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translocated recombinant proteins in
Escherichia coli
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Abstract

Background: Advantages of translocation of recombinant proteins to the periplasm in Escherichia coli include
simplified downstream processing, and improved folding and in vivo activity of the target protein. There are,
however, problems encountered in the periplasmic production that can be associated with the incorrect formation
of disulfide bonds, incomplete cleavage of the signal peptide, and proteolytic degradation. A common strategy
used to overcome these difficulties involves manipulating the cellular levels of proteases and periplasmic folding
assistants like chaperones, signal peptide peptidases or thiol-disulfide oxidoreductases. To date, this has been
achieved by plasmid-based over-expression or knockouts of the relevant genes.

Results: We changed the translation efficiencies of five native E. coli proteins, DsbA, DsbB, Skp, SppA, and DegP, by
modifying the strength of their ribosome binding sites (RBS). The genomic RBS sequences were replaced with
synthetic ones that provided a predicted translation initiation rate. Single- and double-gene mutant strains were
created and tested for production of two pharmaceutically relevant proteins, PelB-scFv173–2-5-AP and OmpA-GM-
CSF. Almost all the single-gene mutant strains showed improved periplasmic production of at least one of the
recombinant proteins. No further positive effects were observed when the mutations were combined.

Conclusions: Our findings confirm that our strain engineering approach involving translational regulation of
endogenous proteins, in addition to plasmid-based methods, can be used to manipulate the cellular levels of
periplasmic folding assistants and proteases to improve the yields of translocated recombinant proteins. The
positive effects of SppA overexpression should be further investigated in E. coli.

Keywords: Periplasmic translocation, Recombinant protein production, Translation initiation rate, Ribosome binding
site, Genome editing
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Background
As Escherichia coli does not naturally secrete proteins in
high amounts neither to the periplasmic nor the extra-
cellular environment [1, 2], the limited translocation effi-
ciency and periplasmic folding capacity may negatively
impact high-level production of translocated heterol-
ogous proteins. Basic strategies employed to overcome
the bottlenecks in folding of translocated proteins rely
on the co-expression of periplasmic chaperones, signal
peptide peptidases, and thiol-disulfide oxidoreductases,
or on deletions of protease genes [3–5]. Plasmid-based
methods for supplementing gene expression are often
unstable and may require the use of selectable markers
and inducers, which is not favorable for industrial pur-
poses. In addition, only a limited number of genes can
be co-expressed with a gene of interest and the level of
over-expression may exceed a desired threshold, posing
an unnecessary metabolic burden [6]. An attractive alter-
native is rational genome engineering that provides
broader generality and leads to construction of plasmid-
and marker-less strains with improved capacity for pro-
duction of translocated recombinant proteins.
Recombinant proteins of eukaryotic origin often carry

disulfide bonds, which are formed post-translationally by
the oxidation of thiol groups between two cysteine resi-
dues. In the reducing environment of the cytoplasm of
E. coli, disulfide bonds cannot form or are immediately
reduced [7]. In turn, in the oxidizing periplasm, intro-
duction of disulfide bonds is catalyzed by the thiol-
disulfide oxidoreductase DsbA [8]. After receiving two
electrons from a pair of cysteines, DsbA is reoxidized by
the inner membrane protein DsbB [9]. It has previously
been demonstrated that simultaneous over-expression of
DsbA and DsbB from a helper plasmid gives positive ef-
fects on production of active horseradish peroxidase
(HRP) [10] and on soluble expression of a single-chain
variable antibody fragment (scFv) [11].
Solubility of periplasmic proteins can also be increased

by the co-expression of molecular chaperones such as
Skp. Primary, Skp interacts with outer membrane pro-
teins as they are released from the Sec translocon and
assists in their folding and membrane insertion [12]. To-
gether with FkpA, Skp exhibits the widest substrate spe-
cificity known among the cellular chaperones [13].
Overexpression of this protein has been reported to en-
hance soluble yield and antigen binding affinity of a re-
combinant scFv protein [14].
Another important step in folding and maturation of

translocated proteins is cleavage of the signal peptide.
The fusion of suitable signal peptides allows for the
translocation of precursor proteins through the respect-
ive secretion system in the cytoplasmic membrane [15].
Protease IV (SppA) is one of the membrane-bound sig-
nal peptide peptidases that initiate proteolytic removal
of the signal peptide upon translocation [16, 17]. Re-
cently, it has been shown that over-expression of SppA
in Bacillus licheniformis strain BL10 resulted in in-
creased recombinant production of nattokinase and α-
amylase [18]. Although the SppA homologs from E. coli
and B. licheniformis differ in terms of size and catalytic
mechanism, their function remains the same [19, 20]. To
our knowledge, no study has been conducted on the ef-
fect of native SppA over-expression on production of
translocated recombinant proteins in E. coli.
Apart from the cleavage of a specific peptide bond,

proteolytic activity in the periplasm may involve
complete degradation of the protein of interest. The
major housekeeping protease responsible for the re-
moval of misfolded and aggregated proteins from the
inner-membrane and periplasmic space in E.coli is DegP
[21]. It has been suggested that DegP null hosts should
be routinely used for high-level production of heterol-
ogous proteins [13]. In fact, strains deficient in DegP
have frequently been constructed, and this resulted in
improved yield of proteolytically sensitive peptides such
as scFv and Fab antibody fragments [22–24].
In this study, the effect of changing the chromosomal

translation initiation rates of DsbA, DsbB, Skp, SppA,
and DegP on the production of translocated recombin-
ant proteins in E. coli RV308 was investigated. To obtain
the desired translation efficiencies, we replaced the na-
tive ribosome-binding site (RBS) sequences upstream of
the open reading frames with designed synthetic RBS
variants. The engineered strains were subsequently
tested for production of two pharmaceutically relevant
model proteins, the single-chain antibody fragment 173–
2-5 fused to alkaline phosphatase and equipped with the
PelB signal peptide (PelB-scFv173–2-5-AP) [25], and
granulocyte-macrophage colony-stimulating factor with
the OmpA signal sequence attached (OmpA-GM-CSF)
[26] (sequences of the genes encoding the model pro-
teins are given in Table S3). This allowed us to investi-
gate the effect of the mutations on the production of
different heterologous proteins fused to two different
signal sequences. The single-chain variable fragment
scFv173–2-5 is a 27.2 kDa protein containing four intra-
molecular disulfide bonds, while recombinant human
GM-CSF has two disulfide bonds and a molecular
weight of 14.6 kDa. Both PelB-scFv173–2-5-AP (77.2
kDa) and OmpA-GM-CSF (17.3 kDa) have previously
been used as model proteins to study periplasmic pro-
tein yields [25, 27].

