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Abstract
Background Biofuel research that aims to optimize growth conditions in microalgae is critically important. 
Chlamydomonas reinhardtii is a green microalga that offers advantages for biofuel production research. This study 
compares the effects of nitrogen-, sulfur-, and nitrogen and sulfur- deprivations on the C. reinhardtii starchless 
mutant cc5373-sta6. Specifically, it compares growth, lipid body accumulation, and expression levels of acetyl-CoA 
carboxylase (ACC) and phosphoenolpyruvate carboxylase (PEPC).

Results Among nutrient-deprived cells, TAP-S cells showed significantly higher total chlorophyll, cell density, and 
protein content at day 6 (p < 0.05). Confocal analysis showed a significantly higher number of lipid bodies in cells 
subjected to nutrient deprivation than in the control over the course of six days; N deprivation for six days significantly 
increased the size of lipid bodies (p < 0.01). In comparison with the control, significantly higher ACC expression was 
observed after 8 and 24 h of NS deprivation and only after 24 h with N deprivation. On the other hand, ACC and PEPC 
expression at 8 and 24 h of S deprivation was not significantly different from that in the control. A significantly lower 
PEPC expression was observed after 8 h of N and NS deprivation (p < 0.01), but a significantly higher PEPC expression 
was observed after 24 h (p < 0.01).

Conclusions Based on our findings, it would be optimum to cultivate cc5373-sta6 cells in nutrient deprived 
conditions (-N, -S or –NS) for four days; whereby there is cell growth, and both a high number of lipid bodies and a 
larger size of lipid bodies produced.
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Background
Global population growth is accompanied by a dramatic 
increase in energy demand; thus, it is inevitable for the 
availability of fossil fuels to decrease, resulting in rising 
energy prices worldwide [1–3]. In addition, the burning 
of fossil fuels contributes greatly to environmental pol-
lution and climate change, and is a major public health 
concern [4–6]. There is a need to find alternative sources 
of renewable energy that will not compromise the envi-
ronment and human health. Biofuel research that aims 
to optimize growth conditions in microalgae is critically 
important. The use of microalgae in biodiesel production 
has received considerable attention as a great option as 
a renewable energy source [7–9]. For example, the use 
of microalgae has many advantages over land plants; 
they are easier to grow, have a higher lipid productiv-
ity, and can be grown in unfavorable conditions [10–12]. 
However, there are limitations at the technological level, 
such as cultivation methods, lipid extraction, and cost of 
production. These have made the process of biofuel pro-
duction from microalgae not yet economically viable for 
industrial production [9, 13, 14].

Chlamydomonas reinhardtii is a green microalga that 
offers advantages for biofuel production research. The 
advantages include rapid growth, short generation time, 
strong adaptability and easy cultivation [15, 16]. In addi-
tion, C. reinhardtii has been extensively genetically char-
acterized, i.e., genetic manipulations enhanced algae 
triacylglycerol (TAG) biosynthesis [10, 11, 17–19]. Inter-
estingly, C. reinhardtii has the ability to synthesize and 
accumulate significant quantities of lipids in the form of 
triacylglycerols (TAGs) under specific stress conditions, 
i.e., light intensity alterations, nutrient deprivation, and 
salinity stress [16–18, 20–23].

Studies have reported that nutrient deprivation in C. 
reinhardtii after four days results in a significant accumu-
lation of TAGs [17, 18]. Specifically, nitrogen (N) starva-
tion elicits the differentiation of algal cells into gametes, 
an accumulation of carbohydrates and an increase in lipid 
content [18, 24, 25]. On the other hand, sulfur (S) depri-
vation causes inactivation of photosynthetic activity, an 
increase in H2 production, and an increase in lipid con-
tent [17, 26]. Although there have been many studies on 
N deprivation as well as S deprivation, to our knowledge, 
no studies have reported how the combination of N and 
S deprivation affects cell growth, chlorophyll content and 
lipid production in C. reinhardtii. We hypothesize that 
the removal of both N and S in Tris-acetate-phosphate 
(TAP) growth media will further increase lipid biosyn-
thesis in the starchless mutant C. reinhardtii cc5373-sta6 
when compared to the removal of either N only or S only 
from the growth media.

When subjecting C. reinhardtii to stress, it is impor-
tant to consider algal cell growth and the energy storage 

compounds that accumulate in C. reinhardtii. It is also 
known that alterations made to cellular metabolic path-
ways via genetic modifications in microalgae can either 
enhance or reduce specific metabolite production [10]. 
Mutants of C. reinhardtii, such as the starchless mutant 
cc5373-sta6, have higher lipid body output linked to 
increased carbon allocation towards lipid metabolism 
[10, 27, 28]. Under nutrient deprivation, the cc5373-
sta6 strain has been shown to increase TAG content by 
10-fold compared to the wild type [10, 29]. Although 
nutrient deprivation and lipid production have been 
studied in this strain, there is a need to further character-
ize and optimize its cultivation conditions to potentially 
address the limitations in the use of microalgae in biofuel 
production. The results of this study can provide further 
knowledge on cc5373-sta6’s potential as an alternative 
renewable source of energy for biofuel production.

The purpose of this study was to compare the effects of 
nitrogen (N), sulfur (S) and the combination of nitrogen 
and sulfur (NS) deprivation on cc5373-sta6 via chemi-
cal, microscopic and genetic analysis to establish optimal 
conditions for lipid body (TAG) biosynthesis in C. rein-
hardtii. The objectives of this study were to determine 
the effects of N-, S- and NS-deprivations on cc5373-sta6’s 
(1) growth by conducting chemical analysis (cell density, 
biomass accumulation, chlorophyll content and protein 
content), (2) lipid body accumulation (TAG) via confo-
cal microscopy imaging analysis and (3) transcriptional 
expression levels of lipid metabolic enzymes, namely, 
acetyl-CoA carboxylase (ACC) and phosphoenolpyruvate 
carboxylase (PEPC), via real-time polymerase chain reac-
tion (RT-PCR). This study will contribute to the scientific 
knowledge on (1) cc5373-sta6’s potential as a renew-
able source of energy and (2) the commercialization of 
microalgae by improving triacylglycerol (TAG) produc-
tion in microalgae. Thus, the results of this study will be 
a relevant addition to the knowledge on microalgae lipid 
biosynthesis.

Results and discussion
Effects of N-, S- and NS-deprivations on cell growth, 
chlorophyll and protein content
Effects on cell growth
To determine and compare the growth characteristics of 
cc5373-sta6 under nutrient deprivation (-N, -S and –NS), 
cell density measurements and biomass determinations 
were conducted. Cell density is typically measured at 
optical density (OD) of 750 nm in C. reinhardtii [30, 31]. 
This wavelength is out of the absorbance range of algal 
pigments [32]. Figure 1a shows qualitative differences in 
cell growth among cc5373-sta6 grown in liquid media 
under nutrient-replete and nutrient-deprived conditions. 
Whereby, Fig. 1b shows the results of cell density analy-
sis. Results showed that cells under nutrient deprivations 
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were significantly different from the control (TAP), 
with TAP-NS being significantly the lowest (p < 0.001) 
and TAP-N and TAP-S not being significantly different 
from each other (p > 0.05). In TAP, TAP-N, and TAP-
S, the cc5373-sta6 cell density increased after two days, 

plateaued after four days, and decreased after six days 
(Fig. 1b). TAP-NS deviated from this trend as its cell den-
sity gradually increased throughout the six days (p < 0.05) 
(Fig.  1b). The biomass was determined by weighing 
the dry weight of C. reinhardtii cells after four days of 

Fig. 1 Growth analysis of cc5373-sta6 under conditions of nutrient deprivation (-N, -S and –NS) (a) cc5373-sta6 cells under different nutrient conditions 
and growth was monitored from day 0 to 6 (b) cell density of strain cc5373-sta6 was determined by measuring the optical density at OD750 every 48 h 
for six days after nutrient deprivation (c) biomass of strain cc5373-sta6 was determined after four days of nutrient deprivation; results from each nutrient 
deprivation condition were pooled since there was no significant difference observed among -N, -S and –NS. Bars in (b) and (c) represent 95% confidence 
intervals

 



Page 4 of 16Gonzalez and Ynalvez BMC Biotechnology           (2023) 23:35 

treatment. The difference in dry biomass among treat-
ments did not differ statistically; and the dry biomass did 
increase over the course of four days (p < 0.05) (Fig. 1c).

The sustained growth of cc5373-sta6 under all con-
ditions in our experiment could be attributed to con-
tinuous light exposure (60–80 µE m− 2  s− 1). Light is an 
essential factor in the production of biomass; and half 
of the microalgae species’ dry weight is carbon and lipid 
[33]. Results from a time-course analysis of biomass con-
centration and carbohydrate/lipid contents in Chlam-
ydomonas sp. JSC4 revealed significant increases in 
biomass production and lipid accumulation under con-
tinuous light condition compared with that under light/
dark cycling condition [34].

