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Abstract: D-lactic acid, a chiral organic acid, can enhance the thermal stability of polylactic acid
plastics. Microorganisms such as the yeast Pichia pastoris, which lack the natural ability to produce or
accumulate high amounts of D-lactic acid, have been metabolically engineered to produce it in high
titers. However, tolerance to D-lactic acid remains a challenge. In this study, we demonstrate that cell
flocculation improves tolerance to D-lactic acid and increases D-lactic acid production in Pichia pastoris.
By incorporating a flocculation gene from Saccharomyces cerevisiae (ScFLO1) into P. pastoris KM71, we
created a strain (KM71-ScFlo1) that demonstrated up to a 1.6-fold improvement in specific growth
rate at high D-lactic acid concentrations. Furthermore, integrating a D-lactate dehydrogenase gene
from Leuconostoc pseudomesenteroides (LpDLDH) into KM71-ScFlo1 resulted in an engineered strain
(KM71-ScFlo1-LpDLDH) that could produce D-lactic acid at a titer of 5.12 & 0.35 g/L in 48 h, a
2.6-fold improvement over the control strain lacking ScFLO1 expression. Transcriptomics analysis of
this strain provided insights into the mechanism of increased tolerance to D-lactic acid, including
the upregulations of genes involved in lactate transport and iron metabolism. Overall, our work
represents an advancement in the efficient microbial production of D-lactic acid by manipulating
yeast flocculation.
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1. Introduction

Petroleum-based routes for the production of platform chemicals and fuels are a large
contributor to global greenhouse gas emissions [1,2]. An alternative approach is to produce
these chemicals using renewable sources. Researchers have made advances in this field,
including in the production of organic acids, bioplastic monomers, higher alcohols, and
fatty alkanes [3-8]. Lactic acid has various applications in industries, such as in food
production and plastic manufacturing [9,10]. In plastic production, lactic acid is used to
make biocompatible and biodegradable poly(lactic acid) (PLA) plastics as a substitute for
non-biodegradable petroleum-based plastics. To create PLA, the lactic acid monomer is
polymerized. The mechanical and thermal properties of the resulting PLA are influenced
by the optical purity of the lactic acid, which can be either the D-form, the L-form, or a
mixture of both [11]. Blending poly-D-lactic acid with poly-L-lactic acid through a process
known as stereocomplexation results in plastics with improved thermal stability [12,13].
The large-scale production of L-lactic acid by major chemical companies using microbes is
well-established [14]. However, limited research exists on the production of D-lactic acid
using microbes, creating a need for a more efficient method of producing this acid.

In nature, bacteria such as those found in the genera Lactobacillus, Sporolactobacillus,
and Leuconostoc are efficient producers of D-lactic acid [10]. For instance, Sporolactobacillus
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inulinus YBS1-5 produced 107.2 g/L of D-lactic acid through fed-batch fermentation using
corncob residue hydrolysates, with a yield of 0.85 g/g glucose [15]. Another example is
Leuconostoc mesenteroides B512, which produced 60.2 g/L of D-lactic acid through shake-flask
fermentation using sugarcane juice, with a yield of 0.51 g/g glucose [16].

In addition to these natural D-lactic acid producers, some industrial hosts without the
natural ability to produce D-lactic acid have been genetically engineered to do so with high
efficiency. One such example is Pichia pastoris (recently reclassified as Komagataella phaffii), a
methylotrophic yeast that has been genetically modified for many years to produce various
industrial enzymes, including phytase, hepatitis B surface antigen, and human serum
albumin [17]. More recently, P. pastoris has been proven to be a highly productive producer
of chemicals such as higher alcohols isobutanol and isopentanol, fragrant terpenoid (+)-
nootkatone, and antioxidant lycopene [18-22]. Furthermore, P. pastoris is an appealing host
for consolidated the bioprocessing of chemicals from biomass because of its efficiency in
expressing biomass-degrading enzymes [23].

In an early study, de Lima and colleagues introduced the gene encoding L-lactate
dehydrogenase from Bos taurus into P. pastoris, resulting in a strain that can produce L-lactic
acid from glycerol at a yield of 0.236 g/g glycerol [24]. To improve the yield, the authors
overexpressed the endogenous lactate transporter (PAS) and the final engineered strain
produced L-lactic acid at a yield of 0.673 g/g glycerol and a titer of almost 30 g/L. More
recently, Yamada and colleagues used P. pastoris’ ability to use methanol as the sole carbon
source to produce D-lactic acid from methanol [25]. Specifically, the authors integrated
multiple copies of the Leuconostoc mesenteroides D-lactate dehydrogenase gene into the
non-transcribed spacer of the ribosomal DNA (rDNA) locus of P. pastoris. This resulted in
a strain that produced D-lactic acid at a titer of 3.48 g/L directly from methanol, which
corresponds to a yield of 0.22 g/g of methanol consumed.

While the mechanisms behind lactic acid tolerance and its impact on lactic acid pro-
duction have been extensively studied in other microorganisms, particularly in the model
yeast S. cerevisiae [26], so far, no study has been reported on organic acid tolerance in
P. pastoris. 1t would be desirable to develop robust P. pastoris strains for efficient lactic
acid production.

In the previous study, yeast cell flocculation was revealed to be associated with
improved stress tolerance. For example, elevated acetic acid tolerance was reported in an
industrial yeast, S. cerevisize SPSC01, when compared to its non-flocculating mutant strain,
where the flocculin gene FLOI was deleted [27]. In another report, flocculation was found
to be related to furfural tolerance [28]. It is of interest whether flocculation also exerts any
effect on the acid tolerance of P. pastoris.

In this study, we seek to investigate the inhibitory effect of high concentrations of
D-lactic acid on the growth of P. pastoris and to enhance the yeast’s tolerance to D-lactic acid
through engineered flocculation. Our ultimate goal was to advance the efficient microbial
production of D-lactic acid.

2. Materials and Methods
2.1. Media, Strains, and Transformation

The yeast strains were constructed from P. pastoris KM71 (Invitrogen), as shown
in Table 1. The plasmids were derived from the pGAPHisKIARS and pGAPHyg vec-
tors [18,29], as well as the commercially available pGAPZ vector (Invitrogen). The primers
used are listed in Table S1. Transformation of yeast was carried out using an electroporator,
as previously described [19]. The electroporation parameters used were 1.5 kV, 25 pF, and
200 Q). The plasmids were digested with the restriction enzyme Avrll prior to electropo-
ration. Transformants were confirmed through colony PCR and DNA sequencing. E. coli
DHb5-alpha, which was used during plasmid construction and propagation, was grown
in Luria-Bertani (LB) medium supplemented with the antibiotics hygromycin (100 ug/L),
ampicillin (100 pg/L) or zeocin (100 pg/L) as necessary. P. pastoris was grown in YPD
medium (10 g/L yeast extract, 20 g/L Bacto Peptone, and 20 g/L glucose) supplemented
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with the antibiotics zeocin (100 pg/L) or hygromycin (200 ug/L) as required. Yeast trans-
formants harboring the HIS4 selectable marker were selected on a yeast minimal medium
(MGY; 0.1 M phosphate buffer pH 6.0, yeast nitrogen base without amino acids (13.6 g/L),
glycerol (20 g/L), D-biotin (0.4 mg/L), and thiamine-hydrochloride (133.3 mg/L)).

Table 1. Engineered strains generated in this study.

Strain Name Overexpressed Genes Description References
KM71 None Laboratory strain Invitrogen
KM?71-ScFlol ScFLOT KM71 overexpressing ScFLOT from This study
S. cerevisiae
KMZ71 overexpressing ScFLO1 from
KM71-ScFlo1-LpDLDH ScFLO1, LyDLDH S. cerevisiae and LpDLDH from Leuconostoc This study
pseudomesenteroides
KM71-LpDLDH LpDLDH KM71 overexpressing LpDLDH from This study
L. pseudomesenteroides

E 2 KM71-LpDLDH overexpressing .
KM71-LpDLDH-PpJEN1 LpDLDH, PpJEN1 endogenous JENT This study

: : ) ) KM71-LpDLDH overexpressing .
KM71-LpDLDH-PpADY2-1 LpDLDH, PpADY2-1 endogenous ADY2-1 This study

: . . : KM71-LpDLDH overexpressing .
KM71-LpDLDH-PpADY2-2 LpDLDH, PpADY2-2 endogenous ADY2-2 This study

i : KM71-LpDLDH overexpressing .
KM71-LpDLDH-PpFeRed LpDLDH, PpFeRed endogenous FeRed This study

i . KM71-LpDLDH overexpressing .
KM71-LpDLDH-PpAcXP LpDLDH, PpAcXP endogenous AcXP This study

} . KM71-LpDLDH overexpressing .
KM71-LpDLDH-PpLAZnXP LpDLDH, PpLAZnXP endogenous LAZnXP This study

E : KM71-LpDLDH overexpressing .
KM71-LpDLDH-PpHAZnXP LpDLDH, PpHAZnXP endogenous HAZnXP This study

i . KM71-LpDLDH overexpressing .
KM71-LpDLDH-PpFPS1 LpDLDH, PpFPS1 endogenous FPST This study

: . KM71-LpDLDH overexpressing .
KM71-LpDLDH-PpFerXP LpDLDH, PpFerXP endogenous FerXP This study

i : KM71-LpDLDH overexpressing .
KM71-LpDLDH-PpSUR1 LpDLDH, PpSUR1 endogenous SURT This study

KM71-LpDLDH overexpressing .

