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Introduction
Microalgae are gaining attention as promising hosts for lipid engineering due to their high areal

productivity, adaptability to diverse cultivation modes, and ability to accumulate substantial amount 
of triacylglycerol (TAG) under nutrient–limited conditions [1-4]. Unlike heterotrophic microorganisms
such as Escherichia coli or Saccharomyces cerevisiae, microalgae can directly assimilate inorganic carbon
via photosynthesis, which reduces dependence on sugar–based substrates and enables cultivation 
processes that can be coupled with flue gas or wastewater streams [3, 5]. In many microalgal species, 
macronutrient limitations such as nitrogen depletion have been reported to induce metabolic shifts 
that redistribute carbon into storage compounds, leading to increased TAG content and altered fatty 
acid (FA) composition [1, 6]. Collectively, these physiological and metabolic characteristics position 
microalgae as a potential alternative platform for the sustainable production of specific FAs.

Medium chain FAs (MCFAs; C8–C12) are important raw materials in the food, cosmetic, and 
oleochemical industries due to their high oxidative stability and favorable compatibility with existing 
surfactant and oil industry systems [7, 8]. Previous efforts to establish MCFA production systems have 
been most successful in heterotrophic microorganisms and higher plants. In E. coli and S. cerevisiae, 
expression of chain–length–specific acyl–ACP thioesterases, often combined with reinforcement of 
TAG biosynthetic pathways, enabled substantial MCFA accumulation through relatively simple 
metabolic rewiring [9, 10]. Additional strategies addressing MCFA toxicity, such as membrane 

Medium–chain fatty acids (MCFAs, C8–C12) are valuable bio–based feedstocks, but their 
production in photosynthetic microorganisms remains limited by low yields, cytotoxicity, 
and poor scalability. Here, we engineered Chlamydomonas reinhardtii (Chlamydomonas) 
for MCFA production by introducing heterologous lipid biosynthetic enzymes targeted to 
distinct subcellular compartments. A plastid–targeted medium–chain–specific acyl–ACP 
thioesterase from Umbellularia californica and endoplasmic reticulum–targeted acyltransferases
from Cocos nucifera and Elaeis guineensis were co–expressed from the nuclear genome, 
reflecting the compartmentalized organization of fatty acid (FA) synthesis and triacylglycerol
(TAG) assembly in microalgae. Stepwise GC–based screening identified multiple MCFA–
producing transformants, among which MCFA #17 exhibited the highest MCFA accumulation
under nitrogen–depleted conditions. Medium–scale cultivation (3 L) revealed sustained 
MCFA production over time, with MCFAs detected in both total FA and TAG fractions. 
Elevated temperature (30oC) further enhanced MCFA accumulation, accompanied by 
increased transgene expression driven by a heat shock protein Hsp70A promoter. 
Importantly, large–scale cultivation in a 50 L photobioreactor demonstrated stable 
growth and maintenance of MCFA production under scale–up conditions. Together, these 
results establish an organelle–targeted multi–enzyme strategy that enables robust and 
scalable MCFA biosynthesis in Chlamydomonas.
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remodeling or transporter engineering, further improved productivity without severely compromising growth [11, 12]. In contrast, engineering 
MCFA biosynthesis in photosynthetic microalgae has proven considerably more constrained. Early studies in Phaeodactylum tricornutum showed 
that plant–derived thioesterases can bias FA profiles toward medium–chain species and that newly synthesized MCFAs are preferentially 
incorporated into TAG rather than accumulating as free FAs [13]. However, subsequent work in Dunaliella tertiolecta demonstrated that 
thioesterase expression alone is insufficient for robust MCFA accumulation and that expanding the MCFA acyl–ACP pool can enhance MCFA 
production at the expense of total lipid accumulation, revealing an inherent trade–off between MCFA enrichment and lipid productivity [14]. 
More recent systematic studies in Nannochloropsis species further clarified that FA chain length is a tunable trait in microalgae, yet intensified 
MCFA supply elicits compensatory lipid remodeling responses, including reduced TAG accumulation and global rebalancing of saturated and 
monounsaturated FA pools [15, 16]. Importantly, these limitations were partially alleviated by shifting engineering targets downstream of FA 
synthesis, where coordinated manipulation of MCFA–biased thioesterases with chain–length–selective acyltransferases enhanced incorporation 
of MCFAs into TAG, providing emerging design principles for microalgal MCFA production [17]. From the perspective of MCFA biosynthesis, 
this indicate that a strategy relying solely on introducing a single enzyme with different chain–length specificity is insufficient. Instead, multi–
enzyme strategies that coordinate both MCFA production and subsequent processing steps are more likely to achieve stable MCFA accumulation 
while minimizing negative impacts on cell growth, consistent with systems–level design principles proposed for microalgal lipid engineering [2, 3].

Among diverse candidate microalgal hosts, Chlamydomonas reinhardtii was selected in this study as a genetically tractable and well-
characterized model system for MCFA engineering. Chlamydomonas is one of the most extensively studied photosynthetic eukaryotes, with 
established tools for nuclear and chloroplast transformation, stable transgene expression, and CRISPR/Cas-based genome editing [18-20]. In 
addition, lipid metabolism in Chlamydomonas, particularly plastidial FA synthesis and lipid remodeling under nitrogen deprivation, has been 
intensively investigated, providing a solid physiological and metabolic basis for interpreting changes in FA composition [21, 22]. Given that this 
study aimed to systematically evaluate coordinated MCFA biosynthesis and accumulation in a photosynthetic eukaryote under controlled 
cultivation conditions, Chlamydomonas represents a rational and experimentally accessible host.

