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Microbial production of lipid‑protein vesicles 
using enveloped bacteriophage phi6
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Abstract 

Background:  Cystoviruses have a phospholipid envelope around their nucleocapsid. Such a feature is unique among 
bacterial viruses (i.e., bacteriophages) and the mechanisms of virion envelopment within a bacterial host are largely 
unknown. The cystovirus Pseudomonas phage phi6 has an envelope that harbors five viral membrane proteins and 
phospholipids derived from the cytoplasmic membrane of its Gram-negative host. The phi6 major envelope protein 
P9 and the non-structural protein P12 are essential for the envelopment of its virions. Co-expression of P9 and P12 in 
a Pseudomonas host results in the formation of intracellular vesicles that are potential intermediates in the phi6 virion 
assembly pathway. This study evaluated the minimum requirements for the formation of phi6-specific vesicles and 
the possibility to localize P9-tagged heterologous proteins into such structures in Escherichia coli.

Results:  Using transmission electron microscopy, we detected membranous structures in the cytoplasm of E. coli 
cells expressing P9. The density of the P9-specific membrane fraction was lower (approximately 1.13 g/cm3 in sucrose) 
than the densities of the bacterial cytoplasmic and outer membrane fractions. A P9-GFP fusion protein was used to 
study the targeting of heterologous proteins into P9 vesicles. Production of the GFP-tagged P9 vesicles required P12, 
which protected the fusion protein against proteolytic cleavage. Isolated vesicles contained predominantly P9-GFP, 
suggesting selective incorporation of P9-tagged fusion proteins into the vesicles.

Conclusions:  Our results demonstrate that the phi6 major envelope protein P9 can trigger formation of cytoplasmic 
membrane structures in E. coli in the absence of any other viral protein. Intracellular membrane structures are rare in 
bacteria, thus making them ideal chasses for cell-based vesicle production. The possibility to locate heterologous pro-
teins into the P9-lipid vesicles facilitates the production of vesicular structures with novel properties. Such products 
have potential use in biotechnology and biomedicine.
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Background
Vesicles are spherical membrane structures composed of 
a lipid bilayer enclosing aqueous material. The bilayer is 
composed of phospholipids and is typically embedded 
with membrane proteins. The inner fluid can contain 
cargo molecules such as nucleic acids or soluble proteins. 
Eukaryotic cells have elaborate cell signaling and traffick-
ing systems based on different kinds of vesicle structures 

and membrane organelles. In contrast, vesicles and other 
inner membrane structures are rare in bacteria. Exam-
ples of cytoplasmic membrane organelles in bacteria 
include thylakoids, the photosynthetic membranes of 
cyanobacteria [1], and magnetosomes of magnetotactic 
bacteria [2]. Overexpression of viral membrane proteins 
can also result in the formation of cytoplasmic mem-
brane structures in bacteria [3, 4]. Furthermore, produc-
tion of intracellular membrane vesicles in Escherichia coli 
can be triggered by expression of Acholeplasma laidlawii 
lipid glycosyltransferases [5]. Outside of these intrigu-
ing examples, intracellular membranes are rare in the 
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majority of bacterial cells, making them attractive sys-
tems for cell-based vesicle production.

The only bacteriophages known to have a lipid enve-
lope around their protein capsids are the members of the 
Cystoviridae family [6]. Pseudomonas phage phi6 infects 
Gram-negative plant-pathogenic Pseudomonas species 
[7, 8] and is the type member of this family [9]. Phi6 has 
three double-stranded RNA genome segments (S, M, and 
L) inside its triple-layered virion [10, 11]. Around the 
innermost core is a nucleocapsid surface shell composed 
of protein P8 [12–14]. The lipid-protein envelope around 
the nucleocapsid [6] consists of phospholipids derived 
from the host cytoplasmic membrane (CM) [15] and the 
following five viral membrane proteins: the major enve-
lope protein P9, fusogenic protein P6, spike protein P3, 
putative holin protein P10, and minor membrane protein 
P13 [13, 16–18].

