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Abstract
Background: Over the past decades, the increase in maximal cell numbers for the production of
mammalian derived biologics has been in a large part due to the development of optimal feeding
strategies. Engineering of the cell line is one of probable approaches for increasing cell numbers in
bioreactor.

Results: We have demonstrated that the over-expression of the c-myc gene in immortalised CHO
cells can increase proliferation rate and maximal cell density in batch culture compared to the
control. The changes were attributed to a rapid transition into S-phase from a shortened duration
of G1 phase and to the uncoupling of cell size from cell proliferation. To achieve the >70% increase
in maximal cell density without additional supply of nutrients the cells underwent an overall
reduction of 14% in size as well as a significant decrease in glucose and amino acid consumption
rate. Consequently, the total biomass accumulation did not show a significant change from the
control. The amount of hSEAP-hFc activity of the over expressing c-myc cell line was found to be
within 0.7% of the control.

Conclusion: It is shown that the manipulation of cell cycle kinetics and indirectly cell metabolism
gives higher cell densities in CHO batch cultures. The unaltered apoptotic rate supported the
proposition that the increase in cell number was a result of enhance cell cycle kinetics and cellular
metabolism rather than increasing viability. Production of hSEAP-hFc from a constitutive c-myc
over-expressing cell line did not increase with the increase in cell number.

Background
The Chinese Hamster Ovary (CHO) cell line is the work-
horse of the bioprocessing industry for the production of
biopharmaceuticals. The high productivity of the cell line
in bioreactors can be said to be dependent on having a
high viable cell density of rapidly dividing cells over an
extended period of time. The relatively high cell numbers
achieved over more than two decades of process optimi-
zation strategies utilising media and fed batch cultivation

improvements [1,2] resulted in product titres of more
than 5 g/l.

In biopharmaceutical production systems, optimisation
of cell culture processes is an evolving field as the more we
understand of the complex dynamics involved in regulat-
ing cell survival, growth and productivity, the better we
can apply this knowledge to improve titre. Cell engineer-
ing strategies to improve maximal cell number would be
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a major step towards reaching the goal of increased prod-
uct titre. The use of c-Myc has been recently put forward as
a possible means of achieving this goal [3,4], but a more
thorough understanding is needed to explain the role of c-
myc in the CHO-K1 immortalised continuous cell line.
Particularly, as a key regulator of the cell cycle and to pro-
vide a rationale for the experimental observation that the
cell size seems to play an important role in establishing an
increased cell number, before it can be incorporated into
cell lines that are used for the production of therapeutic
protein at industrial scale.

The product of c-myc is a nuclear phosphoprotein that has
been implicated in cell cycle progression and apoptosis,
although it is still unclear on how the protein carries out
its functions and is regulated [5]. It belongs to a family of
myc genes which was discovered as a cellular homologue
to the viral oncogene (v-myc) of the avian myelocytoma-
tosis MC29 retrovirus [6]. The nuclear phosphoprotein
has a short life of about 20-30 minutes [7]. Its physiolog-
ical role is based on the fact that its expression strongly
correlates with cellular proliferation and thus it has been
broadly expressed during embryogenesis and in tissue
compartments that contain high proliferative capacity
such as the mammalian gut and skin epidermis.

As a transcription factor, c-Myc binds to the promoters of
a large number of genes to regulate their expression, in
turn, controlling, the cell cycle, metabolic processes, mac-
romolecular synthesis and apoptosis[8]. In quiescent G0
cells, c-myc expression is almost undetectable until there is
some serum or mitogenic stimulation, which causes rapid
induction of cell transition into G1. After this transition, c-
Myc levels decline to a low but detectable level, while
removal of serum or mitogenic stimuli will again put c-
Myc into undetectable level and thus cellular arrest occurs.
Some known targets of c-Myc are cyclin D2 and CDK2
(essential in cell cycle regulation), and eIF4 and eIF2
which are important in cell growth[9].

In the past few years it has become apparent that c-myc
regulation is related somewhat to apoptotic pathways.
Pro-apoptotic pathways have been identified which con-
verges on the central mitochondrial induced apoptotic
pathway. This is due to the fact that c-myc over-expression
also affects the ARF/Mdm-2 pathway (ARF, a small pro-
tein from the INK4 family, binds to Mdm2 protein whose
function is to negatively regulate the activity of p53 pro-
tein) by promoting expression of ARF and thus up-regu-
lating p53 expression leading to apoptosis [10].

In immortalised continuous cell lines, such as CHO cell
line, net expansion of a clone is not only achieved by an
increased rate of proliferation but a decrease in the apop-
totic rate as well. The most widely held opinion on this is
that since the cell cycle and apoptotic pathways are cou-

pled through several sub-networked pathways, the induc-
tion of the cell cycle can sensitize the cell to apoptosis but
the apoptotic pathway is suppressed as long as the appro-
priate survival factors are available to the cell [8]. Earlier
findings have established a role for c-myc in apoptosis in
diverse settings through separate 'death priming' and
'death triggering' mechanisms in which 'death priming'
and mitogenic signals are coordinated [11].

The objective of this study is to provide data for further
understanding CHO cells with an increased proliferation
capacity. This work will focus on the cell cycle and meta-
bolic aspects of having a cell line reach higher viable cell
densities with increased proliferation under the same sup-
plemented media conditions. Since the variability of
clones would not give further information related to this
objective, the original transfected population is used. For
the investigation into productivity clonal selection was
used to ensure a stable producer of hSEAP fusion protein.
Over-expression of c-myc has resulted in a reduced dura-
tion of the G1 phase of cell cycle thus leading to a reduced
growth rate and increased maximum cell number. This
change was associated with reduced glucose and amino
acid consumption rate and decreased cell size. The results
showed that the total volumetric biomass was negligibly
affected by c-myc over-expression and that without nutri-
ent addition any increase in cell number would be com-
pensated by a comparable decrease in cell volume.

Methods
All chemicals in the Materials and Methods section were
obtained from Sigma Aldrich unless stated otherwise.

