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ABSTRACT: In all living organisms, genomic DNA continuously
replicates by the proteins encoded in itself and undergoes evolution
through many generations of replication. This continuous replication
coupled with gene expression and the resultant evolution are
fundamental functions of living things, but they have not previously
been reconstituted in cell-free systems. In this study, we combined an
artificial DNA replication scheme with a reconstituted gene expression
system and microcompartmentalization to realize these functions.
Circular DNA replicated through rolling-circle replication followed by
homologous recombination catalyzed by the proteins, phi29 DNA
polymerase, and Cre recombinase expressed from the DNA. We
encapsulated the system in microscale water-in-oil droplets and
performed serial dilution cycles. Isolated circular DNAs at Round 30
accumulated several common mutations, and the isolated DNA clones
exhibited higher replication abilities than the original DNA due to its improved ability as a replication template, increased
polymerase activity, and a reduced inhibitory effect of polymerization by the recombinase. The artificial genomic DNA, which
continuously replicates using self-encoded proteins and autonomously improves its sequence, provides a useful starting point for the
development of more complex artificial cells.

KEYWORDS: DNA replication, cell-free synthetic biology, artificial cell, Darwinian evolution

■ INTRODUCTION

The reconstitution of biological functions in vitro is a major
challenge in cell-free synthetic biology and artificial cell
synthesis, which contributes to the understanding of the
underlying principles of living systems and the development of
new biotechnologies.1−11 One of the fundamental functions of
living systems that has yet to be fully implemented in an
artificial system is evolution. All living organisms use DNA as a
genetic information molecule and replicate it by a set of
proteins expressed from the genes encoded in the DNA. If
replication continues for many generations and mutations are
introduced, more adaptive DNA sequences are selected
naturally. No such continuous DNA replication by self-
encoded proteins and resultant adaptive evolution has yet
been realized in cell-free systems.
Presently, various types of isothermal DNA replication

systems have been constructed in vitro, including natural DNA
replication systems of cellular organisms,12−15 viruses,16−23 and
artificial systems.24−33 In most cases, DNA replication is
performed using purified proteins; in others, some proteins
that are expressed from the DNA itself in the same reaction
mixture are used,15,16,33−37 which is more similar to natural
organisms. However, these in vitro reconstitutions of DNA
replication are not sufficient for conducting adaptive evolution,

which requires continuous replication for many generations.
The adaptive evolution of gene expression-coupled systems
also requires compartmentalization or equivalent spatial
structures to ensure the linkage between DNA and expressed
proteins.38 Such continuous, compartmentalized, and gene
expression-coupled DNA replication remains a challenge.
In this study, we attempted to construct an in vitro DNA

replication in which DNA molecules continuously replicate by
using the proteins encoded within themselves and perform
adaptive evolution of the DNA through replication for many
generations. We employed an artificial DNA replication
scheme that requires only two types of proteins, phi29 DNA
polymerase and Cre recombinase. We encapsulated artificial
genomic DNA that encoded the two proteins with a
reconstituted gene expression system in microsized compart-
ments and then performed gene expression-coupled DNA
replication for many generations through a serial dilution cycle.
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Figure 1. Scheme of transcription and translation-coupled DNA replication and recombination. This system consists of a circular DNA and a
customized reconstituted translation system of E. coli, including T7 RNA polymerase and dNTP. The circular DNA contains the phi29 DNA
polymerase and Cre recombinase genes under the T7 promoter and loxP site for recombination by Cre recombinase. First, phi29 DNA polymerase
and Cre recombinase are expressed through transcription and translation. Next, the expressed phi29 DNA polymerase initiates rolling-circle
replication to produce a long single-stranded DNA and then synthesizes the complementary strand to produce long double-stranded DNA. Finally,
the translated Cre recombinase catalyzes homologous recombination at loxP sites to reproduce circular DNA. The size of the circular DNA product
can vary depending on the recombination site. Note that a large fraction of DNA remains in a linear form even after the reaction. Although we did
not add any primers in this system, DNA replication proceeded without issue; this is probably because RNAs synthesized by transcription work as
primers for DNA polymerization.36

Figure 2. Long-term compartmentalized serial dilution experiment with circular DNA. (A) Experimental procedures. The original circular DNA
and the gene expression system were encapsulated in water-in-oil droplets of approximately 0.5−8 μm in diameter (Figure S1) and incubated at 30
°C for 16 h, during which gene expression and DNA replication occurred, as shown in Figure 1. The droplets were diluted 5-fold with new droplets
containing the gene expression system and mixed vigorously to induce fusion and division of the droplets. Then, the droplets were used for the next
round of reactions. (B) Trajectories of the average DNA concentration in the droplets. The product DNA concentration was measured by qPCR
before and after the 30 °C incubation step. At some rounds when the DNA concentration was close to the detection limit (10−4 nM), the DNA was
amplified by PCR (black arrowhead). The serial dilution experiments were performed twice independently (Exps. 1 and 2).
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The difference of this study from our previous study32 is the
introduction of Cre recombinase gene and continuous
replication through a serial dilution cycle. We found that the
DNA population accumulated common mutations; the
mutated DNA exhibited higher replication abilities than the
original DNA due to improvements at several points in the
DNA replication processes, indicating that the DNA had
undergone adaptive evolution.

■ RESULTS AND DISCUSSION

Transcription and Translation-Coupled DNA Repli-
cation (TTcDR) System. To construct a DNA replication
system in which DNA molecules continuously replicate and
evolve using proteins encoded by themselves, we employed an
artificial DNA replication scheme that requires only two
proteins, as originally proposed by Forster and Church39 and
constructed in our previous study.32 DNA replication in this
system requires phi29 DNA replicase, Cre recombinase, and
circular DNA as a template (Figure 1). The two proteins are
encoded in the circular DNA, and these genes are expressed
through transcription and translation in a customized
reconstituted translation system of E. coli,40 including T7
RNA polymerase. The expressed phi29 DNA polymerase
initiates rolling-circle replication from the circular DNA to
synthesize a long single-stranded DNA, which becomes a
template for complementary strand synthesis by the polymer-
ase. Then, the expressed Cre recombinase catalyzes the
homologous recombination of the loxP site on the long
double-stranded DNA to reproduce circular DNAs. In our
previous study,32 Cre recombinase was supplied as a purified
protein, but in the current study, it was expressed internally.
We did not supply DNA primers in this system because the
RNAs synthesized by T7 RNA polymerase are expected to act
as primers.32,33,36