To address these challenges at a practical yet tractable level, this study implemented an organelle–targeted, multi–enzyme MCFA biosynthetic 
pathway in Chlamydomonas as a proof–of–concept design. A plastid–targeted medium chain–specific acyl–ACP thioesterase from Umbellularia 
californica (UcFATB) was employed to promote premature chain termination during de novo FA synthesis, a strategy originally demonstrated to 
redirect FA biosynthesis toward medium chain species in transgenic oilseed plants [23]. To facilitate efficient downstream incorporation of these 
MCFAs into storage lipids, a lysophosphatidic acid acyltransferase from Cocos nucifera (CnLPAAT) and a diacylglycerol acyltransferase from 
Elaeis guineensis (EgDGAT) were targeted to the endoplasmic reticulum (ER), where TAG assembly predominantly occurs. The use of these 
acyltransferases is conceptually supported by work showing that reconfiguration of the Kennedy pathway, including coordinated manipulation of 
LPAAT and DGAT activities, promotes efficient MCFA accumulation in plant leaf oils [24]. By integrating these enzymes, the present design 
aimed to metabolically link MCFA generation in the plastid with acyl transfer and TAG formation in the ER, rather than optimizing individual 
reactions in isolation. The resulting transgenic strains were analyzed with respect to transgene expression, MCFA composition, and TAG 
accumulation, and MCFA #17 was selected as a representative line to evaluate whether such a coordinated design could support stable MCFA 
accumulation under physiologically relevant cultivation conditions.

Materials and Methods
Strain and Culture Conditions

Chlamydomonas strain CC–4533 (cw15 mt–) was obtained from the Chlamydomonas Genetics Center (USA) [25]. Chlamydomonas cells were 
cultured in an Erlenmeyer flask containing Tris–Acetate–Phosphate (TAP) medium at 23°C under continuous light (at 75 μmol photons m–2 s–1) 
with shaking at 180 rpm. TAP medium was used for routine propagation, whereas TP–based media were used for photobioreactor cultivation.

Plasmid Construction
To generate the expression plasmid for MCFA producing genes (UcFATB, CnLPAAT, and EgDGAT) with the Chlamydomonas transit peptide, 

the transit peptide sites of three Chlamydomonas genes (CrFAT1, CrLPAAT2, and CrDGTT1) were predicted by TargetP–2.0. Based on these 
predictions, the coding sequences of UcFATB, CnLPAAT, and EgDGAT were codon–optimized for nuclear expression in Chlamydomonas using the 
Cosmo Genetech (Republic of Korea) codon optimization service (https://www.cosmogenetech.com/), and DNA fragments including the 
corresponding Chlamydomonas transit peptide sequences at the N–terminus were synthesized commercially (Table S2). The synthesized gene 
fragments were digested with NdeI and EcoRV and cloned into the pOpt_Clover_Paro vector obtained from the Chlamydomonas Resource 
Center.

Chlamydomonas Transformation
Transformation of Chlamydomonas cells without cell–wall degradation was performed as reported previously [26]. Briefly, CC–4533 cells in the 

early logarithmic growth phase were collected and transformed by electroporation using a NEPA21 electroporator (Nepa Gene, Japan). Following 
electroporation, transformants were incubated at 23°C under dim light for 24 h without shaking and subsequently spread onto TAP plates 
containing 10 μg/mL paromomycin (Duchefa Biochemie, The Netherlands). Plates were incubated at 23°C under continuous light (at 75 μmol 
photons m–2 s–1). After 7 days, transformant colonies appeared and were subjected to screening for MCFA content of transformants. 

RNA Extraction and Quantification
Total RNA was extracted using TRIzol (Takara Bio, Japan) as previously described [27]. First–strand cDNA was synthesized from 2 μg of total 

RNA using the RevertAid first strand cDNA synthesis kit (Thermo Fisher Scientific, USA; K1621), according to the manufacturer’s instructions. 
Quantitative reverse transcription PCR (RT–qPCR) was performed using SYBR Premix Ex Taq (Takara Bio) with the primer sets listed in Table S1. 
Transcript levels were normalized to the expression of Ribosomal protein L17 (RPL17) [28].
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Lipid Extraction and Quantification
Lipids were extracted from the samples and analyzed as described previously [4, 29]. Briefly, 10 mL of Chlamydomonas cell culture was harvested 

by centrifugation at 2,000 ×g for 5 min at room temperature and used for total lipid extraction. To quantify TAGs, 1 mg of the total lipid extract was 
separated on a TLC plate using the solvent mixture hexane:diethyl ether:acetic acid (80:30:1, v/v). Lipid spots were visualized under ultraviolet 
light after spraying with 0.01% (w/v) primuline (Sigma-Aldrich, USA) dissolved in acetone:water (4:1, v/v). Lipid bands were recovered from the 
plate and quantified by gas chromatography with flame ionization detection (GC–FID) using GC–2030 system (Shimadzu, Japan). The GC was 
equipped with an HP–INNOWax capillary column (Agilent Technologies, USA; 30 m × 0.25 mm, 0.25 μm film thickness) after transesterification.

Three–L Photobioreactor Culture Conditions
TP medium and BG–11 (KisanBio, Republic of Korea; MB–B0872) were tested for comparative media optimization in lab–scale cultivation. For 

MCFA analysis under nitrogen–depleted conditions, the selected strain MCFA #17 was cultivated in a 3 L photobioreactor (working volume, 3 L) 
containing nitrogen–depleted TP medium (TP-N). Prior to photobioreactor cultivation, cells were subcultured in TAP medium for 24 h to ensure 
physiological homogeneity. The 3 L photobioreactor cultures were initiated at different initial cell densities depending on the medium conditions, 
with OD730 = 0.191 for TP medium and OD730 = 0.175 for BG-11 medium. Cultivation was performed at 23°C under continuous illumination with 
laboratory light with controlled agitation at 180 rpm and aeration at a flow rate of 1 L/min. Samples were collected at the indicated time points 
during cultivation for the measurement of OD730, biomass (dry cell weight), pH, and lipid composition.