Cell Transfection and Maintenance
The cMycCHO cell line resulted from calcium-mediated
stable transfection of CHO-K1 with the DORclaG123 (c-
Myc plasmid). The plasmid was kindly donated by Dr. T.
Littlewood (Imperial Cancer Research Fund, UK). The sur-
viving cells were pooled separately for each transfection
and were maintained in Ham's F12 supplemented with
5% FCS. Using dilution cloning a stable cMycCHO clone
was selected and used in subsequent experiments. A
detailed transfection and selection procedure is described
in a previous publication [3]. Selection pressure was
maintained by incubation in DMEM/F12, 4 mM L-
glutamine, 5% FBS (Lonza Biologics) and 1 mg/mL
geneticin G418 every 10th generation and cell samples
were taken before and after incubation to ensure stable
overexpression of the c-Myc protein. Selection pressure
was removed 2 passages before an experimental run to
negate the effects of the presence of antibiotic.

Static Batch Culture and Cell Size of CHO-K1 and 
cMycCHO
CHO-K1 and cMycCHO were maintained in DMEM/F12
with 5% FBS (Lonza Biologics, UK) and 4 mM L-
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glutamine at 37°C vented at 5% CO2. Static cultures from
each cell line were plated in 6 well plates, 80,000 cells/
cm2, with an initial density of 2 × 105 cells/ml allowing
triplicate cultures to be sacrificed at regular intervals for
each cell line. A duplicate culture was plated from the
experimental seeding inoculum for mid-exponential
phase harvesting to carry out the western analysis. When
harvesting cells, floating cells were collected by centrifuga-
tion of the aspirated medium, and adherent cells were
detached by Accutase™ and collected by centrifugation,
these were pooled together in a media volume equal to
the original culture volume before cell counts. Viable cell
concentration and viability were monitored using the
trypan blue exclusion method [12]. All cell volume meas-
urements were done using the coulter principle of elec-
tronic volume on a Quanta SC (Beckman Coulter) flow
cytometer which has forward scatter replaced by elec-
tronic volume.

Static Spent Media Cultures
The spent media was obtained from each respective cul-
ture to replicate conditions of supplement depletion. Each
cell line was seeded in T-25 flasks with 10 ml of the spent
media at 5 × 105 cells/ml at 37°C vented at 5% CO2. Cells
were derived from a mid-exponential phase culture. Sam-
ples were taken at 0, 24, 44, and 118 hours for analysis of
apoptosis.

Transfection with the hSEAP-hFc gene
The plasmid, pFUSE-SEAP-hFc1, (InvivoGen, USA) was
used to transfect cMycCHO and CHO-K1 cell lines using
FuGENE® 6 transfection reagent (Roche, UK). Transfected
cells were incubated in fresh DMEM/F12 (Sigma-Aldrich)
with 5% heat inactivated FBS (PAA, UK) and 4 mM L-
glutamine or 4 mM L-alanine-L-glutamine (Ultra-
Glutamine, Lonza, UK) at a temperature of 37°C vented
at 5% CO2. The culture medium was then replaced with
fresh medium containing 400 ug/ml Zeocin™ and incu-
bated at 37°C. After 3 days the transfected cells were
selected in fresh medium containing 400 ug/ml Zeocin™
and 1 mg/ml G418 followed by isolating the population
of cells by limiting dilution. Selection of stable clones was
done by assessing for the highest SEAP activity for each
cell line over a period of 6 weeks. To ensure that expres-
sion remained stable the cultures were cultured in the
presence of G418 and Zeocin™ every 10th generation.

Western Analysis
Total cellular protein was prepared from cells washed in
0.35 M sucrose and resuspended in 400 μl of lysis buffer
(Ultrapure reagents from Amersham Biosciences, Piscata-
way, NJ): 2% (w/v) CHAPS, 9.5 M urea, 0.8% (w/v) phar-
malyte pH 3-10, 1% (w/v) DTT (Amersham Biosciences,
UK) and 1 protease inhibitor tablet per 10 ml (Roche
Molecular, Mannheim, Germany) for 30 minutes before

subsequent 4°C centrifugation at 17,000 g for 30 min-
utes. Sample was stored at -80°C for minimum of 24
hours before concentration determination using a modi-
fied Bradford assay [13]. 50 μg/well underwent electro-
phoresis on a 12% sodium dodecyl sulfate-
polyacrylamide (SDS-PAGE) mini gel (Pierce, Rockford,
IL) after dilution in 1× Laemli buffer prior to denaturation
at 95°C for 10 minutes. The gel was stained with Instant-
blue™ (Novexin Ltd, UK) for visual verification of loading
before de-staining for electrotransfer. The protein was
then transferred to nitrocellulose membrane (Amersham
Biosciences, Little Chalfont, UK). Then, the membrane
was incubated with the primary antibody, anti-myc 9E10
antibody (Santa Cruz Biotechnology, Santa Cruz, CA),
and then incubated with a HRP conjugated anti-mouse
whole IgG from goat as the secondary antibody. Bands
were developed by chemiluminescent detection (Super-
Signal West Pico System, Pierce) according to the manu-
facturer's instructions. The membrane was stained with
Ponceau S to re-verify loading and uniformity of the elec-
trotransfer.

Static Cell Cycle Data
Flow cytometry was used to determine the percentage of
cells in various phases of the cell cycle. Every 24 hours
both CHO-K1 and cMycCHO were dissociated from the
wells using Accutase™, centrifuged at 160 g for 5 minutes
and were resuspended in 500 μl of Nuclear Isolation
Media (NIM)-DAPI staining solution (NIM-DAPI, NPE
Systems, Pembroke Pines, FL, USA) at a density of 1 × 106

cells/ml for 1 minute at room temperature. The suspen-
sion was then filtered through a 25 μm Filter Tip (NPE
Systems). NIM-DAPI stained samples were run on a Beck-
man Coulter Quanta SC flow Cytometer fitted with a mer-
cury arc lamp, a 357/22 nm exciter and a 465/30 nm
emission filter. The G1 peak was fixed at a specific channel
number and a minimum of 15,000 nuclear signals was
collected. The distribution of cells in the G1, S, and G2/M
phases was analyzed with the Multicycle software pro-
gram (Phoenix Flow Systems, San Diego, CA).

