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ABSTRACT: Membrane proteins are present in a wide array of
cellular processes from primary and secondary metabolite synthesis
to electron transport and single carbon metabolism. A key barrier
to applying membrane proteins industrially is their difficult
functional production. Beyond expression, folding, and membrane
insertion, membrane protein activity is influenced by the
physicochemical properties of the associated membrane, making
it difficult to achieve optimal membrane protein performance
outside the endogenous host. In this review, we highlight recent
work on production of membrane proteins in membrane
augmented cell-free systems (CFSs) and applications thereof. CFSs lack membranes and can thus be augmented with user-
specified, tunable, mimetic membranes to generate customized environments for production of functional membrane proteins of
interest. Membrane augmented CFSs would enable the synthesis of more complex plant secondary metabolites, the growth and
division of synthetic cells for drug delivery and cell therapeutic applications, as well as enable green energy applications including
methane capture and artificial photosynthesis.
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The functional, heterologous expression of membrane
proteins is one of the missing puzzle pieces in establishing

industrially relevant biological processes ranging from the
production of medicinal compounds to the capture of methane
(CH4) to the bioremediation of heavy metal pollutants (Figure
1A). Plant-based medicinal compounds are synthesized via
multienzyme cascades composed of several transmembrane
cytochromes P450 (CYPs) that decorate the compounds’
scaffolds.1,2 Particulate methane monooxygenase (MMO)
oxidizes CH4 to methanol,3−5 which enters C1 assimilation
pathways in natural and synthetic methanotrophs,3 potentially
able to convert the ∼650 million tons of CO2 equivalents
produced in the U.S.6 into high density fuels to power trucks
and airplanes. Heavy metals, such as uranium from nuclear
waste, can be bioremediated using MtrCAB, which facilitates
the transfer of electrons from the organism to the heavy metal.7

Toward therapeutic applications, the robust functional
heterologous expression of surface receptors would support
the development of drug delivery vehicles and cell therapies.
For instance, G protein-coupled receptors (GPCRs) are the
target of more than 30% of FDA approved drugs. Routine
heterologous expression of GPCRs would facilitate the
development of high-throughput screening platforms for the
discovery of new drugs or the study of signaling cascades in the
absence of endogenous GPCRs.8 Access to a wider array of

functional receptors would also expand cell therapies beyond
detection of cell surface antigens on cancer cells to the
detection of soluble, small molecule ligands around the tumor
to improve targeting and reduce on-target off-tumor toxicity,
i.e., targeting a non-tumor tissue expressing the same antigen.9

For example, by using GPCRs, which mediate most cellular
responses to small molecules.10 Finally, transmembrane
proteins are pivotal in primary metabolism, determining the
biosynthetic performance of the production host. For instance,
a network of transmembrane proteins synthesizes the
phospholipids needed to build the cell’s membranes. The
oxidative phosphorylation pathway used to produce ATP in
plants, bacteria, and humans is also composed of trans-
membrane proteins.
Application of membrane proteins is hindered by their

difficult production outside their endogenous host, with
successful applications often requiring engineering of the
transmembrane domain. For example, the microbial synthesis
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of plant natural products is limited to hosts amenable to plant
transmembrane CYP production, such as Saccharomyces
cerevisiae, in spite of other hosts, such as Escherichia coli,
having achieved higher precursor yields.11 The development of
protein chimeras and truncation of plant CYPs to generate
soluble variants has been successful;12 however, only one or
two CYPs are usually engineered at a time, far from the five to
ten CYPs required for many plant biosynthetic pathways.
Beyond transmembrane protein production, the physico-

chemical properties of the membrane, including composition,
fluidity, curvature, and molecular crowding, influence the
production and activity of membrane proteins.13,14 For
example, expression of Catharanthus roseus geraniol 10-
hydroxylase in S. cerevisiae has a 8.3-fold lower activity than
the same protein synthesized in a plant membrane, likely due
to decreased enzyme stability and suboptimal reductase
pairing.15 In addition, a molecular dynamics simulation of a
human CYP, CYP3A4, showed that lipid composition and
electrostatics impact membrane incorporation and membrane
protein orientation.16 Indeed, the membrane compositions of

mammalian, microbial, and plant cells vary vastly from one
another17−20 (Figure 1B).
As nonliving systems devoid of membranes, cell-free systems

(CFSs) could be augmented with tailor-made membranes to
fulfill specific membrane protein requirements and applica-
tions, thus functionally producing membrane-bound proteins
that are challenging to synthesize using cells. Briefly, CFSs are
composed of a cell lysate or purified cell machinery (PURE)
supplemented with the nucleotides, energy sources, amino
acids, cofactors, and salts necessary for transcription and
translation.21 PURE systems are often preferred for more
complex protein synthesis due to reduced background and
optimized conditions. For example, bacteriorhodopsin, ATP
synthase, and enzymes in the lipid biosynthesis pathway have
all been synthesized in PURE systems.22 On the other hand,
preparation of PURE reaction mix is low throughput and
expensive. Thus, for potential scale-up applications cell lysate-
based systems are required. Among cell-lysate-based CFSs, the
E. coli based CFSs are the most commonly used platform with
applications to the production of therapeutics, genetic circuit

Figure 1. Biological roles of membrane proteins and cell membranes. (A) Cellular processes that occur at the cell membrane include cell signaling,
lipid biosynthesis, methane utilization, metal remediation, and energy generation. (B) Membrane compositions in different organisms. PG:
Phosphatidylglycerol, PA: Phosphatidic acid, PE: Phosphatidylethanolamine, CL: Cardolipin, PC: Phosphatidylcholine, PI: Phosphatidylinositol,
PS: Phosphatidylserine, DAG: Diacylglycerol, MGDG: Monogalactosyldiacylglycerol, DGDG: Digalactosyldiacylglycerol. (C) Sample phospholipid
structures. Phospholipid heads in blue.
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engineering, construction of synthetic cells, chemical biosyn-
thesis, and protein production.23

