when and in which cells the potentially transforming event 

takes place. The WAP promoter is active in differentiated, milk-producing cells, so 

only after initiation of pregnancy is expression under this promoter induced, thus little 

expression is present during critical phases of development (465, 466). MMTV is 

regulated by steroid hormones so expression of genes under MMTV is enhanced 

during pregnancy and lactation when levels of ovarian hormones are high but is also 

active during the critical stages of development during puberty (467-470). Either the 

MMTV or W AP promoter is sufficient to drive expression in the mammary 

epithelium and does not express in the stroma thereby allowing examination of the 

role of various transgenes in an otherwise normal context. 

One failing of murine mammary tumors is that nearly all tumors are estrogen 

receptor negative (471). Even as early as 1896, physicians had realized the 

dependence of breast tumors on estrogen and treated premenopausal women with 

advanced breast disease with oophorectomy (472). By microarray studies, a primary 

division of tumor samples is by hormone receptor status with estrogen receptor 

positive and negative tumors associated with differences in prognosis (141, 473-476). 
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Although in the absence of anti-estrogen therapy estrogen receptor positivity is not 

consistently associated with longer survival, (477, 478), it is a predictive factor for 

response to hormone therapy thereby bettering outcomes and prolonging disease-free 

survival. Estrogen receptor positive tumors remain partially dependent upon estrogen 

for growth stimulatory effects and thus can be treated with anti-estrogens such as 

tamoxifen and fulvestrant, and aromatase inhibitors that decrease the amount of 

estrogen being synthesized. By generating mice with estrogen receptor negative 

tumors, we are losing an important aspect of the growth factor signalling pathways 

within tumors and a factor that affects the treatment of human breast tumors. 

Overall, great advances have been made in generating mice with more human­

like genetic alterations. Each model system allows a slightly different question to be 

asked regarding the role of a transgene in tumorigenesis. The progression of model 

systems accompanied by more prevalent use of immunohistochemical techniques to 

investigate tumor phenotypes and better training of pathologists to make comparisons 

between murine and human tumors will allow more transferable knowledge to be 

gleaned from transgenic models. 

10. Pathway Pathology 

The concept of pathway pathology has been championed by Dr. Robert 

CardiffM.D./Ph.D. at the University ofCalifornia, Davis. The term refers to 

observing similar histological phenotypes amongst tumors generated by the same 

oncogene or oncogenes affecting the same signalling pathways (410, 460). 

Transgenic mice expressing Myc, Ras, or ErbB2 in the mammary gland are three 

commonly described, and well-studied, mouse models ofbreast cancer that 

demonstrate consistent phenotypes. Myc-induced tumors retain glandular structures 

with sorne strands of stroma and are comprised of large cells with bluish staining 

cytoplasm, pleomorphic nuclei, condensed chromatin and prominent nucleoli (410). 

Ras-induced tumors have a solid, nodular pattern but are oriented around blood 

vessels resulting in palisading nuclei and a papillary appearance. Ras tumor cells are 

smaller than those of the myc-tumors and have reddish cytoplasm and round nuclei 
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(410). Several mammary-directed ErbB2 transgenics with slight differences in the 

transgene and different integration sites have been generated (411, 479, 480), but an 

tumors from these models have a similar phenotype (410). The ErbB2 tumors are 

solid, nodular adenocarcinomas with zonal differentiation with more differentiated 

cens towards the center of the nodule and less differentiated, proliferating cens 

towards the outer edge. The tumors are comprised of cells with pale pink cytoplasm; 

large, regular nuclei, an open chromatin pattern and a small nucleolus (410). These 

three models display rather homogenous, solid tumors, but not all models are so 

simple. The wnt-pathway transgenics deve10p heterogeneous tumors that contain 

luminal, myoepithelial and progenitor cells (464). Transgenic mice for wnt-l (481), 

wntl Ob (482), p-catenin (481) and mutant p-catenin (483) all develop 

adenocarcinomas that frequently contain areas of squamous metaplasia. The presence 

of increased numbers of luminal, myoepithelial and progenitor cens is striking 

because ras and ErbB2 transgenic tumors are limited to differentiated luminal cell 

lineage (484). These observations suggest that not all transgenes are capable of 

enhancing stem cell proliferation and may be part of the reason that ras and ErbB2 

tumors have a more limited range of tumor phenotypes whereas wnt tumors are more 

varied. 
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List of Abbreviations 

ABC-ATP-Binding Cassette 
ABC-Avidin-Biotin Conguated 
CAF -Cancer-Associated Fibroblast 
Cbl-Casitas B-lineage Lymphoma 
CD-Cluster of Differentiation 
CML-Chronic Myelogenous Leukemia 
EGFR- Epidermal Growth Factor Receptor 
EMT -Epithelial-Mesenchymal Transition 
ErbB2-Erythroblastic leukemia viral oncogene homologue2 
F ACS- Fluorescence Activated Cell Sorting 
FVB/N-Friend's leukemia Virus B strain (Fvl +)-NIH-mouse strain 
Gabl-Grb2-Associated Binder 1 
HGF- Hepatocyte Growth Factor 
IHC-Immunohistochemistry 
Lin--Lineage negative 
MAPK-Mitogen Activated Protein Kinase 
MDRP-Multidrug Resistance Protein 
MEN-Multiple Endocrine Neoplasia 
MFP-Mammary Fat Pad 
MSP-Macrophage Stimulating Protein 
MT -Metallothionein 
Ph-Philadelphia chromosome 
Ron-Recepteur D'Origine Nantais 
RTK-Receptor Tyrosine Kinase 
Sea-Sarcoma, Erythroblastosis, Anemai 
SF-Scatter Factor 
TEB-Terminal End Bud 
TDLU-Terminal Ductal Lobular Unit 
W AP-Whey Acidic Protein 
VEGF-Vascular Endothelial Growth Factor 
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Preface 

Receptor tyrosine kinases (R TKs) have long been known to be involved in 

cellular transformation. Many RTKs, including the Met receptor family member, c­

Sea, were originally identified as the cellular homologues of retroviral oncogenes. 

Dysregulated RTK signaling can arise through a variety ofmeans including 

chromosomal translocations, amplification, point mutations, deletions, and generation 

of an autocrine signaling loop. 

Dysregulation of Met R TK signaling has been observed in human papillary 

renal carcinomas expressing a Met receptor with activating point mutations in the 

kinase domain. In addition, point mutations and deletions in the juxtamembrane (JM) 

domain of Met have recently been identified in gastric and lung cancers. Both the 

activating and JM mutations have been shown to be transforming by in vitro assays. 

YI003 in the JM domain of the Met receptor, a site that has been lost in the Met 

deletion mutant found in lung cancer, has been shown to serve as a binding site for 

the tyrosine kinase binding domain of the ubiquitin ligase CbI. A YI003F 

substitution results in decreased receptor ubiquitination and prolonged activation of 

downstream pathways following stimulation with ligand. 

Met-YI 003F demonstrated transforming ability by in vitro assays and a 

tumorigenesis assay, but it was unknown if the uncoupling of the Met RTK from 

ubiquitination could contribute to tumorigenicity in vivo. In the following manuscript 

the transforming ability of the YI003F mutation is contrasted with that of an 

activating mutation (MI250T) and we provide the first evidence that loss of 

ubiquitination contributes to tumorigenesis. 
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Abstract 

Ubiquitylation of receptor tyrosine kinases promotes ligand-dependent 

receptor degradation in cell culture. However, the importance of receptor 

ubiquitylation in vivo has not been examined. We have previously described the role 

of YI 003 in the juxtamembrane domain of the Met receptor as providing a direct 

binding site for the ubiquitin ligase, CbI. A Met receptor containing YI 003F displays 

decreased receptor ubiquitylation and delayed degradation. Here we demonstrate that 

decreased receptor ubiquitylation synergises with an activating mutation (MI250T) 

originally isolated from papillary renal carcinomas to induce tumorigenesis. 

Transgenic mice expressing a Met receptor containing both YlO03F and MI250T 

mutations under the control of the mouse mammary tumor virus promoter/enhancer 

develop tumors with greater penetrance and a shorter latency than do mice expressing 

Met-wt or either of the single mutants. Met-MI250T, expressed in T47D ceIls, 

responds to HGF stimulation in a similar fashion as Met-wt with lessening ofreceptor 

phosphorylation over time, however, addition ofthe YlO03F substitution (Met­

YlO03F1M1250T) results in prolonged receptor phosphorylation and MAPK 

signaling. Met-YlO03FIMI250T cells grow better than any of the single mutant lines 

in soft agar, as weIl as in mammary fat pad injection tumorigenesis assays. This is 

the first demonstration that ubiquitylation is required to suppress the transforming 

activity of a receptor tyrosine kinase in vivo. 
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Abbreviations 

ALASI 
Akt 
Cbl 
CSF 
EGFR 
ErbB2 
FVB/N 
GAPDH 
HGF/SF 
JM 
MAPK 
MEK 
MMTV 
PI3K 
RTK 
RT-PCR 
TKB 

d-Aminolevulinate Synthase 
acutely transforming retrovirus AKT8 in rodent T cell1ymphoma 
Casitas B-lineage lymphoma 
Colony Stimulating Factor-l 
Epidermal Growth Factor Receptor 
Erythroblastic leukemia viral oncogene2 
Friend's leukemia Virus B strain (Fvl +)-NIH-mouse strain 
Glyceraldehyde-3-Phosphate Dehydrogenase 
Hepatocyte Growth Factor/Scatter Factor 
Juxtamembrane 
Mitogen-Activated Prote in Kinase 
Mitogen activated protein Kinase Kinase 
Mouse Mammary Tumor Virus 
Phosphoinositide-3 Kinase 
Receptor Tyrosine Kinase 
Reverse Transcriptase-Polymerase Chain Reaction 
Tyrosine Kinase Binding domain 

94 



Introduction 

The Met receptor tyrosine kinase (R TK) is expressed by epithelial cells in a 

variety oftissues whereas its ligand, hepatocyte growth factor/scatter factor 

(HGF/SF), is expressed by cells in the stroma. In culture, HGF/Met receptor 

signaling can induce epithelial cell proliferation as weIl as a breakdown of 

intercellular junctions, promoting migration and invasion of epithelial cells in two­

dimensional scatter assays or three-dimensional tubular morphogenesis assays (1, 2). 

In vivo Met plays a role in tissue maintenance, having an important function in liver 

regeneration, wound healing, and angiogenesis (3). 

Dysregulated Met receptor signaling is observed in tumors from a variety of 

organs. Mutations or deletions in Met have been detected in mesotheliomas (4), 

papillary renal carcinoma (5-8), gastric (9), liver (10), ovarian (11), oropharyngeal 

(12), and lung cancers (13, 14). Additionally, Met is overexpressed in tumors, as 

compared with normal tissue, in breast (15), stomach (16), colorectal (17), and head 

and neck cancers (18, 19). The first Met mutations studied were in the kinase domain 

(5,8, 10, Il) and it was believed that these mutations could lead to enhanced kinase 

activity as demonstrated by increased receptor phosphorylation and enhanced ability 

to phosphorylated an exogenous substrate (20, 21). Shortly thereafter, several 

mutations were found in the juxtamembrane domain (JM) domain inc1uding deletion 

of the entirety of one lM-coding exon (MeM.Ex14) (9, 13). Both the lM mutant and 

Meti1Ex14 displayed prolonged receptor phosphorylation following treatment with 

HGF indicating a loss ofreceptor negative regulation (9, 13). 

Our lab has established that the specific uncoupling of the Met R TK from 

ubiquitylation results in oncogenic activation of Met in vitro and in xenograft models 

(22). A Y1003F substitution in the lM domain prevents direct interaction of the 

tyrosine kinase binding (TKB) domain of the ubiquitin ligase Cbl with the Met 

receptor and inhibits receptor ubiquitylation (23, 24). This residue is 10st in the 

Meti1Ex14 found in lung cancer as weIl as in the oncogenic fusion prote in Tpr-Met 

that displays constitutive activation (25). 

Loss of ubiquitylation of the Met receptor tyrosine kinase has been shown to 

result in prolonged phosphorylation of the receptor and downstream signaling 
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proteins of the MAPK pathway (22,23). Although the ubiquitin-deficient Met 

receptor intemalizes at the same rate as a wild type Met receptor, degradation is 

delayed and expression of the ubiquitin-deficient receptor in fibroblasts induces 

cellular transformation in vitro (22, 23). 

Loss of ubiquitylation of other R TKs has also been shown to result in cellular 

transformation by in vitro assays. The binding site for the ubiquitin ligase Cbl in the 

Colony Stimulating Factor 1 receptor (c-Fms) is absent from the oncogenic variant, v­

Fms; adding back the CbI-binding site results in decreased transforming ability ofv­

Fms by soft agar assay (26). Consistent with this, a tyrosine to phenylalanine 

substitution in the Cbl binding motif of c-Fms results in a weakly transforming 

receptor as determined by focus-forming and soft agar assays (27). Signaling from 

the Epidermal Growth Factor Receptor (EGFR) is also regulated by Cbl-mediated 

downregulation. Mutation of the CbI binding site in EGFR drives a stronger 

mitogenic signal than a wt receptor upon stimulation with ligand (28). Additionally, 

it has been shown that Cdc42, activated following EGFR ligand binding, serves to 

bind to Cbl and sequester it away from the EGFR. Expression of a constitutively 

active Cdc42 results in prolonged signaling downstream ofEGFR and cellular 

transformation in vitro, as a result of Cdc42 inhibiting Cbl-mediated EGFR 

degradation (29). Hence, by a variety of mechanisms, escape from Cbl-mediated 

ubiquitylation and receptor downregulation contributes to the generation of a receptor 

that can be transforming in vitro. 

Transformation of epithelial cells through expression of a Met receptor 

containing an activating mutation has been demonstrated by both in vitro and in vivo 

assays; and in vitro assays have demonstrated the ability of YI 003F to transform, 

however, it was unknown ifloss ofubiquitylation would play a role in RTK 

oncogenic activation in vivo. In order to determine the comparative transforming 

abilities of the activating mutation and the 10ss ofnegative regu1ation mutation, we 

generated Met receptor variants containing the loss of ubiquitylation substitution, 

YI003F, or the kinase domain activating mutation from papillary renal carcinoma 

(MI250T) (5), or a receptor that contained both mutations (Met-YF/MT). Transgenic 

mice expressing Met-YF /MT in the mammary epithelium under the control of the 
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mouse mammary tumor virus promoter/enhancer developed tumors with a shorter 

latency and greater penetrance than mice expressing any of the single mutant Met 

receptor variants. 

Through these studies we have demonstrated synergy between loss of negative 

regulation mutations and activating mutations in R TKs in inducing transformation. 

This highlights the importance of ubiquitylation in vivo in suppressing the 

transforming ability of an activated receptor. 
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Materials and Methods 

Generation of Constructs 

Chimeric CSF-Met variants were generated by removing the BsrGI-NotI 

fragment from the pSL301 vector containing the Met receptor chimera that was used 

to generate the transgenic mice and ligated into pXM-CSF-Met wt or pXM-CSF-Met 

YI003F generated as previously described (23). The intracellular domain containing 

either M1250T or YI003F/M1250T was then cleaved from the pXM-CSF-Met 

variants using SwaI and ligated into pLXSN-CSF-Met wt or pLXSN-CSF-Met 

YI003F. 

Cell Culture and Transformation Assays 

T47D mammary epithelial cells were maintained in Dulbecco's Modified 

Eagle's Medium containing 10% fetal bovine serum. T47D cell populations were 

generated by infection with retrovirus expressing Met-wt, -YI003F, -MI250T, and­

YF /MT Met constructs as previously described (22). 

Rat! fibroblast populations were maintained under selection in Dulbecco's 

Modified Eagle's Medium containing 10% fetal bovine serum and 4 Ilg/m1 G418. 

Stable populations were generated by infecting with retrovirus expressing chimeric 

CSF-Met receptor variants ofMet-wt, -YI003F, -MI250T, -YF/MT or vector alone. 

Following 2 weeks of selection, soft agar assays were performed as previously 

described (30). 

Populations of EpH4 normal murine mammary epithelial cells were generated 

by infection with retrovirus expressing CSF-Met chimeric Met receptors generated as 

previously described (31) and as described above. Cells were selected and 

maintained under selection in Dulbecco's Modified Eagle's Medium containing 10% 

fetai bovine serum and 4 Ilg/mi G418. Following at Ieast 2 weeks of selection, 1 x 

106 cells were injected into the mammary fat pads ofnude (CDl nu/nu; Charles River 

Breeding Laboratories) mice. The mice were examined regularly for tumor 

development and sacrificed when tumor volume reached 1 cm3
• 
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Immunoprecipitation and Immunoblotting 

Following stimulation with HGF, T47D cell stable populations expressing the 

Met receptor variants were harvested in TGH lysis buffer (50 mM HEPES, pH 7.5, 

150 mM NaCI, 1.5 mM MgCh, 1 mM EGTA, 1 % Triton X-lOO, 10% glycerol, 1 mM 

phenylmethylsulfonyl fluoride, 1 mM sodium vanadate, 10 Ilg/ml aprotinin, and 10 

Ilg/mlleupeptin). For the ubiquitination assay T47D cells were stimulated for 5 

minutes at RT with 3nM HGF and lysed 100 III hot buffer (2% SDS, 1mM EDTA). 

Lysates were boiled for 10 minutes followed by the addition ofbuffer containing 

2.5% Triton X-100, 12.5 mM Tris, pH 7.5, 187.5 mM NaCI, and proteasomal 

inhibitors. 

For immunoprecipitations, lysates were incubated with specifie antibodies for 

2 hours at 4°C with gentle mixing. Antibody-bound proteins were collected on 

protein A-Sepharose beads and washed three times in lysis buffer. 

Proteins, whether whole celllysate or immunoprecipitations were boiled in 

laemmeli buffer with 10% DTT, resolved by SDS-polyacrylamide gel electrophoresis 

(P AGE), and transferred to a nitrocellulose membrane. Membranes were blocked in 

3% bovine serum album in in TBST (10 mM Tris, pH 8.0, 150 mM NaCl, 2.5 mM 

EDTA, 0.1 % Tween 20) for 1 h and incubated with primary and secondary antibodies 

in TBST for 2 h and 1 h, respectively. Antibody-bound proteins were visualized 

using an ECL detection kit (Amersham Biosciences, Buckinghamshire, UK). 

Antibodies and Reagents 

Antibodies for immunoblotting were as follows: Antibody Met 144 was 

raised against a carboxy-terminal peptide of the human Met and does not cross react 

with murine Met (32). Antibodies against Met DO-24 were purchased from Upstate 

Bioteehnology (Lake Plaeid, NY). Anti-e-Cbl (SC-170) and anti-ubiquitin (P4D 1) are 

from Santa Cruz Bioteehnology, Ine. (Santa Cruz, CA). Phosphorylated Met (Y1349) 

as weIl as total and phosphorylated protein-speeific Erk1l2 (pThr202/pTyr204), 

MEK1I2 (pSer217 1221), and Aktl (pSer473) are from Cell Signaling Teehnology 

(Mississauga, Ontario, Canada). Secondary antibodies for Western blotting were 

99 



HRP-Protein A, HRP-anti-mouse, and HRP-anti-goat, all from Amersham 

Biosciences. 

Transgenic Mice 

The chimeric Met receptor construct was generated in pXM by ligating a 2.6 

kb cDNA co ding for the extracellular domain of murine Met to 2 kb cDNA coding 

for the transmembrane domain and intracellular domain ofhuman Met receptor. The 

two mutations were introduced by site directed mutagenesis followed by ligation of 

the sequences into the intracellular domain ofhuman Met. The MMTV long terminal 

repeat and polyadenylation sequence of the SV40 early region were excised from a 

modified p206 vector (a kind gift of Dr. William Muller) (33) by SalI and SpeI 

cleavage and ligated into pSL301 (gift from Dr. William Muller), following 

destruction of the HindIII site in the multiple cloning site of pSL30 1. The chimeric 

Met cDNA was then ligated into the HindIII site between the MMTV and SV 40 in 

pSL301. The YI003F mutation was introduced as previously described (23). The 

M1250T mutation was introduced by site-directed mutagenesis using the QuikChange 

kit (Stratagene-La Jolla, CA) according to the manufacturers instructions. 

Methionine 1250 was converted to Thr using the 5'-GCCAGTGAAGTGGACGG 

CTCTAGAAAGTC -3' primer and its complementary primer. The silent mutations 

of the second C and A were added in order to supply a new restriction site for easy 

identification of clones. The 8.7 kb fragment containing the Met cDNA and the 

MMTV promoter and SV40 polyA was excised by SfiI-SpeI cleavage and injected 

into the pronuclei of FVB/N zygotes and implanted into FVB/N hosts by the 

Mclntyre Transgenic Core Facility in Montreal, Canada. Mice were housed in the 

Royal Victoria Hospital (Montreal, Canada) transgenic mouse facility in accordance 

with McGill University Animal Ethics Committee guidelines. 

DNA extraction and PCR 

Founder animaIs were selected and all progeny genotyped by polymerase 

chain reaction using DNA extracted from tail clippings and primers binding in the C-
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terminus of human Met and in the sv 40 poly A tail of the construct 

(Forward=S'GATGAGGTGGACACACGACCAGCC, Reverse= S'GCATTCC 

ACCACTGCTCCCATTC) yielding a band of 492 bp [9S0C denaturation-S minutes, 

94°C-30s, 60°C-30s, 72°C-4Ss]. DNA was obtained from tail clippings following 

overnight digestion with proteinase K (100)lg/mL) at S6°C (2M Tris (pH8.S), O.OSM 

EDTA (pH 7.0), 20% SDS, SM NaCl), phenol-chloroform extraction, and ethanol 

precipitation. 

gRT-PCR: 

To identify founder lines with highest levels of expression oftransgene 

transcript, RNA was extracted from mammary tissue following the Trizol protocol 

(Invitrogen, Frederick, MA). Following resuspension in diethyl pyrocarbonate 

treated water, ~30)lg of RNA was treated with DNaseI (Roche, Mannheim, 

Germany) (O.SU RNase inhibitor/)lg RNA, 2U DNaseI/)lg RNA in 10x buffer-

100mM Tris pH8.4, SOOmM KCl, ISmM MgCh, 0.01 % gelatin) and isolated using 

phenol-chloroform and isopropanol precipitation. The DNase-treated RNA was then 

amplified to cDNA using oligo dT primers (Invitrogen) and SuperScript II 

(Invitrogen). The Qiagen (Mississauga, Canada) SYBR green kit was used for qRT­

PCR. The primers as used for the qRT-PCR are specific to the SV40 polyadenylation 

sequence (Forward-S'GGAACCTTACTTCTGTGGTGT Reverse-S' GGAAAGTC 

CTTGGGGTCTTCT, product =300 bp [anneal60°C]) were utilized to detect 

transgene cDNA. GAPDH was used as an internaI control (GAPDH Forward-S'­

ACCACAGTCCATGCCATCAC Reverse-S'-TCCACCACCCTGTTGCTGTA, 

[annealSS°C] product=300 bp). For quantification, the cycle threshold number (Ct) 

exhibiting the maximum growth curve rate was determined by the Rotor-Gene 

software (Corbett Research, Sydney, Australia). 

Whole Mount Preparation 

Whole mounts were prepared by mounting the left abdominal mammary fat 

pad on a glass slide and processed as previously described (34). 
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Results 

Loss of CbI TKB Binding Site Inhibits Ubiquitylation of an Activated Met RTK 

Previously we have shown that the YI003 residue in the juxtamembrane 

domain of the Met receptor provides a direct binding site for the Cbl ubiquitin ligase 

and is required for efficient receptor ubiquitylation. Substitution of the tyrosine 

residue with a phenylalanine reduces receptor ubiquitylation and promotes oncogenic 

activation of the receptor in tissue culture and nude mouse tumorigenesis assays (22, 

23). In order to determine if the presence of an activating mutation (MI250T) affects 

the ubiquitylation status of the receptor with or without a YI003F substitution we 

utilized the mammary epithelial cellline T47D to generate stable celllines that 

expressed each of the Met receptor variants. T47D cells are one ofthe few epithelial 

celllines that has undetectable levels of expression of endogenous Met receptor (35), 

making these cells ideal for the study of mutant Met receptor ubiquitination. 

Following 5 minutes of stimulation with 3 nM HGF the cells were lysed and Met 

receptor immunoprecipitated and blotted for ubiquitin. Both the wt and MI250T 

receptors underwent ubiquitylation following stimulation whereas both the YI003F 

and the YF /MT variants exhibited decreased receptor ubiquitylation consistent with 

loss ofbinding ofthe Cbl TKB domain to the Met receptor (fig. lB). 

Presence of YI003F in the Met Receptor Prolongs Receptor Signaling 

Previous reports from our lab have demonstrated that the loss of receptor 

ubiquitylation through the Met YI 003F substitution results in sustained receptor 

phosphorylation and activation of downstream signaling pathways following 

treatment with HGF (22, 23). To determine how each Met receptor variant behaved 

following treatment with ligand-whether one mutation was dominant over the other in 

dictating the response-we stimulated stable populations of the mammary epithelial 

cellline T47D with HGF and examined the response of the receptor and downstream 

signaling proteins over time. Through 4 hours of stimulation with 1.5 nM HGF, cells 

expressing the YI003F and YF/MT mutatants show strong receptor phosphorylation 

whereas the Met-wt and Met-M1250T show decreased levels ofreceptor 
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phosphorylation at 4 hours (fig. 2A). Both Met-wt and Met-Ml 250T display an 

initial rise in phosphorylation but by 240 minutes the levels of phospho-Met have 

returned to near baseline whereas the receptors containing the YI003F mutation 

retain high levels of phosphorylation with respect to the amount of total Met through 

240 mintues (fig. 2C). The Met receptor mediates downstream signaling through the 

adaptor proteins Grb2 and Shc which couple the receptor to the Ras-MAPK pathway 

and the scaffold prote in Gab 1. Gab 1 functions to also couple Met with the Ras­

MAPK pathway, but additionally to the phosphoinositol-3-kinase (PI3K)-AKT 

pathway (36,37). Consistent with sustained receptor phosphorylation, in receptors 

containing the Y1003F substitution, MAPK pathway proteins Erk1/2, MEK1I2 as 

well as PI3K pathway protein Akt remain highly phosphorylated through 4 hours 

following receptor stimulation whereas Met-wt and Met-M1250T display a decline in 

phospho-protein levels after 60 minutes post-stimulation. 