Analysis of Apoptosis
CHO-K1 and cMycCHO cells removed at different times
during the batch cultures and cells incubated in spent
media were analysed for the percentage of viable, apop-
totic and necrotic cells. Dual staining for both Annexin-V
binding to phosphatidylserine (PS) surface proteins by
Annexin-V- Fluorescein isothiocyanate (FITC) (BD Bio-
sciences, UK) and cellular DNA using Propidium Iodide
(PI) was performed as follows (Ishaque and Al-Rubeai,
1999): 1 × 106 cells/ml were washed in ice cold PBS (0.01
M phosphate buffer, 0.0027 M potassium chloride and
0.137 M sodium chloride, pH 7.4, at 25°C) and centri-
fuged at 300 g for 5 minutes at 4°C for resuspension in 1×
binding buffer ((10 mM HEPES solution) pH 7.4, 140
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mM NaCl, and 2.5 mM CaCl2). 1 μl of Annexin-V FITC
was added to 100 μl of cell suspension and incubated for
10 minutes at 20-25°C before adding 400 ul of 1× bind-
ing buffer and 10 μl of PI (50 ug/ml) which was incubated
for 1 minute before analysis. The sample was analysed
with a Beckman flow cytometer equipped with a 488 nm
diode laser. A 525 band pass detection filter was used to
obtain FITC fluorescence and a 670 nm long pass filter is
used to collect the maximal emission of PI fluorescence
[14]. Fluorescence compensation was carried out before
taking final readings.

Cell Cycle Kinetics Labelling
A BrdU (5-Bromo-2'-deoxyuridine) pulse labelling and
staining procedure for kinetic analysis of the cell cycle was
initiated the 2nd day after initial seeding of the cultures in
flasks. 20 μM of BrdU (BD Biosciences, UK) was added to
the exponentially growing cells. After a labelling pulse of
1 hour at 37°C, cells were washed with fresh medium and
then incubated in the corresponding medium for 1, 3, and
5 hours with samples taken from triplicate wells. After the
indicated BrdU-free chase time, cells were harvested and
washed twice in ice-cold PBS and centrifuged at 500 g for
5 minutes. The cells were then resuspended in 500 μl ice-
cold PBS and 5 ml 70% ethanol was added drop-wise
before leaving the suspension on ice for 15 minutes. The
samples were stored in a -20°C for 1 week after fixation.
The staining procedure to determine the DNA and BrdU
content was a modified procedure from Istfan N.W et al.
[15]. Briefly, the fixed samples were centrifuged for 10
minutes at 500 g and then washed twice with cold PBS. To
this 3 ml of 2N HCl was added and left at room tempera-
ture in the dark on a shaker for 30 minutes before washing
with PBS and then adding 3 ml of 0.1 M Borax to neutral-
ize the acid at room temperature for 2-4 minutes. 3 ml of
0.5% Triton X-100 was added and left for 10 minutes at
room temperature on a shaker after a PBS wash. After-
wards, the pellet was resuspended in 0.1 ml of PBS and 20
μl of anti-BrdU FITC (BD Bioscience) was added directly
before incubation for 30 minutes at room temperature in
the dark. The sample was then washed with PBS and the
pellet resuspended in 0.5-1 ml of PBS before adding 50 μl
of RNase A solution per tube and incubated for 30 min-
utes at 37°C. From a 1 mg/ml stock, 25 μl of PI stain solu-
tion was added per tube and left on ice for 30 minutes
before bivariate DNA-BrdU analysis was carried out on
the flow cytometer.

Cell Cycle Kinetic Analysis
Dual stained samples were analysed with a Beckman flow
cytometer equipped with a 488 nm diode laser, A 525
band pass detection filter was used to obtain green fluo-
rescence from FITC-labeled anti-BrdU and a 670 nm long
pass filter is used to collect the maximal emission of PI red
fluorescence. The red fluorescence was calibrated by set-

ting the G1 peak to a fixed channel number and green flu-
orescence was calibrated using an unlabeled control. The
cell size was also taken simultaneously at 48 and 53 hours
(exponential phase) with these samples to determine the
relative cell size in each phase. Cell Lab Quanta SC soft-
ware (Beckman Coulter, UK) and the computer program
WinMDI V2.8 (The Scripps Research Institute) was used to
analysis the cytometric histograms. Calculations was car-
ried out using the equations previously described [16-18].
Briefly, the bivariate BrdU-DNA contour plot obtained
with WinMDI V2.8 had the cells separated on the x-axis
according to DNA content and the y-axis according to
BrdU incorporation. Gating was established for G1, G2/M,
labeled undivided (flu) cells, and labeled divided (fld)
cells. First, the relative movement (RM) at each pulse time
point of the cells during the S-phase to G1 and G2 was cal-
culated using the following equation:

Where FL(t) is the mean red fluorescence at time (t) while
FG1 and FG2+M are the mean red fluorescence of cells in
each respective phase. This can be related to the following
linear relationship:

Second, the function v [16] a quantity (= cTS) represented
by the following equations is obtained:
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Equation 3a is used when the times are less than the time
for the G2+M phase (TG2+M) and equation 3b other-
wise[16]. Here the fraction of labeled undivided (flu),
labeled undivided in G2+M phase (flu

G2+M), and labeled
divided (fld) are obtained from the bivariate BrdU-DNA
contour plot.
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RM t
F L t FG

FG M FG
( )

( )≡ −
+ −

1

2 1
(1)

RM t RM
TS

t( ) = +0
1

2
(2)

v
fG M
u t f lu t

fG M
u t

≡
+ + +

+ +

⎡

⎣

⎢
⎢

⎤

⎦

⎥
⎥

ln
( ) ( )

( )

1 2
1 2

(3a)

v
f lu t

f ld t
≡ +

−

⎡

⎣
⎢
⎢

⎤

⎦
⎥
⎥

ln
( )

( ) /

1

1 2
(3b)

T
TS

vpot = ln( )2 (4)
Page 4 of 12
(page number not for citation purposes)



BMC Biotechnology 2009, 9:76 http://www.biomedcentral.com/1472-6750/9/76
To determine the calculated time for the cell spent in G2
and M phase an analytical procedure described in White
et al, 2000 was used. This relies on the calculation of the
solution to a cubic equation where the cell production
rate (c) is obtained through a relation between RM(t), v,
and flu[18]:

Where

After determining the cell production rate the following
equation is used to determine TG2+M:

After determining TG2+M and TS the time spent in G1 could
be calculated by subtraction of both calculated times from
Tpot.