Results
Design of RBS sequences and construction of the mutant
strains
The translation initiation rates (TIRs) of the native RBS
sequences for DsbA, DsbB, Skp, SppA, and DegP were
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predicted with the RBS Calculator developed to enable the
design of 5′- untranslated regions (5′-UTRs) for desired
expression level [28, 29], and are listed in Table 1. In order
to determine desired TIRs of the synthetic RBS variants,
we investigated the previously reported levels of transla-
tion efficiency that can be achieved by co-expressing a
gene of interest from a plasmid. Expression systems that
are commonly used for such purpose are the arabinose in-
ducible PBAD [10], and the IPTG inducible lac promoter
[14]. As previously shown, the 5′- UTRs of these pro-
moter systems provide relatively high translation efficien-
cies ranging from 11,408 to 120,064 arbitrary units (au)
for the PBAD, and from 6897 to 33,626 au for the lac pro-
moter, for different gene products [25]. Instead of co-
expressing the target genes, we decided to evaluate how
changing the translation rate of the selected native pro-
teins affects periplasmic production of two model recom-
binant proteins. Synthetic RBS sequences were again
designed by the RBS Calculator aiming for an up to 10-
fold change in translation. The TIR values for DsbA,
DsbB, Skp, SppA were upregulated, while translation effi-
ciency for DegP was 7.5-fold downregulated (Table 1).
The synthetic RBS sequences were introduced to the gen-

ome of the industrially relevant E. coli strain RV308 using
CRMAGE [30]. For this purpose, gRNA sequences for
CRISPR/Cas9 negative selection were designed in a way to
fully or partially cover a region of the native RBS sequences.
In the cases of sppA and skp, PAM motifs were identified
within the RBS regions to be mutated and could be re-
moved by introducing synthetic RBS sequences to allow for
the Cas9-based negative selection against the wild-type se-
quences. For the rest of the genes, PAM sites were identi-
fied close to the mutated region and disrupted by a
secondary silent mutation (Table S2). After a CRMAGE
round, randomly picked colonies carrying one of the de-
sired mutations were selected with colony PCR. In order to
study a combined effect of some of the mutations, double-
gene mutants RV308(dsbArbs dsbBrbs), RV308(degPrbs

sppArbs), RV308(degPrbs skprbs), RV308(sppArbs skprbs) were
constructed using a second CRMAGE round. All RBS re-
placements were confirmed with DNA sequencing. Each of
the plasmids used for CRMAGE, except the pMAZ-SK_x
that is equipped with a self-killing mechanism, was cured
with the pFREE-based system [31]. Prior to expression
studies, plasmid-free mutant strains were transformed ei-
ther with pSB-M1s carrying gene encoding PelB-scFv173–
2-5-phoA fusion protein [25] or pGM29ompA carrying
gene encoding OmpA-GM-CSF [26].

The dsbA mutation displays positive effects on
periplasmic levels of both model proteins and for the
dsbB mutant strain the effect is protein-dependent
As DsbA and DsbB act together as a part of the oxidation
system for disulfide-bond formation, the RV308(dsbArbs)
and RV308(dsbBrbs) single-gene mutants but also the
RV308(dsbArbs dsbBrbs) double-gene mutant were created.
All three strains were tested for production of PelB-
scFv173–2-5-AP fusion protein and OmpA-GM-CSF.
Production of translocated scFv173–2-5-AP was moni-
tored as alkaline phosphatase (AP) activity in periplasmic
lysates, which means that only functional protein was
measured, and that the AP protein was successfully trans-
located and folded in the periplasmic space. In the case of
OmpA-GM-CSF, the GM-CSF protein concentration in
periplasmic lysates was measured using ELISA. Periplas-
mic and cytoplasmic protein samples of all strains were
also run on SDS-PAGE gel (Figs. S2 and S3). A slight im-
provement of growth rate and a 1.9- (P < 0.001, Table S1)
and 1.7-fold increase (P < 0.05, Table S1) in AP activity
and GM-CSF concentration, respectively, were detected
when the fusion protein was expressed in the dsbAmutant
strain compared to the wild-type RV308 (Fig. 1). In turn,
the upregulation of the translation initiation rate of DsbB,
both individually and in combination with DsbA, had a
negative impact on cell growth with accompanying lack of
change or even a slight decrease of AP activity (Fig. 1a and
b). However, this effect was protein-dependent, as in the
case of GM-CSF, a 1.8-fold increase (P < 0.05, Table S1) in
concentration of the protein was detected for the
RV308(dsbBrbs) single-gene mutant strain (Fig. 1c). Re-
duced growth triggered by the upregulated translation of
native DsbB was observed also during production of
OmpA-GM-CSF (Fig. 1d).

Mutations of the RBS regions of skp, sppA and degP
resulted in statistically significant increase of periplasmic
levels of one or both of the model proteins
Unlike the mutations of the components of disulfide
bond formation mechanism, the RV308(skprbs)
RV308(sppArbs) and RV308(degPrbs) single-gene mutants
showed a similar overall pattern in protein activity and
concentration of scFv173–2-5-AP and GM-CSF, re-
spectively (Fig. 2a, c). For the strain with a regulated
translation of SppA protease, a 1.7-fold increase (P <
0.001, Table S1) in AP activity and a 2.5-fold increase
(P < 0.001, Table S1) in GM-CSF concentration were
observed. A positive effect of TIR upregulation was
achieved also for the RV308(skprbs) mutant strain,
which showed 1.8-fold increase (P < 0.05, Table S1) in
GM-CSF concentration (Fig. 2c). DegP was the only
studied protein with attenuated TIR, and the strain
deficient in this protease showed 2-fold higher (P <
0.001, Table S1) concentration of GM-CSF (Fig. 2c).
Although Fig. 2a might indicate that both the
RV308(skprbs) and RV308(degPrbs) single-gene mutants
showed improved AP activity, these effects turned out
to be not significant (P ≥ 0.05). All the single-gene
mutations promoted the growth of cells during the