Nitrogen and sulfur deprivations are known to cause 
lipid overaccumulation in C. reinhardtii cells [11, 23, 
35]. In a study by Yang et al. [16], the combination of 
4 g/L sodium acetate supplementation and nitrogen and 
phosphorous deficiency increased the total fatty acid 
yield (mg/L) by 93.0% and 150.1% compared to nutri-
ent-depleted and normal culture conditions, respec-
tively. In this regard, it is likely that lipid accumulation 
might account for the increasing trend in cell density 
we observed in TAP-NS. Nutrient starvation leads to 
a slower growth rate and eventually growth arrest, cell 
division arrest or cell death in microalgae [35, 36]. Dur-
ing nitrogen limitation, cells rearrange their intracellular 
macromolecular pools, leading to mobilization of carbon 
to neutral lipid synthesis [36].

Algal cells i.e., cc5373-sta6 with impaired starch 
metabolism cope differently with oxidative stress than 
the wild type. For example, under sulfur deprivation con-
ditions, wild-type C. reinhardtii produces hydrogen in 
the light in a sustainable manner via the contribution of 
two pathways (direct and indirect). In the direct pathway, 
photosystem II (PSII) supplies electrons to hydrogenase 
through the photosynthetic electron transport chain, 
while in the indirect pathway, hydrogen is produced in 
the absence of PSII through a photosystem I-dependent 
process. Starch metabolism has been proposed to con-
tribute to both pathways by feeding respiration and 
maintaining anoxia during the direct pathway and by 
supplying reductants to the plastoquinone pool during 
the indirect pathway [37, 38]. Under sulfur deprivation 
conditions, Chochois et al. [38] found that in cc5373-sta6 
PSII-independent hydrogen production was significantly 
reduced. They also reported that the sta6 mutant uses 
acetate as substrate to maintain anaerobiosis during the 
process of hydrogen production by the PSII-dependent 
pathway. They also observed that induction of hydrog-
enase activity is severely decreased in sta6 mutant upon 
dark anaerobic adaptation. On the other hand, no major 
difference was observed in hydrogen production between 

the wild type and the starch-deficient mutant sta6 under 
light anaerobic adaptation [38].

Algal cells subjected to sulfur deprivation were 
reported to exhibit a less severe response than nitro-
gen-deprived cells, corresponding to cellular recycling 
by autophagy and better accumulation of stress marker 
molecules (carotenoids, TAGs, etc.) [17]. However, our 
results showed no significant difference in cell density 
between the –N and –S conditions. In addition, cc5373-
sta6 subjected to TAP-NS displayed a gradual increase in 
cell density during the six-day period. The cc5373-sta6 
has been reported to produce significantly higher levels 
of lipid accumulation than controls under nitrogen depri-
vation [10, 36]. The increased cellular reactive oxygen 
species (ROS) play a dual role in signaling lipid biosyn-
thesis and inducing autophagy to recycle specific cellular 
components [10, 39]. Thus, the increase in ROS caused 
by the deprivation of N and S could cause a faster induc-
tion of lipid production to allow cells to aggressively 
maintain their survivability.

To achieve optimal value, harvesting processes should 
not interfere with the quality of biomass by causing cell 
rupture or loss of cellular contents. In this study, cells 
subjected to all four treatments accumulated an increase 
in biomass (dry weight) from day 0 to day 4. Conversely, 
Salas-Montantes et al. [24] determined that mutant cells 
deprived of sulfur or of nitrogen had a decrease in bio-
mass compared to the TAP medium control; the biomass 
was determined in cells overexpressing DNA-binding 
One Finger (Dof11), a transcription factor that has mul-
tiple roles in the regulation of plant physiological pro-
cesses. Although the biomass decreased over time, the 
decrease was not significantly different between the sul-
fur and nitrogen cells [24]. In our study, there was an 
overall increase among all treatments when comparing 
Day 0 to Day 4 (p < 0.05). This observation can possibly 
be explained by the use of the starchless mutant cc5373-
sta6 in our study. When microalgae suffer environmen-
tal stress, their proliferation slows down, and they begin 
to produce energy storage products in the form of neu-
tral lipids or starch [40, 41]. The cc5373-sta6 strain does 
not produce starch [27]; thus, we can assume that the 
increase in biomass was a result of algal lipid overaccu-
mulation. An increase in the amount of lipids possibly 
contributed to the observed increase in biomass in our 
study.

Effects on chlorophyll content
When subjected to nutrient deprivation, photosynthetic 
functions are restricted in C. reinhardtii cells. In this 
study, nutrient deprivation conditions significantly low-
ered chlorophyll a, b and total chlorophyll content com-
pared to the control (p < 0.05) (Fig.  2a-c). The results 
showed significant differences in chlorophyll a and total 
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chlorophyll among all treatments at day 4 and day 6 
(p < 0.05) (Fig. 2a-c). The highest chlorophyll content (a, 
b, and total chlorophyll) was observed in TAP (control) 
starting at day 4, whereas –NS was observed to have the 
significantly lowest amount of chlorophyll a and total 
chlorophyll content (p < 0.05) starting at day 4. Although 
cells under nutrient deprivation showed a significantly 
lower amount of chlorophyll, these cells still maintained 
their chlorophyll throughout the six days of nutrient 
deprivation (Figs.  1 and 2). These results indicated that 
nutrient deprivation likely restricted the cell’s ability to 
maintain photosynthetic activities, which could result in 

the alteration of their metabolic pathways to sustain their 
survivability.

C. reinhardtii starchless mutant cells subjected to 
nutrient deprivation displayed significantly lower chloro-
phyll content than the control (Fig. 2). In addition, we did 
not observe a significant difference in chlorophyll content 
across days; there was no increase in chlorophyll content 
under all nutrient-deprived conditions compared to the 
control (Fig. 2). It was reported that nitrogen deprivation 
in marine microalgae inhibited chlorophyll accumulation 
as early as 24  h [17, 42]. Nitrogen starvation alters the 
biosynthesis of cellular pigments, i.e. chlorophylls and 

Fig. 2 Chlorophyll content analysis of cc5373-sta6 under conditions of nutrient deprivation (-N, -S and –NS); (a) chlorophyll a content analysis (b) chlo-
rophyll b content analysis (c) total chlorophyll content analysis. All analyses were performed every 48 h for six days. Bars in (a), (b), and (c) represent 95% 
confidence intervals
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carotenoids [16, 34]. During nitrogen deprivation, the 
synthesis of amino acids is affected, which in turn lim-
its the synthesis of 5-aminolevulinic acid. These changes 
result in decreased levels of chlorophyll in cells [35]. 
Cells exposed to nitrogen stress can mobilize chlorophyll 
molecules and other pigments as an internal source of 
nitrogen [35, 43]. Recently, researchers have been utiliz-
ing melatonin to facilitate the management of cell growth 
and lipid accumulation in C. reinhardtii under nitro-
gen stress [44]. The use of melatonin weakens nitrogen 
stress-induced oxidative damage by delaying chlorophyll 
loss, which is typically observed after 24 h [44]. All of the 
aforementioned studies support the significantly reduced 
chlorophyll accumulation we observed after 48  h of 
nitrogen deprivation, as well as with combined nitrogen 
and sulfur.

Interestingly, electron microscopy and TAG accumula-
tion experiments showed that an increase in TAG levels 
coincided with a reduction in the amounts of chloroplast 
membrane after 12 h of nitrogen deprivation [44]. Reduc-
tion of chloroplast membranes is likely one of the con-
tributing factors to the decrease in chlorophyll content 
in nutrient-deprived cells. Altogether, these results may 
suggest that lipid accumulation occurs in our nutrient-
deprived cells and could be responsible for the observed 
increase in cell density and biomass in nutrient-deprived 
cc5373-sta6 in our experiments.

Effects on total protein
To provide additional evidence that our algal cells were 
under nutrient-deprived conditions, protein content 
analysis was performed. Previous studies reported that 
microalgal cells subjected to either nitrogen or sulfur 
deficiency have shown an increase in lipid content and 
a decrease in protein content [41, 45]. A decrease in 

protein content was also observed in our study. Protein 
content varied significantly between control and nutri-
ent-deprived cells (p < 0.001). Cells subjected to TAP-NS 
and TAP-N had significantly the lowest protein content 
after 6 days (Fig.  3). The results of our protein content 
analysis indicate that our cells were indeed under nutri-
ent stress.

The increase in TAG accumulation after nitrogen 
deprivation is known to contribute to a turnover of 
nitrogen-rich compounds that provide carbon/energy for 
TAG synthesis [17, 42, 46]. In a study conducted by Sierra 
et al. [47], a kinetic study was performed to evaluate C. 
reinhardtii protein accumulation under TAP-N and TAP 
conditions. Protein accumulation decreased after 96  h 
under nitrogen-deprived conditions. Photosynthetic 
proteins (i.e., RuBisCo proteins, light harvesting com-
plex proteins) are known to be degraded, decreasing the 
overall protein content and photosynthetic activity [47]. 
Additionally, Yu et al. [31] found protein levels to signifi-
cantly decrease in C. reinhardtii subjected to nitrogen 
deprivation, causing the protein to transform into lipids 
or carbohydrates. Since cells subjected to nutrient depri-
vation had decreased chlorophyll and protein contents, 
we proceeded to analyze lipid body (TAG) accumulation 
via confocal microscopy analysis.