Long-Term Serial Dilution Experiments. We attempted
to conduct the DNA replication scheme shown in Figure 1 for
many generations to achieve adaptive evolution of the circular
DNA. For this purpose, compartmentalization of the DNA
replication system is required to establish a linkage between
DNA and expressed proteins. As compartments, we employed
water-in-oil droplets of approximately 0.5−8 μm diameter
(Figure S1). We encapsulated the original circular DNA (0.01
nM) and the reconstituted gene expression system in the
droplets. The DNA concentration corresponds to one DNA
molecule per approximately 100 droplets. The droplets were
incubated at 30 °C for 16 h to induce gene expression and
subsequent DNA replication (Figure 2A). The DNA
concentrations before and after the reaction were measured
by qPCR. An aliquot of the droplets was then diluted 5-fold
with new droplets containing the gene expression system and
mixed vigorously to induce fusion and division of the droplets.
The resultant droplets were further incubated for the next
round of gene expression and DNA replication. When the
DNA concentration was close to the detection limit (10−4

nM), the whole sequence of the circular DNA was amplified by
PCR and circularized for the next round of reactions. During
these serial dilution processes, if a mutant DNA that replicates
more than the original DNA appears, the mutant DNA should
gradually increase its frequency in the population and finally
dominate the population through natural selection.
In this serial dilution experiment, point mutations could be

introduced in the PCR process [roughly 6 × 10−5 per base,
according to a previous report41] for the preparation of the

initial circular DNA and the amplification steps when the DNA
concentration was close to the detection limit. Polymerization
by phi29 DNA polymerase also introduces mutations at the
rate of 10−5 and 10−6 per base.42 Insertion and deletion can be
introduced through mishybridization of the single-stranded
DNAs produced by rolling-circle replication.
We repeated the serial dilution cycle for 60 rounds twice

independently (Exps. 1 and 2) and plotted the average DNA
concentration in the droplets before and after the incubation
step (Figure 2B). The initial DNA population was the same for
both experiments, which means initial mutational repertoire is
identical. In Exp. 1, the DNA concentration gradually
decreased to nearly the detection limit (10−4 nM) at Round
9; therefore, we PCR-amplified the DNA (indicated with
arrowheads). The DNA concentration increased at first but
decreased again, and we amplified the DNA at Round 18.
Afterward, the DNA concentrations were maintained over the
detection limit until Round 60 by repeating up−down cycles.
Similarly, in Exp. 2, the DNA concentration initially decreased
and was recovered by PCR at Round 15 but then exhibited a
sharp increase followed by a gradual decrease until Round 60
while maintaining a concentration higher than the detection
limit. These results suggest that the replication ability of the
DNA was improved during the serial dilution processes and
became continuously replicable without PCR amplification.

Isolation of Mutant DNAs. To analyze the sequences, we
PCR-amplified the whole sequence of the circular DNA genes
at Rounds 30, 51, and 60 and inserted the PCR fragments into
a plasmid for cloning. We isolated 17 and 18 clones at Round
30 for Exps. 1 and 2, respectively, but failed to amplify DNA
fragments at Rounds 51 and 60 for unknown reasons
(discussed later).
Point mutations are shown in Figure S2. Each clone contains

4.3 and 7.4 point mutations on average for Exps. 1 and 2,
respectively. Some of the mutations were commonly found in
most of the isolated clones for each Exp. 1 and 2 (for example,
G3361A for Exp. 1 and G2650A for Exp. 2), suggesting that
these mutations increased their frequencies in the population
due to their beneficial effects on replication. We also found
various types of insertions upstream of the polymerase gene
(Figure S3). Most of these insertions contained T7 promoters,
as described in the next section. To understand the
relationships among these sequences, we constructed a
phylogenetic tree (Figure S4). The clones in Exps. 1 and 2
formed their own clades, indicating that the DNA accumulated
different mutations in the two experiments.

Another DNA Replication Scheme That Requires
Only One Type of Protein. In addition, we performed a
serial dilution experiment using another DNA replication
scheme, repetitive sequence replication, which we found in a
previous study.33 Continuous DNA replication in this system
requires only phi29 DNA polymerase (i.e., the recombinase is
not needed) and linear DNA that consists of a repeating
sequence as a template. The polymerase is repeatedly encoded
in the linear DNA and is expressed in the TTcDR mixture
(Figure S5A). The expressed phi29 DNA polymerase initiates
DNA synthesis from within the linear DNA to produce single-
stranded linear DNAs, which hybridize with one another in
various positions in the repetitive sequence, and the
complementary strands are synthesized to reproduce linear
repetitive DNA.
We performed a serial dilution experiment for 44 rounds

using the same method as for the circular DNAs and measured
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DNA concentrations by qPCR (Figure S5B). We amplified the
DNA by PCR when the concentrations were close to the
detection limits (Rounds 6, 15, 21, and 27). In contrast to
Circular DNA Exps. 1 and 2, as shown in Figure 2B, the DNA
concentrations tended to decrease even in the later rounds.
Sequence analysis of nine clones at Round 30 showed that
there were no common point mutations among the clones
(Figure S5C), and only one type of insertion was found in five
out of nine clones (Figure S5D). These results indicate that
adaptive evolution seldom occurred for the repetitive linear
DNA, which may be caused by differences in the replication
schemes, as discussed later.
DNA Replication Abilities of Mutant DNAs. To

investigate the DNA replication abilities of the isolated clones,
we chose five and four clones that contain most of the
common mutations from Exps. 1 and 2, respectively. Each
circular DNA (0.05 nM) was incubated in the reaction mixture
for transcription and translation-coupled DNA replication
(TTcDR mixture) for 16 h at 30 °C, and replicated DNA was
measured by qPCR (Figure 3A). Most of the isolated clones
represented greater replication than the original DNA. A time-
course experiment for one of the clones (E1−14, Evo2)
exhibited faster replication for E1−14 than the original DNA
(Figure S6). These results indicate that most of the mutants
isolated at Round 30 acquired higher replication abilities. We
renamed the top two clones in each Exp. 1 and 2 “Evo1−4”
and used them for further investigation.
Next, we examined whether circular DNA was reproduced

during replication. We conducted gene expression-coupled
DNA replication, initiated with a higher circular DNA
concentration (1 nM), for 16 h at 30 °C. With this initial
DNA concentration, the final DNA concentrations became
similar among all clones due to substrate (dNTP) limitations
(Figure S7). After degrading linear DNAs with exonucleases,
we conducted agarose gel electrophoresis to detect the
remaining circular DNA (Figure 3B). Bands corresponding
to single circular DNAs, seen as multiple bands due to different
topologies,43 were detected relatively clearly for Evo2 and
faintly for the original Evo1 and Evo4, indicating that circular
DNAs were reproduced for these isolated clones. We
predominantly detected the circular DNA of the minimal
size although larger circular DNA can be produced depending
on the recombination sites. A possible reason is that larger
circular DNAs further undergo intramolecular recombination
between multiple loxP sites in itself, which finally produces the
minimal circular DNA. The minimal circular DNA, which
contains only one loxP site, can be a larger circular DNA when
recombined with other circular DNAs, but such an
intermolecular reaction is probably unlikely at the low minimal
circular DNA concentration of this experiment.
We summarized all mutations introduced into Evo1−4 on a

schematic DNA map (Figure 4). Nonsynonymous mutations
were introduced in both phi29 DNA polymerase and Cre
recombinase, especially for Evo3 and Evo4, suggesting
functional changes in these proteins. Moreover, 1−3 copies
of the T7 RNA promoter were inserted upstream of the
original T7 promoter with variable numbers and directions.
The possible effects of these insertions are discussed later in
this paper.
Biochemical Analysis of the Four Isolated Clones.

