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                    Abstract
Introduction
The phenotypic and functional differences between cells that initiate human breast tumors (cancer stem cells) and those that comprise the tumor bulk are difficult to study using only primary tumor tissue. We embarked on this study hypothesizing that breast cancer cell lines would contain analogous hierarchical differentiation programs to those found in primary breast tumors.
Methods
Eight human breast cell lines (human mammary epithelial cells, and MCF10A, MCF7, SUM149, SUM159, SUM1315 and MDA.MB.231 cells) were analyzed using flow cytometry for CD44, CD24, and epithelial-specific antigen (ESA) expression. Limiting dilution orthotopic injections were used to evaluate tumor initiation, while serial colony-forming unit, reconstitution and tumorsphere assays were performed to assess self-renewal and differentiation. Pulse-chase bromodeoxyuridine (5-bromo-2-deoxyuridine [BrdU]) labeling was used to examine cell cycle and label-retention of cancer stem cells. Cells were treated with paclitaxol and 5-fluorouracil to test selective resistance to chemotherapy, and gene expression profile after chemotherapy were examined.
Results
The percentage of CD44+/CD24- cells within cell lines does not correlate with tumorigenicity, but as few as 100 cells can form tumors when sorted for CD44+/CD24-/low/ESA+. Furthermore, CD44+/CD24-/ESA+ cells can self-renew, reconstitute the parental cell line, retain BrdU label, and preferentially survive chemotherapy.
Conclusion
These data validate the use of cancer cell lines as models for the development and testing of novel therapeutics aimed at eradicating cancer stem cells.



                    
    


                    Introduction
The process of wound healing to replace damaged tissue involves epithelial tissue regeneration; a small population of replenishing stem cells gives rise to differentiated progeny that replace the damaged tissue. This characteristic of accelerated epithelial tissue regeneration is shared by the epithelial component in a growing tumor, albeit on a genetically unstable background. In fact, epithelial tumors have been described as 'wounds that do not heal' because of the molecular and cellular similarities between the mesenchyme associated with wounds and that of carcinomas [1]. Many solid tumor types, including breast cancer, exhibit a functional hierarchy of cancer cells of which only a small subpopulation of replenishing stem-like cells can give rise to the differentiated cells that comprise the bulk tumor [2–6]. In human breast cancers, these tumorigenic breast cancer stem cells are enriched in cells with a CD44+/CD24-/low/ESA+ phenotype [2].
Other than the ability to seed a tumor in a nonobese diabetic (NOD)/severe combined immunodeficient (SCID) mouse, it is unclear what phenotypic and functional differences distinguish the cells that fuel carcinoma growth from cells that comprise the tumor bulk. Furthermore, it is unclear what mechanisms control the maintenance and survival of these tumorigenic cells. These issues have been difficult to study, in part because of the presupposed lack of appropriate model systems. Use of primary breast cancer cells is considered to be the best means to study tumor repopulation because it is presumed that, upon long-term cultivation in vitro, cancer cells lose the dynamic characteristics of a regenerating tissue [7]. However, experiments with primary tumor cells are costly and difficult to control because of small sample size and the heterogeneous nature of the cellular, genetic, and epigenetic composition among patient tissue samples.
In order to overcome problems associated with procuring and using primary human tissues, continuous breast cancer cell lines have been developed from various sources, including pleural effusions (MDA.MB.231 and MCF7), primary breast cancers (SUM149 and SUM159), primary tumor recurrences (SUM225), and even xenografted metastatic nodules (SUM1315) [8, 9]. These cell lines represent polyclonal populations of cells that have adapted to tissue culture conditions but retain many of their phenotypic and genotypic properties over countless passages [9, 10]. Genomic approaches have revealed that, like primary tumors, the gene expression signatures of breast cancer cell lines can distinguish luminal from basal subtypes of breast cancer [11–13]. Moreover, cell line derived gene signatures can correctly classify human tumor samples [8, 14]; this suggests that, despite their acquired ability to grow in vitro, cell lines continue to share many of the molecular and genetic features of the primary breast cancers from which they were derived.
Breast cancer cell lines will form tumors in immunodeficient mice that recapitulate the histology, progression, and metastatic spread of the disease [15–17]. Therefore, we postulated that cancer cell lines may also retain the cellular hierarchy characteristic of primary breast tumors. In this study, we report that breast cancer cell lines contain a small population of cells that mimic cancer stem cell behaviors. Similar to primary breast cancers, cell line derived tumor-initiating cells are enriched in cells with the CD44+/CD24-/low/epithelial-specific antigen (ESA)+ phenotype. This work validates the use of cell lines to elucidate the unique mechanisms that govern maintenance and survival of tumorigenic breast cancer stem cells.


Materials and methods
Cell lines and tissue culture
SUM cell lines were obtained from Dr Stephen Ethier (Kramanos Institute, MI, USA) and are commercially available (Asterand, Detroit, MI); the MDA.MB.231, MCF7, and MCF10A cell lines were purchased from American Type Culture Collection (Manassas, VA, USA). Human mammary epithelial cells immortalized with the catalytic subunit of telomerase [18] were cultured in Dulbecco's modified Eagle's medium-F12 (1:1) with 5% calf serum (Hyclone, Logan, UT), insulin (5 μg/ml), hydrocortisone (1 μg/ml), and epidermal growth factor (10 ng/ml; Sigma, St. Louis, MO). MCF10A and MCF7 cells were cultured in Dulbecco's modified Eagle's medium with 10% calf serum. MDA.MB.231 cells were cultured in RPMI 1640 with 10% calf serum. SUM225CWR, SUM149PT, and SUM159PT cells were cultured in Ham's F12 with 5% calf serum, insulin (5 μg/ml), and hydrocortisone (1 μg/ml), whereas SUM1315MO2 were in Ham's F12 with 5% calf serum, insulin (5 μg/ml), and epidermal growth factor (10 ng/ml). All cell lines were grown at 37°C and 5% carbon dioxide.
Flow cytometry
Nonconfluent cultures were trypsinized into single cell suspension, counted, washed with phosphate-buffered saline (PBS), and stained with antibodies specific for human cell surface markers: ESA-FITC (Biomeda), CD24-PE, and CD44-APC (BD Pharmingen, San Jose, CA). A total of 250,000 cells were incubated with antibodies for 15 minutes at room temperature. Unbound antibody was washed off and cells were analyzed no longer than 1 hr post staining on a BD Facscalibur.
Animals and surgery
All animal procedures were performed in accordance with an approved protocol by the Tufts University Institutional Animal Care and Use Committee. A colony of NOD/SCID mice was maintained under sterile conditions and received food and water ad libum. Nulliparous female mice aged 8 to 14 weeks were utilized in all experiments. Human breast cancer cells were resuspended in 1:1 (vol/vol) media and Matrigel (BD Biosciences, San Jose, CA), and injected into the fourth inguinal mammary gland. Tumor formation was assessed by palpitation at least once a week.
Tumorsphere assays
A total of 5,600 single cells/cm2 were plated on super-low adherence plates (Corning, Lowell, MA). Every 3 days, after cells pelleting and resuspending in fresh media, spheres visible by eye (no magnification) were counted. Pictures were taken to assess the ratio of spheres to aggregates of cells. To correct for differing growth rates of the cell lines, the average tumorsphere number on day 12 was divided by a proliferation constant for the cell line. To quantify proliferation, cells were seeded on day 0 at 50,000 cells/well in a six-well dish in duplicate. Cells were fixed and stained with 0.1% crystal violet and quantified by extraction in 10% acetic acid and spectrophotometer reading at optical density 600 nm. Spheres were fractionated by size using 100 μm cell strainers (BD Pharmingen) and trypsinized into single cell suspension for flow cytometric analysis, as described above.
BrdU label retention
Nonconfluent cultures were pulsed with 10 μmol/l bromodeoxyuridine (5-bromo-2-deoxyuridine [BrdU]) for 10 days, being split and re-fed so that a total of 50 μmol/l BrdU was given to no more than 5 × 106 cells. Chased cells were analyzed at day 0, 4, 6, and 8 days for BrdU label retention. For these pulse-chase studies, at day 0 totals of 10,000, 5,000, or 1,000 BrdU-labeled cells were added per well of a four-well chamber slide and fixed at 4, 6, or 8 days after chase, respectively. Cells chased with chemotherapy were analyzed at day 6. For immunofluorescence, cells were prepared similarly to those described in Shinin and coworkers (2006) using 4% paraformaldehyde and 0.1% saponin in PBS as a fixative; 0.25% Triton-X and 0.1% bovine serum albumin in PBS as a permeabilization buffer; and 0.02 U/μl of DNase (NE Biolabs, Ipswich, MA). Antibodies used were mouse monoclonal anti-BrdU (BD Pharmingen), rabbit polyclonal anti-Ki67 (Abcam, Cambridge, MA), and anti-mouse Alexa 488 (Molecular probes). Slides were mounted in Vecta-shield mounting media with DAPI (4',6 diamidino-2-phenylindole; Vector Laboratories, Burlingame, CA, USA). For flow cytometry, mouse monoclonal anti-EpCAM (Abcam), anti-mouse PerCP, and the BrdU-FITC set of antibodies was used (BD Pharmingen).
Chemotherapy treatment
Confluent plates were split 1:4 and treated the following day with a 1:100 dilution of 0.1 mol/l 5-fluorouracil (5-FU) in dimethyl sulfoxide (DMSO) for a final concentration of 1 mmol/l 5-FU, or 1 μm paclitaxel in DMSO for a final concentration of 10 nmol/l Taxol (Sigma). Placebo control plates received 1:100 DMSO. Cells were fed and re-treated at 3 days and analyzed at 6 days.