Comparison of lipid body number and lipid body size 
among N-, S- and NS-Deprived cells
To further characterize the response to nitrogen (N) and 
sulfur (S) deprivation in the starchless mutant cc5373-
sta6, total lipid accumulation was observed via confocal 
microscopy. Observations were performed every 48 h for 
six days. Qualitatively, lipid body accumulation repre-
senting triacylglycerol (TAG) accumulation was observed 
after 48 h in all deprivation conditions (Fig. 4). After four 

Fig. 3 Protein content analysis of cc5373-sta6 under conditions of nutrient deprivation (-N, -S and –NS). Analysis was performed every 48 h for six days. 
Bars represent 99% confidence intervals
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days of deprivation, the accumulation of TAGs in TAP-N 
and TAP-NS was more evident than that on day 2 (Fig. 4). 
After four days of deprivation, TAP-S cell lipid bodies 
increased in size and released free-floating lipids (Fig. 4). 
TAP-S and TAP-NS cells showed the highest amount of 
lipid bodies, as indicated by the increased yellow stain-
ing of lipid bodies (Figs. 4 and 5a). With TAP (control), 
there was a low yield of TAG accumulation; however, 
these cells did increase in lipid body number and in the 
size of lipid bodies over the course of the six-day period 
(Figs.  4 and 5a and b). After six days of nutrient depri-
vation, TAP-N cells showed the highest amount of lipid 
bodies, whereas TAP-S and TAP-NS cells sustained their 
lipid content (Fig.  4). The deprivation of N, S and the 
combination of N and S deprivation affected not only the 
chlorophyll and protein content of the cell but also lipid 
synthesis.

The number of lipid bodies present in each cell was 
counted in ten randomized fields of view (1024 × 1024) to 
obtain an average number of lipid bodies per cell. Lipid 
bodies (droplets) were also measured using Nikon NIS-
Elements confocal software. The size of lipid bodies was 
measured every 48 h for six days across ten fields of view 
(1024 × 1024) to obtain an average lipid body size. Over 
time, the number of lipid bodies per cell did not differ 
significantly. Although the lipid body number per cell 
was not significantly different among the nutrient depri-
vation conditions, they were still significantly different 
from the TAP control (p < 0.01) (Fig. 5a).

In regard to lipid body size, the trend for average lipid 
body size across four levels of days varied significantly 
among treatments (p < 0.01) (Fig. 5b). After four days of 
nutrient deprivation, there was no significant difference 
observed among nutrient-deprived cells, and after six 
days, TAP-N and TAP-NS showed significantly larger 

Fig. 4 Qualitative lipid body analysis of cc5373-sta6 under nutrient deprivation conditions. Cells were stained with Nile Red and observed under a 
confocal microscope after 48 h under nutrient starvation treatments (TAP, TAP-N, TAP-S, and TAP-NS) to observe lipid accumulation. Bars represent 99% 
confidence intervals. Means were determined from three replicates
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lipid bodies than TAP-S and TAP. Interestingly, after six 
days, TAP-N cells exhibited the largest lipid body size 
among all treatments, and all treatments were signifi-
cantly different from each other (Fig. 5b). Cells subjected 
to both nitrogen (N) and sulfur (S) deprivation displayed 
its highest lipid body size after four to six days of nutrient 
deprivation. These results seem to indicate that N depri-
vation allows for an increase in lipid body number along 
with a significantly larger size of lipid bodies compared to 
S deprivation.

Cells subjected to nutrient deprivation accumulate lip-
ids as a result of stress. In this study, the overall accumu-
lation of TAG, as represented by lipid bodies, increased 
significantly in all nutrient-deprived conditions com-
pared to the control. Studies by Sathe et al. [25] observed 
that cells grown in the absence of nitrogen accumulate 
significantly higher amounts of lipids; the results were 
assessed by Nile red fluorescence intensity. In addition, 
transmission electron microscopy results demonstrated 
that under N deprivation, chloroplasts are degraded into 
smaller sphere-like subcompartments with cytoplasmic 
lipid droplets being formed [17, 25]. Kamalanathan et 
al. observed no significant difference among nutrient-
deprived cells; cells deprived of S exhibited the high-
est number of lipid bodies present, and increased cell 
enlargement was observed [35]. Cells deprived of S after 
four days exhibited free-floating lipid droplets as a result 
of cell bursting (Fig. 4). Compared with S-deprived cells, 
N-deprived cells displayed a lower number of lipid bodies 
per cell and less cell enlargement. This may correlate with 
the greater metabolic stress that N-starved cells undergo 
[17, 35, 46].

Microalgal cell compositions such as lipid content were 
reported to be influenced as well by light [28]. It was also 

known that lipid accumulation decreases under light/
dark cycling relative to that of continuous illumination 
[34]. In a study by Kato et al., the cultivation of Chlam-
ydomonas sp. JSC4 resulted in higher lipid content under 
continuous light at optimal light intensity of 300 µmol 
m− 2 s− 1 compared to light/dark conditions [34]. In addi-
tion, an excess of light illumination to microalgae can 
induce lipid accumulation rapidly; this is a self-defense 
system for photo-oxidative damage [48]. In a study that 
compared the effect of light versus nitrogen deficiency it 
was shown that exposing a C. reinhardtii strain CC-124 
(mt2 nit1 nit2) culture to saturating light (SL) of 150 
µmol m− 2 s− 1 under a nonlimiting CO2 concentration in 
turbidostatic photobioreactors induces a sustained accu-
mulation of lipid droplets (LDs) without compromising 
growth. In addition, the result was a higher lipid pro-
ductivity than N starvation. The study also showed that 
the polar membrane lipid fraction of SL-induced LDs 
contains approximately 70% plastidial lipids, in contrast 
to N starvation-induced LDs, which contain approxi-
mately 60% lipids of endoplasmic reticulum origin [49]. 
In another study by Zhao et al., the interaction of light 
intensity and nitrogen concentration on lipid produc-
tion of C. reinhardtii was reported to be significant. This 
result shows that the interaction of these two factors 
should be considered at the same time when investigating 
the accumulation of lipid in C. reinhardtii [50]. For future 
studies, it would be interesting to examine and compare 
the biomass and lipid yields of C. reinhardtii cc5373-sta6 
with C. reinhardtii cc849 at 100 mg.mL- nitrogen content 
and 30 µmole m− 2  s− 1. These are the optimal nitrogen 
content and light intensity respectively for lipid accumu-
lation in cc849 from Zhao et al.’s study. It would also be 

Fig. 5 Quantitative lipid body analysis of cc5373-sta6 under nutrient derivation conditions. (a) The average lipid body number per cell was determined 
per frame. The results were pooled by treatments because there was no significant difference among days. (b) The average size of lipid bodies per treat-
ment under nutrient deprivation was determined across frames. Bars in (a) and (b) represent 99% confidence intervals. Means were determined from 
three replicates
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interesting to examine optimal sulfur content and light 
intensity for lipid accumulation in cc5373-sta6.

Fatty acid profiles change with nutrient deprivation [28, 
51]. For example, in C. reinhardtii cc-400, levels of 18: 3 
(9, 12 and 15) and 16: 4 in TAGs increased with N depri-
vation between 3 and 8 days. Interestingly, 18: 3 (5, 9 and 
12) transiently increased with P deprivation but with a 
decrease in 16: 4 and 18: 3 (9, 12 and 15) [52]. It is also 
known that if the cells were at nitrogen or phosphorus 
limited conditions, the relevant enzymes that carry out 
desaturation and elongation reactions will be produced 
at a smaller amount, leading to decreased in polyun-
saturated fatty acids’ production [52]. In the microalga, 
Dunaliella salina, at iron deprivation, the most abundant 
fatty acid was linolenic acid (C18:3). In contrast, palmi-
toleic acid (C16:1) was observed at the highest level dur-
ing a nitrogen deprivation [53].

The most common fatty acids contained in biodiesel 
are palmitic, stearic, oleic, linoleic, and linolenic acids 
[24, 28, 54]. This set of major fatty acids matches with 
the profiles of fatty acids produced by microalgae [28]. 
Thus, studies on methods that can enrich the microalgal 
oil with these beneficial fatty acids is highly important. 
Based on previous studies mentioned above, we hypoth-
esize that N, S and NS deprivations will have different 
effects on the fatty acid composition in C. reinhardtii 
cc5373-sta6. Therefore, for future studies, the determina-
tion of the fatty acid contents of cc5373-sta6 under N, S 
and NS deprivations, e.g., fatty acid methyl ester (FAME) 
analysis by gas chromatography, could determine if 
cc5373-sta6 will meet the required fatty acid composition 
for biodiesel production.