Ta
b
le

1
In

si
lic
o
an
al
ys
is
of

TI
R
va
lu
es

an
d
RB
S
se
qu

en
ce
s
(d
en

ot
ed

in
ca
pi
ta
ll
et
te
rs
)
w
ith

ad
ja
ce
nt

ge
no

m
ic
re
gi
on

s

G
en

e
N
at
iv
e
TI
R
(a
u)

Re
gu

la
te
d
TI
R
(a
u)

N
at
iv
e
RB
S
(5
′–

3′
)

Sy
nt
he

tic
RB
S
(5
′–

3′
)
a

ds
bA

38
,9
52

38
7,
84
5

//
−
tg
ta
TT
A
A
TC

G
G
A
G
A
G
A
G
TA

G
A
TC

at
ga
−
//

//
−
ga
tc
A
A
C
TA

A
G
G
A
G
G
C
TT
A
TT
at
ga
−
//

ds
bB

15
8

17
83

//
−
ta
tg
C
A
TA

TT
G
C
A
G
G
G
A
A
A
TG

A
TT
at
gt
−
//

//
−
ga
tt
G
C
G
C
A
C
A
C
C
G
A
A
G
TT
G
G
A
A
TA

C
G
A
TT
G
at
gt
−
//

sk
p

19
,3
77

80
,1
40

//
−
cc
gg

TG
C
A
A
A
TG

G
G
A
TG

G
TA

A
G
G
A
G
TT
TA

TT
gt
ga
−
//

//
−
cc
gg

C
A
G
TA

TA
TA

C
G
TC

TA
A
CA

C
TT
A
G
G
G
G
G
A
A
TA

TT
A
tg
a−

//

sp
pA

42
05

19
,8
38

//
−
ta
tt
G
CG

C
C
TG

TG
A
C
A
G
G
TG

TG
A
C
CT

TA
A
G
TT
G
G
G
A
G
A
A
TA

C
at
gc
−
//

//
−
ta
tt
C
A
A
A
C
G
TA

C
C
C
C
TT
A
A
TT
A
TA

C
C
TA

A
C
G
A
G
G
A
G
A
A
A
C
Ta
tg
c−

//

de
gP

21
39

28
6

//
−
tt
tt
G
C
G
TT
A
TC

TG
TT
A
A
TC

G
A
G
A
C
TG

A
A
A
TA

C
at
ga
−
//

//
−
tt
tt
G
A
G
TA

A
C
G
C
C
A
C
TG

A
TC

G
A
A
A
TT
G
A
G
G
A
A
G
tg
a−

//
a
D
es
ire

d
TI
R
va
lu
es

fo
r
sk
p
an

d
de
gP

w
er
e
ob

ta
in
ed

by
RB

S
re
pl
ac
em

en
t
an

d
su
bs
tit
ut
io
n
of

th
e
fir
st

ba
se

(u
nd

er
lin

ed
ab

ov
e)

of
a
st
ar
t
co
do

n;
G
TG

→
A
TG

an
d
A
TG

→
G
TG

,r
es
pe

ct
iv
el
y

Gawin et al. BMC Biotechnology           (2020) 20:24 Page 4 of 11



Fig. 1 Comparison of the wild-type E. coli strain RV308 (WT) and mutant strains RV308(dsbArbs), RV308(dsbBrbs), and RV308(dsbArbsdsbBrbs) with
regulated translation rate of components of the disulfide bond formation mechanism. The panels show AP activity a and concentration of GM-
CSF c under induced conditions and the corresponding growth curves: pSB-M1s b, pGM29ompA d. Following 2 h incubation, the XylS/Pm-
mediated protein expression was induced (OD600 ~ 0.3–0.5) by adding m-toluic acid to a final concentration of 1 mM. The AP activity and GM-
CSF concentration were measured in the periplasmic fraction of cells harvested 4 h (pGM29ompA) and 5 h (pSB-M1s) post induction. The data
presented are the averages of three biological replica with the standard deviation indicated. The AP activity and GM-CSF concentration data were
normalized against the total protein content measured in the periplasmic fraction
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expression of PelB-scFv173–2-5-AP, while the growth
of mutant strains producing OmpA-GM-CSF, espe-
cially the RV308(degPrbs), decreased considerably com-
pared to the wild-type strain (Fig. 2b, d).
Based on the results showing improved productivity of
all three single-gene mutants, we decided to investigate
the potential additive effects of the mutations. Therefore,
the RV308(degPrbs sppArbs), RV308(degPrbs skprbs) and



Fig. 2 Comparison of the wild-type E. coli strain RV308 (WT) and mutant strains RV308(skprbs), RV308(sppArbs), and RV308(degPrbs) with regulated
translation of Skp (folding chaperone), SppA (signal peptidase), and DegP (periplasmic protease). The panels show AP activity a and concentration
of GM-CSF c under induced conditions and the corresponding growth curves: pSB-M1s b, pGM29ompA d. Following 2 h incubation, the XylS/
Pm-mediated protein expression was induced (OD600 ~ 0.3–0.5) by adding m-toluic acid to a final concentration of 1 mM. The AP activity and
GM-CSF concentration were measured in the periplasmic fraction of cells harvested 4 h (pGM29ompA) and 5 h (pSB-M1s) post induction. The
data presented are the averages of three biological replica with the standard deviation indicated. The AP activity and GM-CSF concentration data
were normalized against the total protein content measured in the periplasmic fraction
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RV308(sppArbs skprbs) double-gene mutant strains were
created. Although for the RV308(sppArbs skprbs) and
RV308(degPrbs sppArbs) the scFv173–2-5-AP activity and
GM-CSF concentration remained significantly higher in
comparison to the wild-type strain, introduction of any
of the additional mutations was not effective. Instead, by
replacing the native RBS sequence upstream of e.g. skp
gene in the degP mutant, the final GM-CSF concentra-
tion was reduced 1.7-fold. For production of GM-CSF,
the presence of a second mutation in the degP strain had
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further negative impact on the growth rate (Fig. 2d).
Still, even when the GM-CSF data was calculated per
OD unit (Fig. S1), similar trends were obtained for all
constructed strains.