Results
Percentage of CD44+/CD24-cells associates with a basal phenotype, not tumorigenicity
Breast cancers are broadly categorized into two classes: those that express luminal keratins (luminal-type) and those that express stratified epithelial keratins (basal-type) [11, 12, 19, 20]. Recent work has characterized the cellular heterogeneity of human breast tissues based on cell surface expression of CD44 and CD24, using epithelial cells from primary reduction mammoplasty tissues, pleural effusions, and primary tumors [21]. CD44+/CD24- cells exhibit features of basal cells and express genes that are involved in motility, whereas CD24+/CD44- cells exhibit features of more differentiated luminal epithelial cells and express genes involved in hormone responses.
To examine whether breast cancer cell lines adhere to a similar molecular definition, we examined eight different human breast cell lines with differing tumorigenic, invasive, and metastatic potentials (Additional file 1). Using flow cytometry, cell lines could be could be grouped into three classes based on CD44 and CD24 expression profiles (Figure 1a and Additional file 2). Class 1 (luminal) includes the MCF7 and SUM225 lines that were mainly CD24+ and exhibit a more differentiated morphology and luminal cytokeratin expression, which is consistent with their luminal-type classification (Figure 1a; data not shown) [8, 21]. Class 2 (basal/mesenchymal) consists of the MDA.MB.231, SUM159, and SUM1315 lines that are more than 90% CD44+/CD24- cells and exhibit a spindle-like appearance, consistent with their basal-type classification. Finally, Class 3 (mixed) consists of the SUM149 and human mammary epithelial cell lines, both of which exhibit two distinct CD44/CD24 populations and contain distinct populations of cells with either basal-like or luminal-like features. These data suggest that cultured breast cell lines maintain a similar cellular definition as cells in primary human tissues.
Figure 1[image: figure 1]
CD44+/CD24- cells associate with a basal phenotype not with tumorigenic potential of human breast cancer cell lines. (a) Luminal, basal or mixed cell morphology can be predicted based on CD44 and CD24 expression. Provided are representative flow cytometry dot plots of CD44 and CD24 expression adjacent to phase-contrast brightfield images of each cell line subtype. Cell lines are composed of luminal-like, CD24+ expressing cells (MCF7 and SUM225); basal-like, CD24- expressing cells (SUM159, SUM1315, and MDA.MB.231); or mixed luminal and basal-like cells and consist of both CD24+ and CD24- populations (human mammary epithelial cells [HMEC] and SUM149). (b) The average percentage of CD44+/CD24- cells in each cell line was determined by flow cytometry. Data are presented as the mean ± standard error of the mean for four separate experiments. (c) The frequency of tumor growth was measured for SUM149, SUM159, and SUM1315 cell lines injected orthotopically in nonobese diabetic/severe combined immunodeficient mice when a tumor was palpable (>3 mm) within 100 to 150 days.