Efficiency of the circular DNA replication shown in Figure 1
depends on several abilities of the circular DNA molecule and
its encoded proteins, including the ability of the DNA to be

used as a template by the polymerase, the rolling-circle
replication ability of the encoded phi29 DNA polymerase, the
recombination ability of the encoded Cre recombinase, and the
interaction between the polymerase and the recombinase. In
this section, we investigated which abilities contribute to the
improved DNA replication of Evo1−4.
First, we compared the replication ability of phi29 DNA

polymerase encoded in each isolated clone. We prepared DNA
fragments containing the phi29 DNA polymerase gene
encoded in each isolated clone (original and Evo1−4) under
the same 5′-untranslated sequence containing a ribosome
binding site (RBS) and T7 promoter. Each DNA fragment was
incubated in the TTcDR mixture with a template circular DNA
(pUC19, 0.05 nM) at 30 °C for 16 h to induce rolling-circle
replication of pUC19 by the expressed polymerase (Figure
5A). The replicated DNA concentration was measured by
qPCR (Figure 5B). Compared to the original DNA, the DNA

Figure 3. Transcription and translation-coupled DNA replication
assay of isolated circular DNA clones at Round 30. (A) The DNA
replication of the isolated circular DNAs. Each circular DNA (0.05
nM) was incubated in a TTcDR mixture at 30 °C for 16 h. The DNA
concentration was measured by qPCR before and after replication,
and the number of replications (fold) was calculated. The error bars
represent standard deviations of six independent experiments.
Asterisks represent a statistically significant difference (p < 0.05)
from the original DNA. (B) Detection of circular DNAs. Each circular
DNA (1 nM) was incubated in a TTcDR mixture at 30 °C for 16 h.
The mixtures were treated with RNase and DNA exonuclease to
degrade RNAs and linear DNAs, respectively. Note that, with this
initial DNA concentration, the DNA replication stopped due to
substrate limitation, and thus, the DNA concentration after the
incubation was similar for all clones (Figure S7). The resultant
circular DNAs were analyzed by 1% agarose gel electrophoresis. As a
control, the original circular DNA was applied in two different
amounts (circular DNA). In the left lane, the same amount of the
initial circular DNA before the reaction was applied. The bands
corresponding to single, double, and triple unit sizes are indicated.
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replication levels of Evo1−4 varied: it was similar for Evo1,
lower for Evo2, and approximately 3 times higher for Evo3 and
Evo4, indicating that the rolling-circle replication ability of the
encoded polymerase increased in the clones in Exp. 2 (Evo3
and Evo4) but not in the clones in Exp. 1 (Evo1 and Evo2).
Second, we compared the template ability of each isolated

clone to be replicated using commercially available phi29 DNA
polymerase (Thermo Fisher Scientific). We incubated each
circular isolated clone (original and Evo1−4) with the same
purified phi29 DNA polymerase in the TTcDR mixture,

including streptomycin to avoid internal gene expression, for
16 h at 30 °C (Figure 6A) and then measured replicated DNA

concentration by qPCR (Figure 6B). Most of the evolved
clones (Evo1−3) exhibited higher replication levels than the
original clone, indicating that the template ability to be
replicated was improved in these clones. The inhibition of
translation with streptomycin was confirmed using a reporter
gene (Figure S8).
Third, we compared the recombination ability of Cre

recombinase encoded in each isolated clone. We prepared
DNA fragments that each contained Cre recombinase gene
under the same RBS and T7 promoters. Each DNA fragment
was incubated in the TTcDR mixture for 16 h at 30 °C with

Figure 4. Schematic representation of the mutations in the isolated clones. All point mutations and insertions are indicated. The insertions are
shown in red. Two synonymous mutations (G105G and G274G) are also shown. The Phi29 DNA polymerase gene used here is the three-residue
shorter variant that starts from “MPRK. . .” instead of “MKHKP. . .”.

Figure 5. DNA polymerase activity assay. (A) Assay procedure. DNA
fragments (0.5 nM) that contained the phi29 DNA polymerase gene
encoded in each isolated clone under the same 5′-untranslated
sequence containing a ribosome binding site and T7 promoter were
incubated in the TTcDR mixture with a template circular DNA
(pUC19, 0.05 nM) for 30 °C for 16 h to induce rolling-circle
replication of pUC19 by the expressed polymerase. (B) Average DNA
replication. The DNA concentration after incubation was measured
by qPCR and evaluated as DNA replication after subtracting the DNA
concentration of a negative control experiment from which the
polymerase gene was omitted. The error bars represent standard
deviations of three independent experiments. Asterisks represent a
statistically significant difference (p < 0.05) from the original DNA.

Figure 6. Template activity assay. (A) Assay procedure. Circular
DNA of each clone (0.05 nM) was incubated for 16 h at 30 °C in the
TTcDR mixture containing the same purified phi29 DNA polymerase
(1 U/μL) and 30 μg/μL streptomycin to avoid internal gene
expression. (B) Average DNA replication. The DNA concentration
after incubation was measured by qPCR and evaluated as DNA
replication after subtracting the DNA concentration of the negative
control experiment from which the purified phi29 polymerase was
omitted. The error bars represent standard deviations of three
independent experiments. Asterisks represent a statistically significant
difference (p < 0.05) from the original DNA.
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two recombination template DNAs (10 nM) containing loxP
sites (AB or CD fragments) to induce loxP-dependent
recombination by each expressed Cre recombinase (Figure
7A). The concentration of the recombined DNA was measured

by qPCR using primers that are specific to the recombined
“AD fragment” (Figure 7B). The recombined DNA for the
evolved clones (Evo1−4) was similar to the original DNA for
Evo2, slightly decreased for Evo1 and Evo4, and significantly
decreased for Evo3, indicating that the recombination ability
was not improved in these clones. The decreased recombinase
activity of the Evo3 clone seems to be unreasonable because
the serial dilution experiment without Cre recombinase did not
continue for many rounds (Figure S5B). One possible
explanation is that the decreased activity might be caused by
mutations introduced just before Round 30 before they are
negatively selected.
Fourth, we compared the inhibitory effect of Cre

recombinase on DNA polymerization using phi29 DNA
polymerase. In our previous study, we found that Cre
recombinase significantly inhibits rolling-circle replication by
the polymerase,32 one of the most serious problems in our
DNA replication system. To examine whether the inhibitory
effect is weakened by the introduced mutations, we expressed
the original phi29 DNA polymerase and the Cre recombinase
of each isolated clone together and conducted rolling-circle
replication of a template DNA containing a loxP site (Figure
8A). As a control, we performed the same experiment without
the DNA encoding Cre recombinase. The replicated DNA was
measured by qPCR (Figure 8B). For the original Cre
recombinase (Ori), the replication was significantly decreased
compared to that without Cre recombinase (w/o Cre),

confirming the inhibitory effect of Cre recombinase, while
for all isolated clones (Evo1−4), the DNA replications were
3−5 times greater than the original Cre recombinase,
indicating that the inhibitory effects of the Cre recombinase
encoded in the isolated clones were smaller than the original
recombinase.