Expression analysis of Acetyl-CoA carboxylase and 
phosphoenolpyruvate carboxylase
Previous studies of the gene expression levels of enzymes 
of lipid biosynthesis in C. reinhardtii under nutrient 
deprivation were done to help further understand the 
potential of microalgae for commercialized biofuel pro-
duction. These included diacylglycerol acyl transferases 
(DGATs), acetyl-CoA synthetase (ACS), Acetyl-CoA 
carboxylase (ACC) and phosphoenolpyruvate carbox-
ylases (PEPC1 and PEPC2 ) [22, 55–57] These enzymes 
were reported to be affected by N deprivation and have 
affected lipid metabolism. All these studies were done 
under N deprivation in the wild-type strain and; with 
ACC and PEPC as the mostly studied enzymes. Thus, 
to further establish the effects of nutrient deprivations, 
-N, -S, and -NS on lipid or TAG accumulation in mutant 
cc5373-sta6, the expression levels of ACC and PEPC in 
TAG biosynthesis were investigated in our study.

RNA isolation was performed every 48  h over six 
days. The yield of RNA from cells subjected to TAP 
medium after all 48  h intervals was substantial to carry 

out a genetic analysis; however, cells from our nutrient-
deprived treatments had low RNA yields. An analysis of 
total RNA levels by Park et al. [40] showed a decrease 
in RNA after 6 h of N starvation; this was attributed to 
the degradation of purines and pyrimidines from RNA 
breakdown that appears to contribute N for protein 
synthesis during the first 24 h of deprivation. Metabolic 
pathways of C. reinhardtii cells were reported to be 
altered after 4 h of nutrient deprivation [40]. Thus, in our 
experiments, RNA isolation and determination of gene 
expression levels were performed at 8 and 24 h intervals.

Schmollinger et al. [46] reported that the highest 
mRNA abundance of two-protein subunits of acetyl-
CoA carboxylase (ACC) were at 4, 8, 12 and 24 h. The 8 h 
and 24 h time frames are the beginning stages of purine 
and pyrimidine degradation [40]. Therefore, we found 
it optimal to isolate RNA at no longer than 24 h before 
nucleotides were significantly degraded. RNA isolated 
from cells after 8 and 24 h of nutrient deprivation gave a 
high yield and purity between 1.7 and 2.0. Previous stud-
ies that isolated RNA from C. reinhardtii have reported a 
purity range of 1.7-2.0 [58–60].

RNA isolates were reverse transcribed into cDNA and 
used for amplification to assess the expression levels of 
ACC and PEPC. The average Ct value for actin was 18.0. 
After normalizing our genes of interest to our house-
keeping gene, the Ct values of ACC and PEPC in the 
TAP control exhibited averages of 22.0 and 25.2, respec-
tively. Cells subjected to TAP-NS media had the highest 
increase in ACC expression level, followed by TAP-N. 
Both of these treatments were significantly different from 
the control at both 8 and 24  h (p < 0.01) (Fig.  6a). Con-
versely, cells subjected solely to S deprivation displayed 
a decrease in ACC expression after 8 and 24 h that was 
significantly different from that of the control (p < 0.01). 
After 8  h of NS deprivation, the expression of ACC 
increased two-fold compared to that in the TAP con-
trol (p < 0.01). Likewise, after 24  h of deprivation, cells 
subjected to NS deprivation had increased ACC expres-
sion, a three-fold increase compared to the TAP control 
(p < 0.001) (Fig.  6a). At 8  h, TAP-N showed an increase 
in ACC expression level, although it was not significantly 
different from the TAP control. However, the 24 h TAP-N 
group showed an increase in ACC expression compared 
to the TAP control group after 24 h (p < 0.01) (Fig. 6a).

After 8 h, cells subjected to TAP-N and TAP-NS con-
ditions exhibited a decrease in the expression of PEPC 
that was not significantly different from the TAP con-
trol (Fig.  6b). Conversely, cells subjected to S depriva-
tion expressed an increase in PEPC compared to the TAP 
control at both the 8 and 24 h time intervals (Fig. 6b). It is 
interesting to note that after 24 h, both TAP-N and TAP-
NS deprivation conditions increased PEPC expression 
levels; N deprivation increased two-fold (p < 0.01), and 
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NS deprivation increased three-fold (p < 0.01) (Fig.  6b). 
The highest PEPC expression was in TAP-NS after 24 h, 
and the lowest expression of PEPC was in TAP-S after 
24  h. After 24  h, TAP-NS- and TAP-N-treated cells 
showed a significant difference in expression compared 
to the TAP control at 24 h (p < 0.001).

ACC is a key rate-limiting enzyme that catalyzes the 
first step in the synthesis of fatty acids [22]. It catalyzes 
conversion of acetyl-CoA and CO2 into malonyl-CoA. 
ACC overexpression in C. reinhardtii cw-15 has been 
shown to directly increase the synthesis of fatty acids 
[61]. In sta6, Krishnan et al. reported an accumulation 
of malonyl CoA indicating a reversal of inhibition of 
ACC relative to the wild-type [62]. It was also observed 
that ATP accumulation was higher in sta6; this probably 
inhibits AMP-dependent protein kinase, reducing the 
level of phosphorylation of ACC, and thus keeps ACC in 

the active form. In this regard, it was recommended that 
an overexpression of ACC would need to occur in parallel 
with the suppression of AMP-dependent protein kinase 
phosphorylation activity. Therefore, studies on increas-
ing activities of acyl transferases to further improve lipid 
yields from malonyl CoA would become more relevant in 
sta6.

The pattern of ACC in fatty acid biosynthesis has been 
thoroughly investigated and it has been proposed that 
increased ACC activity is an effective method of stimu-
lating the accumulation of lipids [22, 55]. Based on the 
results of our gene expression analysis and previous 
findings from the literature, it would be interesting to 
determine an optimal N or NS concentration and light 
intensity for lipid accumulation in cc5373-sta6 and their 
effects on the activities of ACC. There is no report yet on 
ACC activity in C. reinhardtii, although not done yet in 

Fig. 6 ACC and PEPC expression in cc5373-sta6 under nutrient derivation conditions after 8 and 24 h. (a) ACC fold change was determined using the 
2−∆∆Ct method. (b) PEPC fold change was determined using the 2−∆∆Ct method. For (a) and (b), expression levels above 1.000 compared to the TAP 
control are considered upregulated; expression levels below 1.00 are considered downregulated. Mean values were determined from three replications. 
Bars represent 99% confidence intervals
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C. reinhardtii, ACC enzyme assays were done with other 
organisms. The most commonly used assay uses a radio-
active HCO3

− assay [63] and another method makes use 
of a spectrophotometric assay [64–66].

Xu et al. [22] studied the role of the ACC gene under 
nitrogen deprivation by coculturing C. reinhardtii with a 
nitrogen-fixing aerobic bacterium, Azobacter chroococ-
cum. The expression levels of ACC in the co-culture 
grown under N deprivation were higher than those in 
pure C. reinhardtii. Although these cells were grown 
with a nitrogen-fixing bacterium, these cells still exhib-
ited an increased amount of lipids as per FAME analysis 
that coincided with their increased expression of ACC 
[22]. ACC was reported to be significantly upregulated 
(1.87 ±0.05-fold) after 6 h of salt (NaCl) stress and then 
declined slightly after 12 h [67]. These results were simi-
lar to the results of our study, whereby there was an 
increase in ACC expression after 8 and 24  h of N and 
NS deprivation. The addition of salt and the deprivation 
of nutrients are both stresses that elicit an increase in 
lipid biosynthesis [22, 24, 67]. Our ACC gene expression 
analysis results provide additional evidence that nutri-
ent deprivation, specifically N- and NS-deprivations, can 
upregulate the expression of ACC, a gene involved in the 
fatty acid biosynthesis pathway (Fig. 6a).

Phosphoenolpyruvate carboxylase (PEPC) is involved 
in regulating photosynthesis and respiration, replenish-
ing amino acid metabolism, and catalyzing the formation 
of oxaloacetate to pyruvate. PEPC catalyses the irre-
versible β-carboxylation of phosphoenolpyruvate (PEP) 
to form oxaloacetate. Two PEPC isoforms (PEPC1 and 
PEPC2) were purified from C. reinhardtii. PEPC1 and 
PEPC2 were reported with respective specific activi-
ties (SA) of 22 and 18 µmol min− 1  mg− 1protein [68]. 
These activities were similar to the SAs of the recom-
binant PEPC (CrPpc1, CrPpc2), each of which is tran-
scribed in vivo and encodes a fully active, recombinant 
PEPC 25 and 22 µmol min− 1  mg− 1protein. By applying 
genetic engineering technologies, PEPC have been suc-
cessfully inhibited to allow its four-carbon substrate to 
be utilized in the formation of lipid synthesis [69, 70]. 
Thus, by inhibiting and altering the expression of PEPC, 
researchers have been able to increase the lipid accumu-
lation rate. In sta6, PEPC becomes more interesting due 
to a reported fourfold increase in PEP concentration. PEP 
in sta6 is diverted towards pyruvate formation leading 
towards acetyl-CoA to to malonyl CoA to synthesize lip-
ids [70].