In membrane augmented CFSs, the user has complete
control over composition, fluidity, and crowding of mem-
branes, in addition to curvature and vesicle size, in the case of
encapsulated CFSs. Lipids of different structure, length,
saturation, and charge, a number of them commercially
available, could be used to optimize the membrane
composition (Figure 1C). Further, encapsulated CFSs could
have different lipid compositions depending on the location of
the bilayer leaflet. A membrane augmented CFS would open
the doors to important bioindustrial applications, such as the
development of hybrid chemical-biological processes, the use
of organic solvents for in situ product extractions, and more
efficient downstream processes for product separation.
Developing genetic control systems to control both the lipid
and protein composition of membrane augmented CFSs will
be pivotal to achieve the high levels of membrane enzyme
activity to enable these applications. For example in the
bioremediation space, expression of MtrCAB in a membrane
augmented CFS would enable circumvention of cell toxicity
issues to facilitate applications at high contaminant concen-
trations.
In this review, we highlight recent advances in membrane-

based CFSs and their application in the heterologous
production of membrane proteins. Further, we examine the
potential for genetic control systems, such as those
implemented with CRISPR-based transcriptional regulation,
to improve the cell-free synthesis of membrane proteins for
chemical production and for the study of protein−membrane
interactions. Although we are not yet at the level of on-demand
membrane augmented CFS generation, the potential advan-
tages of such systems in terms of enabling new chemistry and
improving chemical bioproduction processes make it a new
frontier in biotechnology.

1. PRODUCTION OF MEMBRANE PROTEINS IN CFSS
1.1. Membrane Augmented CFSs. Membrane protein

production in CFSs is often limited by self-aggregation,13 and
addition of oil droplets to a PURE CFS has enabled the
production of single-span transmembrane proteins, such as
FasL and TRAIL used as anticancer therapeutics.24 Oil
droplets, however, are limited to the display of surface
receptors, and cannot recapitulate the physicochemical proper-
ties of native lipids that support membrane protein activity.13

Phospholipid-like additives, such as nanodiscs and liposomes,
recapitulate membrane composition better (Figure 2).25

Nanodiscs are phospholipids stabilized by membrane scaffold

proteins,26 which form a planar bilayer akin to a lipid raft. Both
sides of a nanodisc are indistinguishable from one another and
open to interact with the CFS environment.13 Nanodiscs are
commercially available and can be directly added to CFSs.
Nanodiscs, however, may not work to produce every
transmembrane protein,13 and their composition cannot be
easily changed.25 The cost of nanodiscs (∼$1/μL of CFS
reaction volume), currently limits this technology to mostly
research applications. Liposomes are spherical phospholipid
vesicles13 that provide a tunable environment in terms of
shape, size, and composition to mimic both prokaryotic (d =
0.1−5.0 μm) and eukaryotic (d = 10−100 μm) cells. The
availability of a wide array of phospholipids allows the
generation of liposomes with tunable composition and size.
Given liposomes’ large surface area, they are the preferred
scaffold for coexpression of multiple membrane proteins.
Liposomes can be added to a CFS reaction or the CFS can be
encapsulated within the liposomes, albeit the yield of
liposomes loaded with CFS is typically small (∼100 liposomes
per μL of reaction mix), limiting their application. Using
commercial phospholipids, liposomes have a cost of < $0.01/
μL of CFS reaction, enabling high-end biotechnology
applications.27 Finally, inverted vesicles formed during the
CFS cell lysis procedure have been used to produce complex
membrane proteins, including the oxidative phosphorylation
pathway28 and transmembrane oligosaccharyltransferases for
protein glycosylation.29 As used, inverted vesicles require
production and insertion of membrane proteins at the cellular
stage, which brings the usual challenges with heterologous
production of membrane proteins. The cell used for protein
production controls the membrane composition and vesicle
size, making it difficult to explore the extent to which these
variables have an effect on enzyme activity or control these
variables for the desired application.
In situ phospholipid synthesis by CFSs would reduce the

cost of membrane augmented CFSs, opening the doors to
bioindustrial applications. In situ phospholipid synthesis has
been achieved by feeding glycerol-3-phosphate and acyl-CoA.
Because the lipid biosynthesis enzymes are themselves
membrane-bound proteins, the CFS must be inoculated with
preformed liposomes.30 To enable feeding of fatty acids as a
substrate, FadD was expressed in the CFS leading to
phospholipid production and observable vesicle growth.31

Nevertheless, low fatty acid solubility and its detrimental
impact on protein stability limited this work, making the case
for using glucose as the starting material in the future. Of note,
as the fatty acids are located on the outside of the liposome,
the phospholipids are only incorporated to the outer leaflet of
the bilayer, limiting the synthesis of asymmetric membranes
and potentially disturbing the incorporation of transmembrane
proteins.

