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Abstract: The marine red microalga Porphyridium can simultaneously synthesize long-chain polyun-
saturated fatty acids, including eicosapentaenoic acid (C20:5, EPA) and arachidonic acid (C20:4, ARA).
However, the distribution and synthesis pathways of EPA and ARA in Porphyridium are not clearly
understood. In this study, Porphyridium cruentum CCALA 415 was cultured in nitrogen-replete and
nitrogen-limited conditions. Fatty acid content determination, transcriptomic, and lipidomic analyses
were used to investigate the synthesis of ARA and EPA. The results show that membrane lipids were
the main components of lipids, while storage lipids were present in a small proportion in CCALA
415. Nitrogen limitation enhanced the synthesis of storage lipids and ω6 fatty acids while inhibiting
the synthesis of membrane lipids and ω3 fatty acids. A total of 217 glycerolipid molecular species
were identified, and the most abundant species included monogalactosyldiglyceride (C16:0/C20:5)
(MGDG) and phosphatidylcholine (C16:0/C20:4) (PC). ARA was mainly distributed in PC, and EPA
was mainly distributed in MGDG. Among all the fatty acid desaturases (FADs), the expressions of
∆5FAD, ∆6FAD, ∆9FAD, and ∆12FAD were up-regulated, whereas those of ∆15FAD and ∆17FAD
were down-regulated. Based on these results, only a small proportion of EPA was synthesized
through the ω3 pathway, while the majority of EPA was synthesized through the ω6 pathway. ARA
synthesized in the ER was likely shuttled into the chloroplast by DAG and was converted into EPA
by ∆17FAD.

Keywords: Porphyridium; EPA; lipidomics; ω3 and ω6 pathway; fatty acid desaturase

1. Introduction

Long-chain polyunsaturated fatty acids (LC-PUFAs), mainly including eicosapen-
taenoic acid (C20:5, EPA), arachidonic acid (C20:4, ARA), and docosahexaenoic acid (C22:6,
DHA), have been widely used in nutraceuticals, milk powder, and anti-acne products due
to their functions in preventing cardiovascular diseases and promoting brain development,
and their anti-inflammatory effects [1]. LC-PUFAs are very rare in higher plants and animals
but are abundant in marine microalgae such as Phaeodactylum tricornutum, Nannochloropsis
oculata, and Porphyridium cruentum [2]. The marine unicellular red alga P. cruentum, which
belongs to Rhodophyta (phylum), Protoflorideophyceae (class), Porophyridiales (order),
Porophyridiaceae (family), and Porphyridium (genus), can simultaneously synthesize high
contents of ARA and EPA (>50% of total fatty acids). Thus, P. cruentum is considered an
ideal experimental material for studying the synthesis pathways of LC-PUFAs [3,4].
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In the synthesis of LC-PUFAs in microalgae, C18:1ω9 is firstly desaturated to C18:2ω6
by ∆12 fatty acid desaturase (∆12FAD) [5]. Subsequently, C18:2ω6 is converted to EPA
and ARA via the ω3 and ω6 fatty acid synthesis pathways, respectively [5]. The ω3 fatty
acid synthesis pathway occurs in the following steps: C18:2ω6 → (∆15FAD) → C18:3ω3
→ (∆6FAD) → C18:4ω3 → (elongase of very-long-chain fatty acid, ELOVL) → C20:4ω3
→ (∆5FAD) → EPA [5]. The ω6 fatty acid synthesis pathway is as follows: C18:2ω6 →
(∆6FAD) → C18:3ω6 → (ELOVL) → C20:3ω6 → (∆5FAD) → ARA [5]. Among these
fatty acid desaturases (FADs), ∆5FAD and ∆6FAD are located in the endoplasmic retic-
ulum (ER) [6,7], while ∆12FAD and ∆15FAD are found in both the chloroplast and the
ER. ∆5FAD, ∆6FAD, ∆12FAD, and ∆15FAD in the ER prefer to use phosphatidylcholine
(PC) as a substrate [8]. Different intracellular compartments and substrate preferences of
FADs create complex glycerolipid molecules with diverse types of fatty acid chains [9].
Storage lipids mainly include triacylglycerol (TAG), wax esters, and diacyl-alkylglycerols
(DAGEs) in microalgae [8]. Membrane lipids are divided into eukaryotic and prokaryotic
membrane lipids. Prokaryotic membrane lipids include monogalactosyldiaclyglycerol
(MGDG), digalactosyldiaclyglycerol (DGDG), and phosphatidylglycerol (PG), all of which
are synthesized only in the chloroplast and localized in the thylakoid membrane. Eu-
karyotic membrane lipids comprise PC and phosphatidylethanolamine (PE), which are
synthesized in the ER [8]. EPA in most microalgae is found mainly in MGDG, such as in P.
tricornutum [10], Nannochloropsis sp. [11], and Eustigmatos vischeri JHsu-01 [12]. Interestingly,
EPA is synthesized outside the chloroplast [13]; however, it is unclear how extra-chloroplast
EPA penetrates into the chloroplast to participate in the synthesis of MGDG [14]. Studies
on N. oceanica IMET1 have shown that diglyceride (DAG) may act as a shuttle molecule to
carry EPA into the chloroplast [15]. In addition to the well-known EPA synthesis by the
ω3 fatty acid synthesis pathway, the synthesis of EPA by a new ω6 fatty acid synthesis
pathway has also been reported in some fungi [16]. In these pathways, ∆17FAD is the key
enzyme catalyzing the desaturation of ARA to EPA.

The ω6 fatty acid synthesis pathway of Porphyridium was investigated using stable
isotope labeling technology and supplementation of intermediate fatty acids by many
scientists in the late 1990s [3]. However, due to the limitations of technology at the time,
many problems in this pathway have not been well resolved: (1) it is difficult to construct
the whole EPA synthesis network based on a small number of glycerolipid molecules
identified using thin-layer chromatography and gas chromatography [3]; (2) some key
FADs are not clear (e.g., the intracellular localization and substrate preferences of ∆17FAD
are unclear); and (3) the intermediate metabolites C18:4ω3 and C20:4ω3 in the ω3 synthesis
pathway have not been detected, according to a large number of results from previous
studies [17,18]. Therefore, the involvement of the ω3 and ω6 pathways in EPA synthesis
remains controversial.

Lipidomics is a new branch of metabolomics that focuses on systematic studies of
lipid metabolites and their interactions. At present, the largest lipid database (LIPID MAPS)
comprises information from all over the world on the structures of more than 8000 lipid
species, including free fatty acids, TAG, phospholipids, and glycolipids [19]. The fatty acid
composition of glycerolipids from some microalgae has also been analyzed via lipidomics.
For example, there are more than 20 TAG molecules with different fatty acid compositions
in Dunaliella [20]. Han et al. identified a total of 41 glycolipid molecular species in N.
oceanica IMET1 and reconstructed the synthesis pathway of EPA-containing chloroplast
membrane lipids [15]. Diacylglyceryl-N,N,N-trimethylhomoserine (DGTS) is a central
intermediate in glycerolipid remodeling, which replaces the carrier PC via C18 fatty acid
desaturation. DGTS donates acyl groups (as precursors) to EPA, which is used in the
formation of chloroplast glycolipids [21]. Thus, lipidomics has been demonstrated to be an
ideal approach for studying algal lipid metabolism.

Microalgae accumulate storage lipids and decompose membrane lipids under nitrogen-
limited conditions [12,15]. This makes it possible to study lipid metabolism by changing
the nitrogen concentration. In this study, changes in the cellular ultrastructure and content
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of lipid fractions in P. cruentum CCALA 415 were investigated under nitrogen-replete and
nitrogen-limited conditions. The distribution of EPA and ARA in different glycerolipid
molecules was assessed based on lipidomics data. Changes in the expression levels of
genes during glycerolipid synthesis were studied via transcriptomics. Finally, the synthesis
networks of EPA and ARA in P. cruentum were revealed based on transcriptomics and
lipidomics data. This study will provide guidance in respect of EPA and ARA synthesis
and distribution in microalgae.