Full size image


Cells from primary human breast tumors with a CD44+/CD24-/low phenotype enrich for tumor formation in vivo [2]. Because basal cell lines comprise more than 90% CD44+/CD24- cells, we reasoned these lines should be more tumorigenic than the mixed cell line, SUM149, which contains an average of 18-fold fewer CD44+/CD24- cells (Figure 1b). To compare quantitatively the tumorigenicity of the cell lines, we performed limiting dilution injection experiments. SUM149, SUM1315, and SUM159 cell lines were injected into NOD/SCID mice in a 10-fold dilution series from 1 × 106 to 1 × 103 cells per mammary gland and the mice were monitored for tumor growth (Figure 1c). Despite containing more than 90% CD44+/CD24- cells, the SUM1315 and SUM159 lines form tumors only 50% or 60% of the time with 10,000 cells injected, respectively. Surprisingly, SUM149 line, which contains only about 5% CD44+/CD24- cells, exhibits a tumorigenic potential similar to that of the SUM159 and SUM1315 lines. Collectively, these data suggest that, analogous to primary breast cancers [21], a basal cellular phenotype rather than tumorigenicity consistently correlates with the percentage of CD44+/CD24- cells in cell lines.
Breast cancer cell lines contain CD44+/CD24-/ESA+breast cancer stem-like cells
Because the percentage of CD44+/CD24- cells in breast cancer cell lines does not predict tumorigenic potential, we next considered whether adding ESA to the repertoire of cell surface markers could enrich for tumor initiation capacity, as was previously demonstrated [2]. ESA and CD24 are coexpressed in malignant breast cell lines, such that ESA expression can substitute for CD24 expression in classifying the lines into luminal, basal, and mixed phenotypes (Figure 2a–c). The luminal lines, MCF7 and SUM225, exhibit two populations of ESA-expressing cells; the majority express high levels of ESA, as indicated by immunofluorescence and flow cytometry (ESA+), whereas a smaller subset of cells express a lower level (ESAlow; Figure 2a). Conversely, the basal lines SUM159, SUM1315, and MDA.MB.231 contain a large population of ESA-negative (ESA-) cells and a smaller subset of cells expressing low levels ESA (ESAlow; Figure 2b). Finally, mixed cell lines such as SUM149, which contains both basal and luminal cell types, exhibit three ESA populations: those that are negative for ESA (ESA-) and two populations of ESA-positive cells, namely ESA+ and ESAlow cells (Figure 2c).
Figure 2[image: figure 2]
ESA can distinguish luminal, basal, and stem-like cells. Presented are representative flow cytometry dot plots of epithelial-specific antigen (ESA) and CD24 expression adjacent to ESA immunofluorescence of each cell line subtype. Cell lines are as follows: (a) luminal-like, expressing high levels of ESA and CD24 (MCF7, SUM225, and T47D); (b) basal-like, expressing low levels of ESA and CD24 (SUM159, SUM1315, and MDA.MB.231); or (c) mixed luminal/basal cultures that contain both ESA+/CD24+ and ESA-/CD24- populations (SUM149). (d) The average percentage of CD44+/CD24-/ESA+ cells in each cell line, as determined by flow cytometry. Data are presented as the mean ± stamdard error of the mean for five separate experiments. HMEC, human mammary epithelial cells.
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Using flow cytometry, CD44+/CD24-/ESA+ cells were detected in all of the lines examined (Figure 2d). The percentage of CD44+/CD24-/ESA+ cells ranges from 0.01% to 0.5% in luminal lines, such as MCF7 and SUM225, to about 2.5% in the basal and mixed cell lines SUM149, SUM159, SUM1315, and MDA.MB.231 (Figure 2d). Most importantly, there is a clear correlation (P < 0.0001) between the percentage of CD44+/CD24-/ESA+ cells in a cell line and the tumorigenic and aggressive phenotype of the line in vivo (Additional file 1 and Figure 2d).
We hypothesized that CD44+/CD24-/low/ESA+ cells are enriched for tumorigenic potential as compared with the bulk of the cell line. Therefore, SUM159 and SUM1315 lines were sorted for CD44+/CD24-/low/ESA+ and CD44+/CD24-/ESA- cells (Figure 3a), whereas the SUM149 cell line was sorted for CD44+/CD24-/low/ESA+ and CD44+/CD24+/ESA+ cells (Figure 3b); all sorted fractions were injected into NOD/SCID mice as a 10-fold dilution series from 1 × 106 to 1 × 102 cells per mammary gland.
Figure 3[image: figure 3]
CD44+/CD24-/low/ESA+ cells in human breast cancer cell lines enrich for tumorigenicity. Shown are representative flow cytometry analysis and gates for epithelial-specific antigen (ESA), CD24 and CD44 sorting. (a) SUM159 cells were sorted on ESA. Dot plots show resulting CD44+/CD24-/low/ESA+ or CD44+/CD24-/ESA- fractions. (b) SUM149 cells were sorted on CD44 and CD24 and subsequently sorted for ESA+, shown in histograms. (c) Histological analysis of SUM159 and SUM149 orthotopic tumors. The upper panels present representative hematoxylin and eosin stained sections at 20× magnification of tumors that formed from 5 × 105 unsorted, 1,000 CD44+/CD24-/low/ESA+, or 1 × 106 CD44+/CD24-/ESA- SUM159 cells. Note that the tumor histology from CD44+/CD24-/ESA- sorted cells is different than that from unsorted or CD44+/CD24-/low/ESA+ cells. The lower panels present hematoxylin and eosin stained sections at 20× magnification of tumors that formed from 1 × 105 unsorted, CD44+/CD24-/low/ESA+, or CD44+/CD24+/ESA+ sorted SUM149 cells. Note the tumor histology from CD44+/CD24+/ESA+ sorted cells is markedly different from that of the unsorted or the CD44+/CD24-/low/ESA+ sorted cells.
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With as few as 100 cells, CD44+/CD24-/low/ESA+ subpopulations from SUM159 and SUM149 cell lines could form tumors in NOD/SCID mice, whereas unsorted, CD44+/CD24-/ESA-, or CD44+/CD24+/ESA+ fractions were unable to do so at the same dilution (Table 1). Similar results were seen with 1,000 cells injected for the SUM1315 line. Histological examination of tissue sections reveals that unsorted SUM159 cells form highly invasive spindle-cell carcinomas, and this spindle-cell morphology is recapitulated in SUM159 tumors derived from 1 × 103 CD44+/CD24-/low/ESA+ cells (Figure 3c). Tumors could from with as many as 1 × 106 SUM159 CD44+/CD24-/ESA- cells, but these tumors lacked the morphology of the parentally derived tumors in all sections investigated (Figure 3c). The tumor histology of unsorted SUM149 cells resembles high-grade carcinomas that incorporate mouse stroma (Figure 3c). This morphology is only recapitulated in tumors derived from the CD44+/CD24-/low/ESA+ sorted cells (Figure 3c). Examination of the injection sites where CD44+/CD24+/ESA+ and CD44+/CD24-//ESA- cells were unable to form tumors revealed viable cells and Matrigel at the site of injection (data not shown), confirming that lack of tumor growth from these cells was not due to clearing or cell death.
Table 1 Limiting dilution tumor formation of CD44+/CD24-/low/ESA+ sorted cells in vivo
Full size table