- - +_ +_

KM71-LpDLDH-PpH"-ATPase LpDLDH, PpH"-ATPase endogenous H*-ATPase This study

i . KM71-LpDLDH overexpressing .
KM71-LpDLDH-PpFeO20R LpDLDH, PpFeO20R endogenous FeO20R This study

E . KM71-LpDLDH overexpressing .
KM71-LpDLDH-PpLAFeXp LpDLDH, PpLAFeXP endogenous LAFeXP This study

2.2. Plasmid Construction

The plasmids used in this study were generated from the pGAPZ_A (Thermo Fisher
Scientific, Waltham, MA, USA), pGAPHis4 and pGAPHyg vectors [18]. These plasmids
utilized the constitutive promoter from the glyceraldehyde-3-phosphate dehydrogenase
gene (Pgap). The cloning required to construct the plasmids used in this study was
performed using E. coli DH5«. Polymerase chain reaction (PCR) amplification was carried
out using Phusion High-Fidelity polymerase (Thermo Fisher Scientific) following the
manufacturer’s protocol. Briefly, the PCR was set under conditions of 98 °C for 30 s, a
denaturation at 98 °C for 10 s, an annealing at the primers’ melting temperature (Tr,)
+ 3 °C for 30 s, and an extension at 72 °C for 15 s/kb of the expected PCR product.
PCR was performed for 30 cycles, followed by a final extension at 72 °C for 5 min. The
PCR fragments were then gel-purified using the QIAquick Gel Extraction Kit (Qiagen,
Diisseldorf, Germany). Plasmids were constructed using enzyme ligation or homologous
recombination in yeast, as described below. Enzyme ligation was carried out using T4
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DNA Ligase (Thermo Fisher Scientific) at 22 °C for 1 h followed by heat inactivation of the
enzyme at 65 °C for 10 min.

Plasmid pGAPHis4-ScFlol: The FLO1 gene was amplified from the genomic DNA of
S. cerevisiae S288C using primers Flol-hom-F and Flol-hom-R. The PCR band was purified
and then added to the purified Notl/Apal-digested pGAPHisKIARS fragment to form
pGAPHis4-ScFlo1 via homologous recombination in S. cerevisiae.

Plasmid pGAPHyg-LpDldh: The codon-optimized D-lactate dehydrogenase gene from
Leuconostoc pseudomesenteroides BCC38023 (LyDLDH, GenBank accession number: MW574953)
was obtained from the pUC57-LpDLDH plasmid [2]. The LyDLDH gene was amplified using
primers LpDLDH-F and LpDLDH-R. The purified PCR band was ligated to the Kpnl/Notl
site of pGAP-hyg to yield pGAPHyg-LpDldh.

Plasmid pGAPZ-PpJEN1: The putative lactate transporter PpJEN1 (homolog of
S. cerevisiae [EN1; accession number XM_002492622.1) was amplified from the genomic
DNA of P. pastoris KM71 using primers PpJEN1-F and PpJEN1-R. The purified PCR band
was ligated to the EcoRI/Notl site of the pGAPZ plasmid to yield pGAPZ-PpJenl.

Plasmid pGAPZ-PpADY2-1: The putative acetate transporter PpADY2-1 (homolog of
S. cerevisinze ADY?2; accession number XM_002491529.1) was amplified from the genomic
DNA of P. pastoris KM71 using primers PpADY2-1-F and PpADY2-1-R. The purified PCR
band was ligated to the EcoRI/NotlI site of the pGAPZ plasmid to yield pGAPZ-PpADY2-1.

Plasmid pGAPZ-PpADY?2-2: The putative acetate transporter PpADY2-2 (homolog of S.
cerevisiae ADY2; accession number XM_002489992.1) was amplified from the genomic DNA
of P. pastoris KM71 using primers PpADY2-2-F and PpADY2-2-R. The purified PCR band
was ligated to the EcoRI/NotlI site of the pGAPZ plasmid to yield pGAPZ-PpADY2-2.

Plasmid pGAPZ-PpFPS1: The putative channel-like protein PpFPS1 (homolog of S.
cerevisige FPS1; accession number XM_002494184.1) was amplified from the genomic DNA
of P. pastoris KM71 using primers PpFPS1-F and PpFPS1-R. The purified PCR band was
ligated to the EcoRI/NotlI site of the pGAPZ plasmid to yield pGAPZ-PpFPS1.

Plasmid pGAPZ-PpAcXp: The putative transporter required for normal sporulation
(accession number XM_002491528.1) was amplified from the genomic DNA of P. pastoris
KM71 using primers PpAcXp-F and PpAcXp-R. The purified PCR band was ligated to the
EcoRI/Notl site of the pGAPZ plasmid to yield pGAPZ-PpAcXp.

Plasmid pGAPZ-PpFeRed: The putative ferric reductase (accession number XM_002493603.1)
was amplified from the genomic DNA of P. pastoris KM71 using primers PpFeRed-F and
PpFeRed-R. The purified PCR band was ligated to the EcoRI/Notl site of the pGAPZ plasmid
to yield pGAPZ-PpFeRed.

Plasmid pGAPZ-PpFerXp: The putative Ferrioxamine B transporter (accession number
XM_002492843.1) was amplified from the genomic DNA of P. pastoris KM71 using primers
PpFerXP-F and PpFerXP-R. The purified PCR band was ligated to the EcoRI/NotlI site of
the pGAPZ plasmid to yield pGAPZ-PpFerXP.

Plasmid pGAPZ-PpLAFeXp: The putative low-affinity Fe(II) transporter of the plasma
membrane (accession number XM_002492163.1) was amplified from the genomic DNA of
P. pastoris KM71 using primers PpLAFeXp-F and PpLAFeXp-R. The purified PCR band was
ligated to the EcoRI/NotlI site of the pGAPZ plasmid to yield pGAPZ-PpLAFeXp.

Plasmid pGAPZ-PpFeO20R: The putative Ferro-O2-oxidoreductase (accession number
XM_002491680.1) was amplified from the genomic DNA of P. pastoris KM71 using primers
PpFeO20R-F and PpFeO20R-R. The purified PCR band was ligated to the EcoRI/NotlI site
of the pGAPZ plasmid to yield pGAPZ-PpFeO20R.

Plasmid pGAPZ-PpLAZnXp: The putative low-affinity zinc transporter of the plasma
membrane (accession number XM_002493905.1) was amplified from the genomic DNA of
P. pastoris KM71 using primers PpPLAZnXp-F and PpLAZnXp-R. The purified PCR band
was ligated to the EcoRI/Notl site of the pGAPZ plasmid to yield pGAPZ-PpLAZnXp.

Plasmid pGAPZ-PpH*-ATPase: The putative plasma membrane H*-ATPase (accession
number XM_002489588.1) was amplified from the genomic DNA of P. pastoris KM71 using
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primers PpHATPase-F and PpHATPase-R. The purified PCR band was ligated to the
Xhol/NotlI site of the pGAPZ plasmid to yield pGAPZ-PpH"-ATPase.

Plasmid pGAPZ-PpSUR1: The putative catalytic subunit of a mannosylinositol phosphoryl-
ceramide (MIPC) synthase (homolog of S. cerevisine SUR1; accession number XM_002489517.1)
was amplified from the genomic DNA of P. pastoris KM71 using primers PpSUR1-F and
PpSUR1-R. The purified PCR band was ligated to the EcoRI/Notl site of the pGAPZ plasmid
to yield pGAPZ-PpSURI.

Plasmid pGAPZ-PpHAZnXp: The putative high-affinity zinc transporter of the plasma
membrane (accession number XM_002492699.1) was amplified from the genomic DNA of
P. pastoris KM71 using two sets of primers: PpHAZnXp-up-F and PpHAZnXp-up-R, and
PpHAZnXp-dw-F and PpHAZnXp-dw-R. The two DNA fragments were assembled by
overlap extension PCR (OE-PCR) and ligated to the EcoRI/NotlI site of the pGAPZ plasmid
to yield pGAPZ-PpHAZnXp.

2.3. Quantifying Production of D-Lactic Acid and Other Metabolites

The quantification of D-lactic acid and other metabolites was performed as previously
described, with some modifications [2,30]. The engineered strains were prepared by pre-
culturing 5 mL aliquots in a yeast minimal medium (MGYH; 0.1 M phosphate buffer pH 6.0,
yeast nitrogen base without amino acids (13.6 g/L), glycerol (20 g/L), D-biotin (0.4 mg/L),
thiamine-hydrochloride (133.3 mg/L), and L-histidine (20 mg/L)). The overnight cultures
were used to inoculate 10 mL of the production medium (MGYH-glu; 0.1 M phosphate
buffer pH 6.0, yeast nitrogen base without amino acids (13.6 g/L), glucose (100 g/L), D-
biotin (0.4 mg/L), thiamine-hydrochloride (133.3 mg/L), and L-histidine (20 mg/L)) in
50 mL Corning tubes to reach an ODgg of 0.05. The cultures were incubated at 30 °C and
250 rpm, and samples were taken at 24, 48 and 72 h to measure ODg, D-lactic acid and
extracellular metabolites.

