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Abstract: Plasmid shuttle vectors are a common tool used to study yeast physiology. The majority of
yeast plasmids have been optimized for Saccharomyces cerevisiae lab strain compatibility, relying on
auxotrophic complementation as their selective property. We sought to construct a series of plasmid
shuttle vectors to extend functionality beyond strains with auxotrophic requirements, and test
compatibility across a diverse panel of yeasts. We constructed 18 plasmids which were successfully
maintained by yeasts from several genera. From a panel of 24 yeast strains, these plasmids were
maintained by 18 yeasts, spanning 11 species within the genera Lachancea, Metschnikowia, Pichia,
Saccharomyces, and Torulaspora. Additionally, an integrated gene expression reporter was assayed
for functional compatibility with the 18 strains. Plasmid-derived gene expression was observed for
13 strains, spanning five species within the Saccharomyces genus, in addition to Torulaspora delbrueckii.
These results indicate that this plasmid series is broadly useful for advancements and applications
within academia, biotechnology, and the food and fermentation industries for research utilizing
diverse Saccharomyces and non-Saccharomyces yeasts.
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1. Introduction

Saccharomyces cerevisiae is an established model organism of choice for many re-
searchers across a broad spectrum of biological research. Characteristics of baker’s yeast,
such as a fully sequenced and well-characterized genome, ease of genetic manipulation,
and conservation with mammalian cells, have made these unicellular fungi an ideal match
for experimental eukaryotic cellular biology [1–3]. While the scientific literature on S. cere-
visiae is plentiful, the vast majority of research has been accomplished using a subset of
strains which have been genetically optimized through breeding, induced mutation, and
domestication in laboratory conditions for traits to increase ease of experimental manipula-
tion [1–3]. Despite this, rich ecological diversity exists at the strain level of S. cerevisiae and
globally distributed S. cerevisiae strains have been isolated from diverse sources such as beer,
wine, sake, oak, and humans [4,5]. In addition to S. cerevisiae, numerous non-Saccharomyces
yeasts have been recognized for their research and biotechnological potential. While a large
portion of eukaryotic microbiology research utilizes S. cerevisiae, the fission yeast Schizosac-
charomyces pombe has also been thoroughly studied as a model organism for molecular and
cell biology [6]. Other closely related fungi, such as the heterologous protein factory Pichia
pastoris and the riboflavin-producing Ashbya gossypii, have been studied and utilized for
the bioprocessing of metabolites, among other topics [7,8]. To build on the academic and
industrial successes of these example species, more research is needed to better understand
the potential that diverse yeasts possess towards basic and applied research. One technique
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with potential to accelerate our understanding of diverse yeasts and their applications is
the use of plasmid shuttle vectors.

Plasmid shuttle vectors are commonly used as tools for genetic manipulation and
phenotypic assessment of various microorganisms [9]. These plasmids are called shuttled
vectors since they shuttle DNA between two organisms, for example, Escherichia coli and S.
cerevisiae. To do so, these plasmids require origins of replications and selective markers for
both host organisms [10–12]. Plasmid shuttle vectors used as expression vectors in yeast
are often distinguishable based on variabilities in plasmid origins of replication, selective
markers, or cloning elements. Most yeast expression vectors sets have been designed
and optimized for use in lab strains of S. cerevisiae, limiting their applicability to more
diverse yeasts [13]. The pRS series and its derivatives are popular yeast vectors which
have been cited heavily in the literature across the last two decades (pRS citation count
as of July 2023 = 10,161). As a brief history, Sikorski and Heiter developed the pRS series
by adding selectable marker genes HIS3, TRP1, LEU2, and URA3, as well as the yeast
origin of replication CEN6/ARS4 to the pBluescript backbone [14]. Next, Christianson et al.
developed a high-copy version of the low-copy pRS vectors by replacing each CEN6/ARS4
element with the 2µ origin of replication containing the REP3 and FRT sequences necessary
for high-copy propagation [15]. Mumberg and Funk later introduced standardized elements
to allow for expression of heterologous proteins by flanking the multiple cloning site with
a variety of promoters and a 3′ untranslated region (3′UTR) containing a transcriptional
terminator from CYC1 [16]. Most recently, the pRSII series included updates from the
pRS series with new biosynthetic marker genes, as well as updates to the restriction sites,
removing sequence overlap with some biosynthetic markers in addition to publishing
complete sequences for each vector [17].

One element of expression vectors which has been optimized for lab strains of S.
cerevisiae is the selective marker. Often, this element either complements an auxotrophic
mutation or confers drug resistance [18]. The low- and high-copy pRSII vectors utilize
auxotrophic complementation for plasmid selection; therefore, these plasmids cannot be
used for selection in prototrophic yeasts. Additionally, while easily tested, it is often
unclear if novel strains carry any of these auxotrophic mutations, which further compli-
cates the plasmid selection process. Specific auxotrophic mutations can be introduced
to these yeasts through induced mutation or genetic engineering; however, this process
can become cumbersome when numerous strains are involved [19]. Moreover, rescuing
auxotrophic mutations by either genetic complementation or nutritional supplementation
can result in a physiology distinct from an isogenic prototroph, further complicating strain
phenotyping [20]. An alternative selective method, conferred drug resistance, does not
require any auxotrophic mutations in recipient strains and only requires the host cell to be
sensitive to an antifungal drug. Commonly used antifungal compounds in yeast research,
such as G418, hygromycin B, and nourseothricin, result in broad spectrum cytotoxicity
by inhibiting protein synthesis through ribosomal binding or mRNA/tRNA translocation
interference [21,22]. As a result, fungicides have been utilized as a popular selective agent
against diverse yeast species. The genomic or plasmid-based presence of a dominant drug
resistance marker, or drug resistance cassette, such as kanMX, hphMX, and natMX, results
in selectivity for a transgenic yeast cell when subjected to these antifungal compounds.
Although these resistance cassettes are similarly structured with a flanking promoter and
3′ UTR from the Ashbya gossypii transcription elongation factor TEF, the cassettes differ in
the expressed gene which confers resistance to each specific drug [23]. kanMX contains
the gene kanr which encodes for an aminoglycoside phosphotransferase to inactivate G418
(Geneticin) by ATP-mediated phosphorylation. hphMX contains the gene hygr which inacti-
vates hygromycin B by a similar mechanism of action. Lastly, natMX contains the gene nat1
which encodes for an N-acetyl transferase to inactivate nourseothricin (clonNAT) by acety-
lation of the beta-lysine residue [24–28]. Many studies throughout the published literature
have included construction of yeast plasmids containing an anti-fungal drug-resistance
marker, often to serve a unique purpose related to the research performed. Several plasmids
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with various drug resistance markers including the kanMX4, bleMX4, hphMX4, natMX4
and patMX4 cassettes for G418, phleomycin, hygromycin B, nourseothricin and bialaphos
resistance, respectively, were made available with the published pRSII plasmids [17]. How-
ever, these drug-resistance plasmids were intended to be used as PCR templates or for
genomic integration as they did not contain a yeast origin of replication, which limits their
use for plasmid-based gene expression studies.

Another element of expression vectors which has been optimized for lab strains of S.
cerevisiae is the yeast origin of replication. Low-copy pRSII vectors utilize the CEN6/ARS4
element as the yeast origin of replication. CEN6 is a S. cerevisiae centromere and ARS4 is
the histone 4 associated autonomously replicating sequence, and together they allow the
vector to be maintained through the chromosomal segregation mechanism and replicated
during DNA synthesis, respectively [29–31]. Many S. cerevisiae strains, other Saccharomyces
species such as S. paradoxus, S. uvarum, S. mikatae, and S. kudriavzevii, and a few non-
Saccharomyces yeasts such as P. kudriavzevii and T. delbrueckii have proven to be effective at
utilizing CEN6/ARS4 to replicate plasmid DNA [32–36]. High-copy pRSII vectors utilize
2µ ORI-STB as the yeast origin of replication. 2µ plasmids are maintained at approximately
30–90 plasmid copies per cell due to Flp-mediated recombination and are randomly segre-
gated into daughter cells [37–39]. 2µ plasmids have widespread applications across various
strains of S. cerevisiae; however, it is unclear how functional the origin of replication is
among other diverse yeasts.

While individual drug-selectable plasmids have been constructed for specific pur-
poses and published in the scientific literature, here we sought to develop a standardized
collection of characterized plasmids to increase the molecular genetic resources available to
yeast researchers.