2. Results
2.1. Growth and Morphological Characteristics of P. cruentum CCALA 415 under N-Limited and
N-Replete Conditions

The cell count from day 0 to day 4 of the N-limited group was significantly higher
than that of the N-replete group (p < 0.05). After 4 days, the cell count of the N-replete
group exceeded that of the N-limited group. At the end of cultivation, the cell count of the
N-limited group was 41.1% lower (4.45 × 107 cells mL−1) than that of the N-replete group
(7.55 × 107 cells mL−1) (Figure 1a).
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Figure 1. Growth characteristics of Porphyridium cruentum CCALA 415 under N-limited and N-replete
conditions, expressed as (a) cell count; (b) culture and cellular morphology; (c) cell ultrastructure of N-
replete groups on day 10; and (d) cell ultrastructure of N-limited groups on day 10. The values shown
in Figure 1a are the averages of three biological replicates and three technical replicates ± standard
deviation (n = 9). PG: polysaccharide granule; C: chloroplast; GS: gelatinous sheath; OB: oil body.

The N-limited and N-replete groups exhibited different culture colors (Figure 1c). With
the prolonging of the culture time, the color of the N-limited group changed from purplish
red to orange-yellow and the change in cell size (~5 µm) was not obviously observed.
Additionally, the scattered purplish red chloroplasts gradually gathered in the centers of
the cells. Transparent granules appeared in the cells, and their number gradually increased.
In contrast, the color of the N-replete group remained purplish red. Transparent granules
also appeared in the cells, but their number was less than that of the N-limited group.

The cellular ultrastructure was observed via transmission electron microscopy
(Figure 1b,d). The extracellular gelatin sheath of cells cultured under the N-limited condi-
tions was decomposed. The chloroplast had a smaller size and migrated to the center of the
cell, and its lamellar structure disappeared. A large number of starch granules, along with
a small number of oil bodies, were observed in the cells, indicating that the main storage
form of carbon in P. cruentum is carbohydrates rather than storage lipids.
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2.2. Lipid Accumulation of P. cruentum CCALA 415 Cultured under N-Limited and
N-Replete Conditions

The content of storage lipids in both the N-limited and N-replete groups gradually
increased with the increase in culture time (Figure 2). The content of storage lipids in the
N-limited group was significantly higher than that of the N-replete group at the same
culture time. At the end of the culture (day 10), the storage lipids of the N-limited group
increased to 5.10% DW from 1.66% DW, which was an increase of 1.07 times compared to
that of the N-replete group (2.46% DW) (p < 0.05).
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Figure 2. Lipid accumulation and fractionation of Porphyridium cruentum CCALA 415 under N-limited
and N-replete conditions. The values shown are the averages of three biological replicates and three
technical replicates ± standard deviation (n = 9).

By contrast, the content of membrane lipids in both groups decreased with the increase
in culture time. The maximum content of membrane lipids detected in the two groups was
9.47% DW, and this was observed on day 4. The membrane lipid content of the N-limited
group was significantly lower than that of the N-replete group at the same culture time.
At the end of the culture, the membrane lipid content of the N-limited and N-replete
groups decreased to 3.08% DW and 5.56% DW, respectively, decreasing by 62.5% and 32.3%,
respectively, compared to that on day 4 (p < 0.05).

2.3. Fatty Acid Content of P. cruentum CCALA 415 Cultured under N-Limited and
N-Replete Conditions

Fatty acids detected in P. cruentum CCALA 415 included C16:0, C16:1, C18:0, C18:1ω9,
C18:2ω6, C18:3ω3, C18:3ω6, C20:3ω6, ARA and EPA (Figure 3). C18:4ω3 and C20:3ω6
were not detected. Of these, the fatty acids with contents exceeding 1.50% DW included
ARA, C16:0, EPA, and C18:2ω6. The maximum contents of ARA (2.46% DW), C16:0 (1.87%
DW), and C18:2ω6 (1.64% DW) were detected in the N-limited group on day 10, whereas
that of EPA (1.68% DW) was detected in the N-replete group on day 4. It is obvious that
the maximum content of EPA in the N-replete group was obtained during the exponential
growth phase, while that of other fatty acids in the N-limited group was achieved at the
end of the culture. Additionally, the N-limitation caused the increase in the contents of
ω6 fatty acids including C18:2ω6, C18:3ω6, C20:3ω6, and ARA. At the end of the culture,
the contents of C18:2ω6, C18:3ω6, C20:3ω6, and ARA in the N-limited group increased
by 197.2% (p < 0.05), 73.8% (p < 0.05) and 53.4% (p < 0.05), respectively, compared to those
in the N-replete group. In contrast, the N-limitation caused the content of ω3 fatty acids,
including C18:3ω3 and EPA, to significantly decrease.
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Figure 3. Change in fatty acids content of Porphyridium cruentum CCALA 415 as a function of
time: (a) C16:0; (b) C16:1; (c) C18:0; (d) C18:1; (e) C18:2ω6; (f) C18:3ω3; (g) C18:3ω6; (h) C20:3ω6;
(i) C20:4ω6; and (j) C20:5ω3 under N-limited and N-replete conditions. The values shown are the
averages of three biological replicates and three technical replicates ± standard deviation (n = 9).
DW: dry weight; NR: nitrogen repletion; NL: nitrogen limitation.

2.4. Profiles of Glycerolipids in P. cruentum CCALA 415

A total of 217 glycerolipid molecular species were identified in P. cruentum CCALA 415,
which included 29 MGDG, 22 DGDG, 15 sulfoquinovosyldiacylglycerol (SQDG), 8 phos-
phatidic acid (PA), 27 PC, 14 phosphatidylethanolamine (PE), 16 phosphatidylglycerol (PG),
4 phosphatidylinositol (PI), 3 phosphatidylserine (PS), 4 monoglyceride (MAG), 21 DAG,
53 TAG and 1 free fatty acid (FA).

By summing the normalized intensities of glyceride molecule species, the abundance
of different glyceride molecules can be investigated (Figure 4). The most abundant glyc-
erolipids were MGDG, PC, and TAG. For the membrane lipids, the content of prokaryotic
membrane lipids (MGDG, SQDG, and PG) increased, while that of eukaryotic membrane
lipids (PC and PE) decreased in response to N-limitation. For storage lipids, the N-limitation
caused the content of TAG to increase, while the N-limitation caused the content of FA,
MAG, and DAG to decrease (Figure 4).

The top 20 high-proportion glycolipids, neutral lipids, and phospholipids are listed
in Figure 5. The glycerolipid species with the highest abundance were MGDG(C16:0/C20:5),
DGDG(C16:0/C20:5), SQDG(C16:0/18:2), TAG(C16:0/C16:0/C20:3), MAG(C16:0),
DAG(C16:0/C18:2), PC(C16:0/C20:4), PE(C16:0/C20:4), PG(C16:1/C20:5), and FA(C20:4).
ARA and EPA were also detected in prokaryotic membrane lipids, such as MGDG, DGDG,
SQDG, and PG. The eukaryotic membrane lipids with prokaryotic carbon skeletons were
detected in PE(C16:0/C16:0) and PC(C16:0/C16:0). In addition, the prokaryotic membrane
lipids with eukaryotic carbon skeletons were detected in PG(C18:1/C18:1), MGDG(C18:2/
C20:4), and MGDG(C20:5/C20:5). The presence of MGDG(C16:0/C20:5) and MGDG(C20:5/
C20:5) indicated that the DAG that synthesizes them might come from the inside and out-
side of the chloroplast, respectively. Under the N-limited condition, the abundance of
MGDG(C16:0/C20:5) and DGDG(C16:0/C20:5) decreased, while that of TAG(C16:0/C16:0/
C20:3) and PC(C16:0/C20:4) increased.
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Figure 4. Profiles of free fatty acids and glycerolipids in Porphyridium cruentum CCALA 415. The
symbol (*) denotes significant differences among the abundance of glycerolipids under N-limited and
N-replete conditions. FA: free fatty acid; MAG: monoglyceride; DAG: diglyceride; TAG: triacylglyc-
erol; MGDG: monogalactosyldiaclyglycerol; DGDG: digalactosyldiaclyglycerol; SQDG: sulfoquinovo-
syldiacylglycerol; PA: phosphatidic acid; PC: phosphatidylcholine; PE: phosphatidylethanolamine;
PG: phosphatidylglycerol; PI: phosphatidylinositol; PS: phosphatidylserine.
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Figure 5. The abundance of glycolipids (a), neutral lipids (b), and phospholipids (c) under N-
limited and N-replete conditions. FA: free fatty acid; MAG: monoglyceride; DAG: diglyceride;
TAG: triacylglycerol; MGDG: monogalactosyldiaclyglycerol; DGDG: digalactosyldiaclyglycerol;
SQDG: sulfoquinovosyldiacylglycerol; PA: phosphatidic acid; PC: phosphatidylcholine; PE: phos-
phatidylethanolamine; PG: phosphatidylglycerol.