Discussion
Some approaches in the development of E. coli strains
for the secretion of pharmaceutical proteins to the peri-
plasm were recently reviewed by Castineiras et al. [32].
To date, host strain engineering in this field has mostly
been based on minimizing protease activity through tar-
get gene knockouts, or on random mutagenesis leading
to the directed evolution of the secretion apparatus or
increased membrane permeability [33]. However, it is
worth noting that Browning et al. [34] recently devel-
oped the TatExpress strains, where transcriptional con-
trol of the chromosomal tatABCD operon allowed for
improved recombinant periplasmic production of human
growth hormone (hGH) and a scFv. While modulating
the transcriptional efficiency enables expression of mul-
tiple genes at the desired level, balanced protein expres-
sion also requires rational optimizing of post-
transcriptional processes [28, 35]. Here, we demonstrate
that optimization of chromosomal protein synthesis via
translational control based on RBS engineering can be
used to regulate functional properties of bacterial strains.
Although we did not investigate the expression levels of
the endogenous proteins that were targeted in this work,
we evaluated how the predicted change of translation
initiation rate affects the production of two translocated
recombinant proteins. Our results indicate that most of
the single-gene mutations facilitated the production of at
least one of the translocated heterologous proteins. The
best performing strain, in terms of production of both
model proteins, was the single-gene mutant with upregu-
lated translation rate of SppA. To our knowledge, previous
studies on the effect of over-expressing this signal peptidase
on production of translocated recombinant proteins have
only been conducted in B. licheniformis [18], not in E. coli.
As the introduction of any of the additional mutations

was not effective, our trial-and-error approach should
rather be extended by a selective optimization involving
a construction of RBS libraries and high-throughput
screening of the most productive strains [36, 37]. This is
especially relevant in the case of DsbA and DsbB as sim-
ultaneous overexpression of these proteins has previ-
ously been shown to give positive effects on periplasmic
recombinant protein production [10]. Interestingly, the
RV308(dsbArbs) mutant strain showed highest activity of
AP among all studied strains, while in the case of the
RV308(dsbArbs dsbBrbs), the AP activity and GM-CSF
concentration were not increased. This may indicate that
upregulation of TIR for both DsbA and DsbB accompan-
ied by the recombinant protein production could
overburden the cells. In addition, as seen on the example
of the RV308(dsbBrbs), the outcome of the mutations
might be dependent on the size and structure of the
translocated protein, but also on the choice of the signal
peptide, which was shown to strongly influence the total
expression levels of different proteins [26, 38]. It was
previously demonstrated that dsbB mutations affect the
redox status of the periplasm [39] and this could explain
the observed growth inhibition of the RV308(dsbBrbs)
and RV308(dsbArbs dsbBrbs) mutants. The growth could
also be affected by incorrect folding of the native and/or
model proteins.
As previously reported [40], the positive effects of

chaperone overexpression on recombinant protein pro-
duction can be masked when the level of synthesis of
chaperones imposes a metabolic burden itself. This
could be demonstrated in the RV308(sppArbs skprbs)
strain producing OmpA-GM-CSF. The levels of this
heterologous protein produced by the RV308(sppArbs)
single-gene mutant were already high relative to other
strains, and we observed the slight growth inhibition that
does not occur upon induction of PelB-scFv173–2-5-AP
expression. Introducing additional mutation and upregu-
lation of the translation of Skp had no further positive
outcome on soluble protein levels and could have over-
burdened the metabolomic capacities. This, however,
does not explain a negative effect of combining the skp
or sppA mutations with the degP mutation as the TIR
value for this chromosomal target was downregulated.
The proteolytic activity of DegP has been found to be es-
sential for effective removal of cell-membrane-damaging
misfolded proteins at heat-shock temperatures [41]. The
over-expression of recombinant and/or chromosomal
proteins could therefore be particularly toxic in DegP
deficient strains. However, the RV308(degPrbs) single-
gene mutant showed relatively high enhancement GM-
CSF concentration. The DegP mutant created by Chen
et al. [22] also produced higher levels of heavy and light
chains and F (ab´)2 antibody fragments, but the range of
increase did not exceed 1.7-fold compared to the wild-
type E. coli W3110, and the higher-level production
required a triple-mutant of degP, prc and spr. It was pre-
viously demonstrated that co-expression of Skp from a
helper plasmid may result in up to 10-fold enhancement
of scFvD1.3 production [42]. This indicate that more op-
timal rates of the native Skp synthesis should potentially
be identified, as these may vary both with the recombin-
ant protein and with its expression level.

Conclusions
In this study, we improved the periplasmic production
of two different model recombinant proteins by creating
E. coli RV308 mutant strains. For this purpose, we de-
signed synthetic ribosome binding sites to regulate the
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translational efficiency of five chromosomally encoded
proteins, DsbA, DsbB, Skp, SppA, and DegP that func-
tion as protein folding assistants or proteases. The pre-
sented strain engineering based on translational control
of native proteins is a novel approach in improving
heterologous production compared to commonly used
knockouts and plasmid-based methods for supplement-
ing gene expression. The data presented here demon-
strate the beneficial effects of most of the introduced
mutations and that these effects are abolished when the
mutations are combined. This indicates a need to bal-
ance the periplasmic chaperone and protease levels
when modifying their endogenous expression levels. We
report that the SppA signal peptidase should be consid-
ered a relevant candidate for further studies on
optimization of production signal peptide carrying re-
combinant proteins in E. coli.