In this study, we looked to expand the toolbox of yeast gene expression systems by
constructing and testing a series of auxotrophy-independent plasmid shuttle vectors. To
accomplish this goal, we designed and constructed 18 novel plasmids and tested plasmid
compatibility with a diverse yeast panel including conventional (S. cerevisiae) and non-
conventional (other Saccharomyces spp. and non-Saccharomyces) yeasts. First, we replaced
the auxotrophic markers on pRSII plasmid backbones with commonly used dominant
drug resistance markers encoding G418, hygromycin B, and nourseothricin resistance.
Second, we modified the first plasmid series by incorporating yeast expression elements
including a constitutive TDH3 promoter, multiple cloning site, and 3′ CYC1 UTR. Last, we
inserted the gene encoding the fluorescent protein mNeonGreen into the multiple cloning
site of each plasmid to assess plasmid-derived protein production [40]. After plasmid
construction, we sought to determine how functional the novel plasmid shuttle vectors
were for a panel of diverse yeasts. A panel of 24 yeasts including various S. cerevisiae strains,
other Saccharomyces species, and non-Saccharomyces yeasts were chosen and evaluated for
their compatibility with this plasmid set. First, we screened the panel for their ability to
uptake and maintain plasmid DNA using a common lithium acetate-based transformation
method and quantified individual transformation efficiencies. Second, we confirmed that
the selective properties of this plasmid set could be applied to our entire diverse yeast panel
and assessed plasmid maintenance for each transformable tested strain. Last, we quantified
plasmid-derived protein production via mNeonGreen fluorescence measurements. Taken
together, this study yielded a panel of auxotrophy-independent low- and high-copy plasmid
shuttle vectors to help promote future research involving diverse yeasts.

2. Methods
2.1. Strains, Media, and Culture Conditions

A diverse panel of 24 yeast strains were utilized during this study [Table 1]. The
yeast panel included seven S. cerevisiae strains, five other Saccharomyces species, and 12 non-
Saccharomyces species. Strains were obtained from multiple labs and stored as −80 ◦C
freezer glycerol stocks. Non-transformed yeasts were cultured in YPD liquid media (1%
w/v yeast extract, 2% w/v peptone, 2% w/v D-glucose) or SD liquid media (0.67% w/v
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yeast nitrogen base w/o ammonium sulfate + 76 mM monosodium glutamate (MSG), 2%
w/v D-glucose), and grown on YPD plates (1% w/v yeast extract, 2% w/v peptone, 2%
w/v D-glucose, 2% w/v bacteriological agar). Transformant yeasts were cultured in YPD
or SD liquid media supplemented with hygromycin B (333 µg/mL), G418 (300 µg/mL),
or nourseothricin (100 µg/mL), unless otherwise noted, and selected for on YPD plates
supplemented with identical concentrations of hygromycin B, G418, or nourseothricin. E.
coli plasmid host cultures were cultured in LBA liquid media (2.5% w/v VWR Luria-Bertani
broth powder, 100 µg/mL ampicillin) and selected for on LBA plates (2.5% w/v VWR
Luria-Bertani broth powder, 100 µg/mL ampicillin, 2% w/v bacteriological agar). All liquid
yeast and E. coli cultures were grown in 15 mL culture tubes with a 5 mL culture volume
at 30 ◦C on a roller wheel set at 70 RPM. Plated yeast cultures were grown at 30 ◦C and
plated E. coli cultures were grown at 37 ◦C.

Table 1. Yeast isolates used in this study.

Strain Code Aliases Species Description Source

DBY12000 FY2648 Saccharomyces cerevisiae
Lab strain; prototrophic

derivative of S288C,
MATa, HAP1+

[41]

DBY17018 Saccharomyces uvarum [42]

DBY17019 Saccharomyces mikatae [42]

DBY17020 Saccharomyces
kudriavzevii [42]

DBY17021 Naumovozyma castellii [42]

DBY17022 Lachancea kluyveri [42]

DBY18207 DBVPG6304 Saccharomyces paradoxus American subpopulation;
from California Leonid Kruglyak lab

DBY18222 N-44 Saccharomyces paradoxus Far-Eastern subpopulation;
from Russia Leonid Kruglyak lab

OYL005 Saccharomyces cerevisiae Commercial beer strain; Irish Ale Omega Yeast Labs

OYL100 Saccharomyces
pastorianus Commercial beer strain; Lager I Omega Yeast Labs

PGY12 BJ20, YJS4581,
OS_552 Saccharomyces cerevisiae Oak isolate; from Dongling

Mountain, Beijing, China Joseph Schacherer lab

PGY34 YPS1000, YJS168 Saccharomyces cerevisiae Oak isolate; from New Jersey,
United States Joseph Schacherer lab

PGY68 Y819 Saccharomyces cerevisiae Commercial wine strain;
Uvaferm 43 E&J Gallo Winery

PGY83 Y834 Saccharomyces cerevisiae Commercial wine strain;
Lalvin EC-1118 E&J Gallo Winery

PGY320 UCD7 Pichia membranafaciens UC-Davis V&E Department

PGY321 UCD227 Schizosaccharomyces
pombe

Strain FST 40-277; ATCC 2476,
NRRL Y-164 UC-Davis V&E Department

PGY323 UCD601 Lachancea thermotolerans Wine isolate; strain Radler 40 UC-Davis V&E Department

PGY325 UCD751 Zygosaccharomyces bailii Strain PS p.194 UC-Davis V&E Department

PGY326 UCD848 Metschnikowia
pulcherrima UC-Davis V&E Department

PGY327 UCD1017 Hanseniaspora uvarum Strain 1015-IFI UC-Davis V&E Department

PGY328 UCD2116 Pichia kudriavzevii Candida krusei; from Luna
barrel fermentation UC-Davis V&E Department



Appl. Microbiol. 2024, 4 457

Table 1. Cont.

Strain Code Aliases Species Description Source

PGY329 UCD2221 Torulaspora delbrueckii Wine isolate UC-Davis V&E Department

PGY330 UCD2510 Saccharomycodes
ludwigii Wine isolate UC-Davis V&E Department

PGY332 UCD2077 Brettanomyces
bruxellensis AWRI 1499-like strain UC-Davis V&E Department

2.2. Optical Density to Cell Count Conversion

Liquid cultures of each transformable yeast were grown overnight in biological tripli-
cate and subjected to various cell-counting techniques. Optical densities (OD) at λ = 600 nm
were measured for each culture using a Thermo Scientific Genesys 6 spectrophotometer.
Colony forming units were measured for each culture by plating serial dilutions. Cell
counts were measured for each culture by counting at least 300 individual cells on a
hemocytometer. Particle counts and mean particle sizes were measured for each culture
using a Beckman Coulter Counter Z2. A conversion factor was generated for each yeast
species/strain to easily convert measured OD600 values to estimated cell concentrations.
Using these conversion factors, the OD values for subsequent transformation efficiency
and fluorescence measurements are reported as to “per 106 cells”.

2.3. Plasmid Construction

Plasmids used in this study can be found in Table 2. Plasmids were extracted from
E. coli hosts with the Omega E.Z.N.A. Plasmid DNA Mini Kit I. Primers used in this
study can be found in Supplemental Table S1. Primers for PCR amplicon inserts were
designed with 40 base pair overhangs identical to the 5′ and 3′ ends of the linearized
vector backbones. Intermediate plasmid components were purified with a GeneJET Gel
Extraction Kit and confirmed by a combination of PCR, restriction enzyme digestion, and
gel electrophoresis. Linearized vectors and amplicon inserts were combined using Gibson
Assembly and TOP10 E. coli transformants were selected using LBA plates [43]. Plasmid
construction was broken into three phases. (1) pRSII416 and pRSII426 vector backbones
were linearized to exclude URA3 via PCR amplification. Drug cassette inserts kanMX,
hphMX, and natAC were PCR amplified from pRS416-KanMX-TDH3pr, pRS416-HphMX-
TDH3pr, and pRS416-NatAC-TDH3pr, respectively. Linearized pRSII416 and pRSII426
backbones were individually combined with the three drug cassette amplicons resulting in
six pRSII4XD plasmids (X = origin of replication, D = drug resistance marker). (2) pRSII4XD
plasmids were linearized by restriction enzyme digestion using KpnI-HF and SacI-HF (New
England Biolabs). A TDH3pr-MCS-CYC13′UTR insert was PCR amplified from p416GPD;
the sequence of this region can be found in Supplemental File S1, including all restriction
enzyme sites for future plasmid design using these vector backbones. The six linearized
pRSII4XD backbones were individually recombined with the TDH3pr-MCS-CYC13′UTR
amplicon resulting in six pRSII4XD-TDH3pr plasmids. (3) pRSII4XD-TDH3pr plasmids
were linearized by restriction enzyme digestion using SpeI-HF and XhoI (New England
Biolabs). The gene encoding fluorescent protein mNeonGreen was PCR amplified from
pK127-mNeonGreen. The six linearized pRSII4XD-TDH3pr backbones were individually
combined with the mNeonGreen amplicon resulting in six pRSII4XD-TDH3pr-mNeon
plasmids. The resultant 18 plasmids were sequenced by Plasmidsaurus and plasmid
sequences were deposited along with plasmids at Addgene (Table 2).
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Table 2. Plasmids used in this study.