1.2. Chemical Composition of Membrane Aug-
mented CFSs. Membrane proteins often rely on the
phospholipids around them for activity. For example, the
reaction rate, substrate affinity, and reductase coupling
efficiency of the human cardiomycete epoxygenase responsible
for oxidation of fatty acids and xenobiotics (CYP2J2) was
shown to be impacted by the concentrations of phosphati-
dylcholine (PC) and phosphatidylserine (PS).32 In another
example, the bacterial structural protein MreB was polymerized
when expressed in a liposome composed of PC and
phosphatidylethanolamine-polyethylene glycol (PE−PEG)
due to PEG’s effect on membrane crowding, changing the

Figure 2. Membrane augmented cell-free systems. Mimetic
membranes, in the form of liposomes and nanodiscs, are added
directly to CFSs to aid in membrane protein production.
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Table 1. Applications of Membrane Proteins in Cell-Free Systemsa,b,c,d
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shape of the liposome from spherical to rod-like.33 Therefore,
membrane protein activity can be altered not only by protein
engineering, but also by engineering the membranes in which
they are embedded.
Changing the chemical structure of the phospholipid heads

or tails causes changes in the membrane’s physical properties
such as fluidity, thickness, and charge.34 In situ changes in
phospholipid composition have been achieved by using
different acyltransferases to convert phosphatidic acid (PA)
to either phosphatidylglycerol (PG) or PE.30 Importantly, the
PE:PG ratio was maintained to the E. coli membrane
composition, 75% PE,35 both genetically, by placing PE and
PG production under control of different promoters and
dosing the respective polymerases, and enzymatically, using
PssA, which associates with PG rich membranes and catalyzes
the synthesis of PE.36 Finally, conversion of phosphatidylmo-
nomethylethanolamine (PMME) into PC, the most prevalent
phospholipid in eukaryotes, was achieved by expressing the
methyltransferase Opi3 in nanodiscs.37

1.3. Physical Properties of Membrane Augmented
CFSs. Liposome vesicle diameter, shape, curvature, and
number of lamella can be optimized to create a native-like

membrane environment. Optimizing the physical properties of
the mimetic membrane is key to protein folding, membrane
incorporation, and activity. Using the multidrug transporter
ErmE as a model, it was shown that surface area-to-volume
ratio in smaller vesicles improved membrane insertion.
Additionally the ratio of incorporated ErmE to total
synthesized ErmE was a function of liposome size, not of
DNA concentration.38 It remains to be seen if this correlation
holds true for other membrane proteins, or in membranes
composed of more than one type of lipid. Optimal membrane
size may depend on other factors such as membrane fluidity
and rigidity and may change depending on the transmembrane
protein source organism. Another important membrane
physical parameter is elasticity. Using diblock copolymers to
increase the membrane elasticity, it was shown that decreasing
the membrane area expansion modulus improved membrane
folding of the mechanosensitive channel of large conductance
(MscL) using the PURE system.39 However, differing results
for the model membrane protein channel rhodopsin (ChR2)
indicated that this conclusion may not be generalizable to all
membrane proteins and the number of transmembrane regions
may influence the optimal membrane elasticity. Importantly, in

Table 1. continued

aDGS-NTA = Dioleoylglycero-[(N-(5-amino-1-carboxypentyl) iminodiacetic acid) succinyl] (nickel salt). DMPC = Dimyristoylphosphatidylcho-
line. DMPE-RhoB = Dimyristoylphosphatidylethanolamine-rhodamine B. DMPG = Dimyristoylphosphatidylglycerol. DOPC = Dioleoylphospha-
tidylcholine. DOPE = Dioleoylphosphatidylethanolamine. DOPE-RhoB = Dioleoylphosphatidylethanolamine-rhodamine B. DOPG =
Dioleoylphosphatidylglycerol. DOPMME = Dioleoylphosphatidylmonomethylethanolamine. PC = Phosphatidylcholine. PE−PEG =
Phosphatidylethanolamine-polyethylene glycol. POPC = Palmitoyl-oleoyl-phosphatidylcholine. POPE = Palmitoyl-oleoyl-phosphatidylethanol-
amine. POPG = Palmitoyl-oleoyl-phosphatidylglycerol. POPS = Palmitoyl-oleoyl-phosphatidylserine. bIn the protein synthesis column: “Cell-Free”
indicates that the enzyme was synthesize in the cell-free system. “Purified enzymes” indicates that the protein was synthesized in vivo, purified, and
reconstituted in CFS. c(1) ATP synthase produced in vivo and recovered in CFS after cell lysis. d(2) Cell lysate reaction mix contains added, purified
T7 polymerase.
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addition to polymers, biosynthetic compounds, such as
cholesterol, can tune the elasticity of membranes.
1.4. Membrane Protein Insertion into Membrane

Augmented CFSs. Chaperones facilitate the insertion of
membrane proteins in cells; however, solely membrane
composition can affect the efficiency and directionality of
this process. In a PURE-based CFS lacking chaperones, the 12-
transmembrane proteins LacY and XylE were expressed and
spontaneously incorporated into the liposome membrane. The
membrane protein incorporation was lipid dependent with 2.6-
and 1.5-fold increases in LacY and XylE incorporation,
respectively, between the worst (100% PC) and best (100%
PG) performing membrane compositions.40 Importantly, lipid
composition played a role in establishing the correct
directionality for membrane insertion. While the 100% PG
membrane had the highest protein incorporation, the lack of
PE resulted in LacY being incorporated in an inverted
membrane orientation. This result supported previous work
that identified PE as a nonproteinaceous chaperone of LacY.41

Nonspontaneous membrane protein insertion can be facilitated
in a PURE system by the secYEG translocon, which
successfully integrated YidC and LepB into an exogenous
liposome.42 Spontaneous cotranslational integration of the
multisubunit secYEG42 and ATP synthase43 complexes into
liposomes in CFSs suggests that many multisubunit membrane
proteins will be functional in CFSs without need for additional
reaction components.
In encapsulated CFSs, orientation is critical for protein

function, and membrane proteins often have to asymmetrically
localize in the bilayer leaflet. Using SNAP-tag modified
fluorescent proteins and liposomes composed of benzylgua-
nine-modified phospholipids, membrane asymmetry was
achieved by encapsulating a CFS expressing mCherry-SNAP
within the modified liposome, and suspending the encapsu-
lated CFS in a second CFS expressing GFP-SNAP.
Fluorescence microscopy confirmed mCherry was localized
to the inner membrane of the liposome while GFP localized to
the outer membrane.44 Controlling protein localization is key
in applications that benefit from separating intermediates in
metabolic pathways. For example, the production of CMP-N-
acetylneuraminic acid was improved 2-fold by encapsulating
the first pathway enzyme, N-acyl-D-glucosamine-2-epimerase,

within a polymersome and attaching the rest of the pathway on
the outside of the polymersome, thus reducing inhibition of N-
acyl-D-glucosamine-2-epimerase by a late pathway intermedi-
ate.45