Methods
Bacterial strains and their cultivation
Strain E. coli DH5α (Bethesda Research Laboratories)
was used for pMAZ-SK_x plasmids cloning. E. coli
RV308 (ATCC 31608) served as a protein expression
host and was mutagenized using the CRMAGE approach
(see below). Cells were routinely grown at 37 °C with
225 rpm shaking in L broth (10 g/L tryptone, 5 g/L yeast
extract, and 5 g/L NaCl) or on L agar plates (L broth
containing 15 g/L agar). For plasmid selection, ampicil-
lin, spectinomycin, and kanamycin were used at concen-
trations 100 μg/ml, 100 μg/ml, and 50 μg/ml,
respectively. For comparative analysis of mutant and
wild-type strains, all strains were transformed with pSB-
M1s [25] or pGM29ompA [26]. The pSB-M1s and
pGM29ompA expression vectors are based on the RK2
replicon [43] with the heterologous model genes placed
under control of the XylS/Pm promoter system previ-
ously reviewed in details [44]. The pSB-M1s and
pGM29ompA plasmids carry kanamycin and ampicillin
resistance genes, respectively.
In order to determinate protein production by the

strains, the recombinant cells carrying the respective
plasmids were grown overnight in 5 ml of a liquid
medium with appropriate antibiotics. Afterwards, 20 ml
of the fresh medium with the adequate antibiotic was in-
oculated with the overnight culture to an initial OD600

of 0.05. Following around 2 h incubation in 250-ml
shake flasks at 30 °C with 225 rpm shaking, the XylS/
Pm-mediated protein expression was induced (OD600 ~
0.3–0.5) by adding m-toluic acid to a final concentration
of 1 mM. The incubation was continued at 30 °C for 5 h
to induce the expression of scFv173–2-5-AP, and for 4 h
to induce the expression of GM-CSF. After this time,
the cells were harvested, and periplasmic protein extrac-
tion was carried out.
Genome engineering and plasmid curing
Plasmids used in this study are presented in Table 2.
The sequences of CRMAGE oligos, gRNAs and primers
are listed in Table S2. The CRMAGE oligos were de-
signed to contain the desired RBS region flanked by
short homology arms (~ 40–90 bp) complementary to
the genomic region adjacent to the mutation site. The
CRMAGE oligos were synthesized as single-stranded
DNA sequences (Biolegio BV, Nijmegen, The
Netherlands). The pMAZ-SK plasmid was used for the
negative selection to increase the efficiency of CRMAGE.
The plasmid carries sgRNA specific to the non-mutated
genome sequence that is intended to be cleaved by Cas9
[30]. In order to change the target sequence of pMAZ-
SK plasmid, the pMAZ-SK backbone was amplified with
the primer pair Gibson_ pMAZ-SK backbone_F/R, and
the gRNAs were synthesized as two complementary
single-stranded oligos with overlaps matching the adja-
cent regions of the plasmid backbone and annealed. The
pMAZ-SK_x plasmids were created by Gibson assembly
[46] of annealed gRNAs and the amplified pMAZ-SK
backbone. The CRMAGE procedure started with trans-
forming the wild-type E. coli RV308 strain with pZS4Int-
tetR and pMA7CR_2.0. The pMA7CR_2.0 plasmid car-
ries genes encoding λ Red recombinase and Cas9, while
plasmid pZS4Int-tetR contains a gene encoding TetR
transcriptional factor needed for repression of the PLtet
promoter (controlling the expression of Cas9) in the ab-
sence of the inducer.
The recombinant cells carrying the two different plas-

mids were grown overnight in 5 ml of a liquid medium
with appropriate antibiotics. Afterward, 15 ml of the
fresh medium with adequate antibiotics was inoculated
with the overnight culture to an initial OD600 of 0.05.
Following 2 h incubation (OD600 ~ 0.3–0.5) in 250-ml
shake flasks at 37 °C with 225 rpm shaking, the PBAD
-mediated expression of λ Red recombinase was induced
by adding L-arabinose to a final concentration of 0.2%,
followed by incubation at 37 °C with 225 rpm shaking
for 15 min. The cells were pelleted by centrifugation and
transformed by electroporation with the corresponding
pMAZ-SK_x plasmid and CRMAGE oligo as described
by Ronda et al. [30]. Ampicillin (selection for pMA7CR_
2.0) and spectinomycin (selection for pZS4Int-tetR) were
added immediately after transformation and the cells
were transferred to a fresh tube (15 ml) and incubated at
37 °C with 225 rpm shaking for 1 h. Then kanamycin (se-
lection for pMAZ-SK_x) was added and the cultures
were incubated for additional 2 h at the same conditions.
The PLtet-mediated expression of Cas9 was induced by
adding anhydrotetracycline to a final concentration of
200 ng/ml and the cells were left to grow overnight and
plated on selective media (10− 4 dilution). Colonies carry-
ing desired mutations were identified with colony PCR.



Table 2 Plasmids used in this study

Name Key features Source

pZS4Int-tetR Gene encoding the TetR repressor under control of the constitutive PN25 promoter, SC101 ori, Spr [45]

pMA7CR_2.0 λ Red β-protein under control of the L-arabinose inducible PBAD, Cas9 under control of the anhydrotetracycline inducible
PLtet, ColE1 ori, Ampr

[30]

pMAZ-SK sgRNA targeting galK under control of the anhydrotetracycline inducible PLtet, L-rhamnose inducible plasmid self-killing
mechanism, ColA ori, Kmr

[30]

pMAZ-SK_x pMAZ-SK with gRNA variants targeting x gene:
… dsbA
… dsbB
… skp
… sppA
… degP

This study

pFREE Cas9 under control of the anhydrotetracycline inducible PLtet, gRNA targeting the most common replicons under control
of the L-rhamnose inducible Prha, ColA ori, tetR, Kmr

[31]

pSB-M1s pelB-scFv173–2-5-phoA fusion gene under control of the m-toluate inducible XylS/Pm promoter system, RK2 replicon, Kmr [25]

pGM29ompA gene encoding GM-CSF with ompA signal sequence under control of the m-toluate inducible XylS/Pm promoter system,
RK2 replicon, Ampr

[26]
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All RBS replacements were eventually confirmed with
DNA sequencing.
In order to cure the pMAZ-SK_x plasmids, mutant

cells were grown overnight in 5 ml of liquid medium in
the presence of kanamycin. Afterward, 10 ml of the fresh
medium with adequate antibiotics only for selection of
pZS4Int-tetR and pMA7CR_2.0 were inoculated with
the overnight culture diluted 1:100. The cultures were
grown for 4 h and expression of Cas9 and self-killing
gRNA was induced by addition of anhydrotetracycline
(200 ng/ml) and L-rhamnose (0.2% w/v), respectively.
The incubation was continued overnight, and the cells
were plated on solid media lacking kanamycin.
Plasmid pFREE was used to cure the pZS4Int-tetR and

pMA7CR_2.0 by using the procedure described by
Lauritsen et al. [31]. The cells carrying the two different
plasmids were grown overnight in 5 ml of a liquid
medium with appropriate antibiotics. Afterward, 10 ml
of the fresh medium with adequate antibiotics was inoc-
ulated with the overnight culture to an initial OD600 of
0.05. Following 2 h incubation (OD600 ~ 0.3–0.5) in 250-
ml shake flasks at 37 °C with 225 rpm shaking, the cells
were pelleted and transformed with the pFREE by elec-
troporation as described by Lauritsen et al. [31]. The
cells were incubated in 500 μl a liquid medium at 30 °C
with 225 rpm shaking for 2 h and transferred to 10ml of
a fresh liquid medium with anhydrotetracycline (200 ng/ml)
and L-rhamnose (0.2% w/v) and kanamycin. The growth
was continued overnight at 30 °C with 225 rpm shaking and
plated on solid agar plates without antibiotics. The loss
of all the plasmids was confirmed by testing antibiotic
sensitivity of all the strains.