Expansion of DNA Sequence. One of the possible
applications of the circular DNA that was isolated is the
introduction of more genes and its use as the genome for an
artificial cell. To examine the capability of the isolated clones
to expand the encoding sequence, we introduced additional
DNA sequences into each circular DNA (3.3 kbp) and
compared their replication abilities. We introduced a pUC19-
derived plasmid sequence (2.5 kbp) including the bla gene
between the loxP site and T7 promoter and incubated it in the
TTcDR reaction mixture for 16 h at 30 °C for replication.
Replication of the original circular DNA and Evo4 decreased
significantly (Figure 9) compared to replication without the
additional sequence (Figure 3A), while replication of Evo1−3
was similar to that without the additional sequence, indicating
that these evolved clones have the potential to effectively
replicate when additional genes are introduced.

■ CONCLUSION

In this study, we demonstrated the continuous replication and
evolution of DNA through a compartmentalized serial dilution
cycle. The circular DNA replication scheme requires two
proteins, phi29 DNA polymerase and Cre recombinase, both
of which are expressed by the DNA itself (Figure 1). We
succeeded in continuous DNA replication for 60 rounds of the
serial dilution cycle, corresponding to 140 generations (i.e., 2140

replications) (Figure 2B). Furthermore, the DNA population
at Round 30 accumulated common mutations (Figure S2) and
exhibited higher replication abilities (Figure 3), demonstrating
that the DNA underwent adaptive evolution. We also
demonstrated that some of the evolved DNA replicated
efficiently even after expanding the DNA sequences (Figure 9),
implying that the DNA evolved here can be used as a basis to
develop more complex artificial cells.
Biochemical analyses showed that the isolated DNA clones

improved their replication abilities in different ways, depending
on the two independent serial dilution experiments. Evo1 and
Evo2, isolated from Exp. 1, increased the template ability
(Figure 6) and decreased the inhibitory effect of Cre
recombinase (Figure 8). Evo3 and Evo4, isolated from Exp.
2, increased DNA polymerase activity (Figure 5) and
decreased the inhibitory effect of Cre recombinase (Figure
8), whereas template activity was increased by Evo3 alone
(Figure 6). These clones consistently accumulated different
mutation sets depending on the experiment (Figure 4). The
only common mutation between the experiments was the
insertion of additional T7 promoters upstream of the original
T7 promoter in the same direction in Evo1−3 (Figure 4).
Previously, we reported the possibility that RNA produced by
T7 RNA polymerase functions as a primer for phi29 DNA
polymerase.36 The insertion of multiple promoters may
contribute to the improved template activities of these clones
(Figure 6), although the reason for the insertion of the T7
promoter in the opposite direction in Evo4 is unknown.
We failed in continuous replication of the repetitive linear

DNA scheme (Figure S5A,B) and found that no common
point mutations accumulated in the population at Round 30
(Figure S5C). These results suggest that the adaptive evolution

Figure 7. Cre recombinase activity assay. (A) Assay procedure. A
DNA fragment (0.025 nM) that contained a Cre recombinase gene of
each isolated clone under the same RBS and T7 promoter was
incubated in the TTcDR mixture for 16 h at 30 °C with two
recombination template DNAs containing loxP sites (AB or CD
fragments, 10 nM). (B) Average concentration of the recombination
product. The recombination product (AD fragment) was measured by
qPCR with specific primers. The error bars represent standard
deviations of three independent experiments.
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of repetitive DNA is more difficult to implement than that of
circular DNA. Such difficulty in evolution is theoretically
reasonable because a single linear repetitive DNA, approx-
imately 23−50 kbp,33 should contain more than seven copies
of the polymerase gene. Such large numbers of genes would
average out the effect of mutations introduced into one of the

genes. This averaging effect would slow down both the
increase and decrease in the frequencies of beneficial and
deleterious mutations. In a previous study, we proposed
repetitive DNA replication as one of the possible ancient DNA
replication schemes, although ancient organisms that con-
tained repetitive DNA sequences would suffer from slow
evolution. This problem might be a driving force for the
development of genomic DNA that contains a single copy of
any given genes.
Circular DNA constituted only a small fraction in the DNA

population (estimated at approximately 0.05% from the band
intensity in Figure 3B and the total replicated DNA amount in
Figure S7), which means that most of the DNA exists as a large
linear DNA during replication. This result may be reasonable
because a large linear DNA, a repeat of the sequence of the
circular DNA, can be produced constitutively from the circular
DNA and also replicates by itself through the repetitive
sequence replication as illustrated in Figure S5A. Therefore, in
our experimental setup, large repetitive DNAs and circular
DNAs should coexist and be interconverted. The balance
between the linear and circular DNAs would depend on both
the recombination activity and the replication activity of the
large linear DNA. Further serial dilution experiments at a lower
DNA concentration may produce DNA mutants that produce
circular DNAs more efficiently because replication of the large
linear DNA requires higher DNA concentrations.33 Although
there is room for improvement in the circularization efficiency,
the continuous and evolvable DNA replication we demon-

Figure 8. Assay of the inhibitory effect of Cre recombinase on DNA polymerization. (A) Assay procedure. A DNA fragment (0.5 nM) that encodes
a Cre recombinase of each isolated clone under the same promoter and RBS and another DNA fragment (0.5 nM) encoding the original phi29
DNA polymerase gene were incubated for 16 h at 30 °C in the TTcDR mixture with the template circular DNA (pUC-loxP, 0.05 nM) containing a
loxP site. As a control experiment, the same procedure was conducted without the DNA fragment encoding Cre recombinase (w/o Cre). (B)
Average DNA replication. The DNA concentration after incubation was measured by qPCR and evaluated as DNA replication after subtracting the
DNA concentration of the negative control experiment from which the polymerase gene was omitted. The error bars represent standard deviations
of three independent experiments. Asterisks represent a statistically significant difference (p < 0.05) from the original DNA.