2. APPLICATIONS
Expanding the use of CFSs to include membrane proteins
offers a wide range of applications from single enzyme assays to
use of the membrane proteins as part of longer enzyme
pathways. Table 1 offers an overview of current literature in
which membrane proteins are applied in a CFS using
nanodiscs, liposomes, or inverted vesicles, highlighting both
in vitro synthesized and reconstituted proteins from multiple
protein classes.

2.1. Enzyme Assays. Transmembrane protein production
in CFSs enables their study in the absence of endogenous
metabolic pathways or metabolites that may confound the
results. For example, oligosaccharyltransferase homologs have
been synthesized in cell lysate based CFSs using nanodiscs and
used to rapidly identify acceptor proteins,46 bypassing
competition from an endogenous glycosylation system.
Furthermore, the chemokine GPCRs CX3CR1 and CCR5
have been produced in CFSs using nanodiscs in a PURE
system for structural (electron microscopy) and functional
(surface plasmon resonance) studies.47 As membrane
augmented CFSs become more widely available, we expect
other membrane protein classes to make use of this
technology.

2.2. Energy Production. CFSs hold incredible promise for
the production of fuels and chemicals due to their high
productivity when compared to microbes, up to 815 mg/L/h
in the case of mevalonate.48 Cell-free production of butanol
and hydrogen could be improved by extending the respective
pathways using particulate MMO for the assimilation of CH4
to enable use of a C1 feedstock.49 Such a system would also
take advantage of the improved separation and reduced effects
of toxicity provided by using CFSs. It is worth noting that CFS
production platforms are currently not cost competitive with
microbial ones for biofuel production and have not been scaled
to the volume or run as long as microbial cell factories.50 The
generation of electricity in microbial fuel cells would also
benefit from improvements in membrane protein expression in

Figure 3. Production of natural products using cell-free systems. Compounds produced to date do not require membrane proteins or membrane
augmented CFSs. In the dashed box, natural products that depend on the production of transmembrane proteins that could be synthesized by using
a membrane augmented CFS.
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CFSs by helping to overcome barriers in feedstock toxicity and
limits on electric current production due to organism
viability.51 To this end, enzymatic fuel cells using purified
enzymes can produce electricity from hydrogen, methanol,
formate, pyruvate, and sugars without the need for membrane
proteins.52 However, these systems often have a lifetime of
hours to days. Incorporation of these enzymes into a CFS
would allow for enzyme and cofactor regeneration, extending
the lifetime of the fuel cell. Furthermore, use of membrane
augmented CFS could further improve enzyme stability and
expand the range of usable fuels to include CH4.
2.3. Chemical Biosynthesis. Despite the now large array

of chemicals synthesized using CFSs,50 none of them relies on
a transmembrane protein for biosynthesis (Figure 3). Focusing
on plant natural products, CFSs have been used to produce
monoterpenes53 and cannabinoids,54 but improved expression
of membrane proteins would increase the structural diversity of
reachable products. Specifically, expression of transmembrane
plant CYPs, such as those found in monoterpene indole
alkaloid (MIA) and benzylisoquinoline alkaloid (BIA) path-
ways,1 would allow CFS production of the anticancer drug
Taxol, which requires 19 enzymatic steps after geranylgeranyl
diphosphate with eight of those steps catalyzed by trans-
membrane CYPs.55 Furthermore, synthesis of the MIA
intermediate strictosidine requires four CYPs,56 while the
synthesis of the BIA intermediate noscapine requires five.57

Today, S. cerevisiae is used to produce plant CYPs; however, a
long doubling time (3 h) limits the rapid prototyping of CYPs
and reductase partners. Highlighting the challenges associated
with natural product production in S. cerevisiae, recent
production of the tropane alkaloid scopolamine required N-
terminal engineering of the membrane-bound littorine
synthase from Attropa belladonna for functional expression in
S. cerevisiae.58 Finally, the membrane compositions of yeast and
plants are very different (Figure 1B), likely impacting
transmembrane protein functionality. Membrane augmented

CFSs offer a potential upgrade on S. cerevisiae in terms of
productivity, reduced effects of product toxicity, and flexibility
in membrane composition.

2.4. Synthetic Cells. Synthetic cells, particles that mimic
biological cell but have different characteristics, functions, or
parts, can be generated by encapsulating CFSs in liposomes.
Membrane proteins play pivotal roles in the development of
synthetic cells: from growth and division via phospholipid
biosynthesis and Z-ring proteins, to cell-to-cell communication
mediated by cell surface receptors for the development of cell
therapies, to the generation of NADH and ATP to extend their
chemical bioproduction time.
In the context of cell-to-cell communication, a synthetic cell

constitutively expressing a brain-derived neurotrophic factor
was activated by addition of homoserine lactone, leading to
production of the pore forming perfringolysin O, secretion of
the neurotrophic factor, and differentiation in cocultured stem
cells.59 Similarly, the pore forming protein α-hemolysin has
been leveraged to control uptake or secretion of doxycycline
and isopropyl-β-D-thiogalactoside (IPTG), which activated
downstream luciferase expression as a proof of concept
reporter gene.60