Purification of periplasmic proteins
Disruption of the E. coli outer membrane and recovery
of the periplasmic content was achieved by osmotic
shock as previously described [47] with the modifica-
tions presented by Hong et al. [48]. Cultures were
thawed on ice, harvested by centrifugation (7000 x g, 10
min, 4 °C) and resuspended in 1 ml of ice-cold 20% w/v
sucrose-0.03M Tris-HCl (pH 8.0). The suspension was
treated with 0.25 ml of 5 mM disodium EDTA (pH 8.0)
and mixed on a rotating shaker (Multi Rotator, 80 rpm)
for 10 min at room temperature. After that, the mixture
was centrifuged (13,000 x g, 10 min, 4 °C) and resus-
pended in an equal volume (1.25 ml) of ice-cold water.
The suspension was mixed in an ice bath on a rotary
shaker for 10 min and centrifuged (13,000 x g, 10 min,
4 °C). The supernatant containing the periplasmic
fraction was removed and stored at − 20 °C until the
AP activity assay and ELISA could be completed. The
pellet containing the cytoplasmic contents was stored
at − 20 °C. The total protein content in the periplas-
mic fraction was measured with a NanoDrop spectro-
photometer (A280).

AP activity assay and ELISA
Detection of translocated soluble scFv173–2-5-AP and
GM-CSF proteins was done by AP activity assay and
ELISA, respectively. The AP activity was measured by
following the procedure described previously [49] with
slight modifications. 25 μl of the periplasmic fraction
was mixed with 100 μl of 0.001M p-nitrophenyl
phosphate-1 M Tris-acetate (pH 8.0). After incubation at
37 °C for 30 min, the reaction was stopped by addition of
25 μl of 0.75M K2HPO4 (pH 7.0). The sample was di-
luted 1:10 with 1M Tris-acetate (pH 8.0) in a microtiter
plate and absorbance was read at 420 nm and 550 nm.
Units of phosphatase activity was calculated by the
Brickman-Beckwith formula [50].
The concentration of GM-CSF in the periplasmic frac-

tions was quantified by using Human GM-CSF ELISA
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Kit (Diaclone Research, Besançon, France) in accordance
with the manufacturer’s instructions.

SDS-PAGE analysis
For SDS-PAGE analysis, the pellets containing the cyto-
plasmic contents were treated with CelLytic™ B Cell
Lysis Reagent (Sigma-Aldrich). An additional 50 units/
mL benzonase nuclease (Sigma-Aldrich) was used for all
samples. The samples were incubated for 30 min at
room temperature with shaking (100 rpm). Dilutions
(5x) of the samples were done with XT MES Running
Buffer (Bio-Rad). Each of the samples was combined
with XT Sample Buffer 2X (Bio-Rad) and with XT Redu-
cing Agent (Bio-Rad) and incubated at 95 °C for 5 min.
Samples (10 μL, 10x diluted) and a ladder (Precision Plus
Protein™ Dual Color Standards, Bio-Rad, 5 μL) were
loaded on SDS-gel (Criterion™ XT Bis-Tris Precast Gels,
12%, Bio-Rad) for gel electrophoresis (200 V, 45 min),
which after end of run was stained with InstantBlue™
Coomassie Protein Stain (Expedeon).

Supplementary information
Supplementary information accompanies this paper at https://doi.org/10.
1186/s12896-020-00615-0.

Additional file 1: Statistical analysis [51]. Table S1. Holm-Šídák pairwise
multiple comparison of the strains testing the effect of mutations on the
production of model proteins. Figure S1. The GM-CSF data calculated
per OD600 unit. Table S2. Oligonucleotides used in this study. Table S3.
DNA sequences of the genes encoding the model proteins used in this
study. Figure S2. SDS-PAGE of reduced periplasmic and cytoplasmic
samples (10x diluted) of scFv173-2-5-AP producing strains. Figure S3.
SDS-PAGE of reduced periplasmic and cytoplasmic samples (10x diluted)
of GM-CSF producing strains.

Abbreviations
AP: Alkaline phosphatase; ANOVA: Analysis of variance; au: Arbitrary units;
hGH: Human growth hormone; HRP: Horseradish peroxidase; OmpA-GM-
CSF: Granulocyte-macrophage colony-stimulating factor with the OmpA
signal sequence attached; PelB-scFv173–2-5-AP: Single-chain antibody
fragment 173–2-5 fused to alkaline phosphatase and equipped with the PelB
signal peptide; RBS: Ribosome binding sites; scFv: Single-chain variable
antibody fragment; SD: Standard deviation; TIRs: Translation initiation rates;
5′-UTRs: 5′- untranslated regions

Acknowledgments
We are grateful to Simone Balzer Le for providing pSB-M1s, and to Anne
Tøndervik for a gift of pGM29ompA. We thank Alex Toftgaard Nielsen, Ida
Lauritsen and researchers from Vectron Biosolutions AS, Trondheim, for help-
ful discussions and Maëliss Lemoine for performing SDS-PAGE experiment.

Authors’ contributions
Most experimental work was done by AG, with input from SH and JM. HE,
JM and TB have been involved in planning and discussions throughout, and
the work has been leaded by TB together with AG. All authors contributed
actively to writing of the manuscript. All authors read and approved the final
manuscript.

Funding
This study was a part of the ERA_SysAPP project LeanProt and financed by
the Research Council of Norway (257147). The funders had no role in the
design of the study, the collection, analysis, and interpretation of data and in
writing the manuscript.
Availability of data and materials
The datasets used and/or analysed during the current study are available
from the corresponding author on reasonable request.