Met Receptor Variants Are Transforming in vitro 

Expression ofMet-M1250T in fibroblasts has previously been shown to be 

transforming in vitro by focus forming assay and in vivo by subcutaneous injection of 

NIH3T3 cells expressing the receptor variant (38). As determined by HGF 

stimulation of the T47D populations, the addition ofthe YlO03F substitution to Met­

Ml250T resulted in prolonged receptor phosphorylation and a pattern of 

phosphorylated downstream proteins similar to that of the Met-Y1003F. Although 

Met-YFIMT did not appear to signal differently from Met-Y1003F, it was not clear if 

the YI003F substitution synergised with Ml250T resulting in greater transforming 

efficiency than either single mutant Met variant. 

Expression of the Ml250T Met receptor variants in Rat! fibroblasts resulted 

in morphological changes in the cells with acquisition of a more stellate shape and 

decreased cell spreading (fig. 3C). The phenotype of the Met-YI003F Rat! cell 

populations was not significantly different from the Met-wt and vector control cells. 

The Met-M1250T and Met-YFIMT variants were poody adherent, and frequently 

detached from the dish as the cells became confluent. 
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In order to examine the transforming abilities of the Met receptor variants in 

an assay in which adhesion is not a factor, we performed soft agar assays using Rat 1 

populations stably expressing similar levels of the chimeric Met receptor variants (fig. 

3D). Met-YI 003F formed a higher number of colonies per plate (~186) than the Met­

M1250T or Met-YF /MT (~98 and ~ 161, respectively) however they were much 

smaller than those formed by Met-M1250T or Met-YF/MT. Interestingly, the Met­

YF/MT displayed a phenotype intermediate between the Met-YI003F and Met­

M1250T and generated a high number of small colonies but approximately the same 

fraction oflarge colonies as the Met-M1250T (~10%) whereas only ~5% ofthe Met­

YI003F colonies were large. Nonetheless, all three variants formed at least 4 times 

more colonies than did the wt Met or the vector control demonstrating that all three 

variants do have sorne degree oftransforming ability in vitro. 

Loss of Receptor Ubiquitination Results in Transformation in vivo 

The effect of loss of receptor ubiquitination alone or in combination with an 

activating mutation was assayed in vivo using the normal murine mammary epithelial 

cellline, EpH4. Stable populations of cells expressing equallevels of the CSF-Met 

chimeric receptor variants were established following infection with retrovirus and 

antibiotic selection (fig. 4B). As a positive control we also generated stable lines 

expressing the oncogenic Met receptor fusion protein, Tpr-Met. There were no 

obvious phenotypic differences between the Met variant epithelial celllines (data not 

shown). Following injection of lxl06 cells into the mammary fat pads ofnude mice, 

tumors developed with varying latencies. With 100% penetrance, EpH4 cells 

expressing Met-YF/MT developed tumors with the same latency as the Tpr-Met 

expressing cells, at approximately 70 days. By 100 days, less than 50% ofthe Met­

YI003F and Met-M1250T injected mice had developed tumors. Met-wt and vector 

control did not form tumors through 200 days (fig. 4A). AlI tumors that developed in 

the nude mice strongly expressed the Met receptor variant proteins (fig. 4C). Hence, 

the activating and the 10ss of negative regu1ation mutations acted synergistically to 

consistently induce tumor deve10pment with the shortest latency. 
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YI003F and M1250T Act Synergistically to Induce the Formation of Mammary 

Tumors in Transgenic Mice 

Fifteen to twenty percent ofhuman breast tumors exhibit elevated levels of 

Met expression compared with normal mammary epithelium (15, 39-41). The 

sensitivity of the mammary epithelium to transformation by dysregulated Met 

signaling has been demonstrated in transgenic mice expressing Met-M1250T under 

the control of the ubiquitously expressed metallothionein promoter that developed 

mammary adenocarcinomas at 10 months of age (38). In order to determine if loss of 

negative regulation alone was sufficient to induce mammary tumors or if it could 

enhance the tumorigenicity ofMet-M1250T in the mammary epithelium, we 

generated transgenic mice expressing wt Met, Met-Y1003F, Met-M1250T and Met­

YFIMT under the control of the mouse mammary tumor virus promoter/enhancer 

(MMTV) (Supp. fig. lA). A chimeric receptor was utilized in order to distinguish, by 

immunoblotting, between the endogenous mouse Met receptor and the exogenous 

trangenic receptor using an antibody specific to an epitope in the C-terminus of the 

human Met receptor (32). The chimeric receptor (extracellular mouse/intracellular 

hum an) has been shown, in NIH3T3 cells injected subcutaneously into nude mice, to 

have equal transforming ability as a wholly mouse receptor (42). 

Between eight and twe1ve founder animaIs were generated for each construct. 

Two lines for each Met receptor variant were selected for further study on the basis of 

higher transgene transcript in females at 10 weeks of age and at lactational day 18 as 

determined by RT-PCR (Supp. fig. lB). 

For each transgenic line two cohorts ofmice were established-multiparous and 

nulliparous animaIs. Of the two lines, a primary line was selected to establish a 

cohort of at least 13 female mice that were continuously bred from 10 weeks of age in 

order to enhance transgene expression in the mammary epithelium. A cohort of 

nulliparous mice was established from both founder lines of each transgene. In 

addition to the transgenic animaIs, two cohorts of non-transgenic FVB mice were 

maintained-multiparous and nulliparous-in order to control for spontaneous lesions 

that arise in the FVB population. 
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None of the transgenic lines displayed any abnormal breeding or lactating 

phenotypes and litter sizes were similar to those from the FVB parentalline. Whole 

mount analysis of the mammary fat pad 4 from 3 and 9 week nulliparous mice 

revealed no significant difference from the FVB controls (Supp. fig. 1 C). 

Multiparous mice from alllines, and the FVB controls, developed mammary 

tumors however, multiparous Met-YF/MT mice developed tumors with a decreased 

latency and increased penetrance compared with the other lines. From two lines of 

Met-YF /MT mice, multiparous mice developed tumors at approximately 419 days 

with 44% penetrance (Table 1). The M1250T mice developed tumors at 

approximately 547 days, but only 21 % penetrance. Compared with FVB tumor 

latency, the Met-YF/MT tumors arose statistically significantly earlier (p=6xlO-s, 

student's t-test) whereas none of the other lines arose significantly earlier than FVB. 

Both Met-YF/MT and Met-M1250T tumors exhibited expression ofthe exogenous 

protein by immunoblotting, however none of the Met YI 003F nor the Met wt tumors 

expressed exogenous Met prote in (data not shown). Additionally, the tumors that 

developed in the Met -YF /MT nulliparous mice exhibited expression of exogenous 

Met, whereas none of the other nulliparous mouse tumors did, again indicating the 

potency of Met-YF/MT to induce cellular transformation. The failure of the Met-wt, 

and Met-YI 003F tumors to express exogenous protein, coupled with the latencies 

suggests that these tumors are spontaneous tumors seen in aged mice. Thus, 

expression of Met-wt or Met-Y1003F alone is not sufficient to transform mammary 

epithelium in transgenic animaIs. Met-M1250T is not highly transforming either, 

however, together, the YI003F contributes to the transforming ability of Met­

M1250T. 
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Discussion 

Growth factor receptor tyrosine kinases control growth, proliferation, 

differentiation, survival and migration. Since deregulation of more than 30 RTKs has 

been observed in human cancers (43), it is essential to understand how RTKs are 

regulated. Increased RTK signaling occurs through multiple mechanisms in human 

cancers including amplification of the gene locus, increased transcription, or point 

mutations that cause structural alterations resulting in increased kinase activity, 

altered substrate specificity or ligand-independent activation ofthe receptor. Recent 

data also indicate that failure ofRTKs to be appropriately downmodulated following 

activation may contribute to cancer development or progression. 

A major pathway involved in the downmodulation ofRTKs involves their 

ligand-induced intemalization through endocytosis followed by their degradation in 

the lysosome. The accelerated ligand-dependent degradation ofRTKs is also a means 

of switching off initiated signaling pathways through the sequestration of the receptor 

cytosolic domain in the late endosome/multivesicular body. Receptor targeting for 

intemalization into the multivesicular body is dependent on ubiquitylation (44-46). 

Although loss of ubiquitylation of the Met R TK has been shown to result in enhanced 

transforming activity of the receptor in vitro, the consequence ofthis oncogenic 

activation of the receptor in vivo was unknown. 

Here we show that the loss of Met receptor ubiquitylation acts synergistically 

with receptor activation to induce tumorigenesis in a transgenic model of mammary 

tumorigenesis. The dramatic differences in tumor development in the MMTV-Met 

transgenic mice highlights the cooperation between the YI003F and MI250T 

mutations. The failure of the Met-YI003F mice to develop mammary tumors that 

express exogenous protein indicates that in non-immortalized cells Met-YI 003F is 

poorly transforming. Similarly, few MMTV -Met-M1250T mice developed mammary 

tumors, however, there were three tumors that did express exogenous Met prote in 

indicating that Met-M1250T can be weakly transforming in vivo. The decreased 

latency and increased penetrance oftumors in the MMTV-Met-YFIMT demonstrates 

that loss of receptor ubiquitylation greatly enhances the transforming potential of the 

M1250T activating mutation. Fifty percent ofMMTV-Met-YFIMT tumor bearing 
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mice carried multiple tumors, again indicating the potency of the Met-YF/MT in 

transforming cells. Graveel et al. generated knock-in mice that expressed a Met 

receptor containing one or two activating mutations (47). Fifty-nine percent of their 

Met-Ml 250T mice developed non-mammary tumors but when Ml250T was 

combined with a second kinase domain activating mutation, the incidence of tumors 

was only 50% (47), thus there appears to be no synergy in tumorigenesis between the 

two activating mutations. We have created a unique model that demonstrates how 

two classes of mutations can have an additive effect on transformation. 

When stably expressed in the mammary epithelial cellline T47D, the Met­

YI003F substitution results in decreased receptor ubiquitylation even in the presence 

of the Ml250T activating mutation (fig. lB) and the reduced ubiquitylation led to 

prolonged receptor phosphorylation following stimulation with HGF. Met-M1250T 

in T47D cells displayed signaling kinetics similar to that of Met-wt with near 

extinction ofphospho-Erkl/2 and phospho-MEK four hours after addition ofHGF to 

the medium whereas the variants containing the Yl003F substitution displayed 

sustained MAPK pathway activation (fig. 2). Phospho-Akt was induced and 

sustained in all Met variants except for Met-MI250T, thus the YlO03F appears 

dominant in maintaining phospho-Akt in Met-YF/MT. Importantly, as was 

previously observed in our laboratory, the receptor variants that contain the YI003F 

mutation are expressed at higher levels in the stable T47D populations (22). The 

increased levels of prote in are consistent with a study that demonstrated that Met 

receptor ubiquitylation correlates with ligand-induced degradation (48). 

Similarly, when expressed in the normal murine mammary epithelial cellline 

EpH4, the additive effects of the YlO03F and Ml250T mutations were observed. 

Singly, Met-Yl003F and Met-Ml 250T are only weakly transforming, however when 

combined the transforming ability was equivalent to that of the potent oncogenic form 

of Met, Tpr-Met. It is possible that because the YI003F substitution causes the 

receptor to be inefficiently degraded (22) that Met-YF/MT may continue to signal 

intracellularly as does the cytoplasmic protein Tpr-Met (49), whereas Met-wt or Met­

Ml250T does not signal from within in the cell, but only at the membrane. 

Altematively, perhaps the duration of the signal, as a result ofimpaired receptor 
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degradation, is a causal factor in cellular transformation. Tpr-Met is constitutively 

dimerized by the Tpr leucine zipper (25) but it is also lacking residue YI003 and may 

not be properly degraded, thus the prolonged signaIs may be similar between Met­

YF/MT and Tpr-Met. 

Impaired receptor ubiquitylation of an RTK may play a role in breast cancers 

that overexpress the EGFR family member, ErbB2. Twenty to thirty percent of 

human breast cancers overexpress ErbB2 and this finding indicates poor prognosis 

and decreased survival (50, 51). There is no known ligand for ErbB2 and 

overexpression of ErbB2 drives the formation of heterodimers with other EGFR 

family members that propagate an EGFR signal intracellularly (52). ErbB2 is 

resistant to Cbl-mediated degradation and conf ers this resistance to active 

heterodimers possibly by failing to phosphorylate the Cbl-binding site on the other 

member of the receptor pair (53). EGFR-ErbB2 heterodimers are slowly 

intemalized and quickly recycle back to the plasma membrane (53, 54), allowing for 

potentiation of the EGFR-dependent signal. Thus, by dimerizing with ErbB2, EGFR 

escapes Cbl-mediated downregulation, however, whether this occurs in vivo is 

unknown. 

In human lung cancer, a Met receptor splice variant was identified that is 

lacking exon 14 (Met.i1ExI4), coding for a large portion of the juxtamembrane 

domain and including YI003 (13). Similar to the Met-YI003F, Met.i1ExI4 displayed 

reduced ubiquitylation and prolonged phosphorylation ofboth receptor and 

downstream signaling proteins upon treatment with ligand (13). Additionally, 

expression of Met.i1ExI4 in fibroblasts was shown to induce tumor formation in a 

xenograft model (13,55). Interestingly, in neither tumorigenesis assay was Met­

YlO03F used as a control, thus it is still unknown ifYlO03F alone transforms to the 

same extent as Met.i1ExI4. The discovery of Met.i1ExI4 in human lung cancer, but 

not in nonneoplastic tissue from the same patient suggests that the dysregulated 

receptor plays a role in the initiation or maintenance of the tumor. As the 

juxtamembrane domain ofRTKs frequently plays a role in receptor negative 

regulation (56), it is possible that Met.i1ExI4 is more transforming than Met-YlO03F 

as a result of disruption of other negative regulatory functions that the JM domain 
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may serve. Comparison of the in vivo transforming abilities of the two Met JM 

mutants may yield insight into other negative regulatory functions that the Met JM 

domain may have. If the JM do main serves only to permit receptor ubiquitylation, 

our studies suggest that it is unlikely that expression ofMet~ExI4 was the initiating 

event in tumorigenesis and may be an incidental finding. 

Through these studies we have demonstrated that loss of negative regulation 

of an activated receptor tyrosine kinase can contribute to cellular transformation. 

Although, Met-YI 003F alone was not a strongly transforming signal, when combined 

with the activating Met-MI250T, there was an additive effect on transformation 

observed in the in vivo tumorigenesis assays. As point mutations and deletions have 

already been observed in tumors in the JM domain ofthe Met receptor (13, 14), 

perhaps loss ofnegative regulation ofRTKs is a more common event than previously 

believed and should not be overlooked. 
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Figure 1. The Y1 003F juxtamembrane substitution results in decreased 
receptor ubiquitylation. A. Schematic of the Met receptor variants. Receptor 
contains either no mutations, the Y1003F mutation alone, M1250T alone, or a 
combination of both YF/MT. B. Following 2 minutes of stimulation with 3nM 
HGF, T470 cells stably expressing Met receptor variants were Iysed in 2% 
SOS. Lysates were boiled for 10 minutes, diluted to 0.4% SOS, 2% Triton and 
Met receptor protein was immunoprecipitated and blotted with anti-ubiquitin 
antibodies; the membrane was stripped and reblotted with antibodies against 
Met. 
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Figure 2. Activation of the Met-Y1003F receptor and downstream signaling 
proteins is sustained following stimulation with HGF. A. T47D cells were 
stimulated with 1.5nM HGF for the indicated times and Iysed in TGH buffer. 
Met protein was immunoprecipitated and immunoblotted with phosphotyrosine 
antibodies (top). The membrane was stripped and re-blotted for total Met 
protein. B. T47D cells were stimulated with 1.5nM HGF and Iysed as a 
above. Whole ceillysate Was blotted with antibodies to phospho-Ser217/221 
MEK1/2, total MEK, phospho-Thr202/Tyr204 Erk1/2, total Erk1/2, phospho­
Ser473 Akt, and total Akt. C. Quantitation of bands indicating trend of p-Met 
overtime. 
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Figure 3_ Transformation assays utilizing Rat1 cells expressing chimeric CSF­
Met receptor variants_ A. Soft agar assay-1 x1 06 cells were plated in agar 
and grew for 3 weeks in the absence of ligand. B. Quantification of colonies 
in soft agar. C. Rat1 fibroblast populations stably expressing Met receptor 
variants. Cells were maintained in DMEM/10% FCS under G418 selection. 
Phase contrast images taken 2 days after plating D. Protein expression levels 
of Met receptor variants in the Rat-1 populations used in the soft agar assay. 
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Figure 4. EpH4 cells expressing Met receptor variants form tumors following 
mammary fat pad injection into nude mice. A. Time course of tumor 
development in the mammary fat pad of nude mice injected with stable EpH4 
populations expressing Met receptor variants. B. Immunoblot of levels of 
pratein expression of Met receptor variants in EpH4 populations prior to 
injection. C. Immunoblot of protein levels of Met receptor variants in Iysates 
fram tumors resulting fram the mammary fat pad injections. 
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Tumor Lateney and Penetranee in MMTV-Met Transgenie Mice 

NuJJjparous Multiparous 
mice with mice with 

tumors/total average multifocal tumors/total average multifocal 
Strain mice latency tumors mice latency tumors 

FVB 0/15 NIA 0 4/21 (19%) 610 2/4 (50%) 

MMTV-Metwt 0/25 NIA 0 3/13 (23%) 513 1/3 (33%) 

MMTV-Met Y1 003F 1/26 (4%) 821 0 3/17 (18%) 642 0 

MMTV-Met M1250T 1/24 (4%) 614 0 3/14 (21%) 547 1/3 (33%) 

MMTV-Met-YF/MT 2119 (11%) 441 1/2 (50%) 15/34 (44%) 419" 9/18 (50%) 

Table 1. Turnor incidence and latencies in MMTV-Met transgenic lines. 
* p=6x10-5. No statistically significant (p<0.05) differences arnongst other 
rnean values. 
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Supplemental Figure 1. Basic characterization of MMTV-Met transgenic lines. A. 
Schematic of construct used to generate the trangenic mice. B. RT-PCR of 
RNA extracted from the mammary glands of virgin (V) and lactating d18 (L) 
females from each of the transgenic lines selected. C. Whole mounts of 
mammary fat pad 4 from 3 (i, ii) and 9 (iii, iv) week old transgenic and wild type 
mice. i, iii-MMTV-Met; ii, iv-FVB control mice. Ali images taken at O.6x 
magnification. 
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Preface 

Expression of the Met receptor tyrosine kinase is elevated when compared 

with normal tissue in 15-20% of hum an breast cancers. Overexpression of Met in 

breast tumors predicts a shorter disease-free interval and shortened survival time 

independent of patient age, tumor size and ErbB2 status. In order to examine Met­

dependent mammary tumorigenesis we have generated transgenic mice that, through 

the use of a mammary-specific promoter, express dysregulated Met receptors in the 

mammary epithelium. The Met receptor variants used contained one or two 

mutations in the intracellular domain. The first mutation (YI 003F) is a 10ss of 

negative regulation mutation in the juxtamembrane domain that prohibits binding of 

the tyrosine kinase binding domain of the ubiquitin ligase Cbl, resulting in prolonged 

signaling downstream of the receptor due to decreased receptor ubiquitination. The 

second mutation (M1250T) is an activating mutation in the kinase domain that has 

been observed in the Met receptor in patients with papillary renal carcinoma. Both 

mutations have been shown to be transforming independently in vitro and have an 

additive effect on transformation when both mutations are present in the receptor 

(Met-YF/MT). 

Previously, other Met-related transgenic models had been generated and did 

yield mammary tumors, however, none has been characterized in detail nor has any 

expressed the Met receptor under a mammary-specific promoter. In this manuscript 

the Met-expressing tumors are characterized, yielding insight into how the Met 

receptor contributes to mammary tumorigenesis by cooperating with other oncogenic 

events and possibly affecting the progenitor cell population. 
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Abstract 

Elevated expression of the Met receptor tyrosine kinase when compared with 

normal epithelium is observed in 15-20% ofhuman breast cancers and, independent 

of patient age, tumor size and ErbB2 expression status, predicts a poor prognosis and 

a shorter disease-free interval. In order to examine the role of dysregulated Met 

signaIs in mammary tumorigenesis we have generated transgenic mice using the 

mouse mammary tumor virus (MMTV) promoter/enhancer to drive expression of 

either a wild type or a dysregulated Met receptor in the mammary epithelium. The 

dysregulated receptor contains either one or both an activating mutation originally 

isolated from patients with hereditary and sporadic papillary renal carcinoma 

(M1250T) or a loss ofnegative regulation mutation (YlO03F) that results in enhanced 

receptor stabilization. 

Mammary development and lactation in the transgenic mice are normal, 

however, multiparous mice from both the Met-M1250T and Met-YF/MT lines, but 

not Met-wt nor Met-YI003F, develop mammary adenocarcinomas with long latencies 

and low penetrance. Multiparous Met-YF /MT mice develop tumors in approximately 

435 days whereas multiparous Met-M1250T mice develop tumors at approximately 

547 days. Tumors from the Met-YF/MT mice are comprised mainly ofluminal cells 

and, unlike many transgenic models, display a range of histological phenotypes. The 

Met-M1250T tumors display a basal phenotype as determined by staining for basal 

cytokeratins and markers ofprogenitor cells. Additionally, the Met-M1250T tumors 

display nuclear p53 staining. Microarray data obtained from the Met-YF/MT and 

Met-M1250T tumors clusters according to Met variant expressed, supporting the 

observed differences in phenotypes. Exogenous protein is expressed in the tumors 

and established signaling pathways downstream from the Met receptor are activated 

as evidenced by phosphorylation of Gab 1 and proteins of the MAPK pathway. The 

difference in phenotypes between Met-M1250T and Met-YFIMT tumors highlights 

the impact of the cooperation of the activating and loss of negative regulation 

mutations in inducing transformation. Through mammary expression of dysregulated 

Met receptors we have generated a murine model for human tumors that recapitulates 

the diversity of breast cancers seen in the human population. 
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Abbreviations 
ALASI 
Cbl 
CD31 
E-cadherin 
ErbB2 
Gabl 
GAPDH 
Grb2 
HER2 
HGF/SF 
K6 
K8118 
K14 
MAPK 
MEK 
MMTV 
P-cadherin 
PCNA 
RTK 
TNM 
TUNEL 

VEGF 
WAP 

d-Aminolevulinate Synthase 
Casitas B-lineage Lymphoma 
Cluster of differentiation 31-endothelial cell marker 
Epithelial cadherin 
Erythroblastic leukemia viral oncogene2 
Grb2 Associated Binding prote in 1 
Glyceraldehyde-3-Phosphate Dehydrogenase 
Growth factor Receptor-Bound protein2 
Human Epidermal growth factor Receptor2 
Hepatocyte Growth Factor/Scatter Factor 
Cytokeratin6-putative progenitor cell marker 
Cytokeratin8118-luminal cell marker 
Cytokeratin14-myoepithelial cell marker 
Mitogen Activated Protein Kinase 
Mitogen activated prote in kinase kinase 
Mouse Mammary Tumor Virus 
Placental cadherin 
Proliferating Cell Nuc1ear Antigen 
Receptor Tyrosine Kinase 
Tumor/Lymph Node/Metastases 
Terminal deoxynuc1eotidyl Transferase mediated-dUTP Nick 
End Labeling 
Vascular Endothelial Growth Factor 
Whey Acidic Protein 
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Introduction 

Breast cancer is the second most common cancer in women, affecting one in 

eight women in the USA (1). Receptor tyrosine kinases (RTK), a family of 

transmembrane signaling proteins, have documented roles in the development of 

breast cancer as well as other cancers (review-(2». Amplification ofthe HER2 RTK 

is observed in 20-30% ofhuman breast cancers and is inversely correlated with 

patient survival (3). Additionally, the hepatocyte growth factor/Met receptor tyrosine 

kinase is expressed at elevated levels compared with normal tissue in ~20% ofbreast 

cancers (4-6) and the overexpression predicts po or prognosis in lymph node-positive 

patients independent ofHER2 expression status (7). Additionally, high serum levels 

ofhepatocyte growth factor/scatter factor (HGF/SF), the ligand of the Met receptor, 

have been correlated with a shorter disease-free interval following surgery (8) and a 

higher tumor/lymph node/metastasis (INM) score in women with invasive breast 

cancers (9-12). 

Met receptor signaling, following binding ofHGF, propagates signaIs for a 

number of cellular processes that may have implications in the development or 

progression of cancer such as induction of cell motility, mitogenesis and angiogenesis 

(review-(13». Met receptor signaling is consistent with a role in normal mammary 

development. Expression of Met and HGF has been shown in mice (14) and rats (15) 

to be upregulated during puberty, early pregnancy and involution, but downregulated 

during lactation. Elevated levels ofHGF in the mammary fat pad (MFP) during 

glandular development results in increased ductal branching (16, 17). Moreover, 

HGF treatment ofthree-dimensional cultures ofmammary epithelial cells induces 

branching morphogenesis recapitulating the formation of a normal ductal system in 

vitro (18-20) 

Several transgenic mouse models of Met receptor signaling have been 

generated, however none has specifically targeted Met expression to the mammary 

epithelium. When either HGF or an activated Met receptor is expressed under the 

ubiquitously expressed metallothionein promoter, the mice develop mammary 

tumors, as well as other malignancies following breeding (21-23). Additionally, 89% 

of multiparous transgenic mice expressing HGF under the mammary-specific whey 
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acidic prote in (W AP) promoter developed tumors with a latency of less than one year 

(16). These transgenic mice highlight the susceptibility of the mammary epithelium 

to transformation by an enhanced Met!HGF signal. 