Name Other
Name(s) Host Maintenance

Elements Selective Elements Expression
Elements Source Addgene

ID

pRSII416 RB3534 XL1-B E.coli
E. coli origin (pBR322

ori), Low-copy
(CEN6/ARS4)

Ampicillin-resistant (bla),
Uracil auxotrophic

complementation (URA3)

MCS
(pBluescript

II SK+)
[17] 35456

pRSII426 RB3535 XL1-B E.coli
E. coli origin (pBR322

ori), High-copy
(2µ ORI-STB)

Ampicillin-resistant (bla),
Uracil auxotrophic

complementation (URA3)

MCS
(pBluescript

II SK+)
[17] 35470

pRS416-
KanMX-
TDH3pr

RB3398 TOP10 E.coli
E. coli origin (pBR322

ori), Low-copy
(CEN6/ARS4)

Ampicillin-resistant (bla),
Uracil auxotrophic

complementation (URA3)

TDH3pr-MCS-
CYC13′UTR This Study

pRS416-
HphMX-
TDH3pr

RB3399 TOP10 E.coli
E. coli origin (pBR322

ori), Low-copy
(CEN6/ARS4)

Ampicillin-resistant (bla),
Uracil auxotrophic

complementation (URA3)

TDH3pr-MCS-
CYC13′UTR This Study

pRS416-
NatAC-
TDH3pr

RB3400 TOP10 E.coli
E. coli origin (pBR322

ori), Low-copy
(CEN6/ARS4)

Ampicillin-resistant (bla),
Uracil auxotrophic

complementation (URA3)

TDH3pr-MCS-
CYC13′UTR This Study

p416GPD p416GPD TOP10 E.coli
E. coli origin (pBR322

ori), Low-copy
(CEN6/ARS4)

Ampicillin-resistant (bla),
Uracil auxotrophic

complementation (URA3)

TDH3pr-MCS-
CYC13′UTR [16]

pKT127-
mNeonGreen DH10B E.coli E. coli origin

(pBR322 ori)
Ampicillin-resistant (bla),
G418-resistant (kanMX)

SP6pr-mNeon-
ADH13′UTR [40]

pRSII41K PGB74 TOP10 E.coli
E. coli origin (pBR322

ori), Low-copy
(CEN6/ARS4)

Ampicillin-resistant (bla),
G418-resistant (kanMX) MCS This Study 194522

pRSII42K PGB75 TOP10 E.coli
E. coli origin (pBR322

ori), High-copy
(2µ ORI-STB)

Ampicillin-resistant (bla),
G418-resistant (kanMX) MCS This Study 194523

pRSII41N PGB80 TOP10 E.coli
E. coli origin (pBR322

ori), Low-copy
(CEN6/ARS4)

Ampicillin-resistant (bla),
Nourseothricin-

resistant (natAC)
MCS This Study 194524

pRSII42N PGB81 TOP10 E.coli
E. coli origin (pBR322

ori), High-copy
(2µ ORI-STB)

Ampicillin-resistant (bla),
Nourseothricin-

resistant (natAC)
MCS This Study 194525

pRSII41H PGB78 TOP10 E.coli
E. coli origin (pBR322

ori), Low-copy
(CEN6/ARS4)

Ampicillin-resistant (bla),
Hygromycin

B-resistant (hphMX)
MCS This Study 194526

pRSII42H PGB79 TOP10 E.coli
E. coli origin (pBR322

ori), High-copy
(2µ ORI-STB)

Ampicillin-resistant (bla),
Hygromycin

B-resistant (hphMX)
MCS This Study 194527

pRSII41K-
TDH3pr PGB94 TOP10 E.coli

E. coli origin (pBR322
ori), Low-copy
(CEN6/ARS4)

Ampicillin-resistant (bla),
G418-resistant (kanMX)

TDH3pr-MCS-
CYC13′UTR This Study 194528

pRSII42K-
TDH3pr PGB95 TOP10 E.coli

E. coli origin (pBR322
ori), High-copy
(2µ ORI-STB)

Ampicillin-resistant (bla),
G418-resistant (kanMX)

TDH3pr-MCS-
CYC13′UTR This Study 194529

pRSII41N-
TDH3pr PGB96 TOP10 E.coli

E. coli origin (pBR322
ori), Low-copy
(CEN6/ARS4)

Ampicillin-resistant (bla),
Nourseothricin-

resistant (natAC)

TDH3pr-MCS-
CYC13′UTR This Study 194530

pRSII42N-
TDH3pr PGB97 TOP10 E.coli

E. coli origin (pBR322
ori), High-copy
(2µ ORI-STB)

Ampicillin-resistant (bla),
Nourseothricin-

resistant (natAC)

TDH3pr-MCS-
CYC13′UTR This Study 194531

pRSII41H-
TDH3pr PGB99 TOP10 E.coli

E. coli origin (pBR322
ori), Low-copy
(CEN6/ARS4)

Ampicillin-resistant (bla),
Hygromycin

B-resistant (hphMX)

TDH3pr-MCS-
CYC13’UTR This Study 194532

pRSII42H-
TDH3pr PGB98 TOP10 E.coli

E. coli origin (pBR322
ori), High-copy
(2µ ORI-STB)

Ampicillin-resistant (bla),
Hygromycin

B-resistant (hphMX)

TDH3pr-MCS-
CYC13′UTR This Study 194533
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Table 2. Cont.

Name Other
Name(s) Host Maintenance

Elements Selective Elements Expression
Elements Source Addgene

ID

pRSII41K-
TDH3pr-
mNeon

PGB100 TOP10 E.coli
E. coli origin (pBR322

ori), Low-copy
(CEN6/ARS4)

Ampicillin-resistant (bla),
G418-resistant (kanMX)

TDH3pr-
mNeon-

CYC13′UTR
This Study 194534

pRSII42K-
TDH3pr-
mNeon

PGB101 TOP10 E.coli
E. coli origin (pBR322

ori), High-copy
(2µ ORI-STB)

Ampicillin-resistant (bla),
G418-resistant (kanMX)

TDH3pr-
mNeon-

CYC13′UTR
This Study 194535

pRSII41N-
TDH3pr-
mNeon

PGB102 TOP10 E.coli
E. coli origin (pBR322

ori), Low-copy
(CEN6/ARS4)

Ampicillin-resistant (bla),
Nourseothricin-

resistant (natAC)

TDH3pr-
mNeon-

CYC13′UTR
This Study 194536

pRSII42N-
TDH3pr-
mNeon

PGB103 TOP10 E.coli
E. coli origin (pBR322

ori), High-copy
(2µ ORI-STB)

Ampicillin-resistant (bla),
Nourseothricin-

resistant (natAC)

TDH3pr-
mNeon-

CYC13′UTR
This Study 194537

pRSII41H-
TDH3pr-
mNeon

PGB105 TOP10 E.coli
E. coli origin (pBR322

ori), Low-copy
(CEN6/ARS4)

Ampicillin-resistant (bla),
Hygromycin

B-resistant (hphMX)

TDH3pr-
mNeon-

CYC13′UTR
This Study 194538

pRSII42H-
TDH3pr-
mNeon

PGB104 TOP10 E.coli
E. coli origin (pBR322

ori), High-copy
(2µ ORI-STB)

Ampicillin-resistant (bla),
Hygromycin

B-resistant (hphMX)

TDH3pr-
mNeon-

CYC13′UTR
This Study 194539

2.4. Evaluation of Transformation Efficiency

All yeast transformations were performed using a standard lithium acetate method [44].
Briefly, yeast cultures were grown overnight to saturation, culture optical densities were
measured, and cells were subcultured to a starting OD600 of 0.05. After approximately 6 h
of growth on a roller wheel at 30 ◦C, 4 mL of cells were collected and washed with sterile
water then TE/LiAc solution (10 mM Tris-HCl, 1 mM EDTA, 0.5 M LiAc). Washed cells
were resuspended in 70 µL of TE/LiAc solution, then 10 µL of boiled salmon sperm DNA,
60 ng of plasmid DNA, and 720 µL of PEG/TE/LiAc solution (10 mM Tris-HCl, 1 mM
EDTA, 0.5 M, 40% PEG3350) were added to the cell suspension. Next, cells were incubated
at 30 ◦C for 30 min, then 73 µL of DMSO was added and cells were heat shocked at 37 ◦C
for 15 min. Cells were pelleted, resuspended in 250 µL of sterile water, serially diluted, and
plated onto YPD. After 24 h of recovery growth, transformants were replica plated onto se-
lective media. Using a single plasmid preparation for all transformations, transformations
were performed in biological triplicate, and transformation efficiencies were calculated
for all 24 yeast strains. Yeasts which did not yield transformants were excluded from
future transformation-based experiments. The six pRSII4XD-TDH3pr-mNeon plasmids
were individually transformed into all transformable yeast strains. Transformation effi-
ciencies were calculated for each strain-plasmid combination with one biological replicate.
Strain-plasmid combinations which did not yield transformants on the first attempt were
transformed at least three times to distinguish between low transformation efficiency and
strain-plasmid incompatibility.