Determination of Extracellular Glucose, Lactate, 
Ammonia and Amino Acid Concentrations
Glucose was measured with an Ascencia contour (Bayer
Diagnostics, Ireland) glucose meter with the provided pre-
calibrated Microfill test strips (Bayer Diagnostics, Ire-
land). Lactate was measured using the Accutrend Lactate
Meter together with BM-Lactate Strips (Roche Diagnostics
GmbH, Germany). Briefly, The BM-Lactate calibration
strip was used to calibrate the instrument to the accompa-
nied BM-Lactate strips. Lactate was determined by reflect-
ance photometry at a wave length of 657 nm via a
colorimetric-oxidase mediator reaction. L-Glutamine and
ammonia were measured with a Megazyme kit K-ASNAM
(Megazyme, Ireland) using supernatant from each day of
the culture. The amino acids samples were taken at the
end of exponential phase by centrifuging 1.5 ml of culture
for 5 minutes at 180 g and storing the supernatant at -
20°C for 1 week before analyses. Amino acids were ana-
lysed by Alphalyse (Denmark) and performed on a Bio-
chrom™ amino acid analyzer.

Reporter Assay
The hSEAP-hFc reporter constructs containing the SEAP
gene were analyzed using the QUANTI™-Blue™ SEAP
Reporter System (Invivogen), which detects SEAP enzyme
activity. Instead of a single reading after a determined
period of time, multiple reads were taken at 1 min inter-
vals for 20 minutes, after 30 minutes of incubation at
37°C, and used to express SEAP activity as absorbance
units per second (abs/sec). The SEAP activity was normal-

ized for integral cell area to generate relative specific pro-
ductivity[19].

Results and Discussion
Growth Kinetics
Figure 1a shows the growth curve of cMycCHO compared
to CHO-K1. The adherent cMycCHO culture showed a sig-
nificant increase in overall proliferative capacity being
able to proliferate to a cell density of 1.99 × 106 cells/ml,
a 72% increase in density versus the control CHO-K1. The
viability remained above 90% for both cell lines through-
out the culture until day 6 when the CHO-K1 viability fell
just below 90% compared to 95% from the cMycCHO
culture. The growth rate increased from 0.017 hours-1, for
CHO-K1, which is comparable to reported rates of other
adherent CHO cultures [3,20,21], to 0.023 hours-1, for
cMycCHO. This resulted in a doubling time decrease of
25.4% while the integral viable cell (IVC) increased from
4.34 × 109 cell day L-1 to 6.87 × 109 cell day L-1 for the
CHO-K1 and cMycCHO, respectively for the period of 5
days. From current and previous work it is seen that cMy-
cCHO cells have a different morphology in adherent cul-
ture to CHO-K1. This is further investigated by measuring
cell size. Contact inhibition may be a factor, as well, in
determining cell number but in this case both cell lines
allow for some cells to grow over neighbours. The increase
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Batch cultivation of cMycCHOFigure 1
Batch cultivation of cMycCHO. The growth curve (a) of 
cMycCHO (grey circles) compared to CHO-K1 (Black 
squares). This culture seeded and grown (n = 3) in parallel, as 
a control for the BrdU pulse labeled cultures shows that 
cMycCHO (maximum cell density 1.99 × 106 cells/ml) has an 
increased proliferation capacity compared to the CHO-K1 
(maximum cell density 1.1 × 106 cells/ml). (b) Western analy-
sis of biological duplicate samples with c-Myc over-expres-
sion observed in the cMycCHO cell lines.
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in IVC would be an advantage in bioprocess systems
where the increase in overall maximal cell number usually
associated with more product formation if cell production
rate is not significantly decreased.

The constitutive over-expression of c-myc, has clearly
resulted in an overall increase in proliferation rate but also
an increased maximal cell number under batch condi-
tions. Increased proliferation would mean that cell divi-
sion has increased or apoptosis has decreased or both. The
fact that c-myc has been shown to be a potent inducer of
apoptotic cell death in mammalian cells [11] in contrast
to the viability data obtained in this work warrants further
studies to explore the control mechanism of cell growth/
death kinetics.

In addition, in order to confirm that the over-expression
of the c-Myc protein was still present after thawing the cell
line a western blot was done from duplicate cultures
derived from the experimental seeding inoculum and
grown to mid-exponential phase to obtain the superna-
tant for analysis shown in Figure 1b.

Cell Cycle
The cell cycle distribution of cMycCHO cells in Figure 2
clearly shows a consistent increased proportion of post G1
phases over the control (on average >10% increase in S
phase cells). However, at the end of the batch cultures
both cultures showed an increase in G1 cells indicating a
decline in proliferation rate presumably due to increasing
environmental stress resulting from nutrient deprivation
and accumulation of toxic metabolites. Previously, it was
shown in CHO cultures that the proportion of S phase
cells enables prediction of changes in cell number and
reflects the proliferation dynamics of cell culture [22]. It
may be reasonable to suggest that the increased growth
rate of cMycCHO is a consequence of increased propor-
tion of S phase cells.

Figure 3a is a representative bi-variate contour plot at 5
hours after pulse labelling during exponential phase illus-
trating cells in G1 and G2/M phase as well as the undivided
(flu) and divided (fld) fractions. From the plots the relative
movement of labeled undivided cells as a function of time
was calculated and a linear regression analysis was applied
to determine the cell cycle times (Figure 3b). The values
for TS were similar for both cultures but when the poten-
tial cell cycle time (Tpot) was calculated, cMycCHO
showed a significantly faster time. Subsequently the time
spent in G1 phase was found to decline by 36.4% in cMy-
cCHO which pertains to the increased proliferation rate
observed. It was obvious that the increase in proliferation
rate of cMycCHO was due to a decreased cell cycle time via
a shortened G1 phase. The finding of this work is in agree-
ment with previous work showing that deletion of the c-
myc gene impedes cell cycle progression thus retarding

cell proliferation [23,24]. More importantly, the analysis
gives a clear indication that c-myc over-expression
enhances cell proliferation by promoting the earlier G1-S
transition, by shortening the G1 phase of the cell cycle. It
appears that once the cell progresses to S phase of the cell
cycle the time to cell division remains unchanged.

Cell Size
Throughout the exponential phase of the cell culture the
cell size of cMycCHO is shown to be smaller than the con-
trol. Quantifying the relative cell size difference for each
phase of the cell cycle it is shown that the exponential
growth occurs with cMycCHO having a smaller size
throughout (Figure 4). With an average cell diameter of
12.16 μm and 14.11 μm respectively (Figure 5), While
this represents a 36% decrease in cell volume, it indicates
a difference in the mean volumetric biomass (a function
of the cell volume and maximum cell density) of 1:0.9
nm3 cells ml-1 for cMycCHO:CHO-K1, a rather minor dif-
ference in comparison to the >70% difference in cell
number.