2.5. Proportion of Glycerolipid Species Containing ARA and EPA

As shown in Figure 6, ARA was detected in MGDG, DGDG, SQDG, PC, PE, PG, PI,
PS, MAG, DAG, and TAG. It was most abundant in PC followed by TAG. In response to
N-limitation, the proportion of glycerolipid species containing ARA increased from 30.4%
to 50.6% for PC and from 15.1% to 17.7% for TAG. However, the proportion of glycerolipid
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species containing ARA decreased from 14.4% to 5.9% for MGDG and from 6.4% to 3.7%
for DGDG.
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Figure 6. Proportion of glycerolipid species containing ARA and EPA under N-limited and N-
replete conditions. DAG: diacyl glycerol; TAG: triacylglycerol; PE: phosphatidylethanolamine;
PS: phosphatidylserines; PG: phosphatidylglycerol; PC: phosphatidylcholine.

Similarly, EPA was detected in MGDG, DGDG, SQDG, PC, PE, PG, PI, PS, MAG,
DAG, and TAG. It was most abundant in MGDG, followed by DGDG and SQDG. Under
N-limited conditions, the proportion of glycerolipid species containing EPA decreased from
60.1% to 55.4% for MGDG, from 12.6% to 10.3% for DGDG, and from 7.6% to 6.8% for
SQDG. In contrast, the proportion of glycerolipid species containing EPA increased from
5.8% to 7.8% for PC.

2.6. Transcriptome Analysis

The G+C contents were 58.58% and 57.77% for the N-replete group and N-limited
group, respectively (Supplementary Table S1). By comparing the clean data with the refer-
ence genome of Porphyridium purpureum in the NCBI database (GCA_008690995.1), total
mapped rates for the N-replete group and N-limited group were calculated: 93.44% and
92.20%, respectively (Supplementary Table S1). A total of 9898 unigenes were successfully
annotated using the NR, Swiss-Prot, Pfam, GO, KEGG, and COG databases (Supplemen-
tary Table S2). The differentially expressed genes from CCALA 415 were identified by
comparing the acquired information to available TPM data. In total, 1000 genes in the
N-limited condition were up-regulated and 1127 genes were down-regulated compared to
the N-replete condition (Supplementary Figure S1).

As shown in Figure 7, monogalactosyldiacylglycerol synthase (MGD) and digalacto-
syldiacylglycerol synthase (DGD) are key enzymes for the synthesis of MGDG and DGDG.
Under the N-limited condition, the expression levels of MGD and DGD were decreased
by 50.5% and 72.3%, respectively, whereas those of UDP-sulfoquinovose synthase (SQD1)
and sulfoquinovosyl transferase (SQD2), enzymes involved in the synthesis of SQDG, were
reduced by 20.6% and 41.0%, respectively. The expression levels of key enzymes in the
Kennedy pathway involved in TAG synthesis, including glycerol-3-phosphate acyltrans-
ferase (GPAT), 1-acyl-sn-glycerol-3-phosphate acyltransferase (AGPAT), phospholipid phos-
phatase (PLPP), and diacylglycerol acyltransferase (DGAT), were increased by 42.6%, 60.7%,
394.0%, and 40.0%, respectively. DAG synthesized in the Kennedy pathway is an important
precursor for the synthesis of PC, PE, and PS. Choline/ethanolaminephosphotransferase
(CEPT1) is involved in the conversion of DAG to PC and PE, and CDP-diacylglycerol-serine
O-phosphatidyltransferase (PTDSS) is involved in the synthesis of PS from PC. Under
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N-limited conditions, the expression levels of CEPT1 and PTDSS were up-regulated by
65.8% and 35.2%, respectively. The expression level of the phosphatidate cytidylyltrans-
ferase (CDS1) gene, which encodes an enzyme participating in the conversion of PA to
CDP-DAG, an important substance for the synthesis of PI and PG, was reduced by 73.2%.
The expression of phospholipid diacylglycerol acyltransferase (PDAT), which is responsible
for the conversion of phospholipids to TAG, was down-regulated by 71.5%. The expres-
sion of gene-encoding phospholipase A1 (PLA1), which is involved in the hydrolysis of
glycolipids to fatty acyl-CoA, was down-regulated by 79.7%. The expression level of the
triacylglycerol lipase (TGL4) gene, which encodes an enzyme responsible for hydrolyzing
glycerolipids to fatty acyl-CoA, was reduced by 72.2% under N-limited conditions. The
expression level of gene-encoding phospholipase A2 (PLA2), an important enzyme that
hydrolyzes phospholipids to fatty acyl-CoA, was increased by 26.1%.
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Figure 7. Expression dynamics of the genes involved in glycerolipid biosynthesis under N-
limited and N-replete conditions. MGD: monogalactosyldiacylglycerol synthase; DGD: di-
galactosyldiacylglycerol synthase; SQD1: UDP-sulfoquinovose synthase; SQD2: sulfoquinovo-
syl transferase; GPAT: glycerol-3-phosphate acyltransferase; AGPAT: 1-acyl-sn-glycerol-3-
phosphate acyltransferase; PLPP: phospholipid phosphatase; DGAT: diacylglycerol acyltrans-
ferase; CEPT1: choline/ethanolaminephosphotransferase; PTDSS: CDP-diacylglycerol-serine O-
phosphatidyltransferase; CDS1: phosphatidate cytidylyltransferase; PDAT: phospholipid diacylglyc-
erol acyltransferase; PLA1: phospholipase A1; TGL4: triacylglycerol lipase; PLA2: phospholipase A2.

As shown in Figure 8, the expression level of gene-encoding acetyl-CoA carboxylase
(ACACA), a key enzyme in de novo fatty acid synthesis responsible for catalyzing acetyl-
CoA to malonyl-CoA, was down-regulated by 62.6% under N-limited conditions. There are
four key genes involved in de novo fatty acid synthesis, i.e., FabF, FabZ, FabI, and FabG. The
expression levels of FabZ and FabI were reduced by 54.0% and 69.1%, respectively, while
those of FabF and FabG were increased by 101% and 121%, respectively. Under N-limited
conditions, the level of fatty acyl-CoA synthetase (ACSL), an enzyme catalyzing fatty acid
ACP to fatty acid CoA, was decreased by 28.2%. Additionally, under N-limited conditions,
the expression levels of the ∆9FAD gene, which encodes an enzyme catalyzing C18:0 to
C18:1, and the ∆12FAD gene, which encodes an enzyme catalyzing C18:1 to C18:2ω6, were
increased by 26.3% and 34.8%, respectively. ∆15FAD, which is the first key enzyme in the
ω3 fatty acid pathway, catalyzes the synthesis of C18:3ω3 from C18:2ω6. The expression
of the ∆15FAD gene was down-regulated by 25.7%. The gene expression levels of ∆5FAD
and ∆6FAD were increased by 33.3% and 68.9%, respectively. The expression level of genes
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encoding long-chain fatty acid chain elongases, including 3-ketoacyl-CoA synthase (KCS),
elongation of fatty acid protein (ELO), very-long-chain 3-oxoacyl-CoA reductase (KAR),
and very-long-chain (3R)-3-hydroxyacyl-CoA dehydratase (HACD), were up-regulated to
varying degrees. In addition, a special gene that catalyzes the desaturation of C20 fatty
acids had a particularly high expression level. The expression level of this gene under
N-replete conditions was 3.21 times higher than that under N-limited conditions (p < 0.05).
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Figure 8. Expression dynamics of the genes involved in fatty acid biosynthesis under N-limited
and N-replete conditions. Acetyl-CoA carboxylase (ACACA); fatty acyl-CoA synthetase (ACSL); 3-
ketoacyl-CoA synthase (KCS); elongation of fatty acid protein (ELO); very-long-chain 3-oxoacyl-CoA
reductase (KAR); very-long-chain (3R)-3-hydroxyacyl-CoA dehydratase (HACD).

3. Discussion

Nitrogen, one of the essential elements for microalgae growth, participates in the
synthesis of photosynthetic pigments, key enzymes, proteins, DNA, ATP, and membrane
lipids [22]. In the present study, nitrogen limitation significantly inhibited cell division,
which is consistent with the results reported in Huerlimann et al. (2014) [23]. Compared
with that in the N-replete group (nitrate concentration = 1.00 g L−1), P. purpureum CoE1
in the N-limited group (nitrate concentration = 0.25 g L−1) had a slower growth rate and
a more quickly ended exponential growth phase [24]. In addition, the change in color of
the culture was mainly caused by the degradation of nitrogen-containing phycoerythrin
(Figure 1c). A large number of polysaccharide particles were observed in the algal cells,
with only a small amount of oil bodies (Figure 1d), which indicates that the main storage
carbon in P. cruentum CCALA 415 was in the form of intracellular polysaccharide rather
than triacylglycerol. This finding is consistent with a previous study, in which Floridean
starch was found to be used as a storage carbon by most red algae [25].