In the context of chemical bioproduction, synthetic cells act
as miniature bioreactors that, unlike cells, do not use the
carbon for cell growth or maintenance, and essentially route all
carbon for chemical production (Figure 4A). Thus, bioreactor
synthetic cells act as immobilized enzyme catalysts, potentially
enjoying easy reuse and separation, while allowing the enzyme
inside the reactor to work within the simulated synthetic cell
environment with limited loss of activity. Liposome volume
and stability is particularly important for bioreactor synthetic
cells. Decreased synthetic cell volume results in higher local
substrate concentration, speeding up the reaction of low
substrate affinity enzymes.61 Nevertheless, high local product
concentrations may limit yields through increased enzyme
product inhibition. The stability of the liposome will determine

Figure 4. Applications of membrane augmented cell-free systems. (A) Potential bioindustrial applications of membrane proteins in membrane
augmented cell-free systems. (B) Dynamic CRISPR-Cas control system can be implemented to stagger phospholipid and natural product
biosynthesis, allowing for in situ liposome self-assembly prior to membrane protein production and chemical synthesis. (C) Sample two-stage
control strategy for staggered phospholipid and natural product biosynthesis. First, constitutive (const) or induced expression of a modified guide
RNA that enables the recruitment of a transcriptional activator (scaffold RNA, or scRNA) activates expression of the phospholipid pathway.
Second, a user-supplied inducer or sufficient phospholipid concentration triggers expression of the natural product biosynthesis pathway (through
targeted scRNA) as well as repression of the phospholipid pathway using a sgRNA coupled with catalytically inactive Cas9 (dCas9). Suppression of
lipid biosynthesis during stage two helps conserve precious CFS resources.
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the lifetime of the reactions that take place inside it, making it
crucial to understand how each of these physical properties
affects liposome stability, which is known to be affected by
liposome structure62 and synthesis method.63

Membrane proteins often require prosthetic groups for
activity. For instance, CYPs need heme, and membrane-bound
glucose dehydrogenases used for NAD(P)H regeneration use
pyrroloquinoline quinone (PQQ). Prosthetic groups need to
be incorporated into proteins as they fold and are inserted in
the membrane to achieve proper enzyme function. Often,
CFSs lack the biosynthetic pathways to synthesize prosthetic
groups and these compounds need to be exogenously added to
the reaction. For scale-up applications, however, enriched
CFSs from organisms where the prosthetic group biosynthetic
pathways are expressed and/or upregulated will be needed for
the functional expression of membrane proteins. Some inroads
toward this goal have been made. For example, PQQ was
synthesized by Gluconobacter oxydans-based CFS carrying the
machinery to convert fed pqqA precursor to PQQ.64 In
another example, heme was biosynthesized in E. coli CFS via
addition of purified 5-aminolevulinic acid synthase, and heme
was successfully incorporated into P450 BM3.65 Of note,
prosthetic group biosynthesis should be carefully regulated to
avoid CFS poisoning or unnecessarily diverting carbon flux
from the desired product. Additionally, chaperones could be
introduced to help in the incorporation of prosthetic groups,
such as ferrochelatases for heme loading.66

The final challenge in bioreactor synthetic cells is the need
for reducing power (NADH) and energy (ATP) regeneration
to drive reactions for extended periods of time to reduce
process cost. Cofactor regeneration in CFSs has been achieved
using glyceraldehyde-3-phosphate dehydrogenase and applied
to monoterpene production.53 Production of ATP in CFSs was
achieved early on using oxidative phosphorylation.28 More
recently, efforts have moved to produce ATP from light using
purified ATP synthase, photosystem II, and proteorhodopsin
reconstituted in liposomes,67 or using bacteriorhodopsin to
generate the proton gradient necessary to produce ATP upon
light induction.68 Importantly, all ATP production mechanisms
need membrane proteins to generate an electron gradient,
which requires proteins to have the correct membrane
orientation. This can be partially controlled by limiting
spontaneous membrane integration through modulating
cholesterol and diacylglycerol concentration.69 However, the
effect of these compounds is phospholipid dependent and
requires continued study on more complex lipid mixtures.70

3. CONTROL STRATEGIES FOR THE GENERATION OF
MEMBRANE AUGMENTED CFSS
3.1. Genetic Control of Membrane Properties. CFSs

have a limited amount of resources for the formation of
enzymes and metabolites as well as transcription and
translation machinery. For synthetic cells to become
industrially relevant, the cost-effective synthesis of both
phospholipids for membrane formation and membrane-
bound actuating biomolecule(s) is needed. The actuating
biomolecule(s) can be single enzymes for biocatalysis
applications, multienzyme pathways for chemical bioproduc-
tion, or receptors for synthetic therapeutic applications. To
enable these applications, a control system that can
dynamically program gene expression of multiple units is
needed. The control system should (1) have low overhead
resource consumption, (2) be capable of turning genes both on

and off to generate sequential phases of gene expression
programs, (3) be tunable to precisely regulate gene expression
dynamics, and (4) be scalable to allow for construction of
increasingly complex gene regulatory systems.71,72 Such a
control system would enable synthesis of phospholipid-
producing enzymes early in a reaction to form membranes,
followed by a shift in production to membrane proteins to
produce the chemicals, both with programmable stoichiometry
and timing (Figure 4B,C). Control systems in liposomes will
need to go beyond controlling the enzyme ratios,36 and
dynamically control on/off gene expression. This capability
would allow for controlled changes in membrane properties
through the course of the reaction without outside
intervention.
The control system should not only regulate lipid synthesis,

but also balance the expression of the membrane bound
actuating biomolecule to prevent aggregation while maximizing
efficiency and rate of membrane protein insertion. Most of the
current understanding on membrane protein insertion relies on
expression rates to prevent saturation of membrane insertion
machinery.14 In the case of liposomes, hydrophobic
interactions among membrane proteins lead to self-aggregation
and interactions between membrane proteins and the lipid
membrane play an outsized role in protein insertion, posing
additional challenges to the control system. Implementation of
a gene control system capable of delivering distinct gene
expression profiles would develop a better understanding of
how liposomes change over time, how liposomes adsorb
proteins from the CFS, and how the density of proteins already
in a liposome affects how much membrane protein uptake
occurs.