High-performance liquid chromatography (HPLC) was used to measure the amount
of D-lactic acid and other fermentation metabolites, including ethanol, glycerol, pyruvate,
acetate and glucose, as previously described [2,30]. One mL of yeast culture was passed
through a 0.2-micron nylon syringe filter (Filtrex, Bangkok, Thailand). The filtered sample
was analyzed on an Agilent 1100 series HPLC with an Aminex HPX-87H ion-exchange
column (Bio-Rad, Hercules, CA, USA). The parameters for the column were: 7.8 mm
internal diameter, 300 mm length, and 9 um particle size. The analysis was conducted using
a 5 mM solution of H,SO; as solvent with a flow rate of 0.68 mL/min for 30 min, with the
column temperature kept at 60 °C. Metabolites were detected using Agilent 1200 series
DAD and RID detectors. Two sets of HPLC standards were prepared. The first set contained
the organic acids (pyruvate, prepared by using sodium pyruvate (Fluka, Morris Plains, NJ,
USA) and acetate, prepared by using sodium acetate (Merck, Rahway, NJ, USA)), glycerol
(Carlo Erba, Emmendingen, Germany), and ethanol (Supelco, St. Louis, MO, USA), while
the second set contained D-glucose (Milipore, Burlington, MA, USA) and D-lactic acid
(Sigma-Aldrich, St. Louis, MO, USA). All statistical analysis was performed using a two-tail,
unpaired, heteroscedastic Student’s f-test.

2.4. RNA Isolation and Transcriptomics Analysis

The strains were grown overnight in 5 mL aliquots of MGYH medium, then used to
inoculate 10 mL of MGYH medium in 50 mL Corning tubes to reach an initial ODggg of
0.05. The cultures were incubated at 30 °C and 250 rpm. After approximately 21 h, when
the strains reached the mid-exponential phase, a 2 mL sample of each culture was collected,
centrifuged for 5 min at 3000 x g, and washed with 5 mL distilled water. Total RNA was
extracted using the RNeasy Kit (Qiagen), and contaminating genomic DNA was removed
by DNasel digestion (Thermo Fisher Scientific) following the manufacturer’s protocol.
RNA Integrity Numbers (RIN) were obtained using an Agilent 2100 Bioanalyzer (Agilent
Technologies, Santa Clara, CA, USA), and all purified RNA samples had an RIN number
higher than 8.0. RNA samples were kept at —80 °C until transcriptomics analysis. The
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RNA was sequenced by NovogeneAlIT (Tianjin, China) using the Illumina NovaSeq PE150
platform, generating expression libraries of 150 nt read length. To avoid random errors,
triplicate cultures were sampled. Raw PE reads underwent quality control via FASTP
by taking out ambiguous bases (N base) and low-quality sequences (Q score < 20) [31].
The clean reads were mapped against the P. pastoris GS115 genome (GenBank assembly
accession number: GCA_000027005.1) using HISAT?2 [32], and read counts for each gene
were calculated by HTSeg-count using SAM files and genome annotation files as inputs [33].
The number of uniquely mapped reads was then used to calculate each gene’s normalized
expression values. Differentially expressed genes were identified using the DESeq?2 package,
based on raw counts of reads mapping to unique genes [34]. Genes with a fold change >2
and DESeq P_,4j value < 0.05 were considered to be expressed with significant differences
between the control strain (KM71-LpDLDH) and the flocculation strain (KM71-ScFlo1-
LpDLDH). All raw reads were deposited in NCBI with the accession number GSE224837.

2.5. Real-Time PCR

Total RNA was extracted and purified from the samples as described in the above
section. cDNA was generated using RevertAid Reverse Transcriptase (Thermo Fisher
Scientific) and following the manufacturer’s protocol. The relative expression levels of
PpJ]EN1, PpADY2-1, PpADY2-2, PpFeRed, PpAcXP, PpLAZnXp, PPHAZnXP, PpFPS1, PpFerXP,
PpSUR1, PpH*-ATPase, PpFeO20R, PpLAFeXp and LyDLDH were quantified on a CFX96
Touch Real-time PCR Detection System (Biorad) using iQ SYBR Green Kit (Biorad). The
real-time PCR parameters used were as follows: a polymerase activation at 95 °C for 3 min,
a denaturation at 95 °C for 15 s, and an annealing/extension at 60 °C for 30 s, followed by
a plate read. The PCR was performed for 40 cycles, which was followed by a melt curve
analysis by ramping up the temperature from 60 °C to 95 °C at a 0.5 °C increment with
5 s/step. The RT-PCR was performed in triplicate, and the amount of total mRNA in all
samples was normalized using PpACT1, a gene that encodes actin.

3. Results and Discussion
3.1. Expression of the Flocculation Protein Flo1 in P. pastoris Improves D-Lactic Acid Tolerance

The mechanisms behind lactic acid tolerance and how they impact lactic acid pro-
duction have been extensively studied in other microorganisms, particularly in the model
yeast S. cerevisiae [26]. However, little has been reported on the mechanism of organic acid
tolerance in P. pastoris. In this work, we sought to determine whether flocculation can
improve the yeast’s tolerance to lactic acid. Yeast flocculation is a reversible and nonsexual
process by which yeast cells aggregate and form clumps known as flocs [35]. The result
of flocculation is the rapid sedimentation of the flocs from the medium. This property
is desirable in industrial yeasts as it enables easy separation from fermentation mashes,
without the need for expensive equipment [36-39].

Flocculation mechanisms have been extensively studied in S. cerevisiae, but research in
other yeast species is limited [35,40,41]. The process of flocculation involves the interaction
of flocculins, a type of lectin-like protein, with receptors on neighboring cell walls, forming
aggregates [42,43]. Factors such as pH, calcium ions, and organic stress also influence
flocculation. The FLO1, FLOS5, FLO9, FLO10, FLO11, FLONL, FLONS, and Lg-FLO genes
have been identified as contributing to flocculation in S. cerevisiae [44—46]. These genes
confer cell-cell adhesion, with the exception of ScFLO11, which is responsible for substrate
adhesion. Flocculation mechanisms in other yeast species are less well understood, but
also thought to be lectin-based [47-49].

To confer the flocculation phenotype to P. pastoris, we heterologously expressed
the ScFLOI gene cloned from S. cerevisize S288C in P. pastoris using the constitutive
glyceraldehyde-3-phosphate dehydrogenase promoter (Pgap). The resulting strain (KM71-
ScFlol) exhibited a flocculation phenotype when grown in a synthetic defined medium (Fig-
ure ??). We next tested KM71-ScFlo1’s tolerance to lactic acid by growing the strain and the
non-flocculating control strain (KM71) in a medium containing lactic acid at concentrations



J. Fungi 2023, 9, 409

7 of 18

ranging from 0 to 20 g/L (Table S3, Figures 2 and 3). Increasing lactic acid concentrations led
to lower specific growth rates for both the control and flocculation strains. KM71’s specific
growth rates in the rich medium decreased as the concentration of lactic acid in the medium
increased, from 0.1221 4 0.0011 h~! (no lactic acid in the medium) to 0.1119 4 0.0002 h—!
(5 g/L lactic acid) and 0.0825 £ 0.0011 h=1 (10 g/L lactic acid). Likewise, KM71-ScFlo1’s
specific growth rates in the rich medium decreased from 0.1211 & 0.0011 h~! (no lactic
acid) to 0.1108 £ 0.0006 h—! (5 g/L) and 0.0825 + 0.0004 h=1 (10 g/L). While flocculation
did not improve the yeast’s specific growth rates at these concentrations (below 10 g/L)
of lactic acid, it appeared to have shortened the lag phase slightly. The positive effects of
flocculation on yeast’s tolerance to lactic acid became more evident at higher concentrations
(above 10 g/L) of lactic acid, with the biggest improvement in specific growth rate observed
at 16 g/L lactic acid (0.0318 + 0.0004 h~! for KM71-ScFlo1 vs. 0.0195 + 0.0003 h~! for
the control strain, a 1.6-fold improvement). However, once the lactic acid concentration
in the medium reached 18 g/L and above, induced flocculation no longer appeared to be
sufficient to help the strain cope with the stress. This resulted in KM71-ScFlo1’s specific
growth rate dropping to 0.0078 + 0.0003 h~!, a 1.4-fold increase over the control strain’s
value of 0.0057 4- 0.0002 h=!. Overall, our results indicated that flocculation improved
P. pastoris’ tolerance to lactic acid. Moreover, induced flocculation could be a viable strategy
to increase lactic acid production in P. pastoris.

KM71-ScFlo1
KM71 KM71-ScFlo1
crio -LpDLDH
0 min 1 !

2 min

5 min

10 min

15 min

20 min

30 min

Figure 1. The flocculation phenotypes of engineered strains generated in this study. P. pastoris KM71,
KM?71-ScFlo1, and KM71-ScFlo1-LpDLDH were cultivated in MGYH-glu medium overnight at 30 °C
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at 250 rpm. One milliliter aliquots of the overnight cultures were transferred to 1.5 mL glass vials.
The experiments were performed in biological triplicate.