Although tumors will form if more than 100,000 CD44+/CD24-/low/ESA- and CD44+/CD24+/ESA+ cells are injected, only tumors from CD44+/CD24-/low/ESA+ cells, even with as few as 100 cells, phenocopy parentally derived tumors. Therefore, cells from the parental cell line that preferentially seed tumors segregate with the CD44+/CD24-/low/ESA+ subpopulation. Collectively, these data show that breast cancer cell lines contain cells with the capacity to form large tumors from few seeding cells. Moreover, these resulting tumors recapitulate the cellular heterogeneity of tumors derived from the unsorted parental cell line. Hence, similar to the case in primary tumors, these tumorigenic breast cancer stem-like cells are enriched 100-fold in the CD44+/CD24-/low/ESA+ fraction across multiple cell lines. (Additional file 3).
CD44+/CD24-/ESA+cells can self-renew and reconstitute the parental cell line
The ability to both self-renew and differentiate into heterogeneous cell types is the definition of a stem cell that is thought to be functionally mimicked by cancer stem cells [7, 22–25]. The only way to distinguish between highly proliferative progenitors and stem cells is the ability of the latter to grow indefinitely. However, because established cancer cell lines, by definition, have the ability to grow indefinitely, serial in vivo passaging may not necessarily accurately assess self-renewal of stem-like cells. Because serial colony-forming unit (CFU) assays have been used to assay stem cell self-renewal in other systems [26], we examined whether sorted CD44+/CD24-/ESA+ cells contain more serial CFUs than other subpopulations. To this end, SUM159 and SUM149 cells were sorted into CD44+/CD24-/ESA+, CD44+/CD24-/ESA-, and CD44+/CD24+/ESA+ populations and seeded at low density. Six days later, colonies larger than 30 cells were quantified in order to determine which fraction of cells exhibits the greatest CFU activity.
After initial seeding, all sorted phenotypes from the SUM159 line exhibit similar plating efficiency and colony formation, although unsorted, CD44+/CD24-/ESA+, and CD44+/CD24-/ESA- populations formed more colonies than did the CD44+/CD24+/ESA+ cells (P < 0.0003; Figure 4a, blue bars). The day 6 colonies were trypsinized and replated at the same low density for two additional rounds in order to assay for self-renewal and clonogenic potential of the cells that seeded the initial colonies. After the second round of passaging, the CD44+/CD24+/ESA+ sorted cells exhibit the most depleted clonogenic potential among all the populations (P < 0.0001; Figure 4a, red bars). Upon the third serial replating, unsorted (P = 0.063) and CD44+/CD24-/ESA+ sorted (P = 0.001) cells continue to enrich for CFUs, whereas the CD44+/CD24+/ESA+ and CD44+/CD24-/ESA- sorted cells exhibit evidence of exhaustion at the third passage (Figire 4a, yellow bars versus red bars). Similar results were seen upon serially replating sorted SUM149 cells (data not shown).
Figure 4[image: figure 4]
CD44+/CD24-/ESA+ cells are enriched for self-renewal activity in vitro. (a) Serial colony-forming units (CFUs) from 300 SUM159 sorted cells. Data are present as mean ± standard error of the mean for three separate experiments. Exhaustion of CFU is defined as the P3 colonies = P2 colonies. (b) Flow chart describing sorting scheme for reconstitution. (c) SUM149 or SUM159 sorted cells were expanded and the cellular outgrowths were reanalyzed by flow cytometry to assay reconstitution of the parental line. The parental line was run through the flow cytometer and expanded in parallel to control of the effects of fluorescence-activated cell sorting (top).(d) Representative phase-contrast brightfield images of unsorted SUM159 or SUM149, and colonies that grew out from CD44+/CD24+/ESA+, CD44+/CD24+/ESA-, CD44+/CD24-/ESA+, or CD44+/CD24-/ESA- sorted cells. ESA, epithelial-specific antigen.
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To assess the ability of the various populations to differentiate and reconstitute the parental cell line, SUM159 and SUM149 cells were sorted on the basis of CD44, CD24 and ESA subpopulations (Figure 4b), plated, and allowed to expand in vitro for 12 days. Expanded cultures were then analyzed by flow cytometry for reconstitution and differentiation (Figure 4c). The cultures seeded with CD44+/CD24-/ESA+ enriched cells expand back into cultures nearly identical to the parental cell line and unsorted cultures that were seeded in parallel (Figure 4c). For the SUM149 cell line, this reconstitution and differentiation represents a change from nearly 100% CD24- to 5.7% CD24-, whereas for the SUM159 cell line reconstitution and differentiation represents a change from nearly 100% ESA+ to 1.9% ESA+. In contrast, cultures derived from CD44+/CD24+/ESA+ cells from either cell line remained 98% CD44+/CD24+/ESA+.
We next examined the phenotype of the cell colonies that expanded after sorting and replating. Consistent with the fluorescence-activated cell sorting data (Figure 4c), CD44+/CD24-/ESA+ enriched cells formed heterogeneous mixed colonies that best recapitulated the morphological phenotype of the parental cell line (Figure 4d). In contrast, colonies derived from CD44+/CD24+/ESA+ cells exhibited a luminal type phenotype, whereas CD44+/CD24-/ESA- colonies exhibited a basal type phenotype regardless of the cell line from which the cells were sorted from. These data further support the finding (Figure 1) that a basal or luminal cellular phenotype is consistent with CD44+/CD24-/ESA- or CD44+/CD24+/ESA+ cells. It is worth noting that CD44+/CD24-/ESA- basal cells from the SUM149 line have a capacity to generate CD44+/CD24+/ESA+ cells, but this differentiation is significantly less efficient than that of the stem-like cells.
The operational definition of stem cell activity is the ability to self-renew and reconstitute a phenotypically diverse population of cells. Because cancer cell lines are generally less heterogeneous than freshly isolated primary tumor cells and have the ability to grow indefinitely, in principle this property may not be maintained in established cell lines. However, these data collectively demonstrate that human breast cancer cell lines maintain a cellular hierarchy, such that a small fraction of cells enriched in the CD44+CD24-ESA+ subpopulation can self-renew (as indicated by increasing serial CFUs) and can reconstitute the differentiation spectrum of the parental cell line.
Sphere formation mimics tissue regeneration and correlates with tumorigenicity
Suspension sphere cultures have been used to enrich for and characterize stem/progenitor cells from primary breast and glioblastomic tissues [24, 27, 28]. This process is presumed to simulate the events of tissue regeneration and maintenance from cells that survive suspension conditions. In this process, an initial phase of symmetric expansion of the seeding stem cells precedes a phase of asymmetric division, which gives rise to the differentiated progeny that comprise the sphere bulk. To evaluate whether tumorsphere formation indeed mirrors tissue regeneration in our breast cancer cell lines, we assayed the percentages of CD44+/CD24-/ESA+ cells in maturing tumorspheres. We reasoned that if each sphere is seeded and maintained by a small population of CD44+/CD24-/ESA+ stem cells, then smaller spheres will contain an over-representation of CD44+/CD24-/ESA+ compared with large spheres or nearly confluent adherent cultures, both of which will contain more differentiated progeny cells.
We used cell strainers to separate spheres larger than 100 μm from smaller spheres (Figure 5a). Collected tumorspheres were dissociated into single cell suspension and analyzed by flow cytometry for the percentage of CD44+/CD24-/ESA+ cells. SUM159 tumorspheres less than 100 μm contained sixfold more CD44+/CD24-/ESA+ cells, whereas larger tumorspheres contained a similar percentage of CD44+/CD24-/ESA+ cells to that of a nearly confluent adherent culture (Figure 5b). Comparable fold increases were also observed for the smaller SUM1315 and SUM149 tumorspheres compared with matched adherent cultures (Additional file 4 [part A]).
Figure 5[image: figure 5]
Tumorsphere formation correlates with presence of CD44+/CD24-/ESA+ cells. (a) Phase-contrast brightfield image of SUM159 tumorspheres at day 11 under a 10× objective. (b) Representative flow cytometry profiles of SUM159 cells grown in adherent or nonadherent cultures. Nonadherent tumorspheres were filtered through cell strainers to separate spheres smaller than 100 μm from spheres larger than 100 μm. Percentage indicated in epithelial-specific antigen (ESA) histograms represents the population of CD44+/CD24-/ESA+ cells. (c) For each cell line, 5,600 single cells/cm2 were plated on super-low adherence plates and spheres visible by eye were counted every 3 days. (d) The absolute number of tumorspheres on day 12 was divided by the corresponding crystal violet value (see Materials and methods) for each cell line to correct for the proliferation rate of the cell lines.
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Next, to evaluate whether tumorsphere formation is related to the percentage of CD44+/CD24-/ESA+ cells, the number of spheres formed by each cell line was quantified. The absolute number of tumorspheres that develop increases over 12 days (Figure 5c), suggesting that the proliferation rate of the cell line contributes to the number of observable spheres. Because the growth rate of suspension cultures is similar to that of matched adherent cultures (Additional file 4 [part B]), and the proliferation rates among the cell lines vary (Additional file 4 [part C]), tumorsphere formation was normalized to the proliferation rate of each cell line (Figure 5d). In doing so, it is clear that tumorsphere formation correlates with the percentage of CD44+/CD24-/ESA+ cells in the cell line (Figures 5d and 2d), and thus also correlates with tumorigenicity.
CD44+/CD24-/ESA+cells cycle more slowly and are resistant to chemotherapies
Slower cell cycle kinetics and the ability to retain DNA label are characteristics of normal tissue stem cells that have been assayed by [3H]deoxythymidine or BrdU incorporation [29, 30]. To determine whether cancer stem-like cells in cell lines share this attribute, asynchronous SUM159 and MDA.MB.231 cells were cultured with BrdU for 10 days, allowing incorporation of BrdU label into DNA of all cells (Additional file 5 [part A]). Cells were then replated at low densities and chased with non-BrdU containing media to examine label retention at 4, 6, or 8 days after chase. After 6 days of chase, 7% of cells stained for partial BrdU label retention, seen as speckles in the nucleus, indicating that at least one round of DNA replication and division had taken place (Figure 6a,b). In contrast, only 0.9% of cells retained complete BrdU labeling, indicating a failure to divide during the chase period (Figure 6a,b). By flow cytometry, 90% of the CD44+/CD24-/ESA+ cells contain BrdU label 6 days after chase, whereas again only 7% of the total population is BrdU+ using the same gate (Figure 6c and data not shown). Furthermore, cells containing the highest 1% of BrdU label, corresponding to complete BrdU label retention and therefore a lack of division during the chase period, are comprised of only 30% CD44+/CD24-/ESA+ cells (Additional file 5 [part B]). Cultures were immunostained for BrdU and the proliferation marker Ki67 at 6 days after chase to examine the proliferation rate of the cells. As expected, nearly all of the cells in the cultures stained positive for Ki67, indicating that most cells are in S-phase. Interestingly, 80% of the BrdU+ cells also stained positive for Ki67 (Figure 6d [indicated by i]), further supporting the notion that BrdU label retention is not specific only for quiescent cells. These results indicate that CD44+/CD24-/ESA+ cells do cycle but at a slower rate than the bulk of the cell line.
Figure 6[image: figure 6]
CD44+/CD24-/ESA+ cells retain BrdU label. (a) SUM159 were continuously treated with 5-bromo-2-deoxyuridine (BrdU) for 10 days. Cells that stain for BrdU label 6 days after chase exhibit either a solid or speckled pattern of label retention: BrdU (green) or DAPI (4',6 diamidino-2-phenylindole; blue). (b) SUM159 and MDA.MB.231 cells were pulse-chased with BrdU. The percentage of cells with either solid or speckled BrdU staining were counted at the indicated time points. Data are presented as the mean ± standard error of the mean for at least three separate 10× fields of two separate experiments. (c) Proliferating cultures of SUM159 cells were pulse-chased and analyzed by flow cytometry for CD44+/CD24-/ESA+ and the presence of BrdU. Note that about 90% of CD44+/CD24-/ESA+ SUM159 cells retain BrdU label at 6 days after chase. (d) Immunoflourescence of BrdU and Ki67 in cells that were BrdU pulse-chased. (i) Co-localization of BrdU (green) and Ki67 (red); note that of the adjacent nuclei that are both Ki67 positive, only one contains BrdU. ESA, epithelial-specific antigen.
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Given that breast cancer cell lines contain cells that exhibit properties of cancer stem-like cells, and cancer-initiating cells in primary human leukemia and glioblastoma are resistant to chemotherapy [31, 32], we sought to determine whether cell line-derived CD44+/CD24-/ESA+ cells would also preferentially survive treatment with chemotherapeutic agents. To this end, nonconfluent adherent cultures of SUM159, SUM1315, and MDA.MB.231 cells were treated for 6 days with high dose 10 nmol/l paclitaxel (Taxol) or 1 mmol/l 5-FU (Additional file 6 [part A]). Of the surviving cells, CD44+/CD24-/ESA+ cells were enriched 5-fold to 30-fold in chemotherapy-treated cultures as compared with placebo-treated control cultures (Figure 7a). As expected for cell cycle inhibitory drugs, the cell line with the highest proliferation rate, MDA.MB.231, exhibited the greatest cytotoxicity (Additional files 4 [part C] and 6 [part B]), but of the 1% surviving cells after Taxol or 5-FU treatment an average of 30% or 35% were CD44+/CD24-/ESA+, respectively (Figure 7a).
Figure 7[image: figure 7]
CD44+/CD24-/ESA+ cells preferentially survive chemotherapy. (a) Quantification of viable CD44+/CD24-/ESA+ cells in various human breast cancer cell lines following a 6-day treatment with 10 nmol/l paclitaxol (Taxol) or 1 mm 5-fluorouracil (5-FU). Data are presented as the mean ± standard error of the mean for four separate experiments. (b) SUM159 cells were continuously treated with BrdU for 10 days and chased with media containing 10 nmol/l Taxol or 1 mmol/l 5-FU. On day 6 of the chase, cells were stained for 5-bromo-2-deoxyuridine (BrdU) and counted for the solid (complete label retention) and speckled (partial label retention) staining. DMSO, dimethyl sulfoxide.
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The observation that 90% of CD44+/CD24-/ESA+ cells retain BrdU label in an untreated asynchronously diving culture suggests that one mechanism by which these cells preferentially survive cell cycle inhibitory agents could be that they divide more slowly or remain quiescent compared with the bulk of the line. To examine this possibility, BrdU-labeled cultures were chased for 6 days with media containing 10 nmol/l Taxol or 1 mmol/l 5-FU. In contrast to cells chased with plain media, nearly all of the cells with intact nuclei following chemotherapy chase were BrdU+, yet 30% to 70% of these cells exhibited the speckled pattern of BrdU staining, consistent with the notion that they had undergone cell division. Hence, although cells that survive chemotherapy do cycle more slowly, they continue to replicate, which suggests that their resistance is not due solely to quiescence (Figure 7b and Additional file 6 [part C]). Taken together, these data show that CD44+/CD24-/ESA+ cells in breast cancer lines exhibit increased resistance to chemotherapy, providing evidence for a mechanism of post-treatment recurrence.