In order to explore the role of a dysregulated Met receptor specifically in the 

mammary epithelium we have generated transgenic mice expressing either the wild 

type Met receptor or a mutant Met receptor containing either a loss of negative 

regulation mutation (Met-YI 003F), an activating mutation (Met-MI250T) or a 

combination ofboth mutations (Met-YF/MT) under the MMTV promoter/enhancer. 

In contrast to the WAP-HGF transgenics in which the promoter is activated in 

pregnancy and lactation as cells differentiate to become milk-producing cells (16), the 

MMTV promoter is a hormonally-responsive promoter that drives low levels of 

expression in all stages of mammary gland development but expression is enhanced 

during pregnancy and lactation. 

The M1250T mutation in the Met receptor was originally isolated from 

patients with either hereditary or sporadic papillary renal carcinomas (24) whereas the 

YI003F mutation leads to enhanced stability ofthe Met receptor (25, 26). Loss of 

YI003 has been observed in human non-small celliung carcinomas through the 

deletion of the entirety of exon 14 (27). Other juxtamembrane residues in the Met 

receptor have been found to be altered in cancers such as lung and gastric (27-29). 

Independently, both the Ml250T and the YI003F mutations have been shown to be 

transforming by both in vitro (26, 30) and in vivo subcutaneous tumor assays (23, 25), 

however, the Met-YF /MT receptor is significantly more transforming than either 

mutation alone as determined by in vitro assays and in transgenic mice (S. 

Petkiewicz, manuscript in preparation). 

In this manuscript we show that whereas many R TK mammary tumor models 

display one primary phenotype, the Met-YF /MT tumors displayed a range of 

histological phenotypes. The Met-M1250T tumors, did not resemble the Met-YFIMT 

tumors and whereas the Met-YF /MT tumors were comprised mainly of luminal 

epithe1ial cells, the tumors expressing the Met-M1250T mutant contained both 

luminal and basal cytokeratin-expressing cells indicating the possibility of progenitor 

cell transformation. Through these experiments we have demonstrated that 

127 



expression of a dysregulated Met receptor in the mammary epithelium can result in 

the development oftumors with a range ofhistological phenotypes similar to those 

observed in human breast cancers. 
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Materials and Methods 

Transgenic AnimaIs 

The MMTV-Met transgenic animaIs were generated as described previously 

(S. Petkiewicz, manuscript in preparation). Mice were housed in the Royal Victoria 

Hospital (Montreal, Canada) transgenic mouse facility and aU experiments were 

carried out in accordance with McGill University Animal Ethics Committee 

guidelines. Genotyping and selection of founder lines was performed as previously 

described (S. Petkiewicz, manuscript in preparation). 

Histology and Immunohistochemistry 

Tissues harvested from the MMTV -Met or nontransgenic littermates were 

fixed overnight in 10% buffered formalin (Surgipath, Richmond, IL), dehydrated, 

embedded in paraffin using standard techniques and sectioned at 5 /-lm. Paraffin 

sections were stained with haematoxylin and eosin for histology. 

Immunohistochemical assays on paraffin sections were carried out by 

deparaffinization, rehydration to water, heat-induced antigen retrieval in 10 mM 

sodium citrate buffer pH 6.0, blocking of endogenous peroxidases using 3% (v/v) 

hydrogen peroxide for 15 minutes, and blocking using either BSA or serum specific 

to the secondary antibody used. The primary antibodies used and their dilutions were 

PCNA (1: 1400) from DAKO Cytomation (Glostrup, Denmark), E-cadherin (1: 1 00) 

from Transduction Labs (Franklin Lakes, NJ), Met 905 (1 :200) from Cedarlane 

(Hornby, ON, Canada), p53 (1 :250) from Santa Cruz Biotechnologies (Santa Cruz, 

CA), cytokeratin 8/18 from Fitzgerald Industries International (Concord, MA), 

cytokeratin 14, cytokeratin 6 from Covance (Berkley, CA). Bound antibody was 

detected using the Vectastain Elite ABC Kit from Vector labs (Burlingame, CA, 

USA). The secondary antibodies used were biotin-conjugated anti-rabbit, anti-mouse, 

and anti-guinea pig (Vector Labs). AlI were visualized using DAB + (DAKO) and 

counterstained with 25% haematoxylin. 
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Determination of Microvessel Density 

Microvessel density was determined by counting the number of CD31 positive 

ducts present per high power field (20x objective, 10x objective-200x final) in areas 

ofhighest vascular density. Single, staining cells were counted as were clusters of 

endothelial cells even if lumens were not apparent. Branching vessels within a field 

were counted as only one vessel. Areas of necrosis and peritumoral vasculature was 

not counted. Five fields were counted per tumor section and an average taken. 

Immunoblotting 

Mammary tissue lysates were generated by crushing frozen tissue with a 

mortar and pestle and lysing in 1 % Triton lysis buffer (TGH) (50 mM HEPES, pH 

7.5, 150 mM NaCI, 1.5 mM MgC}z, 1 mM EGTA, 1 % Triton X-I00, 10% glycerol, 1 

mM phenylmethylsulfonyl fluoride, 1 mM sodium vanadate, 1 0 ~g/ml aprotinin, and 

10 ~g/mlleupeptin). Fort Y ~g ofwhole celllysate was resolved by SDS-PAGE and 

separated proteins were transferred to a nitrocellulose membrane (Hybond-C Extra, 

Amersham-Buckinghamshire, UK). Membranes were blocked with 3% bovine serum 

album in and blotted with antibodies binding the C-terminus of hum an Met (Met 144) 

(31), murine Met (B2), HGF (H-145), (Santa Cruz-Santa Cruz, CA) phosphotyrosine 

Met (p YI234/35), phospho-ERKl/2 (pThr202/pTyr204), ERKl/2, phospho-MEKl/2 

(pSer217/221), MEK 1/2, phospho-Aktl (pSer473), Aktl, phospho-Stat3 (pTyr705), 

Stat3 (Cell Signaling-Danvers, MA, USA); phospho-Gabl (Biosource-Camarillo, 

CA); Gabl (Upstate-Lake Placid, NY); alpha-tubulin (Sigma-St. Louis, MO); 

cytokeratin 8 (Novocastra, Norwell, MA). 

DNA was extracted from the Triton-insoluble pellet following tissue lysis. 

Pellets were incubated ovemight at 56°C in tissue lysis buffer [(2M Tris (pH8.5), 

0.05M EDTA (pH 7.0), 20% SDS, 5 M NaCI)], with proteinase K (100~g/mL). DNA 

was then phenol-chloroform extracted, and precipitated with ethanol. Primers used 

for determining transgene copy number bound within the SV 40 polyadenylation 

sequence. SV40 Forward-5'GGAACCTTACTTCTGTGGTGT Reverse-5' 
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GGAAAGTCCTTGGGGTCTTCT, annealing 60°C, product of 300 bp. Copy 

number was normalized to GAPDH copy nurnber. GAPDH Forward-5'­

ACCACAGTCCATGCCATCAC Reverse-5'-TCCACCACCCTGTTGCTGTA, 

annealing 55°C, product of 300 bp. 

Laser Capture Microdissection and Microarray Preparation 

Turnor and matched normal tissue was embedded in OCT (TissueTek) and 

fixed, H&E stained, frozen sections were laser capture microdissected with a PixCell 

Ile LCM system (Arcturus). Total RNA from laser captured cells was isolated using 

phenol-chloroform extraction and subjected to DNase treatment, as previously 

described (32). Total RNA was quantified using RiboGreen reagen (Molecular 

Probes) and RNA quality was assessed using Agilent's Bioanalyzer. 4 ng of total 

RNA from each tissue underwent two rounds oflinear T7-based RNA amplification 

(Amino Allyl MessageAMP kit, Ambion-Austin, Texas), and the resulting amino 

allyl RNA was conjugated to Cy3 and Cy5 dyes (Amersham) according to 

manufacturer's protocol. Universal mouse reference RNA (Stratagene-La Jolla, CA) 

was subjected to amplification and labeling using the same method. Duplicate 

hybridizations were performed for aIl samples using reverse-dye labeling. RNA 

concentration and dye incorporation was determined by UV -vis spectorphotometer 

(Nanodrop ND-1000), and RNA quality was assessed using the Agilent 2100 

Bioanalyzer. 0.75J..lg ofCy3 and Cy5-labeled RNA was hybridized to 44k Whole 

Mouse Genome Oligo microarrays (G4122A, Agilient). Arrays were washed, dried, 

and scanned using Agilent's dual laser scanner (Model G2505B) according to the 

manufacturer's procedure. 

131 



Statistical Analysis 

Scanned images were feature extracted using Feature Extraction 7.11 software 

(Agilent). Class discovery under Pearson correlation distance metrics was performed. 

To assess the significance of the clusters, 1000 bootstrap iterations were done using 

the pvclust package for R (http://www.ncbi.nlm.nih.gov/entrez/query.fcgi? 

cmd=Retrieve&db=PubMed&list_ uids= 16595 560&dopt=Abstract&holding=fl OOO,fl 

OOOm,isrctn) 

Class distinction between pooled tumor samples and pooled normal samples 

was performed. The top 2000 differentially expressed genes were used to generate the 

heatmap. 
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ResuUs 

Dysregulated Met Receptor Induces Mammary Tumors 

To examine the tumor-inducing capacity of an activated Met RTK when 

expressed in mammary epithelia we generated transgenic mice that expressed either 

the wild type Met, Met-Y1003F, Met-M1250T or Met-YF/MT under the control of 

the MMTV promoter/enhancer (fig. 1). For each transgenic strain, two founder lines 

were established. From the primary founder Hne, at least 13 females were selected 

for continuous breeding from 10 weeks of age and from both the primary and 

secondary Hnes, at least 8 females were aged as nulliparous mice. AlI original 

founder animaIs were kept after they ceased to breed and three separate Met-YF/MT 

founder animaIs developed tumors at approximately 1 year of age indicating that 

tumors developing in the Met-YF/MT cohorts are not dependent on integration site. 

AdditionalIy, tumor development did not appear to be dependent on the number of 

copies oftransgene as was determined by qPCR (Supp. fig. lB). Tumors that 

developed in Met-wt and Met-YI 003F animaIs failed to express exogenous protein, 

however, both Met-M1250T and Met-YF/MT mice grew tumors that expressed 

exogenous prote in (fig. 2). Tumors, once discovered by palpation, grew rapidly and 

typically the mice were sacrificed within 3 weeks. In the Met-YF /MT lines, tumors 

appeared in two founder Hnes before selection of primary and secondary lines was 

complete, thus multiparous mice from two Met-YF/MT lines were maintained (table 

1). 57% ofmultiparous animaIs from the Met-YF/MT1Iine developed mammary 

tumors at a mean of 406 days, but none of the nulliparous animaIs developed tumors. 

In contrast, in the Met-YF/MT2Iine, three out ofthirteen (23%) multiparous animal 

developed mammary tumors at approximately 460 days, but significantly, two 

nulliparous animaIs developed mammary tumors at an average latency of 441 days; in 

one of the nulliparous mice five mammary fat pads were affected. Four tumors 

developed in three multiparous Met-M1250T mice, but much later than the Met­

YF/MT tumors, at an average latency of547 days (table 1). 
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Exogenous Met Protein is Expressed in Mammary Adenocarcinomas 

In order to determine the activation state of the exogenous Met protein 

expressed in the mammary turnors, lysates from the mammary turnors were 

immunoblotted using an antibody specific to the intracellular domain of the human 

Met receptor (31). Strong expression of exogenous Met is visible in the tumors 

whereas the protein is weak or undetectable in an unaffected mammary fat pad from 

the same animal (fig. 2A). Importantly, none of the Met-wt nor Met-YI003F turnors, 

despite carrying the transgene, demonstrated exogenous Met receptor expression by 

either immunoblotting or immunohistochemistry (data not shown), thus the tumors 

from these mice may simply be spontaneous lesions as would be suggested by their 

long latency. 

In addition to being highly expressed in the tumors, the exogenous Met 

receptor is phosphorylated on residues Y1234/1235 as determined by blotting with a 

phospho-specific antibody. Phosphorylation ofY1234/35 in the activation loop is 

required for Met kinase activation (33,34). Notably, the leve1 ofphosphorylation 

observed was proportional to the level of exogenous Met expressed in the turnors (fig. 

2A). 

In hurnans, coexpression of ligand and receptor has been documented (35,36) 

implicating an autocrine loop in increasing signaling from the Met receptor. To 

establish ifHGF was e1evated in tumor tissue and thus was responsible for the 

activation of the exogenous Met receptor, membranes were probed for endogenous 

HGF protein. Turnors showed no increase in HGF expression compared with normal 

tissue, thus, upregulation of ligand was most like1y not responsible for the strong 

receptor phosphorylation (fig. 2B). The elevated leve1s ofphospho-Met could also be 

due to either upregulation of or heterodimerization with endogenous, murine Met. In 

order to rule out these possibilities, levels of endogenous murine Met were assayed 

using an antibody specifie for murine Met. Endogenous mouse Met receptor was 

expressed at similar leve1s amongst all samples tested and between normal and turnor 

tissue, demonstrating no upregulation of endogenous Met receptor in the mammary 

turnors. The Met receptor has been shown to heterodimerize with its c10sely related 

family member, Ron (37), however tumor lysates did not show upregulation ofRon 
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compared with normal tissue (data not shown), thus, Ron-Met heterodimers are most 

likely not responsible for the strong phospho-Met. Therefore, the elevated levels of 

phospho-Met are either due to stimulation by endogenous HGF or receptor 

homodimerization in the absence of ligand as a result of high concentrations at the 

plasma membrane, as has been observed in transiently transfected cells (38). 

In several studies ofhuman tumors (39-42) and in one Met receptor knock-in 

model (43), the Met receptor locus has been shown to be amplified in tumor tissue. 

In order to determine if amplification of the transgene had occurred, we performed 

quantitative peR on DNA extracted from the tumors and contrasted it with DNA 

obtained from unaffected tissues from the same animal and normalized all DNA 

levels to GAPDH. The analysis of this data revealed that the inserted Met construct 

DNA had not been amplified in the tumors (Supp. fig. 1). Additionally, the transgene 

present in the tumors was sequenced and no additional mutations were identified 

(data not shown). 

Downstream Signaling in the Tumors 

As the exogenous Met receptor was phosphorylated and active, the activation 

state of various proteins known to be downstream from Met were assayed by 

immunoblotting. The primary binding partner of the Met receptor, the scaffold 

protein Gab 1, was found to be highly phosphorylated in tumors but not 

phosphorylated in the normal tissue, and the level of phosphorylation was 

proportional to the amount of exogenous Met expressed in the tumors (fig. 3). 

Through the adapter protein Grb2 and the scaffold protein Gab 1, Met is coupled to 

the MAPK pathway (44,45). Phosphorylated MEKl/2 was detected in tumor lysates 

but not in normal gland, however, the levels ofphospho-MEKl/2 did not always 

correlate with the levels of phospho-Met indicating there may be cooperating 

activated oncogenic pathways present in the tumors (fig. 3). The phosphorylation of 

Erkl/2 in tumors versus normal was more consistent, however, the total levels ofErk 

are upregulated in tumor compared with normal tissue. The Met receptor is aiso 

coupled to the PI3K1Akt pathway through Gabl (44) and by binding directly to the 

p85 subunit of PI3K (46). Tumor samples had slightly higher levels of 
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phosphorylated Akt compared with normal tissue, and importantly, AKT levels were 

stable between tumor and normal (fig. 3). The M1250T mutation has been shown 

induce binding ofStat3 to the Met receptor (47), thus, as aIl the Met-expressing 

tumors expressed a Met receptor that contained the M1250T mutation, we blotted for 

phosphorylated Stat3. Tumors contained higher levels ofp-Stat3, but levels were not 

proportional to the amount of exogenous Met expressed. Notably, levels of Stat3 

were increased in the tumor compared to normal tissue (fig. 3). As Met and Myc 

were shown to cooperate in mammary tumorigenesis in a mouse model (48), we 

blotted for Myc prote in but did not find any upregulation of Myc in tumor versus 

normallysates (data not shown). 

Histological Analysis of MMTV -Met mutant Mammary Tumors 

Of the other Met-related transgenic animaIs, only the WAP-HGF mice 

provide a thorough description ofhistology of the resulting mammary tumors (16). 

AIl Met-related transgenic mice were described as having adenocarcinomas (16, 22, 

23), however, little other detail is provided making it difficult to determine ifthere is 

a consistent Met mammary tumor phenotype. Histological examination of the Met­

YF /MT mammary tumors revealed that aIl tumors were adenocarcinomas, but several 

histological subtypes and degrees of differentiation were noted. The most common 

phenotype was the poorly-differentiated, solid, nodular, tumor similar to tumors 

observed in ErbB2 transgenic mice (fig. 4A, table 2). More differentiated papillary 

tumors were observed in several animaIs (fig. 4D). AdditionaIly, a secretory 

phenotype was seen in four tumors (fig. 4B) showing the ductal structures containing 

a proteinaceous secretion. Several tumors had invasive margins and fig. 5C shows a 

weIl-differentiated invasive tubular adenocarcinoma invading through the muscle 

tissue adjacent to the mammary fat pad. The Met-M1250T tumors contained areas of 

squamous metaplasia (fig. 4F) but were otherwise poorly differentiatated aside from a 

few obvious ductal structures (fig.5D, 4E-arrow) . 

136 



MMTV-Met-YF/MT Tumors Rarely Metastasize 

Met receptor signaling in vitro stimulates cellular migration and invasion in a 

variety of epithelial celllines, including mammary cells (49). To determine if 

expression of a dysregulated Met receptor in the tumor tissue could result in invasive 

behavior leading to metastases we examined the lungs of aIl tumor-bearing mice both 

at the gross and the histologicallevels. Extravascular lung metastases were found 

only in one animal from the Met-YF !MT 1 line and the third Met-YF!MT founder that 

had developed a mammary tumor. Histological examination ofthese metastases 

revealed recapitulation of the glandular structure of the mammary tumor and 

demonstrated expression of the exogenous Met receptor prote in as determined by 

immunohistochemistry (fig. SE). The expression of exogenous protein and 

morphology distinguished these lung nodules from the common lung carcinomas that 

FVB mice are present in ~26% offemales by 14 months (50). None of the other 

tumor-bearing mice was found to have lung metastases. 

Immunohistochemical Analysis of MMTV -Met Mammary Tumors 

To characterize the tumors for the degree of differentiation and determine if 

aIl cells in the tumors were expressing exogenous Met protein, tumors were stained 

with an antibody specific to the C-terminus of hum an Met as weIl as for markers of 

proliferation and expression of E-cadherin. Strong Met staining was seen in most 

luminal cells of the Met-YF!MT tumors (fig. 5). The Met-M1250T tumor samples 

also displayed Met staining, but not aIl cells stained; in particular there was exclusion 

from small ductal structures scatiered throughout the tumor (fig. 5D). As a control, a 

section of tumor transplanted into a non-transgenic mouse was stained revealing Met 

receptor staining of the transplanted tumor but not of the adjacent normal, non­

transgenic host mammary epithe1ium (fig. 5F). 

Met signaling has been shown to induce an epithelial-mesenchymal-like (EM­

like) transition with loss of adherens junctions and intemalization of E-cadherin (51). 

In order to determine if the MMTV-Met tumors were undergoing an EM-like 

transition we stained tumor sections for E-cadherin. AlI Met-YF!MT tumors stained 

for E-cadherin but not aIl areas of the tumor were strongly positive (fig. 6A,B). The 
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regions that stained poorly for E-cadherin were found to contain a higher percentage 

of proliferating cells, as determined by staining seriaI sections for E-cadherin and 

PCNA (fig. 6D,E). In contrast, the Met-M1250T tumors were mostly E-cadherin 

negative (fig. 6C). Small ductal structures retained strong E-cadherin staining, and 

when contrasted with PCNA staining, the majority of the tumor mass was 

proliferating, whereas the ductal structures do not stain positively for PCNA (fig. 6F). 

In addition to the range of histological phenotypes, there was variability in the 

number and size ofblood vessels within the tumor. Met receptor signaling cooperates 

with vascular endothelial growth factor (VEGF) to induce the formation of new blood 

vessels from existing vessels (52-54), hence, we stained sections for the endothelial 

marker CD31 and determined microvessel density in the tumor samples. Samples 

were divided into high and low microvessel densities as determined by taking the top 

1/3 of the tumors as high microvessel density. The majority ofthe non-solid tumors 

were within the high microvessel density class, potentially as a result of the non-solid 

tumors containing more stroma within the tumor mass (table 2, Supp. fig. 3). 

MMTV-Met M1250T Tumors Contain Basal CeUs 

The finding that Met-Ml 250T tumors did not stain positively for E-cadherin 

argued in favor of the tumors undergoing an EMT (EMT tumor). Altematively, as 

myoepithelial cells express P-cadherin rather than E-cadherin (55) the tumors could 

be comprised of myoepithelial cells. In order to betler verify the identity of the cells 

in the Met-Ml 250T tumors, we stained tumor sections for markers of celllineages. 

Although the Met-YF/MT tumors did not overtly appear to be undergoing EMT or 

contain cells of mixed lineages, they did display a range of histologies and were 

examined alongside the Met-M1250T tumors. 

All tumors contained cells that were cytokeratin 8/18 (K8/18) positive, with 

all cells in the solid adenocarcinomas displaying K8/18 positivity. Approximately 

50% of cells in the Met-M1250T tumors stained for K8/18 (fig. 7D). Staining for 

K14, a myoepithelial cell marker (56,57) revealed that the majority (76%) of Met­

YF/MT tumors were K14 negative, but all of the Met-Ml 250T tumors contained 

clusters ofK14 positive cells (fig. 7E). 
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Mammary adenocarcinomas generated by Welm et al. (2005) by infecting 

primary mammary epithelial cells from inducible Met transgenics with a modified 

stem cell retrovirus that expressed Myc resulted in mammary tumors that displayed 

not only K14 positive cells but expansion of the progenitor population, as determined 

by cytokeratin 6 staining (48). The W AP-HGF transgenic mouse tumors also 

contained K6 positive cells but they were restricted to near areas of squamous 

metaplasia (16). Staining of the Met-YF/MT tumors for cytokeratin 6 was negative 

in the majority of the tumors, however, aIl of the Met-Ml 250T tumors displayed K6 

positive cells (fig. 7F). 

There were several exceptions to Met-YF/MT tumors being negative for K14 

and K6. The invasive tubular adenocarcinomas contained K14 and K6 positive cells 

and these populations were expanded when the tumor was transplanted (Supp. fig. 4). 

Additionally, one papillary adenocarcinoma and two solid, but highly vascular, solid, 

adenocarcinomas contained numerous K14 positive cells, but no K6 positive cells. 

Thus, the mixed lineage/basal phenotype was not entirely restricted to the Met­

M1250T tumors. 

Tumors Containing Mixed Lineage CeUs Display p53 Nuclear Positivity 

Amplification of the met locus is frequently observed in the tumors of 

BRCA1-I-p53-1- (58). Additionally tumors with a basal phenotype often have mutant 

p53 (59-62). In order to determine ifthere is cooperation between Met and p53 in the 

MMTV -Met tumors, we performed immunohistochemistry for p53 nuclear 

localization. Those tumors that contained mixed population cells displayed p53 

nuclear localization, especially the Met-M1250T tumors (fig. 8A), whereas the 

luminal-only tumors were generally devoid of p53 nuclear staining (fig. 8C). Thus, 

there appears to be an association between Met receptor signaling and p53 

dysregulation in the MMTV -Met tumors that contain mixed lineage cells. 

Met-M1250T Tumors Cluster Separately from Met-YF/MT Tumors 

In order to betier characterize and examine differences between the Met­

M1250T and Met-YF/MT tumors, we performed microarray analysis on epithelial 
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tissue isolated by laser capture microdissection from frozen tumor and normal 

samples. Following normalization, hierarchical clustering was applied to nine normal 

epithelial samples and nine tumor samples, and the complete panel of genes (44K 

genome features). All normal samples clustered together, indicating few differences 

in the normal epithelium between mice of different ages and genotypes. The tumor 

samples clustered together, with complete separation from normal tissue. Two ofthe 

tumor samples included in the microarray analysis were from MMTV -Met-M250T 

mice and these two tumors clustered away from the Met-YF!MT tumors, indicating 

differences in expression profiles between the two tumor types. This again highlights 

the differences in signaling between Met-M1250T alone and Met-YF/MT. 
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Discussion 

Evidence for a role of Met receptor signaling in human mammary 

tumorigenesis has been mostly circumstantial. Several studies have demonstrated 

that high levels of expression of the Met receptor and/or HGF in mammary tumors or 

high serum levels ofHGF correlate with a poor prognosis and a shorter disease-free 

interval (4-8). To determine if dysregulated Met receptor signaling could play a more 

causal role in mammary tumorigenesis, we have expressed a mutant Met receptor in 

the mammary epithelium and found that a receptor containing both an activating 

mutation and a loss of negative regulation mutation is capable of inducing mammary 

tumors, albeit with a long latency. The shortest latency to tumor development was in 

the MMTV-Met-YFIMTlline in which 57% ofmultiparous animaIs developed 

tumors with an average latency of 409 days whereas only 21 % ofmultiparous Met­

M1250T mice developed tumors at 547 days. 