Nitrogen limitation can promote the accumulation of storage lipids in oleaginous
microalgae, such as Nannochloropsis [26], Chlorella [27], and Eustigmatos [12]. Microalgae
with a total lipid content of more than 30% DW are defined as oleaginous microalgae. In
the present study, the maximum total lipid content in P. cruentum CCALA 415 was only
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11.01% DW, and the membrane lipids accounted for almost 50% of the total lipids (Figure 2);
thus, P. cruentum CCALA 415 cannot be classified as an oleaginous microalga. Under
N-limited conditions, the storage lipid content in P. cruentum CCALA 415 significantly
increased, whereas the membrane lipid content significantly decreased (Figure 2). Similar
trends have also been observed in N. oceanica [21] and Eustigmatos vischeri [12]. The content
of membrane lipids in E. vischeri JHsu-01 grown in N-limited conditions (3.5 mmol L−1

NaNO3) significantly decreased from 9.2% to 4.5% DW. In contrast, the content of storage
lipids in E. vischeri JHsu-01 grown in N-limited conditions (3.5 mmol L−1 NaNO3) reached
47.9% DW, which was 12.1% higher than that of the N-replete group (35.8% DW) [12].
The TAG content in N. oceanica increased from 0.4% to 31.1% DW after 7 days of culture.
However, the membrane lipid content decreased by 30% [21]. In our study, the increase
in the number of intracellular oil bodies and the destruction of the thylakoid structure
also proved that N-limitation can enhance the accumulation of storage lipids and the
decomposition of membrane lipids (Figure 1b,d).

ARA, C16:0, EPA, and C18:2ω6 were found to be the main fatty acids in P. cruentum
CCALA 415, which is consistent with the findings in most previous reports [3,28–31].
However, there were some differences in other fatty acids with low contents. Shiran et al.
found C16:3, C20:2ω6, and C20:4ω3 in P. purpureum [29]. Cohen et al. detected C18:4ω3
and C20:3ω3 in P. cruentum [30]. Huang et al. identified C14:0, C20:1, and C20:2ω6, but
not C18:3ω6, in P. purpureum [31]. These differences might be related to Porphyridium
species, culture conditions, and fatty acid determination methods. In the present study, the
contents of ARA and EPA were 1.14–2.46% DW and 0.49–1.67% DW, respectively (Figure 3).
Huang et al. reported that the contents of ARA and EPA in P. purpureum were 1.18% DW
and 1.84% DW, respectively [31], whereas Jiao et al. reported that the contents were 1.5%
DW and 0.7% DW, respectively [32]. In P. cruentum CCALA 415, all the fatty acids in the
ω6 fatty acid pathway were detected, but two fatty acids (C18:4ω3 and C20:4ω3) in the
ω3 fatty acid pathway were not detected (Figure 3). Other than the studies by Shiran et al.
and Khozin et al., there are no other reports on the presence of the above two fatty acids in
Porphyridium [3,29]. These two fatty acids have also not been detected in EPA-producing
microalgae, such as N. oceanica [18], P. tricornutum [33] and Parietochloris incise [17]. There
are two possible reasons for this result: (1) the microalgae may not synthesize C18:4ω3
and C20:4ω3; and (2) their contents are lower than the detectable levels. Based on the
current results, we cannot draw a conclusion. In the following sections, we make reasonable
assumptions in conjunction with transcriptome data.

N-limitation promoted the synthesis of ω6 fatty acids (C18:2ω6, C18:3ω6, C20:3ω6,
and ARA), while it inhibited the synthesis of ω3 fatty acids (C18:3ω3 and EPA) (Figure 3).
Similar results have been reported in previous studies. The percentages of EPA in the
total fatty acids in P. purpureum SCS-02 were 16.36% in 3.5 mmol L−1 KNO3 and 28.38%
in 17.6 mmol L−1 KNO3 [34]. The contents of EPA in N. oceanica IMET1 were 2.62% DW
in 2.20 mmol L−1 KNO3 and 1.77% DW in 0.06 mmol L−1 KNO3 [35]. Other observations
have also provided different results. N-limitation caused the ARA and EPA contents in P.
purpureum CoE1 to significantly increase [24]. Nitrogen depletion had no effect on the ARA
content in N. oculata but caused a reduction in the EPA content from 1.9% to 1.6% DW [36].
It has been speculated that the inhibition of EPA production might be related to ∆15FAD.
∆15FAD is the first key rate-limiting enzyme in the ω3 fatty acid synthesis pathway, mainly
localized in the chloroplast membrane; its function is to catalyze the conversion of C18:2ω6
to C18:3ω3 [37]. Under N-limited conditions, the degradation of the chloroplast membrane
led to a decrease in ∆15FAD activity, thereby inhibiting EPA synthesis. However, the
synthesis of ω6 fatty acids requires the participation of ∆6FAD and ∆5FAD, both of which
are localized in the ER membrane instead of the chloroplast membrane.

The lipidomics results show that prokaryotic membrane lipid MGDG had the highest
abundance, followed by eukaryotic membrane lipid PC and storage lipid TAG (Figure 4).
The contents of PC and TAG increased, while that of MGDG decreased, under N-limited
conditions (Figure 4). This is possibly due to the fact that MGDG is synthesized in the
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chloroplast, whereas PC and TAG are synthesized in the ER [8]. Under N-limited conditions,
the high degree of degradation of chloroplasts resulted in the inhibition of MGDG synthesis,
while this had a minor effect on PC and TAG synthesis. Similar results have been reported
in oleaginous microalgae. Under nitrogen deficiency conditions, the TAG content in N.
oceanica IMET1 significantly increases, while the MGDG content decreases [15]. In our study,
EPA was mainly distributed in MGDG (C16:0/C20:5), while ARA was mainly distributed
in PC (C16:0/C20:4) (Figure 6). Carter et al. and Li et al. have shown that the lipid with
a high content in P. purpureum is DGDG (C20:5/C16:0) [38,39], while Shiran et al. and
Khozin et al. have described that the high-content lipid in P. cruentum is MGDG [3,29].
It is likely that different algal species, culture conditions, and lipidome databases led to
these different results. EPA and ARA should be synthesized in the ER, where ∆5FAD and
∆6FAD are localized. Theoretically, there should be more PC and TAG containing EPA,
and DAG containing ARA should also have the same opportunity to be shuttled into the
chloroplast. In addition, there should be a large amount of MGDG molecules containing
ARA. However, the findings show that there was almost no EPA in PC and ARA in MGDG
(Figure 6). Thus, transcriptomics was employed to further analyze these findings to find
possible reasons behind them.

The expression of genes involved in the de novo fatty acid synthesis pathway, includ-
ing ACACA, FabZ, FabI, and ACSL [33], were down-regulated to varying degrees under
N-limited conditions, indicating that the de novo fatty acid synthesis was weakened. The
expression of several genes involved in the de novo fatty acid synthesis pathway is down-
regulated in P. purpureum grown under nitrogen deficiency [26]. It could be speculated
that the degradation of the chloroplast might greatly inhibit fatty acid synthesis by this
pathway, which occurs in the chloroplast. The expressions of the ELOVL, ∆6FAD, and
∆5FAD genes were up-regulated under N-limited conditions, which is consistent with the
findings reported by Ji et al. [40]. However, different observations have also been reported.
The expression of ∆5FAD was up-regulated and was not significantly different from that of
∆6FAD in Isochrysis aff. galbana cultured under nitrogen-deficient conditions [23]. Han et al.
identified a total of seven genes encoding ELOVL in N. oceanica IMET1, and observed that
the expressions of these genes are down-regulated under N-deprivation conditions [15].
Two ∆5FAD gene variants were identified in IMET1. The expression level of one variant
was low under N-replete conditions but was significantly increased 2-fold under N-limited
conditions. Conversely, the other variant had high expression levels under both N-replete
and N-limited conditions. Thus, it could be concluded that the two ∆5FAD variants were
involved in the synthesis of EPA under N-limited and N-replete conditions [15].