3.2. CRISPRa/i: A Control System for the Expression
of Membrane Proteins in Membrane-Augmented CFSs.
While elementary gene regulation has been implemented in
CFSs,73 efforts toward developing multigene control systems
to provide precise regulation over gene expression, membrane
protein insertion, and function remain at an early stage. The
CRISPR-Cas system provides a powerful suite of tools for
multigene transcriptional control.71 Briefly, catalytically in-
active Cas9 protein can be directed to specific DNA sequences
by guide RNAs that recognize target sequences based on
predictable Watson−Crick base pairing to activate (CRISPRa)
or repress (CRISPRi) gene expression. Although the rules
governing CRISPRa from bacterial promoters are complex,74 a
growing set of validated CRISPRa components enables the
rapid construction of increasingly complex gene regulatory
systems.71 Multigene CRISPR circuits have been engineered
through the regulated expression of up to seven distinct
sgRNAs in the same system,75 and CRISPRi has been shown
to operate efficiently in CFSs.76 Thus, by combining new
capabilities for CRISPRa with existing tools for CRISPRi in
CFSs, it should be possible to engineer multigene programs for
membrane augmented CFSs operating through the regulated
expression of guide RNAs. Multiguide RNA CRISPRa/i
circuits could then be used to program distinct gene expression
modes to enhance functional membrane protein expression.
Consequently, CRISPRa/i circuits could provide an efficient
mechanism for implementing dynamic multigene control,
while preserving valuable CFS metabolites and cofactors.
A toolbox of pulse-generating CRISPRa/i circuits could be

used to both investigate and optimize how membrane protein
expression dynamics impact membrane insertion and function.
Here, the network topology would specify the timing of gene
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expression pulses or regulatory functions. Further, incorpo-
ration of input-responsive pulses of gene expression or
regulation into CRISPRa/i networks would extend tunable
control to semicontinuous reactions and at any specific time
within a membrane CFS reaction. Ultimately, it may be
possible to engineer CRISPRa/i programs as process controls
for membrane augmented CFS bioindustrial applications that
regulate protein expression, minimize the waste of valuable
precursors and energy molecules and prevent the accumulation
of destabilizing intermediates.72

4. FUTURE DIRECTIONS
Membrane proteins play a pivotal role in bioenergy,
biomedical, and bioindustrial applications, and our ability to
harness their potential hinges on their functional production
outside their endogenous host. Although to some extent
heterologous membrane proteins can be engineered for
optimal functional heterologous production, an alternate and
now more and more feasible strategy is to engineer CFSs with
tailor-made augmented membranes to ensure optimal trans-
membrane protein activity. Although we are far from on-
demand membrane augmented CFS generation, the potential
advantages of such systems in terms of enabling new chemistry
and improved chemical bioproduction processes make this a
worthwhile endeavor. The realization that we have not only
protein engineering, but also membrane engineering in our
toolkit when tackling transmembrane protein challenges
should help us accelerate some of these applications.
The biggest step forward in this field will be moving from

using membrane augmented CFSs for protein characterization
and analysis to larger scale application for chemical
bioproduction, bioremediation, or synthetic cells. This will
require effective scale up of membrane protein synthesis and
controlled expression of phospholipid biosynthesis enzymes
and biosynthetic pathway enzymes. Due to cost and tunability,
liposomes appear to be the better option for scaled up
membrane protein synthesis in CFSs. This said, work toward
spontaneous assembly of liposomes in situ and without need
for organic solvents would help lower process cost for
liposome production. Furthermore, study and improvement
on membrane protein−liposome stability will be necessary for
widespread application. Metrics such as total turnover number
and half-life may be useful to help quantify scalability of these
systems.
Successful implementation of membrane protein synthesis in

CFSs will open the door for enzymatic production of toxic
chemicals in nonliving systems as well as nonliving biosensors
and bioremediation tools that can be applied environmentally
without risk of biological contamination, or loss of function
due to environmental toxicity. Finally, more sophisticated
synthetic cells aided by membrane proteins hold great promise
in therapeutic applications for targeted drug therapies as well
as communicating with cellular environments to make
expression decisions based on external stimuli. If aided by
CRISPRa/i, these decisions and logic gates can be made
significantly more complex to respond to combinations of
signals and give the synthetic cell temporal, on/off control over
gene expression.

■ AUTHOR INFORMATION
Corresponding Author
Pamela Peralta-Yahya − School of Chemical and Biomolecular
Engineering and School of Chemistry and Biochemistry,

Georgia Institute of Technology, Atlanta, Georgia 30332,
United States; orcid.org/0000-0002-0356-2274;
Email: pperalta-yahya@chemistry.gatech.edu

Authors
Nicholas S. Kruyer − School of Chemical and Biomolecular
Engineering, Georgia Institute of Technology, Atlanta,
Georgia 30332, United States

Widianti Sugianto − School of Chemistry and Biochemistry,
Georgia Institute of Technology, Atlanta, Georgia 30332,
United States

Benjamin I. Tickman − Molecular Engineering & Sciences
Institute and Center for Synthetic Biology, University of
Washington, Seattle, Washington 98195, United States

Diego Alba Burbano − Molecular Engineering & Sciences
Institute and Center for Synthetic Biology and Department of
Chemical Engineering, University of Washington, Seattle,
Washington 98195, United States

Vincent Noireaux − School of Physics and Astronomy,
University of Minnesota, Minneapolis, Minnesota 55455,
United States; orcid.org/0000-0002-5213-273X

James M. Carothers − Molecular Engineering & Sciences
Institute and Center for Synthetic Biology and Department of
Chemical Engineering, University of Washington, Seattle,
Washington 98195, United States

Complete contact information is available at:
https://pubs.acs.org/10.1021/acssynbio.0c00625

Notes
The authors declare no competing financial interest.