There have been a number of other Met-related transgenic models that 

developed mammary adenocarcinomas. Multiparous W AP-HGF mice developed 

tumors within 10 months and with 89% penetrance (16). This has been, by far, the 

most tumorigenic Met-related model ofmammary carcinoma. Expression of the 

oncogenic fusion protein, Tpr-Met, under the control of the ubiquitously expressed 

metallothionein promoter (MT -Tpr-Met) resulted in the development of a variety of 

tumors, but the most common was the mammary adenocarcinoma, indicating the 

sensitivity ofthe mammary epithelium to dysregulated Met signaling. Forty-two 

percent of MT -Tpr-Met mice developed mammary tumors with an average latency of 

381 days (22). The M1250T mutation was used in a knock-in model of 

tumorigenesis, but the Met-M1250T knock-ins did not develop mammary tumors, 

perhaps as a result of being on a mixed background, rather than on the FVB/N 

background (43). The transgenic animal most similar to ours, expressing Met­

M1250T under the control of the MT promoter, developed a mammary tumor, 

however, the founder animaIs had difficulty breeding, thus the lines were not able to 

be expanded (23). The development oftumors under the ubiquitous1y expressed 

promoter, again, demonstrates the sensitivity ofthe mammary epithelium to 

transformation by dysregulated Met receptor signaling. 
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Selecting founders lines was challenging due to low levels of expression of 

the transgene in the epithelium. The expression level was not consistently enhanced 

by lactation (Supp. fig. 1) and protein was undetectable even in older, multiparous 

animaIs, as evidenced by immunoblotting normal glands from tumor-bearing mice 

(fig. 2). The failure to induce strong expression under this MMTV promoter is 

specific to Met receptor as the same MMTV -SV 40 construct has been used to 

generate several other transgenic mice in which the expression of the transgene was 

easily detected (63). 

Failure to detect expression of exogenous Met protein in normal tissue was 

unexpected, however, as the protein was easily detected in most of the tumors from 

the Met-YFIMT and Met-M1250T lines, we believe that high levels of Met 

expression are only tolerated by cells that have undergone genetic alterations that 

partially transform the cells. Support for this hypothesis is provided by the long 

latency to tumor formation. Mice with the earliest onset tumors required sacrifice at 

an average of 409 days. In a mice, whose lifespan is generally two years, this makes 

them middle age, approximately the time when tumors begin to arise in the human 

population. Throughout this time there has been ample opportunity for cells to 

accumulate genetic mutations. 

The MMTV promoter is active throughout mammary ductal development, 

thus it was possible that the mammary epithelial cells that expressed exogenous Met 

underwent apoptosis. Terminal deoxynuc1eotidyl Transferase mediated-dUTP Nick 

End Labeling (TUNEL) staining of mammary ducts and terminal end buds of 3 and 6 

week old mice did not reveal enhanced apoptosis at early stages of development nor 

was there any delay in ductal outgrowth (Supp. fig. 2). AdditionaIly, examination of 

these developing mammary glands for exogenous Met expression by 

immunofluorescence did not reveal any pockets of expression (data not shown). 

Alternatively, it was possible that exogenous Met expression, as it is known to 

stimulate an EM-like transition (51), was driving cells through an EMT, thereby 

shutting off expression from MMTV, as observed in the MMTV-ILK. The MMTV­

ILK mice developed spindle cell carcinomas that failed to express exogenous ILK 

(63). We did not observe an increase in the number ofspindle cells nor any break 
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down of glandular structures in any of the transgenic lines nor did the mice develop 

spindle cell tumors. Thus, by exclusion, it appears that exogenous Met expression is 

repressed in normal mammary epitheliurn of the mice. 

The tumors that arise in the Met-YFIMT mice display a range ofhistological 

phenotypes supporting the idea that through the long latency the mammary epithelial 

cells acquire genetic mutations that cooperate with dysregulated Met, and it is the 

combination of dysregulated pathways that drives the turnor phenotype. It is 

uncommon for a mammary-directed RTK transgenic animal to generate turnors with a 

range of phenotypes. Transgenic models such as MMTV -ErbB2 or MMTV -Ras 

develop tumors that display consistent phenotypes but appear with a shorter turnor 

latency (64,65). Crossing transgenic models has demonstrated that between two 

models there is always a dominant oncogene that determines the histological 

phenotype of the turnor (66). Thus, it may be that the histological phenotype 

observed in the tumors may be the result of the dominant transforming event in the 

turnor cells. 

Neither MMTV-Met-wt nor MMTV-Met-YI003F induced the development 

of mammary turnors, as determined by the lack of exogenous wt- or YI 003F -Met 

expression in the tumors that arose in these cohorts, thus, only the activated receptor 

was able to promote turnorigenesis. Expression of Met-M1250T or Met-YFIMT must 

be selected for during turnor progression. Either the few cells that may express Met­

M1250T or Met-YFIMT are predisposed to transformation or transformed cells have 

a growth advantage if they express one of the dysregulated Met proteins. In either 

case, dysregulated Met does not aggressively drive turnorigenesis but may provide an 

excellent model to identify other transforming events that contribute to the 

development of turnors. 

The general failure of the MMTV-Met tumors to metastasize was surprising. 

Met receptor activation is known to induce cell dispersal and invasion in vitro (49, 67, 

68). Additionally, experimental metastasis assays have demonstrated that co­

expression of Met and HGF in either NIH3T3 (69) or leiomyosarcoma (70) cells can 

encourage the development of lung metastases. However, the development of 

metastases requires more than invasive behavior; it requires the ability to survive and 
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proliferate in a foreign environment, and perhaps the majority of the tumors did not 

have the capacity to thrive outside of the mammary fat pad. 

Expression of exogenous Met was visualized by IHC but was not localized to 

the plasma membrane, possibly as a result of a high rate of receptor turnover in cells 

that are continuously binding the endogenously produced HGF. All Met-YF /MT 

tumors retained expression ofE-cadherin, however, areas with lower E-cadherin 

expression had higher rates of proliferation as seen by PCNA staining of seriaI 

sections (fig. 4). The decreased expression ofE-cadherin may indicate a less 

differentiated state as seen in the E-cadherin negative cap cells of the terminal end 

bud (55). Consistent with this, in vitro experiments have shown that inducing 

expression ofE-cadherin in celllines decreases cellular proliferation (71-73). The 

decreased proliferation may be mediated through regulation of ~-catenin-mediated 

transcription (72), or induction of expression of the cyclin-dependent kinase inhibitor 

p27 (73). The loss ofE-cadherin expression was most pronounced in the Met­

M1250T tumors in which nearly all cells were E-cadherin negative by IHC. The cells 

that did retain E-cadherin expression were well-differentiated cens that organized into 

tubular structures (fig. 6C, F). As with the Met-YF/MT tumors, these cens did not 

stain for PCNA. 

The Met-M1250T tumors had a histological phenotype distinct from the Met­

YF /MT tumors. The differences between the two tumor types was highlighted by the 

differences in cell types being expanded in the tumors. The majority of Met-YF/MT 

tumors were comprised solely of luminal epithelial cells, as defined by positive 

staining for K8/18, whereas Met-M1250T tumors contained luminal and 

myoepithelial cens as well as potential progenitor cells (K6 positive) (fig. 7). This is 

consistent with expansion of the progenitor population in tumors that developed from 

cells that co-expressed both wt Met and Myc (48). W AP-HGF mouse tumors also 

contained K6 positive cells (16), however they were restricted to areas ofsquamous 

metaplasia and not scattered throughout the tumor as in the Met-M1250T tumors (fig. 

7F). Finding mixed celllineages in the tumors is consistent with transformation of a 

progenitor or stem cell as is observed in the Wnt pathway transgenics (74). 
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Met receptor tyrosine kinase signaling is apparent in the mammary tumors by 

immunoblotting. Exogenous Met is phosphorylated (fig. 2A) as is the primary 

downstream signaling prote in, Gab1 (fig. 3). Despite differences in the tumor 

phenotypes and in signaling observed following HGF stimulation of stable celllines 

(S. Petkiewicz, manuscript in preparation), Met-YFIMT and Met-M1250T tumors 

show similar activation of downstream pathways. The MAPK pathway is activated in 

the tumors as seen by a significantly stronger phospho-Erkll2 and phospho-MEKl/2 

in the tumor than in the normal tissue. Additionally, phospho-Akt is higher in tumors 

than normal, as would be expected downstream from an activated Met receptor (75). 

Increased levels of phosphorylated Akt were also noted in the MT -HGF mice at the 

invasive front of the tumor (16). The MT-HGF mouse also displayed strong nuclear 

phosphorylated c-Myc which was interpreted as a readout for activation of the MAPK 

pathway, as also seen in the MMTV -Met tumors although neither MEKl/2 nor 

Erk1/2 was immunoblotted from the MT-HGF mice (16). With activation ofboth the 

MAPK and Akt pathways, the MMTV-Met tumors exhibit activation ofboth 

proliferative and survival pathways. 

The M1250T mutation has been shown to permit direct binding of Stat3 to 

the Met receptor (47). The activation of Stat3 is not dependent upon the presence of 

M1250T, however, as studies have demonstrated that in leiomyosarcoma cells, HGF 

stimulation induces Stat3 phosphorylation and nuclear localization (76). 

Phosphorylation of Stat3 is observed in the MMTV -Met tumors, but it is not possible 

to know to what degree the phosphorylation is dependent on the presence of the 

M1250T mutation. The impact of the M1250T mutation in the Met receptor would 

have been best observed had there been Met-YI 003F or Met-wt tumors between 

which levels of phospho-Stat3 could have been contrasted. 

Nuclear localization of p53 in the mixed lineage tumors reveals one potential 

cooperator with Met receptor signaling. Tumors arising in p53 mutant or p53 null 

mice often develop tumors of a basal subtype as demonstrated by the frequent 

presence ofmetaplasia (77-80). Additionally, the human basal tumor phenotype, 

contains more tumors with p53 mutations than the other classes (60, 62, 81). Thus, it 

seems unlikely that Met alone is responsible for the basal tumor phenotype, but rather 
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p53 dysregulation cooperates-affecting the stem/progenitor cell population. Still, data 

from the MMTV -Met tumors support a link between p53 and Met signaling, as was 

also seen in the p53/BRCA1 null tumors (58) and in tumors from Li Fraumeni 

patients (82). 

The clustering of the microarray data supports the differences between the 

Met-M1250T and Met-YF/MT tumors as observed by immunohistochemistry. AlI 

tumors clustered separately from the normal tissue and the two Met-M1250T tumors 

formed a cluster distinct from the other Met-YF/MT tumors. Interestingly, the two 

Met-M1250T normal controls did not cluster together, indicating that the low levels 

of expression of the exogenous protein do not induce sufficient changes in normal 

nontransformed epithelium to generate a unique cluster. Human breast cancer 

microarray data has revealed that breast tumors that express high levels of Met faH 

within the basal cell type (Finak and Park, unpublished data). AdditionalIy, studies 

of human breast celIlines have demonstrated that high levels of Met expression are 

found within basallines (83). Thus, we plan to determine whether the Met-M1250T 

tumors and the few Met-YF/MT tumors that contained K14 positive cells are of the 

basal subtype and if the solid, luminal Met-YF /MT tumors cluster with the luminal 

subtype ofbreast cancer. 

We have developed a novel murine model for Met receptor mediated 

mammary tumorigenesis. As Met expression is not an aggressive tumor-inducing 

oncogene, it will be important to determine if there are known oncogenic pathways 

such as p53 mutation or Ras overexpression that selectively cooperate with Met 

signaIs. By determining which pathways may cooperate with Met signaling, we may 

gain insight into how to specifically treat the 20% ofbreast tumors that show Met 

overexpresslOn. 
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Figure 1. Schematics of Met receptor construct and receptor variants. A. 
Schematic of construct used to generate the transgenic mice. Mutations in the 
intracellular domain are indicated. B. Schematic of the Met receptor with the 
positions of the kinase domain M 1250T mutation and the loss of negative 
regulation Y1 003F juxtamembrane domain mutation that prohibits direct binding 
of the ubiquitin ligase, Cbl, thereby decreasing receptor ubiquitination. 
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Tumor Lateney and Penetranee in MMTV-Met Transgenie Miee 

NuJJjparous MuItiparous 
micewith micewith 

tumors/total average multifocal tumors/total average 
Strain mice latency tumors mlce latency 

FVB 0/15 NIA 0 4/21 (19%) 610 

MMTV-Metwt 0/25 NIA 0 3/13 (23%) 513 

MMTV-Met Y1003F 1/26 (4%) 821 0 3/17 (18%) 642 

MMTV-Met M1250T 1/24 (4%) 614 0 3/14 (21%) 547 

MMTV-Met-YF/MT1 0/8 NIA 0 12/21 (57%) 409* 

MMTV-Met-YF/MT2 2/11 (18%) 441 1/2 (50%) 3/13 (23%) 460 

Table 1. Turnor incidence and latency 
* statistically significant p<O.05 (student's t-test). 
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Figure 2. Tumors express elevated levels of exogenous Met protein. A. 40 !hg of 
total protein Iysates from normal and tumor tissue (N and T) resolved by SDS-PAGE 
and immunoblotted for phosphorylated Met receptor and exogenous human Met 
proteins. Cytokeratin 8 was used as a loading control for epithelial content of the 
Iysates. B. Met receptor-related pathway proteins are not upregulated in tumor 
tissue. Protein Iysates were immunoblotted for murine Met receptor, HGF and a,­

tubulin was used as a loading control Nul-nulliparous. Multi-multiparous. Met (h) 
is human Met; Met (m) is murine Met. 
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Figure 3. Tumors arising in MMTV-Met-YF/MT and MMTV-Met-M1250T 
transgenic animais display phosphorylation of proteins downstream of the 
Met receptor. 40 fvL9 of total protein Iysates from normal and tumor tissues 
(N and T) resolved by SOS-PAGE and immunoblotted for levels of MEK1/2, 
phospho-Ser217/221-MEK1/2, phospho-Thr202/Tyr204 Erk1/2, Erk1/2, PI3K 
pathway protein Akt and phospho-Ser473-Akt as weil as the transcription 
factor Stat3 (phospho-Tyr705-Stat3). Levels of total protein were determined 
by stripping and reprobing the same membrane. cx-tubulin was used as a 
loading control. 
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Figure 4. Histology of MMTV-Met tumors. A.-D.-10x original magnification. MMTV­
Met-YF/MT tumors. E.-F. MMTV-Met-M1250T tumors. A. Solid, nodular 
adenocarcinoma. B. Solid, nodular adenocarcinoma with a secretory phenotype C. 
Well-differentiated invasive tubular adenocarcinoma invading muscle tissue adjacent to 
mammary fat pad. D. Well-differentiated tubulo-papillary adenocarcinoma E. 20x 
mag. Poorly differentiated Met-M1250T tumor retaining some small ductal structures 
(arrow). F. 40x mag. Met-M1250T tumor with squamous metaplasia (arrow). 
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Figure 5. Exogenous Met receptor protein is expressed in cells of tumors 
and lung metastases. A, B, C- Original magnification 20x. Met-YF/MT Solid 
adenocarcinoma (A) and Met-YF/MT invasive tubular (B) tumors stain 
positively for exogenous protein with differences in intensity between cells. 
C-Met-M1250T tumor. D, E, F- Magnification 40x. D. High magnification 
view of the tumor cells that express exogenous Met protein in the Met­
M1250T tumor. Note the ductal cells are not expressing exogenous Met 
(arrow). E. Extravascular lung metastasis stains positively for exogenous 
Met protein (Iung parenchyma-arrow). F. Transplanted tumor stains for 
exogenous protein whereas adjacent host epithelium does not. 
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Figure 6. Immunohistochemical analysis of E-cadherin expression and 
proliferation by PCNA in seriai sections. A-C. E-cadherin. O.-F. PCNA 
A,8,0,E- Met-YF/MT. Original magnification 20x. A Strong expression of E­
cadherin in a solid adenocarcinoma with clusters of PCNA positivity (0). 8. 
Regions of solid nodular adenocarcinoma displaying strong and weak E­
cadherin staining with inverse patterns of PCNA staining (F). C, F Met­
M1250T Original magnification 40x. In non-seriai sections E-cadherin 
staining is restricted to ductal structures (C). F. PCNA staining excluded from 
cells in ductal structures (arrow). 
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Figure 7. MMTV-Met-M1250T tumors contain progenitor cells. Ali images 
original magnification 40x. A-C.-MMTV-Met-YF/MT solid adenocarcinoma 
D.-F. MMTV-Met-M1250T adenocarcinoma. A,D. Cytokeratin 8/18. B, E. 
Cytokeratin 14. C,F. Cytokeratin 6. 
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Figure 8- Tumors containing cells of mixed lineages display p53 nuclear 
localization. Ali images 40x original magnification. A,8- Met-M1250T tumor 
containing both p53 nuclear localization (A), and K14 positive cells (8). C, 
0- Met-YF/MT solid adenocarcinoma negative for both p53 nuclear 
localization (C), and K14 (0). 
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# Tumors # Tumors 
Microvessel 

Met-YF/MT Met-M1250T Density K8 K14 K6 p53 

Solid-Iow microvessel 13 0 + +++ 2 0 0 

Solid-high microvessel 9 0 +++ +++ 0 0 

Papillary 4 0 +++ +++ 0 0 

Invasive Tubular 3 0 ++ ++ 3 2 2 

Squamous Metaplasia 0 3 ++ ++ 3 3 3 

Table 2. Characteristics of MMTV-Met-M1250T and MMTV-Met-YF/MT tumors 
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Figure 9. Hierarchical clustering and heatmap showing that Met-M1250T tumors 
c1uster seperately from Met-YF/MT tumors and each segregates from matched­
normal. A. Hierarchical clustering of Met tumors using ail genome features 
shows segregation by Met receptor variant. B. Heatmap generated using the 
top 2000 genes shows Met-M1250T and Met-YF/MT gene expression clusters. 
Pink-Met-M1250T, Yellow-Met-YF/MT, Teal-normal. T=tumor, N=normal 
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Supplemental figure 1. Quantitative data for transgenic lines. A. RT-PCR of 
RNAextracted from the mammary glands ofvirgin (V) and lactating d18 (L) 
females from each of the transgenic lines selected. B. Copy number as 
determined by qPCR of the transgene in the selected MMTV-Met lines C. 
Relative copies of transgene in tumor and normal tissues as determined by 
qPCR. T1, T2 etc. is tumor 1, tumor 2 etc .. 
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MMTV-Met FVB/N Control 

Supplemental figure 2. MMTV-Met transgenics have normal mammary gland 
development. A, B-Whole mounts at 9 weeks from MMTV-Met mouse (A) and FVB/N 
control mouse (B). C-F- TUNEL staining of ductal sections from MMTV-Met mice (C,D) 
and FVB/N control mice (E,F) 
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Supplemental figure 3. CD 31 immunohistochemical staining of tumor sections 
displays different microvessel densities. Ali images taken at an original 
magnification of 20x. A. Low microvessel density solid tumor. B. Intermediate 
microvessel density. C. High microvessel density in tubulo-papillary tumor 
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Supplemental figure 4. Transplanted invasive tubular MMTV-Met-YF/MT 
adenocarcinomas display expansion of progenitor population. Ali images 
taken at 20x original magnification. A-C Original Met-YF/MT tumor. A. H&E 
staining. B. K8/18. C. K14. Inset is from a 40x image. D-F Transplanted 
tumor. D. K8/18 highlighting cohesive and invasive cells. E. K14 cells 
scattered and condensed. F. K6 progenitor marker. 
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Preface 

Since 1995, it has been known that HGF treatment of mammary epithelial cells in 

a three-dimensional culture induces the formation of branching tubular structures, 

recapitulating the development of the mammary ductal tree in vitro. Various studies in 

the mammary gland have demonstrated that high doses ofHGF, whether by treatment in 

vitro, infection of primary mammary epithelial cells followed by transplantation to 

cleared mammary fat pads, or by transgenesis, results in enhanced mammary ductal 

branching. In vitro assays have demonstrated that treatment of a developing mammary 

gland with antisense oligonucleotides to HGF blocks ductal branching, but no in vivo 

knock-out studies have been conducted. Both Met and HGF knock-out animaIs have 

been generated but are embryonic lethal, prohibiting the study of mammary gland 

development as the majority of ductal development occurs post-natally. 

In order to knock out the Met receptor from the mammary epithelium, we have 

utilized floxed-Met (Metfl) mice from Dr. Snorri Thorgeirsson, at the NIH, and directed 

Met excision to the mammary epithelium by crossing with transgenic mice expressing 

Cre recombinase under the control of a mammary-specific promoter. We have also 

crossed the Metfl mice with a strain of reporter mice (GTRosa26) that express ~­

galactosidase following Cre expression in order to identify the cells in which Met has 

been deleted. In this manuscript, efforts towards generating Met-null mammary 

epithelial outgrowths are described. 

This work is ongoing, and this chapter contains preliminary data, with the purpose 

of highlighting our understanding to date. Although studies are incomplete, it appears 

that Met-null cells are selected against, supporting a role for Met receptor signaling in 

mammary gland development. 
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Abstract 

The development of a functional mammary gland is a complex process involving 

epithelial-stromal interactions as weIl as growth factor and hormonal signaling. Receptor 

tyrosine kinase signaling has been shown to play an important role in mammary gland 

development and tumorigenesis as exemplified by the transgenics and knock-out animaIs 

ofthe ErbB2 receptor and ligands of the EGFR family. Expression of the Met receptor 

tyrosine kinase and its ligand hepatocyte growth factor (HGF) is coordinately regulated in 

the mammary gland with higher levels of expression during puberty and early pregnancy 

foIlowed by a dramatic drop during lactation and a resurgence during involution. 

Transgenic overexpression ofHGF or treatment of excised mammary fat pads with HGF 

in vitro leads to excessive mammary ductal branching. Although HGF overexpression 

and treatment in vitro has been examined, the impact ofloss of Met receptor signaling on 

the mammary gland has not been studied. Here we demonstrate that mammary-specific 

deletion of the Met receptor through Cre-mediated recombination does not have an overt 

effect on mammary gland development. Mammary glands isolated from homozygous 

floxed-Met mice were indistinguishable from the wild type Met glands, however the 

number of Cre-recombinase positive ceIls is fewer in Metfllfl glands, indicating that Met­

nuIl ceIls are selected against, thereby supporting a role for Met in normal mammary 

gland development. 
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/"" Abbreviations 
EGFR 
ErbB2 
FVB/N 
HGF 
IHC 
MDCK 
Meë 
MMTV 
MOI 
MFP 
RTK 

Epidermal Growth Factor Receptor 
Erythroblastic leukemia viral oncogene homolog2 
Friend's leukemia Virus B (Fvl +)/NIH Strain 
Hepatocyte Growth Factor 
Immunohistofhemistry 
Madin Darby Canine Kidney cells 
Floxed Met 
Mouse Mammary Turnor Virus 
Multiplicity of Infection 
Mammary Fat Pad 
Receptor Tyrosine Kinase 
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Introduction 

Signaling through the Met receptor tyrosine kinase (R TK) has been shown to 

induce a morphogenic program of tubule formation in three dimensional culture in a 

number of epithelial cell types (1). Tubule formationlductal morphogenesis is a complex 

process that requires the coordination of signaIs that stimulate cellular proliferation, 

migration, invasion through a matrix, polarization and, depending on the system, 

apoptosis in order to form a lumen (2). In vivo, although few knock-out studies have been 

performed, Met may play a role in tubule formation, as Met is expressed by the epithelial 

cells of organs such as breast (3), kidney (4), and lung (5) while nearby stromal 

fibroblasts secrete the ligand, hepatocyte growth factor (HGF) (6). 

The Madin-Darby canine kidney (MDCK) cellline has been used to study the role 

ofHGF in inducing tubule formation. Through studies in MDCK it was determined that 

HGF's unique ability to generate tubes in three-dimensional culture requires binding and 

full functionality of the docking prote in Gab 1, the primary downstream protein from the 

Met receptor (review (7)). HGF treatment ofMDCK cells results in a prolonged 

phosphorylation of Gab 1 and downstream MAPK proteins compared with the transient 

phosphorylation observed downstream of other RTKs that are unable to induce 

tubulogenesis, such as EGFR (8,9). The effects ofHGF on tubule formation in kidney 

cells are recapitulated in kidney culture assays; ex vivo treatment of a kidney rudiment 

with Met-blocking antibodies inhibits the development of the tubular structures (10). 

Kidney epithelial cells are not unique in their response to HGF. Mammary epithelial cell 

lines such as EpH4 (11), NMuMG (12), and MCF-IOA (13) also undergo a morphogenic 

response to HGF stimulation by forming tubes when cultured in collagen or Matrigel. 

Met and HGF expression levels are coordinately regulated in the mammary gland. 

Studies in rat (14) and mouse (3) have shown that levels ofboth receptor and ligand are 

highest during adolescence, early pregnancy and involution-periods of ductal 

development and glandular reorganization-but expression is nearly undetectable during 

late pregnancy and lactation-periods of cellular differentiation. Several in vitro and in 

vivo experiments have examined the role of the HGFlMet signaling in the mammary 

gland. Treatment of a mammary epithelial cellline with HGF in a three-dimensional 

culture assay resulted in the development ofbranched ductal structures whereas treatment 
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with the EGFR ligand neuregulin led to the formation of alveolar structures (15). 

Whole, excised mammary fat pads (MFP) treated with HGF developed highly branched 

ductal trees whereas the untreated glands had a poorly developed ductal system and 

blocking HGF with antisense oligonucleotides prohibited ductal branching (16). A 

similar enhanced branching phenotype was observed in MFPs transplanted with 

mammary epithelial cells overexpressing HGF (17) and in transgenic mice 

overexpressing HGF under the control of the mammary-specific whey acidic protein 

promoter (18). 

The consequences ofloss of Met receptor signaIs in the mammary epithelium 

have not been studied by means other than through the use of blocking antisense 

oligonucleotides (16). Met (19) and HGF (20,21) knock-out mice are embryonic lethal 

at approximately day E14.5 and both display the same phenotypes of placental, liver and 

diaphragmatic defects. Rescue ofHGF-null mice by in utero injection ofHGF is 

possible, allowing them to develop to term, but they die immediately after birth as a 

result of still incomplete diaphragm development (22). In none of these studies has 

development of the mammary epithelium been examined. However, as the majority of 

mammary development occurs post-natally, only changes in the mammary bud would be 

observed by day E15 and only a rudimentary ductal tree would be present at birth (review 

(23». 