In this study, the levels of expression of PEPC were 
determined under N-, S- and NS-deprivation condi-
tions after 8 and 24  h. Our results indicated that after 
8  h of deprivation in both nitrogen-deprivation treat-
ments (N and NS), PEPC expression decreased compared 
to that in the TAP control (Fig. 6b). On the other hand, 

cells subjected to sulfur deprivation for 8 h displayed an 
increase in PEPC expression (Fig.  6b). These findings 
correlate with the delayed response that cells subjected 
to sulfur deprivation have as a result of autophagy and 
recycling cellular components and organelles [17, 35]. It 
was only after 24 h of N- and NS-deprivation that PEPC 
expression was found to be significantly upregulated 
(p < 0.01) (Fig. 6b). On the other hand, cells subjected to 
TAP-S have upregulated PEPC expression levels in both 
8- and 24-h intervals compared to the control, TAP; how-
ever, this was not significantly different (Fig. 6b).

In the study by Xu et al. [22], the levels of expression 
of the PEPC gene in N-deprived cells were assessed at 
days 0, 1, 5 and 9. After one day of deprivation, PEPC 
expression levels were shown to increase in C. reinhardtii 
cells; however, after 5 and 9 days of N deprivation, PEPC 
expression levels decreased significantly. Although our 
transcriptional analysis was conducted over the course of 
8 and 24 h, the increase in expression of PEPC was simi-
lar to the results observed after one day of N deprivation 
in the study by Xu et al. [22]. Subsequent days of nutrient 
deprivation are known to decrease PEPC expression lev-
els, demonstrating that N limitation inhibits the expres-
sion of the PEPC gene. Although our study did not report 
on the effect of nutrient deprivation beyond 24  h, the 
effect of nutrient deprivation on PEPC expression levels 
should be mentioned.

To further support the effect of PEPC inhibition on 
lipid synthesis, a confocal microscopy analysis conducted 
by Deng et al. [71] demonstrated that knockout of phos-
phoenolpyruvate carboxylase isoform 1 (CrPEPC1) 
increased the lipid content by 20–39% after six days 
of cultivation. The results from this study also demon-
strated that the mRNA expression of CrPEPC1 decreased 
by 74–98%, indicating the effectiveness of their RNAi 
silencing constructs [71]. Utilizing artificial microRNA 
technology to inhibit PEPC genes, Wang et al. [72] dra-
matically increased the total fatty acid content by 29–49% 
with an increased content of C16-C22 fatty acids. These 
studies further support that when PEPC is inhibited, 
pyruvate will be converted to acetyl-CoA via pyruvate 
dehydrogenase to facilitate lipid synthesis. Thus, nitrogen 
may act as a signaling molecule to regulate the expres-
sion of specific genes when subjected to nutrient stress 
[22, 71, 72]. With decreased expression of PEPC, lipid 
accumulation will increase dramatically, especially under 
nitrogen-deficient conditions.

Conclusions
The results of this study showed that C. reinhardtii 
cc5373-sta6 subjected to nitrogen and sulfur depriva-
tion accumulated lipids comparable to those of previous 
studies. Levels of expression of genes that regulate lipid 
metabolism were shown to correlate to the increase in 
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lipids observed via confocal microscopy. After six days, 
TAP-N cells exhibited the largest lipid body size among 
all treatments. In addition, our results seem to indicate 
that N deprivation allows for an increase in lipid body 
number along with a significantly larger size of lipid 
bodies compared to S deprivation. On the other hand, S 
deprivation allows for a significant increase in lipid body 
number when compared to N deprivation.

Based on our findings, it would be optimum and thus 
recommended to cultivate cc5373-sta6 cells in any of 
the nutrient deprived conditions (-N, -S or –NS) for four 
days where there is cell growth, and both a high number 
of lipid bodies and a larger size of lipid bodies are pro-
duced. The results of this study will contribute to the 
understanding of a more feasible microalgae-driven lipid 
production. It will specifically contribute to the body of 
knowledge that will potentially allow for the design of 
an efficient, rapid, and economically viable strategy for 
enhancing lipid production in C. reinhardtii.

Methods
Strains, cell culture and harvest
The cc5373-sta6 strain of the C. reinhardtii mt− progeny 
of the original BAFJ5 sta6 starchless mutant crossed into 
a 21gr background was obtained from the Chlamydomo-
nas Resource Center (www.chlamy.org). Cells were main-
tained in Tris-acetate-phosphate (TAP) media agar plates 
at 25°C under continuous low intensity white light (60–
80 µE m− 2 s− 1). Cells were grown in 50 mL TAP medium, 
which included acetate (17.4 mM) as a carbon source and 
Tris-base (20 mM) as a buffer, under the same conditions 
as cell maintenance on a rotary shaker at 120  rpm and 
used as the algal cell stock for N, S and NS deprivation 
treatments. A calibration curve was constructed by mea-
suring the optical density (OD) at 750  nm (Bausch and 
Lomb, Model Spectronic 20) over the course of six days, 
and OD750 = 0.8 was used for log phase [30, 32].

Once the cells reached the log phase, the cells were 
harvested via centrifugation at 2,900  g for 5  min at 
10oC (FIBERLite TM F15-8 × 50c). The supernatant was 
removed, and pelleted cells were washed thrice with 
their respective media: TAP-N media to remove nitro-
gen, TAP-S media to remove sulfur and TAP-NS media 
to remove nitrogen and sulfur [22]. The pelleted cells 
were resuspended in 50% of their original volume using 
the respective media and centrifuged at 2,900 g for 5 min 
(FIBERLite TM F15-8 × 50c) to harvest the cells. After 
all the washing steps, the pellet was resuspended in 100 
mL of its respective media, and 25 mL of cells was trans-
ferred into 250 mL sterilized flasks and placed on a rotary 
shaker. Cells were collected from these flasks for analy-
sis of growth, chlorophyll, protein, lipid bodies and gene 
expression. All analyses were conducted in duplicate for 
each of three blocks.

Cell growth determination
Cell density measurement
Cell density measurement was used to determine and 
compare cell growth among treatments. Two 1 mL sam-
ples were collected from each flask and transferred into a 
cuvette. The cuvette was placed in a spectrophotometer 
(Bausch and Lomb, Model Spectronic 20), and the OD 
was measured at 750  nm [30, 32]. Sterile TAP, TAP-N, 
TAP-S, or TAP-NS media was used to blank and calibrate 
the spectrophotometer for each treatment. Cell density 
measurements were recorded every 48 h across a six-day 
period.

Biomass determination
Fifty milliliters of cells were taken for day 0 of biomass 
collection. The cells were centrifuged at 1,600  g for 
10  min (Beckman Coulter Microcentrifuge 20 B30139), 
and the supernatant was discarded. The pelleted cells 
were washed with Millipore water and centrifuged. Pel-
leted cells were resuspended in 5 mL of Millipore water 
and transferred to empty preweighed 15 mL centrifuge 
tubes. The cells were centrifuged, and the supernatant 
was removed. The cells were dried in an oven at 80 °C for 
48 h and weighed. This protocol was repeated at day 4 of 
starvation [22].

Chlorophyll content determination
For chlorophyll a, b and total chlorophyll determination, 
two 3 mL cell cultures were collected from each flask and 
transferred into sterile 15 mL conical centrifuge tubes. 
Samples were centrifuged at 1,600 g for 10 min (Beckman 
Coulter Microcentrifuge 20 B30139), and the superna-
tant was discarded. (1) The pelleted cells were added to 
3 mL of 80% acetone (v/v). (2) Each tube was vortexed at 
the max setting for 30 s to resuspend the cells completely. 
(3) The cells were centrifuged at 1,600  g for 10  min 
(Beckman Coulter Microcentrifuge 20 B30139), and the 
supernatant was collected. Steps (1) to (3) were repeated 
until the pellet turned white and the supernatants at each 
extraction were combined. These steps allowed for chlo-
rophyll extraction.

One milliliter of the chlorophyll-containing superna-
tant was transferred into a cuvette, and the OD at 750 nm 
was measured for total chlorophyll, and the OD at 
663.6 nm and OD at 646.6 nm were measured for chloro-
phyll A and chlorophyll B content, respectively [73]. Sam-
ples were collected every 48 h across a six-day period.

Protein content determination
Protein content was measured using a Thermo Scientific 
Pierce BCA protein assay kit. Algal cells were harvested 
and centrifuged at 7,500 g for 10 min (Beckman Coulter 
Microcentrifuge 20 B30139). The supernatants were dis-
carded. One milliliter of 15 mM KH2PO4 (pH 4.5) and 2 

http://www.chlamy.org


Page 13 of 16Gonzalez and Ynalvez BMC Biotechnology           (2023) 23:35 

mL of 20% NaOH were added to each tube and shaken 
for 30  s. The tubes were placed in boiling water for 
10 min followed by centrifugation at 7,500 g for 10 min. 
The supernatants were collected and used for the assay. 
Bovine serum was used as the standard protein. All opti-
cal densities (OD) were measured using a Tecan Micro-
plate Reader at 560 nm.