■ ACKNOWLEDGMENTS
This work was supported by the National Science Foundation
(CBET 1844152) to V.N., J.M.C., and P.P.-Y.

■ ABBREVIATIONS
CFS, cell-free system; CYP, cytochrome P450.

■ REFERENCES
(1) Cravens, A., Payne, J., and Smolke, C. D. (2019) Synthetic
biology strategies for microbial biosynthesis of plant natural products.
Nat. Commun. 10, 2142.
(2) Ehrenworth, A. M., and Peralta-Yahya, P. (2017) Accelerating
the semisynthesis of alkaloid-based drugs through metabolic
engineeirng. Nat. Chem. Biol. 13, 249−258.
(3) Clomburg, J. M., Crumbley, A. M., and Gonzalez, R. (2017)
Industrial biomanufacturing: the future of chemical production.
Science 355, No. aag0804.
(4) Ross, M. O., MacMillan, F., Wang, J., Nisthal, A., Lawton, T. J.,
Olafson, B. D., Mayo, S. L., Rosenzweig, A. C., and Hoffman, B. M.
(2019) Particulate methane monooxygenase contains only mono-
nuclear copper centers. Science 364, 566−570.
(5) Fei, Q., Guarnieri, M. T., Tao, L., Laurens, L. M. L., Dowe, N.,
and Pienkos, P. T. (2014) Bioconversion of natural gas to liquid fuel:
opportunities and challenges. Biotechnol. Adv. 32, 596−614.
(6) Desai, M., and Camobreco, V. (2020) Inventory of U.S.
Greenhouse Gas Emissions and Sinks, U.S. Environmental Protection
Agency, EPA 430-R-20-002.
(7) Jiang, S., and Hur, H.-G. (2013) Effects of the anaerobic
respiration of Shewanella oneidensis MR-1 on the stability of
extracellular U(VI) nanofibers. Microbes Environ. 28, 312−315.
(8) Yasi, E. A., Kruyer, N. S., and Peralta-Yahya, P. (2020) Advances
in G protein-coupled receptor high-throughput screening. Curr. Opin.
Biotechnol. 64, 210−217.

ACS Synthetic Biology pubs.acs.org/synthbio Review

https://doi.org/10.1021/acssynbio.0c00625
ACS Synth. Biol. 2021, 10, 670−681

678

https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Pamela+Peralta-Yahya"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
http://orcid.org/0000-0002-0356-2274
mailto:pperalta-yahya@chemistry.gatech.edu
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Nicholas+S.+Kruyer"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Widianti+Sugianto"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Benjamin+I.+Tickman"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Diego+Alba+Burbano"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Vincent+Noireaux"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
http://orcid.org/0000-0002-5213-273X
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="James+M.+Carothers"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/doi/10.1021/acssynbio.0c00625?ref=pdf
https://doi.org/10.1038/s41467-019-09848-w
https://doi.org/10.1038/s41467-019-09848-w
https://doi.org/10.1038/nchembio.2308
https://doi.org/10.1038/nchembio.2308
https://doi.org/10.1038/nchembio.2308
https://doi.org/10.1126/science.aag0804
https://doi.org/10.1126/science.aav2572
https://doi.org/10.1126/science.aav2572
https://doi.org/10.1016/j.biotechadv.2014.03.011
https://doi.org/10.1016/j.biotechadv.2014.03.011
https://doi.org/10.1264/jsme2.ME12149
https://doi.org/10.1264/jsme2.ME12149
https://doi.org/10.1264/jsme2.ME12149
https://doi.org/10.1016/j.copbio.2020.06.004
https://doi.org/10.1016/j.copbio.2020.06.004
pubs.acs.org/synthbio?ref=pdf
https://doi.org/10.1021/acssynbio.0c00625?rel=cite-as&ref=PDF&jav=VoR


