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List of symbols
a	� Acceleration rate (h−2)
D	� Dilution rate (h−1)
D0	� Initial dilution rate (h−1)
Kp	� Product inhibition for growth (g L−1)
Ks	� Saturation growth constant (g L−1)
ms	� Maintenance energy coefficient (g g−1 h−1)
P	� Product concentration (g L−1)
Pxmax	� Product concentration where microbial growth 

ceases (g L−1)
rp	� Product formation rate (g L−1 h−1)
rx	� Cell growth rate (g L−1 h−1)
rs	� Substrate consumption rate (g L−1 h−1)
S	� Substrate concentration (g L−1)
Si	� Inlet substrate concentration (g L−1)
S0	� Outlet substrate concentration (g L−1)
t	� Time (h)
X	� Cell concentration (g L−1)
YP/S	� Yield coefficient for product on substrate (g g−1)
YX/S	� Yield coefficient for cells on substrate (g g−1)

Greek symbols
α	� Growth-associated constant for product formation 

(g g−1)
β	� Non-growth-associated constant for product forma-

tion (g g−1 h−1)
μ	� Specific growth rate (h−1)
μmax	� Maximum specific growth rate (h−1)

Abstract  We investigated the kinetics of whey bioconver-
sion into ethanol by Kluyveromyces marxianus in continu-
ous bioreactors using the “accelerostat technique” (A-stat). 
Cultivations using free and Ca-alginate immobilized cells 
were evaluated using two different acceleration rates (a). 
The kinetic profiles of these systems were modeled using 
four different unstructured models, differing in the expres-
sions for the specific growth (μ) and substrate consumption 
rates (rs), taking into account substrate limitation and prod-
uct inhibition. Experimental data showed that the dilution 
rate (D) directly affected cell physiology and metabolism. 
The specific growth rate followed the dilution rate (μ≈D) 
for the lowest acceleration rate (a =  0.0015  h−2), condi-
tion in which the highest ethanol yield (0.52  g  g−1) was 
obtained. The highest acceleration rate (a = 0.00667 h−2) 
led to a lower ethanol yield (0.40  g  g−1) in the system 
where free cells were used, whereas with immobilized cells 
ethanol yields increased by 23 % (0.49 g g−1). Among the 
evaluated models, Monod and Levenspiel combined with 
Ghose and Tyagi models were found to be more appropri-
ate for describing the kinetics of whey bioconversion into 
ethanol. These results may be useful in scaling up the pro-
cess for ethanol production from whey.
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Introduction

Ethanol is the main biofuel on the worldwide market, and 
the knowledge of variables and parameters involved in the 
process of ethanol production is of foremost importance 
for the development of new production technologies [5, 
43]. Ethanol can be obtained by fermentation of different 
raw materials, such as agro-industrial residues, and using 
several microorganisms [7, 14, 21, 32, 53]. Whey, which 
is a by-product (sometimes a waste material) of dairy 
industries, is an abundant and inexpensive substrate, rich 
in nutrients, which could be used for ethanol fermentation 
because of its unique composition: high lactose content 
(45–50 g L−1), protein (6–8 g L−1), lipids (4–5 g L−1), and 
mineral salts (5–7 g L−1) [14, 17, 23, 38, 46].

Different technologies have been studied to improve 
the ethanol fermentation process. Cell immobilization can 
contribute to bioprocess optimization because of the unique 
characteristics of entrapped biocatalysts, such as high pro-
ductivity, small operational volume of bioreactors, cell 
protection against inhibitory products, and reduced con-
tamination risks [24, 51]. When immobilization techniques 
are coupled with continuous operation of bioreactors, the 
product formation rate can be controlled and maintained at 
desired levels [15, 25, 51]. The continuous cultivation oper-
ated under acceleration stat (A-stat) control has advantages 
compared to classical continuous systems, because it ena-
bles the evaluation of cell physiology under a wide range 
of dilution rates in a short time [1–3, 39, 50]. This tech-
nique, first described by Paalme and Vilu [41], consists in a 
smooth change of the dilution rate, which increases linearly 
at a constant acceleration rate, allowing a gradual adapta-
tion of cell metabolism to the changes in growth rates and 
environmental conditions, thus keeping the system under 
steady state condition, resulting in an unlimited number of 
steady state points [22, 40].

Several approaches for ethanol production in continu-
ous cell-immobilized bioreactors have been investigated 
using different support materials and substrates [25, 
27, 33, 35, 49, 54], but only recently researchers have 
reported the use of whey for ethanol production in immo-
bilized continuous systems [6, 13, 14, 38]. Considering 
the ever-increasing demand for ethanol production, vari-
ous mathematical models have been attempted in order 
to predict the effect of fermentation variables on cell 
growth, substrate utilization rate, and ethanol production 
rate [4, 15, 43], thus allowing for better processes design. 
Mathematical modeling allows studying the optimal oper-
ational conditions of a process, therefore being important 
to achieve efficient configurations for large-scale produc-
tions, and helping to understanding the interactions of 
several process parameters. However, only a few studies 
have so far been described using mathematical models for 

continuous ethanol production using whey as substrate 
[15, 42, 44, 48].

Unstructured phenomenological models are widely 
applied in fermentation processes because of their manage-
able complexity and limited number of variables required, 
giving the most fundamental observation concerning 
microbial metabolism [4, 28, 44]. The usual approach for 
the mathematical modeling of bioprocess is based on the 
Monod kinetics representing the cellular growth rate. Nev-
ertheless, this mathematical model is the simplest type and, 
quite often, it must be modified and extended in order to 
adequately represent the process kinetic model. In this way, 
ethanol kinetic models are generally reported including 
terms considering the substrate limitation, substrate and/or 
product inhibition, and of cell death, factors that are known 
to affect the ethanol productivity [4, 15, 16, 19, 30, 31].

In this context, the aim of this research was to mathe-
matically model the process of continuous ethanol produc-
tion from whey in continuous A-stat bioreactors, using K. 
marxianus as biocatalyst. Several models were evaluated, 
taking into account different mathematical expressions and 
physiological considerations. In order to evaluate the adap-
tation of cell metabolism, two different acceleration rates 
were tested and different strategies of cultivation were car-
ried out using free and immobilized cells.

Materials and methods

Yeasts, cell maintenance, and materials

Kluyveromyces marxianus CCT 4086 was provided by the 
Tropical Culture Collection of André Tosello Foundation 
(Campinas, Brazil). This strain was chosen because it has 
shown a high capacity for lactose bioconversion into etha-
nol as it has been observed in our recent publications [13, 
14]. For cell maintenance, the strain was kept frozen at 
−20 °C in a 60 % cell suspension in glycerol, whereas for 
immediate use cells were kept on YEP-Lactose agar slants 
at 4 °C [11].

Unless otherwise indicated, all chemicals used in this 
research were purchased from Sigma-Aldrich (São Paulo, 
Brazil, or St. Louis, USA).