Figure 9. Self-replication assay of expanded circular DNAs. An
additional DNA sequence (2.5 kbp) encoding the bla gene, derived
from a plasmid pUC19, was inserted into each circular DNA (0.05
nM, 3.3 kbp) and incubated in the TTcDR mixture at 30 °C for 16 h.
The DNA concentration was measured by qPCR before and after
replication, and the number of replications (fold) was calculated. The
error bars represent standard deviations of three independent
experiments. Asterisks represent a statistically significant difference
(p < 0.05) from the original DNA.
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strated in this study would be a useful tool for artificial cell
synthesis.
An obstacle for further serial dilution experiments is the

difficulty in PCR amplification of the circular DNA during the
cloning process. We successfully PCR-amplified the whole
sequence at Round 30 but failed at Round 60 at which only
smaller DNA was amplified. Presently, the reason for this is
unknown, but it might be due to the appearance of a repetitive
DNA sequence consisting of a small DNA unit, which
replicates in a “parasitic” manner using DNA polymerase
expressed from other DNAs. To circumvent this problem, we
are planning to repeat short-term (e.g., less than 30 rounds)
serial dilution experiments before the appearance of parasitic
DNA.
One of the major challenges in cell-free synthetic biology or

artificial cell synthesis is the construction of a reproducible
artificial system. Recently, scientists have attempted to
regenerate transcription and translation factors34,35,44−49 or
other important cellular functions50−57 through gene ex-
pression in cell-free systems to achieve reproducible artificial
systems. However, the expression of these genes has not
previously been coupled with DNA replication, which is an
essential function of a reproducible system. The continuously
replicable and evolvable DNA replication system reported here
can be a basis for an artificial genomic DNA that encodes all
genes required for a regenerative artificial cell.

■ METHODS

Circular DNA Preparation. The DNA used as the initial
template for the serial dilution experiment was prepared as
follows. We first PCR-amplified DNA fragments encoding
phi29 DNA polymerase, Cre recombinase, and loxP sequence
using KOD FX (Toyobo, Japan), primers 1 and 2, and the
plasmid (pUC-phi29DNAPevo56_loxP_cre; the full sequence
is shown in Supporting Information) as a template. The
plasmid was constructed by inserting the Cre recombinase
gene into another plasmid (pUC-clone6), as previously
reported.32 The PCR product was purified using a QIAquick
PCR Purification Kit (QIAGEN). All DNA purification
procedures were performed using the kit. The purified DNA
fragment was digested with 0.6 U/μL SphI (TaKaRa, Japan) in
the reaction mixture for 1 h at 37 °C; after purification, it was
self-ligated with 17.5 U/μL T4 DNA ligase (TaKaRa) at 16 °C
overnight, followed by purification. The original and evolved
circular DNAs used for the biochemical assay were prepared as
described above using each plasmid containing the cloned
sequence; primers 9 and 10 for PCR amplification; 0.6 U/μL
BglII (TaKaRa, Japan) for digestion. The sequences of the
primers used in this study are listed in Table S1.
Transcription and Translation-Coupled DNA Repli-

cation (TTcDR) Mixture. The TTcDR mixture used
contained all factors required for DNA replication, tran-
scription, and translation based on the reconstituted translation
system of E. coli,40 as described previously,32 except that the
concentrations of dNTP and magnesium acetate were 0.6 and
10.5 mM, respectively. The complete composition is presented
in Table S2.
Serial Dilution Experiment. The TTcDR mixture (10

μL) containing the original circular DNA (0.01 nM) was
mixed vigorously in a 1 mL buffer-saturated oil phase using a
homogenizer (Kinematica POLYTRON PT 1300 D) with a
disposable shaft (Kinematica Typ: PT-DA 07/2 SYN-E082) at
16 krpm for 1 min on ice to prepare water-in-oil droplets (a

microscope image is shown in Figure S1). The buffer-saturated
oil phase was prepared as follows according to a previous
study.41 First, mineral oil (Sigma-Aldrich) was mixed with 2%
(w/v) Span 80 and then with 3% (w/v) Tween 80. The oil was
immediately mixed vigorously with a 1/20 volume of a
saturation buffer, which omits all macromolecules (DNA,
RNA, and proteins), dNTP, NTP, and magnesium acetate
from the TTcDR mixture. After incubation at 37 °C for 10
min, the mixture was centrifuged at 20kg for 5 min, and the
upper clear oil phase was used as the buffer-saturated oil phase.
The droplets were incubated at 30 °C for 16 h for gene
expression and replication. The droplets (200 μL) were then
mixed with 8 μL of the TTcDR mixture omitting DNA and
800 μL of the buffer-saturated oil phase, followed by mixing
with the homogenizer for 1 min at 16k rpm on ice. The
resultant droplets were incubated at 30 °C for 16 h for the next
round of reaction. Before and after incubation, an aliquot of
the droplets was diluted 100-fold with 1 mM EDTA (pH 8.0)
to measure the DNA concentration by quantitative PCR
(qPCR) (TB Green Premix Ex TaqII, TaKaRa) using primers
3 and 4. When the DNA concentration was below the
detection limit (10−4 nM), the DNA was amplified as follows:
the droplets were collected by centrifugation at 20kg for 5 min
and diluted 10-fold with distilled water. The DNA was PCR-
amplified using primers 1 and 2 and subjected to size selection
using an E-Gel system (E-Gel CloneWell II, Thermo Fisher
Scientific). The extracted DNA fragment (3076 bp) was PCR-
amplified again, as described above. After purification, the
DNA was digested with SphI, self-ligated by T4 DNA ligase,
and used for the next round of reaction.
For the serial dilution experiment with linear repetitive DNA

(Figure S5), we first prepared circular DNA, which contained
only the phi29 DNA polymerase gene, as described above,
using primers 1 and 2 and pUC-clone6 as a template for PCR.
We initiated the serial dilution cycle with this circular DNA,
which produced linear repetitive DNA through rolling-circle
replication at Round 1 and the linear repetitive DNA replicates
in the later rounds.

DNA Cloning at Round 30. The droplets at Round 30
were collected by centrifugation at 20kg for 5 min and diluted
10-fold with distilled water. The DNA was PCR-amplified with
KOD FX polymerase and primers 5 and 6. The PCR product
was purified and ligated to a vector DNA fragment, prepared
by PCR with primers 7 and 8 using pUC19 as a template, with
the In-Fusion Cloning Kit (Takara, Japan). The ligated
fragments were introduced into E. coli strain DH5alpha. The
E. coli was cultured in Luria−Bertani medium containing 50
μg/mL ampicillin at 30 °C, and plasmids were purified using
the QIAGEN miniprep kit. We also PCR-amplified the original
circular DNA sequence and inserted it into the plasmid (pUC-
DNAPcre-HO_original; the full sequence is shown in the
Supporting Information) using the same method for
comparison. These plasmids were used for circular DNA
preparation as PCR templates, as described above. To prepare
the expanded circular DNAs and because Cre recombinase is
not under the T7 promoter in the plasmids, we further
reordered the genes in the plasmids as follows: We first
prepared the circular DNA from the plasmids as described
above and then conducted PCR using each of the circular
DNAs as a template with primers 20 and 21. The PCR
fragments were ligated with a vector fragment and PCR-
amplified by the In-Fusion Cloning Kit (Takara, Japan) using
pUC19 as a template with primers 7 and 8.
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Transcription and Translation-Coupled DNA Repli-
cation Assay. Each circular DNA molecule (0.05 nM) was
incubated in the TTcDR mixture at 30 °C for 16 h. The DNA
concentration was measured by qPCR using primers 3 and 4.
To detect circular DNA (Figure 3B), the circular DNA was
increased to 1 nM and treated as follows: the mixtures after the
reaction were diluted 50-fold with 1 U/μL exonuclease V
(New England BioLabs) in solution (1 mM ATP, 50 mM
potassium acetate, 20 mM Tris-acetate, 10 mM magnesium
acetate, 1 mM DTT, pH 7.9) and incubated at 37 °C for 4 h to
degrade linear DNAs. Then, RNase A (QIAGEN) was added
to 8.3 ng/μL and incubated at 37 °C for 30 min. After
purification and concentration, the remaining circular DNA
was subjected to 1% agarose gel electrophoresis with control
circular DNA prepared by self-ligation as described above.
DNA was stained with a fluorescent dye (SAFELOCK Green,
Fujifilm, Japan).
Polymerase Activity Assay. The coding regions of each