2.5. Evaluation of Plasmid Maintenance in Selective and Non-Selective Media

Low- and high-copy transformants were passaged by sequentially re-streaking iso-
lated colonies onto selective media. Viable re-streaks were determined by the number of
times a transformant could be re-streaked onto selective media before the drug resistance
phenotype was lost. Transformants were re-streaked a maximum of five times. Low- and
high-copy transformants of S. cerevisiae (lab) were grown overnight in non-selective media,
plated onto YPD, and after 24 h of recovery growth, transformants were replica plated onto
selective media. Colony counts were compared between selective and non-selective media
to calculate % drug-resistant colonies.
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2.6. mNeonGreen Fluorescence Measurements

Non-transformed strains, low-copy transformants, and high-copy transformants were
grown in liquid media until cultures reached the stationary growth phase. Culture OD600
was measured, 1 mL of cells were washed once in PBS (137 mM NaCl, 2.7 mM KCl, 10 mM
Na2HPO4, 1.8 mM KH2PO4), and resuspended in 1 mL of PBS. Washed cells were loaded
into a Corning Costar 96-Well Black Polystyrene Plate and three tenfold serial dilutions
were made in PBS, leaving a final volume of 90 µL in each well. End point fluorescence
was measured at excitation and emission wavelengths of 492 nm and 527 nm, respectively,
using the Gen5 software on a BioTek Synergy H1 Hybrid Reader. Background fluorescence
was measured for non-transformed overnight cultures and used as background for each
transformant fluorescence value. Biological triplicates were used to calculate average
fluorescence per 106 cells.

3. Results & Discussion
3.1. Design and Construction of 18 Drug-Selectable Yeast Plasmid Vectors

Plasmids pRSII416 and pRSII426 were used as vector backbones for the plasmids
constructed here and are identical apart from their origin of replication. pRSII416 is a
low-copy vector with CEN6/ARS4 maintaining plasmid at chromosomal levels, whereas
pRSII426 is a high-copy vector with the 2µ element maintaining plasmid at increased
levels (30–90 copies per cell). The increase in plasmid copy number generally results in an
increase in expression levels for the genes encoded on these plasmids. The original design
of these plasmids relies on uracil auxotrophy complementation as the selective pressure
for plasmid maintenance. While auxotrophy-dependent selective pressure is common for
plasmid shuttle vectors, this plasmid maintenance approach requires the host yeast strain to
carry specific auxotrophic mutations, often in nucleotide or amino acid biosynthetic genes,
which restricts the list of readily compatible yeast host strains. By constructing plasmids
with an alternative selection method, drug resistance, the spectrum of compatible yeast
species and strains can be expanded. A total of 18 novel drug-selectable yeast expression
vectors were successfully constructed during this study [Figure 1]. The first round of
plasmid construction involved replacing the auxotrophic marker URA3 on a pRSII4X6
vector backbone with one of three drug-resistance-encoding cassettes: kanMX, hphMX, or
natAC. For each drug marker, a low- and high copy version was constructed, resulting in
six pRSII4XD (X = origin of replication, D = drug resistance marker) plasmids. Plasmid
sequence analysis confirmed replacement of URA3 with selected drug markers.

Plasmid shuttle vectors are often used to study DNA inserts in a highly controlled
setting. To successfully express genes, plasmid shuttle vectors typically contain a region
which includes a promoter, MCS, and a 3′ UTR. To ensure gene expression is constant, a
constitutive promoter can be utilized. The next round of plasmid construction involved
cloning a strong, constitutive promoter from the TDH3 gene, an MCS, and a 3′ UTR from
the CYC1 gene into the first six plasmids from this study. A PCR amplicon of TDH3pr-
MCS-CYC13′UTR was cloned into the original MCS of the first six plasmids, yielding six
pRSII4XD-TDH3pr plasmids. DNA sequence analysis confirmed successful integrations of
this amplicon into each plasmid. To confirm the functionality of the integrated TDH3pr-
MCS-CYC13′UTR element, a gene sequence encoding a monomeric fluorescent protein
mNeonGreen was cloned into the MCS of the pRSII4XD-TDH3pr plasmids, yielding six
pRSII4XD-TDH3pr-mNeon plasmids designed to constitutively express mNeonGreen. DNA
sequence analysis confirmed successful integrations of this amplicon into each plasmid.
Each of the newly constructed plasmids have been deposited in the Addgene plasmid
repository and have been assigned unique Addgene accession numbers [Table 2]. The
GenBank sequence file and corresponding plasmid maps for the novel plasmids can also
be found on Addgene in addition to Supplemental Figure S1.
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Figure 1. Features of the 18 yeast plasmids constructed in this study. Plasmids constructed as
low-copy or high-copy versions, distinguishable by the yeast origin of replication present in region
“X”. Three different versions of low-copy and high-copy plasmids contain different dominant drug
resistance markers present in region “D”. Plasmids are also distinguishable by the MCS region “Y”.
All 18 plasmids contain bla and ori for bacterial selection and maintenance, respectively.

3.2. Transformation Efficiencies Are Highly Variable across the Diverse Yeast Panel

The 18 plasmids constructed in this study rely on conferred drug resistance as the
selective pressure for plasmid maintenance and as a result, the four requirements for a yeast
strain to maintain these plasmids are native antifungal drug sensitivity, transformability,
recognition and usage of the plasmid origin of replication, and ability to express a functional
drug resistance protein using the A. gossypii TEF gene promoter. Sensitivity to the three
antifungal drugs was confirmed for the 24 yeast strains by pronging serial dilutions of each
strain onto YPD plates supplemented with hygromycin B, G418, or nourseothricin. Growth
on drug-supplemented plates was not observed. The selective pressures to maintain the
novel plasmids were confirmed for the 24 strains. However, it was unclear if each strain
could uptake and maintain foreign DNA via transformation. There are various approaches
to transforming yeast strains with foreign DNA including the spheroplast method, lithium
acetate method, electroporation, biolistic method, and glass bead method [45]. Due to the
simplicity and cost effectiveness of lithium acetate chemical transformations, we utilized a
version of this method across the panel of 24 strains. Transformation efficiencies for the
24 drug-sensitive yeast strains were determined using a single low-copy vector, pRSII41H-
TDH3pr-mNeon. The transformation efficiency results for each strain were categorized into
five transformation efficiency score groups: none, low, medium, high, and very high [Ta-
ble 3]. Six of the 24 strains did not yield transformants, and notably, all six strains were from
non-Saccharomyces genera. Physiological variations between microorganisms which reduce
the success of the lithium acetate method may have prevented transformant colonies from
growing. Additionally, the Ashbya gossypii TEF promoter, which controls the expression for
all of the drug resistance cassettes, may not have been functional for all the strains tested.
Metschnikowia pulcherrima was classified as low efficiency. However, only one of three
biological replicates yielded transformant colonies. Saccharomyces pastorianus (beer, Lager I),
Saccharomyces cerevisiae (beer, Irish Ale), Pichia kudriavzevii, and Pichia membranifaciens also
yielded low transformation efficiencies. Saccharomyces cerevisiae (wine, Uvaferm 43), Saccha-
romyces paradoxus (Far Eastern subpopulation), Torulaspora delbrueckii, Saccharomyces uvarum,
and Saccharomyces paradoxus (American subpopulation) yielded medium transformation
efficiencies. Saccharomyces mikatae, Lachancea thermotolerans, Saccharomyces cerevisiae (wine,
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EC1118), Saccharomyces cerevisiae (oak, China), Lachancea kluyveri, and Saccharomyces cere-
visiae (oak, NJ) yielded high transformation efficiencies. Lastly, Saccharomyces cerevisiae (lab)
and Saccharomyces kudriavzevii yielded very high transformation efficiencies [Table 3]. As
the lithium acetate transformation protocol was developed and optimized for transforming
strains of S. cerevisiae, it is unsurprising that S. cerevisiae and other Saccharomyces spp. strains
transformed successfully with medium to very high efficiencies while non-Saccharomyces
yeasts had lower efficiencies. Overall, the list of drug sensitive yeast strains capable of
transforming foreign DNA via the lithium acetate method reduced the yeast panel from
24 to 18 strains. It should be noted that other transformation methods may have yielded
different transformation efficiencies than the lithium acetate method. Various S. cerevisiae
strains, S. paradoxus, M. pulcherrima, and P. kudriavzevii have previously been transformed
via the lithium acetate transformation method and S. uvarum, L. kluyveri, and T. delbrueckii
have previously been successfully transformed via electroporation [46–48].