Immobilization of cells on Ca‑alginate

Immobilization techniques followed procedures previously 
optimized and described in earlier works of our group 
[13]. Kluyveromyces marxianus CCT 4086 was grown 
in 2  L conical flasks containing 800  mL of YEP-lactose 
medium (yeast extract, 10 g L−1; bactopeptone, 20 g L−1; 
lactose, 20  g  L−1), pH 7.0, and incubated in an orbital 
shaker at 180  rpm, for 15  h at 30  °C in order to obtain 
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exponential-growth phase cells. At this point, cells were 
harvested by centrifugation (3000×g, 15 min), washed and 
resuspended in 10 mL of sterile distilled water at 4 °C. The 
cell suspension was added to a sterile solution of sodium 
alginate (40  g  L−1) to a final biomass concentration of 
20  g  L−1. The mixture was immediately dripped through 
a 14 G needle (2.1  mm of diameter) using a peristaltic 
pump into a flask containing 0.1 M CaCl2 sterile solution at 
35 °C, and gently stirred for 30 min to stabilize the system. 
The beads were washed thrice with distilled water at 4 °C 
and kept in peptone water with 0.1  M CaCl2 overnight. 
Finally, the beads were washed thrice with sterile distilled 
water at 4 °C and transferred into the bioreactors. Average 
alginate beads of 3.8 mm of diameter were obtained.

A‑stat bioreactor cultivations

The medium used in the bioreactor experiments was 
reconstituted whey (70 g L−1 of whey powder; Elegê Lat-
icínios S.A, Teutônia, Brazil), containing the equivalent of 
56 g L−1 of lactose, 9 g L−1 of protein, and 5 g L−1 of min-
erals. Before sterilization of the medium (121 °C, 15 min), 
whey proteins were hydrolyzed using a commercial pro-
tease (Alcalase 2.4L, 2.4 UA-A/g, Novozymes, Araucária, 
Brazil) at pH 8.5, 55 °C, for 3 h, in order to avoid protein 
precipitation.

Bioreactor experiments were performed in glass col-
umn bioreactors (fluidized section column, 30 mm internal 
diameter, and 240  mm height), described elsewhere [13]. 
Cultivations were carried out using two different cell sys-
tems: free and immobilized cell cultures.

The inocula of the bioreactors with free cells were pre-
pared by transferring isolated yeast colonies into 250 mL 
conical flasks containing 50  mL of YEP-lactose medium 
(yeast extract, 10 g L−1; bactopeptone, 20 g L−1; lactose, 
20  g  L−1), pH 7.0, and incubated in an orbital shaker at 
180 rpm for 12 h at 30 °C. Cell concentration was adjusted 
for the optical density of one unit (OD, 600  nm), which 
corresponds to 1.4 g L−1 of K. marxianus CCT 4086, and 
then added to the bioreactors as volume fractions of 10 % 
of the total culture volume of 355 mL.

For the immobilized cell bioreactors, the columns were 
filled with 85 mL of alginate beads, previously prepared as 
described above, and with 270 mL of fermentation medium 
to a final volume of 355 mL. Temperature of both bioreac-
tors systems was controlled at 30  °C by circulating water 
from a thermostat bath into the bioreactor jacket. The 
medium was made to recirculate through the column by a 
peristaltic pump, promoting the homogenization and the 
fluidization of the system (upward flow).

Cultures were started in batch mode in order to allow for 
cell accumulation in the system and the feeding was started in 
the 24th h of cultivation for free cells, and in the 7th h for the 

immobilized cells culture. A smooth increase in dilution rate 
was set for two constant acceleration rates (a = 0.0015 h−2 
and a =  0.00667  h−2) and controlled by the pumps in the 
Biostat B (Braun Biotech International, Germany), in a way 
that the dilution rate (D) changed with time as follows:

where D0 is the initial dilution rate (h−1) and t is the run-
ning time (h).

A-stat systems were performed for 30 or 100  h, 
according to the different acceleration rates (0.00667 or 
0.0015 h−2) and the samples were taken at regular intervals 
(1 or 4 h).

Washout technique

Bioreactors operated with free cells cultures were pre-
pared as described in the previous section. The feeding 
started at the end of the batch mode (24th h) and the cell 
culture was maintained in dilution rate (D) of 0.05 h−1 for 
48 h to assure the steady state. Then, the dilution rate (D) 
was abruptly shifted to 0.4  h−1, and the decrease of the 
biomass concentration was monitored for 4 h. The calcu-
lated μmax was obtained by plotting the natural logarithm 
of the cell concentration (lnX) against time (t), with the 
washout rate (μmax -D) being calculated from the slope of 
the curve.

Analytical determinations

Samples were collected from the out stream of the A-stat 
continuous bioreactors, centrifuged (3000×g, 15  min) 
and the supernatant was analyzed for sugar and ethanol 
concentrations. Lactose and ethanol concentrations were 
determined by HPLC (Shimadzu, Japan) equipped with 
refractive index detector and a Bio-Rad HPX-87H col-
umn (300 mm × 7.8 mm) using 5 mM sulfuric acid as elu-
ent at 45  °C, flow rate of 0.6 mL min−1 and sample vol-
umes of 20 μL. The concentration of suspended cells was 
determined by absorbance at 600  nm and correlated with 
dry cell weight (g L−1). The concentration of cells in the 
alginate spheres was analyzed dissolving five beads with 
a diameter of 3.8 mm into 10 mL of sodium citrate buffer 
0.1 M (pH 6.2) and vortex stirred by 15 min to accelerate 
their breakup [12].

Mathematic models

The ethanol bioprocess involves complex interactions of 
physicochemical, biochemical, and genetic phenomena, 
thus some simplifications are necessary to describe the 
kinetics models. In this work, the models were based on 
the following assumptions: (1) the biotic phase was unique 

(1)D = D0 + at
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(unstructured model); (2) the cultivation medium in the 
bioreactor was well mixed; (3) the elemental composition 
of biomass did not significantly change over time; (4) there 
was no intracellular carbohydrate storage; (5) cells did not 
lose viability; (6) lactose was anaerobically metabolized; 
(7) nitrogen was not a substrate-limited parameter; and (8) 
the main product was the ethanol.

The mathematical models of the lactose bioconversion 
into ethanol in the continuous bioreactors using free cells 
were described using the combination of differential equa-
tions for cell growth, lactose consumption, and ethanol pro-
duction. The mass balance was described correlating the 
cells (X), substrate (S), and product (P) concentrations with 
the kinetics rates (rx, rs, rp), given by Eqs. (2)–(4):

where rx, rs, rp were cell growth, substrate consumption, 
and ethanol formation rates, respectively. The remaining 
symbols are as defined in the nomenclature section.