phi29 DNA polymerase (the original and Evo1−4) were PCR-
amplified using primers 11 and 12 and then further amplified
by PCR using primers 12 and 13. Through these PCRs, the
same ribosome binding site (RBS) and T7 promoter were
attached to all genes. Each of the DNA fragments (0.5 nM)
was incubated at 30 °C for 16 h in the TTcDR mixture with
pUC19 (0.05 nM), and the amplified pUC19 concentration
was measured by qPCR using primers 14 and 15.
Template Activity Assay. Each circular DNA (0.05 nM)

was incubated at 30 °C for 16 h in a TTcDR mixture
containing 1 U/μL purified phi29 DNA polymerase (Equi-
Phi29 DNA polymerase, Thermo Fisher) and 30 ng/μL
streptomycin to avoid polymerase expression. The DNA
concentration was measured by qPCR using primers 3 and 4.
Recombination Activity Assay. The coding regions of

Cre recombinase in each circular DNA (the original and
Evo1−4) were PCR-amplified using primers 22 and 23 and
ligated to a vector fragment and PCR-amplified from pET21
using primers 24 and 25 with the In-Fusion Cloning Kit
(Takara, Japan). Each plasmid (0.025 nM) was incubated at 30
°C for 16 h in the TTcDR mixture with recombination
templates (10 nM AB and CD fragments) prepared by PCR
using the plasmid containing the original circular DNA
sequence as a template with primers 26 and 27 for the AB
fragment (1394 bp) or primers 28 and 29 for the CD fragment
(907 bp). The recombined DNA concentration was measured
by qPCR using primers 16 and 17.
Inhibition Assay by Cre Recombinase. The DNA

fragment containing the original phi29 DNA polymerase was
prepared as described in the Polymerase Activity Assay section.
The DNA fragments encoding each Cre recombinase under
the same RBS and T7 promoters were prepared by the same
method using primers 18 and 19 in the first PCR and primers
13 and 19 in the second PCR. Both DNA fragments containing
the original polymerase (0.5 nM) and each of the Cre
recombinases (0.5 nM) were mixed with template circular
DNA (pUC-loxP, 0.5 nM), which contained a loxP sequence
in pUC19, and subsequently incubated at 30 °C for 16 h in the
TTcDR mixture. The DNA concentration was measured by
qPCR using primers 14 and 15 and corrected by subtracting
the value of the negative control experiment in which the DNA
fragment containing phi29 DNA polymerase was omitted. The
template plasmid, pUC-loxP, was prepared by ligating PCR
fragments amplified with primers 30 and 31 using pUC-
DNAPcre-HO_original as a template after BglII digestion.

■ ASSOCIATED CONTENT

*sı Supporting Information

The Supporting Information is available free of charge at
https://pubs.acs.org/doi/10.1021/acssynbio.1c00430.

Differential interference contrast microscopy; list of
point mutations; list of insertions in the isolated clones;
phylogenetic tree; long term compartmentalized serial
dilution experiment of a linear repetitive DNA; time
course data; DNA concentration before the electro-
phoresis; the effect of streptomycin on translation;
primer sequences; composition of the TTcDR mixture;
DNA sequences (PDF)

■ AUTHOR INFORMATION

Corresponding Author

Norikazu Ichihashi − Department of Life Science, Graduate
School of Arts and Science, The University of Tokyo, Meguro-
ku, Tokyo 153-8902, Japan; Komaba Institute for Science
and Research Center for Complex Systems Biology, Universal
Biology Institute, The University of Tokyo, Meguro, Tokyo
153-8902, Japan; orcid.org/0000-0001-7087-2718;
Phone: 81-3-5465-7307; Email: ichihashi@bio.c.u-
tokyo.ac.jp; Fax: 81-3-5465-7307

Author

Hiroki Okauchi − Department of Life Science, Graduate
School of Arts and Science, The University of Tokyo, Meguro-
ku, Tokyo 153-8902, Japan

Complete contact information is available at:
https://pubs.acs.org/10.1021/acssynbio.1c00430

Author Contributions

H.O. planned and performed all experiments and wrote the
manuscript. N.I. planned the experiments and wrote the
manuscript.

Funding

This work was supported by JST, CREST Grant Number
JPMJCR20S1, Japan, and “Innovation Inspired by Nature”
Research Support Program, SEKISUI CHEMICAL CO., LTD.

Notes

The authors declare no competing financial interest.
The authors confirm that the data supporting the findings of
this study are available within the article [and/or] its
Supporting Information. Raw data are available on request
from the corresponding author.

■ REFERENCES

(1) Szostak, J. W.; Bartel, D. P.; Luisi, P. L. Synthesizing Life. Nature
2001, 409 (6818), 387−390.
(2) Bedau, M. A.; McCaskill, J. S.; Packard, N. H.; Rasmussen, S.;
Adami, C.; Green, D. G.; Ikegami, T.; Kaneko, K.; Ray, T. S. Open
Problems in Artificial Life. Artif. Life 2000, 6 (4), 363−376.
(3) Ichihashi, N. What Can We Learn from the Construction of in
Vitro Replication Systems? Ann. N. Y. Acad. Sci. 2019, 1447 (1), 144−
156.
(4) Olivi, L.; Berger, M.; Creyghton, R. N. P.; De Franceschi, N.;
Dekker, C.; Mulder, B. M.; Claassens, N. J.; Rein ten Wolde, P.; van
der Oost, J. Towards a Synthetic Cell Cycle. Nat. Commun. 2015, 12,
4531.
(5) Silverman, A. D.; Karim, A. S.; Jewett, M. C. Cell-Free Gene
Expression: An Expanded Repertoire of Applications. Nat. Rev. Genet.
2020, 21 (3), 151−170.