Lactic acid
160 - Strain concentration (g/L)
KM71 0
° KM71 5
140 ° KM71 10
KM71 12 o~ o
,7\120 . KM71 14 .
; KM71 16
g 100 | KM71 18 P sl o)
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E g0l - KM71-ScFlo1 0
=) ~ KM71-ScFlo1 5
E’ 60 | ~ KM71-ScFlo1 10
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8 KM71-ScFlo1 14
D 40 - KM71-ScFlo1 16
KM71-ScFlo1 18
20 - KM71-ScFlo1

T T T T T T T T T T

0 5 10 15 20 25 30 35 40 45
Time (h)

Figure 2. Effects of various lactic acid concentrations in YPD medium (liquid culture) on the growth of
P. pastoris with or without ScFlo1 overexpression. P. pastoris KM71 and KM71-ScFlo1 were cultivated
in YPD medium with different concentrations (0, 5, 10, 12, 14, 16, 18, and 20 g/L) of lactic acid in
a microflower plate. The cells were grown in the BioLector microfermenter (m2p labs) at 30 °C at
1100 rpm with 70% humidity for 48 h. Plates were sealed with porous film to minimize evaporation.
The experiments were performed in biological triplicate.

0.14 -
—O-KM71
012 Bresenne
g --©--KM71-ScFlo1

-1:/ 0.1 - xn\\\\
2
o

0.08 -
< R N
5 %\\\J
e o5,

0.06 - \
- h%
& 0.04 1

[ 8,
0.02 - BN
*[ %~--‘.:::~@
0 ; ;

0.0 25 5.0 75 10.0 12.5 15.0 17.5 20.0
Lactic acid concentration (g/L)

Figure 3. Effects of various lactic acid concentrations in YPD medium (liquid culture) on specific
growth rates of P. pastoris with or without ScFLO1 overexpression. Results are the mean of three bio-
logical replicates (n = 3). Error bars represent the standard deviation from three replicate experiments.
*p <0.05, ** p < 0.01, two-tail, unpaired, heteroscedastic Student’s t-test.
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3.2. Expression of S. cerevisiae Flocculation Protein Flol in P. pastoris Improves D-Lactic
Acid Production

Our study of lactic acid tolerance indicated that induced flocculation could improve
P. pastoris’ tolerance to lactic acid at a specific range of concentrations, and suggested that
flocculation could potentially increase lactic acid production in P. pastoris. To test this
hypothesis, we expressed the D-lactate dehydrogenase enzyme from the natural lactic
acid producer Leuconostoc pseudomesenteroides (LpDLDH) in strain KM71-ScFlol using the
constitutive Pgap promoter (Figure 4). LyDLDH converts pyruvate to D-lactic acid and
has previously been shown to exhibit robust activity in S. cerevisiae [2], but its expression
in P. pastoris had not been demonstrated. The resulting strain KM71-ScFlo1-LpDLDH
produced D-lactic acid at a titer of 5.12 = 0.35 g/L in 48 h (Figure 5). The D-lactic acid
titer decreased to 3.23 £ 0.19 g/L at the 72 h time point, possibly due to the D-lactic acid
being converted back to pyruvate by an endogenous lactate dehydrogenase enzyme, a
phenomenon also observed in engineered D-lactic acid production in other yeast species
such as S. cerevisiae and Kluyveromyces marxianus [2,50]. In comparison, the control strain
overexpressing LyDLDH without the flocculation gene produced D-lactic acid at titers of
1.95 £ 0.18 g/L and 3.20 + 0.33 g/L, at 48 h and 72 h, respectively, and the control strain
KM?71, which lacks LyDLDH expression, did not produce detectable levels of D-lactic acid.

D-glucose

Glycolysis
pathway NADH NAD*

dihydroxy- \ a
glyceraldehyde- ¢«=» acetone glycerol
3-phosphate  Tp| phosphate GPD

NAD*
NADH l CO, NADH NAD*

DLD
D-lactic acid e—2 pyruvate-A) acetaldehyde lgethanol

DLDH l,l PDC ADH
NAD*  NADH

Biomass

Figure 4. Production of D-lactic acid from glucose. The expression of a D-lactate dehydrogenase
(DLDH) enzyme from lactic acid bacteria results in the production of D-lactic acid from pyruvate. By
decreasing the production of ethanol and glycerol and limiting the degradation of D-lactic acid, the
amount and yield of D-lactic acid can be increased. DLDH, lactic acid bacteria D-lactate dehydroge-
nase; DLD, endogenous D-lactate dehydrogenase; ADH, alcohol dehydrogenases; PDC, pyruvate
decarboxylase; TPI, triosephosphate isomerase; and GPD, glycerol-3-phosphate dehydrogenases.

In addition to D-lactic acid production, we also examined the strains” ethanol produc-
tion and glucose consumption. KM71-ScFlo1-LpDLDH produced the highest amounts of
ethanol (10.26 &+ 0.83 g/L compared to 0.88 £ 0.14 g/L and 1.54 £+ 0.56 g/L for KM71-
LpDLDH and KM71, respectively) and was the most efficient at consuming glucose (72.3%
of glucose consumed compared to 31.3% and 39.5% for KM71-LpDLDH and KM71, re-
spectively). The significant accumulation of ethanol observed in KM71-ScFlo1-LpDLDH
is notable since P. pastoris is not considered a Crabtree-positive yeast, and therefore is not
known for ethanol production under high glucose consumption [51,52]. The control strain
KM71 and the strain lacking ScFLO1 expression produced low amounts of ethanol (9-15%
of the amounts observed in KM71-ScFlo1-LpDLDH). The fact that KM71-ScFlo1-LpDLDH
produced large amounts of ethanol indicates that enhanced D-lactic acid production may
have resulted in imbalances in redox cofactors, leading the cells to consume excess NADH
by producing ethanol. To lower ethanol production and enhance D-lactic acid production,
several approaches could be considered, such as decreasing the expression of the pyru-
vate decarboxylase enzyme or increasing the expression of the D-lactate dehydrogenase
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Figure 5. D-lactic acid production in the engineered P. pastoris strains: KM71 (control) (A), KM71-
LpDLDH (B), and KM71-ScFlo1-LpDLDH (C). Values represent the mean of three biological
replicates £ standard deviation (n = 3).

3.3. Transcriptomic Analysis of Engineered Strains

To better understand the mechanism behind the improved tolerance to lactic acid
of the flocculated yeast strain, we performed a comparative transcriptomic analysis of
KM71-ScFlo1-LpDLDH and KM71-LpDLDH. We compared the RNA abundance between
the two yeast strains. Using normalized log-expression values, we identified genes that
displayed significant changes in expression levels. Genes that satisfied a fold change cut-off
of 2 (both positive and negative) and a p-value of less than 0.05 were determined to be
significantly and differentially expressed. A total of 169 differentially expressed genes
were identified, with 77 being upregulated and 92 being downregulated (Figure 6 and
Supplementary File S1).

Next, we investigated the functional significance of the differentially expressed genes
under lactic acid stress. Lactic acid and other weak acids inhibit the growth of microor-
ganisms, and the extent of inhibition depends on the acid’s chemical properties, pH, and
concentration [26,53]. When the pH falls below the pKa of the weak acid, the acid exists
primarily in its undissociated and lipophilic form, which can readily penetrate the cell
membrane. Once inside, the acid dissociates and accumulates as anions in the cytosol, caus-
ing the permeabilization of cellular membranes, the perturbation of membrane proteins, an
influx of ions, and the stimulation of proton imports [54-56]. The accumulation of anions
in the cytosol results in disruption of the electron transport chain, leading to decreased ATP
levels and increased reactive oxygen species levels. Additionally, the perturbation of the
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plasma membrane leads to the influx of protons and intracellular acidification, impacting
cellular processes such as synthesis of nucleic acids and other metabolic processes. Finally,
the weak acid also binds to metal ions in the growth medium, reducing their availability.
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Figure 6. Gene expression heatmap (A) and a volcano plot (B) of D-lactic acid-producing Pichia
pastoris with (DF1-3) or without (D1-3) ScFLO1 overexpression.

Previous studies have shown that S. cerevisiae’s response to weak acids is complex and
varies based on the type of acid, with cell-wall function, protein folding, lipid metabolism,
and multidrug resistance being the consistently affected biological functions [26,57,58]. The
response to weak acids depends on the acid’s lipophilicity, with TPO3 being the only gene
induced in response to all weak acids [57]. This gene codes for a H*-antiporter involved in
multidrug resistance. The response to hydrophilic acids, including lactic acid, is controlled
by the transcription factor Haal and the Haal-regulated genes [55,57,59]. At a low pH,
Haal localizes to the nucleus and activates Haal target genes YGP1, GPGI, and SPI1 [60].
At pH 5 and above, when lactic acid exists mainly in the dissociated form (lactate), the
transcription factor Aftl is upregulated, resulting in the increased expression of genes
involved in S. cerevisiae’s iron metabolism, such as FIT2, ARN1, and ARN2 [61].