The cell growth (rx) is given by Eq.  (5). The substrate 
consumption rate was described in two different modes: 
in the first, as a function of the specific growth rate (μ), 
according Eq. (6); and then, as a function of both the spe-
cific growth rate (μ) and of the maintenance energy coef-
ficient (ms), as described in Eq. (7).

(2)
dX

dt
= −DX + rx

(3)
dS

dt
= D(Si − S0) − rs

(4)
dP

dt
= −DP + rp

(5)rx = µX

(6)rs =
µ

YX/S
X

(7)
rs =

(

µ

YX/S
+ ms

)

X.

In this work, four different kinetic models for spe-
cific growth rate described in the literature where ana-
lyzed: Monod (Eq. 8), Jerusalimsky (Eq. 9), Hinshelwood 
(Eq. 10), and the combination of the Levenspiel model with 
the Ghose and Tyagi model (Eq. 11).

The ethanol formation rate (rp) was described by the 
Luedeking and Piret expression [29], where α is the 
growth-associated constant for product formation and β is 
the non-growth-associated constant for product formation, 
as shown in Eq. (12).

where α and β are defined as:

where YP/S is defined as the yield coefficient for the product 
on substrate, and YX/S as the yield coefficient for the cells 
on substrate.

The eight different models used in this work are the 
combination between the two different equations of sub-
strate consumption rate (Eqs. (6), (7)) with the four equa-
tions proposed for specific growth rate (Eqs. (8)–(11)), as 
shown in Table 1.

(8)µ = µmax

(

S

Ks + S

)

(9)µ = µmax

(

S

Ks + S

)(

Kp

Kp + P

)

(10)µ = µmax

(

S

Ks + S

)

(1 − KpP)

(11)µ = µmax

(

S

Ks + S

)(

1 −
P

Pmax

)

.

(12)rp = (αµ + β)X

(13)α =
YP/S

YX/S

(14)β = YP/Sms

Table 1   Expression for 
substrate consumption rate (rs) 
and specific growth rate (μ) 
used in the proposed models

Model Substrate consumption rate Specific growth rate

Mon rs =
µ

YX/S
X (6) µ = µmax

(

S

Ks+S

)

(8)

Mon-ms rs = (
µ

YX/S
+ ms)X (7) µ = µmax

(

S

Ks+S

)

(8)

Jrl rs =
µ

YX/S
X (6) µ = µmax

(

S

Ks+S

)(

Kp
Kp+P

)

(9)

Jrl-ms rs = (
µ

YX/S
+ ms)X (7) µ = µmax

(

S

Ks+S

)(

Kp
Kp+P

)

(9)

Hsw rs =
µ

YX/S
X (6) µ = µmax

(

S

Ks+S

)

(1− KpP) (10)

Hsw-ms rs = (
µ

YX/S
+ ms)X (7) µ = µmax

(

S

Ks+S

)

(1− KpP) (10)

LGT rs =
µ

YX/S
X (6) µ = µmax

(

S

Ks+S

)

(

1− P

Pmax

) (11)

LGT-ms rs = (
µ

YX/S
+ ms)X (7) µ = µmax

(

S

Ks+S

)

(

1− P

Pmax

) (11)
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The parameter estimation was carried out from the 
derivation of experimental data using the software EMSO 
(Environment for Modeling, Simulation and Optimization) 
[47], from the Flexible Polyhedron method [34].

Results and discussion

Continuous A‑stat bioreactors using free 
and immobilized cells systems

The accelerostat technique (A-stat) was carried out using 
two different acceleration rates in order to study the kinetic 
behavior of Kluyveromyces marxianus CCT 4086 for the 
continuous ethanol production on whey for a wide range 
of dilution rates in a short time. The highest (0.00667 h−2) 
and the lowest acceleration rates (0.0015 h−2) were main-
tained constant up to the point of achieving a final dilu-
tion rate of 0.2  h−1. The kinetics profile of biomass, lac-
tose consumption, and ethanol production in the bioreactor 
with free cell culture are shown in Fig. 1. Similar culture 
behavior was observed for both acceleration rates tested. 
A phenomenon not totally elucidated, but most likely 
linked to a physiological shift was observed, in which 
a transition phase always occurred for the dilution rates 
in between 0.1  h−1 and 0.13–0.15  h−1. Biomass curves 
showed a gradual decrease inversely to D, for both accel-
eration rates (Fig. 1a). The lactose consumption and etha-
nol production were almost constant until D  =  0.1  h−1. 
Thereafter, an abrupt increase in lactose concentration 
(from 1.9 to 17.2  g  L−1 for a =  0.00667  h−2, and from 
0.0 to 20.6  g  L−1 for a =  0.0015  h−2), and a substantial 
decrease in ethanol concentration (from 20.2 to 12.8 g L−1 
for a  =  0.00667  h−2, and from 25.8 to 13.3  g  L−1 for 
a = 0.0015 h−2) were observed for D > 0.1 h−1 (Fig. 1b, c). 
Despite these changes in concentrations, cell washout was 
not observed, and a second cell metabolism stabilization 
appears to be reached for D between 0.15 and 0.17  h−1. 
Although some researchers reported the influence of dilu-
tion rate on the cell morphology, suggesting that even small 
changes in growth rate could result in significant transi-
tions in morphology [18, 36], in this work, no changes in 
cell morphology were observed for dilution rates between 
0.05 and 0.1  h−1. The predominant elongated yeast mor-
phology of Klyuveromyces marxianus CCT 4086 was ver-
ified. This observation was also reported by O’ Shea and 
Walsh [36] using the same strain K. marxianus CCT 4086 
(NRRLy2415) and for similar dilution rates.

The A-stat culture operated at the lowest acceleration 
rate (0.0015  h−2), showed a similar behavior of a classi-
cal chemostat steady state, showing agreement between 
calculated specific growth rate (μ) and dilution rate (D) of 
the system (average deviation around 12  %, Fig.  2). The 

largest deviation of the calculated specific growth rate (μ) 
occurred under D =  0.1  h−1 (Fig.  2), which matches the 
abrupt increase in substrate concentration. For the highest 

Fig. 1   Continuous culture kinetics of biomass (a), lactose consump-
tion (b), and ethanol production (c) in the A-stat bioreactor using free 
cells culture of K. marxianus CCT 4086, at 30  °C, under different 
constant acceleration rates: 0.00667 h−2 (open circle), and 0.0015 h−2 
(filled circle)
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acceleration rate (0.00667 h−2), the equilibrium between D 
and μ was not reached, because this acceleration rate was 
higher than the necessary stabilization of the cell metabo-
lism. This behavior showed great influence in the value of 
the yield coefficient for product on substrate (YP/S), which 
reached 0.40  g  g−1 for the highest acceleration rate, and 
0.52  g  g−1 for the lowest acceleration rate. The effect of 
acceleration rates on the specific growth rate was reported 
in other researches, showing that lower acceleration rates 
lead to the approximation of steady state [1, 3, 22, 50]. 
Therefore, it is clear that the choice of acceleration rate 
is a critical step in A-stat systems. Some researchers sug-
gested that the acceleration rate depends on maximum spe-
cific growth rate (μmax) and it would be best operated in 
the range of 0.01–0.04 of μmax [3, 22, 39]. Considering the 
μmax of 0.15 h−1 calculated in this work, the acceleration 
rates used (a = 0.00667 and a = 0.0015 h−2) are in agree-
ment with these considerations.