Fifty–L Photobioreactor Culture Conditions
For MCFA analysis, the selected strain MCFA #17 was cultivated in a 50 L photobioreactor (working volume, 50 L) containing TP medium. 

Cultivation was performed at 23°C under continuous illumination (75 μmol photons m² s¹). Prior to photobioreactor cultivation, cells were 
subcultured in TAP medium for 24 h to ensure physiological homogeneity, and cultures were subsequently adjusted to an initial cell density of 
OD730 = 0.33. Samples were collected at the indicated time points during cultivation. Cultures were aerated and mixed under standard operating 
conditions for the photobioreactor system.

Results
Design and Construction of Organelle–Targeted Lipid Enzyme Genes

To generate an MCFA–producing Chlamydomonas strain, heterologous lipid biosynthesis enzyme genes were introduced into the nuclear 
genome of the parental strain CC–4533 (Fig. 1A). The expression cassettes were designed to direct each enzyme to its intended subcellular 
compartment by fusing the coding sequences to targeting peptides derived from endogenous Chlamydomonas lipid metabolic enzymes (Fig. 1B). 
Specifically, UcFATB was fused to the plastidial transit peptide of CrFAT1 (Cre06.g256750) to target the enzyme to the plastid. In contrast, 
CnLPAAT was fused to the ER targeting sequence of CrLPAAT2 (Cre17.g738350), and EgDGAT was fused to the ER targeting sequence of 
CrDGTT1 (Cre12.g557750), thereby directing both enzymes to the ER. This targeting strategy reflects the compartmentalized organization of 
lipid metabolism in Chlamydomonas, in which de novo FA biosynthesis occurs in the plastid, whereas TAG assembly occurs mainly in the ER, with 
contributions from plastid–derived intermediates [30-32].

Stepwise Isolation and GC–Based Screening of MCFA–Producing Transformants
To efficiently identify Chlamydomonas transformants exhibiting MCFA accumulation, a hierarchical screening strategy was employed 

(Fig. 1C). At Step 1, a total of 768 independent transformants obtained on paromomycin-containing medium were individually picked into eight 
96-well plates (96 × 8 = 768), such that each well contained a single transformant. At Step 2, to reduce the number of GC–FID analyses, eight 
transformants were combined into a single pool, resulting in 96 pooled samples (768 ÷ 8 = 96). These pooled samples were subjected to GC–FID 
analysis, and pools showing detectable MCFA-associated peaks (C8:0–C12:0) were selected. This screening identified six positive pools, 

Fig. 1. Engineering of medium chain fatty acid production in Chlamydomonas reinhardtii (Chlamydomonas). (A) Schematic overview of the 
engineered pathway for medium chain fatty acid (MCFA) derived triacylglycerol synthesis in Chlamydomonas. (B) Expression vectors used in this study. MCFA 
related genes (UcFATB, EgDGAT, and CnLPAAT) were expressed under the control of the Hsp70A/Rbcs2 promoter with plastid targeting peptides. Transformants 
were selected using the AphVIII paromomycin resistance cassette. (C) Workflow for transformant selection and analysis, including paromomycin selection, gas 
chromatography analysis, and transcript analysis.
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corresponding to a total of 48 transformants (6 pools × 8 transformants). At Step 3, individual transformants from the MCFA-positive pools were 
analyzed separately by GC–FID under nitrogen-depleted (TAP-N) conditions to confirm MCFA accumulation at the single-transformant level 
and to eliminate false positives arising from pooled analyses. TAP-N conditions are known to promote TAG accumulation [6, 33] and were 
therefore used to facilitate sequestration of MCFAs into neutral lipid pools within LDs, thereby mitigating potential cytotoxic effects associated 
with free FAs. Coconut oil was included as an MCFA-rich reference standard to facilitate identification of MCFA-associated peaks and to provide a 
representative MCFA chain-length pattern in GC–FID chromatograms, as coconut oil is well known to be enriched in MCFAs, particularly C12:0 
[7, 8]. During the initial pooled screening, several transformant groups exhibited detectable MCFA signals with peak patterns partially resembling 
those of coconut oil, allowing rapid identification of candidate pools (Fig. 2A). Following secondary screening, eight transformants (MCFA #8, 
#10, #11, #17, #24, #40, #44, and #45) consistently displayed enhanced MCFA peaks relative to the parental strain and were selected as final 
candidates for further analysis (Fig. 2B).

MCFA Composition in Transgenic Chlamydomonas Lines
To evaluate MCFA accumulation in the selected transgenic lines, FA composition was analyzed and compared with coconut oil as a reference 

(Fig. 3). Coconut oil exhibited a characteristic MCFA profile dominated by C12:0, with additional contributions from C8:0 and C10:0 (Fig. 3A). 
Under TAP-N conditions, multiple Chlamydomonas transformants showed detectable accumulation of MCFAs (C8:0, C10:0, C12:0) that were 
absent or negligible in the parental strain CC–4533 (Fig. 3B, left). Among the individual MCFA species, C12:0 and C14:0 were the predominant 