Table 3. Transformation efficiency of 24 diverse yeast isolates.

Yeast Transformation Efficiency † ± (SD)
[CFU/106 cells/µg DNA] Efficiency Score ‡

S. cerevisiae (lab) 3984.09 (±497.32) VERY HIGH

S. kudriavzevii 1094.97 (±426.13) VERY HIGH

S. mikatae 535.73 (±356.49) HIGH

L. thermotolerans 434.72 (±302.61) HIGH

S. cerevisiae (wine, EC1118) 257.85 (±180.42) HIGH

S. cerevisiae (oak, China) 202.11 (±197.35) HIGH

L. kluyveri 126.56 (±110.13) HIGH

S. cerevisiae (oak, NJ) 109.23 (±94.85) HIGH

S. cerevisiae (wine, Uvaferm 43) 99.01 (±75.99) MEDIUM

S. paradoxus (Far-Eastern
subpopulation) 61.91 (±2.76) MEDIUM

T. delbrueckii 57.96 (±36.28) MEDIUM

S. uvarum 53.10 (±17.25) MEDIUM

S. paradoxus (American
subpopulation) 36.13 (±36.57) MEDIUM

S. pastorianus (beer, Lager I) 6.47 (±8.15) LOW

S. cerevisiae (beer, Irish Ale) 3.36 (±3.41) LOW

P. kudriavzevii 0.39 (±0.34) LOW

P. membranafaciens 0.35 (±0.60) LOW

M. pulcherrima 0.10 (±0.17) LOW

N. castelli 0 NONE

H. uvarum 0 NONE

Z. bailii 0 NONE

B. bruxellensis 0 NONE

S. pombe 0 NONE

S. ludwigii 0 NONE

† Transformation efficiency (TE) calculated by the following equation: TE = (CFU)/(106 cells)/(µg plasmid DNA).
‡ Efficiency score categories: very high (TE > 1000), high (TE > 100), medium (TE > 10), low (TE < 10), and none.
Note: Transformations were performed using pRSII41H-TDH3pr-mNeon.
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3.3. Yeast Origin of Replication Determines Yeast-Plasmid Compatibility

Once drug sensitivity and transformability were confirmed for these 18 strains, we
sought to determine their compatibility with both low- and high-copy number yeast
origins of replication. Transformations of pRSII41H-TDH3pr-mNeon, pRSII41K-TDH3pr-
mNeon, and pRSII41N-TDH3pr-mNeon yielded transformants for the entire yeast panel
[Supplemental Table S3]. These results were expected as the 18 strains passed the initial
transformation screening using a low-copy vector as the transforming DNA. Transfor-
mations of pRSII42H-TDH3pr-mNeon, pRSII42K-TDH3pr-mNeon, and pRSII42N-TDH3pr-
mNeon yielded transformants for 16 of the 18 strains [Supplemental Table S3]. Triplicate
attempts to obtain high copy transformants for L. kluyveri and M. pulcherrima were unsuc-
cessful, suggesting incompatibility between these species and the S. cerevisiae 2µ origin
of replication present on the high-copy vectors. Possible explanations for the observed
incompatibility include a lack of recognition or usage of the 2µ element to replicate DNA, or
alternatively, cytotoxicity from the increased levels of plasmids or gene products encoded
on the plasmids. In addition to comparing the two types of origin of replication with
the strain panel, these results also highlighted that the choice of drug resistance marker
on low- and high-copy plasmids did not heavily influence transformation efficiencies
[Supplemental Table S3]. While the growth of colonies on selective media after transfor-
mation is a good indicator of plasmid compatibility, we sought to further elucidate the
strain-plasmid relationship by testing plasmid maintenance after multiple generations of
cell division. A culturing passage revealed that the 18 strains which successfully trans-
formed could maintain the low-copy plasmids for at least five re-streaks on selective
media, indicative of approximately 50–100 generations (assuming each colony consists or
10–20 generations per founding mother cell), whereas the high-copy plasmids were not
maintained equally by all yeast species [Table 4]. High-copy transformants of T. delbrueckii
and P. kudriavzevii successfully grew for one re-streak but failed to propagate on selective
media after subsequent re-streaks. The inability to grow on selective media after multiple
re-streaks indicates a loss of drug resistance and likely an inability to maintain the plasmid
after multiple generations due to compatibility issues with the 2µ origin of replication.

Table 4. Plasmid maintenance for 18 diverse yeast isolates.

Viable Re-Streaks (Maximum of 5)

Yeast Low Copy High Copy

S. cerevisiae (lab) 5 5

L. thermotolerans 5 5

S. mikatae 5 5

S. cerevisiae (wine, EC1118) 5 5

S. kudriavzevii 5 5

S. cerevisiae (oak, China) 5 5

S. cerevisiae (oak, NJ) 5 5

S. cerevisiae (wine, Uvaferm 43) 5 5

S. paradoxus (Far-Eastern) 5 5

S. uvarum 5 5

S. paradoxus (American) 5 5

S. pastorianus (beer, Lager I) 5 5

S. cerevisiae (beer, Irish Ale) 5 5

P. membranafaciens 5 5
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Table 4. Cont.

Viable Re-Streaks (Maximum of 5)

Yeast Low Copy High Copy

T. delbrueckii 5 1

P. kudriavzevii 5 1

L. kluyveri 5 not tested

M. pulcherrima 5 not tested

To evaluate plasmid maintenance after growth in various non-selective media, overnight
propagation of low-copy transformants of S. cerevisiae (lab), a strain which has been domes-
ticated to thrive in laboratory conditions, reduced the percent G418-resistant cells in the
population to 54.70% and 54.10% for minimal and rich media, respectively [Supplemental
Table S4]. Comparatively, non-selective liquid overnight propagation of high-copy trans-
formants of S. cerevisiae (lab) reduced the percent G418-resistant cells in the population to
9.66% and 18.83% for minimal and rich media, respectively. The percent G418-resistant
cells after propagation in non-selective media roughly translates to the proportion of
plasmid-retaining cells remaining in the population. As approximately 100% of viable
cells growing in selective media are expected to contain plasmids, any reduction in the
percent G418-resistant cells after a lack of selective pressure indicates plasmid loss. While
there was evident plasmid loss for low-copy transformants, the rate of plasmid loss for
high-copy transformants was much higher, highlighting the importance of maintaining
plasmid selection, especially for high-copy plasmids.