The A-stat bioreactor with immobilized cell showed a 
different kinetic profile when compared with free cell cul-
ture (Fig.  3a). For this condition, the lactose and ethanol 
concentrations were practically constant and the transition 
phase was not observed. The ethanol concentration was 
kept at about 22.4 g L−1, and a slow increase in lactose con-
centration was verified for dilution rates above 0.14  h−1, 
increasing from 1.5 to 5.5 g L−1 in the final dilution rate 
(0.2  h−1), which is much lower than the concentration 
observed in the free cells bioreactor (17.2 g L−1). The leak-
age of cells from beads gradually increased with the dilu-
tion rate (Fig. 3a), and this is associated with the increase 
of cell concentration inside gel spheres (Fig. 3b). The high 
cell density in the bioreactor is an important characteristic 

of cell-immobilized systems, leading to several process 
advantages, such as high productivities, reduction of the 
contamination risks, and shorter times of cultivation [24]. 
In this study, these advantages were observed for the cell-
immobilized bioreactor, which led to an increase of 23 % 
in the YP/S when compared with the free cell culture for the 
same acceleration rate (0.00667 h−2), reaching 0.49 g g−1. 
The differences in kinetic profiles for free and immobilized 
cells bioreactors can be associated with the improvement of 
the biocatalyst stability, and with the changes in the phys-
icochemical properties of the microenvironment and in the 
cell membrane, causing changes in permeability, in the 
membrane composition and the availability of the nutrients 
[20, 24, 51].

Fig. 2   Comparison between the calculated specific growth rate (μ) 
from experimental data and the gradual increase of dilution rate (D) 
in the A-stat system using free cells culture of K. marxianus CCT 
4086

Fig. 3   Continuous culture kinetics profiles of suspended biomass, 
lactose consumption, and ethanol production a in the A-stat bioreac-
tor using immobilized K. marxianus CCT 4086, at 30 °C, under con-
stant acceleration rate of 0.00667 h−2, and b the biomass in the gel 
beads. Lactose (circle), ethanol (diamond), biomass (asterisk)
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Parameter estimation of the continuous A‑stat system

The A-stat system was applied to evaluate the kinetic 
parameters of fermentation by K. marxianus CCT 4086 on 
whey because it is a powerful technique for the quantitative 
study of cell physiology, being more informative than the 
conventional continuous system. The most important aspect 
of this technique is the need to calculate the macroscopic 
growth parameters (rates of consumption and formation) in 
conditions wherein biomass, substrate and product concen-
trations are constantly changing. When compared to other 
operational modes, such as batch culture, the values of the 
calculated parameters are much more precise because the 
changes in concentrations are much smaller throughout the 
cultivation [40].

Mathematically modeling this system can contribute to 
understand the interaction of the variables and parameters 
involved in the process, being an important tool to improve 
this bioprocess, from the study of the optimal operational 
conditions and subsequently achieve efficient configu-
rations for scaling up [8, 9]. In this work, we evaluated 
four different kinetic models. The models of Jerusalimsky 
(Eq. 9), Hinshelwood (Eq. 10), and the combination of the 
Levenspiel model with Ghose and Tyagi model (Eq.  11) 
take into consideration an additional term compared with 
the Monod model, which is the product inhibition term, 
represented by Kp or Pxmax. This term is important because 
of high ethanol concentrations may present a negative 
effect on the specific growth rate, substrate consumption, 
and product formation rates [4, 52].

The values of the parameters estimated based on experi-
mental data of the free cell bioreactor using an accelera-
tion rate of 0.00667 h−2 are shown in Table 2. A satisfac-
tory coefficient of determination (R2) was obtained for all 
sets of the ethanol kinetic models tested, corresponding 
to 0.98, 0.94 and 0.91 for biomass, lactose, and ethanol, 
respectively, indicating a suitable fit of the different mod-
els predicted from the experimental data. The consideration 
of maintenance energy coefficient (ms) term on expressions 

of substrate consumption rates (rs) increased the values 
of parameters such as the maximum specific growth rate 
(μmax), yield coefficient for cells from substrate (YX/S), and 
growth-associated constant for product formation (α) of the 
Luedeking and Piret expression. The ms is the energy uti-
lized for the cell vital process, and an increase in μmax and 
YX/S means that more substrate is being consumed for bio-
mass generation and maintenance and less being converted 
to ethanol, which also explains the decrease in the α value. 
The values of Kp and Pxmax (Table 2) suggest that product 
inhibition was not in place, because the expression that 
represents this effect (second term of the μ expressions) 
approached the value of 1, which indicates a negligible 
effect. Consequently, this resulted in the similarity among 
the curves of the different predicted models (Fig. 4).

Although the coefficients of determination (R2) 
for a  =  0.0015  h−2 (Table  3) were lower than for 
a =  0.00667  h−2, an ideal cell metabolism was observed 
for the first condition, considering the goodness fit of μ 
with D. Furthermore, the values of YP/S calculated from 
different kinetic models showed a satisfactory approxima-
tion of the value experimentally determined, differing by an 
order of 1.8 to 4.8 % of the data value. The estimated μmax 
values from the models using the lowest acceleration rate 
(Table  3) were higher than the expected calculated value 
from the washout technique (0.15 h−1). Other authors also 
reported higher μmax obtained using the A-stat technique 
as compared with values obtained in the washout [2, 40], 
and these differences might be a consequence of the dif-
ficulty to fit model curves in the region of metabolic imbal-
ance. Again, for the acceleration rate of a =  0.0015  h−2, 
the values of Kp and Pxmax (Table  3), indicate that there 
was no cell growth inhibition by product, resulting in con-
vergent curves for all different models evaluated (Fig.  5). 
The kinetic models allowed the observation that the sub-
strate consumption rate (rs) and product formation rate (rp) 
increased gradually until D reached 0.1 h−1, and after this, 
in the transition region (0.1 h−1 < D < 0.15 h−1), a smaller 
increase of rp was obtained. This behavior might indicate 

Table 2   Results for the estimation of parameters using the experimental data obtained in the A-stat system (a = 0.00667 h−2)

Model μmax (h
−1) Ks (g L−1) Kp (g L−1) Pxmax (g L−1) YX/S (g g−1) ms (g g−1h−1) α (g g−1) β (g g−1h−1) R2 X R2 S R2 