Fig. 2. Stepwise gas chromatography with flame ionization detection (GC–FID) screening of MCFA accumulation in transgenic Chlamydomonas. 
(A) Primary GC–FID screening of pooled transformants. Eight independent transformants were combined per analysis, and fatty acid peaks corresponding to 
C8:0–C14:0 were compared with coconut oil as a reference. (B) Secondary GC–FID analysis of individual transformants selected from panel (A). GC–FID profiles 
of each line (#8, #10, #11, #17, #24, #40, #44, and #45) are shown, with peaks corresponding to C8:0–C14:0 highlighted. Arrowheads indicate peaks corresponding to 
individual fatty acids. 
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components, whereas C8:0 and C10:0 were detected at lower but variable levels depending on the transformant. The relative distribution of MCFA 
species differed among lines, indicating transformant–specific variation in MCFA production and chain–length profiles. When total MCFA 
content was calculated as the sum of C8:0–C12:0, all selected transformants exhibited increased MCFA levels compared with the parental strain 
(Fig. 3B, right). Notably, MCFA #17 showed the highest total MCFA accumulation, reaching approximately 0.8 mol% in total FA (tFA), whereas 
other lines displayed moderate increases. In addition to its elevated MCFA content under nitrogen-depleted conditions, MCFA #17 did not show 
detectable alterations in VLCFA composition at this stage (Fig. S1, #17 TAP-N, 1 mL culture, 3 days). Based on its elevated MCFA content under 
nitrogen–depleted conditions, MCFA #17 was selected for subsequent large–scale cultivation and further characterization.

Selection of Culture Medium for Scale–Up Cultivation
To identify suitable medium conditions for large–scale cultivation, the parental strain CC–4533 was grown under autotrophic conditions in TP 

and BG–11 media, and the growth performance was compared. In both media, OD730 and biomass (dry cell weight, g/L) increased over the 
cultivation period, indicating normal cell growth (Fig. 4A and 4B). Overall, growth of CC–4533 was consistently higher in TP medium than in BG–
11 medium. At 120 h, the OD730 reached 0.551 in TP medium, compared with 0.341 in BG–11, corresponding to approximately a 1.6–fold higher 
cell density in TP (Fig. 4A). Similarly, biomass accumulation reached 0.21 g/L in TP and 0.12 g/L in BG–11, representing approximately a 1.75–fold 
increase in TP medium (Fig. 4B). In both media, pH values remained within the reported optimal range for Chlamydomonas growth [34] (Fig. 4C), 
indicating that neither medium imposed adverse pH stress during cultivation. Based on these results, TP medium was used for subsequent scale–
up cultivation.

Medium–Scale Cultivation and Time–Course Changes in MCFA Accumulation under Nitrogen Deprivation
The selected MCFA #17 strain was cultivated in TP-N medium using a 3 L photobioreactor to evaluate MCFA production under scale–up 

conditions (Fig. 5). Under nitrogen deprivation, microalgal cultures typically exhibit an initial growth phase followed by reduced cell proliferation 
and induction of storage lipid accumulation [35]. Consistent with this general response, OD730 increased during the early cultivation phase at day 1 

Fig. 3. MCFA composition of coconut oil and transgenic Chlamydomonas lines grown under TAP-N conditions. (A) Fatty acid (FA) composition 
of coconut oil used as a reference, showing MCFA species (C8:0–C12:0). (B) FA composition and MCFA content of selected transgenic Chlamydomonas lines grown 
under TAP-N conditions. Individual transformants exhibiting detectable MCFA peaks are shown.

Fig. 4. Comparison of 3 L cultivation of Chlamydomonas parental strain CC–4533 in TP and BG–11 media. (A) Time course of cell growth 
monitored as optical density at 730 nm (OD730) in CC-4533 cultures grown in TP and BG–11 media. (B) Time–course changes in biomass accumulation, expressed 
as dry cell weight, in CC-4533 cultures grown in TP and BG–11 media. (C) Time course of culture pH changes during cultivation in TP and BG–11 media.
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and subsequently showed little further increase (Fig. 5A and 5B). During cultivation, culture pH slightly increased but remained within a stable 
range, indicating that no severe physicochemical stress was imposed on the culture during nitrogen–depleted growth (Fig. 5C).

GC analysis of TAG fractions revealed the accumulation of MCFAs in the MCFA #17 strain under nitrogen–depleted conditions (Fig. 5D). A 
representative TAG profile obtained at day 7 showed clear peaks corresponding to C10:0 and C12:0, confirming their stable incorporation into 
storage lipids during cultivation. Time–course analysis revealed that tFA content increased continuously throughout the culture period, 
accompanied by a progressive accumulation of TAGs, consistent with a redistribution of carbon flux toward storage lipid synthesis under nitrogen 
stress (Fig. 5E). In parallel, MCFA content within the tFA pool increased over time, reaching approximately 0.020 mg/L at day 7, indicating 
sustained MCFA production under nitrogen–depleted conditions. Importantly, MCFA levels within TAGs increased as cultivation progressed and 
reached the highest level, approximately 0.014 mg/L, in the TAG pool at day 5. Together, these results indicate that TP-N medium supports 
sustained MCFA accumulation and TAG formation in MCFA #17 during medium–scale cultivation.