Lipid body analysis
Qualitative analysis
Two 3 mL-cell cultures from each treatment were placed 
in a 15 mL-centrifuge tube, followed by centrifugation 
at 2000  g for 5  min, and the supernatant was removed. 
One microliter Nile Red (Sigma-Aldrich) stock solution 
containing 1  mg/mL acetone was added to the pelleted 
cells and incubated for 5 min at room temperature [72]. 
An 8 µL aliquot was placed on a clean glass slide, cov-
ered with a coverslip and placed in an incubator at 37°C 
for 10  min. The samples were observed with a Nikon 
ECLIPSE Ti2 Series confocal microscope using a laser 
excitation line at 488 nm, and an emission was collected 
between 620 and 700  nm; chlorophyll fluorescence was 
captured with a laser excitation line at 633  nm, and an 
emission was collected between 620 and 700  nm [74]. 
Images were merged and pseudocolored using Nikon 
NIS-Elements software [72]. Scans of the algal cells were 
taken with a 60x oil immersion objective at a pixel reso-
lution of 1024 × 1024 in an 8-bit format (pixel intensity 
range 0-255). The laser transmission and scan settings 
remained constant in all scans [74].

Quantitative analysis
The number of algal cells with and without lipid bodies 
was counted along with the total number of lipid bodies 
present per ten fields of view [75, 76]. An average lipid 
body per cell was determined for every 1024 × 1024 8-bit 
frame. The average size of lipid bodies per frame was also 
measured by Nikon confocal software per field of view 
to compare the treated algal cells with the control [73, 
77]. The Nikon NIS-Elements confocal software counted 
and summed all the pixels in the chosen fields that were 
above the selected threshold of brightness, thereby com-
puting the total area of the above-threshold entities [72]. 
The threshold was adjusted by highlighting lipid bodies; 
if they varied in brightness, the least bright lipid body in 
the selected field served as the threshold baseline [72]. 
The output of each calculation yielded the average lipid 
body area per frame. It should be noted that measure-
ment of lipid body area underestimates the spherical 
volume and hence will also underestimate the yield. It 
will be a comparison of lipid body areas that allows for 
accurate assessment of the relative yields from different 
samples [72].

RNA extraction and real-time quantitative PCR
One hundred milliliters of cells was collected at 8 
and 24  h intervals. RNA was extracted using TRIzol 
Reagent (Invitrogen). The concentration and purity of 
the extracted RNA were measured using a Tecan Micro-
plate Reader at 260  nm and obtaining the ratio of OD 
at 260  nm:280  nm, respectively. Two micrograms of 
DNAse-treated and purified total RNA was used for 
cDNA synthesis using the Superscript™ III First-Strand 
Synthesis System (Invitrogen). Transcriptional levels of 
acetyl-CoA carboxylase (ACC), phosphoenolpyruvate 
carboxylase (PEPC), and actin were detected using real-
time (RT) quantitative PCR. Primers used for RT-PCR 
were designed by Xu et al. [22]. RT-PCR was performed 
using the iTaq Universal SYBR Green Super Mix (Bio-
Rad). The actin gene from C. reinhardtii was used as an 
internal control to normalize the differences between the 
loading amounts of the template. Each PCR contained 1 
µL (8 ng) of cDNA, 10 µL of SYBR Green 2x Master Mix, 
and 1 µL of each gene-specific primer pair (10 mM) to 
a final volume of 20 µL. PCR was performed as follows: 
95 °C for 10 min followed by 40 cycles at 95 °C for 10 s, 
60  °C for 1 min, and 72 °C for 30 s. PCR products were 
analyzed using the Dissociation Curves Software of the 
CVX96 Touch Real-Time PCR Detection System (Bio-
Rad). The 2−∆∆Ct method was used to calculate the fold 
changes of the expressed genes.

Statistical analysis
For cell growth, chlorophyll content, protein content and 
lipid body analyses, an analysis of variance associated 
with a 4 × 4 factorial experiment of randomized com-
plete block design was performed. The factorial arrange-
ment was the result of the four levels of treatment (TAP, 
TAP-N, TAP-S, and TAP-NS) and four levels of time 
(Day 0, Day 2, Day 4, and Day 6). For the genetic analy-
sis, an analysis of variance associated with a 4 × 2 facto-
rial experiment of randomized complete block design 
was performed. The factorial arrangement was the result 
of the four levels of treatment (TAP, TAP-N, TAP-S, and 
TAP-NS) and two levels of time (8 and 24  h). A block-
ing design was implemented to reduce the variability 
within blocks from external factors and produce a better 
estimate of treatment effects. To compare the significant 
main and interaction effects for all experiments in this 
study, a post hoc test in the form of Tukey’s test and Bon-
ferroni correction was performed using PROC GLM of 
the SAS 9.4 statistical and SPSS 27 software. The mean 
results of all studies were generated from three replica-
tions, and each replication had at least three trials. The 
usual levels of type-1 error rates were used (i.e., * if 
p < 0.05, ** if p < 0.01 and *** if p < 0.001).
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TAP-N  TAP media minus nitrogen
TAP-S  TAP media minus sulfur
TAP-NS  TAP media minus nitrogen and sulfur

Acknowledgements
The authors would like to thank the National Science Foundation Major 
Research Instrumentation #1726888 awarded to R. Ynalvez, for the confocal 
microscope used in this research. The authors would also like to thank the 
Office of Grants and Sponsored Research, Texas A&M International University 
for the research fellowship awarded to D. Gonzalez and the University 
Research Grant awarded to R. Ynalvez.

Authors’ contributions
The study conception and design was contributed by R. Ynalvez. Experiments 
were performed and data collection were done by D. Gonzalez. All authors 
contributed to the analysis of data and results, and writing of the manuscript. 
All authors read and approved the final manuscript.

Funding
The confocal microscope used in this research was funded by National 
Science Foundation Major Research Instrumentation Award #1726888 to R. 
Ynalvez. Research fellowship was awarded to D. Gonzalez, and a University 
Research Grant was awarded to R. Ynalvez by the Office of Grants and 
Sponsored Research, Texas A&M International University Office.

Data Availability
The datasets generated during and/or analyzed during the current study are 
available from the corresponding author on reasonable request.

Declarations

Ethics approval
Not applicable in this study.

Consent to participate
Not applicable in this study.

Consent for publication
Not applicable in this study.

Competing interests
The authors declare no competing interests.

Received: 12 November 2022 / Accepted: 29 August 2023

References
1. Scranton MA, Ostrand JT, Fields FJ, Mayfield SP. Chlamydomonas as a model 

for biofuels and bio-products production. Plant J. 2015;82:523–31.
2. Erickson P, Lazarus M, Piggot G. Limiting fossil fuel production as the next big 

step in climate policy. Nat Clim Change. 2018;8:1037–43.
3. Chia SR, Nomanbhay SBHJM, Chew KW, Munawaroh HSH, Shamsuddin AH, 

Show PL. Algae as potential feedstock for various bioenergy production. 
Chemosphere. 2022;287:1–11.

4. Kotcher J, Maibach E, Choi W-T. Fossil fuels are harming our brains: identifying 
key messages about the health effects of air pollution from fossil fuels. BMC 
Public Health. 2019;19:1079.

5. Lelieveld J, Klingmüller K, Pozzer A, Burnett RT, Haines A, Ramanathan V. 
Effects of fossil fuel and total anthropogenic emission removal on public 
health and climate. Proc Natl Acad Sci U S A. 2019;116:7192–7.

6. Rempel A, Gupta J. Equitable, effective, and feasible approaches for a pro-
spective fossil fuel transition. WIREs Clim Change. 2021;13:1–32.

7. Aro E-M. From first generation biofuels to advanced solar biofuels. Ambio. 
2016;45:24–31.

8. Rodionova MV, Poudyal RS, Tiwari I, Voloshin RA, Zharmukhamedov SK, Nam 
HG, et al. Biofuel production: challenges and opportunities. Int J Hydrog 
Energy. 2017;42:8450–61.

9. Chen H, Li T, Wang Q. Ten years of algal biofuel and bioproducts: gains and 
pains. Planta. 2019;249:195–219.

10. Tran Q-G, Cho K, Park S-B, Kim U, Lee YJ, Kim H-S. Impairment of starch 
biosynthesis results in elevated oxidative stress and autophagy activity in 
Chlamydomonas reinhardtii. Sci Rep. 2019;9:9856.

11. Potijun S, Jaingam S, Sanevas N, Vajrodaya S, Sirikhachornkit A. Improving the 
co-production of triacylglycerol and isoprenoids in Chlamydomonas. Biofuel 
Res J. 2020;7:1235–44.

12. Hang LT, Mori K, Tanaka Y, Morikawa M, Toyama T. Enhanced lipid productivity 
of Chlamydomonas reinhardtii with combination of NaCl and CaCl2 stresses. 
Bioprocess Biosyst Eng. 2020;43:971–80.