P

Mon 0.12 19.3 – – 0.019 – 15.5 0.003 0.97 0.94 0.91

Mon-ms 0.16 23.6 – – 0.027 0.27 11.0 0.080 0.98 0.94 0.91

Jrl 0.12 11.0 91.7 – 0.025 – 11.8 0.0009 0.97 0.94 0.91

Jrl-ms 0.16 13.1 78.1 – 0.035 0.28 8.3 0.090 0.97 0.94 0.91

Hsw 0.12 17.4 0.0012 – 0.021 – 13.8 0.005 0.97 0.94 0.91

Hsw-ms 0.16 17.5 0.0010 – 0.030 0.27 9.1 0.080 0.97 0.94 0.91

LGT 0.12 15.8 – 782.6 0.020 – 12.7 0.016 0.97 0.94 0.91

LGT-ms 0.25 57.5 – 745.9 0.018 0.28 16.5 0.090 0.98 0.94 0.91
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that occurs a change in the carbon flux (metabolism imbal-
ance region), in which the substrate was mainly metabo-
lized to keep cell vital process maintenance to overcome 
the stressing environmental condition, in detriment of etha-
nol formation, as it was described above.

Among the evaluated models, the Monod (Mon-ms, 
Eq.  (8)) and the Levenspiel combined with Ghose and 
Tyagi models (Eq.  (11)) produced the best representa-
tions of the biological phenomenon. A good agreement 
of the estimated parameters with experimental data and 

a considerable fitting quality was obtained for these two 
models. The parameter values are consistent with other 
reports using different strains of Kluyveromyces marxi-
anus grown in whey. For instance, Ks values of 16.0, 20, 
and 22.6  g  L−1 were observed for K. marxianus MTCC 
1288, K. marxianus CBS 6556, and K. marxianus CBS 397 
strains, respectively, using unstructured modified Monod 
model [55], multi-route unstructured model [28], and a 
biochemically structured model [43]. The Ks values in 
this work indicate that the cell growth was not limited by 

Fig. 4   Comparison of the experimental data with the models predic-
tion curves of biomass (a), lactose (b), and ethanol (c), not taking into 
account the ms in the rs expression (Mon, Jrl, Hsw, LGT), and the 
same variables (d, e, f) considering ms in rs (Mon-ms, Jrl-ms, Hsw-

ms, LGT-ms), in the A-stat system (a = 0.00667 h−2). Experimental 
data: lactose (circle); ethanol (diamond); biomass (asterisk). Models: 
Mon, Mon-ms ( );Jrl, Jrl-ms ( ); Hsw, Hsw-ms ( ); and LGT, 
LGT-ms ( )

Table 3   Results for the estimation of parameters using the experimental data obtained in the A-stat system (a = 0.0015 h−2)

Model μmax (h
−1) Ks (g L−1) Kp (g L−1) Pxmax (g L−1) YX/S (g g−1) ms (g g−1h−1) α (g g−1) β (g g−1h−1) R2 X R2 S R2 

P

Mon 0.30 23.3 – – 0.05 – 9.7 0.014 0.75 0.80 0.81

Mon-ms 0.26 18.5 – – 0.06 0.015 8.2 0.015 0.78 0.79 0.80

Jrl 0.27 14.6 119.6 – 0.07 – 7.3 0.040 0.74 0.78 0.82

Jrl-ms 0.28 15.5 106.4 – 0.05 0.0001 9.9 0.004 0.73 0.78 0.80

Hsw 0.35 27.4 0.0053 – 0.07 – 6.9 0.033 0.81 0.78 0.80

Hsw-ms 0.25 15.8 0.0026 – 0.04 0.42 14.6 0.20 0.50 0.78 0.79

LGT 0.26 16.7 – 999.1 0.08 – 6.3 0.02 0.84 0.78 0.80

LGT-ms 0.25 16.4 – 996.4 0.06 0.02 8.4 0.003 0.76 0.77 0.79
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substrate concentration, constant defined as the sugar con-
centration when μ is half of μmax. The μmax value obtained 
here is consistent with values reported in the literature, 
varying from 0.14 to 0.4  h−1 depending on the different 
models used and strain of Kluyveromyces. For instance, the 
Riccati kinetic equation produced a μmax of 0.14 h−1 for K. 
fragilis CECT 1123; the modified Monod model a μmax of 
0.4 h−1 for K. marxianus MTCC 1288; and the structured 
biochemically model, a μmax of 0.17 h−1 for K. marxianus 
CBS 397 [42, 43, 45, 55]. However, lower values were 
reported in the studies by Ghaly and El-Taweel [15], and by 
Ozmihci and Kargi [37], who showed a lower μmax, rang-
ing from 0.051 to 0.094 h−1, respectively, both applying the 
modified Monod model. These differences might be attrib-
uted to the substantial degree of intraspecific polymor-
phism in K. marxianus strains, which can result in different 
metabolic diversities [10, 26].

Although the consistence of values obtained for the 
parameters in describing the biological phenomenon, 
especially when using the two best models, modeling dif-
ficulties were found to describe the metabolic imbalance 
region, thus, improvements are needed in order to describe 
the cell metabolic imbalance, a phenomenon not yet totally 

understood by us. Almost certainly, proteomics and metab-
olomics of cells along the entire time of cultures might be 
necessary to fully understand the transition in physiology 
obtained under the conditions of this work. It would also 
be interesting to compare results obtained for K. marxianus 
with those obtained for other yeast species growing under 
similar conditions.

Conclusions

The A-stat technique proved to be a powerful tool for the 
physiological study of K. marxianus in continuous cultures 
for ethanol production. This strategy allowed the knowl-
edge of the cellular metabolism regarding sugar consump-
tion, product formation, and cell growth on a wide range 
of dilution rates, accurately predicting the cell behavior 
on different environmental changes. The acceleration rates 
directly influenced the cell adaptation and the equilibrium 
between μ and D was observed for the lowest acceleration, 
condition in which the highest ethanol yield was obtained. 
The cell immobilization technique improved the efficiency 
of the system, increasing the ethanol yield. The lowest 

Fig. 5   Comparison of the experimental data with the models predic-
tion curves of biomass (a), lactose (b), and ethanol (c) not taking into 
account the ms in rs expression (Mon, Jrl, Hsw, LGT), and the same 
variables (d, e, f) considering ms in rs (Mon-ms, Jrl-ms, Hsw-ms, LGT-

ms), in the A-stat system (a = 0.0015 h−2). Experimental data: lactose 
(circle), ethanol (diamond), biomass (asterisk). Models: Mon, Mon-
ms ( ); Jrl, Jrl-ms ( ); Hsw, Hsw-ms ( ); and LGT, LGT-ms 
( )
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acceleration rate led to a better description of biological 
phenomenon using the models. The predictive curves of the 
different models showed a considerable fit for the experi-
mental curves of biomass, substrate and product concentra-
tions, but improvements on the models are needed in order 
to precisely describe the metabolic imbalance region with 
better accuracy.