Based on previous works on lactic acid tolerance in the yeast S. cerevisiae, we focused
on the upregulation and downregulation of genes involved in transport, iron metabolism,
zinc metabolism, and cell-wall rigidity (Table S2). For transport, these are genes that encode:
(1) a lactate transporter that is a homolog of S. cerevisiae JEN1 (2.26-fold upregulation);
(2) a putative transmembrane protein involved in the export of ammonia (2.18-fold up-
regulation); (3) a hypothetical protein that is a homolog of S. cerevisiae ADY2 (2.49-fold
upregulation); (4) a putative channel-like protein that is a homolog of S. cerevisine FPS1 (2.19-
fold upregulation); (5) an acetate transporter (2.44-fold upregulation); and (6) a plasma
membrane H*-ATPase (2.06-fold upregulation). For iron metabolism, these are genes
that encode: (1) a ferric reductase (6.81-fold upregulation); (2) a Ferro-O2-oxidoreductase
(3.80-fold upregulation); (3) a low-affinity Fe(Il) transporter of the plasma membrane
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(3.85-fold upregulation); and (4) a Ferrioxamine B transporter (7.70-fold upregulation).
For zinc metabolism, these are genes that encode: (1) a high-affinity zinc transporter of
the plasma membrane (27.98-fold upregulation); and (2) a low-affinity zinc transporter of
the plasma membrane (6.31-fold upregulation). Finally, for cell wall rigidity, we found a
probable catalytic subunit of a mannosylinositol phosphorylceramide (MIPC) synthase
(a homolog of S. cerevisine SUR1; 4.09-fold upregulation) and probable monocarboxylate
permease proteins (homologs of the S. cerevisine ESBP6; 4-11-fold repression).

Our results indicate that P. pastoris and S. cerevisiae share many cellular responses
to lactic acid stress, including the upregulation of genes involved in lactate transport
and iron metabolism [26]. In S. cerevisiae, the lactate/H" symporter Jenl is involved
in the transport of lactic acid, as well as other carboxylic acids such as pyruvate and
acetate [62,63]. Previous studies have shown that JENT is highly expressed in S. cerevisiae
cells grown in high concentrations of lactic acid [64,65]. Interestingly, even though Jen1
was initially thought to only transport lactate into the cells, later research suggests it can
also export lactate [66,67]. The overexpression of JEN1 increases lactic acid production
in S. cerevisiae [66]. Like Jenl, the proton—anion symporter Ady?2 transports lactic acid as
well as acetate, pyruvate, formate, propionate, and ammonia in S. cerevisiae [68-70]. The
constitutive expression of ADY2 in S. cerevisiae resulted in higher extracellular lactic acid
production compared to strains with ADY2 deletion [69]. In contrast, another study found
that ADY?2 deletion improved the growth of S. cerevisiae under acetic acid stress, as well as
with hydrogen peroxide and ethanol stress [71].

Iron metabolism also plays an important role in lactic acid tolerance in S. cerevisiae [26,
61]. Under lactic acid stress, the expression of genes related to iron metabolism and home-
ostasis changes, and this is controlled by the transcription factor Aftl. The activation of Aftl
leads to changes in the expression levels of iron reductases, iron permeases, ferroxidases,
and siderophore transporters [61]. The reason for this change in iron metabolism in re-
sponse to lactic acid stress is not entirely clear, but it is thought that it could be due to either
a reduction in the transport of iron or an increased need for iron within the cell, possibly
because of iron’s ability to chelate and neutralize lactate. Altogether, our transcriptomics
data provide insight into the gene expression changes in P. pastoris under high concentra-
tions of lactic acid. The identification of differentially expressed genes, particularly those
involved in lactate transport and iron metabolism, provides strong evidence for the role of
these genes in adaptation and tolerance to lactic acid.

3.4. Overexpression of Several DE Genes Improved D-Lactic Acid Production

To better understand whether the increase in the expression of these genes affected D-
lactic acid production, we overexpressed the individual genes using the constitutive Pgap
promoter in the strain KM71-LpDLDH, which overexpresses the enzyme LyDLDH from
L. pseudomesenteroides. We observed improved D-lactic acid production in several strains
(Figures 7 and 8). In particular, the strain that overexpressed the ferric reductase (PpFerRed)
had the highest D-lactic acid titer at 10.2 + 0.3 g/L (with a yield of 0.33 g/g consumed
glucose), which was a 2.5-fold improvement over the control strain. Other strains that had
significant improvements in D-lactic acid production were those that overexpressed the
plasma membrane H*-ATPase, the high-affinity zinc transporter, ADY2 homologs, the low-
affinity zinc transporter, and the low-affinity iron transporter. Interestingly, overexpression
of the Ferro-O2-oxidoreductase resulted in a significant decrease in D-lactic acid production
to 1.7 £ 0.2 g/L (with a yield of 0.09 g/g consumed glucose), which was a 58% decrease in
titer compared to the control strain.
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Figure 7. Overexpression of several DE genes improved the production of D-lactic acid. D-lactic acid
production (A) and glucose consumption (B) of engineered P. pastoris strains overexpressing selected
DE genes identified. Results are the mean of three biological replicates (n = 3). Error bars represent the
standard deviation. * p < 0.05, ** p < 0.01, *** p < 0.001, two-tail, unpaired, heteroscedastic Student’s
t-test. Statistical significance is shown for Day 3 results relative to control.
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Figure 8. RT-PCR analysis of selected DE genes including PpJEN1, PpADY2-1, PpADY2-2, PpFeRed,
PpAcXP, PpLAZnXp, PPHAZnXP, PpFPS1, PpFerXP, PpSUR1, PpH* ATPase, PpFeO20R, PpLAFeXp,
and LpDLDH in engineered yeast. Real-time PCR was performed in three biological replicates. Values
represent the mean of three biological replicates + standard deviation (1 = 3).

4. Conclusions

This study demonstrates an advancement in the efficient microbial production of
D-lactic acid. By incorporating a flocculation gene from S. cerevisiae (ScFLO1I) and a D-
lactate dehydrogenase gene from L. pseudomesenteroides (LpDLDH) into P. pastoris KM71,
we were able to engineer a strain (KM71-ScFlo1-LpDLDH) that demonstrates increased
tolerance to D-lactic acid and improved D-lactic acid production at a titer of 5.12 4= 0.35
g/L in 48 h, a 2.6-fold improvement over the control strain lacking ScFLO1 expression. Our
transcriptomics analysis of this strain provided insights into the underlying mechanism of
increased tolerance, including the upregulation of genes involved in lactate transport and
iron metabolism and the downregulation of genes involved in cell wall rigidity. We further
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demonstrated that the recombinant strain overexpressing the ferric reductase (PpFerRed)
had the highest D-lactic acid titer, at 10.2 + 0.3 g/L (with a yield of 0.33 g/g consumed
glucose), which was a 2.5-fold improvement over the control strain. To our knowledge, this
is the highest D-lactic acid production titer reported in the P. pastoris system. This research
presents a promising solution to the challenge of tolerance to D-lactic acid in microbial
production, and holds the potential for further optimization and scaling up in industrial
applications of bioplastic production.

Supplementary Materials: The following supporting information can be downloaded at: https:
/ /www.mdpi.com/article/10.3390/jof9040409/s1, Table S1: Primers used in this study; Table S2:
Selected differentially expressed genes identified from transcriptomic analysis; Table S3. Effects
of various lactic acid concentrations in YPD medium (liquid culture) on specific growth rates of P.
pastoris with or without ScFLO1 overexpression. Supplementary File S1: Tabulated differentially
expressed genes identified from transcriptomic analysis.

Author Contributions: Conceptualization, X.-Q.Z., C.-G.L., V.C. and W.R.; methodology, K.S.-T,,
P.B. and W.M.; validation, K.S.-T., P.B. and W.M.; formal analysis, K.S.-T., WM. and W.R.; investiga-
tion, K.S.-T., WM. and W.R,; resources, W.R. and V.C.; data curation, K.S.-T., P.B., WM. and W.R,;
writing—original draft preparation, W.R. and X.-Q.Z.; writing—review and editing, W.R. and X.-Q.Z,;
visualization, W.R.; supervision, W.R.; project administration, V.C. and S.T.; funding acquisition, V.C.
All authors have read and agreed to the published version of the manuscript.

Funding: The project was funded by Thailand’s Ministry of Higher Education, Science, Research and
Innovation (project “THA-CHN collaboration on human resource development on microbial synthetic
biology for biorefinery” P-18-52488) and by the Program Management Unit for Human Resources &
Institutional Development, Research and Innovation (Project “Artificial intelligence-guided synthetic
biology for bio-based and biorefinery industry” B16F640052).

Institutional Review Board Statement: Not applicable.
Informed Consent Statement: Not applicable.

Data Availability Statement: All data generated or analyzed during this study are included in this
published article and its Supplementary Information Files. All raw reads used in the transcriptomic
analysis were deposited in the NCBI with the access number GSE224837.

Acknowledgments: The authors thank Justin W. Henceroth for critically reading this manuscript.
Thailand’s Ministry of Higher Education, Science, Research and Innovation (Grant number: P-18-
52488) and the Program Management Unit for Human Resources & Institutional Development,
Research and Innovation (PMU-B; Grant number: B16F640052) are also gratefully acknowledged for
providing funding for this work.

Conflicts of Interest: The authors declare no conflict of interest. The funders had no role in the design
of the study; in the collection, analyses, or interpretation of data; in the writing of the manuscript; or
in the decision to publish the results.