∆9FAD is a soluble enzyme localized in the cytoplasm of chloroplasts that mainly
catalyzes the conversion of C18:0 to C18:1ω9 [8]. In the present study, the expression level
of the ∆9FAD gene was significantly enhanced under N-limited conditions. Ji et al. reported
that the expression of ∆9FAD in P. purpureum is up-regulated, which is consistent with
our study [40]. ∆12FAD is the most abundant desaturase that catalyzes the conversion of
C18:1ω9 to C18:2ω6; it is located in both the chloroplast and the ER [8]. The present study
showed that N-limitation enhanced the expression level of ∆12FAD, and this may explain
why the C18:2ω6 content was increased under N-limited conditions. Ji et al. showed that
the expression level of ∆12FAD was also up-regulated in P. purpureum cultured under
nitrogen-deficient conditions [40]. ∆15FAD is a typical membrane protein found in the
chloroplast membrane and ER membrane [8]. The substrates of ∆15FAD are PC in the
ER and all types of glycerides in the chloroplast. In addition, ∆15FAD is the first and
the rate-limiting enzyme in the ω3 fatty acid synthesis pathway [37]. The expression
level of ∆15FAD in P. cruentum CCALA 415 was the lowest among all desaturases, and
this might be the main reason for the low content of C18:3ω3. The expression levels of
∆5FAD and ∆6FAD in P. cruentum CCALA 415 were high. The intermediary metabolic
fatty acids C18:4ω3 and C20:4ω3 were not detected. It is speculated that the low substrate
concentration of C18:3ω3 (substrate) and high enzymatic activities of ∆5FAD and ∆6FAD
might lead to the high conversion of C18:4ω3 and C20:4ω3 within a very short period of
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time, causing them to become undetectable in the study. Ji et al. reported that C18:4ω3 in
the ω3 pathway was not detected, and they believed that the ω3 pathway might not be
present or might play a minor role in P. purpureum [40]. Taken together, we speculate that
the synthesis of ARA and EPA in P. cruentum CCALA 415 was mainly achieved through
the ω6 fatty acid synthesis pathway.

The expressions of GPAT, AGPAT, PLPP, and DGAT, which are genes encoding en-
zymes involved in the Kennedy synthesis pathway of TAG, were up-regulated under
N-limited conditions, indicating that TAG synthesis was enhanced [8]. DGAT has strong
substrate specificity and is the key rate-limiting enzyme for TAG synthesis [18]. Xin et al.
reported two new PUFA-preferring enzymes in N. oceanica that could distinguish between
different PUFAs during TAG synthesis, i.e., NoDGAT2J for linoleic acid and NoDGAT2K
for EPA. There are two isoforms of DGAT, i.e., DGAT1 and DGAT2; they have no apparent
sequence similarity but catalyze the same reaction [18]. Liu et al. obtained DGAT from
the ARA-rich green alga Myrmecia incisais [41]. Compared with other DGAT members,
DGAT2A (rather than DGAT2C) is the main contributor to the incorporation of ARA into
TAG [41]. The expression of TGL4, a gene encoding triacylglycerol lipase, was significantly
down-regulated under N-limited conditions, indicating that the degradation of TAG was
attenuated. PLA1 is a gene encoding galactolipase that catalyzes the degradation of MGDG
and DGDG to fatty acyl-CoA [42]. The generated fatty acyl-CoA can cross the chloroplast
membrane into the cytoplasm to participate in the synthesis of eukaryotic membrane
lipids. The expression of PLA1 was up-regulated under N-limited conditions; thus, the
catabolism of glycolipids was enhanced, in turn causing the transport of fatty acyl-CoA
to the chloroplast to be enhanced. EPA synthesized in the chloroplast by ∆17FAD might
be exported to the ER through this pathway. This might be one of the reasons why EPA
in PC was increased under N-limited conditions. PLA2G is a gene that encodes phos-
pholipase, an enzyme that breaks down phospholipids to fatty acyl-CoA, which is the
main pathway for C18:3ω6 synthesis. C20:3ω6 is generated from C18:3ω6 by the action of
ELOVL and is then used by ∆5FAD to form ARA. The up-regulation of PLA2G, ∆5FAD,
and ∆6FAD expression levels also indicated that ARA synthesis was enhanced. The genes
for synthesizing MGDG, DGDG, and SQDG were down-regulated, while the genes for
synthesizing TAG, PC, PE, and PS were up-regulated. This might be the result of a series of
cellular responses caused by chloroplast degradation, as the synthesis of MGDG, DGDG,
and SQDG occurred in chloroplasts, while the synthesis of TAG, PC, and PE occurred in
the endoplasmic reticulum.

It is speculated that the distribution of ∆17FAD in different cellular compartments
and the low activity of ∆15FAD played a key role in the distribution of EPA in MGDG. The
expression level of ∆15FAD was very low, implying that the majority of EPA synthesized in
P. cruentum CCALA 415 was not created through the ω3 pathway. A large amount of EPA
was more likely derived from the ω6 pathway through the desaturation of ARA by ∆17FAD.
We mapped the hypothetical metabolic network of EPA synthesis in P. cruentum CCALA
415 based on the obtained transcriptomic and lipidomic data in Figure 9. If the ω6 pathway
of EPA in P. cruentum CCALA 415 exists, the following two questions will need to be ad-
dressed: (1) how does extracellular ARA enter the chloroplast? and (2) does ∆17FAD exist
in the chloroplast? To address the first question, we found that the abundance of two types
of DAG, i.e., DAG(C20:4/C18:2) and DAG(C20:4/C16:0), both of which are important cross-
talking molecules between the chloroplast and the ER, were very high. They might act as car-
riers to transport ARA synthesized in the ER into the chloroplast. DAG(C20:4/C18:2) that is
shuttled into the chloroplast is first decomposed into MAG(C20:4), which is then converted
into DAG(C20:4/C16:0). MGDG(C20:4/C16:0) is synthesized from DAG(C20:4/C16:0)
by MGD, and MGDG(C20:5/C16:0) is synthesized by ∆17FAD. In respect of the sec-
ond question, there were two pieces of evidence indicating that ∆17FAD may exist in
the chloroplast. A large amount of PC(C20:4/C16:0), along with a small amount of
PC(C20:5/C16:0), indicated that ∆17FAD was not present in the ER. Similarly, a large
amount of MGDG (C20:5/C16:0) and a small amount of MGDG(C20:4/C16:0) indicated
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that ∆17FAD was present in the chloroplast. MGDG(C20:4/C16:0) might be rapidly con-
verted to MGDG(C20:5/C16:0) by ∆17FAD, causing the abundance of MGDG(C20:4/C16:0)
to be low. ∆17FAD has been identified in many fungi species; it can use the acyl-CoA in
phospholipids as a substrate. Three ω3 desaturases from Pythium aphanidermatum, Phytoph-
thora sojae, and Phytophthora ramorum are only 55% sequence-homologous to the known
∆17FAD in Saprolegnia diclina [16]. Until recently, only Shiran et al. and Khozin et al. had
reported the possible presence of ∆17FAD in P. cruentum [3,29]; however, detailed informa-
tion about the enzyme was not provided in the report. According to our results, we may
conclude that ∆17FAD is present in the chloroplasts and can use glycolipids as substrates.
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4. Materials and Methods
4.1. Algae Species and Cultivation Methods

P. cruentum CCALA 415 was purchased from the Culture Collection of Autotrophic Or-
ganisms in the Czech Republic. P. cruentum CCALA 415 was cultured in a Ø3.0 cm × 60 cm
glass column photobioreactor with ASW medium. Illumination was provided by T8 fluores-
cent lamps (Philips; Suzhou, China) at 200 µmol photons m−2 s−1. The culture temperature
was maintained at 25 ± 1 ◦C. CO2-enriched compressed air (1% CO2 in volume) was
continuously bubbled into the photobioreactor to provide a carbon source. To minimize
bacterial and fungal contamination, all culture vessels and media were autoclaved, and
CO2-enriched compressed air was bubbled into the photobioreactors using a sterile filter
(0.22 µm).

4.2. Experimental Design

P. cruentum CCALA 415 was grown in ASW medium for 7 days. The algal cells
were then collected via centrifugation at 3000 rpm for 5 min and washed 1–2 times with
nitrogen-free ASW medium. The concentrated algal cells were then inoculated into two
nitrogen concentration treatments: (1) 1.5 g L−1 KNO3 (N-replete group); (2) 0.3 g L−1

KNO3 (N-limited group). The initial optical density at the wavelength of 750 nm was
0.50 ± 0.02. Three biological replicates were set for each treatment. On days 0, 2, 4, 6, 8,
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and 10, the cell count was determined and cell morphology was observed; the freeze-dried
biomass was used to determine lipid fractions and fatty acid content. On day 8, the algal
cells were collected for transcriptomic and lipidomic analyses.