Acknowledgments  The authors wish to thank CNPq and CAPES 
(Brazil) for the financial support of this research and scholarships for 
the first author.

References

	 1.	 Adamberg K, Lahtvee P-J, Valgepea K, Abner K, Vilu R (2009) 
Quasi steady state growth of Lactococcus lactis in glucose-
limited acceleration stat (A-stat) cultures. Antonie Van Leeu-
wenhoek International J Gen Mol Microbiol 95:219–226. 
doi:10.1007/s10482-009-9305-z

	 2.	 Albergaria H, Duarte LC, Amaral-Collaco MT, Girio FM (2000) 
Study of Saccharomyces uvarum CCMI 885 physiology under 
fed-batch, chemostat and accelerostat cultivation techniques. 
Food Technol Biotechnol 38:33–38

	 3.	 Barbosa MJ, Hoogakker J, Wijffels RH (2003) Optimisation of 
cultivation parameters in photobiore actors for microalgae cul-
tivation using the A-stat technique. Biomol Eng 20:115–123. 
doi:10.1061/s1389-0344(03)00033-9

	 4.	 Birol G, Doruker P, Kirdar B, Onsan ZI, Ulgen K (1998) Math-
ematical description of ethanol fermentation by immobilised 
Saccharomyces cerevisiae. Process Biochem 33:763–771. 
doi:10.1016/s0032-9592(98)00047-8

	 5.	 Cheng JJ, Timilsina GR (2011) Status and barriers of advanced 
biofuel technologies: a review. Renew Energy 36:3541–3549. 
doi:10.1016/j.renene.2011.04.031

	 6.	 Christensen AD, Kadar Z, Oleskowicz-Popiel P, Thomsen 
MH (2011) Production of bioethanol from organic whey using 
Kluyveromyces marxianus. J Ind Microbiol Biotechnol 38:283–
289. doi:10.1007/s10295-010-0771-0

	 7.	 da Cunha-Pereira F, Hickert LR, Sehnem NT, de Souza-Cruz 
PB, Rosa CA, Ayub MAZ (2011) Conversion of sugars present 
in rice hull hydrolysates into ethanol by Spathaspora arborariae, 
Saccharomyces cerevisiae, and their co-fermentations. Bioresour 
Technol 102:4218–4225. doi:10.1016/j.biortech.2010.12.060

	 8.	 de Andrade RR, Maugeri Filho F, Maciel Filho R, da Costa AC 
(2013) Kinetics of ethanol production from sugarcane bagasse 
enzymatic hydrolysate concentrated with molasses under 
cell recycle. Bioresour Technol 130:351–359. doi:10.1016/j.
biortech.2012.12.045

	 9.	 Dodic JM, Vucurovic DG, Dodic SN, Grahovac JA, Popov SD, 
Nedeljkovic NM (2012) Kinetic modelling of batch ethanol pro-
duction from sugar beet raw juice. Appl Energy 99:192–197. 
doi:10.1016/j.apenergy.2012.05.016

	10.	 Fonseca GG, Heinzle E, Wittmann C, Gombert AK (2008) 
The yeast Kluyveromyces marxianus and its biotechnological 
potential. Appl Microbiol Biotechnol 79:339–354. doi:10.1007/
s00253-008-1458-6

	11.	 Furlan SA, Carvalho-Jonas MF, Merkle R, Bértoli GB, Jonas 
R (1995) Aplicação do sistema Microtiter Reader na seleção de 
microrganismos produtores de ß galactosidase. Braz Arch Biol 
Technol 38:1261–1268

	12.	 Gabardo S, Rech R, Ayub MAnZc (2011) Determination of lac-
tose and ethanol diffusion coefficients in calcium alginate gel 

spheres: predicting values to be used in immobilized bioreactors. 
J Chem Eng Data 56:2305–2309. doi:10.1021/je101288g

	13.	 Gabardo S, Rech R, Ayub MAZ (2012) Performance of differ-
ent immobilized-cell systems to efficiently produce ethanol 
from whey: fluidized batch, packed-bed and fluidized continu-
ous bioreactors. J Chem Technol Biotechnol 87:1194–1201. 
doi:10.1002/jctb.3749

	14.	 Gabardo S, Rech R, Rosa CA, Ayub MAZ (2014) Dynamics of 
ethanol production from whey and whey permeate by immo-
bilized strains of Kluyveromyces marxianus in batch and con-
tinuous bioreactors. Renew Energy 69:89–96. doi:10.1016/j.
renene.2014.03.023

	15.	 Ghaly AE, ElTaweel AA (1997) Kinetic modelling of continu-
ous production of ethanol from cheese whey. Biomass Bioenergy 
12:461–472. doi:10.1016/s0961-9534(97)00012-3

	16.	 Ghose TK, Tyagi RD (1979) Rapid ethanol fermentation of cel-
lulose hydrolysate. II. Product and substrate inhibition and opti-
mization of fermentor design. Biotechnol Bioeng 21:1401–1420

	17.	 Guimaraes P, Teixeira J, Domingues L (2010) Fermentation of 
lactose to bio-ethanol by yeasts as part of integrated solutions 
for the valorisation of cheese whey. Biotechnol Adv 28:375–384. 
doi:10.1016/j.biotechadv.2010.02.002

	18.	 Hill GA, Robinson CW (1988) Morphological behavior of sac-
charomyces-cerevisiae during continuous fermentation. Biotech-
nol Lett 10:815–820. doi:10.1007/bf01027579

	19.	 Hinshelwood CN (1946) Kinetics of bacterial cell. Oxford Uni-
versity Press, Oxford

	20.	 Jamai L, Sendide K, Ettayebi K, Errachidi F, Hamdouni-
Alami O, Tahri-Jouti MA, McDermott T, Ettayebi M (2001) 
Physiological difference during ethanol fermentation between 
calcium alginate-immobilized Candida tropicalis and Sac-
charomyces cerevisiae. FEMS Microbiol Lett 204:375–379. 
doi:10.1111/j.1574-6968.2001.tb10913.x

	21.	 Kargi F, Ozmihci S (2006) Utilization of cheese whey pow-
der (CWP) for ethanol fermentations: effects of operating 
parameters. Enz Microb Technol 38:711–718. doi:10.1016/j.
enzmictec.2005.11.006

	22.	 Kasemets K, Drews M, Nisamedtinov I, Adamberg K, Paalme 
T (2003) Modification of A-stat for the characterization of 
microorganisms. J Microb Method 55:187–200. doi:10.1016/
s0167-7012(03)00143-x

	23.	 Kosseva M, Panesar P, Kaur G, Kennedy J (2009) Use of immo-
bilised biocatalysts in the processing of cheese whey. Int J Biol 
Macromols 45:437–447. doi:10.1016/j.ijbiomac.2009.09.005