References

1. Liao,]J.C;Mi, L,; Pontrelli, S.; Luo, S. Fuelling the Future: Microbial Engineering for the Production of Sustainable Biofuels. Nat.
Rev. Microbiol. 2016, 14, 288-304. [CrossRef] [PubMed]

2. Watcharawipas, A.; Sae-Tang, K.; Sansatchanon, K.; Sudying, P.; Boonchoo, K.; Tanapongpipat, S.; Kocharin, K.; Runguphan, W.
Systematic Engineering of Saccharomyces Cerevisiae for D-Lactic Acid Production with near Theoretical Yield. FEMS Yeast Res.
2021, 21, foab024. [CrossRef] [PubMed]

3. Atsumi, S.; Hanai, T; Liao, ].C. Non-Fermentative Pathways for Synthesis of Branched-Chain Higher Alcohols as Biofuels. Nature
2008, 451, 86-89. [CrossRef] [PubMed]

4. Kruyer, N.S,; Peralta-Yahya, P. Metabolic Engineering Strategies to Bio-Adipic Acid Production. Curr. Opin. Biotechnol. 2017, 45,
136-143. [CrossRef]

5. Moon, T.S,; Yoon, S.H.; Lanza, A.M.; Roy-Mayhew, ].D.; Jones Prather, K.L. Production of Glucaric Acid from a Synthetic Pathway
in Recombinant Escherichia Coli. Appl. Environ. Microbiol. 2009, 75, 589-595. [CrossRef]

6. Chen, N.; Wang, J.; Zhao, Y.; Deng, Y. Metabolic Engineering of Saccharomyces Cerevisiae for Efficient Production of Glucaric
Acid at High Titer. Microb. Cell Fact. 2018, 17, 67. [CrossRef]

7. Choi, YJ.; Lee, S.Y. Microbial Production of Short-Chain Alkanes. Nature 2013, 502, 571-574. [CrossRef]


https://www.mdpi.com/article/10.3390/jof9040409/s1
https://www.mdpi.com/article/10.3390/jof9040409/s1
http://doi.org/10.1038/nrmicro.2016.32
http://www.ncbi.nlm.nih.gov/pubmed/27026253
http://doi.org/10.1093/femsyr/foab024
http://www.ncbi.nlm.nih.gov/pubmed/33856451
http://doi.org/10.1038/nature06450
http://www.ncbi.nlm.nih.gov/pubmed/18172501
http://doi.org/10.1016/j.copbio.2017.03.006
http://doi.org/10.1128/AEM.00973-08
http://doi.org/10.1186/s12934-018-0914-y
http://doi.org/10.1038/nature12536

J. Fungi 2023, 9, 409 16 of 18

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

Schirmer, A.; Rude, M.A,; Li, X,; Popova, E.; Del Cardayre, S.B. Microbial Biosynthesis of Alkanes. Science 2010, 329, 559-562.
[CrossRef]

Castro-Aguirre, E.; Ifiiguez-Franco, F.; Samsudin, H.; Fang, X.; Auras, R. Poly(Lactic Acid)—Mass Production, Processing,
Industrial Applications, and End of Life. Adv. Drug Deliv. Rev. 2016, 107, 333-366. [CrossRef]

Lahtinen, S.; Ouwehand, A.C.; Salminen, S.; von Wright, A. Lactic Acid Bacteria: Microbiological and Functional Aspects, 4th ed.;
CRC Press: Boca Raton, FL, USA, 2011; ISBN 978-1-43-983678-1.

Bai, H.; Deng, S.; Bai, D.; Zhang, Q.; Fu, Q. Recent Advances in Processing of Stereocomplex-Type Polylactide. Macromol. Rapid
Commun. 2017, 38, 1700454. [CrossRef]

Ikada, Y.; Jamshidi, K.; Tsuji, H.; Hyon, S.H. Stereocomplex Formation between Enantiomeric Poly(Lactides). Macromolecules 2002,
20, 904-906. [CrossRef]

Luo, F; Fortenberry, A.; Ren, ].; Qiang, Z. Recent Progress in Enhancing Poly(Lactic Acid) Stereocomplex Formation for Material
Property Improvement. Front. Chem. 2020, 8, 688. [CrossRef] [PubMed]

Abdel-Rahman, M.A.; Sonomoto, K. Opportunities to Overcome the Current Limitations and Challenges for Efficient Microbial
Production of Optically Pure Lactic Acid. J. Biotechnol. 2016, 236, 176-192. [CrossRef]

Bai, Z.; Gao, Z.; Sun, J.; Wu, B.; He, B. D-Lactic Acid Production by Sporolactobacillus Inulinus YBS1-5 with Simultaneous
Utilization of Cottonseed Meal and Corncob Residue. Bioresour. Technol. 2016, 207, 346-352. [CrossRef]

Coelho, L.E; De Lima, C.J.B.; Bernardo, M.P.; Contiero, J. D(-)-Lactic Acid Production by Leuconostoc Mesenteroides B512 Using
Different Carbon and Nitrogen Sources. Appl. Biochem. Biotechnol. 2011, 164, 1160-1171. [CrossRef]

Zhu, T.; Sun, H.; Wang, M.; Li, Y. Pichia Pastoris as a Versatile Cell Factory for the Production of Industrial Enzymes and
Chemicals: Current Status and Future Perspectives. Biotechnol. J. 2019, 14, 1800694. [CrossRef] [PubMed]

Siripong, W.; Wolf, P.; Kusumoputri, T.P.; Downes, J.J.; Kocharin, K.; Tanapongpipat, S.; Runguphan, W. Metabolic Engineering of
Pichia Pastoris for Production of Isobutanol and Isobutyl Acetate. Biotechnol. Biofuels 2018, 11, 1. [CrossRef]

Siripong, W.; Angela, C.; Tanapongpipat, S.; Runguphan, W. Metabolic Engineering of Pichia Pastoris for Production of
Isopentanol (3-Methyl-1-Butanol). Enzym. Microb. Technol. 2020, 138, 109557. [CrossRef]

Wriessnegger, T.; Augustin, P.; Engleder, M.; Leitner, E.; Miiller, M.; Kaluzna, L.; Schiirmann, M.; Mink, D.; Zellnig, G.; Schwab, H.;
et al. Production of the Sesquiterpenoid (+)-Nootkatone by Metabolic Engineering of Pichia Pastoris. Metab. Eng. 2014, 24, 18-29.
[CrossRef]

Bhataya, A.; Schmidt-Dannert, C.; Lee, P.C. Metabolic Engineering of Pichia Pastoris X-33 for Lycopene Production. Process
Biochem. 2009, 44, 1095-1102. [CrossRef]

Pefia, D.A.; Gasser, B.; Zanghellini, J.; Steiger, M.G.; Mattanovich, D. Metabolic Engineering of Pichia Pastoris. Metab. Eng. 2018,
50, 2-15. [CrossRef] [PubMed]

Haon, M.; Grisel, S.; Navarro, D.; Gruet, A.; BERRIN, J.-G.; Bignon, C. Recombinant Protein Production Facility for Fungal
Biomass-Degrading Enzymes Using the Yeast Pichia Pastoris. Front. Microbiol. 2015, 6, 1002. [CrossRef]

Lima, P.B.A.; Mulder, K.C.L.; Melo, N.T.M.; Carvalho, L.S.; Menino, G.S.; Mulinari, E.; Castro, V.H.; Reis, T.F.; Goldman, G.H.;
Magalhaes, B.S.; et al. Novel Homologous Lactate Transporter Improves L-Lactic Acid Production from Glycerol in Recombinant
Strains of Pichia Pastoris. Microb. Cell Fact. 2016, 15, 1-9. [CrossRef]

Yamada, R.; Ogura, K.; Kimoto, Y.; Ogino, H. Toward the Construction of a Technology Platform for Chemicals Production from
Methanol: D-Lactic Acid Production from Methanol by an Engineered Yeast Pichia Pastoris. World ]. Microbiol. Biotechnol. 2019,
35, 37. [CrossRef] [PubMed]

Peetermans, A.; Foulquié-Moreno, M.R.; Thevelein, ].M. Mechanisms Underlying Lactic Acid Tolerance and Its Influence on
Lactic Acid Production in Saccharomyces Cerevisiae. Microb. Cell 2021, 8, 111-130. [CrossRef]

Ye, P.L.; Wang, X.Q.; Yuan, B.; Liu, C.G.; Zhao, X.Q. Manipulating Cell Flocculation-Associated Protein Kinases in Saccharomyces
Cerevisiae Enables Improved Stress Tolerance and Efficient Cellulosic Ethanol Production. Bioresour. Technol. 2022, 348, 126758.
[CrossRef]

Westman, J.O.; Mapelli, V.; Taherzadeh, M.].; Franzén, C.J. Flocculation Causes Inhibitor Tolerance in Saccharomyces Cerevisiae
for Second-Generation Bioethanol Production. Appl. Environ. Microbiol. 2014, 80, 6908—-6918. [CrossRef]

Bumrungtham, P.; Promdonkoy, P.; Prabmark, K.; Bunterngsook, B.; Boonyapakron, K.; Tanapongpipat, S.; Champreda, V.;
Runguphan, W. Engineered Production of Isobutanol from Sugarcane Trash Hydrolysates in Pichia pastoris. |. Fungi 2022, 8, 767.
[CrossRef]

Sornlek, W.; Sae-Tang, K.; Watcharawipas, A.; Wongwisansri, S.; Tanapongpipat, S.; Eurwilaichtr, L.; Champreda, V.; Runguphan,
W.; Schaap, PJ.; Martins dos Santos, V.A.P. D-Lactic Acid Production from Sugarcane Bagasse by Genetically Engineered
Saccharomyces Cerevisiae. J. Fungi 2022, 8, 816. [CrossRef]

Chen, S.; Zhou, Y.; Chen, Y.; Gu, J. Fastp: An Ultra-Fast All-in-One FASTQ Preprocessor. Bioinformatics 2018, 34, i884—-i890.
[CrossRef]