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Author details
1Department of Biotechnology and Food Science, Norwegian University of
Science and Technology, Sem Sælandsvei 6-8, N-7491 Trondheim, Norway.
2Vectron Biosolutions AS, Abels gt 5, N-7030 Trondheim, Norway.

Received: 18 December 2019 Accepted: 24 April 2020

References
1. Waegeman H, De Mey M. Increasing Recombinant Protein Production in E.

coli by an Alternative Method to Reduce Acetate. In: Petre M (ed) Advances
in applied biotechnology. 2012: 127–144.

2. Tseng T-T, Tyler BM, Setubal JC. Protein secretion Systems in Bacterial-Host
Associations, and their description in the gene ontology. BMC Microbiol.
2009;9(S1):S2.

3. Delic M, Göngrich R, Mattanovich D, Gasser B. Engineering of protein
folding and secretion-strategies to overcome bottlenecks for efficient
production of recombinant proteins. Antioxid Redox Signal. 2014;21(3):
414–37.

4. Baneyx F, Georgiou G. Construction and characterization of Escherichia coli
strains deficient in multiple secreted proteases: protease III degrades high-
molecular-weight substrates in vivo. J Bacteriol. 1991;173(8):2696–703.

5. de Marco A. Protocol for preparing proteins with improved solubility by co-
expressing with molecular chaperones in Escherichia coli. Nat Protoc. 2007;
2(10):2632–9.

6. Mahalik S, Sharma AK, Mukherjee KJ. Genome engineering for improved
recombinant protein expression in Escherichia coli. Microb Cell Factories.
2014;13:177.

7. Hatahet F, Boyd D, Beckwith J. Disulfide bond formation in prokaryotes:
history, diversity and design. Biochim Biophys Acta. 2014;1844(8):1402–14.

8. Bardwell JC, McGovern K, Beckwith J. Identification of a protein required for
disulfide bond formation in vivo. Cell. 1991;67(3):581–9.

9. Bader MW, Xie T, Yu CA, Bardwell JC. Disulfide bonds are generated by
quinone reduction. J Biol Chem. 2000;275(34):26082–8.

10. Kurokawa Y, Yanagi H, Yura T. Overexpression of protein disulfide isomerase
DsbC stabilizes multiple-disulfide-bonded recombinant protein produced
and transported to the periplasm in Escherichia coli. Appl Environ Microbiol.
2000;66(9):3960–5.

11. Sandee D, Tungpradabkul S, Kurokawa Y, Fukui K, Takagi M. Combination of
Dsb coexpression and an addition of sorbitol markedly enhanced soluble
expression of single-chain Fv in Escherichia coli. Biotechnol Bioeng. 2005;
91(4):418–24.

12. Schäfer U, Beck K, Müller M. Skp, a molecular chaperone of gram-negative
bacteria, is required for the formation of soluble periplasmic intermediates
of outer membrane proteins. J Biol Chem. 1999;274(35):24567–74.

13. Baneyx F, Mujacic M. Recombinant protein folding and misfolding in
Escherichia coli. Nat Biotechnol. 2004;22(11):1399–408.

14. Hayhurst A, Harris WJ. Escherichia coli skp chaperone coexpression improves
solubility and phage display of single-chain antibody fragments. Protein
Expr Purif. 1999;15(3):336–43.

15. Freudl R. Signal peptides for recombinant protein secretion in bacterial
expression systems. Microb Cell Factories. 2018;17(1):52.

16. Dalbey RE, Wang P, van Dijl JM. Membrane proteases in the bacterial
protein secretion and quality control pathway. Microbiol Mol Biol Rev. 2012;
76(2):311–30.

17. Novak P, Dev IK. Degradation of a signal peptide by protease IV and
oligopeptidase a. J Bacteriol. 1988;170(11):5067–75.

https://doi.org/10.1186/s12896-020-00615-0
https://doi.org/10.1186/s12896-020-00615-0


Gawin et al. BMC Biotechnology           (2020) 20:24 Page 11 of 11
18. Cai D, Wang H, He P, Zhu C, Wang Q, Wei X, et al. A novel strategy to
improve protein secretion via overexpression of the SppA signal peptide
peptidase in Bacillus licheniformis. Microb Cell Factories. 2017;16(1):70.

19. Kim AC, Oliver DC, Paetzel M. Crystal structure of a bacterial signal peptide
peptidase. J Mol Biol. 2008;376(2):352–66.

20. Nam SE, Kim AC, Paetzel M. Crystal structure of Bacillus subtilis signal
peptide peptidase a. J Mol Biol. 2012;419(5):347–58.

21. Jones CH, Dexter P, Evans AK, Liu C, Hultgren SJ, Hruby DE. Escherichia coli
DegP protease cleaves between paired hydrophobic residues in a natural
substrate: the PapA pilin. J Bacteriol. 2002;184(20):5762–71.

22. Chen C, Snedecor B, Nishihara JC, Joly JC, McFarland N, Andersen DC, et al.
High-level accumulation of a recombinant antibody fragment in the
periplasm of Escherichia coli requires a triple-mutant (degP prc spr) host
strain. Biotechnol Bioeng. 2004;85(5):463–74.

23. Georgiou G, Baneyx F. Bacterial host strains for producing proteolytically
sensitive polypeptides. US Patent. 1996;5:508–192.

24. Kandilogiannaki M, Koutsoudakis G, Zafiropoulos A, Krambovitis E.
Expression of a recombinant human anti-MUC1 scFv fragment in protease-
deficient Escherichia coli mutants. Int J Mol Med. 2001;7(6):659–64.

25. Balzer S, Kucharova V, Megerle J, Lale R, Brautaset T, Valla S. A comparative
analysis of the properties of regulated promoter systems commonly used
for recombinant gene expression in Escherichia coli. Microb Cell Factories.
2013;12:26.

26. Sletta H, Tøndervik A, Hakvåg S, Aune TE, Nedal A, Aune R, et al. The
presence of N-terminal secretion signal sequences leads to strong
stimulation of the total expression levels of three tested medically
important proteins during high-cell-density cultivations of Escherichia coli.
Appl Environ Microbiol. 2007;73(3):906–12.