	24.	 Kourkoutas Y, Bekatorou A, Banat I, Marchant R, Koutinas A 
(2004) Immobilization technologies and support materials suit-
able in alcohol beverages production: a review. Food Microbiol 
21:377–397. doi:10.1016/j.fm.2003.10.005

	25.	 Kumar S, Singh SP, Mishra IM, Adhikari DK (2011) Continuous 
ethanol production by Kluyveromyces sp. IIPE453 immobilized 
on bagasse chips in packed bed reactor. J Pet Technol Altern 
Fuels 2:1–6

	26.	 Lane MM, Burke N, Karreman R, Wolfe KH, O’Byrne CP, 
Morrissey JP (2011) Physiological and metabolic diversity in 
the yeast Kluyveromyces marxianus. Antonie Van Leeuwen-
hoek Inte J Gen Mol Microbiol 100:507–519. doi:10.1007/
s10482-011-9606-x

	27.	 Lewandowska M, Kujawski W (2007) Ethanol production from 
lactose in a fermentation/pervaporation system. J Food Eng 
79:430–437. doi:10.1016/j.jfoodeng.2006.01.071

	28.	 LsGS Longhi, DbJ Luvizetto, Ferreira LS, Rech R, Ayub MAZ, 
Secchi AR (2004) A growth kinetic model of Kluyveromyces 
marxianus cultures on cheese whey as substrate. J Ind Microbiol 
Biotechnol 31:35–40. doi:10.1007/s10295-004-0110-4

	29.	 Luedeking R, Piret EL (2000) A kinetic 
study of the lactic acid fermentation. Batch 

http://dx.doi.org/10.1007/s10482-009-9305-z
http://dx.doi.org/10.1061/s1389-0344(03)00033-9
http://dx.doi.org/10.1016/s0032-9592(98)00047-8
http://dx.doi.org/10.1016/j.renene.2011.04.031
http://dx.doi.org/10.1007/s10295-010-0771-0
http://dx.doi.org/10.1016/j.biortech.2010.12.060
http://dx.doi.org/10.1016/j.biortech.2012.12.045
http://dx.doi.org/10.1016/j.biortech.2012.12.045
http://dx.doi.org/10.1016/j.apenergy.2012.05.016
http://dx.doi.org/10.1007/s00253-008-1458-6
http://dx.doi.org/10.1007/s00253-008-1458-6
http://dx.doi.org/10.1021/je101288g
http://dx.doi.org/10.1002/jctb.3749
http://dx.doi.org/10.1016/j.renene.2014.03.023
http://dx.doi.org/10.1016/j.renene.2014.03.023
http://dx.doi.org/10.1016/s0961-9534(97)00012-3
http://dx.doi.org/10.1016/j.biotechadv.2010.02.002
http://dx.doi.org/10.1007/bf01027579
http://dx.doi.org/10.1111/j.1574-6968.2001.tb10913.x
http://dx.doi.org/10.1016/j.enzmictec.2005.11.006
http://dx.doi.org/10.1016/j.enzmictec.2005.11.006
http://dx.doi.org/10.1016/s0167-7012(03)00143-x
http://dx.doi.org/10.1016/s0167-7012(03)00143-x
http://dx.doi.org/10.1016/j.ijbiomac.2009.09.005
http://dx.doi.org/10.1016/j.fm.2003.10.005
http://dx.doi.org/10.1007/s10482-011-9606-x
http://dx.doi.org/10.1007/s10482-011-9606-x
http://dx.doi.org/10.1016/j.jfoodeng.2006.01.071
http://dx.doi.org/10.1007/s10295-004-0110-4


1253J Ind Microbiol Biotechnol (2015) 42:1243–1253	

1 3

process at controlled pH (Reprinted from Journal of Biochemi-
cal and Microbiological Technology and Engineering, vol 1, 
pg 393, 1959). Biotechnol Bioeng 67:636–644. doi:10.1002/
(sici)1097-0290(20000320)67:6<636:aid-bit3>3.0.co;2-u

	30.	 Monod J (1950) The growth of bacterial culture. Ann Review 
Microbiol 3:371–394

	31.	 Moser A (1985) Kinetics of batch fermentations. In: HJ Rehm, 
Reed G Biotechnology (ed), 243–283

	32.	 Mussatto SI, Dragone G, Guimaraes PMR, Silva JPA, Carneiro 
LM, Roberto IC, Vicente A, Domingues L, Teixeira JA (2010) 
Technological trends, global market, and challenges of bio-
ethanol production. Biotechnol Adv 28:817–830. doi:10.1016/j.
biotechadv.2010.07.001

	33.	 Najafpour G, Younesi H, Ismail K (2004) Ethanol fermen-
tation in an immobilized cell reactor using Saccharomyces 
cerevisiae. Bioresour Technol 92:251–260. doi:10.1016/j.
biortech.2003.09.009

	34.	 Nelder JA, Mead R (1965) Comput. A simplex-method for func-
tion minimization 7:308–313

	35.	 Nigam JN (2000) Continuous ethanol production from pineap-
ple cannery waste using immobilized yeast cells. J Biotechnol 
80:189–193. doi:10.1016/s0168-1656(00)00246-7

	36.	 O’Shea DG, Walsh PK (2000) The effect of culture conditions 
on the morphology of the dimorphic yeast Kluyveromyces marx-
ianus var. marxianus NRRLy2415: a study incorporating image 
analysis. Appl Microbiol Biotechnol 53:316–322

	37.	 Ozmihci S, Kargi F (2007) Continuous ethanol fermenta-
tion of cheese whey powder solution: effects of hydraulic resi-
dence time. Bioprocess Biosyst Eng 30:79–86. doi:10.1007/
s00449-006-0101-0

	38.	 Ozmihci S, Kargi F (2009) Fermentation of cheese whey powder 
solution to ethanol in a packed-column bioreactor: effects of feed 
sugar concentration. J Chem Technol Biotechnol 84:106–111. 
doi:10.1002/jctb.2013

	39.	 Paalme T, Elken R, Vilu R, Korhola M (1997) Growth efficiency 
of Saccharomyces cerevisiae on glucose/ethanol media with a 
smooth change in the dilution rate (A-stat). Enz Microb Technol 
20:174–181. doi:10.1016/s0141-0229(96)00114-7

	40.	 Paalme T, Kahru A, Elken R, Vanatalu K, Tiisma K, Vilu R 
(1995) The computer-controlled continuous culture of Escheri-
chia coli with smooth change of dilution rate (A-stat). J Micro-
biol Method 24:145–153. doi:10.1016/0167-7012(95)00064-x

	41.	 Paalme T, Vilu R (1992) A new method of continuous cultivation 
with computer-controlled change of dilution rate. In: Karim MN, 
Stephanopoulos G (eds) Modeling and control of biotechnical 
processes, Ifac Symposia Series, vol 10, pp 299–301