MCFA Accumulation and Transgene Expression under TAP-N Conditions at Elevated Temperature
To further evaluate MCFA accumulation under nitrogen–depleted conditions, MCFA #17 was cultivated in TAP-N medium at 30°C, and lipid 

composition was analyzed at day 0 and day 3. The cultivation temperature was set to 30°C for two reasons. First, expression of the introduced 
transgenes was driven by the Hsp70A promoter, which is known to exhibit enhanced activity at elevated temperatures such as 30°C [36, 37].
Second, TAG accumulation has been reported to increase at higher temperatures compared with the standard cultivation temperature of 23°C 
[38, 39]. GC analysis of FA methyl esters revealed that TAG fractions isolated from the MCFA–producing Chlamydomonas MCFA #17 displayed 
MCFA–associated peaks corresponding to C10:0 and C12:0, which were clearly detected in TAG fractions (Fig. 6A). This result demonstrated that 

Fig. 5. Three–liter cultivation of MCFA #17 in TP-N medium. (A) Time–course monitoring of the MCFA #17 culture in a 3 L photobioreactor. (B) Time–
course profiles of OD730 of MCFA #17 cells grown in TP-N medium. (C) Time–course profiles of pH in MCFA #17 cultures grown in TP-N medium. (D) GC traces 
showing FA methyl ester profiles of coconut oil and triacylglycerol (TAG) fractions isolated from MCFA #17 samples at day 7. Peaks corresponding to MCFAs (C8:0–
C12:0) and myristic acid (C14:0) are indicated. (E) Time–course of lipid analysis in MCFA #17 cultures grown in TP-N medium.
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MCFA synthesized in MCFA #17 are efficiently incorporated into storage lipids rather than remaining as free FAs. Over the cultivation period, tFA 
content increased markedly, reaching approximately 62.8 mg/L at day 3 (Fig. 6B). In parallel, MCFA content within the tFA pool increased to 
approximately 0.05 mg/L. Analysis of the neutral lipid fraction revealed substantial accumulation of TAGs, reaching approximately 36.0 mg/L by 
day 3. MCFAs were also detected within the TAG fraction, with MCFA levels increasing to approximately 0.023 mg/L. Notably, when compared at 
the same cultivation time point (day 3), despite differences in medium composition, MCFA levels at 30°C in TAP-N medium were markedly higher 
than those observed under standard temperature conditions (23°C) in TP-N medium (Fig. 5E).

Expression of Heterologous Lipid Enzyme Genes in MCFA #17 under Nitrogen–Depleted Conditions
To examine the expression and temperature responsiveness of the introduced lipid biosynthetic genes, transcript levels of UcFATB, CnLPAAT, 

and EgDGAT were analyzed by RT–qPCR in the MCFA #17 transformant grown under nitrogen–depleted conditions (TAP-N) at 23°C or 30°C for 
4 h (Fig. 7). Transcript levels were normalized to the reference gene RPL17, and expression levels are presented relative to the parental strain CC–
4533 grown in TAP medium. In the parental strain CC–4533, no detectable amplification of these heterologous genes was observed, confirming 
the absence of background expression. In contrast, all three transgenes were clearly expressed in MCFA #17 under nitrogen–depleted conditions. 
Notably, transcript levels of UcFATB, CnLPAAT, and EgDGAT were markedly higher at 30°C than at 23°C, demonstrating temperature–dependent 
induction of transgene expression. Among the introduced genes, CnLPAAT exhibited the highest transcript abundance, followed by EgDGAT, 

Fig. 6. Lipid accumulation in MCFA #17 cultivated under TAP-N conditions at 30°C. (A) Gas chromatography traces showing fatty acid methyl ester 
(FAME) profiles of coconut oil and triacylglycerol (TAG) fractions isolated from MCFA #17 samples at day 3. Peaks corresponding to MCFAs (C8:0–C12:0) and 
myristic acid (C14:0) are indicated. (B) Total FA (tFA) content and MCFA (C8:0–C12:0) content in tFA (top), and TAG content and MCFA content in TAGs (bottom) 
at day 0 and day 3 of cultivation. Lipid contents are expressed as mg/L. Data represent mean ± SE (n = 3).

Fig. 7. Temperature dependent expression of heterologous lipid biosynthetic genes in MCFA #17. Relative transcript levels of UcFATB, CnLPAAT, 
and EgDGAT were quantified by RT–qPCR in the MCFA #17 transformant grown under nitrogen deprived conditions (TAP-N) at 23oC or 30oC for 4 h. CC–4533 
grown in TAP medium was included as a reference control. Transcript levels were normalized to RPL17, and values are presented relative to CC–4533. Data represent 
mean ± SE (n = 3).
J. Microbiol. Biotechnol.  2026  Vol. 36 7



whereas UcFATB showed lower but reproducible expression levels across conditions. These results indicate that all heterologous lipid enzyme 
genes are transcriptionally active in MCFA #17 and that elevated temperature enhances their expression under nitrogen–depleted conditions.

Large–Scale Cultivation of MCFA #17 in a 50 L Photobioreactor
To evaluate whether MCFA production and growth characteristics of MCFA #17 can be maintained during scale–up cultivation, we performed 

large–scale cultivation in a 50 L photobioreactor using TP medium. Cultivation of MCFA #17 in TP medium resulted in stable increases in OD730
and biomass over the cultivation period (Fig. 8A-8C). OD730 and dry cell weight increased steadily throughout cultivation, indicating sustained cell 
growth under large–scale conditions. No apparent growth inhibition was observed, demonstrating that MCFA #17 maintains stable growth 
characteristics during scale–up cultivation in a 50 L photobioreactor. During cultivation, culture pH showed only minor changes (Fig. 8D). Lipid 
analysis further revealed a marked increase in total FA content between day 0 and day 3 (Fig. 8E). In parallel, MCFA content within the total FA 
pool increased to approximately 0.02 mg/L, corresponding to 0.214 mol% of tFAs, indicating that MCFA production was maintained under TP 
large–scale cultivation conditions. According to FA composition, although MCFA #17 initially showed elevated C12:0 levels when isolated under 
TAP-N conditions in 1 mL cultures, a marked increase in C14:0 was observed at later cultivation stages, including TAP-N (3 L, 3 d), TAP-N at 30°C 
(10 mL, 3 d, 30oC), and TP (50 L, 3 d) conditions (Fig. S1). This shift suggests that, over successive cultivation steps and scale-up, the metabolic 
outcome of UcFATB expression progressively favors C14:0 production, likely reflecting endogenous elongation capacity and dynamic rebalancing 
of the acyl-ACP pool across generations.