3.4. Plasmid-Derived Gene Expression Levels Vary across the Diverse Yeast Panel

After evaluating each strain’s ability to uptake and maintain the plasmids, we sought
to determine if the gene expression system integrated in the pRSII4XD-TDH3pr plasmids
was compatible with the diverse yeast strain panel. To test this, we utilized the pRSII4XD-
TDH3pr-mNeon plasmids designed to constitutively express the monomeric fluorescent
protein mNeonGreen. The pRSII4XD-TDH3pr-mNeon plasmids allowed us to compare
mNeonGreen fluorescence as a proxy for gene expression under the control of the TDH3
promoter and relative protein expression level. The peak excitation and emission wave-
lengths for mNeonGreen are 506 nm and 517 nm, respectively. However, 492 nm and
527 nm were the excitation and emission wavelengths which reduced excessive back-
ground fluorescence for mNeonGreen with our instrumentation [40]. Relative fluorescence
was independent of the growth phase at the time of sample collection (e.g., log or sta-
tionary phase) [Supplemental Figure S2B] and was independent of the drug used as the
selective pressure for plasmid maintenance [Supplemental Figure S2C]. These observations
were expected as TDH3pr-driven gene expression is constitutive, resulting in mNeonGreen
expression which is typically insensitive to culturing conditions or growth phase. Rela-
tive to the background fluorescence measured for the 12 non-transformed Saccharomyces
species, fluorescence levels ranged 60–250 times higher for low-copy transformants and
25–160 times higher for high-copy transformants [Figure 2A]. The general increase in mea-
sured fluorescence for low- and high-copy transformants compared to non-transformed
strains indicates that TDH3pr is a functional promoter for all of the Saccharomyces species
assessed. Thus, the current set of pRSII4XX-TDH3pr plasmids are compatible with many
Saccharomyces species for gene expression studies. Low- and high-copy transformants
of M. pulcherrima did not successfully grow in selective media so mNeonGreen fluores-
cence could not be assessed. Additionally, P. membranifaciens and L. thermotolerans were
the only non-Saccharomyces high-copy transformants which successfully grew in liquid
selective media. Relative to the background fluorescence measured for the non-transformed
non-Saccharomyces species, fluorescence levels were only significantly increased for low-
copy transformants of T. delbrueckii. The increase in measured fluorescence for low-copy
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transformants compared to non-transformed strains indicates that TDH3pr is a functional
promoter for T. delbrueckii, however only a 10× increase in mNeonGreen fluorescence
was observed [Figure 2B]. An increase in mNeonGreen fluorescence was not observed for
low-copy transformants of L. kluyveri, P. membranifaciens, L. thermotolerans, and P. kudriavze-
vii, and high-copy transformants of P. membranifaciens and L. thermotolerans, suggesting
that TDH3pr is non-functional for each of these species regardless of plasmid origin of
replication. These results indicate that the current set of pRSII4XX-TDH3pr plasmids may
not be compatible with some non-Saccharomyces species for gene expression studies due
to promoter incompatibility. However, the design of these plasmids allows for a simple
restriction-enzyme-mediated promoter swap which streamlines future work in revealing
compatible constitutive promoters with these non-Saccharomyces species. This study indi-
rectly validated A. gossypii TEF promoter compatibility with all of the transformable strains
due to the observed acquisition of drug-resistance under the expression of the A. gossypii
TEF promoter. Therefore, future work utilizing these plasmids with TDH3-incompatible
yeasts can replace the TDH3 promoter with A. gossypii TEF promoter or other functional
promoters to ensure gene expression. It was notable that high-copy plasmid transformants
yielded lower average fluorescence for all but one S. cerevisiae strain (beer, Irish Ale). We
questioned whether the presence of the antifungal drugs impacted mNeonGreen fluores-
cence levels in high-copy transformants. For S. cerevisiae (lab), a strain with significantly higher
fluorescence in low-copy transformants relative to high-copy transformants, overnight growth
in non-selective minimal media and non-selective rich media did not reverse this pattern, sug-
gesting the presence of drugs were not responsible for these unexpected trends [Supplemental
Figure S3]. These results prompted an investigation into the sequence of the 2µ element
found on the constructed plasmids. Sequence analysis revealed a four-nucleotide insertion
in the 2µ element compared to the pRSII426 sequence published on Addgene. Additional
sequencing of the original pRSII426 backbone plasmid revealed the exact four-nucleotide
insertion was present. It is unclear if the observed trends in mNeonGreen expression
are a result of this sequence dissimilarity, though this 2µ origin is functional for plasmid
replication and maintenance as evident by repeated propagation for multiple strains in
selective media [Table 4]. One possible explanation for the observed reduction in mNeon-
Green fluorescence for high-copy transformants is an occurrence of plasmid burden, which
has been previously shown to reduce growth rate and expression of reporter genes for
transformants under similar conditions [49,50]. As mNeonGreen expression is controlled
by the strong constitutive TDH3 promoter, protein/metabolic burden can occur. For future
studies utilizing these high-copy expression vectors, the TDH3 promoter can be replaced
with a weaker constitutive promoter or inducible promoter to potentially increase reporter
gene expression for high-copy transformants relative to their low-copy counterparts.

In total, we constructed a series of plasmid shuttle vectors which extends usage beyond
strains with auxotrophic requirements and tested plasmid compatibility across a diverse
panel of yeasts. We constructed 18 total plasmids which were successfully maintained
by yeasts from several genera. From a panel of 24 yeast strains, these plasmids were
maintained by 18 yeasts, spanning 11 species within five different genera. Additionally,
the integrated gene expression system yielded plasmid-derived protein production for
13 strains, spanning five species within the Saccharomyces genera, in addition to one non-
Saccharomyces yeast. These results indicate that this plasmid series has broad applicability
for various diverse Saccharomyces and non-Saccharomyces yeasts.
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Figure 2. mNeonGreen fluorescence for Saccharomyces and non-Saccharomyces transformants.
(A) mNeonGreen fluorescence for 12 Saccharomyces strains transformed with pRSII41K-TDH3pr-
mNeon and pRSII42K-TDH3pr-mNeon. Average fluorescence/106 cells are shown as the average of
three biological replicates with standard deviation included. (B) mNeonGreen fluorescence for five
non-Saccharomyces yeast strains transformed with pRSII41K-TDH3pr-mNeon and pRSII42K-TDH3pr-
mNeon. Lachancea kluyveri and Pichia kudriavzevii were unable to maintain high-copy vectors and
thus, were unable to grow in liquid selective media. Asterisks represent statistical difference (p < 0.05)
between non-Saccharomyces plasmid transformants and their non-transformed strain background
fluorescence. Average fluorescence/106 cells is shown as the average of three biological replicates
with standard deviation included.

Supplementary Materials: The following supporting information can be downloaded at: https://www.
mdpi.com/article/10.3390/applmicrobiol4010031/s1, Figure S1: Plasmid maps for all 18 constructed
vectors. (a) Series one (pRSII4XD) plasmids. High- and low-copy plasmids with pBluescript II
SK+ MCS. (b) Series two (pRSII4XD-TDH3pr) plasmids. High- and low-copy plasmids contain the
same elements as series one plasmids, with an additional TDH3 promoter and CYC1 3′UTR flanking
the 5′ and 3′ ends of the MCS, respectively. (c) Series three (pRSII4XD-TDH3pr-mNeon) plasmids.
High- and low-copy plasmids contain the same elements as series two plasmids with mNeonGreen
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cloned into the MCS. All 18 plasmids contain bla and ori for bacterial selection and maintenance,
respectively. Plasmid within a series is differentiated by the yeast origin or replication (CEN6/ARS4
or 2µ ORI-STB) and/or the drug resistance cassette (hphMX, kanMX, or natAC). All plasmid maps
were designed from GenBank files using ApE. (https://jorgensen.biology.utah.edu/wayned/ape/);
Figure S2: mNeonGreen fluorescence protocol optimization. (A) mNeonGreen fluorescence for
S. cerevisiae (lab) transformed with pRSII41K-TDH3pr-mNeon and pRSII42K-TDH3pr-mNeon in
biological triplicate. (B) mNeonGreen fluorescence during different growth phases. S. pastorianus
(beer, Lager I) transformed with pRSII41K-TDH3pr-mNeon and pRSII42K-TDH3pr-mNeon, and S.
paradoxus (American) transformed with pRSII42K-TDH3pr-mNeon collected during exponential
growth (OD600 < 0.500) and during stationary phase (OD600 > 2.00). Data shown is from a single
replicate. (C) mNeonGreen fluorescence for S. cerevisiae (lab) transformed with low-copy plasmid
variants with different drug resistance genes. Average fluorescence/106 cells were calculated using
three biological replicates with standard deviation included; Figure S3: mNeonGreen fluorescence
after overnight growth in different non-selective media. mNeonGreen fluorescence for S. cerevisiae
(lab) transformed with pRSII41K-TDH3pr-mNeon and pRSII42K-TDH3pr-mNeon and grown in SD,
YPD, SD+G418, and YPD+G418. SD contained MSG as the sole nitrogen source to accommodate for
the proposed mechanism-of-action of G418 (transport through an ammonium-repressed transport
protein). Average fluorescence/106 cells were calculated using three biological replicates with
standard deviation included; Table S1: Primers used in this study; Table S2: Conversion chart for
1 OD unit to different cell counting techniques; Table S3: Transformation efficiencies for 18 diverse
yeast isolates using the six mNeon plasmids; Table S4: Plasmid retention after overnight propagation
in non-selective media.

Author Contributions: Conceptualization: P.A.G. and J.R.S.; Methodology: P.A.G. and J.R.S.; Soft-
ware: J.R.S.; Validation: J.R.S. and C.D.S.; Formal Analysis: J.R.S.; Investigation: J.R.S., C.D.S., P.F.M.,
L.C., A.G.L., A.C. and G.Z.J.; Resources: P.A.G.; Data Curation: J.R.S.; Writing—Original Draft Prepa-
ration: J.R.S.; Writing—Review & Editing, J.R.S., P.F.M., L.C., A.G.L., A.C. and P.A.G.; Visualization:
J.R.S.; Supervision: P.A.G.; Project Administration: P.A.G.; Funding Acquisition: P.A.G. All authors
have read and agreed to the published version of the manuscript.