Beier et al. (2000) suggested that c-myc over-expression
may control cell size [25]. However, Trumpp et al. (2001)
argued that c-myc controls cell number and not the cell

A histogram of the cell cycle phases for cMycCHO versus CHO-K1 cultureFigure 2
A histogram of the cell cycle phases for cMycCHO 
versus CHO-K1 culture. cMycCHO is represented by the 
non-shaded cell cycle profile (blue profile line) while the 
CHO-K1 profile represented by a shaded area underneath 
the histogram. It can be seen that the percentage frequency 
of the G1/G0 region in the 200 channel emission spectra 
decreases below CHO-K1 as the culture progresses while 
the S-phase (between 200 and 360 emission channel) and G2/
M (at ~360 emission channel) is consistently greater with cul-
ture time for cMycCHO.
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size. Indeed, fibroblasts have shown no need for c-myc
activity for increasing cell size but such activity was neces-
sary for G1-S transition [26]. Other studies have reported
varied results for the relationship between c-myc and cell
size. For example, hepatocytes with c-myc overexpression
have shown an increased cell size in one study [27] and
reduced cell size in another study [28]. An increase in cell
size may well depend on the stoichiometric molar con-
centrations of c-myc leading to the cell size increase
through the simulation of mTOR via inhibition of TSC2
[29], which might be the case in some cancers. While
CHO cells have many similarities to cancerous cells the

contrasting results of decreasing cell size may not find
explanation in mTOR pathway and protein synthesis.
However, it is not unreasonable to suggest that such a sig-
nificant change in size would involve a major change in
the metabolic consumption and secretion state of the
cells, since the cell's ability to either get substances from
the outside, or eliminate waste, is related to the surface
area. Since the increased cell number of cMycCHO was
independent of nutrient availability the concentration of
necessary nutrients and energy required for maintenance
and proliferation should be reduced if apoptosis is not
enhanced; a suggestion is investigated below. It may be
interesting to note that when a cell enters the cell cycle it
has to reach a critical mass before proceeding to S phase.
This work shows that c-myc can cause a reduction in the
required critical mass for the transition into S phase by
decreasing protein content (data not included) in addi-
tion to cell size. This suggests a decoupling of cell size
from cell division, a phenomenon that has been also
observed in stem cells and neurons, and in addition, ele-
vated G1 cyclin levels in fibroblast cells can cause elimina-
tion of restriction point control resulting in smaller small
cell size [30,31].

Metabolites
Table 1 shows the specific consumption and production
rates of several metabolites. Glucose analysis revealed that
cMycCHO had a 40% decrease in specific glucose con-

Cell cycle kinetics analysisFigure 3
Cell cycle kinetics analysis. Example of the contour plot 
obtained 5 hours after BrdU pulse labelling cMycCHO cul-
ture (a). The plot displays the DNA content (x-axis) and 
BrdU-FITC fluorescence intensity (y-axis). Four regions can 
be observed with the G1 and G2/M phase represented by the 
DNA content shift while the BrdU labeled undivided cells 
undergo a temporal shift from the region above G2/M to the 
region above G1, indicated as the labeled divided cells on the 
plot. The bar chart (b) represents the cell cycle phase times: 
TG1, TS, TG2+M, and Tpot (n = 3). Unpaired Student's t-
test indicates TG1 and Tpot are significantly different 
between cMycCHO and CHOK1 (p < 0.05).

Cell size at different cell cycle phases for cMycCHO (right bar) versus CHO-K1 (left bar) at 48 and 53 hours of the exponential phase culture with n = 3Figure 4
Cell size at different cell cycle phases for cMycCHO 
(right bar) versus CHO-K1 (left bar) at 48 and 53 
hours of the exponential phase culture with n = 3. The 
third set is a combination of both samples to illustrate the 
smaller cell size of cMycCHO from G1 and carried through-
out the cycle.
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sumption rate. This decreased value is associated with the
decrease in specific lactate production rate (43%).
Glutamine consumption was also decreased by 42%
while ammonia production showed only a slight increase
of 9%. Lactate/glucose molar yield coefficient has
remained relatively similar in both cell lines, but the yield
coefficient for ammonia from glutamine has increased by
47% mainly due to the decrease in glutamine consump-
tion rate. The increased ammonia production is conso-
nant with the view that alanine is metabolised to form
glutamate, which is subsequently deaminated oxidatively
to liberate ammonia. The association of such an increase
with c-myc is not clear but lower rate of glutamine con-
sumption is consistent with lower maintenance energy
requirement by cells at higher growth rates.

Individual amino acid consumption rates, shown in Fig-
ure 6, display an overall reduction in amino acid uptake

at the end of exponential phase of cMycCHO culture. The
highest decrease in amino acid consumption rate is seen
for glutamate, with 65% decrease in consumption. The
difference in total amino acid consumption rate is approx-
imately 2.2 fold apart from glutamate (2.8 fold) and

Electronic cell volume distributions (arbitrary units) of cMycCHO (red line) and CHO-K1 (green, shaded) cell lines (n = 3) from early-24 hours (a), mid-72 hours (b) to late-96 hours(c) exponential phaseFigure 5
Electronic cell volume distributions (arbitrary units) of cMycCHO (red line) and CHO-K1 (green, shaded) cell 
lines (n = 3) from early-24 hours (a), mid-72 hours (b) to late-96 hours(c) exponential phase.

Table 1: Specific rates for glucose, lactate, l-glutamine, and 
ammonia for cMycCHO and CHO-K1 cell lines.

Parameters for CHO Cell Culture

CHO-K1 cMycCHO

qGlc(μmol 10-6 cell day-1)* 6.25 3.74
qLac(μmol 10-6 cell day-1) 6.50 3.72
qGln(μmol 10-6 cell day-1)* 0.88 0.51
qAmm(μmol 10-6 cell day-1) 0.59 0.65
Y 'Lac/Glc(mol/mol) 1.04 0.99
Y 'Amm/Gln(mol/mol) 0.67 1.27

* Consumed metabolite

Amino acid consumption in cMycCHO cell line as a percent of the control cell line illustrated by the ratio of amino acids consumed per cell at the end of the exponential growth phase (day 5)Figure 6
Amino acid consumption in cMycCHO cell line as a 
percent of the control cell line illustrated by the ratio 
of amino acids consumed per cell at the end of the 
exponential growth phase (day 5).
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alanine (1.8 fold). The lower fold change for alanine and
increased fold change in glutamate may be related to a dif-
ference in alanine transaminase reaction between the two
cell lines, where cMycCHO has an increase in the amount
of nitrogen being incorporated into alanine [32]. The by-
product of this reaction is pyruvate which can be used in
glycolysis to lower glucose consumption and lactate pro-
duction [33,34]; an explanation supported by the current
metabolic data (Table 1). Moreover, the lowered meta-
bolic burden of a smaller cell size may also offer an expla-
nation to the reduced metabolic requirements of the
cMycCHO cells. It may also possible that the decreased
cell volume could mean that the energy requirements to
sustain other protein synthetic machinery, not essential
for cell survival, have also decreased.