13. Branco-Vieira M, Costa D, Mata TM, Martins AA, Freitas MAV, Caetano NS. A 
life cycle inventory of microalgae-based biofuels production in an industrial 
plant concept. Energy Rep. 2020;6:397–402.

14. Vasistha S, Khanra A, Clifford M, Rai MP. Current advances in microalgae 
harvesting and lipid extraction processes for improved biodiesel production: 
a review. Renew Sustain Energy Rev. 2021;137:1–17.

15. Harris EH. Chlamydomonas as a model organism. Annu Rev Plant Physiol 
Plant Mol Biol. 2001;52:363–406.

16. Yang L, Chen J, Qin S, Zeng M, Jiang Y, Hu L, et al. Growth and lipid accumula-
tion by different nutrients in the microalga Chlamydomonas reinhardtii. 
Biotechnol Biofuels. 2018;11:1–12.

17. Cakmak T, Angun P, Demiray YE, Ozkan AD, Elibol Z, Tekinay T. Differen-
tial effects of nitrogen and sulfur deprivation on growth and biodiesel 
feedstock production of Chlamydomonas reinhardtii. Biotechnol Bioeng. 
2012;109:1947–57.

18. Çakmak ZE, Ölmez TT, Çakmak T, Menemen Y, Tekinay T. Antioxidant response 
of Chlamydomonas reinhardtii grown under different element regimes. 
Phycol Res. 2015;63:202–11.

19. Tan KWM, Lee YK. Expression of the heterologous Dunaliella tertiolecta fatty 
acyl-ACP thioesterase leads to increased lipid production in Chlamydomonas 
reinhardtii. J Biotechnol. 2017;247:60–7.

20. Trentacoste EM, Shrestha RP, Smith SR, Glé C, Hartmann AC, Hildebrand M, 
et al. Metabolic engineering of lipid catabolism increases microalgal lipid 
accumulation without compromising growth. Proc Natl Acad Sci U S A. 
2013;110:19748–53.

21. Gargouri M, Bates PD, Park J-J, Kirchhoff H, Gang DR. Functional photosystem 
I maintains proper energy balance during nitrogen depletion in Chlam-
ydomonas reinhardtii, promoting triacylglycerol accumulation. Biotechnol 
Biofuels. 2017;10:89.

22. Xu L, Cheng X, Wang Q. Enhanced lipid production in Chlamydomonas 
reinhardtii by co-culturing with Azotobacter chroococcum. Front Plant Sci. 
2018;9:1–13.

23. Zhu Z, Cao H, Li X, Rong J, Cao X, Tian J. A carbon fixation enhanced 
Chlamydomonas reinhardtii strain for achieving the double-win between 
growth and biofuel production under non-stressed conditions. Front Bioeng 
Biotechnol. 2021;8:603513.

24. Salas-Montantes CJ, González-Ortega O, Ochoa-Alfaro AE, Camarena-Rangel 
R, Paz-Maldonado LMT, Rosales-Mendoza S, et al. Lipid accumulation during 
nitrogen and sulfur starvation in Chlamydomonas reinhardtii overexpressing a 
transcription factor. J Appl Phycol. 2018;30:1721–33.

25. Sathe S, Orellana MV, Baliga NS, Durand PM. Temporal and metabolic overlap 
between lipid accumulation and programmed cell death due to nitrogen 
starvation in the unicellular chlorophyte Chlamydomonas reinhardtii. Phycol 
Res. 2019;67:173–83.

26. Grechanik V, Romanova A, Naydov I, Tsygankov A. Photoautotrophic cultures 
of Chlamydomonas reinhardtii: sulfur deficiency, anoxia, and hydrogen pro-
duction. Photosynth Res. 2020;143:275–86.

27. Zabawinski C, Van Den Koornhuyse N, D’Hulst C, Schlichting R, Giersch C, Del-
rue B, et al. Starchless mutants of Chlamydomonas reinhardtii lack the small 
subunit of a heterotetrameric ADP-glucose pyrophosphorylase. J Bacteriol. 
2001;183:1069–77.

28. Shin YS, Choi HI, Choi JW, Lee JS, Sung YJ, Sim SJ. Multilateral approach on 
enhancing economic viability of lipid production from microalgae: a review. 
Bioresour Technol. 2018;258:335–44.

29. Goodenough U, Blaby I, Casero D, Gallaher SD, Goodson C, Johnson S, et al. 
The path to triacylglyceride obesity in the sta6 strain of Chlamydomonas 
reinhardtii. Eukaryot Cell. 2014;13:591–613.

30. Chioccioli M, Hankamer B, Ross IL. Flow cytometry pulse width data enables 
rapid and sensitive estimation of biomass dry weight in the microalgae 
Chlamydomonas reinhardtii and Chlorella vulgaris. PLoS ONE. 2014;9:1–12.



Page 15 of 16Gonzalez and Ynalvez BMC Biotechnology           (2023) 23:35 

31. Yu Q, He J, Zhao Q, Wang X, Zhi Y, Li X, et al. Regulation of nitrogen source for 
enhanced photobiological H2 production by co-culture of Chlamydomonas 
reinhardtii and Mesorhizobium sangaii. Algal Res. 2021;58:1–7.

32. Griffiths MJ, Garcin C, van Hille RP, Harrison STL. Interference by pigment 
in the estimation of microalgal biomass concentration by optical density. J 
Microbiol Methods. 2011;85:119–23.

33. Zhu L. Microalgal culture strategies for biofuel production: a review. Biofuel 
Bioprod Biorefin. 2015;9:801–14.

34. Kato Y, Oyama T, Inokuma K, Vavricka CJ, Matsuda M, Hidese R, Satoh K, et al. 
Enhancing carbohydrate partitioning into lipid and carotenoid by disruption 
of microalgae starch debranching enzyme. Commun Biol. 2021;4:450.

35. Kamalanathan M, Pierangelini M, Shearman LA, Gleadow R, Beardall J. 
Impacts of nitrogen and phosphorus starvation on the physiology of Chlam-
ydomonas reinhardtii. J Appl Phycol. 2016;28:1509–20.

36. Sung YJ, Choi HI, Lee JS, Hong ME, Sim SJ. Screening of oleaginous algal 
strains from Chlamydomonas reinhardtii mutant libraries via density gradient 
centrifugation. Biotechnol Bioeng. 2019;116:3179–88.

37. Melis A. Photosynthetic H2 Metabolism in Chlamydomonas reinhardtii (unicel-
lular green algae) Planta. 2007. 226:1075–86.

38. Chochois V, Dauvillée D, Beyly A, Tolleter D, Cuiné S, Timpano H, et al. 
Hydrogen production in Chlamydomonas: photosystemII-dependent and 
-independent pathways differ in their requirement for starch metabolism. 
Plant Physiol. 2009;151:631–40.

39. Chouhan N, Devadasu E, Yadav RM, Subramanyam R. Autophagy induced 
accumulation of lipids in pgrl1 and pgr5 of Chlamydomonas reinhardtii under 
high light. Front Plant Sci. 2022;12:752634.

40. Park JJ, Wang H, Gargouri M, Deshpande RR, Skepper JN, Holguin FO, et 
al. The response of Chlamydomonas reinhardtii to nitrogen deprivation: a 
systems biology analysis. Plant J. 2015;81:611–24.

41. Koo KM, Jung S, Lee BS, Kim J-B, Jo YD, Choi H-I, et al. The mechanism of 
starch over-accumulation in Chlamydomonas reinhardtii high-starch mutants 
identified by comparative transcriptome analysis. Front Microbiol. 2017;8:858.

42. Song D, Xi B, Sun J. Characterization of the growth, chlorophyll content and 
lipid accumulation in a marine microalgae Dunaliella tertiolecta under differ-
ent nitrogen to phosphorus ratios. J Ocean Univ China. 2016;15:124–30.

43. Perry MJ, Talbot MC, Alberte RS. Photoadaption in marine phytoplankton: 
response of the photosynthetic unit. Mar Biol. 1981;62:91–101.

44. Meng Y, Chen H-Y, Liu J, Zhang C-Y. Melatonin facilitates the coordination of 
cell growth and lipid accumulation in nitrogen-stressed Chlamydomonas 
reinhardtii for biodiesel production. Algal Res. 2020;46:101786.

45. Vargas SR, Zaiat M, do Carmo Calijuri M. Chlamydomonas strains respond 
differently to photoproduction of hydrogen and by-products and nutrient 
uptake in sulfur-deprived cultures. J Environ Chem Eng. 2021;9:105930.

46. Schmollinger S, Mühlhaus T, Boyle NR, Blaby IK, Casero D, Mettler T, et al. 
Nitrogen-sparing mechanisms in Chlamydomonas affect the transcriptome, 
the proteome, and photosynthetic metabolism. Plant Cell. 2014;26:1410–35.

47. Sierra LS, Dixon CK, Wilken LR. Enzymatic cell disruption of the microal-
gae Chlamydomonas reinhardtii for lipid and protein extraction. Algal Res. 
2017;25:149–59.

48. Markou G, Nerantzis E. Microalgae for high-value compounds and biofuels 
production: a review with focus on cultivation under stress conditions. 
Biotechnol Adv 31:1532–42.