Funding: This research was supported in part by the intramural research program of the U.S.
Department of Agriculture, National Institute of Food and Agriculture, Multistate Hatch Federal
Capacity Funds NC1023. The findings and conclusions in this preliminary publication have not
been formally disseminated by the U.S. Department of Agriculture and should not be construed to
represent any agency determination or policy.

Data Availability Statement: The data that support the findings of this study are available from
the corresponding author upon reasonable request. Plasmids and their respective sequences can be
obtained through Addgene (see Table 2 for Addgene ID numbers).

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

References
1. Botstein, D.; Fink, G.R. Yeast: An experimental organism for modern biology. Science 1988, 240, 1439–1443. [CrossRef]
2. Botstein, D.; Chervitz, S.A.; Cherry, J.M. Yeast as a model organism. Science 1997, 277, 1259–1260. [CrossRef]
3. Duina, A.A.; Miller, M.E.; Keeney, J.B. Budding yeast for budding geneticists: A primer on the Saccharomyces cerevisiae model

system. Genetics 2014, 197, 33–48. [CrossRef]
4. Scannell, D.R.; Zill, O.A.; Rokas, A.; Payen, C.; Dunham, M.J.; Eisen, M.B.; Rine, J.; Johnston, M.; Hittinger, C.T. The Awesome

Power of Yeast Evolutionary Genetics: New Genome Sequences and Strain Resources for the Saccharomyces sensu stricto Genus.
G3 2011, 1, 11–25. [CrossRef]

5. Peter, J.; De Chiara, M.; Friedrich, A.; Yue, J.-X.; Pflieger, D.; Bergström, A.; Sigwalt, A.; Barre, B.; Freel, K.; Llored, A.; et al.
Genome evolution across 1011 Saccharomyces cerevisiae isolates. Nature 2018, 556, 339–344. [CrossRef]

6. Hoffman, C.S.; Wood, V.; Fantes, P.A. An Ancient Yeast for Young Geneticists: A Primer on the Schizosaccharomyces pombe Model
System. Genetics 2015, 201, 403–423. [CrossRef]

7. Karbalaei, M.; Rezaee, S.A.; Farsiani, H. Pichia pastoris: A highly successful expression system for optimal synthesis of heterologous
proteins. J. Cell. Physiol. 2020, 235, 5867–5881. [CrossRef]

8. Averianova, L.A.; Balabanova, L.A.; Son, O.M.; Podvolotskaya, A.B.; Tekutyeva, L.A. Production of Vitamin B2 (Riboflavin) by
Microorganisms: An Overview. Front. Bioeng. Biotechnol. 2020, 8, 570828. [CrossRef] [PubMed]

9. Gnügge, R.; Rudolf, F. Saccharomyces cerevisiae Shuttle vectors. Yeast 2017, 34, 205–221. [CrossRef]

https://jorgensen.biology.utah.edu/wayned/ape/
https://doi.org/10.1126/science.3287619
https://doi.org/10.1126/science.277.5330.1259
https://doi.org/10.1534/genetics.114.163188
https://doi.org/10.1534/g3.111.000273
https://doi.org/10.1038/s41586-018-0030-5
https://doi.org/10.1534/genetics.115.181503
https://doi.org/10.1002/jcp.29583
https://doi.org/10.3389/fbioe.2020.570828
https://www.ncbi.nlm.nih.gov/pubmed/33304888
https://doi.org/10.1002/yea.3228


Appl. Microbiol. 2024, 4 468

10. Ma, H.; Kunes, S.; Schatz, P.J.; Botstein, D. Plasmid construction by homologous recombination in yeast. Gene 1987, 58, 201–216.
[CrossRef]

11. Oldenburg, K.R.; Vo, K.T.; Michaelis, S.; Paddon, C. Recombination-mediated PCR-directed plasmid construction in vivo in yeast.
Nucleic Acids Res. 1997, 25, 451–452. [CrossRef]

12. Nora, L.C.; Westmann, C.A.; Martins-Santana, L.; Alves, L.F.; Monteiro, L.M.O.; Guazzaroni, M.E.; Silva-Rocha, R. The art of
vector engineering: Towards the construction of next-generation genetic tools. Microb. Biotechnol. 2019, 12, 125–147. [CrossRef]

13. Cochrane, R.R.; Shrestha, A.; Severo de Almeida, M.M.; Agyare-Tabbi, M.; Brumwell, S.L.; Hamadache Meaney, J.S.; Nucifora,
D.P.; Say, H.H.; Sharma, J.; Soltysiak, M.P.M.; et al. Superior Conjugative Plasmids Delivered by Bacteria to Diverse Fungi.
BioDesign Res. 2022, 2022, 9802168. [CrossRef]

14. Sikorski, R.S.; Hieter, P. A system of shuttle vectors and yeast host strains designed for efficient manipulation of DNA in
Saccharomyces cerevisiae. Genetics 1989, 122, 19–27. [CrossRef]

15. Christianson, T.W.; Sikorski, R.S.; Dante, M.; Shero, J.H.; Hieter, P. Multifunctional yeast high-copy-number shuttle vectors. Gene
1992, 110, 119–122. [CrossRef]

16. Mumberg, D.; Müller, R.; Funk, M. Yeast vectors for the controlled expression of heterologous proteins in different genetic
backgrounds. Gene 1995, 156, 119–122. [CrossRef]

17. Chee, M.K.; Haase, S.B. New and Redesigned pRS Plasmid Shuttle Vectors for Genetic Manipulation of Saccharomyces cerevisiae.
G3 2012, 2, 515–526. [CrossRef]

18. Siewers, V. An overview on selection marker genes for transformation of Saccharomyces cerevisiae. Methods Mol. Biol. 2014, 1152,
3–15. [CrossRef]

19. Pronk, J.T. Auxotrophic yeast strains in fundamental and applied research. Appl. Environ. Microbiol. 2002, 68, 2095–2100.
[CrossRef]

20. Lewis, A.; Caldwell, R.; Rogers, J.; Ingaramo, M.; Wang, R.; Soifer, I.; Hendrickson, D.; McIsaac, S.R.; Botstein, D.; Gibney, P.A.
Loss of major nutrient sensing and signaling pathways suppresses starvation lethality in electron transport chain mutants. Mol.
Biol. Cell 2021, 32, ar39. [CrossRef]

21. Haupt, I.; Hubener, R.; Thrum, H. Streptothricin F, an inhibitor of protein synthesis with miscoding activity. J. Antibiot. 1978, 31,
1137–1142. [CrossRef]

22. Eustice, D.C.; Wilhelm, J.M. Mechanisms of action of aminoglycoside antibiotics in eucaryotic protein synthesis. Antimicrob.
Agents Chemother. 1984, 26, 53–60. [CrossRef]

23. Steiner, S.; Philippsen, P. Sequence and promoter analysis of the highly expressed TEF gene of the filamentous fungus Ashbya
gossypii. Mol. Gen. Genet. 1994, 242, 263–271. [CrossRef]

24. Jimenez, A.; Davies, J. Expression of a transposable antibiotic resistance element in Saccharomyces. Nature 1980, 287, 869–871.
[CrossRef]

25. Wach, A.; Brachat, A.; Pöhlmann, R.; Philippsen, P. New heterologous modules for classical or PCR-based gene disruptions in
Saccharomyces cerevisiae. Yeast 1994, 10, 1793–1808. [CrossRef]

26. Gritz, L.; Davies, J. Plasmid-encoded hygromycin B resistance: The sequence of hygromycin B phosphotransferase gene and its
expression in Escherichia coli and Saccharomyces cerevisiae. Gene 1983, 25, 179–188. [CrossRef]

27. Goldstein, A.L.; McCusker, J.H. Three new dominant drug resistance cassettes for gene disruption in Saccharomyces cerevisiae.
Yeast 1999, 15, 1541–1553. [CrossRef]

28. Taxis, C.; Knop, M. System of centromeric, episomal, and integrative vectors based on drug resistance markers for Saccharomyces
cerevisiae. Biotechniques 2006, 40, 73–78. [CrossRef]

29. Cottarel, G.; Shero, J.H.; Hieter, P.; Hegemann, J.H. A 125-base-pair CEN6 DNA fragment is sufficient for complete meiotic and
mitotic centromere functions in Saccharomyces cerevisiae. Mol. Cell. Biol. 1989, 9, 3342–3349. [CrossRef]

30. Liachko, I.; Dunham, M.J. An autonomously replicating sequence for use in a wide range of budding yeasts. FEMS Yeast Res.
2014, 14, 364–367. [CrossRef]