Phi6 has a lytic lifecycle [8, 19] and the envelope is 
acquired inside the host cytosol [20]. Several hypotheses 
have been presented for the mechanism of phi6 envel-
opment [21, 22] but the exact pathway is still unknown. 
Early studies on nonsense mutants of phage phi6 sug-
gested that the major envelope protein P9 and the non-
structural protein P12 are the only proteins needed for 
phi6 virion envelopment [23]. P12 and P9 are expressed 
consecutively from the S segment [24], and this genomic 
organization is highly conserved among known cystovi-
ruses [25]. P9 has a molecular weight of 9.5  kDa and a 
putative transmembrane region at amino acids 51–66 
[24]. In natural phi6 infection, P9 is likely to be delivered 
and attached into the CM via its transmembrane region. 
Recently, P9 was used as a fusion partner for eukaryotic 
membrane proteins to enhance their expression in an E. 
coli membrane [26].

How P12 facilitates viral envelopment is not known. 
However, several roles have been proposed, including 
assisting the other phi6 membrane proteins to the cor-
rect pathway [27], stabilizing membrane proteins, acting 
as a protease inhibitor [21], and a role as a lipid trans-
porter [22]. Co-expression of phi6 proteins P9 and P12 in 
Pseudomonas syringae leads to the formation of low-den-
sity P9 particles [21]. Sarin et al. [28] demonstrated that 
phi6-specific vesicles are also formed in E. coli bacteria 
expressing P8, P9, and P12. Lately, this E. coli system was 
used to produce synthetic lipid-containing scaffolds and 
to co-localize P9-tagged enzymes or marker proteins to 
such intracellular structures [29].

The aim of this study was to identify the minimum 
protein components needed for phi6-specific vesicle for-
mation in bacteria and the specific requirements for the 
localization of P9-tagged heterologous proteins into the 
vesicles. We demonstrate that phi6 P9 can trigger the 
formation of low-density membrane vesicles in E. coli 

in the absence of any other viral protein and that P9 is 
selectively incorporated into such vesicles. In addition, 
our data shows that P9 fusion proteins are directed into 
these membrane structures. However, the stable produc-
tion of the fusion proteins requires P12, which protects 
against proteolytic action. A bacterial vesicle production 
system based on phi6 provides the possibility to produce 
lipid vesicles containing heterologous proteins for differ-
ent biotechnological and biomedical applications.

Materials and methods
Bacterial strains and plasmids
Escherichia coli JM109 [30] was used as a cloning strain 
and E. coli BL21(DE3) [31] as an expression strain. Cells 
were grown at 37 °C at 200 rpm shaking in L-broth [1% 
(w/v) Bacto tryptone, 0.5% (w/v) Bacto yeast, and 0.5% 
(w/v) sodium chloride] unless otherwise stated. 150 µg/
ml ampicillin, 25  µg/ml kanamycin and/or 50  µg/ml 
streptomycin were added to the cultivation media when 
bacteria contained pRSETa, pET28a + and/or pCDF-1b 
based plasmids, respectively (Table 1).

Pseudomonas phage phi6 S  segment genes 12 and 9 
were amplified using pLM659 [32] as a template in a 
polymerase chain reaction (PCR) (Tables  1 and 2). For 
protein expression, the amplification products were 
ligated to pET28a + or pCDF-1b vectors (Table 1). Genes 
encoding proteins P12 and P9 were cloned separately 
and consecutively under the T7 promoter. The resulting 
plasmids (pOL2, pDS4, and pOL5) (Table  1) were used 
for the expression of P9 and P12 in cis and in trans. Plas-
mid P9-GFP [26] is a derivative of the pRSETa vector and 
encodes P9 with a C-terminally fused green fluorescent 
protein (GFP) (Table 1).

Expression and purification of lipid‑protein vesicles
Expression and isolation of lipid-protein vesicles were 
based on protocols introduced by Sarin et  al. [28] and 
Laurinavičius et  al. [34]. E. coli BL21(DE3) cells were 
grown to an optical density at 550 nm (OD550) of 0.6–0.8 
and expression of phi6-specific proteins was induced 
with 1  mM isopropyl β-d-1-thiogalactopyranoside 

Table 1  Plasmids

* pT7T3-19U (Pharmacia); pET28a + (Novagen); pCDF-1b (Novagen); pRSETa 
(Invitrogen)