Kim, D.; Paggi, ].M.; Park, C.; Bennett, C.; Salzberg, S.L. Graph-based genome alignment and genotyping with HISAT2 and
HISAT-genotype. Nat. Biotechnol. 2019, 37, 907-915. [CrossRef]

Anders, S.; Pyl, PT.; Huber, W. HTSeq—A Python Framework to Work with High-Throughput Sequencing Data. Bioinformatics
2015, 31, 166-169. [CrossRef] [PubMed]


http://doi.org/10.1126/science.1187936
http://doi.org/10.1016/j.addr.2016.03.010
http://doi.org/10.1002/marc.201700454
http://doi.org/10.1021/ma00170a034
http://doi.org/10.3389/fchem.2020.00688
http://www.ncbi.nlm.nih.gov/pubmed/32974273
http://doi.org/10.1016/j.jbiotec.2016.08.008
http://doi.org/10.1016/j.biortech.2016.02.007
http://doi.org/10.1007/s12010-011-9202-6
http://doi.org/10.1002/biot.201800694
http://www.ncbi.nlm.nih.gov/pubmed/31066190
http://doi.org/10.1186/s13068-017-1003-x
http://doi.org/10.1016/j.enzmictec.2020.109557
http://doi.org/10.1016/j.ymben.2014.04.001
http://doi.org/10.1016/j.procbio.2009.05.012
http://doi.org/10.1016/j.ymben.2018.04.017
http://www.ncbi.nlm.nih.gov/pubmed/29704654
http://doi.org/10.3389/fmicb.2015.01002
http://doi.org/10.1186/S12934-016-0557-9/FIGURES/3
http://doi.org/10.1007/s11274-019-2610-4
http://www.ncbi.nlm.nih.gov/pubmed/30715602
http://doi.org/10.15698/mic2021.06.751
http://doi.org/10.1016/j.biortech.2022.126758
http://doi.org/10.1128/AEM.01906-14
http://doi.org/10.3390/jof8080767
http://doi.org/10.3390/jof8080816
http://doi.org/10.1093/bioinformatics/bty560
http://doi.org/10.1038/s41587-019-0201-4
http://doi.org/10.1093/bioinformatics/btu638
http://www.ncbi.nlm.nih.gov/pubmed/25260700

J. Fungi 2023, 9, 409 17 of 18

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.
47.

48.

49.

50.

51.

52.

53.

54.

55.

56.

57.

58.
59.

60.

Love, M.I; Huber, W.; Anders, S. Moderated Estimation of Fold Change and Dispersion for RNA-Seq Data with DESeq2. Genome
Biol. 2014, 15, 1-21. [CrossRef] [PubMed]

Soares, E.V. Flocculation in Saccharomyces Cerevisiae: A Review. J. Appl. Microbiol. 2011, 110, 1-18. [CrossRef] [PubMed]
Ishida-Fuijii, K.; Goto, S.; Sugiyama, H.; Takagi, Y.; Saiki, T.; Takagi, M. Breeding of Flocculent Industrial Alcohol Yeast Strains by
Self-Cloning of the Flocculation Gene FLO1 and Repeated-Batch Fermentation by Transformants. |. Gen. Appl. Microbiol. 1998, 44,
347-353. [CrossRef]

Wang, F.Z.; Shen, W.; Rao, Z.M.; Fang, H.Y.; Zhan, X.B.; Zhuge, ]. Construction of a Flocculating Yeast for Fuel Ethanol Production.
Biotechnol. Lett. 2008, 30, 97-102. [CrossRef]

Verstrepen, K.J.; Derdelinckx, G.; Verachtert, H.; Delvaux, ER. Yeast Flocculation: What Brewers Should Know. Appl. Microbiol.
Biotechnol. 2003, 61, 197-205. [CrossRef]

Nonklang, S.; Ano, A.; Babiker, M.A.A.B.; Saito, Y.; Hoshida, H.; Akada, R. Construction of Flocculent Kluyveromyces Marxianus
Strains Suitable for High-Temperature Ethanol Fermentation. Biosci. Biotechnol. Biochem. 2009, 73, 1090-1095. [CrossRef]
Almeida, C.; Queir6s, O.; Wheals, A.; Teixeira, J.; Moradas-Ferreira, P. Acquisition of Flocculation Phenotype by Kluyveromyces
Marxianus When Overexpressing GAP1 Gene Encoding an Isoform of Glyceraldehyde-3-Phosphate Dehydrogenase. |. Microbiol.
Methods 2003, 55, 433—440. [CrossRef] [PubMed]

Bellal, M.; Boudrant, J.; Elfoul, L.; Bonaly, R. Flocculation Dispersion in Kluyveromyces Lactis. Process Biochem. 1995, 30, 641-648.
[CrossRef]

Claro, EB.; Rijsbrack, K.; Soares, E.V. Flocculation Onset in Saccharomyces Cerevisiae: Effect of Ethanol, Heat and Osmotic Stress.
J. Appl. Microbiol. 2007, 102, 693-700. [CrossRef]

Cunha, A.F; Missawa, S.K.; Gomes, L.H.; Reis, S.F; Pereira, G.A.G. Control by Sugar of Saccharomyces Cerevisiae Flocculation
for Industrial Ethanol Production. FEMS Yeast Res. 2006, 6, 280-287. [CrossRef]

Miki, B.L.A.; Poon, N.H.; James, A.P.; Seligy, V.L. Possible Mechanism for Flocculation Interactions Governed by Gene FLO1 in
Saccharomyces Cerevisiae. J. Bacteriol. 1982, 150, 878-889. [CrossRef]

Teunissen, A.W.R.H.; Steensma, H.Y. Review: The Dominant Flocculation Genes of Saccharomyces Cerevisiae Constitute a New
Subtelomeric Gene Family. Yeast 1995, 11, 1001-1013. [CrossRef]

Stewart, G.G. Yeast Flocculation—Sedimentation and Flotation. Ferment 2018, 4, 28. [CrossRef]

El-Behhari, M.; Ngondi Ekomé, J.; Coulon, J.; Pucci, B.; Bonaly, R. Comparative Extraction Procedures for a Galactose-Specific
Lectin Involved in Flocculation of Kluyveromyces Lactis Strains. Appl. Microbiol. Biotechnol. 1998, 49, 16-23. [CrossRef]
Al-Mahmood, S.; Colin, S.; Bonaly, R. Kluyveromyces Bulgaricus Yeast Lectins. Isolation of Two Galactose-Specific Lectin Forms
from the Yeast Cell Wall. ]. Biol. Chem. 1991, 266, 20882-20887. [CrossRef] [PubMed]

Van Mulders, S.E.; Ghequire, M.; Daenen, L.; Verbelen, PJ.; Verstrepen, K.J.; Delvaux, ER. Flocculation Gene Variability in
Industrial Brewer’s Yeast Strains. Appl. Microbiol. Biotechnol. 2010, 88, 1321-1331. [CrossRef] [PubMed]

Bae, ].H.; Kim, H.J.; Kim, M.].; Sung, B.H.; Jeon, ].H.; Kim, H.S.; Jin, Y.S.; Kweon, D.H.; Sohn, J.H. Direct Fermentation of Jerusalem
Artichoke Tuber Powder for Production of L-Lactic Acid and d-Lactic Acid by Metabolically Engineered Kluyveromyces
Marxianus. J. Biotechnol. 2018, 266, 27-33. [CrossRef] [PubMed]

De Deken, R.H. The Crabtree Effect: A Regulatory System in Yeast. . Gen. Microbiol. 1966, 44, 149-156. [CrossRef] [PubMed]
Baumann, K.; Dato, L.; Graf, A.B.; Frascotti, G.; Dragosits, M.; Porro, D.; Mattanovich, D.; Ferrer, P.; Branduardi, P. The Impact of
Oxygen on the Transcriptome of Recombinant, S. Cerevisiae and P. Pastoris—A Comparative Analysis. BMC Genom. 2011, 12, 218.
[CrossRef] [PubMed]

Giannattasio, S.; Guaragnella, N.; Corte-Real, M.; Passarella, S.; Marra, E. Acid Stress Adaptation Protects Saccharomyces
Cerevisiae from Acetic Acid-Induced Programmed Cell Death. Gene 2005, 354, 93-98. [CrossRef]

Bauer, B.E.; Rossington, D.; Mollapour, M.; Mamnun, Y.; Kuchler, K.; Piper, PW. Weak Organic Acid Stress Inhibits Aromatic
Amino Acid Uptake by Yeast, Causing a Strong Influence of Amino Acid Auxotrophies on the Phenotypes of Membrane
Transporter Mutants. Eur. ]. Biochem. 2003, 270, 3189-3195. [CrossRef] [PubMed]

Kim, M.S,; Cho, K.H,; Park, K.H,; Jang, J.; Hahn, ].S. Activation of Haal and War1l Transcription Factors by Differential Binding of
Weak Acid Anions in Saccharomyces Cerevisiae. Nucleic Acids Res. 2019, 47, 1211-1224. [CrossRef] [PubMed]