ACS Synthetic Biology pubs.acs.org/synthbio Research Article

https://doi.org/10.1021/acssynbio.1c00430
ACS Synth. Biol. XXXX, XXX, XXX−XXX

I



(6) Noireaux, V.; Liu, A. P. The New Age of Cell-Free Biology.
Annu. Rev. Biomed. Eng. 2020, 22, 51−77.
(7) Laohakunakorn, N.; Grasemann, L.; Lavickova, B.; Michielin, G.;
Shahein, A.; Swank, Z.; Maerkl, S. J. Bottom-Up Construction of
Complex Biomolecular Systems With Cell-Free Synthetic Biology.
Front. Bioeng. Biotechnol. 2020, 8, 213.
(8) Forlin, M.; Lentini, R.; Mansy, S. S. Cellular Imitations. Curr.
Opin. Chem. Biol. 2012, 16, 586−592.
(9) Buddingh’, B. C.; Van Hest, J. C. M. Artificial Cells: Synthetic
Compartments with Life-like Functionality and Adaptivity. Acc. Chem.
Res. 2017, 50 (4), 769−777.
(10) Damiano, L.; Stano, P. On the “Life-Likeness” of Synthetic
Cells. Front. Bioeng. Biotechnol. 2020, 8, 953.
(11) Cho, E.; Lu, Y. Compartmentalizing Cell-Free Systems:
Toward Creating Life-like Artificial Cells and Beyond. ACS Synth.
Biol. 2020, 9 (11), 2881−2901.
(12) Su’etsugu, M.; Takada, H.; Katayama, T.; Tsujimoto, H.
Exponential Propagation of Large Circular DNA by Reconstitution of
a Chromosome-Replication Cycle. Nucleic Acids Res. 2017, 45,
11525−11534.
(13) Korhonen, J. A.; Pham, X. H.; Pellegrini, M.; Falkenberg, M.
Reconstitution of a Minimal MtDNA Replisome in Vitro. EMBO J.
2004, 23 (12), 2423−2429.
(14) Sanders, G. M.; Dallmann, H. G.; McHenry, C. S.
Reconstitution of the B. Subtilis Replisome with 13 Proteins Including
Two Distinct Replicases. Mol. Cell 2010, 37 (2), 273−281.
(15) Fujiwara, K.; Katayama, T.; Nomura, S.-I. M. Cooperative
Working of Bacterial Chromosome Replication Proteins Generated by
a Reconstituted Protein Expression System. Nucleic Acids Res. 2013,
41 (14), 7176−7183.
(16) Van Nies, P.; Westerlaken, I.; Blanken, D.; Salas, M.; Mencía,
M.; Danelon, C. Self-Replication of DNA by Its Encoded Proteins in
Liposome-Based Synthetic Cells. Nat. Commun. 2018, 9, 1583.
(17) Shin, J.; Jardine, P.; Noireaux, V. Genome Replication,
Synthesis, and Assembly of the Bacteriophage T7 in a Single Cell-
Free Reaction. ACS Synth. Biol. 2012, 1 (9), 408−413.
(18) Barry, J.; Lie Wong, M.; Alberts, B. In Vitro Reconstitution of
DNA Replication Initiated by Genetic Recombination: A T4
Bacteriophage Model for a Type of DNA Synthesis Important for
All Cells. Mol. Biol. Cell 2019, 30 (1), 146−159.
(19) Nash, K.; Chen, W.; Muzyczka, N. Complete In Vitro
Reconstitution of Adeno-Associated Virus DNA Replication Requires
the Minichromosome Maintenance Complex Proteins. J. Virol. 2008,
82 (3), 1458−1464.
(20) Nimonkar, A. V.; Boehmer, P. E. Reconstitution of
Recombination-Dependent DNA Synthesis in Herpes Simplex Virus
1. Proc. Natl. Acad. Sci. U. S. A. 2003, 100 (18), 10201−10206.
(21) Waga, S.; Bauer, G.; Stillman, B. Reconstitution of Complete
SV40 DNA Replication with Purified Replication Factors. J. Biol.
Chem. 1994, 269 (14), 10923−10934.
(22) Mensa-Wilmot, K.; Seaby, R.; Alfano, C.; Wold, M. S.; Gomes,
B.; McMacken, R. Reconstitution of a Nine-Protein System That
Initiates Bacteriophage λ DNA Replication. J. Biol. Chem. 1989, 264
(5), 2853−2861.
(23) Mencía, M.; Gella, P.; Camacho, A.; De Vega, M.; Salas, M.
Terminal Protein-Primed Amplification of Heterologous DNA with a
Minimal Replication System Based on Phage Φ29. Proc. Natl. Acad.
Sci. U. S. A. 2011, 108, 18655−18660.
(24) Guatelli, J. C.; Whitfield, K. M.; Kwoh, D. Y.; Barringer, K. J.;
Richman, D. D.; Gingeras, T. R. Isothermal, in Vitro Amplification of
Nucleic Acids by a Multienzyme Reaction Modeled after Retroviral
Replication. Proc. Natl. Acad. Sci. U. S. A. 1990, 87 (19), 7797.
(25) Walker, G. T.; Little, M. C.; Nadeau, J. G.; Shank, D. D.
Isothermal in Vitro Amplification of DNA by a Restriction Enzyme/
DNA Polymerase System. Proc. Natl. Acad. Sci. U. S. A. 1992, 89,
392−396.
(26) Breaker, R. R.; Joyce, G. F. Emergence of a Replicating Species
from an in Vitro RNA Evolution Reaction. Proc. Natl. Acad. Sci. U. S.
A. 1994, 91 (13), 6093−6097.