Discussion
Overview of MCFA Engineering and Key Findings in Chlamydomonas

MCFAs are valuable industrial feedstocks, but their production in photosynthetic microorganisms has been limited by low yields, cytotoxicity of 
free FAs, and challenges in scale–up. In this study, we engineered Chlamydomonas to produce MCFAs by introducing organelle–targeted 
heterologous lipid biosynthetic enzymes and systematically evaluating MCFA accumulation across cultivation conditions and scales (Fig. 1). 
Stepwise GC–based screening enabled the identification of multiple MCFA–producing transformants (Fig. 2), among which MCFA #17 showed 
the highest MCFA accumulation under nitrogen–depleted conditions (Fig. 3). Medium–scale cultivation revealed sustained MCFA accumulation 
over time, with MCFAs detected in both tFA and TAG fractions under nitrogen deprivation (Fig. 5). Elevated temperature further enhanced MCFA 
accumulation and transgene expression, consistent with the temperature responsiveness of the Hsp70A promoter (Fig. 6). Transgene expression 
analysis confirmed stable nuclear expression of the introduced enzymes in MCFA #17 (Fig. 7). Finally, large–scale cultivation in a 50 L 
photobioreactor demonstrated stable growth and maintenance of MCFA production under scale–up conditions (Fig. 8). Together, these results 
demonstrate that coordinated enzyme targeting, stress–assisted lipid sequestration, and cultivation optimization enable reproducible and scalable 
MCFA production in Chlamydomonas.

An Organelle–Targeted Multi–Enzyme Framework for MCFA Biosynthesis in Microalgae
Previous studies across plants, heterotrophic microorganisms, and photosynthetic microalgae have collectively highlighted several emerging 

design principles for MCFA production [9, 10, 17]. These include the importance of coupling chain–length–specific FA synthesis with efficient 
downstream incorporation into neutral lipids, as well as the necessity of mitigating MCFA loss through re–elongation, degradation, or adverse 
effects on lipid homeostasis [16, 40, 41]. In microalgae in particular, efforts relying solely on single–enzyme interventions, such as thioesterase 

Fig. 8. Fifty–liter cultivation of MCFA #17 in TP medium with aeration. (A) Representative photographs showing the time course of MCFA #17 
cultivation in a 50 L photobioreactor on days 1 to 3. (B) Time course of cell growth monitored by OD730 during cultivation in TP medium. (C) Time course of biomass 
accumulation, expressed as dry cell weight per liter, during cultivation. (D) Changes in culture pH over the cultivation period. (E) tFA content and MCFA content at 
day 0 and day 3 of cultivation. tFA content is shown as mg/L, and MCFA content represents the summed amount of MCFAs. Data represent mean ± SE (n = 3).
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expression or acyl–ACP pool expansion, have frequently resulted in limited or unstable MCFA accumulation, often accompanied by reduced TAG 
content or growth penalties [13-15].

Against this background, overcoming the intrinsic constraints of MCFA biosynthesis in microalgae requires moving beyond single–enzyme 
interventions toward organelle–targeted, multi–enzyme strategies that couple chain–length determination with rapid incorporation into storage 
lipids. Consistent with this requirement, photosynthetic microalgae have been reported to result in limited or unstable MCFA accumulation [42]. 
A key reason for this limitation is the fate of prematurely released MCFAs, which are readily re–elongated or degraded by β–oxidation unless they 
are rapidly esterified into appropriate glycerolipid backbones [40, 41]. Moreover, microalgal lipid metabolism is highly compartmentalized, with 
FA synthesis, acyl editing, and TAG assembly distributed across distinct organelles, making coordinated trafficking and organelle–specific 
incorporation essential for stable MCFA accumulation [30, 43]. In Chlamydomonas, this compartmentalization further implies that heterologous 
enzymes must be correctly localized to engage productively with endogenous lipid pathways. Because organelle targeting signals in chlorophytes 
differ from those of land plants and other eukaryotes, the use of native Chlamydomonas transit peptides and localization prediction tools such as 
PredAlgo provides a rational strategy to position heterologous activities in their intended subcellular contexts [44].

Consistent with these constraints, previous algal studies relying mainly on acyl–ACP pool expansion or single thioesterase expression revealed 
that downstream TAG assembly becomes a major bottleneck, often accompanied by growth inhibition or reduced neutral lipid content [14]. In this 
context, the organelle–targeted UcFATB–CnLPAAT–EgDGAT system developed here was designed as a capture module that intercepts newly 
synthesized MCFAs at an intermediate stage and channels them directly into TAGs, thereby aligning MCFA supply with downstream processing 
capacity. Together, these considerations support a design framework in which MCFA production in microalgae is optimized by integrating chain–
length–specific synthesis with precise organelle targeting and lipid assembly, enhancing MCFA retention while preserving physiological robustness.

The three heterologous enzymes introduced here act at distinct steps of lipid metabolism, with context-dependent contributions to MCFA 
production. UcFATB functions upstream as a primary determinant of chain length by hydrolyzing elongating acyl-ACP intermediates [40, 45]. In 
contrast, CnLPAAT and EgDGAT operate downstream to esterify released MCFAs into lyso-PA and diacylglycerol, respectively, thereby 
facilitating their stable incorporation into TAGs. Such downstream acylation is critical for the retention of atypical FAs by preventing their 
reactivation, redistribution, or degradation [16, 46], positioning CnLPAAT and EgDGAT as enabling components that enhance MCFA stability in 
TAGs rather than dictating chain-length specificity.