(9) Hong, M. H., Clubb, J. D., and Chen, Y. Y. (2020) Engineering
CAR-T cells for next-generation cancer therapy. Cancer Cell 38, 473−
488.
(10) Kipniss, N. H., Dingal, P. C. D. P., Abbott, T. R., Gao, Y.,
Wang, H., Dominguez, A. A., Labanieh, L., and Qi, L. S. (2017) Nat.
Commun. 8, 2212.
(11) Yang, D., Park, S. Y., Park, Y. S., Eun, H., and Lee, S. Y. (2020)
Metabolic engineering of Escherichia coli for natural product
biosynthesis. Trends Biotechnol. 38, 745−765.
(12) Liu, X., Zhu, X., Wang, H., Liu, T., Cheng, J., and Jiang, H.
(2020) Discovery and modification of cytochrome P450 for plant
natural products biosynthesis. Synth. Syst. Biotechnol. 5, 187−199.
(13) Sachse, R., Dondapati, S. K., Fenz, S. F., Schmidt, T., and
Kubick, S. (2014) Membrane protein synthesis in cell-free systems
from bio-mimetic systems to bio-membranes. FEBS Lett. 588, 2774−
2781.
(14) Guigas, G., and Weiss, M. (2016) Effects of protein crowding
on membrane systems. Biochim. Biophys. Acta, Biomembr. 1858,
2441−2450.
(15) Collu, G., Unver, N., Peltenburg-Looman, A. M. G., van der
Heijden, R., Verpoorte, R., and Memelink, J. (2001) Geraniol 10-
hydroxylase, a cytochrome P450 enzyme involved in terpenoid indole
alkaloid biosynthesis. FEBS Lett. 508, 215−220.
(16) Navrátilová, V., Paloncy  ová, M., Berka, K., and Otyepka, M.
(2016) Effect of lipid charge on membrane immersion of cytochrome
P450 3A4. J. Phys. Chem. B 120, 11205−11213.
(17) Furse, S., Wienk, H., Boelens, R., de Kroon, A. I. P. M., and
Killian, J. A. (2015) E. coli MG1655 modulates its phospholipid
composition through the cell cycle. FEBS Lett. 589, 2726−2730.
(18) Lindberg, L., Santos, A. X., Riezman, H., Olsson, L., and
Bettiga, M. (2013) Lipidomic profiling of Saccharomyces cerevisiae and
Zygosaccharomyces bailii reveals critical changes in lipid composition
in response to acetic acid stress. PLoS One 8, No. e73936.
(19) Symons, J. L., Cho, K.-J., Chang, J. T., Du, G., Waxham, M. N.,
Hancock, J. F., Levental, I., and Levental, K. R. (2021) Lipidomic atlas
of mammalian cell membranes reveals hierarchical variation induced
by culture conditions, subcellular membranes, and cell lineages. Soft
Matter 17, 288−297.
(20) Jia, Y., Tao, F., and Li, W. (2013) Lipid profiling demonstrates
that suppressing Arabidopsis phospholipase Dδ retards ABA-promoted
leaf senescence by attenuating lipid degradation. PLoS One 8,
No. e65687.
(21) Sun, Z. Z., Hayes, C. A., Shin, J., Caschera, F., Murray, R. M.,
and Noireaux, V. (2013) Protocols for implementing an Escherichia
coli based TX-TL cell-free expression system for synthetic biology. J.
Vis. Exp. 16, No. e50762.
(22) Kuruma, Y., and Ueda, T. (2015) The PURE system for the
cell-free synthesis of membrane proteins. Nat. Protoc. 10, 1328−1344.
(23) Silverman, A. D., Karim, A. S., and Jewett, M. C. (2020) Cell-
free gene expression: an expanded repertoire of applications. Nat. Rev.
Genet. 21, 151−170.
(24) Yunker, P. J., Asahara, H., Hung, K.-C., Landry, C., Arriaga, L.
R., Akartuna, I., Heyman, J., Chong, S., and Weitz, D. A. (2016) One-
pot system for synthesis, assembly, and display of functional single-
span membrane proteins on oil-water interfaces. Proc. Natl. Acad. Sci.
U. S. A. 113, 608−613.
(25) Henrich, E., Dötsch, V., and Bernhard, F. (2015) Screening for
lipid requirements of membrane proteins by combining cell-free
expression with nanodiscs. Methods Enzymol. 556, 351−369.
(26) Bayburt, T. H., Grinkova, Y. V., and Sligar, S. G. (2002) Self-
assembly of discoidal phospholipid bilayer nanoparticles with
membrane scaffold proteins. Nano Lett. 2, 853−856.
(27) Garamella, J., Garenne, D., and Noireaux, V. (2019) TXTL-
based approach to synthetic cells. Methods Enzymol. 617, 217−239.
(28) Jewett, M. C., Calhoun, K. A., Voloshin, A., Wuu, J. J., and
Swartz, J. R. (2008) An integrated cell-free metabolic platform for
protein production and synthetic biology. Mol. Syst. Biol. 4, 220.
(29) Jaroentomeechai, T., Stark, J. C., Natarajan, A., Glasscock, C. J.,
Yates, L. E., Hsu, K. J., Mrksich, M., Jewett, M. C., and DeLisa, M. P.

(2018) Single-pot glycoprotein biosynthesis using a cell-free tran-
scription-translation system enriched with glycosylation machinery.
Nat. Commun. 9, 2686.
(30) Scott, A., Noga, M. J., de Graaf, P., Westerlaken, I., Yildirim, E.,
and Danelon, C. (2016) Cell-free phospholipid biosynthesis by gene-
encoded enzymes reconstituted in liposomes. PLoS One 11,
No. e0163058.
(31) Exterkate, M., Caforio, A., Stuart, M. C. A., and Driessen, A. J.
M. (2018) Growing membranes in vitro by continuous phospholipid
biosynthesis from free fatty acids. ACS Synth. Biol. 7, 153−165.
(32) Huff, H. C., Maroutsos, D., and Das, A. (2019) Lipid
composition and macromolecular crowding effects on CYP2J2-
mediated drug metabolism in nanodiscs. Protein Sci. 28, 928−940.
(33) Garenne, D., Libchaber, A., and Noireaux, V. (2020)
Membrane molecular crowding enhances MreB polymerization to
shape synthetic cells from spheres to rods. Proc. Natl. Acad. Sci. U. S.
A. 117, 1902−1909.
(34) Renne, M. F., and de Kroon, A. I. P. M. (2018) The role of
phospholipid molecular species in determining the physical properties
of yeast membranes. FEBS Lett. 592, 1330−1345.
(35) Sohlenkamp, C., and Geiger, O. (2016) Bacterial membrane
lipids: diversity in structures and pathways. FEMS Microbiol. Rev. 40,
133−159.
(36) Blanken, D., Foschepoth, D., Serraõ, A. C., and Danelon, C.
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