4.3. Growth Measurement and Morphological Observation

Cell counts were measured from day 0 to day 10 using an XB-K-25 hematocytometer
(Shanghai Qijing Biochemical Reagent Instrument; Shanghai, China). Each measurement
was performed in triplicate. Optical morphological examination was performed from
day 0 to day 10 under a BX41 light microscope (Olympus; Tokyo, Japan). Cellular ultra-
structure observation was carried out on day 8. The method for specimen preparation for
transmission electronic microscopy was as described by Li et al. [27].

4.4. Determination of Lipid Content

The freeze-dried biomass (100 mg) was used to determinate the contents of membrane
lipids (glycolipids and phospholipids) and storage lipids (neutral lipids). A modified
Khozin–Goldberg method was employed to extract total lipids [43]. Approximately 20 mg
of the extracted total lipids were separated into membrane lipids and neutral lipids using
500 mg of a Cleanert silica gel column (Agela Technologies; Tianjin, China) [12]. Ten
milliliters of chloroform and methanol were used to elute storage lipids and membrane
lipids, respectively. Each lipid fraction was dried under a gentle nitrogen stream and
weighed. Each measurement was performed in triplicate.

4.5. Determination of Fatty Acid Compositions and Contents

The fatty acid compositions and contents were determined using the method previ-
ously described by Xu et al. [12]. The freeze-dried biomass (25 mg) was trans-methylated
with 2% H2SO4 in a methanol:toluene mixture (90:10, v:v) at 80 ◦C for 1.5 h. The contents of
fatty acid methyl esters (FAMEs) were determined using a GC-2014 gas chromatograph
spectrometer with a flame ionization detector (Shimadzu; Kyoto, Japan), equipped with a
30 m fused silica DB-WAX capillary column (Agilent Technologies; Santa Clara, CA, USA).
The temperature of the injection port was maintained at 260 ◦C. The column temperature
was programmed from 140 ◦C to 240 ◦C at 10 ◦C min−1 with a hold of 5 min at 240 ◦C.
High-purity argon was used as the carrier gas at a flow rate of 1.2 mL min−1. Individual
peaks of FAMEs were identified through comparisons of retention times with 37 fatty
acid standards (Nu-Chek-Prep; Elysian, MN, USA). Each measurement was performed
in triplicate.

4.6. Lipidomics Analyses

Approximately 25 mg of freeze-dried biomass was used to extract the crude lipid by
adding 750 µL chloroform/methanol solution (2:1, −20 ◦C) with 100 mg glass beads to a
2 mL centrifuge tube. The centrifuge tube was immersed in liquid nitrogen for freezing and
then was taken out at room temperature for thawing. The centrifuge tube was installed in
a SCIENTZ-48 bead homogenizer (Huakeda; Wuhan, China) for 2 min at 70 Hz. The above
steps were repeated twice. An amount of 0.19 mL ddH2O was added to the centrifuge
tube and vortexed for 30 s. The extract was centrifuged at 12,000 rpm for 5 min at room
temperature and 300 µL lower-layer fluid was transferred to a new centrifuge tube. A total
of 500 µL of chloroform/methanol solution (2:1, −20 ◦C) was added to the new centrifuge
tube and vortexed for 30 s. The extract was then centrifuged at 12,000 rpm for 5 min at
room temperature, and 400 µL lower-layer fluid was transferred to the same centrifuge tube
as above. The crude lipid extract was concentrated in a vacuum and dissolved with 200 µL
isopropanol. The separation of lipid fractions was conducted on an Ultimate 3000 high-
performance liquid chromatography (HPLC) system (Thermo Fisher, Dreieich, Germany)
equipped with an ACQUITY UPLC® BEH C18 column (100 mm × 2.1 mm, 1.7 µm). The
gradient elution procedure of HPLC for the separation of lipid fractions and the mass
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spectrometry parameters were as described by Li et al. [39]. The lipidomic analyses were
performed in duplicate for each nitrogen condition.

4.7. Transcriptome Analyses

Microalgae cells were collected on day 8 (mid-logarithmic growth phase) for transcrip-
tome determination under N-limited and N-replete conditions via centrifugation (8000× g
at 25 ◦C for 5 min) and stored at −80 ◦C. RNA extraction, cDNA library construction, and
sequencing were carried out according to the method described by Xu et al. [12]. The data
were arranged by removing linker sequences and low-quality reads from raw data and
assembled using short-read assembly software (Trinity Version v2.8.5). All unigenes were
annotated using BLAST with a cutoff E-value of 10−5. The data were then compared to NR,
NT, Swiss-Prot, KEGG, COG, and GO databases to analyze the most descriptive annotation
of each sequence. The transcripts per million (TPM) method was applied to calculate the
expression of unigenes. A false discovery rate of <0.001 and log2 (fold change) of ≥±1
were set as the thresholds to determine the significance of gene expression differences.

4.8. Statistical Analysis

Student’s t-test was used to compare the cell counts, lipid contents, and fatty acid
contents between two data points (N-replete and N-limited conditions, n = 9). If Student’s
t-test resulted in p < 0.05, the difference was interpreted as being significant. For lipidomic
analyses, a multivariate analysis was performed to compare the two groups using principal
component analysis (PCA), partial least-squares discriminant analysis (PLS-DA), and
orthogonal partial least-squares discriminant analysis (OPLS-DA).

5. Conclusions

MGDG (C16:0/C20:5) and PC (C16:0/C20:4) were found to be the main glycerolipid
molecules in P. cruentum CCALA 415, while ARA was mainly distributed in PC, and
EPA was mainly distributed in MGDG. Additionally, N-limitation has an impact on the
distribution of ARA and EPA in different glycerolipid molecules. Only a small proportion of
EPA was synthesized through the ω3 pathway, while the majority of EPA was synthesized
through the ω6 pathway. This observation suggests that ARA synthesized in the ER was
likely shuttled into the chloroplast by DAG and was converted into EPA by ∆17FAD.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/md22020082/s1. Figure S1: Statistics of differentially expressed
genes in Porphyridium cruentum CCALA 415 under N-limited and N-replete conditions. Table S1: Sum-
mary of output statistics by Illumina sequencing. Table S2: The annotation statistics of unigenes in
Porphyridium cruentum CCALA 415.

Author Contributions: Conceptualization, T.L. and J.X.; methodology, C.L. and W.W.; formal analysis,
T.L. and J.X.; investigation, C.L., W.W. and H.W. (Hualian Wu); data curation, T.L. and C.L.; writing—
original draft preparation, T.L. and J.X.; writing—review and editing, T.L., J.X., H.W. (Hualian Wu),
H.W. (Houbo Wu) and W.X.; supervision, W.X.; project administration, H.W. (Houbo Wu); funding
acquisition, W.X. and J.X. All authors have read and agreed to the published version of the manuscript.

Funding: This research was funded by the Guangdong Basic and Applied Basic Research Foundation,
grant numbers 2023A1515012391 and 2022A1515140025; and the Marine Economic Development
Project, grant number GDNRC [2023] 38.

Institutional Review Board Statement: The study did not involve humans or animals.

Data Availability Statement: The data presented in this study are available from the corresponding
author upon request.

Conflicts of Interest: The authors declare no conflicts of interest.

https://www.mdpi.com/article/10.3390/md22020082/s1
https://www.mdpi.com/article/10.3390/md22020082/s1


Mar. Drugs 2024, 22, 82 16 of 17

References
1. Pereira, H.; Barreira, L.; Figueiredo, F.; Custódio, L.; Vizetto-Duarte, C.; Polo, C.; Rešek, E.; Engelen, A.; Varela, J. Polyunsaturated

Fatty Acids of Marine Macroalgae: Potential for Nutritional and Pharmaceutical Applications. Marine Drugs 2012, 10, 1920–1935.
[CrossRef]

2. Matos, A.P.; Feller, R.; Moecke, E.H.S.; de Oliveira, J.V.; Furigo, A.; Derner, R.B.; Sant’Anna, E.S. Chemical Characterization of Six
Microalgae with Potential Utility for Food Application. J. Am. Oil Chem. Soc. 2016, 93, 963–972. [CrossRef]

3. Khozin, I.; Adlerstein, D.; Bigongo, C.; Heimer, Y.M.; Cohen, Z. Elucidation of the Biosynthesis of Eicosapentaenoic Acid in the
Microalga Porphyridium cruentum 2. Studies with Radiolabeled Precursors. Plant Physiol. 1997, 114, 223–230. [CrossRef]