Additionally, since the mTOR pathway and c-Myc protein
are affected upstream by AKT [35,36], over-expression of
c-Myc protein will bypass this pathway and partly decou-

ple the simultaneous effect on both growth and prolifera-
tion. Thus, since c-Myc initiates entrance into S-phase, by
acting as a transcription factor for several cell cycle genes
such as cyclin D2 and CDK2 [9], and since the mTOR
pathway suggests the same AKT activation from the exter-
nal environment as the control, cell size would not
increase with increased proliferation thus decreasing the
overall cell size distribution.

These studies together with the current data suggest that
the decreased influx of amino acid is a consequence of the
decreased critical mass required to enter S-phase. In lim-
ited cellular resources c-myc forces the cell to progress pre-
maturely into S phase.

Apoptosis
The data in Figure 7 demonstrates that apoptosis plays a
minimal part in determining the cell number during the
growth phase. Contrary to previous results the cMycCHO

Apoptosis of cMycCHO compared to CHO-K1 cultures in exponential growth (a) and spent medium (b)Figure 7
Apoptosis of cMycCHO compared to CHO-K1 cultures in exponential growth (a) and spent medium (b). Cells 
were analysed by staining with Annexin V-FITC and PI for counting viable (none stained), early apoptotic (Annexin V-FITC 
staining), late apoptotic (both Annexin V-FITC and PI staining) and necrotic cells (PI staining only) at 0, 25, 44, and 118 hours. 
Under t-Test criteria, p < 0.05 for viable and apoptotic cells with n = 3. Spent medium was obtained from the end of the death 
phase of batch culture. Cells from both cell lines were incubated in spent medium for up to 118 hrs.
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cell line showed a slight decrease in apoptosis during the
growth and decline phase of cell culture in comparison to
the control. The data demonstrated that c-myc did not sen-
sitised the cells to apoptosis stressors. The data are consist-
ent with the control and c-myc over-expressed cells being
equally killed by apoptosis at the later stage of cultures.
Quantification of apoptosis in spent media cultures (Fig-
ure 7b) gave similar results to the batch culture where a
minimal difference was observed between the two cell
lines. After 118 hours in spent media both cell lines had

38% of late apoptotic cells in culture. Thus, it is most
unlikely that c-myc plays any role in CHO apoptosis which
triggers in cell culture by nutrient depletion and environ-
mental chemical stresses [37-40].

Cell Growth and hSEAP-hFc Production
To understand if a transfected and selected stable popula-
tion of cMycCHO cells can affect the general production
of a fusion SEAP compared to the CHO-K1 population,
the cells were analysed for production capability. Upon
transfection with a hSEAP-hFc construct and selection of
the cMycCHO cell line population, the procedure pro-
duced a cell line with an increased maximal cell density
(CHO95, using the c-myc over expressing cell line) com-
pared to the control CHO80 as can be seen from the
resultant growth curves (Figure 8a). The transfected CHO-
K1-hSEAP-hFc (CHO80) remained at a lower maximal
cell number of 1.37 × 106 cells/ml compared to the 1.69 ×
106 cells/ml reached by CHO95. The growth rate between
the cell lines has a difference of 4.4 hours in the doubling
times with CHO95 obtaining the fastest doubling time of
34 hours with high confidence of p < 0.05 using the Stu-
dent's t-Test. This result shows that in the two stably
selected cells, the c-myc gene bestows greater proliferation
even with the extra metabolic burden of recombinant pro-
tein production.

The hSEAP-Fc activity was measured to be greatest
throughout the culture supernatant for CHO80 (See Fig-
ure 8b), thus the secretion of properly functioning hSEAP-
hFc was higher in this cell line. The assay used the kinetics
of hSEAP-hFc to determine activity rate via linear regres-
sion analysis obtaining an indirect measurement of pro-
ductivity. As can be seen only on day 11 of the culture,
when CHO80 has entered the death phase, and CHO95 is
in stationary phase, the amount of hSEAP-hFc activity for
each population is within 0.7% of each other while the
relative specific productivity of CHO95 is 87.38% of
CHO80. This indicates that the CHO95 cell line with c-
myc over-expression has lower hSEAP-hFc productivity.
There appears to be a consequence to the increased
growth profile of c-myc expressing CHO cells which is a
reduction in the rate of active hSEAP-hFc production.

Conclusion
While over-expression of c-Myc reduces the transition
time of G1 phase to S, the resultant reduction in the critical
mass required for this earlier transition to occur negatively
affects the maximal volumetric biomass achieved in cul-
ture. In addition, the overall metabolic energy pathways
are modified to decrease glucose and glutamine consump-
tion rate which might explain the resultant increase in
maximal cell density in the absence of nutrient supple-
mentation. The shortening of the G1 phase by c-myc over-
expression allowed the cells to have higher growth rate

Batch Cultivation of CHO95 versus CHO80Figure 8
Batch Cultivation of CHO95 versus CHO80. This is 
represented by the growth curve (a) of CHO80 (blue dia-
monds) and CHO95 (green circle) cell line (n = 3) including 
the (b) SEAP activity of CHO80 (yellow bar) versus CHO95 
(brown bar) measured from the supernatant by kinetic analy-
sis of 625 nm absorbance through 60 second intervals for 50 
minutes for time points representing the culture progression 
from exponential phase to the start of the death phase.
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while reducing cell size allowing cells to achieve higher
cell numbers. Apoptosis was shown to be unaffected by c-
myc, in contrast to previous reported results but produc-
tion of hSEAP-hFc from a constitutive c-myc over-express-
ing cell line did not increase with the increase in cell
number.