49. Goold HD, Cuiné S, Légert B, Liang Y, ,Brugière S, Auroy P et al. Saturating light 
induces sustained accumulation of oil in plastidial lipid droplets in Chlamydo-
monas reinhardtii. Plant Physiol. 171:2506–17.

50. Zhao Y, Li Z, Tu X, Xu L. Effects of different nitrogen concentrations and light 
intensities on lipid accumulation and growth of Chlamydomonas reinhardtii. 
IOP Conf Ser : Earth Environ Sci 675 012040.

51. Iwai M, Ikeda K, Shimojima M, Ohta H. Enhancement of extraplastidic oil syn-
thesis in Chlamydomonas reinhardtii using a type-2 diacylglycerol acyltrans-
ferase with a phosphorus starvation–inducible promoter. Plant Biotechnol J. 
2014;12:808–19.

52. Cheng J, Lu H, Huang Y, Li K, Huang R, Zhou J, Cen K. Enhancing growth rate 
and lipid yield of Chlorella with nuclear irradiation under high salt and CO2 
stress. Bioresource Tehnol. 2016;203:220–7.

53. Gao Y, Yang M, Wang C. Nutrient deprivation enhances lipid content in 
marine microalgae. Bioresour Technol. 147:484–91.

54. Knothe G. Designer biodiesel: optimizing fatty ester composition to improve 
fuel properties. Energy Fuels. 2008;22:1358–64.

55. Msanne J, Xu D, Konda A, Casas-Mollano J et al. Metabolic and gene expres-
sion changes triggered by nitrogen deprivation in the photoautorophically 

grown microalgae Chlamydomonas reinhardtii and Coccomyxa sp. C-169. 
Phytochemistry. 75:50 – 9.

56. Rengel R, Smith RT, Haslam RP, Sayanova O, Vila M, León R. Overexpression 
of acetyl-CoA synthetase (ACS) enhances the biosynthesis of neutral lipids 
and starch in the green microalga Chlamydomonas reinhardtii. Algal Res. 
2018;31:183–93.

57. Moellering ER, Ouyang Y, Mamedov TG, Chollet R. The two divergent PEP-
carboxylase catalytic subunits in the green microalga Chlamydomonas 
reinhardtii respond reversibly to inorganiic-N supply and co-exist in the 
high-molecular-mass, hetero-oligomeric Class02 PEPC complex. FEBS Lett. 
2007;581:4871–6.

58. Wang C, Chen X, Li H, Wang J, Hu Z. Artificial miRNA inhibition of phos-
phoenolpyruvate carboxylase increases fatty acid production in a green 
microalga Chlamydomonas reinhardtii. Biotechnol Biofuels. 2017;10:1–11.

59. Kim J-H, Jin H-O, Park J-A, Chang YH, Hong YJ, Lee JK. Comparison of three dif-
ferent kits for extraction of high-quality RNA from frozen blood. SpringerPlus. 
2014;3:1–5.

60. Valledor L, Escandón M, Meijón M, Nukarinen E, Cañal MJ, Weckwerth W. 
A universal protocol for the combined isolation of metabolites, DNA, long 
RNAs, small RNAs, and proteins from plants and microorganisms. Plant J. 
2014;79:173–80.

61. Chen D, Yuan X, Liang L, Liu K, Ye H, Liu Z, et al. Overexpression of acetyl-CoA 
carboxylase increases fatty acid production in the green alga Chlamydomo-
nas reinhardtii. Biotechnol Lett. 2019;41:1133–45.

62. Krishnan A, Kumaraswamy K, Vinyard D, Gu H, Ananyev G, Posewitz M, Dis-
mukes C. Metabolic and phosphosynthetic consequences of blocking starch 
biosynthesis in the green alga Chlamydomonas reinhardtii sta6 mutant. Plant 
J. 2015;81:947–60.

63. Livieri A, Navone L, Marcellin E, Gramajo H, Rodriguez E. A novel multidomain 
acyl-CoA carboxylase in Saccharopolyspora erythraea provides malonlyl-CoA 
for de novo fatty acid biosynthesis. 2019; 9:6725.

64. Kroeger J, Zarzycki J, Fuchs G. A spectrophotometric assay for measuring 
acetyl coenzyme a carboxylase. Anal Biochem. 2011;411:100–5.

65. Rathnasingh C, Raj S, Lee Y, Catherine C, Ashok S, Park S. Production of 
3-hydroxypropionic acid via malonyl-CoA pathway using recombinant 
Escherichia coli strains. 2012; 157:633 – 40.

66. Pereira H, Azevedo F, Domingues L, Johansson B. Expression of Yarrowia 
lipolytica acetyl-CoA carboxylase in Saccharomyces cerevisiae and its effects 
on in-vivo accumulation of malonyl-CoA. 2022; 20:779–87.

67. Atikij T, Syaputri Y, Iwahashi H, Praneenararat T, Sirisattha S, Kageyama H, et al. 
Enhanced lipid production and molecular dynamics under salinity stress in 
green microalga Chlamydomonas reinhardtii (137 C). Mar Drugs. 2019;17:484.

68. Rivoal J, Plaxton WC, Turpin DH. Purification and characterization of high- and 
low- molecular-mass isoforms of phosphoenolpyruvate carboxylase from 
Chlamydomonas reinhardtii. Biochem J. 1998;331:201–9.

69. Kao P-H, Ng IS. CRISPRi mediated phosphoenolpyruvate carboxylase 
regulation to enhance the production of lipid in Chlamydomonas reinhardtii. 
Bioresour Technol. 2017;245:1527–37.

70. Wang C, Chen X, Li H, Wang J, Hu Z. Artifical miRNA inhibition of phos-
phoenolpyruvate carboxylase increases fatty acid production in a green 
microalga Chlamydomonas reinhardtii. Biotechnol Biofuels. 2017;10:91.

71. Deng X, Cai J, Li Y, Fei X. Expression and knockdown of the PEPC1 gene affect 
carbon flux in the biosynthesis of triacylglycerols by the green alga Chlam-
ydomonas reinhardtii. Biotechnol Lett. 2014;36:2199–208.

72. Wang ZT, Ullrich N, Joo S, Waffenschmidt S, Goodenough U. Algal lipid 
bodies: stress induction, purification, and biochemical characterization 
in wild-type and starchless Chlamydomonas reinhardtii. Eukaryot Cell. 
2009;8:1856–68.

73. Porra RJ, Thompson WA, Kriedemann PE. Determination of accurate extinc-
tion coefficients and simultaneous equations for assaying chlorophylls a and 
b extracted with four different solvents: verification of the concentration of 
chlorophyll standards by atomic absorption spectroscopy. Biochim Biophys 
Acta (BBA) Bioenerg. 1989;975:384–94.

74. Devadasu E, Chinthapalli DK, Chouhan N, Madireddi SK, Rasineni GK, Sripadi 
P, et al. Changes in the photosynthetic apparatus and lipid droplet forma-
tion in Chlamydomonas reinhardtii under iron deficiency. Photosynth Res. 
2019;139:253–66.

75. Work VH, Radakovits R, Jinkerson RE, Meuser JE, Elliott LG, Vinyard DJ, et 
al. Increased lipid accumulation in the Chlamydomonas reinhardtii sta7-10 
starchless isoamylase mutant and increased carbohydrate synthesis in 
complemented strains. Eukaryot Cell. 2010;9:1251–61.



Page 16 of 16Gonzalez and Ynalvez BMC Biotechnology           (2023) 23:35 

76. Xu F, Pan J. Potassium channel KCN11 is required for maintaining cellular 
osmolarity during nitrogen starvation to control proper cell physiology 
and TAG accumulation in Chlamydomonas reinhardtii. Biotechnol Biofuels. 
2020;13:129.

77. Ramanan R, Kim B-H, Cho D-H, Ko S-R, Oh H-M, Kim H-S. Lipid droplet synthe-
sis is limited by acetate availability in starchless mutant of Chlamydomonas 
reinhardtii. FEBS Lett. 2013;587:370–7.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in 
published maps and institutional affiliations.


	Comparison of the effects of nitrogen-, sulfur- and combined nitrogen- and sulfur-deprivations on cell growth, lipid bodies and gene expressions in Chlamydomonas reinhardtii cc5373-sta6
	Abstract
	Background
	Results and discussion
	Effects of N-, S- and NS-deprivations on cell growth, chlorophyll and protein content
	Effects on cell growth
	Effects on chlorophyll content
	Effects on total protein


	Comparison of lipid body number and lipid body size among N-, S- and NS-Deprived cells
	Expression analysis of Acetyl-CoA carboxylase and phosphoenolpyruvate carboxylase
	Conclusions
	Methods
	Strains, cell culture and harvest
	Cell growth determination
	Cell density measurement
	Biomass determination


	Chlorophyll content determination
	Protein content determination
	Lipid body analysis
	Qualitative analysis
	Quantitative analysis

	RNA extraction and real-time quantitative PCR
	Statistical analysis
	References