In order to study the effects of loss of expression of the Met receptor on the 

development ofthe mammary ductal tree we have utilized a conditional knock-out model 

in which the exon encoding the A TP-binding site in the kinase domain is tlanked by loxP 

sequences (Metfl) (gift of Dr. Snorri Thorgeirsson) thus allowing its excision following 

expression of Cre recombinase (24). We have utilized two different techniques to 

generate Met-null mammary epithelial cells- 1) infection ofprimary mammary epithelial 

cells in vitro with adenovirus expressing Cre followed by transplantion back into cleared 

mammary fat pads and 2) crossing Metfl mice with mice that express Cre recombinase 

under the control of the mammary-specific mouse mammary tumor virus 

promoter/enhancer (MMTV-Cre) (25). The Metfl mice have been crossed with transgenic 

mice carrying a Cre-responsive ~-galactosidase (~-gal) reporter (GTRosa26) (26), 

permiting us to determine in which cells Cre had been expressed, and thus Met receptor 
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knocked out, as visualized by ~-gal expression. The transplantation assays failed to yield 

Met-nun outgrowths, however, the Metfl/Cre/Rosa mice have been more successful. 

Both Mettl/+ and Mettl/fl mice display normal, unretarded mammary ductal development, 

but have fewer ~-galactosidase positive cens than Met+/+/Cre/Rosa mice, indicating either 

negative selection for the Metfl/fl cens or a failure of the Metfl/fl to proliferate. Through 

these experiments we have begun to examine the role of Met receptor signaling in 

mammary ductal development. 
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Materials and Methods 

Transgenic Mice: 

Floxed Met transgenic mice were a generous gift of Dr. Snorri Thorgeirsson 

(National Institutes ofHealth) (24). The mice were derived on a mixed background of 

129SV/C57BL/6. Both the GTRosa26 and MMTV-Cre (gift of Dr. William Muller) (25) 

mice were on the FVB/N background. Background strain is important in mammary gland 

studies, particularly when using the MMTV promoter, as it has been shown to be 

methylated in strains other than FVB/N (27, 28). Thus, we carried out 6 backcrosses of 

the Metfl mice to establish the genetic background ofFVB/N. 

Metfl mice were crossed with GTRosa26 and subsequently with MMTV -Cre mice 

in order to generate triple transgenics in which Met deleted cells will stain blue with x-gal 

treatment as a result of the Cre-mediated GTRosa26 beta-galactosidase activation. 

Genotyping and Quantification of Met Excision 

Mice were genotyped for presence of the floxed allele, MMTV -Cre and 

GTRosa26. DNA was isolated from tail clippings. Screening for the presence of the 

floxed allele: F-flox- 5'-TTAGGCAATGAGGTGTCCCAC-3', R-flox-5'-CCAGGTGGC 

TTCAAATTCTAAGG-3' (anneaI61°C, product 380 bp iffloxed allele, 300 bp ifwt 

alle1e). Cre expression: F-Cre-5'-AGGTGTAGAGAAGGCACTTAGC-3'. R-Cre -5'­

CTAATCGCCATCTTCCAGCAGG-3' (anneaI63°C, product 411 bp). 

Isolation ofPrimary Mammary Epithelial Cells 

Primary mammary epithelial cells were isolated from 10-12 week old mice as 

described (29) with slight modifications. Briefly, glands 2, 3, and 4 were minced by hand 

using scissors and razor blades rather than a McIlwin Tissue Chopper. Minced tissue 

was digested with collagenase/trypsin in DMEM for 1 hour at 3TC. Tissue was washed 

several times in DMEMlFBS and centrifuged at low speed in order to decrease the 

number of fibroblasts. Alpha-hemolysin was utilized to lyse contaminating red blood 

cells. Organoids were plated for 1.5 hours in DMEM/FBS to permit adhesion of 

fibroblasts. Organoids were washed in PBS/0.02% EDTA in order to loosen cell-cell 
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adherens junctions and centrifuged at high speed. Cells were subsequently incubated in 

calcium/magnesium-free medium for 15 minutes at 37°C. Following this incubation, 

cells were re-suspended in culture medium (1:1 DMEM:F12, 10% FBS, 5 ).tg/mL insulin, 

lOng/mL EGF, lOng/mL cholera toxin) and passed through an 80 ).tm filter before 

plating in 6 cm dishes at 2 dishes per mouse sacrificed. 

Infection and Injection ofPrimary Mammary Epithelial Cells 

Three days after plating, 80% confluent primary mammary epithelial cells were 

infected with adenovirus expressing Cre at an MOI of ~50 following a protocol described 

by Rijnkels and Rosen (30) (also at: http://www.bcm.edu/rosenlab/protocols/adeno.pdf). 

Two days following infection cells were lifted from the dish by trypsinization; trypsin 

was neutralized with DMEMIFBS; cells were washed twice times with PBS and one plate 

of cells was counted. Approximately 1 x 106 cells were suspended in a total volume of 

10-20 ).tL and kept on ice until injected using a Hamilton syringe. Recipients of the 

mammary epithelial cells were 3 week old FVB/N mice. Mice were anaesthetised and 

endogenous mammary epithelium excised from MFP 4, leaving behind the lymph node. 

Cells were injected distal to lymph node and permitted to expand for 8 weeks, at which 

point the recipients were sacrificed. 

Beta-galactosidase Activity Staining-Whole Mounts and Histological Sections 

Mammary fat pads (transplanted or MetfllRosa/Cre) were spread on bottom of 6 

well tissue culture plates and allowed to dry until adherent. Whole mount staining was 

carried out as described at http://mammary.nih.gov/tools/histologicaV 

Histology/index.html, however, tissue was stained in carmine alum for only 3 hours 

rather than ovemight. For paraffin-embedded sections, glands were processed as for 

whole mounts, however, following ovemight staining with x-gal and washing in PBS 

MFPs were transferred to 70% ethanol and embedded in paraffin and sectioned according 

to standard protocols. Paraffin sections were counter stained with nuc1ear fast red. Plates 

of cells were stained following the same x-gal staining protocol except that 5mM ferric 

cyanide compounds were used instead of 30 mM. Images were acquired using 

Axiovision and a Zeiss Axiovert digital camera. 
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Immunoprecipitations and Immnoblotting 

Mammary fat pads 2 and 3 were excised from transgenic mice and snap frozen in 

liquid nitrogen. Protein lysates were made by crushing frozen tissue and lysing in 1 % 

Triton buffer (50 mM HEPES, pH 7.5, 150 mM NaCI, 1.5 mM MgClz, 1 mM EGTA, 1 % 

Triton X -100, 10% glycerol, 1 mM phenylmethylsulfonyl fluoride, 1 mM sodium 

vanadate, 10 Jlg/ml aprotinin, and 10 Jlg/mlleupeptin). Lysates were cleared by 

centrifugation and 2 mg of lysates was used to immunoprecipitate murine Met utilizing a 

rabbit polyclonal antibody made to a C-terminal peptide of murine Met (31). Cultured 

primary mammary epithelial cells were also lysed in 1 % Triton buffer. For 

immunoprecipitations, lysates were incubated with specific antibodies for 2 hours at 4°C 

with gentle mixing. Antibody-bound proteins were collected on protein A-Sepharose 

beads and washed three times in their respective lysis buffers. 

Proteins, whether whole celllysate or immunoprecipitations were boiled in 

laemmeli buffer with 10% DTT and resolved by SDS-polyacrylamide gel electrophoresis 

(P AGE), and transferred to a nitrocellulose membrane. Membranes were blocked in 3% 

bovine serum albumin in TBST (10 mM Tris, pH 8.0, 150 mM NaCI, 2.5 mM EDTA, 

0.1 % Tween 20) for 1 h and incubated with primary and secondary antibodies in TBST 

for 2 h and 1 h, respectively. Antibody-bound proteins were visualized using an ECL 

detection kit (Amersham Biosciences, Buckinghamshire, UK). 

Antibodies used were: Met (B2), Actin- Santa Cruz Biotechnologies (Santa Cruz, 

CA) and a-tubulin-Sigma Aldrich(St. Louis, MO). Secondary antibodies were HRP­

conjugated anti-goat, anti-mouse from Amersham Bioscience (Buckinghamshire, UK). 

Quantification of Deleted Met 

The Triton-insoluble fraction ofthe lysates was utilized for DNA extraction by 

overnight digestion at 56°C in buffer containing proteinase K (100 mM NaCI, 10 mM 

Tris-Cl pH 8.0, 25 mM EDTA pH 8.0, 0.5% SDS, 0.1 mg/mL proteinase K). DNA was 

purified by phenol-chloroform extraction and resuspended in water. The polymerase 

chain reaction for determining Met exon 16 excision was carried out using the following 

primers: F-excise- 5'-CAGCCGTCAGACAATGGCAC-3'. Reverse is R-flox as writlen 

above (anneaI61°C, product 650 bp). 
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ResuUs 

In vitro Infection of Metfl Mammary Epithelial CeUs with Adenovirus-Cre Results in 

Loss of Met Receptor Protein 

The technique of in vitro infection of primary mammary epithelial cells with 

adenovirus-Cre followed by transplantation to a c1eared MFP has been utilized by other 

groups (30). Using an MOI of 50, 60-80% of epithelial cells should be infected, and this 

was observed in stained plates of cells (fig. la). In order to demonstrate that our in vitro 

infections were efficiently inducing excision of Met exon 16 we performed the infection 

and assayed the primary mammary epithelial cells for deletion of Met at the DNA and 

protein level two days following infection. 

Immunoprecipitation and immunoblot detection of Met protein demonstrated that 

infection resulted in dramatically reduced levels of Met receptor protein in both Metfl/+ 

and Metfl/fl epithelial cells (Fig. le). Despite the floxed exon 16 being an in-frame 

deletion, loss of the exon results in decreased total prote in levels as has been observed by 

others utilizing this mode1 (24, 32). Additionally, PCR analysis of DNA isolated from 

the infected mammary epithelial cells also revealed efficient recombination of Met DNA 

resulting in the truncated genomic sequence (Fig. 1 b). 

Transplantation of Metfl/fl Knock-Out CeUs Fails to Yield Outgrowths 

Following confirmation of exon 16 excision from the Metfl cells infected with 

adenovirus-Cre, we could determine whether or not the recombined Metfl/fl cells could 

generate a normal mammary ductal tree. Adenovirus-Cre infects stem cells, thus stem 

cells that have undergone recombination will yie1d blue outgrowths if the Rosa alle1e is 

also present (30). Following infection, Met+/+/Rosa, Metfl/+/Rosa, and Metfl/fl/Rosa cells 

were injected into c1eared MFP 4 of syngeneic FVBIN mice. Eight weeks following 

transplantation, MFP 4 was removed and stained for f3-galactosidase activity. Epithelial 

outgrowths were present in 63% of the transplanted glands, however, ~-gal activity was 

present in only ~ 10% of outgrowths and never throughout the entire gland (fig. 2). 

Additionally, those ducts that did display ~-gal positivity frequently ended in malformed 

terminal end buds regardless of the genotype of the cells (fig. 3A) whereas the non-~-gal 
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outgrowths displayed normal ductal outgrowth (fig. 3B). The failure to form ductal 

outgrowths was not dependent on the presence or absence of expression of the Met 

receptor because even outgrowths containing GTRosa26-alone with wt Met failed to 

express ~-gal upon staining. 

MMTV-CrelMetfl/ fl Mice Display Normal Mammary Ductal Trees 

As a result of the failure of the transplanted epithelial cells to form ~-gal positive 

outgrowths, we crossed the MetfllRosa mice with MMTV-Cre transgenic in order to 

knock out Met expression in situ. The MMTV promoter is able to drive Cre expression 

in both luminal epithelial cells as well as myoepithelial cells (33) and may be able to 

induce expression in the stem cell population of cap cells in the terminal end bud (33), so 

all ductal cell populations should undergo DNA recombination. Gross examination of 

ductal trees from 6 week old mice revealed that the Metfl/+/Cre and Meë/fl/Cre mammary 

glands, although they displayed homogenous staining of ducts, were indistinguishable 

from those of the control mice (fig. 4). Additionally, the terminal end buds did not 

display any morphological differences amongst genotypes. 

Metflltl Glands Do Not Express Lower Levels of Met Protein 

In order to confirm the genotypes of the mice sacrificed and to ensure that Metfl 

was undergoing recombination, we made protein lysates and DNA from MFP 2/3 of the 

mice that were used for whole mount and histological analysis. Utilizing prim ers that 

detect the presence of the floxed allele, the genotypes of the mice were confirmed. The 

presence of the excision product was also confirmed in MFP 2/3, with less recombined 

product present in Metfl
/+ than in Metfl/fl (fig. 5A). Despite these indications that the 

floxed allele had undergone recombination, immunoprecipitation and Western blotting of 

endogenous Met revealed that in contrast to the in vitro assays, the Metfl/+ and Metfl/fl 

mice still expressed nearly equivalent amounts of Met protein as the wild type control 

mammary glands (fig. 5B). Previous studies have utilized the Metfl mice for Met ablation 

in pancreatic islet cells (32) and hepatocytes (24) and both studies demonstrated loss of 

Met protein following Cre expression. 
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Cell type expressing Cre varies amongst genotypes 

As a result of the lack of grossly visible differences and the failure to decrease 

Met protein levels, we examined histological sections ofx-gal stained MFP 4 for 

differences in staining patterns, and thus Met knock-out, in the different cellular 

populations. Histological examination ofx-gal/nuclear fast red stained MFP 4 revealed 

fewer x-gal stained cells in the Meë'+ and Meë/fl glands than in the control glands. The 

Met wt glands showed strong staining ofboth luminal and myoepithelial cells (fig. 6A­

C). Metfl/+ and Metfl/fl glands contained fewer blue cells than Met wt but the Metfl/+ 

glands did display staining in both the luminal and myoepithelial compartments but there 

was potentially failure of the cap cells to demonstrate expression of Cre-recombinase (Fig 

6D-F). Similarly, the Metfl/fl glands may have few cap cells staining blue, but strikingly, 

the majority of cells that had expressed Cre-recombinase were in the basal compartment, 

with few luminal cells staining (Fig 6. G-I), indicating that there is negative selection for 

Mer'- cells in the luminal compartment but the myoepithelial compartment can tolerate 

loss of Met. 
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Discussion 

Mammary gland development is a complex process that requires appropriately 

timed and dosed signaIs between the stroma and the epithelium as well as from the 

endocrine glands to supply hormones. Receptor tyrosine kinase signaling plays an 

important role in the development of the mammary gland as demonstrated by the 

developmental defects seen in knock-out animaIs of colony stimulating factor 1 and its 

receptor (34), insulin-like growth factor-1 (35), and the ligand for the epidermal growth 

factor receptor- amphiregulin (36). The role of the Met R TK in mammary gland 

development has not been examined by knock-out studies as Met and HGF knock-out 

mice are embryonic lethal (19-21). High doses ofHGF in the mammary gland lead to the 

development of a highly branched ductal tree (17, 18) and one report stated that in vitro 

blocking of Met signaling in the mammary gland resulted in a po orly branched tree (16). 

Our assays to examine the role of ablation of Met receptor signaling on the 

development of the mammary gland initially were hampered by our model system. In 

vitro infection of primary mammary epithelial cells from wt, Metft/+ or Metft/ft mice with 

adenovirus expressing Cre recombinase failed to yield ductal outgrowths that 

demonstrated expression of Cre and thus had not lost Met expression (fig 2). Cre 

recombinase, although a bacteriophage product that is specific for loxP sequences that are 

present in the prokaryotic genome, may possess sorne ability to induce DNA 

recombination in prokaryotic cells. Several papers have recently been published that 

demonstrated that cells expressing high levels of Cre subsequently fail to proliferate (37-

39). Examination ofDNA from the Cre-expressing cells revealed a high frequency of 

DNA damage and chromosomal breaks (37, 38). In order to overcome the difficulties 

associated with sustained high levels of Cre expression, several groups have designed 

self-excising vectors by surrounding part of the Cre coding sequence with loxP 

sequences. In this way, once Cre is expressed, the Cre coding sequence is removed, 

thereby inactivating itself, decreasing the cellular exposure to Cre and maintaining the 

integrity of the cellular DNA (38-40). It is possible that the adenovirus-Cre utilized for 

our in vitro infections induced excessively high levels of Cre, thereby damaging cellular 

DNA sufficiently to inhibit mammary epithelial cell proliferation, and leaving only the 

uninfected cells to repopulate the MFP. Additionally, if Cre expression did induce DNA 
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damage, this may explain the development of the abnormal ~-galactosidase-expressing 

terminal end buds (fig. 3). 

The MMTV -Cre transgenic mice have been used extensively, without incident, to 

induce mammary-specific knock-out ofa number ofproteins (25, 41, 42). The MMTV 

promoter perhaps induces lower levels of Cre expression than did the adenovirus-Cre, 

thereby limiting the amount ofDNA damage that might occur. The grossly normal 

mammary glands we observed in the MMTV -CrelRosa mice indicates that the Cre­

expressing cells were functionally normal and had no proliferative defects. The normal 

ductal development of the Metfl glands was unexpected, particularly in light of the 

experiment that demonstrated that treatment of a mammary fat pad with HGF antisense 

oligonucleotide resulted in a failure of the ductal tree to develop branches (16). An 

important difference between these two Met knock-out assays is the duration oftreatment 

with the agent that induces loss of Met signal. The HGF antisense oligonucleotides were 

applied for only 4 days, whereas MMTV -Cre expression is initiated as early as 3 weeks 

of age (William Muller, personal communication) and persists throughout the 

development of the mammary gland, thus the MMTV -Cre glands may continuously adapt 

to loss of Met expression in individual cells. Additionally, as was demonstrated by the 

immunoblot, Met prote in levels are not decreased in the Metfl/fl mammary glands, despite 

the occurrence ofDNA recombination (fig. 5). Again, this indicates either compensation 

by un-recombined cells to overexpress Met protein or failure of the Met knock-out cells 

to populate the mammary gland. 

The ~-gal staining pattern observed in the paraffin sections from the Metfl mice 

may provide insight into why the Metfl/fl gland could develop normally. First, there are 

fewer cells in the Metfl glands that have undergone recombination (fig. 6). The ~-gal 

staining pattern observed in the CrelRosa/wt Met mice agrees with the strong staining 

pattern seen by others using the MMTV -Cre transgenics in which 50-100% of ductal 

cells expressed Cre (41, 42), whereas ducts from the Metfl/fl mice rarely contained 100% 

stained cells and tended to be more towards 50% staining. Second, the cellular 

population in the Metfl/fl glands that displayed a high percentage of ~-gal staining cells 

appears to be the myoepithelial population. This observation must be confirmed by 

immunohistochemical (IHC) staining of paraffin sections with markers of myoepithelial 
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cells and luminal cells to quantify the percentage of cells of each population that is ~-gal 

positive. 

Niranjan et al. performed in vitro experiments examining the mitogenic effects of 

HGF on luminal epithelial and myoepithelial cells and found that myoepithelial cells did 

not display a proliferative response to treatment with HGF whereas luminal epithelial 

cells did (3). Thus, in the Meë/fl mice the myoepithelial cells may be able to tolerate loss 

of Met expression and still proliferate to contribute to the development of a 

morphologically normal mammary gland. The luminal epithelial cells may be able to 

tolerate decreased levels of Met expression as seen by the ~-gal positivity of luminal cells 

in the Metfl/+ mammary gland, however Met-null cells may not be able to proliferate, thus 

leaving scattered single cells throughout the ducts. To test this, we will be performing 

immunohistochemical staining to determine if luminal cells from the Metfl/fl gland that 

express Cre are proliferating. Altematively, recombined luminal cells may undergo 

apoptosis, and the developing mammary gland is sufficiently adaptable to compensate for 

the continuous loss of luminal cells, thereby avoiding a delay in ductal outgrowth. This 

could be assayed by performing IHC for apoptosing cells to determine if the ~-gal 

positive luminal cells are dying. 

An altemate explanation could be that progenitors committed to become 

myoepithelial cells tolerate Met loss better than luminal progenitors. Thus, when Met 

knock-out occurs, the myoepithelial progenitors behave normally, but luminal 

progenitors fail to contribute cells to the expanding ductal tree. Again, this could be 

assayed by examining which cell populations are proliferating, however this would not 

necessarily identify the myoepithelial progenitor as the IHC markers ofthis population 

are still unknown. 

The role of Met expression in the stem/progenitor population should be explored 

further. Wagner et al. observed ~-gal staining in the cap cells of the terminal end buds 

(33), however, he utilized a different MMTV-Cre construct. Although at this time the 

sample size is small, it appears as though loss of Met may not be tolerated in the stem cell 

compartment as indicated by the non-staining cap cells of the terminal end bud (fig. 6). If 

loss of Met expression induces stem cell death or senescence, there may be compensatory 
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hyperproliferation in that compartment by cells that have not lost Met expression. This 

can easily be assayed by IHC for markers of proliferation. 

We have shown the Met receptor signaling is important for mammary gland 

development as demonstrated by the paucity of Met-null cells. The unparalleled ability 

of the body to adapt has thus-far foiled our attempts at generating a complete Met 

receptor knock-out in the mammary gland, perhaps indicating how critical Met is for 

proper mammary gland development. 
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Figure 1. Mammary epithelial cells isolated from mice of the indicated 
genotypes infected in vitro with adenovirus-Cre results in efficient DNA 
recombination. A. Metfl/Rosa cells in culture display DNA 
recombination by staining for (3 -galactosidase activity. B. Genotyping 
of cells in culture display homozygous, heterozygous, and wild type 
genotypes. Following infection a recombined DNA product is detected 
by PCR. C. Immunoblot for murine Met. Two mg of protein was 
immunoprecipated from infected and uninfected cellular Iysates. 
Expression of Cre recombinase induces excision of exon 16 as weil as 
decreased protein levels. Actin was used as a blotting control. 
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Figure 2. Stained and un-stained outgrowths of in vitro adenovirus-cre 
Infected Metfl mammary epithelial cells. Transplanted primary mammary 
epithelial cells induced to express (:5-galactosidase by infection with 
adenovirus-Cre. Images taken at 2.5x magnification. Epithelial 
outgrowths either did not express (:5 -galactosidase (A) or had only partial 
expression (8) as visualized by staining with x-gal. 
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Figure 3. Abnormal terminal end buds develop in outgrowths that 
express (3 -galactosidase. Ali images at 5x original magnification A.­
B. Transplanted Met wt-Rosa26 cells. C.-D. Transplanted Metfl/+ 
cells. A. ,C.-Cells expressing (3-galactosidase develop deformed 
terminal end buds. (arrow) B., O.-Terminal end buds appear normal 
(arrow) when no b-galactosidase expression is detected. 
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Figure 4. MetfLCre mammary glands develop normally. X-gal stained 
whole mounts of mammary fat pad 4 fram Met wt-Rosa (A), Metfl/+ (8), and 
Metfl/fl (C) mice at 6 weeks of age. Images taken at O.6x original 
magnification. 
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Figure 5. MetfLCre mice retain normal Met protein levels. A. Genomic ONA 
extracted from the mammary fat pad of MetfLCre mice was amplified using primers 
specificfor (top) presence offloxed allele, (middle) recombined ONA, (bottom) Cre 
recombinase. B. Mammary fat pads were cru shed and Iysed in 1 % Triton buffer. 2 
mg of whole ceillysate was immunoprecipitated with ex -Met antibody, separated 
by SOS-PAGE, and blotted for Met. 40 Mg of whole ceillysate was separated by 
SOS-PAGE and blotted for Met and ex -tubulin (loading control). 
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Figure 6. MetfLCre ducts contain fewer cells that have undergone ONA 
recombination than do Met+/+ ducts. Met wt glands stain darkly blue with 
nearly every cell expressing {3-galactosidase (A-C). Metfl/+ glands (O-F) 
contain many stained cells, but it appears that cap cells (arrow in F and 0) are 
not stained. Metfl/fl glands contain fewer stained cells and also may have non­
staining cap cells (arrow in 1). Magnifications are 20x (A,O,G) and 40x 
(8,C,E,F,H,I). 
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Chapter 5 

General Discussion 



When 1 began these investigations, no animal models had examined the role 

of the Met receptor with naturally occurring mutations in the development ofbreast 

cancer. Nor had the effects ofloss of Met receptor signaling on mammary gland 

development been studied. In this thesis 1 have characterised transgenic mice 

expressing a mutant Met receptor in the mammary epithelium under the control of the 

mouse mammary tumor virus promoter/enhancer (MMTV) and highlighted the 

importance ofreceptor ubiquitination in the control of Met receptor signaling. 1 have 

described the phenotypes of the mammary tumors resulting from the Met transgenic 

mice and demonstrated the presence of both luminal and basal cells in the tumors. 1 

have also begun to examine the effects ofloss of Met receptor signaling on the 

development of the mammary gland. 

Loss of Ubiquitination of the Met Receptor Has an Additive Effect on 

Transformation When Combined with an Activating Mutation 

Little was known about the role of the YI 003F juxtamembrane (JM) mutation 

compared to the M1250T activating mutation present within the catalytic domain. 

Tyrosine 1003 was initially found to have a biological role in 1995 when Weidner et 

al. substituted in a phenylalanine at that position and found that the altered receptor 

could induce a fibroblastic change in epithelial cells even in the presence of mutations 

affecting the multisubstrate binding sites of the Met receptor (1). From those studies 

it was concluded that Y1003 was involved in receptor negative regulation and 

substitution resulted in gain of function. Subsequent studies in our lab revealed that 

Y1003 is the binding site for the tyrosine kinase binding domain of the ubiquitin 

ligase Cbl, and the Y1003F substitution results in decreased receptor ubiquitination 

and prolonged downstream signaling (2). Despite the decreased receptor 

ubiquitination, the Met-YI 003F receptor still intemalizes at the same rate as that of 

the wt receptor but is not efficiently degraded, hence it generates prolonged signaIs 

following ligand stimulation (3). 