Previous attempts to induce MCFA accumulation in Chlamydomonas by introducing thioesterases alone have been largely unsuccessful [47, 48], 
suggesting that MCFA synthesis without efficient sequestration is insufficient in this system. The successful MCFA accumulation observed in the 
present study is therefore likely attributable to enhanced downstream sequestration mediated by the introduction of LPAAT and DGAT. 
Consistent with this interpretation, a heterologous tobacco leaf study demonstrated that MCFA synthesis and accumulation can be functionally 
separated into upstream chain-length determination and downstream TAG assembly steps, with DGAT exerting a strong effect on MCFA 
accumulation, whereas the contribution of LPAAT was more limited [24]. Together, these observations highlight that enzymes acting downstream 
of MCFA release primarily promote efficient sequestration into TAG, while their relative importance may vary depending on organismal context 
and lipid metabolic architecture. Identifying the key enzymes governing MCFA synthesis and accumulation in Chlamydomonas therefore remains 
an important objective for future studies.

Metabolic Constraints Limiting MCFA Accumulation in Photosynthetic Eukaryotes
Although the MCFA levels achieved in this study (up to ~0.8 mol%) remain modest compared to heterotrophic systems such as E. coli, where 

carbon flux can be more directly redirected toward target products [40, 41], MCFA accumulation in photosynthetic eukaryotes is subject to 
additional metabolic constraints. One major limitation arises during plastidial FA biosynthesis, where the availability and partitioning of acyl-
ACP intermediates are governed by competition between chain-elongating enzymes and thioesterases [49]. Limited access to the target chain-
length acyl-ACP pool can therefore restrict net MCFA production by heterologous thioesterases, as reported previously in microalgae [16]. In 
addition, released MCFAs may be rapidly reactivated by endogenous acyl-ACP or acyl-CoA synthetases and redistributed into competing lipid 
metabolic pathways, thereby counteracting product accumulation [50, 51]. Beyond precursor competition and reactivation, FA degradation 
represents an additional bottleneck. Chlamydomonas harbors plant-type peroxisomal β-oxidation pathways, and modulation of β-oxidation has 
been shown to strongly influence neutral lipid accumulation under nutrient stress [52, 53]. Thus, a fraction of newly synthesized MCFAs may be 
degraded before efficient incorporation into TAGs. Together, these observations suggest that future improvements in MCFA production will 
require integrated metabolic engineering strategies that address not only synthetic flux but also competing reactivation and degradation pathways.

Transgene Stability, Enzyme Localization, and Functional Integration in MCFA Engineering
Transgene silencing represents a major technical challenge in heterologous expression systems in microalgae and may have affected the stability 

of MCFA production in this study. Although MCFA #17 initially exhibited MCFA levels of up to ~0.8 mol% during early screening (Fig. 3B and 

Table 1. MCFA accumulation in MCFA #17 under different cultivation conditions.

Culture condition
mg/L mol%

MCFAs 
in TAGs TAGs % MCFAs 

in tFAs tFAs % MCFA mol% 
in TAGs

MCFA mol% 
in tFAs

TAP-N 23oC 1 mL 3 days NA NA NA NA NA NA NA 0.8222
TP-N 23oC 3 L 3 days 0.008 17.730 0.047 0.0093 27.9850 0.0332 0.0622 0.0427
TP-N 23oC 3 L 7 days 0.010 41.417 0.023 0.0200 58.1000 0.0344 0.0309 0.0479
TAP-N 30oC 10 mL 3 days 0.023 35.956 0.064 0.0500 62.7890 0.0796 0.0885 0.1215
TP 23oC 50 L 3 days NA NA NA 0.0200 13.4440 0.1488 0.7340 0.2145

MCFA content and composition of MCFA #17 under various nitrogen conditions, temperatures, cultivation scales, and time points. MCFA levels are presented as 
mg/L and mol% in TAG and tFA fractions. NA indicates not analyzed.
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Table 1), the maximum MCFA content decreased to ~0.5 mol% in later cultivation experiments (Fig. 6B and Table 1). This gradual decline suggests 
that transgene silencing progressed over time, leading to reduced effective expression of the introduced enzymes. In Chlamydomonas, nuclear 
transgene expression is known to be highly variable due to position effects and epigenetic regulation, often changing over relatively short 
cultivation periods [19, 54]. The reduced MCFA accumulation observed in MCFA #17 is therefore likely attributable to transcriptional or post–
transcriptional instability of the introduced genes.

However, transcriptional activity alone is not sufficient to fully explain the observed MCFA phenotypes. RT–qPCR analysis confirmed 
detectable transcription of all three transgenes in MCFA #17 (Fig. 7), yet protein abundance and subcellular localization could not be directly 
assessed, as no epitope or fluorescent tags were introduced. This design choice was made to avoid potential interference with enzyme activity, as 
lipid metabolic enzymes often function as membrane–associated proteins or within multi–enzyme complexes. 

Previous studies have shown that enzyme localization and spatial organization, rather than transcript abundance alone, can be major 
determinants of FA chain–length profiles and TAG composition [47, 55]. In addition, the subcellular positioning of TAG–synthesizing enzymes at 
ER–LD interfaces has been shown to strongly influence flux into storage lipids [56]. Together, these findings indicate that effective MCFA 
engineering requires optimization not only of expression levels but also of enzyme localization and functional integration. 