Plasmid Vector* Proteins encoded Resistance Reference

pLM659 pT7T3-19U P8, P12, P9, and P5 Ampicillin [32]

pDS4 pCDF-1b P9 Streptomycin This study

pOL2 pET28a+ P12 Kanamycin This study

pOL5 pCDF-1b P12 and P9 Streptomycin This study

P9-GFP pRSETa P9-GFP fusion Ampicillin [26]
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(IPTG) for 20  h at room temperature (RT). Cells col-
lected by centrifugation were suspended in 20 mM Tris–
HCl pH 7.5, 150 mM NaCl and disrupted with a French 
press at 800  pounds  per square inch (psi), correspond-
ing to approximately 5.5 MPa. After centrifugation (Sor-
vall F-28/50 rotor, 8200g, 20 min, 4 °C), the vesicles were 
precipitated from the supernatant with 9% (w/v) poly-
ethylene glycol (PEG) 6000 and 5% (w/v) NaCl for 1 h at 
4  °C under magnetic stirring and collected by centrifu-
gation as above. The resulting pellet was washed gently 
with milli-Q water and dissolved overnight in 10  mM 
KH2PO4, 1 mM MgCl2 on ice. Any insoluble material was 
removed by centrifugation (Hitachi Koki himac CT15RE 
centrifuge, T15A61 rotor, 9600g, 10  min, 4  °C) prior to 
the following analyses. The PEG precipitation procedure 
was omitted when samples containing P9-GFP fusion 
protein were analyzed.

For flotation centrifugation, approximately 3 ml of the 
PEG-precipitated sample or the cleared lysate in approxi-
mately 77% (w/v) sucrose was loaded on a 0.5-ml cush-
ion of 80% (w/v) sucrose in 20  mM Tris–HCl pH 8.5, 
150  mM NaCl, 10  mM MgCl2 buffer. The sample was 
covered with 2-ml layers of 57%, 48%, 39%, and 30% (w/v) 
sucrose solutions in the same buffer. Following flota-
tion centrifugation (Sorvall TH641 rotor, 210,000g, 22 h, 
20  °C unless otherwise stated), 1-ml fractions were col-
lected with a piston gradient fractionator (BioComp) and 
the pellet was resuspended in 1 ml of 68% (w/v) sucrose, 
20 mM Tris–HCl pH 8.5, 150 mM NaCl, 10 mM MgCl2 
buffer. An additional rate-zonal centrifugation step (Sor-
vall TH641 rotor, 125,000g for 1 h 50 min at 20 °C) was 
performed before flotation centrifugation when higher 
vesicle purity was desired.

Microscopy methods
Escherichia coli BL21(DE3) thin sections were pre-
pared as follows: cells with selected plasmids (pDS4, 
pOL2, pCDF-1b; Table  1) were grown to OD550 0.6–0.7 
and expression of phi6-specific membrane proteins was 
induced as described in “Expression and purification of 
lipid-protein vesicles”. Collected cells were suspended in 

L-broth and fixed with 2.5% (v/v) glutaraldehyde, 20 mM 
KPO4 pH 7.2 in L-broth in foil at RT for 1 h. Cells were 
washed gently three times with 20 mM KPO4 pH 7.2 in 
L-broth and the final glutaraldehyde-fixed cell pellet 
was stored with supernatant overnight on ice. The fixed 
cells were osmium-tetroxide treated, dehydrated, plas-
tic embedded in Epon, thin-sectioned, and post-stained 
with uranyl-acetate by the Electron Microscopy Unit of 
the University of Helsinki. The P9 vesicle fraction from 
the flotation centrifugation analysis was concentrated 
10× using Amicon Ultra-4, Ultracel 30  K concentrator 
(Merck Millipore Ltd., UFC803024), the concentrated 
sample, in 20  mM Tris–HCl pH 7.5, 150  mM NaCl, 
was applied on a carbon coated, glow discharged EM 
grid for 1 min, and stained with uranyl-acetate for 30 s. 
The thin sections and P9 vesicles were analyzed using 
transmission electron microscopy (TEM; Jeol JEM-
1400, 80,000  V). For the fluorescent microscopy E. coli 
BL21(DE3)(P9-GFP)(pOL5) cells were grown and pro-
tein expression induced as described in “Expression and 
purification of lipid-protein vesicles”. Suspension of the 
cell pellet in 20 mM Tris–HCl pH 7.5, 150 mM NaCl was 
visualized using Olympus BX50 microscope with FITC 
(fluorescein isothiocyanate) filter and visible light.