Discussion
Although the existence of tumor-initiating cells in solid human tumors is widely accepted, it is unclear whether cancer-derived cell lines contain similar cells. Primary carcinoma cells are presumed to be the only representatives of actual human cancers, because prolonged in vitro culturing is thought to result in loss of crucial properties including hierarchal organization and heterogeneity found in tumors [7]. However, we have found that established breast cancer cell lines posses a small fraction of self-renewing tumorigenic cells with the capacity to differentiate into phenotypically diverse progeny. This observation suggests that cell lines are excellent models in which to study cancer stem cells.
We found that CD44+/CD24-/ESA+ cells exhibit properties of self-renewal in vitro, form tumors from very few cells, divide slowly, and are selectively resistant to chemotherapy, all of which are hallmarks of cancer stem cells. In light of recent studies that suggest that presence of CD44+/CD24- cells does not correlate with clinical outcome [33] or with distant metastasis [17], we also found that cell lines with few CD44+/CD24- cells were not necessarily less tumorigenic than cell lines with very high numbers of CD44+/CD24- cells. However, it is important to note that in luminal cell lines that are nearly 100% ESA+ (MCF7 and SUM225), sorting cells for the phenotype CD44+/CD24- is sufficient to enrich for tumorigenic cells. In contrast, in basal cell lines with high percentages of CD44+/CD24- cells (MDA.MB.231, SUM159, and SUM1315), sorting for ESA+ cells is sufficient to enrich for breast cancer-initiating cells. Finally, in cell lines that exhibit two distinct CD44/CD24 populations (for example, SUM149), all three markers are required to enrich correctly for tumor-initiating stem-like cells.
Tumor progression is thought to result from the genetic instability within cancer cells that selects for clonal expansion and evolution of more aggressive tumor behaviors over time. However, despite continual genetic and phenotypic drift, breast cancers do not radically change their phenotype, even after many years or various therapeutic regimens. Likewise, cancer cell lines do not radically change their phenotype over many passages [9]. Although it is indeed possible to select clonogenic variants within a cell line that exhibit different genetic and biological properties from the parental population, it is widely recognized that single cell cloning is extremely inefficient, yielding few clones with the capacity to expand and propagate indefinitely. Moreover, single cell clones derived from the same cancer cell line are not equally tumorigenic or metastatic [34–36]. This observation supports the notion that not every cell within a cell line can self-renew or is equally tumorigenic, further illustrating that cell lines possess a functional hierarchy and heterogeneity akin to primary tumors.
During the course of characterizing the hierarchal dynamics of cells in culture, we observed that the percentage of CD44+/CD24-/ESA+ cells within a line varied depending on various conditions. For example, cell density, the presence or absence of growth factors, and even the frequency of passaging influenced the percentage of CD44+/CD24-/ESA+ cells detected in a cell line. These observations suggest that the dynamic nature of cell lines is regulated by their immediate microenvironment.