	42.	 Parrondo J, Garcia LA, Diaz M (2000) Production of an 
alcoholic beverage by fermentation of whey permeate with 
Kluyveromyces fragilis I: primary metabolism. J Instit Brewing 
106:367–375

	43.	 Sansonetti S, Hobley TJ, Calabro V, Villadsen J, Sin G (2011) 
A biochemically structured model for ethanol fermentation by 
Kluyveromyces marxianus: a batch fermentation and kinetic 
study. Bioresour Technol 102:7513–7520. doi:10.1016/j.
biortech.2011.05.014

	44.	 Sansonetti S, Hobley TJ, Curcio S, Villadsen J, Sin G (2013) Use 
of continuous lactose fermentation for ethanol production by 
Kluveromyces marxianus for verification and extension of a bio-
chemically structured model. Bioresour Technol 130:703–709. 
doi:10.1016/j.biortech.2012.12.080

	45.	 Silveira WB, Passos F, Mantovani HC, Passos FML (2005) 
Ethanol production from cheese whey permeate by Kluyvero-
myces marxianus UFV-3: a flux analysis of oxido-reductive 
metabolism as a function of lactose concentration and oxy-
gen levels. Enz Microb Technol 36:930–936. doi:10.1016/j.
enzmictec.2005.01.018

	46.	 Siso MIG (1996) The biotechnological utilization of 
cheese whey: a review. Bioresour Technol 57:1–11. 
doi:10.1016/0960-8524(96)00036-3

	47.	 Soares RDP, Secchi AR (2003) EMSO: a new environment for 
modelling, simulation and optimisation. Comput Aided Chem 
Eng. 14:947–952

	48.	 Staniszewski M, Kujawski W, Lewandowska M (2009) Semi-
continuous ethanol production in bioreactor from whey with 
co-immobilized enzyme and yeast cells followed by pervapora-
tive recovery of product—Kinetic model predictions consider-
ing glucose repression. J Food Eng 91:240–249. doi:10.1016/j.
jfoodeng.2008.08.026

	49.	 Szajani B, Buzas Z, Dallmann K, Gimesi I, Krisch J, Toth M 
(1996) Continuous production of ethanol using yeast cells immo-
bilized in preformed cellulose beads. Appl Microbiol Biotechnol 
46:122–125

	50.	 van der Sluis C, Westerink BH, Dijkstal MM, Castelein SJ, 
van Boxtel AJB, Giuseppin MLF, Tramper J, Wijffels RH 
(2001) Estimation of steady-state culture characteristics during 
acceleration-stats with yeasts. Biotechnol Bioeng 75:267–275. 
doi:10.1002/bit.1181

	51.	 Verbelen P, De Schutter D, Delvaux F, Verstrepen K, Delvaux F 
(2006) Immobilized yeast cell systems for continuous fermenta-
tion applications. Biotechnol Lett 28:1515–1525. doi:10.1007/
s10529-006-9132-5

	52.	 Yang K-M, Lee N-R, Woo J-M, Choi W, Zimmermann M, 
Blank LM, Park J-B (2012) Ethanol reduces mitochondrial 
membrane integrity and thereby impacts carbon metabolism 
of Saccharomyces cerevisiae. FEMS Yeast Res 12:675–684. 
doi:10.1111/j.1567-1364.2012.00818.x

	53.	 Yu JL, Yue GJ, Zhong J, Zhang X, Tan TW (2010) Immobiliza-
tion of Saccharomyces cerevisiae to modified bagasse for etha-
nol production. Renew Energy 35:1130–1134. doi:10.1016/j.
renene.2009.11.045

	54.	 Yu JL, Zhang X, Tan TW (2007) An novel immobilization 
method of Saccharomyces cerevisiae to sorghum bagasse for 
ethanol production. J Biotechnol 129:415–420. doi:10.1016/j.
jbiotec.2007.01.039

	55.	 Zafar S, Owais M, Salleemuddin M, Husain S (2005) Batch kinet-
ics and modelling of ethanolic fermentation of whey. Int J Food 
Sci Technol 40:597–604. doi:10.1111/j.1365-2621.2005.00957.x

http://dx.doi.org/10.1002/(sici)1097-0290(20000320)67:6%3c636:aid-bit3%3e3.0.co;2-u
http://dx.doi.org/10.1002/(sici)1097-0290(20000320)67:6%3c636:aid-bit3%3e3.0.co;2-u
http://dx.doi.org/10.1016/j.biotechadv.2010.07.001
http://dx.doi.org/10.1016/j.biotechadv.2010.07.001
http://dx.doi.org/10.1016/j.biortech.2003.09.009
http://dx.doi.org/10.1016/j.biortech.2003.09.009
http://dx.doi.org/10.1016/s0168-1656(00)00246-7
http://dx.doi.org/10.1007/s00449-006-0101-0
http://dx.doi.org/10.1007/s00449-006-0101-0
http://dx.doi.org/10.1002/jctb.2013
http://dx.doi.org/10.1016/s0141-0229(96)00114-7
http://dx.doi.org/10.1016/0167-7012(95)00064-x
http://dx.doi.org/10.1016/j.biortech.2011.05.014
http://dx.doi.org/10.1016/j.biortech.2011.05.014
http://dx.doi.org/10.1016/j.biortech.2012.12.080
http://dx.doi.org/10.1016/j.enzmictec.2005.01.018
http://dx.doi.org/10.1016/j.enzmictec.2005.01.018
http://dx.doi.org/10.1016/0960-8524(96)00036-3
http://dx.doi.org/10.1016/j.jfoodeng.2008.08.026
http://dx.doi.org/10.1016/j.jfoodeng.2008.08.026
http://dx.doi.org/10.1002/bit.1181
http://dx.doi.org/10.1007/s10529-006-9132-5
http://dx.doi.org/10.1007/s10529-006-9132-5
http://dx.doi.org/10.1111/j.1567-1364.2012.00818.x
http://dx.doi.org/10.1016/j.renene.2009.11.045
http://dx.doi.org/10.1016/j.renene.2009.11.045
http://dx.doi.org/10.1016/j.jbiotec.2007.01.039
http://dx.doi.org/10.1016/j.jbiotec.2007.01.039
http://dx.doi.org/10.1111/j.1365-2621.2005.00957.x

	The modeling of ethanol production by Kluyveromyces marxianus using whey as substrate in continuous A-Stat bioreactors
	Abstract 
	Introduction
	Materials and methods
	Yeasts, cell maintenance, and materials
	Immobilization of cells on Ca-alginate
	A-stat bioreactor cultivations
	Washout technique
	Analytical determinations
	Mathematic models

	Results and discussion
	Continuous A-stat bioreactors using free and immobilized cells systems
	Parameter estimation of the continuous A-stat system

	Conclusions
	Acknowledgments 
	References