In this study, MCFA production was achieved by fusing heterologous enzymes to transit peptides derived from well-characterized endogenous 
Chlamydomonas lipid metabolic proteins. Transit peptide design was guided by established knowledge of native enzyme localization, with 
organelle-targeting prediction tools such as TargetP-2.0 used in a supportive manner rather than as definitive evidence of subcellular localization. 
Fluorescent protein–based localization assays are also not universally reliable for organelle-targeted proteins, particularly for chloroplast- and 
mitochondria-targeted enzymes, due to potential interference with transit peptide processing, protein import, and protein stability [57-60]. 
Consistent with these limitations, our previous GFP fusion–based localization attempts for CrLPAAT1 [61] and CrFAT1 [29] in Chlamydomonas
did not yield reliable fluorescent signals. Taken together, these considerations indicate that effective MCFA engineering depends on both enzyme 
expression and functional targeting within endogenous lipid metabolic networks. Although the consistent MCFA accumulation observed across 
cultivation conditions and scales suggests that the targeting strategy used here is functionally effective, direct experimental validation of 
subcellular localization remains an important goal for future studies. Such validation may benefit from alternative approaches that minimize 
perturbation of enzyme function, including biochemical fractionation with immunoblotting, proximity labeling, or subcellular proteomics.

Physiological Stability of MCFA Production under Cultivation in Microalgae
In microalgal MCFA production systems, a major challenge is whether target compounds can be synthesized without compromising growth and 

physiological stability. MCFAs are known to be cytotoxic when non–selectively incorporated into membrane lipids or accumulated as free FAs 
[16], and are therefore considered a key constraint in MCFA production. Moreover, lipid–inducing conditions such as nitrogen or phosphorus 
deprivation and high salinity often enhance TAG accumulation in microalgae but are frequently accompanied by reduced growth and biomass 
productivity, reflecting an inherent trade–off between lipid production and physiological robustness [62, 63]. Consistently, in Nannochloropsis, 
introduction of a Cuphea–derived thioesterase increased C8:0 and C10:0 contents in storage lipids to 2.84% and 4.15%, respectively, but also 
caused growth inhibition and reduced neutral lipid levels [16].

In contrast, the MCFA #17 strain generated in this study maintained relatively robust growth while accumulating MCFAs. Under 50 L 
cultivation in TP medium, stable cell growth and a time–dependent increase in MCFA content were observed throughout the culture period 
(Fig. 8). Similarly, in a 3 L photobioreactor under TP-N conditions, growth ceased after a single cell division typical of nitrogen deprivation, yet 
tFA, TAG, and MCFA levels continued to increase and were stably maintained thereafter (Fig. 5E). These results indicate that MCFA production in 
this system is not restricted to growth–dependent phases but is functionally coupled to the storage lipid accumulation process activated by 
nitrogen starvation. 

Traditionally, MCFAs are defined as FAs with chain lengths from C6 to C12, whereas C14:0 is classified as a long-chain fatty acid (LCFA) [64]. 
Although UcFATB preferentially releases C12:0, previous studies in plants and other photosynthetic eukaryotes have repeatedly reported 
concomitant increases in C14:0 upon C12:0 enrichment, likely due to partial elongation of released C12-acyl-ACP or redistribution within the 
endogenous acyl-ACP pool [40, 45, 51]. Similar trends have also been observed in Chlamydomonas, where MCFA-targeted engineering results in 
increased C14:0 accumulation [48]. Consistent with these reports, MCFA #17 exhibited a progressive increase in C14:0 content at later cultivation 
stages and under scale-up conditions (Fig. S1), despite initially showing elevated C12:0 levels during early screening. This shift likely reflects 
dynamic metabolic rebalancing during prolonged cultivation, in which a fraction of UcFATB-released C12 intermediates is redirected toward 
elongation. Importantly, the absence of growth impairment under these conditions suggests that partial conversion toward C14:0 may contribute 
to maintaining physiological stability by limiting the accumulation of shorter-chain, more cytotoxic MCFAs.

Furthermore, the highest lipid and MCFA accumulation was observed under TAP-N conditions at 30°C (Fig. 6E). This likely reflects a 
synergistic effect of acetate supply under mixotrophic conditions and enhanced lipid biosynthesis at elevated temperature [38, 40]. Together, these 
findings position MCFA #17 as a promising starting strain capable of balancing MCFA synthesis with acceptable growth performance. Future 
efforts should focus on strategies to stabilize transgene expression and to mitigate growth inhibition at higher MCFA levels. Comprehensive 
omics–based analyses of MCFA–responsive metabolic and signaling pathways will be essential to develop microalgal platforms that achieve high 
MCFA flux while maintaining physiological stability.

Conclusions and Future Perspectives
Microalgae have been recognized as promising biotechnological platforms for the sustainable production of high–value compounds [65]. In this 

context, the present study demonstrates that an MCFA biosynthetic pathway can be functionally established in Chlamydomonas by targeting 
heterologous lipid enzymes to the plastid and ER, the major organelles responsible for lipid biosynthesis. As summarized in Table 1, MCFA 
accumulation was reproducibly detected across multiple cultivation conditions, time points, and culture scales, and was consistently associated 
with TAG pools rather than free FAs, indicating effective sequestration into storage lipids. Although the overall MCFA levels remain modest, the 
ability to maintain MCFA production under both laboratory– and pilot–scale cultivation highlights the robustness of the organelle–targeted, 
multi–enzyme design. The approach proposed here thus provides a foundational framework for developing practical microalgal MCFA 
production platforms that integrate pathway engineering with physiological compatibility. Future efforts focusing on stabilizing transgene 
expression and enhancing downstream lipid flux are expected to further improve MCFA yield and industrial relevance.
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