Conclusion
Although the existence of tumor-initiating cells in solid human tumors is widely accepted, it is unclear whether cancer derived cell lines contain similar cells. Here, we show that human breast cancer cell lines exhibit a cellular hierarchy that is characteristic of primary breast tumors, in which a small population of cells with the CD44+CD24-ESA+ phenotype enriches for tumor-initiating cells that self-renew in vitro and give rise to phenotypically diverse progeny. The fact that a small population of these breast cancer stem-like cells survives chemotherapy is consistent with the notion that the surviving tumorigenic cells are responsible for the 40% recurrence rate of invasive breast cancer. Therefore, it will be of great interest to determine whether CD44+/CD24-/ESA+ cells are directly targeted by alternative therapies such as monoclonal antibody treatment or novel small molecule inhibitors. Based on our results, using breast cancer cell lines to target CD44+/CD24-/ESA+ cells for drug discovery offers a highly promising, reproducible, and cost-effective means to identify therapies that prevent self-renewal or force depletion of tumorigenic breast cancer stem-like cells.



                    Abbreviations
	BrdU:
	
                    5-bromo-2-deoxyuridine

                  
	CFU:
	
                    colony-forming unit

                  
	DMSO:
	
                    dimethyl sulfoxide

                  
	ESA:
	
                    epithelial-specific antigen

                  
	5-FU:
	
                    5-fluorouracil

                  
	NOD:
	
                    nonobese diabetic

                  
	PBS:
	
                    phosphate-buffered saline

                  
	SCID:
	
                    severe combined immunodeficient.

                  



References
	Dvoark H, Flier J, Frank H: Tumours – wounds that do not heal: similarities between tumour stroma generation and wound healing. N Engl J Med. 1986, 315: 1650-1659.
Article 
    
                    Google Scholar 
                

	Al-Hajj M, Wicha SM, Benito-Hernandez A, Morrison SJ, Clarke Mf: Prospective identification of tumorigenic breast cancer cells. Proc Natl Acad Sci USA. 2003, 100: 3983-3988. 10.1073/pnas.0530291100.
Article 
    CAS 
    PubMed 
    PubMed Central 
    
                    Google Scholar 
                

	Collins AT, Berry PA, Hyde C, Stower MJ, Maitland NJ: Prospective identification of tumorigenic prostate cancer stem cells. Cancer Res. 2005, 65: 10946-10951. 10.1158/0008-5472.CAN-05-2018.
Article 
    CAS 
    PubMed 
    
                    Google Scholar 
                

	O'Brien CA, Pollet A, Gallinger S, Dick JE: A human colon caner cell capable of initiating tumour growth in immunodeficient mice. Nature. 2007, 445: 106-110. 10.1038/nature05372.
Article 
    PubMed 
    
                    Google Scholar 
                

	Ricci-Vitiani L, Lonbardi DG, Pilozzi E, Biffoni M, Todaro M, Peschle C, De Maria R: Identification and expansion of human colon cancer-initiating cells. Nature. 2007, 445: 111-115. 10.1038/nature05384.
Article 
    CAS 
    PubMed 
    
                    Google Scholar 
                

	Li C, Heidt DG, Dalerba P, Burant CF, Zhang L, Adsay V, Wicha M, Clarke M, Simeone DM: Identification of pancreatic cancer stem cells. Cancer Res. 2007, 67: 1030-1037. 10.1158/0008-5472.CAN-06-2030.
Article 
    CAS 
    PubMed 
    
                    Google Scholar 
                

	Clarke MF, Dick JE, Dirks PB, Eaves CJ, Jamieson CH, Jones DL, Visvader J, Weissman IL, Wahl GM: Cancer stem cells: perspectives on current status and future directions: AACR workshop on cancer stem cells. Cancer Res. 2006, 66: 9339-9344. 10.1158/0008-5472.CAN-06-3126.
Article 
    CAS 
    PubMed 
    
                    Google Scholar 
                

	Neve RM, Chin K, Fridlyand J, Yeh J, Baehner FL, Fevr T, Clark L, Bayani N, Coppe J, Tong F, Speed T, Spellman PT, DeVries S, Lapuk A, Wang NJ, Kuo W, Stilwell JL, Pinkel D, Albertson DG, Waldman FM, McCormick F, Dickson RB, Johnson MD, Lippman M, Ethier S, Gazdar A, Gray JW: A collection of breast cancer cell lines for the study of functionally distinct cancer subtypes. Cancer Cell. 2006, 10: 515-527. 10.1016/j.ccr.2006.10.008.
Article 
    CAS 
    PubMed 
    PubMed Central 
    
                    Google Scholar 
                

	Lacroix M, Leclercq G: Relevance of breast cancer cell lines as models for breast tumours: an update. Breast Cancer Res Treat. 2004, 83: 249-289. 10.1023/B:BREA.0000014042.54925.cc.
Article 
    CAS 
    PubMed 
    
                    Google Scholar 
                

	Wistuba II, Behrens C, Milchgrub S, Syed S, Ahmadian M, Virmani AK, Kurvari V, Cunningham TH, Ashfaq R, Minna JD, Gazdar AF: Comparison of features of human breast cancer cell lines and their corresponding tumors. Clin Cancer Res. 1998, 4: 2931-2938.
CAS 
    PubMed 
    
                    Google Scholar 
                

	Sørlie T, Tibshirani R, Parker J, Hastie T, Marron JS, Nobel A, Deng S, Johnsen H, Pesich R, Geisler S, Demeter J, Perou CM, Lønning PE, Brown PO, Børresen-Dale AL, Botstein D: Repeated observation of breast tumor subtypes in independent gene expression data sets. Proc Natl Acad Sci USA. 2003, 100: 8418-8423. 10.1073/pnas.0932692100.
Article 
    PubMed 
    PubMed Central 
    
                    Google Scholar 
                

	Sørlie T, Perou CM, Tibshirani R, Aas A, Geisler S, Johnsen H, Hastie T, Eisen MB, van de Rijn M, Jeffrey SS, Thorsen T, Quist H, Matese JC, Brown PO, Botstein D, Lonning PE, Børresen-Dale AL: Gene expression patterns of breast carcinomas distinguish tumor subclasses with clinical implications. Proc Natl Acad Sci USA. 2001, 98: 10869-10874. 10.1073/pnas.191367098.
Article 
    PubMed 
    PubMed Central 
    
                    Google Scholar 
                

	Jönsson G, Staaf J, Olsson E, Heidenblad M, Vallon-Christersson J, Osoegawa K, de Jong P, Oredsson S, Ringnér M, Höglund M, Borg A: High-resolution genomic profiles of breast cancer cell lines assessed by tiling BAC array comparative genomic hybridization. Genes Chromosomes Cancer. 2007, 46: 543-558. 10.1002/gcc.20438.
Article 
    PubMed 
    
                    Google Scholar 
                

	Charafe-Jauffret E, Ginestier C, Monville F, Finetti P, Adelaide J, Cervera N, Fekairi S, Xerri L, Jacquemier J, Birnbaum D, Bertucci F: Gene expression profiling of breast cell lines identifies potential new basal markers. Oncogene. 2006, 25: 2273-2284. 10.1038/sj.onc.1209254.
Article 
    CAS 
    PubMed 
    