4. Khozin, I.; Yu, H.Z.; Adlerstein, D.; Bigogno, C.; Cohen, Z. Triacylglycerols Participate in the Eukaryotic Pathway of PUFAs
Biosynthesis in the Red Microalga Porphyridium cruentum. In Physiology, Biochemistry and Molecular Biology of Plant Lipids; Springer:
Dordrecht, The Netherlands, 1997; pp. 90–92. [CrossRef]

5. Khozin-Goldberg, I.; Iskandarov, U.; Cohen, Z. LC-PUFA from Photosynthetic Microalgae: Occurrence, Biosynthesis, and
Prospects in Biotechnology. Appl. Microbiol. Biotechnol. 2011, 91, 905–915. [CrossRef] [PubMed]

6. Iskandarov, U.; Khozin-Goldberg, I.; Cohen, Z. Identification and Characterization of ∆12, ∆6, and ∆5 Desaturases from the Green
Microalga Parietochloris incisa. Lipids 2010, 45, 519–530. [CrossRef]

7. Peng, K.T.; Zheng, C.N.; Xue, J.; Chen, X.Y.; Yang, W.D.; Liu, J.S.; Bai, W.B.; Li, H.Y. Delta 5 Fatty Acid Desaturase Upregulates
the Synthesis of Polyunsaturated Fatty Acids in the Marine Diatom Phaeodactylum tricornutum. J. Agric. Food Chem. 2014, 62,
8773–8776. [CrossRef]

8. Guschina, I.A.; Harwood, J.L. Lipids and Lipid Metabolism in Eukaryotic Algae. Prog. Lipid Res. 2006, 45, 160–186. [CrossRef]
9. Khozin-Goldberg, I. Lipid Metabolism in Microalgae. In The Physiology of Microalgae; Springer International Publishing: Cham,

Switzerland, 2016; pp. 413–484. [CrossRef]
10. Reis, A.; Gouveia, L.; Veloso, V.; Fernandes, H.L.; Empis, J.A.; Novais, J.M. Eicosapentaenoic Acid-Rich Biomass Production by

the Microalga Phaeodactylum tricornutum in a Continuous-Flow Reactor. Bioresour. Technol. 1996, 55, 83–88. [CrossRef]
11. Yao, L.; Gerde, J.A.; Lee, S.-L.; Wang, T.; Harrata, K.A. Microalgae Lipid Characterization. J. Agric. Food Chem. 2015, 63, 1773–1787.

[CrossRef]
12. Xu, J.; Li, T.; Li, C.; Zhu, S.; Wang, Z.; Zeng, E.Y. Lipid Accumulation and Eicosapentaenoic Acid Distribution in Response to

Nitrogen Limitation in Microalga Eustigmatos vischeri JHsu-01 (Eustigmatophyceae). Algal Res. 2020, 48, 101910. [CrossRef]
13. Shi, Y.; Liu, M.; Pan, Y.; Hu, H.; Liu, J. ∆6 Fatty Acid Elongase is Involved in Eicosapentaenoic Acid Biosynthesis via the Ω6

Pathway in the Marine Alga Nannochloropsis oceanica. J. Agric. Food Chem. 2021, 69, 9837–9848. [CrossRef]
14. Martin, G.J.O.; Hill, D.R.A.; Olmstead, I.L.D.; Bergamin, A.; Shears, M.J.; Dias, D.A.; Kentish, S.E.; Scales, P.J.; Botte, C.Y.; Callahan,

D.L. Lipid Profile Remodeling in Response to Nitrogen Deprivation in the Microalgae Chlorella sp. (Trebouxiophyceae) and
Nannochloropsis sp. (Eustigmatophyceae). PLoS ONE 2014, 9, e103389. [CrossRef]

15. Han, D.X.; Jia, J.; Li, J.; Sommerfeld, M.; Xu, J.; Hu, Q. Metabolic Remodeling of Membrane Glycerolipids in the Microalga
Nannochloropsis oceanica under Nitrogen Deprivation. Front. Mar. Sci. 2017, 4, 242. [CrossRef]

16. Xue, Z.; He, H.; Hollerbach, D.; Macool, D.J.; Yadav, N.S.; Zhang, H.; Szostek, B.; Zhu, Q. Identification and Characterization of
New ∆-17 Fatty Acid Desaturases. Appl. Microbiol. Biotechnol. 2013, 97, 1973–1985. [CrossRef] [PubMed]

17. Bigogno, C.; Khozin-Goldberg, I.; Adlerstein, D.; Cohen, Z. Biosynthesis of Arachidonic Acid in the Oleaginous Microalga
Parietochloris incisa (Chlorophyceae): Radiolabeling Studies. Lipids 2002, 37, 209–216. [CrossRef]

18. Xin, Y.; Shen, C.; She, Y.T.; Chen, H.; Wang, C.; Wei, L.; Yoon, K.; Han, D.X.; Hu, Q.; Xu, J. Biosynthesis of Triacylglycerol Molecules
with a Tailored PUFA Profile in Industrial Microalgae. Mol. Plant 2019, 12, 474–488. [CrossRef] [PubMed]

19. Taylor, J.; King, R.D.; Altmann, T.; Fiehn, O. Application of Metabolomics to Plant Genotype Discrimination using Statistics and
Machine Learning. Bioinformatics 2002, 18, 241–248. [CrossRef]

20. Samburova, V.; Lemos, M.S.; Hiibel, S.; Kent Hoekman, S.; Cushman, J.C.; Zielinska, B. Analysis of Triacylglycerols and Free
Fatty Acids in Algae Using Ultra-Performance Liquid Chromatography Mass Spectrometry. J. Am. Oil Chem. Soc. 2013, 90, 53–64.
[CrossRef]

21. Meng, Y.Y.; Cao, X.P.; Yang, M.; Liu, J.; Yao, C.H.; Xue, S. Glycerolipid Remodeling Triggered by Phosphorous Starvation and
Recovery in Nannochloropsis oceanica. Algal Res. 2019, 39, 101451. [CrossRef]

22. Markou, G.; Angelidaki, I.; Georgakakis, D. Microalgal Carbohydrates: An Overview of the factors Influencing Carbohydrates
Production, and of Main Bioconversion Technologies for Production of Biofuels. Appl. Microbiol. Biotechnol. 2012, 96, 631–645.
[CrossRef] [PubMed]

23. Huerlimann, R.; Steinig, E.J.; Loxton, H.; Zenger, K.R.; Jerry, D.R.; Heimann, K. Effects of Growth Phase and Nitrogen Starvation
on Expression of Fatty Acid Desaturases and Fatty Acid Composition of Isochrysis aff. galbana (TISO). Gene 2014, 545, 36–44.
[CrossRef]

24. Jiao, K.; Xiao, W.; Shi, X.; Ho, S.-H.; Chang, J.-S.; Ng, I.S.; Tang, X.; Sun, Y.; Zeng, X.; Lin, L. Molecular Mechanism of Arachidonic
Acid Biosynthesis in Porphyridium purpureum Promoted by Nitrogen Limitation. Bioprocess Biosyst. Eng. 2021, 44, 1491–1499.
[CrossRef] [PubMed]

25. Li, S.Y.; Lellouche, J.P.; Shabtai, Y.; Arad, S. Fixed Carbon Partitioning in the Red Microalga Porphyridium sp. (Rhodophyta). J.
Appl. Phycol. 2001, 37, 289–297. [CrossRef]

https://doi.org/10.3390/md10091920
https://doi.org/10.1007/s11746-016-2849-y
https://doi.org/10.1104/pp.114.1.223
https://doi.org/10.1007/978-94-017-2662-7_29
https://doi.org/10.1007/s00253-011-3441-x
https://www.ncbi.nlm.nih.gov/pubmed/21720821
https://doi.org/10.1007/s11745-010-3421-4
https://doi.org/10.1021/jf5031086
https://doi.org/10.1016/j.plipres.2006.01.001
https://doi.org/10.1007/978-3-319-24945-2_18
https://doi.org/10.1016/0960-8524(95)00157-3
https://doi.org/10.1021/jf5050603
https://doi.org/10.1016/j.algal.2020.101910
https://doi.org/10.1021/acs.jafc.1c04192
https://doi.org/10.1371/journal.pone.0103389
https://doi.org/10.3389/fmars.2017.00242
https://doi.org/10.1007/s00253-012-4068-2
https://www.ncbi.nlm.nih.gov/pubmed/22639141
https://doi.org/10.1007/s11745-002-0882-6
https://doi.org/10.1016/j.molp.2018.12.007
https://www.ncbi.nlm.nih.gov/pubmed/30580039
https://doi.org/10.1093/bioinformatics/18.suppl_2.S241
https://doi.org/10.1007/s11746-012-2138-3
https://doi.org/10.1016/j.algal.2019.101451
https://doi.org/10.1007/s00253-012-4398-0
https://www.ncbi.nlm.nih.gov/pubmed/22996277
https://doi.org/10.1016/j.gene.2014.05.009
https://doi.org/10.1007/s00449-021-02533-7
https://www.ncbi.nlm.nih.gov/pubmed/33710454
https://doi.org/10.1046/j.1529-8817.2001.037002289.x