The importance of ubiquitination in regulating growth factor receptor 

signaling is demonstrated when decreased receptor ubiquitination induces cellular 

transformation. A number of studies of the epidermal growth factor receptor (EGFR) 
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family members have revealed that Cbl-mediated downregulation is critical for 

keeping the mitogenic signaIs downstream of the receptor in check. Expression of 

EGFR in which the Cbl-binding site has been mutated generates an enhanced 

mitogenic effect following ligand stimulation (4). The EGFR family member ErbB2 

often forms heterodimers with EGFR but ErbB2 is resistant to Cbl-mediated 

degradation and conf ers this resistance on EGFR when part of a heterodimer (5). 

Additionally, sequestration of Cbl away from EGFR results in prolonged receptor 

signaling and cellular transformation (6) as seen with the Met-YlO03F. Thus, by 

these numerous mechanisms, loss of EGFR ubiquitination induces a stronger 

mitogenic effect and cellular transformation. 

The lM domain of receptor tyrosine kinases is believed to be involved in 

generalized receptor negative regulation but the mechanism by which it performs this 

role varies between receptors. Studies of the Ephrin R TK have demonstrated that 

following dimerization, tyrosine residues in the lM domain must be phosphorylated 

preceding kinase activation (7). Structure studies have indicated that in its 

unphosphorylated form, the Ephrin lM domain interferes with the orientation of the 

domain involved in phosphoryl group transfer from ATP, thus lM domain 

phosphorylation is required for kinase activity (8). The lM domain of the Muscle­

Specifie Kinase is believed to inhibit kinase activity by binding a second protein that 

prevents kinase activation (9). Members of the Platelet Derived Growth Factor 

Receptor (PDGFR) family have been shown to have direct lM domainlkinase domain 

interactions, keeping the kinase domain in an inactive conformation (10). 

Phosphorylation of tyrosine residues within the lM domain of the PDGFR family 

results in a change in orientation of the lM domain, allowing the kinase domain to 

adopt an active conformation (10, 11). In the Met receptor, tyrosine 1003 provides a 

binding site for a ubiquitin ligase (12), thereby supplying a means ofreceptor 

regulation, but this does not exc1ude the JM domain from having additional negative 

regulatory functions based on structural changes. 

One particularly well-studied RTK with JM mutations is the Kit receptor 

which is overexpressed in 90% of gastrointestinal stromal cell tumors (GISTs) (13). 

Mutations in the lM domain of Kit that disrupt the inhibitory a-helical structure of the 
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JM is present in the majority ofthese tumors (14). The a-helical structure directly 

interacts with the ATP-binding site ofthe kinase domain, thereby inhibiting kinase 

activity (15). Interestingly, the activated form of Kit, resulting from the mutant JM, 

can be inhibited by the kinase inhibitor STI571 (Gleevec) (16), a drug that was 

initially developed as an inhibitor of the common chronic myelogenous leukemia 

translocation product, Bcr-Abl (17). Treatment of GIST patients has been quite 

successful with up to 90% of patients treated experiencing symptom relief (18). This 

demonstrates the importance of identifying R TK JM mutations and provides hope for 

the potential to specifically treat the resulting cancers. 

The JM domain of the Met receptor has not yet been crystallized, but there are 

several studies that suggest that it functions as more than simply a binding site for a 

ubiquitin ligase. Samples from gastric cancer led to the isolation of a Met receptor 

carrying a PI009S mutation in the JM domain (19). NIH3T3 cells expressing Met­

PI009S grew in soft agar, but as was observed in my Met-YI003F soft agar assay, 

formed much smaller colonies than the Met M1250T. Additionally, following HGF 

stimulation, Met-PI009S, like Met-YI003F displayed prolonged receptor 

phosphorylation (19). Alanine-scanning mutagenesis performed in our lab indicated 

that PI009 is not involved in Cbl binding therefore, the role ofPI009S in generating 

an oncogenic Met receptor may be different from that ofYI003F (12). 

A recent study of human lung cancer samples found a sample that contained a 

deletion of the entirety of exon 14 which codes for the majority of the JM domain 

including YI003 (20). Comparison of the proliferative enhancement Rat! cells 

expressing Met-YI003F or Met8Ex14 revealed that both mutations yielded the same 

increase in proliferation over wt or control vector, however, comparison of in vivo 

transformation efficiency was not performed as Met-YI003F was omitted from the 

tumorigenesis assay (20). These studies of the transforming ability of the JM 

mutations indicate the complex role of the Met JM domain which may involve both 

structural changes and ubiquitination for downregulation of receptor signaling. 

The M1250T mutation has been identified as an activating mutation in a 

number of studies (21, 22), however, assays in our lab have not indicated that the 

receptor has any greater kinase activity than the wt receptor (Lina Mussalam-
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unpublished results). Recent studies have suggested that the Ml250T mutation 

results in a change in Met substrate specificity (22,23) and may provide a binding 

site for the transcription factor Stat3 (24). l was unable to co-precipitate Stat3 with 

CSF-Met-MI250T nor did l observe an increase Stat3 phosphorylation in Met­

Ml250T lysates when compared with Met-wt or Met-YlO03F (data not shown). The 

failure to observe strong Stat3 phosphorylation downstream of Met-Ml 250T may be 

a function of the ceIllines used. l utilized the mammary epithelial ceIllines EpH4 

and T47D whereas Yuan et al. used transfected NIH3T3 and 293T cells (24). 

Although elevated kinase activity was not observe d, Met-M1250T expressed 

in Ratl fibroblasts did induce focus formation as weIl as growth in soft agar, but 

notably, the Ml250T mutation showed significant cooperation with the YI003F 

substitution both in vitro and in vivo (fig. 2-3). In soft agar, YI003F was able to 

induce limited proliferation ofRatl fibroblasts, whereas the M1250T mutation could 

generate larger colonies. The YlO03F/M1250T colonies displayed a phenotype 

intermediate between the two individual mutants; the limited proliferation was 

observed in most colonies but a higher percentage of colonies was able to attain the 

larger diameter (fig. 2-3). 

The injections ofEpH4 Met variants into nude mice revealed another aspect 

of the transforming ability of the Met variants. The appearance of the Met­

YI003F/M1250T tumors at the same time as the Tpr-Met tumors was unexpected. In 

focus forming assays Tpr-Met is significantly more transforming than Met-wt or Met­

YIOOF (2). The simultaneous development of the Met-YF/MT and Tpr-Met tumors 

indicates the potency of the Met-YF/MT variant. Clearly, the soft agar and focus­

forming assays should be repeated, including Tpr-Met as a positive control, as it 

would be interesting to compare the transforming ability of Met-Ml 250T and Met­

YF/MT with Tpr-Met in these assays. The signaIs induced by the two variants may 

be similar because Tpr-Met is a cytoplasmic protein (25) and the Met-YFIMT 

receptor is not efficiently degraded, indicating that signaling could occur from the 

endosomal compartment, perhaps recruiting different signaling proteins than would 

be utilized at the plasma membrane (3). Altematively, it may not be the location, but 
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rather the duration of the signal (fig. 2-2), as a result ofinefficient degradation ofboth 

Tpr-Met and Met-YF/MT, that results in the similar abilities to transform. 

The most dramatic difference in activities between the receptor variants is 

seen in the transgenic mice where mice expressing either ofthe single mutants 

developed tumors with long latency and low (or zero) penetrance whereas the Met­

YF/MT transgenics displayed an average penetrance of 44% and a latency of 441 

days (table 1-1). This could be a result of additive activating ability, or the difference 

in signallocalization, or simply the duration of signaling. IHC for Met in both Met­

M1250T and Met-YF/MT turnors did not indicate membranous localization of either 

receptor variant, however, high levels of expression and continuous signaling may 

make it difficult to observe a population at the membrane. AdditionaIly, as there is 

no difference in intemalization, perhaps a phospho-specific antibody such as those to 

Y1234/35 in the activation loop or Y1349/56 in the C-terminus would provide a 

better indication of where large pools of activated receptor lie. 

Expression of a Dysregulated Met Receptor in the Mammary Epithelium 

Induces Mammary Tumorigenesis 

The Met receptor tyrosine kinase is expressed at elevated levels when 

compared with normal tissue in 15-20% ofhurnan breast cancers (26-28). This 

overexpression is associated with decreased survival and a shorter disease-free 

interval in both lyrnph node positive and negative patients (26, 29-31). Elevated 

serum levels ofHGF in women with breast cancer is associated with higher grade 

invasive tumors (32-35) and is associated with a shorter time to relapse foIlowing 

surgery (36). A nurnber of Met-related transgenic models have been generated and 

they aIl develop mammary adenocarcinomas, albeit with different latencies and 

penetrances, however, none has specificaIly targeted expression of a dysregulated 

Met receptor to the mammary epitheliurn. 

The Met receptor-related transgenic mice that have been generated inc1ude 

MT-Tpr-Met (37), MT-Met M1250T (38), and WAP-HGF (39). The WAP-HGF 

mice had the highest incidence ofturnors, at 89% ofmultiparous mice (39), but the 

other models had more mode st incidences from 25-60% of multiparous mice. 
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Between the two lines ofMet-Y1003F/M1250T mice, 1 observed an average 

incidence of 40% by 600 days, including the non-exogenous Met expressing turnors. 

The incidence in the Met-M1250T Hnes is 10wer, and it will be necessary to increase 

the nurnber of multiparous mice in order to obtain more turnor-bearing mice and 

better estimate the penetrance of turnor development. Other Met transgenic models 

had shorter latencies- 6 months for MT-Tpr-Met (37), less than 1 year for WAP-HGF 

(39) and the MT-Met M1250T mouse developed a mammary turnor at 10 months 

(38). The difference in latencies may be due to the differences in the activities of the 

promoters used to drive expression of the transgene or differences in the mammary 

cell populations in which they are expressed. 

The latency of the MMTV-Met turnors necessitates caution when quantifying 

the tumors, because FVBIN mice frequently develop mammary adenocarcinomas at 

18 months (550 days) and older (40, 41). This is exemplified by our FVBIN cohort in 

which 19% of multiparous mice developed turnors, but at an average age of greater 

than 20 months (600 days). A common cause ofmammary turnors in the FVBIN 

background is pituitary adenoma-it induces proliferation and lactational 

differentiation of the mammary epithelium as a result of excess prolactin production 

(41). In our colony, onlyone of the mice was found to have an overt pituitary 

adenoma, potentially driving turnorigenesis, however, only mice with ablatant 

lactational phenotype had their pituitary glands examined. Excessive prolactin aiso 

results in the development of squamous nodules with an inflammatory infiltrate (42), 

Figure 5-1. Squamous metaplasia in aged control mice and Met-M1250T tumors. Both 
images at 20x original magnification. A. Aged control mouse. B. Met-M1250T tumor. 
Single headed arrow-squamous metaplasia and keratin deposition. Double headed arrow­
infiltrating inflammatory cells, they are also scaUered throughout the stroma. 
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a common finding in many of our mice 600 days and oIder (fig. 5-1). Squamous 

nodules were also found in older mice from a separate colony that did not exhibit 

increased serum prolactin (40), suggesting that inflammatory squamous nodules may 

simply be a common finding in elderly mice. Squamous metaplasia was also found in 

the Met-M1250T tumors (fig. 3-4F, 5-1), and these tumors appeared with an average 

latency of 547 days. Thus determining whether or not the MMTV -Met tumors 

expressed exogenous Met prote in became critical. 

Determining expression of exogenous Met protein was facilitated by the use 

of the chimeric receptor and antibodies that bind only human Met. Expression of 

murine Met was not enhanced in the MMTV-Met tumors (fig. 3-2B), however, 

several tumors arose in both transgenic and control mice that did show 

overexpression of endogenous Met prote in, but not exogenous Met prote in (data not 

shown). Assaying exogenous Met protein expression could have been problematic if 

MMTV -Met expression had resulted in the development of spindle cell carcinomas. 

The spindle cell phenotype is coincident with repression of the MMTV promoter, as 

was observed in the MMT-ILK mice (43). MMTV repression by this me ans was not 

a concem for us as the majority of the tumors had a glandular phenotype. One 

difference between the ILK and the Met mice that should be noted was elevated ILK 

protein could be detected in non-transformed tissue, whereas in the MMTV-Met mi ce 

protein has been consistently undetectable except in transformed tissue (fig. 3-2A) 

(43). 

Low expression of transgenes under the MMTV promoter in untransformed 

tissue with high expression in tumors is observed in other mammary tumor models. 

The MMTV -prote in kinase CK2 mice display low/undetectable expression in normal 

mammary glands but a strong band is apparent in tumor lysate by immunoblotting 

(44). Interestingly, in the MMTV-CK2 mouse, both adenosquamous and spindle cell 

tumors developed, with expression of cytokeratin 14, indicating possible involvement 

of the basal/progenitor population (44). Similarly, the MMTV-heregulin (45) and 

MMTV -hEGFR (46) mice had low transgene expression in normal tissue but 

enhanced expression in tumor tissue. 
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MMTV-Met is Expressed at Only Low Levels in Normal Tissue but Upregulated 

in Transformed Tissue 

Selecting transgenic lines at the beginning of the project was challenging due 

to the low expression of the transgene in the mammary epithelium and the absence of 

an overt phenotype. Western blot analysis failed to detect expression of the 

exogenous Met prote in and RT-PCR revealed low to undetectable levels of 

expression. As the MMTV /SV 40 construct utilized for the generation of the se mice 

has been used successfully in multiple other transgenic animaIs both before and after 

the cloning of the Met transgenics, it seemed unlikely that there was a defect in the 

construct that resulted in failure to express. Additionally, the background strain, 

FVB/N, is less likely to methylate the promoter than other mouse strains, so promoter 

methylation should not have been the cause of low expression levels (47, 48). 

However, tumors expressed high levels ofthe exogenous prote in, demonstrating the 

integrity and functionality of the construct. This raised the possibility that a few, 

scattered cells in the normal ductal epithelium might be expressing the Met transgene, 

however, examination ofvirgin glands by immunofluorescence for exogenous Met 

expression did not reveal any pockets of expression (data not shown). 

Another possible reason for the failure to detect expression was that 

exogenous Met expression under MMTV resulted in premature death of cells. In 

order to determine if this was the cause of low expression, l examined transgenic 

mice and controllittermates at 3 weeks, 6 weeks and 9 weeks for delays in ductal 

outgrowth and increased frequency of apoptotic cells. There was no obvious delay in 

ductal outgrowth nor was there an increase in number of apoptotic cells in ducts nor 

terminal end buds in the developing mammary gland (Supp. fig. 3-2). Alternatively, 

it was possible that exogenous Met expression resulted in an epithelial-mesenchymal 

transition, thereby suppressing expression from the MMTV promoter as seen in the 

MMTV-ILK mice (43). Again, examination of glands from the early stages of 

development as well from older mice, revealed no loss of epithelial integrity nor 

apparent increase in the number of fibroblasts in the transgenic animaIs compared 

with their controllittermates. 
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Observing expression of exogenous Met protein in the tumors but not in the 

normal mammary tissue from the same animal raised the question of why could the 

tumors cells express high levels of Met when non-transformed cells showed no 

expression at an. If only transformed cens could express exogenous Met, it indicated 

that cells needed to be "tolerized" to high levels of Met expression. Alternatively, 

there could be a small population of cells that did express exogenous Met and these 

cells were selected during tumor initiation. 

The "tolerization" hypothesis was supported by the expression levels observed 

in the various stable celllines generated. Three breast-derived celllines that were 

used to generate stable lines expressing the Met receptor variants. The T47D lines 

were generated first and had very high levels of expression of exogenous Met, 

especially the variants containing the YI003F mutation (3). The EpH4 lines were 

generated next, quickly followed by NMuMGs. Both EpH4 and NMuMG cells are 

considered normal, non-tumorigenic murine mammary celllines. Western blots for 

exogenous Met in the EpH4 and NMuMG celllines showed higher levels of prote in 

in the NMuMG cells than in the EpH4 cells (fig. 5-2). T47D cells were derived from 

IPMet 
lB Met 

WCL 
lB Met 

lB E-cadherin 

NMuMG 

Figure 5-2. Expression levels of Met variants in EpH4 and NMuMG cells lines. Both 
experiments were performed at the same time. 1 mg of protein was immunoprecipitated and 
40 I-Ig of whole ceillysates was loaded onto the polyacrylamide gel. Proteins were 
transferred and bloUed at the same time. Met receptor variant are not detectable in EpH4 
cells by whole cell Iysates 
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pleural effusions of a woman with ductal carcinoma (49) and will fonn tumors in 

nude mice in the presence of estrogen (50). NMuMG cells, although considered non­

transfonned, will fonn benign cystadenomas upon reinjection into the MFP, 

indicating that They are not entirely normal (51). EpH4, however, do not form tumors 

upon injection into cleared fat pads through 6 months of observation (52,53) and in 

our hands, we obtained tough, cartilaginous scar tissue after 6 months in the vector 

control cells but only in one mouse. These observations indicate that EpH4 cells are 

less transformed than the NMuMG or T47D cells and for this reason may not be able 

to support as high levels of expression of Met. 

An altemate explanation for the tolerated expression levels hinges upon the 

lineage from which the celllines are derived. T 4 7D cells are considered to be 

luminal epithelial cells, as determined by microarray studies (50). EpH4 cells are a 

myoepithelial population with strong expression of cytokeratin 14 in all cells, as was 

determined by immunohistochemical staining ofthe EpH4-Met tumors (data not 

shown). The NMuMG cells may contain both luminal and basal populations as 

evidenced by the ability to subclone populations that were epitheliod or fibroblastic 

(54), however, neither microarray analysis nor immunohistochemistry has been 

carried out on these cells. It is possible that immortalized luminal cells tolerate 

higher levels of expression than do myoepithelial cells, again explaining the low 

levels of expression seen in the EpH4 but higher levels in the T47D and NMuMG 

cells. 

MMTV -Met Tumors Display a Range of Histological Phenotypes 

The principle ofPathway Pathology asserts that the specific signal 

transduction pathway activated in a tumor determines the phenotype of the tumor. 

This concept is supported by groups of transgenic mice, such as the ErbB2 

transgenics, that despite being generated by slightly different ErbB2 cDNAs, an 

develop remarkably similar solid, nodular adenocarcinomas with a gradient of 

differentiation within each nodule (55). Likewise, mice expressing Wnt-pathway 

proteins, Ras, Myc, or even knock-out animaIs for PTEN display similar tumor 

phenotypes in genetically modified mice (56). Exceptionally, the MMTV-Met-
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YF /MT turnors are not constrained to one particular phenotype. The most prevalent 

turnor phenotype is the solid adenocarcinoma, but we also observed papillary and 

invasive tubular adenocarcinomas. Even amongst the solid adenocarcinomas, there 

were differences in size and nurnber of vascular channels and how much of an 

inflammatory reaction there was, but in general, the nuclei were regular with an open 

chromatin pattern and, if present, a single nucleolus. The solid turnors often had 

regions of densely packed and looser ceHs. When compared with the other Met­

related transgenic models, the similarities they share in phenotypes is that they aH 

display a range of phenotypes. The W AP-HGF model developed tumors that were 

described as adenosquamous, with nodular glandular units (39) and the MT-Tpr-Met 

mice developed tumors that were papillary, scirrous or nodular (37). 

The long latency and low transgene expression could contribute to an 

explanation for this range of phenotypes. The latency to turnor development implies 

that expression of dysregulated Met is insufficient to transform on its own, but 

requires additional oncogenic events for turnor initiation. The contributing oncogenic 

events may be what determines the turnor phenotype. It has been shown that when 

crossing two transgenic animaIs there is always a dominant oncogenic pathway that 

determines turnor phenotype rather than each contributing to a hybrid phenotype (57). 

We may be observing a dominant oncogene effect or loss of a turnor suppressor. The 

solid phenotype could be a manifestation of an activated Ras-MAPK pathway as 

observed in ErbB2, Ras, and Polyoma Middle T -driven turnors-aH of which display a 

similar, solid phenotype (55, 58, 59). Strong activation of the MAPK pathway can be 

se en by immunoblotting MMTV -Met turnor lysates (fig. 3-3), but this does not 

exclude activation of other pathways. Papillary and invasive tubular may have 

activation of other pathways or loss of turnor suppressors such as PTEN in the 

papillary turnors (60). Activation or dysregulation of specific pathways could be 

examined by performing immunoblots for proteins within specific pathways. 

Alternatively, tissue sections could be used to determine the localization of activated 

forms of critical proteins. The forthcoming microarray data may also provide insight 

into which pathways may be dysregulated. 
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MMTV-Met Tumors Rarely Metastasize 

Met receptor signaling in vitro has been shown to result in increased cellular 

motilityand invasion (61). As a result ofthis in vitro behavior, it was expected that 

the MMTV -Met-derived tumors would become invasive and form distant metastases. 

Surprisingly, only two of the tumor-bearing mice were found to have lung metastases 

(fig. 3-5) and no metastases were found in other tissues, despite examining liver and 

bone. Even when tumors were transplante d, allowed to grow for 2 months, resected 

and allowed to re-grow, no lung metastases developed. In some histological sections, 

tumor cells were observed within vascular channels (fig. 5-3), however, it appears 

that the cells were unable to survive in a foreign microenvironment. 

Figure 5-3 Intravascular tumor cells. A. Tumor cell embolus without endothelium. B. 
Endothelium-covered (arrow) tumor cells. 

In many cases, the tumor cells were locally invasive, however, as observed in 

histological sections, especially those stained for exogenous Met protein or 

cytokeratin 8/18. Using either ofthese staining methods, single cells and groups of 

cells could be observed migrating into the stroma adjacent to the tumor mass 

(examples-fig.3-5A and Supp. fig. 3-4). Thus, the Met-expressing cells were capable 

of invading into the stroma, but generally, not able to colonize the lung. 

The failure to metastasize highlights the different characteristics that are 

required for metastases to develop. Enhanced invasive ability is only one aspect of 

the metastatic cascade and may not actually be as large a contributor to metastases as 

originally thought. The ability to survive and then proliferate in other organs seems 

to be a more stringent qualification for metastatic ability. As recently described by 

Anne Chambers and colleagues, cells from primary tumors can be found in multiple 
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organs, but they remain quiescent, unable to expand until sorne as yet undetermined 

signal permits them to proliferate (62). This has also been demonstrated by other 

studies in which even in early stages oftumor development, cytokeratin positive cells 

can be found scattered throughout the bone marrow, however, the cells have not 

proliferated to form metastases (63, 64). 

The identification of multiple scattered malignant, but non-proliferative, cells 

highlights the decreased importance of migratory/invasive ability of tumor cells. It is 

believed that tumors regularly "shed" cells into circulation not necessarily by cells 

invading into blood vessels, but by growing surrounded by leaky neovasculature, 

spreading into the lumen, and being carried to other organs (65). Clumps oftumor 

cells may enter the blood stream surrounded by a layer of endothelium as seen 

adjacent to the tumor sections (65, 66) (figure 5-3B). 

The downregulation of adhesion molecules and the progression through an 

epithelial-mesenchymal transition (EMT) does not seem to increase the risk of 

metastases as seen in human tumors with consistent loss of E-cadherin expression. 

The MMTV-Met-M1250T tumors contained very few E-cadherin positive cells (fig. 

3-6C), however, these tumors and their transplants did not give rise to distal 

metastases. In humans, the highly invasive E-cadherin negative breast tumor 

phenotype of invasive lobular adenocarcinoma (ILC) does not metastasize any more 

frequently than invasive ductal carcinoma no special type (67-69). Loss of E­

cadherin expression is aiso found in a class of gastric cancers within a few families 

that carry a germline mutation in cdhl. Again, aithough the carriers of the mutant 

cdhl are predisposed to gastric and breast cancer, the tumors do not metastasize with 

any greater frequency than the more common types of gastric cancer (70). 

MMTV-Met Tumors Contain Progenitor CeUs 

Although it has not been examined, two other Met-related transgenic models 

present data suggesting that stem cell/progenitor cells may have been affected. Both 

the MT-Tpr-Met (37) and the WAP-HGF (39) mouse tumors are described as having 

an adenosquamous component. The presence of squamous metaplasia is indicative of 

progenitor cell invoivement as there is positive staining for CK6 and CK14 around 
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keratin pearls (71)-also personal observation (fig. 5-4). Transdifferentiation of 

mammary epithelium to other ectodermal derivatives indicates the plasticity of 

progenitor cells. Wnt pathway transgenic mice frequently develop adenosquamous 

tumors, and several studies have demonstrated a high percentage of putative stem 

cells present in these tumors by staining for CK5 or CK6 as well as F ACS sorting of 

tumors for cells with stem cell markers (72, 73). The MMTV-Met-M1250T mice 

developed tumors with squamous metaplasia that demonstrated staining for 

progenitor markers adjacent to keratin pearls as well as in other are as of the tumor 

(fig. 3-7F), indicating that Met-M1250T may be inducing transformation of the 

progenitor population. Support for the role of Met in the progenitor population has 

also come from a recent study in which microarray analysis was performed on a panel 

of breast cancer celllines and it was found that high Met expression was associated 

with a basal phenotype (74). Thus, progenitor cells may better tolerate elevated Met 

expression or they may have a growth advantage if Met is overexpressed. 

Figure 5-4 Cytokeratin expression around keratin pearls. Both images were taken at 40x 
magnification. A. K6 B. K14 

Unlike the Met-M1250T tumors, the two invasive tubular adenocarcinomas 

that contained mixed lineage cells did not generate areas of squamous metaplasia. In 

humans, there appears to be no strong correlation between invasive tubular 

morphology and expression of basal markers unless the tumor is a mixed tubular 

adenocarcinoma (75). It would be ofinterest to examine a breast tissue bank for 

invasive tubular adenocarcinomas and perform staining for stem/progenitor cell 
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markers in order to determine ifbasal markers are frequently expressed within this 

histological subtype. 