                    Google Scholar 
                

	Kuperwasser C, Dessain S, Bierbaum BE, Garnet D, Sperandio K, Gauvin GP, Naber SP, Weinberg RA, Rosenblatt M: A mouse model of human breast cancer metastasis to human bone. Cancer Res. 2005, 65: 6130-6138. 10.1158/0008-5472.CAN-04-1408.
Article 
    CAS 
    PubMed 
    
                    Google Scholar 
                

	Gupta P, Kuperwasser C: Disease models of cancer: breast cancer. Drug Discov Today. 2004, 1: 9-16.
CAS 
    
                    Google Scholar 
                

	Sheridan C, Kishimoto H, Fuchs RK, Mehrotra S, Bhat-Nakshatri P, Turner CH, Goulet R, Badve S, Nakshatri H: CD44+/CD24- breast cancer cells exhibit enhanced invasive properties, an early step necessary for metastasis. Breast Cancer Res. 2006, 8: R59-10.1186/bcr1610.
Article 
    PubMed 
    PubMed Central 
    
                    Google Scholar 
                

	Elenbaas B, Spirio L, Koerner F, Fleming MD, Zimonjic DB, Donaher JL, Popescu NC, Hahn WC, Weinberg Ra: Human breast cancer cells generated by oncogenic transformation of primary mammary epithelial cells. Genes Dev. 2001, 15: 50-65. 10.1101/gad.828901.
Article 
    CAS 
    PubMed 
    PubMed Central 
    
                    Google Scholar 
                

	Perou CM, Sørlie T, Eisen MB, van de Rijn M, Jeffrey SS, Rees CA, Pollack JR, Ross DT, Johnsen H, Akslen LA, Fluge O, Pergamenschikov A, Williams C, Zhu SX, Lonning PE, Børresen-Dale AL, Brown PO, Botstein D: Molecular portraits of human breast tumours. Nature. 2000, 406: 747-752. 10.1038/35021093.
Article 
    CAS 
    PubMed 
    
                    Google Scholar 
                

	van't Veer LJ, Dai H, van de Vijver MJ, He YD, Hart AAM, Mao M, Peterse HL, van der Kooy K, Marton MJ, Witteveen AT, Schreiber GJ, Kerkhoven RM, Roberts C, Linsley PS, Bernards R, Friend SH: Gene expression profiling predicts clinical outcome of breast cancer. Nature. 2002, 415: 530-536. 10.1038/415530a.
Article 
    
                    Google Scholar 
                

	Shipitsin M, Campbell LL, Argani P, Weremowicz S, Bloushtain-Qimron N, Yao J, Nikolskaya T, Serebryiskaya T, Beroukhim R, Hu M, Halushka MK, Sukumar S, Parker LM, Anderson KS, Harris LN, Garber JE, Richardson AL, Schnitt SJ, Nikolsky Y, Gelman RS, Polyak K: Molecular definition of breast tumor heterogeneity. Cancer Cell. 2007, 11: 259-273. 10.1016/j.ccr.2007.01.013.
Article 
    CAS 
    PubMed 
    
                    Google Scholar 
                

	Pradal R, Clarke MF, Morrison SJ: Applying the principle of stem-cell biology to cancer. Nat Rev Cancer. 2003, 3: 895-902. 10.1038/nrc1232.
Article 
    
                    Google Scholar 
                

	Ponti D, Costa A, Zaffaroni N, Pratesi G, Petrangolini G, Coradini D, Pilotti S, Pierotti MA, Daidone MG: Isolation and in vitro propagation of tumorigenic breast cancer cells with stem/progenitor cell properties. Cancer Res. 2005, 65: 5506-5511. 10.1158/0008-5472.CAN-05-0626.
Article 
    CAS 
    PubMed 
    
                    Google Scholar 
                

	Singh SK, Clarke ID, Terasaki M, Bonn VE, Hawkins C, Squire J, Dirks PB: Identification of a cancer stem cell in human brain tumors. Cancer Res. 2003, 63: 5821-5828.
CAS 
    PubMed 
    
                    Google Scholar 
                

	Bonnet D, Dick JE: Human acute myeloid leukemia is organized as a hierarchy that originates from a primitive hematopoietic cell. Nat Med. 1997, 3: 730-737. 10.1038/nm0797-730.
Article 
    CAS 
    PubMed 
    
                    Google Scholar 
                

	Somervaille TC, Cleary ML: Identification and characterization of leukemia stem cells in murine MLL-AF9 acute myeloid leukemia. Cancer Cell. 2006, 10: 257-268. 10.1016/j.ccr.2006.08.020.
Article 
    CAS 
    PubMed 
    
                    Google Scholar 
                

	Dontu G, Wicha MS: Survival of mammary stem cells in suspension culture: implications for stem cell biology and neoplasia. J Mammary Gland Biol Neoplasia. 2005, 10: 75-86. 10.1007/s10911-005-2542-5.
Article 
    PubMed 
    
                    Google Scholar 
                

	Dontu G, Abdallah WM, Foley JM, Jackson KW, Clarke MF, Kawamura MJ, Wicha MS: In vitro propagation and transcriptional profiling of human mammary stem/progenitor cells. Genes Dev. 2003, 17: 1253-1270. 10.1101/gad.1061803.
Article 
    CAS 
    PubMed 
    PubMed Central 
    
                    Google Scholar 
                

	Bickenbach JR, Mackenzie IC: Identification and localization of label-retaining cells in hamster epithelia. J Invest Dermatol. 1984, 82: 618-622. 10.1111/1523-1747.ep12261460.
Article 
    CAS 
    PubMed 
    
                    Google Scholar 
                

	Smith GH: Label-retaining epithelial cells in mouse mammary gland divide asymmetrically and retain their template DNA strands. Development. 2004, 132: 681-687. 10.1242/dev.01609.
Article 
    
                    Google Scholar 
                

	Costello RT, Mallet F, Gaugler B, Sainty D, Arnoulet C, Gastaut J, Olive D: Human acute myeloid leukemia CD34+/CD38- progenitor cells have decreased sensitivity to chemotherapy and Fas-induced apoptosis, reduced immunogenicity, and impaired dendritic cell transformation capacities. Cancer Res. 2000, 60: 4403-4411.
CAS 
    PubMed 
    
                    Google Scholar 
                

	Liu G, Yuan X, Zeng Z, Tunici P, Ng J, Abdulkadir IR, Lu L, Irvin D, Black KL, Yu JS: Analysis of gene expression and chemoresistance of CD133+ cancer stem cells in glioblastoma. Mol Cancer. 2006, 5: 67-10.1186/1476-4598-5-67.
Article 
    PubMed 
    PubMed Central 
    
                    Google Scholar 
                

	Abraham BK, Fritz P, McClellan M, Hauptvogel P, Athelogou M, Brauch J: Prevalence of CD44+/CD24-/low cells in breast cancer may not be associated with clinical outcome but may favor distant metastasis. Clin Cancer Res. 2005, 11: 1154-1159.
CAS 
    PubMed 
    
                    Google Scholar 
                

	Minn AJ, Kang Y, Serganova I, Gupta GP, Giri DD, Doubrovin M, Ponomarev V, Gerald WL, Blasberg R, Massague J: Distinct organ-specific metastatic potential of individual breast cancer cells and primary tumors. J Clin Invest. 2005, 115: 44-55.
Article 
    CAS 
    PubMed 
    PubMed Central 
    
                    Google Scholar 
                

	Minn AJ, Gupta GP, Siegel PM, Bos PD, Shu W, Giri DD, Viale A, Olshen AB, Gerald WL, Massague J: Genes that mediate breast cancer metastasis to lung. Nature. 2005, 436: 518-524. 10.1038/nature03799.
Article 
    CAS 
    PubMed 
    PubMed Central 
    
                    Google Scholar 
                

	Li F, Tiede B, Massague J, Kang Y: Beyond tumorigenesis: cancer stem cells in metastasis. Cell Res. 2007, 17: 3-14. 10.1038/sj.cr.7310118.
Article 
    CAS 
    PubMed 
    
                    Google Scholar 
                


Download references




Acknowledgements
We thank Allen Parmelee and Steve Kwok for expert technical assistance with cell sorting, Phil Hinds and Rick Van Etten for critical reading of the manuscript, and Ina Klebba for assistance with the animal colony. This work was supported by grants to CK from the Susan Komen Foundation (CMF and CK), the Breast Cancer Research Foundation (CMF and CK), and CA125554-01. CK is a Raymond and Beverly Sackler Foundation Scholar.