This report clearly demonstrated that by manipulation of
the cell cycle kinetics, and indirectly its metabolic path-
ways, it is possible to reach higher cell densities in batch
cultures with limited nutrients. However, the effect on
recombinant protein production due to the smaller cell
size and reduced metabolite consumption will need to be
further investigated to establish c-myc usefulness in bio-
logics production.

Authors' contributions
DK and MAR designed the research. DK performed all the
experiments and analyzed the data. MAR conceived the
study, and participated in its coordination. DK wrote the
manuscript. Both authors read and approved the final
manuscript.

Acknowledgements
This study was funded by Science Foundation Ireland (SFI).

References
1. Birch JR, Racher AJ: Antibody production.  Adv Drug Deliv Rev 2006,

58:671-685.
2. Wurm FM: Production of recombinant protein therapeutics

in cultivated mammalian cells.  Nat Biotechnol 2004,
22:1393-1398.

3. Ifandi V, Al-Rubeai M: Stable transfection of CHO cells with the
c-myc gene results in increased proliferation rates, reduces
serum dependency, and induces anchorage independence.
Cytotechnology 2003, 41:1-10.

4. Ifandi V, Al-Rubeai M: Regulation of cell proliferation and apop-
tosis in CHO-K1 cells by the coexpression of c-Myc and Bcl-
2.  Biotechnol Prog 2005, 21:671-677.

5. Vermeulen K, Berneman ZN, Van Bockstaele DR: Cell cycle and
apoptosis.  Cell Prolif 2003, 36:165-175.

6. Vennstrom B, Sheiness D, Zabielski J, Bishop JM: Isolation and char-
acterization of c-myc, a cellular homolog of the oncogene (v-
myc) of avian myelocytomatosis virus strain 29.  J Virol 1982,
42:773-779.

7. Gregory MA, Hann SR: c-Myc proteolysis by the ubiquitin-pro-
teasome pathway: stabilization of c-Myc in Burkitt's lym-
phoma cells.  Mol Cell Biol 2000, 20:2423-2435.

8. Pelengaris S, Khan M: The many faces of c-MYC.  Arch Biochem Bio-
phys 2003, 416:129-136.

9. Pelengaris S, Khan M, Evan G: c-MYC: more than just a matter
of life and death.  Nat Rev Cancer 2002, 2:764-776.

10. Vermeulen K, Van Bockstaele DR, Berneman ZN: The cell cycle: a
review of regulation, deregulation and therapeutic targets in
cancer.  Cell Prolif 2003, 36:131-149.

11. Prendergast GC: Mechanisms of apoptosis by c-Myc.  Oncogene
1999, 18:2967-2987.

12. Simpson NH, Milner AE, AlRubeai M: Prevention of hybridoma
cell death by bcl-2 during suboptimal culture conditions.  Bio-
technology and Bioengineering 1997, 54:1-16.

13. Ramagli LS, Rodriguez LV: Quantitation of Microgram Amounts
of Protein in Two-Dimensional Polyacrylamide-Gel Electro-
phoresis Sample Buffer.  Electrophoresis 1985, 6:559-563.

14. Breunig M, Lungwitz U, Liebl R, Goepferich A: Breaking up the cor-
relation between efficacy and toxicity for nonviral gene
delivery.  Proc Natl Acad Sci USA 2007, 104:14454-14459.

15. Istfan NW, Chen ZY, Rex S: Fish oil slows S phase progression
and may cause upstream shift of DHFR replication origin ori-
beta in CHO cells.  Am J Physiol Cell Physiol 2002,
283:C1009-C1024.

16. Terry NH, White RA: Flow cytometry after bromodeoxyurid-
ine labeling to measure S and G2+M phase durations plus
doubling times in vitro and in vivo.  Nat Protoc 2006, 1:859-869.

17. Terry NH, White RA, Meistrich ML, Calkins DP: Evaluation of flow
cytometric methods for determining population potential
doubling times using cultured cells.  Cytometry 1991, 12:234-241.

18. White RA, Meistrich ML, Pollack A, Terry NH: Simultaneous esti-
mation of T(G2+M), T(S), and T(pot) using single sample
dynamic tumor data from bivariate DNA-thymidine ana-
logue cytometry.  Cytometry 2000, 41:1-8.

19. Prentice HL, Tonkin CJ, Caamano L, Sisk WP: High level expres-
sion of proteins using sequences from the ferritin heavy
chain gene locus.  J Biotechnol 2007, 128:50-60.

20. Raffoul T, Swiech K, Arantes MK, de Sousa APB, Mendonca RZ,
Pereira CA, Suazo CAT: Performance evaluation of Cho-K1 cell
in culture medium supplemented with hemolymph.  Brazilian
Archives of Biology and Technology 2005, 48:85-95.

21. Swiech K, da Silva GMC, Zangirolami TC, Iemma MRC, Selistre-de-
Araujo HS, Suazo CAT: Evaluating kinetic and physiological fea-
tures of rCHO-K1 cells cultured on microcarriers for pro-
duction of a recombinant metalloprotease/disintegrin.
Electronic Journal of Biotechnology 2007, 10:200-210.

22. Leelavatcharamas V, Emery AN, Al-Rubeai M: Monitoring the pro-
liferative capacity of cultutred animal cellsby cell cycle anal-
ysis.  In Flow cytometry applications in cell culture Edited by: Al-Rubeai
M, Emery AN. Marcel Dekker, Inc. New York; 1996:1-15. 

23. Mateyak MK, Obaya AJ, Adachi S, Sedivy JM: Phenotypes of c-Myc-
deficient rat fibroblasts isolated by targeted homologous
recombination.  Cell Growth Differ 1997, 8:1039-1048.

24. Schorl C, Sedivy JM: Loss of protooncogene c-Myc function
impedes G1 phase progression both before and after the
restriction point.  Mol Biol Cell 2003, 14:823-835.

25. Beier R, Burgin A, Kiermaier A, Fero M, Karsunky H, Saffrich R,
Moroy T, Ansorge W, Roberts J, Eilers M: Induction of cyclin E-
cdk2 kinase activity, E2F-dependent transcription and cell
growth by Myc are genetically separable events.  EMBO J 2000,
19:5813-5823.

26. Trumpp A, Refaeli Y, Oskarsson T, Gasser S, Murphy M, Martin GR,
Bishop JM: c-Myc regulates mammalian body size by control-
ling cell number but not cell size.  Nature 2001, 414:768-773.