31. Ghosh, S.K.; Hajra, S.; Paek, A.; Jayaram, M. Mechanisms for chromosome and plasmid segregation. Annu. Rev. Biochem. 2006, 75,
211–241. [CrossRef]

32. Nieduszynski, C.A.; Knox, Y.; Donaldson, A.D. Genome-wide identification of replication origins in yeast by comparative
genomics. Genes Dev. 2006, 20, 1874–1879. [CrossRef]

33. Müller, C.A.; Nieduszynski, C.A. Conservation of replication timing reveals global and local regulation of replication origin
activity. Genome Res. 2012, 22, 1953–1962. [CrossRef] [PubMed]

34. Talarek, N.; Louis, E.J.; Cullin, C.; Aigle, M. Developing methods and strains for genetic studies in the Saccharomyces bayanus var.
uvarum species. Yeast 2004, 21, 1195–1203. [CrossRef]

35. Kitagawa, T.; Tokuhiro, K.; Sugiyama, H.; Kohda, K.; Isono, N.; Hisamatsu, M.; Takahashi, H.; Imaeda, T. Construction of a
β-glucosidase expression system using the multistress-tolerant yeast Issatchenkia orientalis. Appl. Microbiol. Biotechnol. 2010, 87,
1841–1853. [CrossRef] [PubMed]

36. Maria, H.; Kapoor, S.; Liu, T.; Rusche, L.N. Conservation of a DNA replication motif among phylogenetically distant budding
yeast species. Genome Biol. Evol. 2021, 13, evab137. [CrossRef]

37. Ghosh, S.K.; Huang, C.-C.; Hajra, S.; Jayaram, M. Yeast cohesin complex embraces 2 micron plasmid sisters in a tri-linked catenane
complex. Nucleic Acids Res. 2010, 38, 570–584. [CrossRef]

https://doi.org/10.1016/0378-1119(87)90376-3
https://doi.org/10.1093/nar/25.2.451
https://doi.org/10.1111/1751-7915.13318
https://doi.org/10.34133/2022/9802168
https://doi.org/10.1093/genetics/122.1.19
https://doi.org/10.1016/0378-1119(92)90454-W
https://doi.org/10.1016/0378-1119(95)00037-7
https://doi.org/10.1534/g3.111.001917
https://doi.org/10.1007/978-1-4939-0563-8_1
https://doi.org/10.1128/AEM.68.5.2095-2100.2002
https://doi.org/10.1091/mbc.E21-06-0314
https://doi.org/10.7164/antibiotics.31.1137
https://doi.org/10.1128/AAC.26.1.53
https://doi.org/10.1007/BF00280415
https://doi.org/10.1038/287869a0
https://doi.org/10.1002/yea.320101310
https://doi.org/10.1016/0378-1119(83)90223-8
https://doi.org/10.1002/(SICI)1097-0061(199910)15:14%3C1541::AID-YEA476%3E3.0.CO;2-K
https://doi.org/10.2144/000112040
https://doi.org/10.1128/mcb.9.8.3342-3349.1989
https://doi.org/10.1111/1567-1364.12123
https://doi.org/10.1146/annurev.biochem.75.101304.124037
https://doi.org/10.1101/gad.385306
https://doi.org/10.1101/gr.139477.112
https://www.ncbi.nlm.nih.gov/pubmed/22767388
https://doi.org/10.1002/yea.1173
https://doi.org/10.1007/s00253-010-2629-9
https://www.ncbi.nlm.nih.gov/pubmed/20467739
https://doi.org/10.1093/gbe/evab137
https://doi.org/10.1093/nar/gkp993


Appl. Microbiol. 2024, 4 469

38. Rizvi, S.M.A.; Prajapati, H.K.; Ghosh, S.K. The 2 micron plasmid: A selfish genetic element with an optimized survival strategy
within Saccharomyces cerevisiae. Curr. Genet. 2018, 64, 25–42. [CrossRef]

39. McQuaid, M.E.; Mereshchuk, A.; Dobson, M.J. Insights into the DNA sequence elements required for partitioning and copy
number control of the yeast 2-micron plasmid. Curr. Genet. 2019, 65, 887–892. [CrossRef]

40. Shaner, N.C.; Lambert, G.G.; Chammas, A.; Ni, Y.; Cranfill, P.J.; Baird, M.A.; Sell, B.R.; Allen, J.R.; Day, R.N.; Israelsson, M.; et al.
A bright monomeric green fluorescent protein derived from Branchiostoma lanceolatum. Nat. Methods 2013, 10, 407–409. [CrossRef]

41. Hickman, M.J.; Spatt, D.; Winston, F. The Hog1 mitogen-activated protein kinase mediates a hypoxic response in Saccharomyces
cerevisiae. Genetics 2011, 188, 325–338. [CrossRef]

42. Cliften, P.; Sudarsanam, P.; Desikan, A.; Fulton, L.; Fulton, B.; Majors, J.; Waterston, R.; Cohen, B.A.; Johnston, M. Finding
functional features in Saccharomyces genomes by phylogenetic footprinting. Science 2003, 301, 71–76. [CrossRef]

43. Gibson, D.; Young, L.; Chuang, R.Y.; Venter, J.C.; Hutchison, C.A., III; Smith, H.O. Enzymatic assembly of DNA molecules up to
several hundred kilobases. Nat. Methods 2009, 6, 343–345. [CrossRef]

44. Gietz, R.D.; Woods, R.A. Transformation of yeast by lithium acetate/single-stranded carrier DNA/polyethylene glycol method.
Methods Enzymol. 2002, 350, 87–96. [CrossRef]

45. Kawai, S.; Hashimoto, W.; Murata, K. Transformation of Saccharomyces cerevisiae and other fungi: Methods and possible underlying
mechanism. Bioeng. Bugs. 2010, 1, 395–403. [CrossRef]

46. Andersson Rasmussen, A.; Kandasamy, D.; Beck, H.; Crosby, S.D.; Björnberg, O.; Schnackerz, K.D.; Piškur, J. Global expression
analysis of the yeast Lachancea (Saccharomyces) kluyveri reveals new URC genes involved in pyrimidine catabolism. Eukaryot. Cell
2014, 13, 31–42. [CrossRef]

47. Bleuven, C.; Dubé, A.K.; Nguyen, G.Q.; Gagnon-Arsenault, I.; Martin, H.; Landry, C.R. A collection of barcoded natural isolates
of Saccharomyces paradoxus to study microbial evolutionary ecology. MicrobiologyOpen 2019, 8, e773. [CrossRef]

48. Moreno-Beltrán, M.; Gore-Lloyd, D.; Chuck, C.; Henk, D. Variation among Metschnikowia pulcherrima isolates for genetic
modification and homologous recombination. Microorganisms 2021, 9, 290. [CrossRef]

49. Karim, A.S.; Curran, K.A.; Alper, H.S. Characterization of plasmid burden and copy number in Saccharomyces cerevisiae for
optimization of metabolic engineering applications. FEMS Yeast Res. 2013, 13, 107–116. [CrossRef]

50. Eguchi, Y.; Makanae, K.; Hasunuma, T.; Ishibashi, Y.; Kito, K.; Moriya, H. Estimating the protein burden limit of yeast cells by
measuring the expression limits of glycolytic proteins. eLife 2018, 7, e34595. [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/10.1007/s00294-017-0719-2
https://doi.org/10.1007/s00294-019-00958-y
https://doi.org/10.1038/nmeth.2413
https://doi.org/10.1534/genetics.111.128322
https://doi.org/10.1126/science.1084337
https://doi.org/10.1038/nmeth.1318
https://doi.org/10.1016/s0076-6879(02)50957-5
https://doi.org/10.4161/bbug.1.6.13257
https://doi.org/10.1128/EC.00202-13
https://doi.org/10.1002/mbo3.773
https://doi.org/10.3390/microorganisms9020290
https://doi.org/10.1111/1567-1364.12016
https://doi.org/10.7554/eLife.34595

	Introduction 
	Methods 
	Strains, Media, and Culture Conditions 
	Optical Density to Cell Count Conversion 
	Plasmid Construction 
	Evaluation of Transformation Efficiency 
	Evaluation of Plasmid Maintenance in Selective and Non-Selective Media 
	mNeonGreen Fluorescence Measurements 

	Results & Discussion 
	Design and Construction of 18 Drug-Selectable Yeast Plasmid Vectors 
	Transformation Efficiencies Are Highly Variable across the Diverse Yeast Panel 
	Yeast Origin of Replication Determines Yeast-Plasmid Compatibility 
	Plasmid-Derived Gene Expression Levels Vary across the Diverse Yeast Panel 

	References