Analytical methods
Densities of the 1-ml fractions from the flotation centrif-
ugation analyses were determined from three independ-
ent experiments by measuring the weight of three 100 µl 
subfractions from each fraction. The fractions were pre-
cipitated with trichloroacetic acid (TCA) and analyzed 
by sodium dodecyl sulfate polyacrylamide gel electro-
phoresis (SDS-PAGE). The SDS-PAGE gels were stained 
with Coomassie, Sudan black, or both and imaged using 
a ChemiDoc Touch imager (BioRad) or used for West-
ern blotting. Polyclonal antibodies (pAb) against P12 
(1:13,333; GeneCust) and phi6 (1:2500) and a mono-
clonal antibody against GFP (1:25,000; ab291, Abcam) 
were used as primary antibodies. HRP-labeled anti-rab-
bit pAb (1:125,000; Sigma Aldrich) or anti-mouse pAb 
(1:5000; PI-2000; Vector Laboratories Inc.) were used as 

Table 2  Primers

* Melting temperatures (Tm) were calculated using the ThermoFisherScientific Tm calculator, which is based on the modified Breslauer’s thermodynamics method [33]

Primer Sequence Tm, °C* Plasmid

P9_5′_NcoI 5′-TAC​AGT​CCA​TGG​CTA​TGC​CAT​TTC​CTC​TGG​TAAAG-3′ 62.2 pDS4

P9_3′_HindIII 5′-TAG​CAC​AAG​CTT​AGG​CCA​GAA​AAG​GGATG-3′ 62.0 pDS4

P12_5′_NcoI 5′-ATA​CCA​TGG​TTA​TCG​GTC​TCC​TGA​AG-3′ 62.3 pOL2, pOL5

P12_3′_EcoRI 5′-TTA​GAA​TTC​ATT​ACG​GAA​CAT​CCT​TACG-3′ 60.0 pOL2

P9_3′_HindIII_R 5′-GCG​CAA​GCT​TAG​GCC​AGA​AAA​GGG​ATG​TTG​-3′ 66.2 pOL5
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secondary antibodies. Chemiluminescence was detected 
using a Western Lightning ECL Kit (Perkin-Elmer) and 
ChemiDoc Touch imager (BioRad) with 600  s of expo-
sure time. Mass spectrometric analyses of P12 were 
performed in the Proteomics Unit of the University of 
Helsinki using liquid-chromatography–mass spectrom-
etry × 2 (LC–MS/MS). Quantitative analyses of the EM 
thin sections was done using Aida Image Analyzer v 4.5.

Results
P9 induces vesicle formation in the absence of P12
Detection of spherical structures in E. coli thin sections
The phi6 major envelope protein P9 and the non-struc-
tural protein P12 are the minimum requirements for 
viral envelope formation in the Pseudomonas host [23]. 
To further investigate P9- and P12-driven vesicle forma-
tion [21, 28], we expressed P9 alone (pDS4) and together 
with P12 (pDS4 and pOL2; Table 1) in E. coli BL21(DE3). 
Thin-sectioned BL21(DE3) cells were analyzed by TEM 
(Fig.  1). Expression of P9 alone (Fig.  1a) or P9 together 
with P12 (Fig.  1b) resulted in formation of spherical 
structures not detected in the BL21(DE3)(pCDF-1b) con-
trol cells (Fig.  1c). These large, evenly stained, spherical 
areas appeared to be polarized and more abundant in 
cells expressing P9 only than in the cells producing both 
P9 and P12 (Fig. 1a, b; detected in 66 and 37 cells out of 
hundred cells, respectively). The areas of these struc-
tures varied from 0.01–0.72  µm2 (Fig.  1a, b). However, 
these numbers are likely underestimates as the putative 
P9-specific structures were not evenly distributed in the 
cells and the display of the structures strongly depends 
on the position of slicing. Also, it cannot be distinguished 
if an identified area is composed of multiple densely 
packed structures or present a single structure.