27. Kim S, Li Q, Dang CV, Lee LA: Induction of ribosomal genes and
hepatocyte hypertrophy by adenovirus-mediated expression
of c-Myc in vivo.  Proc Natl Acad Sci USA 2000, 97:11198-11202.

28. Baena E, Gandarillas A, Vallespinos M, Zanet J, Bachs O, Redondo C,
Fabregat I, Martinez A, de AI: c-Myc regulates cell size and ploidy
but is not essential for postnatal proliferation in liver.  Proc
Natl Acad Sci USA 2005, 102:7286-7291.

29. Ravitz MJ, Chen L, Lynch M, Schmidt EV: c-myc Repression of
TSC2 contributes to control of translation initiation and
Myc-induced transformation.  Cancer Res 2007, 67:11209-11217.

30. Deane NG, Lee H, Hamaamen J, Ruley A, Washington MK, LaFleur B,
Thorgeirsson SS, Price R, Beauchamp RD: Enhanced tumor for-
mation in cyclin D1 × transforming growth factor beta1 dou-
ble transgenic mice with characterization by magnetic
resonance imaging.  Cancer Res 2004, 64:1315-1322.

31. Jiang W, Kahn SM, Zhou P, Zhang YJ, Cacace AM, Infante AS, Doi S,
Santella RM, Weinstein IB: Overexpression of cyclin D1 in rat
fibroblasts causes abnormalities in growth control, cell cycle
progression and gene expression.  Oncogene 1993, 8:3447-3457.

32. Lee GM, Kim EJ, Kim NS, Yoon SK, Ahn YH, Song JY: Development
of a serum-free medium for the production of erythropoietin
by suspension culture of recombinant Chinese hamster
ovary cells using a statistical design.  J Biotechnol 1999, 69:85-93.

33. Genzel Y, Ritter JB, Konig S, Alt R, Reichl U: Substitution of
glutamine by pyruvate to reduce ammonia formation and
growth inhibition of mammalian cells.  Biotechnol Prog 2005,
21:58-69.

34. Sidorenko Y, Wahl A, Dauner M, Genzel Y, Reichl U: Comparison
of Metabolic Flux Distributions for MDCK Cell Growth in
Glutamine- and Pyruvate-Containing Media.  Biotechnol Prog
2008, 24:311-320.
Page 11 of 12
(page number not for citation purposes)

http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16822577
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15529164
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15529164
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=19002957
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=19002957
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15932241
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15932241
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15932241
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12814432
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12814432
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=6284994
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=6284994
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=6284994
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=10713166
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=10713166
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=10713166
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12893289
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12360279
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12360279
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12814430
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12814430
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12814430
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=10378693
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18634067
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18634067
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17726101
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17726101
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17726101
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12225965
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12225965
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12225965
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17406318
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17406318
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17406318
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=2036917
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=2036917
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=2036917
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=10942890
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=10942890
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=10942890
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17083990
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17083990
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=17083990
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=9342182
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=9342182
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=9342182
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12631706
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12631706
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12631706
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11060032
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11060032
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11060032
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11742404
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11742404
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11005843
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11005843
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11005843
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15857952
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15857952
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18056446
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18056446
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18056446
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=14973059
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=14973059
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=14973059
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=8247550
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=8247550
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=8247550
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=10361720
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=10361720
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=10361720
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15903241
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15903241
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=15903241
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18215054
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18215054
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18215054


BMC Biotechnology 2009, 9:76 http://www.biomedcentral.com/1472-6750/9/76
Publish with BioMed Central   and  every 
scientist can read your work free of charge

"BioMed Central will be the most significant development for 
disseminating the results of biomedical research in our lifetime."

Sir Paul Nurse, Cancer Research UK

Your research papers will be:

available free of charge to the entire biomedical community

peer reviewed and published immediately upon acceptance

cited in PubMed and archived on PubMed Central 

yours — you keep the copyright

Submit your manuscript here:
http://www.biomedcentral.com/info/publishing_adv.asp

BioMedcentral

35. Engelman JA, Luo J, Cantley LC: The evolution of phosphatidyli-
nositol 3-kinases as regulators of growth and metabolism.
Nat Rev Genet 2006, 7:606-619.

36. Vivanco I, Sawyers CL: The phosphatidylinositol 3-Kinase AKT
pathway in human cancer.  Nat Rev Cancer 2002, 2:489-501.

37. Singh MA: Cell death in bioreactors: A role for apoptosis.  Bio-
technology and Bioengineering 1994, 44:720-726.

38. Perani A, Singh RP, Chauhan R, Al-Rubeai M: Variable functions of
bcl-2 in mediating bioreactor stress-induced apoptosis in
hybridoma cells.  Cytotechnology 1998, 28:177-188.

39. Simpson NH, Singh RP, Perani A, Goldenzon C, Al-Rubeai M: In
hybridoma cultures, deprivation of any single amino acid
leads to apoptotic death, which is suppressed by the expres-
sion of the bcl-2 gene.  Biotechnol Bioeng 1998, 59:90-98.

40. Ishaque A, Al-Rubeai M: Role of vitamins in determining apop-
tosis and extent of suppression by bcl-2 during hybridoma
cell culture.  Apoptosis 2002, 7:231-239.
Page 12 of 12
(page number not for citation purposes)

http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16847462
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=16847462
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12094235
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=12094235
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=18618832
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=19003419
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=19003419
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=19003419
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=10099318
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=10099318
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=10099318
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11997667
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11997667
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&dopt=Abstract&list_uids=11997667
http://www.biomedcentral.com/
http://www.biomedcentral.com/info/publishing_adv.asp
http://www.biomedcentral.com/

	Abstract
	Background
	Results
	Conclusion

	Background
	Methods
	Cell Transfection and Maintenance
	Static Batch Culture and Cell Size of CHO-K1 and cMycCHO
	Static Spent Media Cultures
	Transfection with the hSEAP-hFc gene
	Western Analysis
	Static Cell Cycle Data
	Analysis of Apoptosis
	Cell Cycle Kinetics Labelling
	Cell Cycle Kinetic Analysis
	Determination of Extracellular Glucose, Lactate, Ammonia and Amino Acid Concentrations
	Reporter Assay

	Results and Discussion
	Growth Kinetics
	Cell Cycle
	Cell Size
	Metabolites
	Apoptosis
	Cell Growth and hSEAP-hFc Production

	Conclusion
	Authors' contributions
	Acknowledgements
	References