Mar. Drugs 2024, 22, 82 17 of 17

26. Liang, J.B.; Wen, F.; Liu, J.H. Transcriptomic and Lipidomic Analysis of an EPA-Containing Nannochloropsis sp. PJ12 in Response
to Nitrogen Deprivation. Sci. Rep. 2019, 9, 4540. [CrossRef] [PubMed]

27. Li, T.; Xu, J.; Gao, B.Y.; Xiang, W.Z.; Li, A.F.; Zhang, C.W. Morphology, Growth, Biochemical Composition and Photosynthetic
Performance of Chlorella vulgaris (Trebouxiophyceae) under Low and High Nitrogen Supplies. Algal Res. 2016, 16, 481–491.
[CrossRef]

28. Cohen, Z.; Vonshak, A.; Richmond, A. Effect of Environmental-Conditions on Fatty Acid Composition of the Red Alga Porphyrid-
ium cruentum Correlation to Growth Rate. J. Phycol. 1988, 24, 328–332. [CrossRef]

29. Shiran, D.; Khozin, I.; Heimer, Y.M.; Cohen, Z. Biosynthesis of Eicosapentaenoic Acid in the Microalga Porphyridium cruentum 1.
The Use of Externally Supplied Fatty Acids. Lipids 1996, 31, 1277–1282. [CrossRef]

30. Cohen, Z.; Shiran, D.; Khozin, I.; Heimer, Y.M. Fatty Acid Unsaturation in the Red Alga Porphyridium cruentum. Is the Methylene
Interrupted Nature of Polyunsaturated Fatty Acids an Intrinsic Property of the Desaturases? BBA-Lipid Lipid Met. 1997, 1344,
59–64. [CrossRef]

31. Huang, Z.; Zhong, C.; Dai, J.; Li, S.; Zheng, M.; He, Y.; Wang, M.; Chen, B. Simultaneous Enhancement on Renewable Bioactive
Compounds from Porphyridium cruentum via a Novel Two-Stage Cultivation. Algal Res. 2021, 55, 102270. [CrossRef]

32. Jiao, K.; Xiao, W.; Xu, Y.; Zeng, X.; Ho, S.-H.; Laws, E.A.; Lu, Y.; Ling, X.; Shi, T.; Sun, Y.; et al. Using a Trait-Based Approach to
Optimize Mixotrophic Growth of the Red Microalga Porphyridium purpureum towards Fatty Acid Production. Biotechnol. Biofuels
2018, 11, 273. [CrossRef]

33. Breuer, G.; Lamers, P.P.; Martens, D.E.; Draaisma, R.B.; Wijffels, R.H. The Impact of Nitrogen Starvation on the Dynamics of
Triacylglycerol Accumulation in Nine Microalgae Strains. Bioresour. Technol. 2012, 124, 217–226. [CrossRef]

34. Li, T.; Xu, J.; Wu, H.; Jiang, P.; Chen, Z.; Xiang, W. Growth and Biochemical Composition of Porphyridium purpureum SCS-02 under
Different Nitrogen Concentrations. Marine Drugs 2019, 17, 124. [CrossRef]

35. Xiao, Y.; Zhang, J.; Cui, J.; Feng, Y.; Cui, Q. Metabolic Profiles of Nannochloropsis oceanica IMET1 under Nitrogen-Deficiency Stress.
Bioresour. Technol. 2013, 130, 731–738. [CrossRef]

36. Tran, N.-A.T.; Padula, M.P.; Evenhuis, C.R.; Commault, A.S.; Ralph, P.J.; Tamburic, B. Proteomic and Biophysical Analyses Reveal
a Metabolic Shift in Nitrogen Deprived Nannochloropsis oculata. Algal Res. 2016, 19, 1–11. [CrossRef]

37. Buchanan, B.B.; Gruissem, W.; Jones, R.L. Biochemistry and Molecular Biology of Plants; John Wiley & Sons: Hoboken, NJ, USA, 2015.
38. Carter, J.D.; Leblond, J.D. Red (Hot) Algae: Modulation of Mono- and Digalactosyldiacylglycerol-Associated Fatty Acids of

Polysiphonia sp. and Porphyridium sp. in Response to Growth Temperature. Eur. J. Phycol. 2018, 53, 460–470. [CrossRef]
39. Li, T.; Xu, J.; Wang, W.; Chen, Z.; Li, C.; Wu, H.; Wu, H.; Xiang, W. A Novel Three-Step Extraction Strategy for High-Value

Products from Red Algae Porphyridium purpureum. Foods 2021, 10, 2164. [CrossRef] [PubMed]
40. Ji, L.; Li, S.; Chen, C.; Jin, H.; Wu, H.; Fan, J. Physiological and Transcriptome Analysis Elucidates the Metabolic Mechanism of

Versatile Porphyridium purpureum under Nitrogen Deprivation for Exopolysaccharides Accumulation. Bioresour. Bioprocess 2021, 8,
73. [CrossRef]

41. Liu, W.; Sun, Z.; Chen, C.X.; Liu, J.G.; Zhou, Z.G. Novel Insights into Type 2 Diacylglycerol Acyltransferases in Microalga
Myrmecia incisa. J. Appl. Phycol. 2021, 33, 25–35. [CrossRef]

42. Laureano, G.; Figueiredo, J.; Cavaco, A.R.; Duarte, B.; Cacador, I.; Malho, R.; Silva, M.S.; Matos, A.R.; Figueiredo, A. The Interplay
between Membrane Lipids and Phospholipase A family Members in Grapevine Resistance against Plasmopara viticola. Sci. Rep.
2018, 8, 14538. [CrossRef] [PubMed]

43. Khozin-Goldberg, I.; Shrestha, P.; Cohen, Z. Mobilization of Arachidonyl Moieties from Triacylglycerols into Chloroplastic Lipids
following Recovery from Nitrogen Starvation of the Microalga Parietochloris incisa. BBA-Mol. Cell Biol. L. 2005, 1738, 63–71.
[CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1038/s41598-019-41169-2
https://www.ncbi.nlm.nih.gov/pubmed/30872742
https://doi.org/10.1016/j.algal.2016.04.008
https://doi.org/10.1111/j.1529-8817.1988.tb00181.x
https://doi.org/10.1007/BF02587913
https://doi.org/10.1016/S0005-2760(96)00132-4
https://doi.org/10.1016/j.algal.2021.102270
https://doi.org/10.1186/s13068-018-1277-7
https://doi.org/10.1016/j.biortech.2012.08.003
https://doi.org/10.3390/md17020124
https://doi.org/10.1016/j.biortech.2012.11.116
https://doi.org/10.1016/j.algal.2016.07.009
https://doi.org/10.1080/09670262.2018.1469049
https://doi.org/10.3390/foods10092164
https://www.ncbi.nlm.nih.gov/pubmed/34574272
https://doi.org/10.1186/s40643-021-00426-x
https://doi.org/10.1007/s10811-020-02071-x
https://doi.org/10.1038/s41598-018-32559-z
https://www.ncbi.nlm.nih.gov/pubmed/30266912
https://doi.org/10.1016/j.bbalip.2005.09.005

	Introduction 
	Results 
	Growth and Morphological Characteristics of P. cruentum CCALA 415 under N-Limited and N-Replete Conditions 
	Lipid Accumulation of P. cruentum CCALA 415 Cultured under N-Limited and N-Replete Conditions 
	Fatty Acid Content of P. cruentum CCALA 415 Cultured under N-Limited and N-Replete Conditions 
	Profiles of Glycerolipids in P. cruentum CCALA 415 
	Proportion of Glycerolipid Species Containing ARA and EPA 
	Transcriptome Analysis 

	Discussion 
	Materials and Methods 
	Algae Species and Cultivation Methods 
	Experimental Design 
	Growth Measurement and Morphological Observation 
	Determination of Lipid Content 
	Determination of Fatty Acid Compositions and Contents 
	Lipidomics Analyses 
	Transcriptome Analyses 
	Statistical Analysis 

	Conclusions 
	References