Author information
Authors and Affiliations
	Department of Genetics, Sackler School, Tufts University School of Medicine, Harrison Avenue, Boston, Massachusetts, 02111, USA
Christine M Fillmore

	Department of Anatomy & Cellular Biology, Sackler School, Tufts University School of Medicine, Harrison Avenue, Boston, Massachusetts, 02111, USA
Charlotte Kuperwasser

	Department of Radiation Oncology, Tufts-New England Medical Center, Molecular Oncology Research Institute, Boston, Massachusetts, 02111, USA
Charlotte Kuperwasser


Authors	Christine M FillmoreView author publications
You can also search for this author in
                        PubMed Google Scholar



	Charlotte KuperwasserView author publications
You can also search for this author in
                        PubMed Google Scholar





Corresponding author
Correspondence to
                Charlotte Kuperwasser.


Additional information
Competing interests
The authors declare that they have no competing interests.
Authors' contributions
CF designed and carried out all of the experiments, and prepared the manuscript. CK designed and prepared the manuscript.


Electronic supplementary material

Additional file 1: File containing a table that provides the characteristics of cell lines in vivo. (DOC 20 KB)

13058_2007_1946_MOESM2_ESM.pdf
Additional file 2: File showing representative flow cytometry profiles of CD44 and CD24 expression in human breast cell lines. (PDF 70 KB)


13058_2007_1946_MOESM3_ESM.pdf
Additional file 3: (A) Additional representative flow cytometry analysis sorting scheme for in vivo injections. SUM159 cells were sorted on ESA. Dot plots show resulting CD44+/CD24-/low/ESA+ or CD44+/CD24-/ESA- fractions. (B) SUM149 cells were sorted on ESA. Dot plots show resulting CD44+/CD24-/low/ESA+ or CD44+/CD24+/ESA+ fractions. (PDF 53 KB)


13058_2007_1946_MOESM4_ESM.pdf
Additional file 4: (A) SUM1315 and SUM149 adherent cultures and tumorspheres smaller than 100 μm analyzed by flow cytometry for CD44+/CD24-/ESA+ cells. (B) SUM159 cells were plated in parallel and grown for 2 weeks in adherent or nonadherent cultures. At the indicated times, cells were harvested and counted. (C) Crystal violet growth curves of adherent cells from various cell lines. (D) Flow cytometry histograms of SUM159 and MDA.MB.231 cells pulsed with BrdU for 10 days. Note that nearly 100% of the cells are labeled. (PDF 47 KB)


13058_2007_1946_MOESM5_ESM.pdf
Additional file 5: (A) Flow cytometry histograms of SUM159 and MDA.MB.231 cells pulsed with BrdU for 10 days. Note that nearly 100% of the cells are labeled. (B) Proliferating cultures of SUM159 cells were pulse-chased and analyzed by flow cytometry for BrdU CD44. Note that the cells containing the highest 1% BrdU label are only 30% CD44+/CD24-/ESA+ cells. (PDF 34 KB)


13058_2007_1946_MOESM6_ESM.pdf
Additional file 6: (A) Representative phase-contrast brightfield images of SUM159 cultures after 6 days of exposure to indicated doses of chemotherapy. (B) Quantification of the average percent killing by 10 nmol/l Taxol or 1 mmol/l 5-FU 6 day treatments for SUM159, SUM149, and MDA.MB.231 cell lines. As shown, the percentage reflects both the number of cells that remain adherent post-treatment relative to a placebo treated control plate as determined by hemacytometer counting, and the percentage of adherent cells that do not take up PI stain as determined by flow cytometry. Error bars indicate mean ± standard error of the mean. (C) Immunofluorescence of SUM159 cells stained for BrdU (green) and DAPI (4',6 diamidino-2-phenylindole; blue) at 6 days after chase with 10 nmol/l Taxol or 1 mmol/l 5-FU. (PDF 153 KB)





Authors’ original submitted files for images
Below are the links to the authors’ original submitted files for images.







Authors’ original file for figure 1

Authors’ original file for figure 2

Authors’ original file for figure 3

Authors’ original file for figure 4

Authors’ original file for figure 5

Authors’ original file for figure 6

Authors’ original file for figure 7




Rights and permissions
Reprints and permissions


About this article
Cite this article
Fillmore, C.M., Kuperwasser, C. Human breast cancer cell lines contain stem-like cells that self-renew, give rise to phenotypically diverse progeny and survive chemotherapy.
                    Breast Cancer Res 10, R25 (2008). https://doi.org/10.1186/bcr1982
Download citation
	Received: 16 August 2007

	Revised: 03 March 2008

	Accepted: 26 March 2008

	Published: 26 March 2008

	DOI: https://doi.org/10.1186/bcr1982


Share this article
Anyone you share the following link with will be able to read this content:
Get shareable linkSorry, a shareable link is not currently available for this article.


Copy to clipboard

                            Provided by the Springer Nature SharedIt content-sharing initiative
                        


Keywords
	Breast Cancer Cell Line
	Cancer Stem Cell
	Parental Cell Line
	Human Mammary Epithelial Cell
	BrdU Label








                    


                
            

            
                
                    
                        
    
        
            Download PDF
            
        
    


                        
                    


                    
    


                    
                        
                            
                                
                                    
    
    
        
            Advertisement

            
                
                    
                        [image: Advertisement]
                    
                

            

        

    

                                

                            

                            

                            

                        

                    

                
            

        


        
            
                
                    
                        
                            
                            Breast Cancer Research
                        

                         ISSN: 1465-542X

                    

                    
                        
                            Contact us

                            	Submission enquiries: journalsubmissions@springernature.com


                        

                    
                

            

        
        
    [image: ]

         
    
        
            
    
        
            
                
                    
                        	
                                    Read more on our blogs
                                
	
                                    Receive BMC newsletters
                                
	
                                    Manage article alerts
                                
	
                                    Language editing for authors
                                
	
                                    Scientific editing for authors
                                


                    
                        	
                                    Policies
                                
	
                                    Accessibility
                                
	
                                    Press center
                                


                    
                        	
                                    Support and Contact
                                
	
                                    Leave feedback
                                
	
                                    Careers
                                


                    
                
            

            
                Follow BMC

                	
                            
                                BMC Twitter page
                                
                                    
                                
                            
                        
	
                            
                                BMC Facebook page
                                
                                    
                                
                            
                        
	
                            
                                BMC Weibo page
                                
                                    
                                
                            
                        


            

        

        
            By using this website, you agree to our
            Terms and Conditions,
            Your US state privacy rights,
            Privacy
                statement and
            Cookies policy.
                Your privacy choices/Manage cookies we use in the preference centre.
        

    




        
        
    
        [image: Springer Nature]
         © 2024 BioMed Central Ltd unless otherwise stated. Part of
            Springer Nature.
        

    




    

    




        
    
    


        
    