The finding that exogenous Met-M1250T expression can exp and the 

progenitor population suggests that higher levels of Met expression are better 

tolerated in the stem/progenitor population and that subsequent mutations acquired by 

these cells over the lifetime of the mouse induce them to bec orne the "tumor stem 

cells." This is supported by the latency to tumor development, which again, suggests 

that several genetic alterations are required for tumor development. With the 

formation of the tumor stem cell, it is possible that depending on the Met signal­

whether it is Met-M1250T or Met-YF/MT-and other modifying factors, there could 

be differences in how the cells differentiate, as exemplified by the MMTV-Met­

M1250T tumors being both K8 and K14 positive whereas the majority ofthe MMTV­

Met-YF/MT tumors were solely K8 positive. Met-Ml 250T may enhance the self­

renewal capacity of the progenitor cells and permit differentiation towards both 

luminal and basallineages whereas the addition of Met-YF/MT drives the cells 

towards only luminal differentiation or is only tolerated by transformed committed 

luminal progenitors (fig. 5-5). The Met-YF /MT invasive tubular tumors that contain 

both basal and luminal cells may be expressing factors that modify the Met-YF /MT 

signaling to permit expansion ofboth populations. The forthcoming microarray data 

from the invasive tubular tumors will help to identify what distinguishes these Met­

YF /MT tumors from the solid, luminal Met-YF /MT tumors. 

The microarray data generated thus far supports the observation that Met­

M1250T and Met-YF/MT tumors are different from each other. The presence of 

myoepithelial and progenitor cells in the Met-Ml 250T tumors indicates the 

possibility that these tumors may be classified as basal tumors, and the comparisons 

between the human basal profile and the Met-Ml 250T profile will be made. 

Microarray data from human breast cancers has shown that tumors expressing the 

highest levels of Met protein cluster with basal tumors (Finak, Park, unpublished 

data), thus, dysregulated Met signaling may play a role in transforming mammary 

progenitor cells in both mice and humans. 

211 



Stem Cel! Progenitor cel! 

Figure 5-5 Hypothesis for Met variants driving tumorigenesis. Met-M1250T may enhance 
progenitor cell proliferation and permit differentiation towards both luminal and basal 
lineages. Met-YF/MT may drive progenitor cell differentiation towards luminal cells only or 
may enhance proliferation of a progenitor cell committed to the luminallineage (represented 
by the luminal cell undergoing self-renewal). 

Met SignaIs Cooperate with p53 in Formation of Mixed Lineage Tumors 

Tumors arising in genetically modified mice that carry a deletion in p53 and a 

defective BReAl frequently overexpress Met and have amplification ofthe Met locus 

(76). A much earlier study in Li-Fraumeni patients (hereditary p53 mutation) had 

also found that in 3/4 human sarcoma samples examined and in 9/15 p53-null murine 

tumor samples, Met was highly expressed (77). With this evidence of p53/Met 

cooperation in tumorigenesis, we examined both the MMTV-Met tumors for p53 

nuclear localization. We observed p53 nuclear localization in the Met-M1250T (fig. 

8a) tumors and the Met-YF/MT invasive tubular carcinomas, tumors that contained 

both luminal and basal cells, whereas the luminal-only tumors did not have nuclear 

p53 staining. This finding is not unexpected as p53 nuclear localization is associated 

with the basal phenotype in human tumors (75, 78-80). 

To augment these studies, it would be useful to examine the breast tumors in 

the human breast cancer bank that overexpress Met receptor. Ifloss ofp53 function 

selects for Met overexpression, screening the bank for p53 mutants or tumors with 

p53 nuclear localization and co-ordinately examining Met receptor expression, could 

support or refute the possibility of cooperation. Perhaps p53 and Met cooperation 

occurs preferentially within tumors of a specific histological phenotype, again, 

another possibility to be explored by thoroughly examining the human breast tumor 
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banle It is possible that the Met amplification in human tumors occurs preferentially 

in the context of BRCAl or BRCA2 mutation as was observed in one mouse model 

(76). Screening the breast tumor bank for p53 and BRCA mutations and assaying for 

Met amplification might yield a stronger association between genomic instability and 

Met signaling. 

To test the hypothesis that Met and p53 cooperate in mammary tumorigenesis 

we have set up breeding pairs with p53-null mice and the MMTV -Met mice. If loss 

of p53 function is a "tolerizing" event, we may be able to detect Met expression in the 

mammary epithelium earlier in development. The range of tumor histologies will 

mostly likely be the same as for the p53-null alone, but with cooperation from the 

transgenic Met, the tumors should arise with a decreased latency for both p53-null 

alone and MMTV-Met alone. It will be necessary to examine these tumors for 

increased expression of endogenous Met, to determine if Met amplification occurs in 

these tumors, even in the presence of exogenous Met, as it does in the p5T/- BRCAr/­

tumors (76). 

Met Receptor Plays a Role in Mammary Gland Development 

The effect of loss of Met receptor expression on the development of the 

mammary gland has never been directly addressed. We have begun to examine the 

results of Met deletion in the mammary epithelium using floxed-Met (Metfl) mice 

with mammary-directed Cre expression. Additionally, we have crossed the Metfl 

mice with a strain of reporter mice (GTRosa26) that express p-galactosidase 

following Cre expression in order to identify the cells in which Met has been deleted. 

It was surprising to find that Metfl/fl mice did not display any mammary gland 

developmental defects, neither at the gross nor at the microscopic level. Previous 

reports had demonstrated that treating MFPs in culture with antisense 

oligonucleotides to HGF blocked ductal branching during the period oftreatment 

(81), therefore l expected to see fewer branches in the Metfl/fl glands. The lack of 

phenotype may be explained by the nearly normallevels of endogenous Met observed 

in the mammary gland by immunoblotting (fig. 4-5b). Histological examination of 

the glands revealed the reason for the normallevels of Met protein was that there 
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were very few Met-nulliuminai cells in the Metfi/fi glands compared with the Met/+ 

glands as determined by the presence of p-galactosidase expression. 

Although the percentage of luminal cens that underwent DNA recombination 

was lower in the Metfllfi mice, the percentage of Met-null (blue) myoepithelial cells 

was high. It is difficult to determine from the x-gal staining if the percentage of 

myoepithelial cens that underwent recombination in the Metfi/fi and Met/+ glands is 

similar, however this could be determined by immunofluorescence (IF) or 

immunohistochemistry (IHC), staining for markers of myoepithelial cens in the cens 

that express p-galactosidase. One report, that demonstrated that myoepithelial cens 

do not require HGF for proliferation (82), provides support for the hypothesis that 

Met-nun myoepithelial cens may be able to continue to proliferate and contribute to 

the expanding ductal system. However, again, IF or IRC is required to positively 

identify the cens that have undergone recombination and that are proliferating, in 

order to determine ifthe myoepithelial cen populations from both the Met/+ and 

Metfllfi mice display the same fraction of proliferating cens. 

Met receptor signaIs may be required for survival or proliferation of luminal 

epithelial cens which is why there are so few Met-nulliuminai cells. If Met signaIs 

are required for survival, the Met-nulliuminai cells may be undergoing apoptosis; 

this can easily be assayed for by TUNEL staining. If Met is required for proliferation 

of luminal cells, then, staining for a proliferation antigen such as PCNA or Ki67 will 

reveal whether or not the Met-nulliuminai cells are proliferating. In both ofthese 

scenarios, the Met-competent luminal ce Ils will have to compensate for the loss of 

proliferation of the Met-nulliuminai cells in order to avoid a delay in ductal 

outgrowth, thus we could expect a higher proliferative fraction in the Metfi/fi gland 

than in the Met/+ glands. 

The paucity of recombined Metfi/fi luminal cells could also be explained by a 

failure of Met-null progenitor cells to differentiate towards luminal cells, whereas 

myoepithelial cell differentiation is unaffected. This could be assayed by culturing 

primary cens in conditions that permit both luminal and myoepithelial cens to 

proliferate such as demonstrated by Stingl et al. (83). In this way, we could 

determine if the Met-nun progenitor cens preferentiany generate myoepithelial cens. 
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Static Condition-Finished developing, no pregnancy 

Pregnancy 

Met-null cells do not 
proliferate, but MMTV 
becomes active stochastically 

Met-null cells undergo 
apoptosis, but MMTV 

Met-null cells do not 
proliferate, but MMTV 
is highly activated 

Met-null cells undergo 
apoptosis, while MMTV 
is highly activated 

)0 

Note-If 1055 of Met expression prohibits progenitor cells from differentiating towards 
luminal epithelial cells, the same results would be observed as demonstrated for 
Met-null cells not proliferating. In ail cases, myoepithelial cells are no affected. 
and proliferate as they would normally if Met was present. 

Figure 5-6 Scenarios for future time points in Metfllfl experiments. 

A. Increased 
number 
Met-null 
luminal cells 

B. If Met competent 
cellsdo not 
compensate 
-Same number 
luminal cells 

C. If Met competent 
cellsover 
compensate 
-Fewer luminal 
cells 

D. Possibly delayed 
outgrowth due to 
lessen proliferative 
population, but 
increased proportion 
Met-null cells 

E. Delayed outgrowth 
due to Met-competent 
cells having ta compensate 
for loss of Met-null cells 
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At the six week time point, there is no difference in mammary gland 

development, however, examination ofboth earlier and later time points is crucial. 

The MMTV promoter utilized to drive Cre expression is activated as early as 3 weeks 

of age, thus it is possible that at an earlier time point a difference in phenotypes may 

be observed if an the luminal cens that have undergone recombination fail to 

proliferate or undergo apoptosis. It will also be of interest to examine whether or not 

the proportion of recombined cens changes. MMTV becomes active in a stochastic 

manner (84-86), thus, if Met-nun cens fail to proliferate, there should be an 

incremental increase in the percentage of blue cens as the gland matures because 

proliferation becomes less important so there would not need to be a compensation by 

the non-recombined cens for normal growth to occur (fig. 5-6a). If the Met-nun cens 

undergo apoptosis, then the rates of apoptosis of Met-nun and compensatory 

proliferation of Met-competent cells should balance, leaving the gland with a constant 

percentage ofMet-nunluminal cens (fig. 5-6b). Altematively, there could be an 

over-compensation for the lost Met-nun cens, leaving fewer blue cens in the luminal 

population (fig. 5-6c). In an of the se scenarios, the myoepithelial population should 

continue to undergo recombination, but this will not affect the function nor growth of 

the gland, if myoepithelial cens do not require Met for proliferation nor function. 

The next question to be address is: how do the Met-null cells respond to the 

need to proliferate, expand, and differentiate during pregnancy and early lactation? 

Met and HGF levels are elevated during early pregnancy (82,87) but decrease during 

late pregnancy and lactation, implying that the early stages of pregnancy-induced 

proliferation require Met signaling. IfMet-nullluminal cells (or Met-null 

progenitors) fail to proliferate, there may be delayed ductal outgrowth but the number 

ofMet-null cells will increase as a result ofthe increased activity from the MMTV 

promoter during pregnancy (fig. 5-6d). IfMet-nullluminal cells (or progenitors) 

undergo apoptosis, it is expected that there would be delayed outgrowth during 

pregnancy and that the proportion of Met-null cells will decrease as the Met­

competent cells compensate for the apoptosing population (fig. 5-6e). Finally, 

MetIHGF expression is again elevated during involution (82,87), so the 

consequences of loss of Met expression during involution must be examined. 

216 



Thus, there are a number of questions still to be addressed in this project, but 

the preliminary results do indicate that, although the mammary gland is able to 

compensate for loss of Met expression, there is negative selection for Met-nun 

luminal epithelial cens. 

Conclusion 

From this work, the role of the Met receptor in the mammary gland has been 

further explored. Its importance in the progenitor population has been revealed 

through the generation of tumors that contain both luminal and myoepithelial cens 

and through the studies of the Met-nun mammary glands. 

Additionany, the importance of negative regulation of a receptor tyrosine 

kinase has been shown. The combination of an activating mutation with a mutation 

that results in loss of receptor ubiquitination yields a transformative ability that 

greater than either mutation alone. 
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Abbreviations 
Cbl 
EGFR 
EMT 
ErbB2 
FVB/N 
GIST 
IF 
IHC 
JM 
K6 
K8118 
K14 
Ki67 
Metfl 

MFP 
MMTV 
PCNA 
PDGFR 
RTK 
TUNEL 

Casitas B-lineage Lymphoma 
Epidermal Growth Factor Receptor 
Epithelial Mesenchymal Transition 
Erythroblastic leukemia viral oncogene2 
Friend's leukemia VirusB (Fv1 +)/NIH strain 
Gastrointestinal Stromal Tumor 
Immunofluorescence 
Immunohistochemistry 
Juxtamembrane 
Cytokeratin 6 
Cytokeratin 8/18 
Cytokeratin 14 
proliferation antigen discovered at University of Kiel 
Floxed Met mouse 
Mammary Fat Pad 
Mouse Mammary Tumor Virus 
Proliferating Cell Nuclear Antigen 
Platelet-Derived Growth Factor Receptor 
Receptor Tyrosine Kinase 
Terminal deoxynucleotidyl Transferase mediated-dUTP Nick 
End Labeling 
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2.i\pprovaISignatures 
. Principal Investigatorl Course Director Date: 

Chair, Facility Animal Care Committee Date: 

UACC Veterinarian Date: 

Chairperson, Ethics Subcommittee Date: 
(D level or Teaching Proto cols Only1 
Approved Animal Use Period Start: End: 

3. Summary (in language that will be understood by members of the general public) 
AIMS AND BENEFITS: Describe, in a short paragraph, the overaU aim of the study and its potential benefit to human/animal 
health or to the advancement of scientific knowled2e (was section 5a in main protoco/). 

The aim ofthis project is to understand the role of the Met receptor tyrosine kinase (RTK) and one ofits 
downstream signaling molecules, Crk, in the development of the mammary gland and in the induction of 
epithelial mesenchyrnal transition (EMT) which is an aspect ofboth normal tissue development as weIl as 
tumorigenesis and metastasis. These studies will yield a better understanding of the role of Met and its 
downstream signaIs in inducing the cell scattering that is involved in the normal development of mammary 
epithelium as weIl as in breast cancer cell invasion. 

Form version Dec. 13,2004 

4. Bas an unanticipated problem occurred? 1 YESO NO f2J ifyes, supply details: 

5. If creating genetically modified animais or new combinations of genetic modifications, 
com lete and attach a Pheno e Disclosure orm htt :llwww.mcill.ca/r o/animallforms 

6. Procedures 

a) For Band C level of invasiveness, 

The procedures are the same as the original Rrotocol: YESO NOD 

IF NO, complete the following: 
Detail new procedures that are different from section 10a of the original protocol (include a copy of 
the en tire revised procedure section 10a of the original protocol with the changes and/or new 
procedures in CAPS): 

b) For D level of invasiveness, 

Include here ALL procedures except transgenic procedures, including the ones described in the 
original protocol as weIl as new and changed procedures in CAPS (was section 10a in main 
protocol); Please only attach SOPs related to new and changed procedures to this renewal forme 

NOTE: NO NEW PROCEDURE 

Anaesthesia, Breeding transgenics, Euthanasia of adult and neonatal rodents 

Transplantation of mammary epithelial cells to a cleared mammary fat pad (MFP): Mammary fat pads 
will be harvested from floxed Met mice and the epithelial cells isolated in vitro. The epithelial cells will 
be infected in vitro with a replication incompetent adenovirus exp!essing cre recombinase. The treated 
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epithelial cells will then be suspended in phosphate buffered saline and injected into a c1eared MFP. The 
injection of the epithelial cells requires anaesthetizing a 3 week old female animal with the rodent cocktail 
given intramuscu1arly at a dose ofO.lmL/100g body weight. Fo11owing confirmation that the animal is 
insensible an inverted "Y" incision is made in the skin of the abdomen allowing for exposure of the the 
number four MFP. The cells to be tranplanted to the MFP are injected into a distal portion ofthe MFP and 
the proximal portion of the gland is removed using a cauterizer, thus removing anyendogenous mammary 
epithelium. The incisions is c10sed using clips which are removed 10 days later. The procedure should 
take no longer than ten minutes starting from the first incision. Once the procedure is complete the mouse 
will be placed near a heat lamp (3-4 feet depending on bulb strength) and will be monitored until partial 
consciousness. For the 10 days following surgery the animaIs will be observed daily for signs of infection 
and distress and if either of these occur the animal will be sacrificed. 

Tumorigenesis and metastasis assay: To assay the ability of Met-expressing cells to form tumors or 
experimental metastases mice will be injected with tumor ce11s (10/\4-10/\7 in PBS or DMEM) either 
intravenously via the tail vein or subcutaneously. 

Generation oftransgenic animaIs: Performed as a fee for service at the McIntyre Transgenic Facility (Dr. 
Michel Tremblay's proto col #4437). 

Special Water : To induce transgene expression in nursing mothers MT-met lines and control mice will 
receive lOmM zinc sulfate (ZnS04) in their drinking water. At weaning, a11 pups will be given 25mM 
ZnS04. A group will be sacrificed at 35 days of age and an other group will be sacrificed at 8 months of 
age. Monitoring: daily 

Hepatocarcinogenesis : we will administrate a single injection of diethylnitrosamine (DEN) to seleceted 
MT-met mice. DEN (from sigma Chemical Co., St-Louis, MO USA) will be injected IP in 15-days-old 
mice at a dose of 5uglg ofbody weight. The mice will be sacrificed at 52 weeks of age. Monitoring: 
daily 

7. Endpoints 
a) For Band C level of invasiveness, 

The procedures are the same as the original nrotocol: YESO NOD 

IF NO, supply new endpoints that are different from the original protocol: 

b) For D level of invasiveness, 
Include here ALL endpoints, including the ones described in the original protocol as weil as new 
and changed endpoints in CAPS: 

Experimental Endpoints : 

Aging Mice : For physiological reasons, the mice will be kept no longer than 2 years. AH mice will be 
sacrificed when they reach 2 years old. AU animaIs are to be monitored weekly for the first 18 months, then 
daily during week days for the rest of the animal's life, for signs of distress. Any of the foUowing criteria will 

, warrant euthanasia: loosing motricity, unresponsive to touch, slow respiration, co Id to the touch, hunched up 
1 

with matted fur, signs of sudden weight loss, failure to eat* and drink* (leading to more than 20% weight 
10ss), prominent appearing ribs and spine, sunken hips. Other signs of distress are writhing, hyper- and 
hypoactivity, vocalizations, and isolation from the group. As soon as one ofthese criteria is met, the mouse 
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will be euthanized immediately. The cages are identified with a unie designed sticker as "retirement 
community". We used to have a calendar to take notes about the monitoring but it will be change to a log 
book. 

Mice receiving the epithlial transplant will be sacrificed at 13 weeks of age; this is 10 weeks following the 
MFP injection. Floxed-Met mice crossed with the MMTV-Cre expressing mice will either be sacrificed at 10 
weeks of age in order to observe any mammary gland developmental defects or they will be bred and sacrificed 
mid-pregnancy or during lactation to observe any differentiation or lactational defects incurred by the loss of 
Met RTK expression. There will be no groups of aging mice, however, a few homozygous mice of floxed­
Met, mmtv-cre, floxed-lacZ and the combined floxed Metlfloxed lacZ will be kept for breeding purposes. 

MT-met mice : - there's 2 endpoints for the mi ce on special water : 35 days old and 8 months old. 
- Hepatocarcinogenesis : The mice will be sacrificed at 52 weeks of age. 

Nude mice : We did not work on this part yet, but once we have established a time frame that is optimal 
for our experiment (tumor formation or metastasis) we will establish a protocol with specific endpoints 
(see clinical endpoints section abouHumor-bearingmiee). Tumor tissue will be collected for 
histopathological evaluation after sacrificing the mice by cervical dislocation with anaesthesia. 

Clinical endpoints : 
No adverse effects are anticipated from the mammary manipulations involving the floxed-Met gene. The 
mi ce carrying the floxed-Met alleles should be phenotypically normal as are the floxed-lacZ and MMTV­
Cre mice. Following MFP injection of the transplanted epithelial cells the recipients will be monitored 
daily for signs ofrejection or adverse effects of the surgery. These inc1ude such manifestations as 
inflammation, swelling, malaise, weight loss >20%, labored breathing, lack of grooming and abnormal 
defecation (e.g. diarrhea). Regarding the experiments affecting liver, there can be signs ofliver 
dysfunction such as jaundice, ascites and behavioral abnormalities. Should any ofthese signs be 
observed, the mice will be sacrificed. Following the 10 days post surgery the clips will be removed and 
the monitoring of the mice will decrease to twice weekly. 

For any cells that have not been investigated for their ability to induce experimental metastases (the 
growth of cancer cells in the lungs), we will monitor the animaIs daily, looking for signs of di stress or 
discomfort, weight loss greater than 20%, abnormal defecation, or respiratory distress. In ALL cases for 
all the procedures, animaIs exhibiting any of the signs listed above will be sacrificed immediately. 
AnimaIs will be monitored at Ieast twice per week and tumor-bearing animaIs will be sacrificed before 
turnor ulceration or before the tumor reaches a volume of 1.0 cm3. 

8. Hazards (click here if none are used: 0 ) 
a) Are the hazards different from original protocol? (infectious, radioactive, toxic, carcinogen, tumours) 

YESO NO IZI if yes, supply details (mate rial, risks, precautions): 

b) Have the celllines been tested for human and animal pathogens? YES:[Xj No:D None used:D 

~,I 9. Description of Animais to be used in the coming year (only): 
Oualitv Control Assurance: To prevent introduction of infectious diseases into animal facilities, a health status report or veterinary inspection certificate may be 
required prior to receiving animais from ail non-commercial sources or from commercial sources whose animal health status is unknown or questionable. Quarantine 
and further testing may be required for these animais. If more than 6 columns are needed, please attach another page 

1 Sp/strain 1 1 Sp/strain 2 1 Sp/strain 3 1 Sp/strain 4 1 Sp/strain 5 1 Sp/strain 6 



Species mouse mouse mouse mouse mouse mouse 

Supplier/Source CR In Rouse (IR) IR IR DrW. Muller CR 

\)Strain FVB c-met (floxed mmtvCre GTRosa Neu 1 floxed- COI nu/nu 
Met) lacZ (activated 

ErbB21 
Sex MlF MlF MlF MlF M F 
AgelWt 3-12 weeks varies varies varies 6-12 weeks 3-12 weeks 

# To be purchased max of20 0 0 0 2 72 

# Produced by in- max of 100 max of300 maxof200 max of200 max of 100 0 
house breeding 
#Other none none none none none none 
(e.g.field studies) 
TOT AL# IYEAR 120 300 200 200 102 72 

10. Justification of Animal Numbers: 
BASED ON THE EXPERIMENTAL OBJECTIVES OF THE PROJECT, describe the number of animais required for one 
year. Include information on experimental and control groups, # per group, and failure rates. For breeding, specify how 
many adults are used, number of offspring produced, and how many offspring are used in experimental procedures. The 
arithmetic explaining how the total of animais for each column in the table above is calculated should be made clear. 

Strain 1 - FVB 
120 FVB mice is the number needed. The FVB mice are used for the mammary fat pad surgeries and the 
maintaining for aIl our lines. The maximum to be purchased is 20 because we will buy new mice only to 
refresh the genetic of our FVB colony (to avoid cosanguinity). AH produced FVBs (100 mice) will be use such 
as control, as breeder or as a MFP surgery patient, none will be discarded at weaning unless it is sick. 
20 + 100 = 120 

Strain 2 - c-met 
Last year, we accomplished the 7 back-crosses to FVB Background. Now, we have operational heterozygotes 
(+/-) c-met mice. Our experiments requires homozygotes (-/-) so from now on we will keep only the -/- mice. 
In the best situatuion, about 30% of the pups ofa litter are -/- (often, it is only 10-20%). We need to produces 
severallitters at begining of the year (here goes the first 150 mice but about 30 will be kept). From those 30 -/­
mice, we will get progeny (30 mice) as backup for the colony. 10 mice will be used to cross with the Cre mice 
(see strain 3 for details). 10 mice will be used to cross with GT Rosa mice (See strain 4 for details). The last 
100 mice goes for the experiments spreaded over the year. 10 or 20 mice are required at the time. They are 
euthanised at 12 or 16 weeks old and their mammary fat pads are harvested. 
150+30+ 10+ 10+ 100=300 

Strain 3 - mmtv Cre 
100 mice will be used for the pure Cre colony maintenance. AlI negative mice will be euthanised at weaning. 
By the time we get strain 2 ready for breeding with Cre mice it will be in the second half ofthe year. From the 
crossing between mmtv Cre mice and c-met mice, we estimate a production of 100 mice. No experiment is 
plan for these mice until next year. We are producing them this year. 
100+ 1 00= 200 

Strain 4 - GT Rosa 
.~ 100 mice will be used for the pure GT Rosa colony maintenance. AlI negative mice will be euthanised at 

weaning. By the time we get strain 2 ready for breeding with GT Rosa mice it will be in the second half of the 
year. From the crossing between GT Rosa mice and c-met mice, we estimate a production of 100 mice. No 
experiment is plan for these mice until next year. We are producing them this year. 
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100+ 1 00= 200 

Strain 5 - Neu 
The process of getting those mice is pending. The 2 males we got last year were negative. We will get 
replacements shortly. The number of mice requested reflects the requirement for identification and 
maintenance of the transgenic stocks. The number written is the number ofmice to be generated, however, the 
majority of the mi ce will not be kept. Following genotyping between day 14 and 20, the unsuitable mice will 
be sacrificed at weaning. 
2 + 100 = 102 

Theory related 
The homozygous floxed-Met mice will also be bred with the floxed-lacZ mice in order to create a line ofmice 
that carries two alleles ofboth the floxed-Met and floxed-lacZ so that when these mice are crossed with the 
MMTV-Cre mice the Met RTK will be knocked out in the mammary epithelium and the lacZ reporter gene 
will become functional in the epithelium. This will allow the knock out cells to be identified upon tissue 
harvest. 