27. ibby RT, Braedt G, Kronheim SR, March CJ, Urdal DL, Chiaverotti TA, et al.
Expression and purification of native human granulocyte-macrophage
colony-stimulating factor from an Escherichia coli secretion vector. DNA.
1987;6(3):221–9.

28. Salis HM, Mirsky EA, Voigt CA. Automated design of synthetic ribosome
binding sites to control protein expression. Nat Biotechnol. 2009;27(10):
946–50.

29. Salis HM. The ribosome binding site calculator. Methods Enzymol. 2011;498:
19–42.

30. Ronda C, Pedersen LE, Sommer MO, Nielsen AT. CRMAGE: CRISPR optimized
MAGE Recombineering. Sci Rep. 2016;6:19452.

31. Lauritsen I, Porse A, Sommer MOA, Nørholm MHH. A versatile one-step
CRISPR-Cas9 based approach to plasmid-curing. Microb Cell Factories. 2017;
16(1):135.

32. Selas Castiñeiras T, Williams SG, Hitchcock AG, Smith DC. E. coli strain
engineering for the production of advanced biopharmaceutical products.
FEMS Microbiol Lett. 2018;365(15).

33. Burdette LA, Leach SA, Wong HT, Tullman-Ercek D. Developing gram-
negative bacteria for the secretion of heterologous proteins. Microb Cell
Factories. 2018;17(1):196.

34. Browning DF, Richards KL, Peswani AR, Roobol J, Busby SJW, Robinson C.
Escherichia coli "TatExpress" strains super-secrete human growth hormone
into the bacterial periplasm by the tat pathway. Biotechnol Bioeng. 2017;
114(12):2828–36.

35. Pfleger BF, Pitera DJ, Smolke CD, Keasling JD. Combinatorial engineering of
intergenic regions in operons tunes expression of multiple genes. Nat
Biotechnol. 2006;24(8):1027–32.

36. Daley D, Mirzadeh K, Toddo S, Guntur S. Selective optimization of a
ribosome binding site for protein production. US20180273934A1; 2018.

37. Oesterle S, Gerngross D, Schmitt S, Roberts TM, Panke S. Efficient
engineering of chromosomal ribosome binding site libraries in mismatch
repair proficient Escherichia coli. Sci Rep. 2017;7(1):12327.

38. Stern B, Optun A, Liesenfeld M, Gey C, Gräfe M, Pryme IF. Enhanced protein
synthesis and secretion using a rational signal-peptide library approach as a
tailored tool. BMC Proc, 5. 2011;(Suppl 8):O13.

39. Tan J, Lu Y, Bardwell JC. Mutational analysis of the disulfide catalysts DsbA
and DsbB. J Bacteriol. 2005;187(4):1504–10.

40. de Marco A, Vigh L, Diamant S, Goloubinoff P. Native folding of
aggregation-prone recombinant proteins in Escherichia coli by osmolytes,
plasmid- or benzyl alcohol-overexpressed molecular chaperones. Cell Stress
Chaperones. 2005;10(4):329–39.

41. Ge X, Wang R, Ma J, Liu Y, Ezemaduka AN, Chen PR, et al. DegP primarily
functions as a protease for the biogenesis of beta-barrel outer membrane
proteins in the gram-negative bacterium Escherichia coli. FEBS J. 2014;281(4):
1226–40.

42. Ow DS, Lim DY, Nissom PM, Camattari A, Wong VV. Co-expression of Skp
and FkpA chaperones improves cell viability and alters the global
expression of stress response genes during scFvD1.3 production. Microb
Cell Factories. 2010;9:22.

43. Blatny JM, Brautaset T, Winther-Larsen HC, Haugan K, Valla S. Construction and
use of a versatile set of broad-host-range cloning and expression vectors
based on the RK2 replicon. Appl Environ Microbiol. 1997;63(2):370–9.

44. Gawin A, Valla S, Brautaset T. The XylS/pm regulator/promoter system and
its use in fundamental studies of bacterial gene expression, recombinant
protein production and metabolic engineering. Microb Biotechnol. 2017;
10(4):702–18.

45. Lutz R, Bujard H. Independent and tight regulation of transcriptional units in
Escherichia coli via the LacR/O, the TetR/O and AraC/I1-I2 regulatory
elements. Nucleic Acids Res. 1997;25(6):1203–10.

46. Gibson DG, Young L, Chuang RY, Venter JC, Hutchison CA 3rd, Smith HO.
Enzymatic assembly of DNA molecules up to several hundred kilobases. Nat
Methods. 2009;6(5):343–5.

47. Neu HC, Heppel LA. The release of enzymes from Escherichia coli by
osmotic shock and during the formation of spheroplasts. J Biol Chem. 1965;
240(9):3685–92.

48. Hong T, Kong A, Lam J, Young L. Periplasmic alkaline phosphatase activity
and abundance in Escherichia coli B23 and C29 during exponential and
stationary phase. J Exper Microbiol Immunol. 2007;11:8–13.

49. Hulett-Cowling FM, Campbell LL. Purification and properties of an alkaline
phosphatase of Bacillus licheniformis. Biochemistry. 1971;10(8):1364–71.

50. Brickman E, Beckwith J. Analysis of the regulation of Escherichia coli alkaline
phosphatase synthesis using deletions and phi80 transducing phages. J Mol
Biol. 1975;96(2):307–16.

51. Radziwill NM. Statistics (the easier way) with R. 2nd ed. Lapis Lucera. 2017.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in
published maps and institutional affiliations.


	Abstract
	Background
	Results
	Conclusions

	Background
	Results
	Design of RBS sequences and construction of the mutant strains
	The dsbA mutation displays positive effects on periplasmic levels of both model proteins and for the dsbB mutant strain the effect is protein-dependent
	Mutations of the RBS regions of skp, sppA and degP resulted in statistically significant increase of periplasmic levels of one or both of the model proteins

	Discussion
	Conclusions
	Methods
	Bacterial strains and their cultivation
	Genome engineering and plasmid curing
	Purification of periplasmic proteins
	AP activity assay and ELISA
	SDS-PAGE analysis

	Supplementary information
	Abbreviations
	Acknowledgments
	Authors’ contributions
	Funding
	Availability of data and materials
	Ethics approval and consent to participate
	Consent for publication
	Competing interests
	Author details
	References
	Publisher’s Note