Zhang, M.M,; Xiong, L.; Tang, Y.J.; Mehmood, M.A.; Zhao, Z.K,; Bai, EW.; Zhao, X.Q. Enhanced Acetic Acid Stress Tolerance and
Ethanol Production in Saccharomyces Cerevisiae by Modulating Expression of the de Novo Purine Biosynthesis Genes. Biotechnol.
Biofuels 2019, 12, 116. [CrossRef] [PubMed]

Mira, N.P; Teixeira, M.C.; Sa-Correia, I. Adaptive Response and Tolerance to Weak Acids in Saccharomyces Cerevisiae: A
Genome-Wide View. Omi. A J. Integr. Biol. 2010, 14, 525-540. [CrossRef]

Zhao, X.Q.; Bai, EW. Zinc and Yeast Stress Tolerance: Micronutrient Plays a Big Role. . Biotechnol. 2012, 158, 176-183. [CrossRef]
Fernandes, A.R.; Mira, N.P; Vargas, R.C.; Canelhas, I.; Sa-Correia, I. Saccharomyces Cerevisiae Adaptation to Weak Acids Involves
the Transcription Factor Haalp and Haalp-Regulated Genes. Biochem. Biophys. Res. Commun. 2005, 337, 95-103. [CrossRef]
Sugiyama, M.; Akase, S.P.; Nakanishi, R.; Horie, H.; Kaneko, Y.; Harashima, S. Nuclear Localization of Haal, Which Is Linked
to Its Phosphorylation Status, Mediates Lactic Acid Tolerance in Saccharomyces Cerevisiae. Appl. Environ. Microbiol. 2014, 80,
3488-3495. [CrossRef]


http://doi.org/10.1186/s13059-014-0550-8
http://www.ncbi.nlm.nih.gov/pubmed/25516281
http://doi.org/10.1111/j.1365-2672.2010.04897.x
http://www.ncbi.nlm.nih.gov/pubmed/21114594
http://doi.org/10.2323/jgam.44.347
http://doi.org/10.1007/s10529-007-9503-6
http://doi.org/10.1007/s00253-002-1200-8
http://doi.org/10.1271/bbb.80853
http://doi.org/10.1016/S0167-7012(03)00189-1
http://www.ncbi.nlm.nih.gov/pubmed/14529965
http://doi.org/10.1016/0032-9592(94)00046-8
http://doi.org/10.1111/j.1365-2672.2006.03130.x
http://doi.org/10.1111/j.1567-1364.2006.00038.x
http://doi.org/10.1128/jb.150.2.878-889.1982
http://doi.org/10.1002/yea.320111102
http://doi.org/10.3390/fermentation4020028
http://doi.org/10.1007/s002530051131
http://doi.org/10.1016/S0021-9258(18)54792-X
http://www.ncbi.nlm.nih.gov/pubmed/1939138
http://doi.org/10.1007/s00253-010-2843-5
http://www.ncbi.nlm.nih.gov/pubmed/20809075
http://doi.org/10.1016/j.jbiotec.2017.12.001
http://www.ncbi.nlm.nih.gov/pubmed/29208409
http://doi.org/10.1099/00221287-44-2-149
http://www.ncbi.nlm.nih.gov/pubmed/5969497
http://doi.org/10.1186/1471-2164-12-218
http://www.ncbi.nlm.nih.gov/pubmed/21554735
http://doi.org/10.1016/j.gene.2005.03.030
http://doi.org/10.1046/j.1432-1033.2003.03701.x
http://www.ncbi.nlm.nih.gov/pubmed/12869194
http://doi.org/10.1093/nar/gky1188
http://www.ncbi.nlm.nih.gov/pubmed/30476185
http://doi.org/10.1186/s13068-019-1456-1
http://www.ncbi.nlm.nih.gov/pubmed/31168321
http://doi.org/10.1089/omi.2010.0072
http://doi.org/10.1016/j.jbiotec.2011.06.038
http://doi.org/10.1016/j.bbrc.2005.09.010
http://doi.org/10.1128/AEM.04241-13

J. Fungi 2023, 9, 409 18 of 18

61.

62.

63.

64.

65.

66.

67.

68.

69.

70.

71.

Kawahata, M.; Masaki, K.; Fujii, T,; Iefuji, H. Yeast Genes Involved in Response to Lactic Acid and Acetic Acid: Acidic Conditions
Caused by the Organic Acids in Saccharomyces Cerevisiae Cultures Induce Expression of Intracellular Metal Metabolism Genes
Regulated by Aftlp. FEMS Yeast Res. 2006, 6, 924-936. [CrossRef]

Maris, A.J.A.V.; Konings, W.N.; Dijken, ].P.V,; Pronk, ].T. Microbial Export of Lactic and 3-Hydroxypropanoic Acid: Implications
for Industrial Fermentation Processes. Metab. Eng. 2004, 6, 245-255. [CrossRef] [PubMed]

Pacheco, A.; Talaia, G.; Sa-Pessoa, J.; Bessa, D.; Gongalves, M.].; Moreira, R.; Paiva, S.; Casal, M.; Queirds, O. Lactic Acid
Production in Saccharomyces Cerevisiae Is Modulated by Expression of the Monocarboxylate Transporters Jenl and Ady2. FEMS
Yeast Res. 2012, 12, 375-381. [CrossRef] [PubMed]

McDermott, J.R.; Rosen, B.P; Liu, Z. Jenlp: A High Affinity Selenite Transporter in Yeast. Mol. Biol. Cell 2010, 21, 3934-3941.
[CrossRef] [PubMed]

Casal, M,; Paiva, S.; Andrade, R.P.,; Gancedo, C.; Leao, C. The Lactate-Proton Symport of Saccharomyces Cerevisiae Is Encoded by
JEN1. J. Bacteriol. 1999, 181, 2620-2623. [CrossRef] [PubMed]

Branduardi, P; Sauer, M.; De Gioia, L.; Zampella, G.; Valli, M.; Mattanovich, D.; Porro, D. Lactate Production Yield from
Engineered Yeasts Is Dependent from the Host Background, the Lactate Dehydrogenase Source and the Lactate Export. Microb.
Cell Fact. 2006, 5, 4. [CrossRef] [PubMed]

Wakamatsu, M.; Tomitaka, M.; Tani, T.; Taguchi, H.; Kida, K.; Akamatsu, T. Improvement of Ethanol Production from D-Lactic
Acid by Constitutive Expression of Lactate Transporter Jenlp in Saccharomyces Cerevisiae. Biosci. Biotechnol. Biochem. 2013, 77,
1114-1116. [CrossRef]

Paiva, S.; Devaux, E,; Barbosa, S.; Jacq, C.; Casal, M. Ady2p Is Essential for the Acetate Permease Activity in the Yeast Saccha-
romyces Cerevisiae. Yeast 2004, 21, 201-210. [CrossRef]

Turner, T.L.; Lane, S.; Jayakody, L.N.; Zhang, G.C.; Kim, H.; Cho, W.; Jin, Y.S. Deletion of JEN1 and ADY2 Reduces Lactic Acid
Yield from an Engineered Saccharomyces Cerevisiae, in Xylose Medium, Expressing a Heterologous Lactate Dehydrogenase. FEMS
Yeast Res. 2019, 19, f0z050. [CrossRef]

Cassio, E; Leao, C.; Van Uden, N. Transport of Lactate and Other Short-Chain Monocarboxylates in the Yeast Saccharomyces
Cerevisiae. Appl. Environ. Microbiol. 1987, 53, 509-513. [CrossRef]

Zhang, M.; Zhang, K.; Mehmood, M.A.; Zhao, Z.K,; Bai, F; Zhao, X. Deletion of Acetate Transporter Gene ADY2 Improved
Tolerance of Saccharomyces Cerevisiae against Multiple Stresses and Enhanced Ethanol Production in the Presence of Acetic
Acid. Bioresour. Technol. 2017, 245, 1461-1468. [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.


http://doi.org/10.1111/j.1567-1364.2006.00089.x
http://doi.org/10.1016/j.ymben.2004.05.001
http://www.ncbi.nlm.nih.gov/pubmed/15491854
http://doi.org/10.1111/j.1567-1364.2012.00790.x
http://www.ncbi.nlm.nih.gov/pubmed/22260735
http://doi.org/10.1091/mbc.e10-06-0513
http://www.ncbi.nlm.nih.gov/pubmed/20861301
http://doi.org/10.1128/JB.181.8.2620-2623.1999
http://www.ncbi.nlm.nih.gov/pubmed/10198029
http://doi.org/10.1186/1475-2859-5-4
http://www.ncbi.nlm.nih.gov/pubmed/16441897
http://doi.org/10.1271/bbb.120985
http://doi.org/10.1002/yea.1056
http://doi.org/10.1093/femsyr/foz050
http://doi.org/10.1128/aem.53.3.509-513.1987
http://doi.org/10.1016/j.biortech.2017.05.191

	Introduction 
	Materials and Methods 
	Media, Strains, and Transformation 
	Plasmid Construction 
	Quantifying Production of d-Lactic Acid and Other Metabolites 
	RNA Isolation and Transcriptomics Analysis 
	Real-Time PCR 

	Results and Discussion 
	Expression of the Flocculation Protein Flo1 in P. pastoris Improves d-Lactic Acid Tolerance 
	Expression of S. cerevisiae Flocculation Protein Flo1 in P. pastoris Improves d-LacticAcid Production 
	Transcriptomic Analysis of Engineered Strains 
	Overexpression of Several DE Genes Improved d-Lactic Acid Production 

	Conclusions 
	References