Strain 6 - CD 1 nu/nu 
In order to establish the role ofCrk, a downstream signaling molecule from the Met RTK, in the metastatic 

and tumorigenic phenotype ofhuman breast cancer celllines, human breast cancer celllines (MCF7 and T47D) 
will be transfected with plasmids to establish RNAi ablation of Crk expression. Celllines where Crk is 
successfully ablated will be injected once subcutaneously or via tail vein into nude mice. For each injection 6 
mice will be used. Total 12 mice per cellline repeated 3 times 36 mice per cellline. 
(3 x 12) + (3 x 12) = 72 

SC N 

Submit to your local Facility Animal Care Committee. Please note that after two renewals, a full protocol needs 
to be submitted. 

This approval does not imply that space will be made avai/able. If a major increase of space needs is 
anticipated, please contact the appropriate animal facility manager. 



9. Description of Animais to be used in the coming year (only): 
Ouality Control Assurance: 10 prevent introduction of infectious diseases into animal facilities, a health status report or veterinary inspection certificate may be 

/------ yequired prior to receiving animais from ail non-commercial sources or from commercial sources whose animal health status is unknown or questionable. Quarantine 
and further testing may be required for these animaIs. l more than 6 co/umns are needed, p/ease attach another paKe 

Sp/strain 7 Sp/strain 8 Sp/strain 9 Sp/strain 10 Sp/strain 11 Sp/strain 12 

Species mouse mouse mouse mouse mouse mouse 

Supplier/Source In Rouse (IR) IR IR IR IR IR 

Strain CrkI CrkIl Metwt MetYI003 F Met Met 
M1268T YI003FIM1268 

T 
Sex MlF MlF MlF MlF MlF MlF 

AgelWt varies varies varies varies varies varies 

# To be purchased 0 0 0 0 0 0 

# Produced by in- Approx 150 300 60 60 60 100 
house breedine; 
# Other none none none none none none 
(e.e;.field studies) 
TOTAL# /YEAR 150 300 60 60 60 100 

10. Justification of Animal Numbers: 
BASED ON THE EXPERIMENTAL OBJECTIVES OF THE PROJECT, describe the number of animais required for one 
year. Include information on experimental and control groups, # per group, and failure rates. For breeding, specify how 
many adults are used, number of offspring produced, and how many offspring are used in experimental procedures. The 
arithmetic explaining how the total of animais for each column in the table above is calculated should be made clear. 

Strains 7 and 8 - Crk 1 and II 
The involvrnent of the Crk adapter protein in mammary tumorigenesis and mammary development will be 
observed in transgenic mice expressing Crk 1 or Crk II adapter proteins under the control of the mammary 
specific MMTV promoter.MMTV/Crk transgenic MICE WILL BE GENERATED as a fee for service at the 
McIntyre Transgenic Core facility and mice will be transferred to the H3 facility by the staff of the McGill H3 
facility. In the H3 facility the mice will be bred and progeny observed for tumor formation by palpation or 
sacrifice. At the moment, we are working on the construct for Crk 1. The Crk II mice are generated and 
started to breed in our animal facility. The number of mice requested reflects the necessity of identification 
and maintenance oftransgenic stocks (approx. a max of 300 mice). Using our previous experience with the 
McIntyre facility as a guide, we should obtain 10 transgenic animaIs from 30 injections for the Crk 1 construct. 
This should be done in the last third of the year. We estimate the production of crk 1 mice as a maximum of 
150. We will initially breed 10 CrkII and 10 CrkI transgenics and FIs will be examined for transgene 
expression. Total of 10 male/female mice for breeding purposes. Two or three Hnes for each transgene will 
be selected and kept for maintenance of each line. MMTV/CrkII transgenic (5 founders) MMTV/CrkI 
transgenic (5 founders) Total 10 transgenic breeding animaIs. 

Strain 9 - 10 - Il - 12: Met wt, Y1003F, M1268T and Y1003FIM1268T 
Regarding the following strains : Met wt, Met Y1003F and Met M1268T, we are completing the required 
number ofmice to get a portion of the colony as an aging colony and an other portion to breed for tissue 
colletion and to maintain it as well. (40 aging mice + 60 young mice = 100 mice per line to keep). 
The double mutant mice (Met YI003F1M1268T) requires to produce more mi ce because we need to determine 
which of the ten founders transmit the transgene and get its progeny expressing the transgene in their mammary 

~ epithelium. For that purpose, sorne breeding females will be sacrifice at lactation stage (since the expression is 
present in the lactating mammary glands), and we need to breed FVB to get Foster parents. As other Met strain 
mentionned earlier, the double mutant strain requires aging and maintaining mice. So, the maximum to keep at 
all time for anY of these lines is 200 mice (inc1uding aging mice from last year). 

7 
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9. Description of Animais to be used in the coming year (only): 
Ouality Control Assurance: To prevent introduction of infectious diseases into animal facilities, a health status report or veterinary inspection certificate may be 
required prior to receiving animais from ail non-commercial sources or from commercial sources whose animal health status is unknown or questionable. Quarantine 
and further testing may be required for these animais. If more than 6 columns are needed, please attach another page 

Sp/strain 13 Sp/strain 14 Sp/strain 15 Sp/strain 16 Sp/strain 17 Sp/strain 18 

Species mouse mouse 

Supplier/Source In House (IR) IR 

Strain MT-metwt MT-met 
YI003F 

Sex MlF MlF 

AgelWt varies varies 

# To be purchased 0 0 

# Produced by in- 200 200 
house breeding 
# Other none none 
(e.g.field studies) 
TOTAL#NEAR 200 200 

10. Justification of Animal Numbers: 
BASED ON THE EXPERIMENTAL OBJECTIVES OF THE PROJECT, describe the rlUmber of animais required for one 
year. Include information on experimental and control groups, # per group, and failure rates. For breeding, specify how 
many adults are used, number of offspring produced, and how many offspring are used in experimental procedures. The 
arithmetic explaining how the total of animaIs for each column in the table above is calculated should be made c1ear. 

Strain 13 -14: MT-met wt and YI003F 
The metallothionein section ( the MT -met mice). We have developed ten founders expressing an activated 
Met alle1e as well as 10 founder animaIs expressing a wild type Met alle1e under either the MMTV (mouse 
mammary tumor virus) or MT (metallothionein) promoter. Founders that transmit the transgene and whose 
progeny express the transgene in their mammary epithelium will be used to maintain lines. We have to select 
two to three Hnes per transgene to maintain and focus our work on. In addition, a group of 60 mice (30 mice 
per Hne) to induce transgene expression, nursing mothers of Mt Hnes and control (non-transgenic FVB) mice 
will receive a zinc treatment in their drinking water. An other group of MT mi ce from the selected founders 
will receive a single injection of diethylnitrosamine (DEN) to promote hepatocarcinogenesis. A part of the 
colony must age (positive and negative mice) without the treatment, and an other group must receive both 
treatments which is harmless to the animal. The number of mice requested for strains 1 and 2 reflects the 
requirement for identification and maintenance of the transgenic stocks as weIl. We estimate our mouse 
production at 200 mice to cover all conditions for this year. We aiready have a total of 100 mice in the room 
(sorne are aging, sorne are stocks and 30 are receiving the zinc sulfate water.) 
200 + 100 = 300 

Submit to your local Facility Animal Care Committee. Please note that after two renewals, a full protocol needs 
to be submitted. 

This approval does not imply that space will be made available. If a major increase of space needs is 
anticipated, please contact the appropriate animal facility manager. 
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Dr. Morag Park 

Anie Monast 

Principle investigator Will not handle live animaIs 
online training course 

Animal Technician DEC III Animal Health Science 
Calas Certification RLA T 

Ali McGill training completed 
Hepatocyte collection (training at Quebec city, 
collaboration with Dr M.Tremblay since 2003) 

Partial Hepatectomy surgery 

Yes 

Yes 

Dr. Caroline Saucier Research Associate McGill mouse workshop Yes 
McGill on-line training course 

Grigorios Paliouras Graduate Student Mc Gill mouse workshop 
McGill on-line training course 
Partial Hepatectomy surgery 

Stephanie Petkiewicz Graduate Student McGill mouse workshop 
McGill on-line training course 

Yes 

Yes 

Veena Sangwan Graduate Student McGill mouse workshop Yes 
McGill on-line training 

Hepatocyte collection (training at Quebec city, 
collaboration with Dr M.Tremblay since 2003) 

* Indicate for each person, if participating in the local OHP Program, see htto://www.mcl!ilI.ca/rl!o/animal/occuoational/ for details. 

A db Ipprove ,y: 

2. Approval Signatures 
Principal Investigator/ Course Director Date: 

Chair, Facility Animal Care Committee Date: 

UACC Veterinarian Date: 

Chairperson, Ethics Subcommittee Date: 
rD level or Teachinl! Protocols Only) 

Approved Animal Use Period Start: End: 

3. Summary (in language that will be understood by members of the general public) 
AIMS AND BENEFITS: Describe, in a short paragraph, the overall aim of the study and its potential benefit to human/animal 
health or to the advancement of scientific knowledge (was section 5a in main protocol). 

We have shown that the Met receptor tyrosine kinase (RTK) induces epithelial-mesenchymal (E-M) transition in 
breast epithelium, in addition to the production of angiogenic factors. We have identified signalling pathways 
crucial to these processes, which are hallmarks ofmalignant cancer cells. Since the Met receptor tyrosine kinase 
is deregulated in many human tumor types it is important to develop animal model to understand the role of this 
receptor in tumorigenesis, tumor angiogenesis, cell invasion and metastasis. These studies would help to identify 
new potential therapeutic targets in the treatment of cancer harboring deregulated Met receptor in addition to 

r-' develop animal models for pre-clinical studies 

Form version March 4, 2005 

4. Has an unantici YESO NO ~ ifyes, supply details: 
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5. If creating genetically modified animais or new combinations of genetic modifications, 
complete and attach a Phenotype Disclosureform (httv://www.mce;iltca/re;o/animallformsl) /""l, 
~-----------------------------------------------------------------------------. 
6. Procedures 

a) For Band C level of invasiveness, 

The procedures are the same as the original protocol: YESO NOD 

IF NO, complete the following: 
Detail new procedures that are different from section 10a of the original protocol (include a copy of 
the en tire revised procedure section IOa of the original protocol with the changes and/or new 
procedures in CAPS): 

b) For D level of invasiveness, 

Include here ALL procedures except transgenic procedures, including the on es described in the 
original protocol as weIl as new and changed procedures in CAPS (was section IOa in main 
protoco!); Please only attach SOPs related to new and changed procedures to this renewal forme 

Tumorigenesis assay: To assay for the ability oftumor cells (fibroblast or epithelial cells) to fonn 
tumor(s) in mice we will be injected subcutaneously with 104-107 of cells [in phosphate buffered saline 
(PBS) or Dulbecco's modified Eagle's media (DMEM) in a final volume ~100ul]. AnimaIs will be 
monitor daily and tumor vol measure. Tumor(s) bearing animaIs will be sacrificed before tumors reach a 
volume> 1.0 cm3 or before the appearance of any tumor ulceration. 

In vivo angiogenesis Matrigel-plug assays: To assess the ability oftumor cells to induce angiogenesis, the 
same procedure as for tumorigenesis assays described above will be perfonned with the exception that 
cells will be resuspended with Matrigel (250111 total) rather than PBS or DMEM for their subcutaneous 
injection. Matrigel is liquid at 4°C but fonns a solid gel plug at 37°C trapping the cells. AnimaIs will be 
monitored applying the same criteria as described for tumorigenesis assays. The animaIs will be sacrificed 
between 3-15 days post their inj ection, at which time the extent of angiogenesis to the Matrigel plugs 
containing cells will be examined. 

Pharmacological Intervention: The ability ofVEGF inhibitors to inhibit tumor fonnation or angiogenesis 
induced by Met receptor (or Met mutant) expressing cells might need to be tested. For this, cells will be 
implanted as described previously for tumorigenesis and angiogenesis in vivo Matrigel-plug assays (see 
above). Treatment will begin 2-4 days after cells implantation by daily-weekly administration via s.c. (at 
the nape of the neck) or i.p. or i.v. (tail vein) injection ofVEGF inhibitor or appropriate vehic1e control 
(e.g. 0.5% glycerol, or saline buffer). VEGF inhibitor expected to be used is well know reagent used 
extensively in the past in preclinical animal studies : it is VEGF -Trap (Regeneron). The dose, 25 mg/kg, 
will be injected SC or IV (tail vein) twice a week. The volume to be injected at once will be a maximum 
of 100ul per mouse (if injected IV) and a maximum of 25ul (if injected SC), depends on dilutions. 
AnimaIs will be monitored daily and weighted twice a week. Any animaIs showing any sign of distress or 
discomfort i.e. weight losses greater than >20%, diarrhea, or respiratory di stress will be sacrificed 
immediately. Otherwise tumor(s) bearing animaIs will be sacrificed before tumors reach a volume >1.0 
cm3 or before the appearance of any tumor ulceration, and primary tumors will be collected for 
histopathological evaluation. AlI animaIs will be sacrificed by cervical dislocation with anesthesia 
(inhalation ofisoflurane). 
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AlI celIs that we expect to use have been tested for the presence of pathogens (MAP tested). If celIs not 
previously MAP tested for the presence of pathogens is required for preliminary experiments, the 
quarantine facility will be used at the McIntyre. 

Intranipple injection: It will be perfonned in order to boost the expression of the transgene in the 
mammary epithelial cells for our poor expressing mouse lines. Ten day pregnant animaIs will be 
anaesthetized using the rodent cocktail (ketlxyl/ace) at a dose of 50/5/1 mglkg body weight (which is 
0.lmLlI00g body weight). A pulled glass capillary needle will be inserted into the number four teat under 
a dissecting microscope and approximately 50 uL ofretrovirus will be microinjected into the ductal 
system. The procedure should take no longer than ten minutes starting once the animal is insensible. 
Once the procedure is complete the mouse will be placed near a heat lamp (3-4 feet depending on bulb 
strength) and will be monitored until partial consciousness. During the week following the procedure the 
mice will be monitored daily for signs of inflammation, discomfort or other adverse effects of the surgery. 
After the first week the mice will be monitored twice weekly for any abnonnal mammary gland 
phenotypes such as mastitis, inflammation or other signs of animal discomfort. Should any ofthese signs 
present, the animaIs will be immediately euthanized. AIl pups resulting from the experimental animaIs 
will be sacrificed as neonates as per SOP. 

Partial hepatectomy : Two Thirds Partial Hepetectomy surgery is as desscribed below : 
- Anesthetize mouse with avertin (15 ul / g body weight, 2.5% avertin in 0.9% saline, ip) 
- Shave abdomen 
- Paint abdomen with iodovet scrub solution, then wipe with EtOH wipe 
- Make a 1 cm longitudinal incision in the skin, then in the peritoneal membrane 
- Extemalize and separate1y ligate the median and lateral hepatic lobes with sterile silk or cotton suture 
material. Remove the lobes leaving a small stump of tissue to prevent the ligature from slipping off. Will 
use a cautery when required. 
- Rinse the peritoneal cavity with approx. 0.5 ml warm sterile saline, then fill the cavity with an additional 
0.3 - 0.4 ml to compensate for loss ofblood and hepatic tissue mass. 
- Suture the peritoneal membrane (continuous suturing), then the skin (discontinuous sutures), using 
surgical silk (5-0). 
- Keep the mouse under a heat lamp, and monitor temperature with a thermometer continuously, until 
mouse wakes up and becomes ambulatory. 
***This technic was approved in 2004, a letter was provided with last renewal, Grigorios Paliouras and 
Anie Monast are approuved*** 
Any complications, adverse results and mortalities associated with this procedure will be reported to the 
University veterinarian. 

Hepatic portal vein (h.p.v.) injection: Mouse is anaesthetized with a dosage ofO.5mg/g of Avertin via an 
IP injection. 70% ethanol is sprayed on the abdomen and chest. Then the mouse is surgically opened 
through a ventral midline incision to expose the portal vein and allow for the drug injection. All mi ce will 
be under anaesthesia for a maximum of 15 minutes, after which time, they will be sacrificed via cervical 
dislocation while still under anaesthesia. 

Liver perfusion: Mouse is anaesthetized with a dosage ofO.5mg/g of Avertin via an IF injection. Depth of 
anaethesia is merued until there is no response to pain. Then it is tapped in a tray and 70% ethanol is 
sprayed on the abdomen and chest. The mouse is surgically opened through a ventral midline incision to 
expose liver and the hepatic portal vein. We insert a 25g needle into the vein. That needle is connected to 
a pump. AIl the perfusion mediums (liver perfusion medium, coIlagenase and PBS) are placed in a water 
bath so the their temperature is 42C when it goes into the vein. AIl mice will be under anaesthesia for a 
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maximum of 10 minutes, they die when the perfusion starts. The speed of the perfusion is 5 ml per 
minute. So, the vein is tied behind the bevel of the needle and is cut in the chest. This way only the liver 
gets perfused. The perfusion starts with the calcium free liver perfusion medium. It will perfuse for 3,5 or 
4,5 minutes: it depends on the liver texture. Then, it is 2 up to 3 minutes of collagenase. Once 
completed, liver is fragile: it is gently removed from the mouse and we collect the hepatocytes in Wash 
Medium. From here the procedure is a tissue culture one (spins, washes and platting). 

7. Endpoints 
a) For Band C level of invasiveness, 

Tbe procedures are the same as the original protocol: YESO NOD 

IF NO, supply new endpoints that are different from the original protocol: 

h) For D level of invasiveness, 
Include here ALL endpoints, including the ones described in the original protocol as weil as new 
and changed endpoints in CAPS: 

Experimental Endpoints : 
For tumorigenesis assays, tumor(s) bearing animaIs will be sacrificed before tumors reach a volume> 1.0 
cm3 or before any tumor ulceration. For Matrigel Plug assays, animaIs will be sacrificed within 15 days 
after injection. 

FVB STRAIN 2, 3 
The males will be euthanised once their reproductive dut y will be completed (52 females to fertilize). AlI 
females will be pregnant at one point in their life depending on the males activity (the intranipple 
microinjection is performed on day 10 ofpregnancy). The experimental endpoint is 10 weeks following 
the microinjection of the tpr-met and tpr-met 2F retroviruses (positive and negative control vectors), at 
which point the animaIs will be sacrificed and their mammary glands removed in order to determine if 
there is a malignant change in the mammary gland epithelium. For the mice injected with the Met 
receptor variants, the endpoint will vary depending on the phenotype observed in the animaIs. It is 
expected that sorne of the mi ce will develop mammary tumors longer than 10 weeks following the 
intranipple injection; thus the mice will be allowed to age (for a maximum survival time of a year old) and 
once the mi ce display sorne signs of discomfort or a mammary gland phenotype they will be sacrificed 
(clinical endpoint, see below). AlI pups resulting from the experimental animaIs will be sacrificed as 
neonates (on date ofbirth). 

STRAIN 4 
We wi11look at 2 different endpoints approximate1y 40 and 58 hours following PHx. STRAIN 5 :For each 
substance that will be administered, there is 10 endpoints to look at: 0, 15 sec, 30 sec, 45 sec, 1 min, 2 
min, 4 min, 6 min, 10 min, or 15 min. The liver will be removed and flash frozen for removal ofprotein 
lysate. 

Clinical Endpoints : 
~, For tumorigenesis assays, tumor(s) bearing animaIs will be sacrificed before tumors reach a volume> 1.0 

cm3 or before any tumor ulceration. In order to prevent animal suffering, the mice will be monitored daily 
during critical periods of the experiments and then twice weekly for signs of distress or discomfort, 
diarrhea or respiratory distress. For all procedures described, animaIs exhibiting any of the above signs 
will be immediately euthanized. 
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Strain 2 : It is anticipated that some of the mice will develop mammary tumors. Additionally, if mice are 
otherwise healthy, if a tumor mass reaches a volume of 1 cm3 or if there are indications of impending 
tumor ulceration, the animal will be sacrificed. 

Monitoring: To prevent any animais suffering, FOR EVER y PROCEDURES DESCRIBED ABOVE we will 
look for any sign of distress or discomfort, weight losses greater than >20%, diarrhea, or respiratory distress. 
AnimaIs exhibiting any of the sign listed above will be sacrificed immediately. Tumors or Matrigel-plug 
potential metastases tissues will be collected for monitoring and histopathological evaluation after sacrificing 
the mice b cervical dislocation with anesthesia (inhalation of isoflurane . 

8. Hazards (check here if none are used: D ) 
a) Are the hazards different from original protocol? (infectious, radioactive, toxic, carcinogen, tumours) 

YESO NO [gI ifyes, supply details (mate rial, risks, precautions): 

b) Have the ceIllines been tested for human and animal pathogens? YES:[2J No:D None used:D 

9. Description of AnimaIs to be used in the coming year (only): 
Ouality Control Assurance: To prevent introduction of infectious diseases into animal facilities, a health status report or veterinary inspection certificate may be 
required prior to receiving animais from ail non-commercial sources or from commercial sources whose animal health status is unknown or questionable. Quarantine 
and further testing may be required for these animais. If more than 6 columns are needed, please attach another page 

Sp/strain 1 Sp/strain 2 Sp/strain 3 Sp/strain 4 Sp/strain 5 Sp/strain 6 

Species mouse mouse mouse mouse mouse mouse 

Supplier/Source CR CR CR CR CR In House 

Strain CD1 nu/nu FVB FVB FVB FVB PTPlB 
Balb/e 

Sex F F M FIM FIM F/M 

AgelWt varies 3 months 3 months 4-5 weeks Various : 6 to varies 
12 weeks 

# To be purchased 480 52 5 18-30 80 0 

# Produced by in- 0 416 pups but 0 0 0 60 
house breeding will be 

saerifieed as 
neonates 

#Other none none none none none none 
(e.2.tield studies) 
TOT AL# IYEAR 480 468 5 max of30 80 max of60 

10. Justification of Animal Numbers: 
BASED ON THE EXPERIMENTAL OBJECTIVES OF THE PROJECT, describe the number of animais required for one 
year. Include information on experimental and control groups, # per group, and failure rates. For breeding, specify how 
many adults are used, number of offspring produced, and how many offspring are used in experimental procedures. The 
arithmetic explaining how the total of animaIs for each column in the table above is calculated should be made clear. 

Strain 1 - CD 1 nu/nu: 
# of celllines: 6 
# ofmice/group/cellline tested: 10 
# of assays (tumor, metastasis, angiogenesis and pharmacological intervention): 4 
# of endpoints: 1 

6 
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# ofrepetitions: 2 
~ Total # ofmice/year: 6 xl0 x 4 x lx 2= 480 

) Strain 2 and 3 - FVB F and M 3 months old: 
Six (6) retroviral constructs will be used for infecting the mammary epithelium of the female mice mid­
pregnancy by intranipple injections. These six contructs inc1ude the positive and negative controis that will be 
used for the preliminary studies to establish and confirm our technique. Six mice will be used for both the 
positive and negative controis making a total of 12 mice for the preliminary studies. The four Met RTK 
variant constructs will each be injected into ten (10) mice making a total of 40 mice. These ten mice allow for 
a failure rate of30% which would sti111eave us with a sufficient number ofmice carrying each construct to 
analyze. Thus, adding the 12 mice for the preliminary studies and the 40 mice for the final studies, this 
generates a total of 52 mice. The five males to be purchased from Charles River are necessary for 
impregnating the females. Concerning the pups, aIl pups resulting from the experimentai animaIs will be 
sacrificed as neonates as per SOP. We can estimate the production to be approximate1y 416 pups (52 females 
X 8 pups). Total: 52 + 416 = 468. 

Strain 4 - FVB 4-5 weeks : 
The Met R TK signalosome will be examined during liver regeneration by performing a two thirds partial 
hepatectomy (PHx). In the two thirds PH model, the left and medial hepatic lobes are ligated and excised, 
resulting in removal of 65% to 70% of the liver. It has already been shown that there is elevated leveis ofHGF 
up to 72 hours following PHx. During mouse liver regeneration, the first peak of DNA synthesis occurrs in the 
parenchymal cells (hepatocytes and bile duct epithelial cells) 40 hours after resection. Another peak ofDNA 
synthesis occurs 12-24 hours later in the nonparenchymal cells. Therefore we would be interested in looking at 
2 different time point during liver regeneration, approximately 40 and 58 hours following PHx. So, in theory 
we will do 3 groups of3 mice for each time points (40 hrs, 58 hrs). According to the resuIts, the number of 
mice required should start with 18 but we want to get a larger approuved limit in case we need to do more 
groups. In any case, the maximal number ofmouse to be used would be 30. 

Strain 5 - FVB 6-12 weeks: 
To examine protein-protein complex formation at the Met tyrosine kinase receptor in the liver, mice will be 
injected with hepatocyte growth factor (33.75 ng/uI),!nIB (150 nM), or BpW(phen) (0.08 ug/g) (in PBS in a 
final wolume of 0.2 or 0.5 ml) using one ofthe following routes, p.v. or i.p .. For each substance that will be 
administered, 10 mice will be needed to allow us to eveluate the recruitment of proteins to the Met tyrosine 
kinase receptor. We will be performing non-survivai surgery, such that at the end of each time point (0, 15 sec, 
30 sec, 45 sec, 1 min, 2 min, 4 min, 6 min, 10 min, or 15 min) (Khan et. al. 1989) the liver will be removed and 
flash frozen for removal of protein lysate. The experiment will be done twice. We will use 10 mice as control 
for each time point. So, the total ofmice is (30 experimental mice +10 control mice) x 2 = 80 mice. 

Strain 6 - PTPIB : 
The PTPIB mi ce are wild type (wt) and knackout (ka). We have a breeding of each. First we want to breed 
them to get stock of at least 10 mice for each line. Then, aIl the females progeny will be use in pairs for liver 
perfusions (1 wt and 1 ko). The males are used only in the colony maintnance. The liver perfusion will be 
performed on 3-5 weeks old mice. We estimate the number of experiment at 20. 
(10 wt + 10 ko) + (2 types x 20 exp) = 60 

Submit to your local Facility Animal Care Committee. Please note that after two renewals, a full protocol needs 
to be submitted. 
This approval does not imply that space will be made available. If a major increase of space needs is 
anticipated, please contact the appropria te animal facility manager. 