(27) Ellinger, T.; Ehricht, R.; McCaskill, J. S. In Vitro Evolution of
Molecular Cooperation in CATCH, a Cooperatively Coupled
Amplification System. Chem. Biol. 1998, 5 (12), 729−741.
(28) Notomi, T.; Okayama, H.; Masubuchi, H.; Yonekawa, T.;
Watanabe, K.; Amino, N.; Hase, T. Loop-Mediated Isothermal
Amplification of DNA. Nucleic Acids Res. 2000, 28 (12), e63.
(29) Vincent, M.; Xu, Y.; Kong, H. Helicase-Dependent Isothermal
DNA Amplification. EMBO Rep. 2004, 5, 795−800.
(30) Kurn, N.; Chen, P.; Heath, J. D.; Kopf-Sill, A.; Stephens, K. M.;
Wang, S. Novel Isothermal, Linear Nucleic Acid Amplification
Systems for Highly Multiplexed Applications. Clin. Chem. 2005, 51
(10), 1973−1981.
(31) Jeong, Y. J.; Park, K.; Kim, D. E. Isothermal DNA Amplification
in Vitro: The Helicase-Dependent Amplification System. Cell. Mol.
Life Sci. 2009, 66 (20), 3325−3336.
(32) Sakatani, Y.; Yomo, T.; Ichihashi, N. Self-Replication of
Circular DNA by a Self-Encoded DNA Polymerase through Rolling-
Circle Replication and Recombination. Sci. Rep. 2018, 8 (1), 13089.
(33) Okauchi, H.; Sakatani, Y.; Otsuka, K.; Ichihashi, N.
Minimization of Elements for Isothermal DNA Replication by an
Evolutionary Approach. ACS Synth. Biol. 2020, 9 (7), 1771−1780.
(34) Libicher, K.; Mutschler, H. Probing Self-Regeneration of
Essential Protein Factors Required for: In Vitro Translation Activity
by Serial Transfer. Chem. Commun. 2020, 56 (98), 15426−15429.
(35) Libicher, K.; Hornberger, R.; Heymann, M.; Mutschler, H. In
Vitro Self-Replication and Multicistronic Expression of Large
Synthetic Genomes. Nat. Commun. 2020, 11 (1), 904.
(36) Sakatani, Y.; Ichihashi, N.; Kazuta, Y.; Yomo, T. A
Transcription and Translation-Coupled DNA Replication System
Using Rolling-Circle Replication. Sci. Rep. 2015, 5, 10404.
(37) Furubayashi, T.; Sakatani, Y.; Nakano, T.; Eckford, A.;
Ichihashi, N. Design and Wet-Laboratory Implementation of Reliable
End-to-End Molecular Communication.Wirel. Networks 2018, 24 (5),
1809−1819.
(38) Bresch, C.; Niesert, U.; Harnasch, D. Hypercycles, Parasites
and Packages. J. Theor. Biol. 1980, 85 (3), 399−405.
(39) Forster, A. C.; Church, G. M. Towards Synthesis of a Minimal
Cell. Mol. Syst. Biol. 2006, 2, 45.
(40) Shimizu, Y.; Inoue, A.; Tomari, Y.; Suzuki, T.; Yokogawa, T.;
Nishikawa, K.; Ueda, T. Cell-Free Translation Reconstituted with
Purified Components. Nat. Biotechnol. 2001, 19, 751−755.
(41) Ichihashi, N.; Usui, K.; Kazuta, Y.; Sunami, T.; Matsuura, T.;
Yomo, T. Darwinian Evolution in a Translation-Coupled RNA
Replication System within a Cell-like Compartment. Nat. Commun.
2013, 4, 2494.
(42) Esteban, J. A.; Salas, M.; Blanco, L. Fidelity of Phi29 DNA
Polymerase. J. Biol. Chem. 1993, 268 (4), 2719−2726.
(43) Pulleyblank, D. E.; Shure, M.; Tang, D.; Vinograd, J.; Vosberg,
H. P. Action of Nicking Closing Enzyme on Supercoiled and
Nonsupercoiled Closed Circular DNA: Formation of a Boltzmann
Distribution of Topological Isomers. Proc. Natl. Acad. Sci. U. S. A.
1975, 72 (11), 4280−4284.
(44) Lavickova, B.; Laohakunakorn, N.; Maerkl, S. J. A Partially Self-
Regenerating Synthetic Cell. Nat. Commun. 2020, 11 (1), 6340.
(45) Awai, T.; Ichihashi, N.; Yomo, T. Activities of 20 Aminoacyl-
TRNA Synthetases Expressed in a Reconstituted Translation System
in Escherichia Coli. Biochem. Biophys. Reports 2015, 3, 140−143.
(46) Hibi, K.; Amikura, K.; Sugiura, N.; Masuda, K.; Ohno, S.;
Yokogawa, T.; Ueda, T.; Shimizu, Y. Reconstituted Cell-Free Protein
Synthesis Using in Vitro Transcribed TRNAs. Commun. Biol. 2020, 3
(1), 350.
(47) Shimojo, M.; Amikura, K.; Masuda, K.; Kanamori, T.; Ueda, T.;
Shimizu, Y. In Vitro Reconstitution of Functional Small Ribosomal
Subunit Assembly for Comprehensive Analysis of Ribosomal
Elements in E. Coli. Commun. Biol. 2020, 3 (1), 142.
(48) Wei, E.; Endy, D. Experimental Tests of Functional Molecular
Regeneration via a Standard Framework for Coordinating Synthetic
Cell Building. bioRxiv March 4, 2021, 2021.03.03.433818;
DOI: 10.1101/2021.03.03.433818.

ACS Synthetic Biology pubs.acs.org/synthbio Research Article

https://doi.org/10.1021/acssynbio.1c00430
ACS Synth. Biol. XXXX, XXX, XXX−XXX

J



(49) Li, J.; Haas, W.; Jackson, K.; Kuru, E.; Jewett, M. C.; Fan, Z. H.;
Gygi, S.; Church, G. M. Cogenerating Synthetic Parts toward a Self-
Replicating System. ACS Synth. Biol. 2017, 6 (7), 1327−1336.
(50) Berhanu, S.; Ueda, T.; Kuruma, Y. Artificial Photosynthetic Cell
Producing Energy for Protein Synthesis. Nat. Commun. 2019, 10,
1325.
(51) Godino, E.; López, J. N.; Foschepoth, D.; Cleij, C.; Doerr, A.;
Castella,̀ C. F.; Danelon, C. De Novo Synthesized Min Proteins Drive
Oscillatory Liposome Deformation and Regulate FtsA-FtsZ Cytoske-
letal Patterns. Nat. Commun. 2019, 10 (1), 4969.
(52) Blanken, D.; Foschepoth, D.; Serrao, A. C.; Danelon, C.
Genetically Controlled Membrane Synthesis in Liposomes. Nat.
Commun. 2020, 11 (1), 4317.
(53) Kohyama, S.; Yoshinaga, N.; Yanagisawa, M.; Fujiwara, K.; Doi,
N. Cell-Sized Confinement Controls Generation and Stability of a
Protein Wave for Spatiotemporal Regulation in Cells. eLife 2019, 8,
44591.
(54) Furusato, T.; Horie, F.; Matsubayashi, H. T.; Amikura, K.;
Kuruma, Y.; Ueda, T. De Novo Synthesis of Basal Bacterial Cell
Division Proteins FtsZ, FtsA, and ZipA Inside Giant Vesicles. ACS
Synth. Biol. 2018, 7 (4), 953−961.
(55) Godino, E.; López, J. N.; Zarguit, I.; Doerr, A.; Jimenez, M.;
Rivas, G.; Danelon, C. Cell-Free Biogenesis of Bacterial Division
Proto-Rings That Can Constrict Liposomes. Commun. Biol. 2020, 3
(1), 539.
(56) Yoshida, A.; Kohyama, S.; Fujiwara, K.; Nishikawa, S.; Doi, N.
Regulation of Spatiotemporal Patterning in Artificial Cells by a
Defined Protein Expression System. Chem. Sci. 2019, 10 (48),
11064−11072.
(57) Kuruma, Y.; Stano, P.; Ueda, T.; Luisi, P. L. A Synthetic
Biology Approach to the Construction of Membrane Proteins in
Semi-Synthetic Minimal Cells. Biochim. Biophys. Acta, Biomembr.
2009, 1788 (2), 567−574.

ACS Synthetic Biology pubs.acs.org/synthbio Research Article

https://doi.org/10.1021/acssynbio.1c00430
ACS Synth. Biol. XXXX, XXX, XXX−XXX

K