P9 vesicle detection by flotation centrifugation
Electron microscope analyses suggested that expression 
of P9 induces formation of intracellular membrane struc-
tures (Fig.  1). To clarify the nature of these structures, 
we analyzed the membrane fractions of the correspond-
ing E. coli cells using flotation centrifugation analysis. 
Lysed Gram-negative bacteria typically produce two light 
scattering zones in equilibrium centrifugation, namely 
an upper zone representing the CM and the lower zone 
representing the outer membrane (OM) [5, 35, 36]. Cor-
responding light scattering zones were detected when 
lysates of cells expressing P9 or control cells harboring 
the pCDF-1b vector were analyzed (Fig. 2a). Interestingly, 
the expression of P9 resulted in the formation of an addi-
tional membrane fraction, detected as a light scattering 
zone above the CM fraction (Fig. 2a). The density of this 
fraction was approximately 1.13  g/cm3 in sucrose, cor-
responding to a lipid-to-protein ratio of approximately 

1:1 (w/w; assuming a pure membrane protein den-
sity of 1.28  g/cm3 and a lipid density of 1.02  g/cm3 
[37]). The densities of the CM and OM fractions were 
approximately 1.17  g/cm3 and 1.20  g/cm3, respectively. 
We analyzed the light scattering, low-density fraction 
using TEM and detected spherical, vesicular structures 
approximately 100 nm in diameter (Fig. 2b). Only P9 and 
lipids were detected in these low-density upper fractions 
(Fig. 2c). These data confirms the presence of P9-specific 
lipid vesicles. P9 was also abundant in the CM fraction, 
supporting the idea that P9 is initially produced and 
delivered to the CM. However, the CM and OM fractions 
contained a plethora of other cell-derived background 
proteins, whereas the low-density fraction was composed 
almost merely of P9 and lipids (Fig. 2c).

Fig. 1  Thin sections of E. coli cells expressing P9 and P12. E. coli 
BL21(DE3) cells expressing phi6 proteins P9 and P12 were fixed with 
glutaraldehyde, embedded in Epon, thin sectioned, and analyzed by 
transmission electron microscopy (TEM). Representative TEM images 
of cells expressing the major envelope protein P9 from plasmid pDS4 
(a), P9 and the non-structural protein P12 from plasmids pDS4 and 
pOL2, respectively (b), and control cells containing vector plasmid 
pCDF-1b (c). Each scale bar represents 1 µm. The arrows in a and b 
point to structures specifically identified in cells expressing P9
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P12 does not associate with P9 vesicles
Flotation analysis of the lysates of cells expressing P9 
and P12 resulted in a similar pattern of light scattering 
zones as observed for the lysates of P9-expressing cells 
(Fig. 2a). Low-density light scattering material composed 
of P9 and lipids was detected irrespective of the expres-
sion system and the presence of P12 (Fig. 2c, d). Western 
blot analysis of the gels using anti-P12 antibody revealed 
two closely migrating P12-specific bands (Fig.  2d), both 
of which were confirmed to represent P12 by LC–MS/
MS analysis. P12 was not associated with the P9 vesi-
cle fractions but could be detected in the CM fractions 

(Fig. 2d). This suggests that P12 has affinity for lipids or 
proteins associated with the CM, but is not directly asso-
ciated with P9 vesicles that are predicted intermediates in 
the phi6 envelope assembly pathway. However, this result 
does not exclude the possibility that P12 interacts with 
P9 at the CM.

Purification of P9 vesicles
To further analyze the composition of the low-den-
sity P9 vesicles, we purified vesicles from lysates of E. 
coli BL21(DE3)(pOL5) cells expressing P12 and P9 in 
cis, using both rate-zonal and flotation centrifugation 

Fig. 2  Membrane fractions of cells expressing phi6 proteins P9 and P12. The phi6 major envelope protein P9 and non-structural protein P12 were 
co-expressed in E. coli overnight. Solid sucrose was added to PEG-precipitated cell lysates to obtain approximately 77% (w/v) sugar concentration, 
and the samples were analyzed by equilibrium flotation centrifugation (a–d). After centrifugation, light scattering was detected under visible 
light (a). The positions of the OM, CM, and P9 vesicle (V) fractions and their densities are indicated on the left, and the proteins expressed or the 
corresponding vector controls are indicated above the tube images (a). b Negatively stained P9 vesicles produced in E. coli BL21(DE3)(pDS4) 
analysed using TEM. The scale bar corresponds to 500 nm. c, d Analysis of the flotation gradient fractions (top panel) by SDS-PAGE. The plasmids 
used and proteins produced are presented on the left. The gels were stained with Coomassie and Sudan Black to identify proteins and lipids (L), 
respectively (c, bottom panel; d, middle panel) or by Western blotting using P12-specific antibodies (d, bottom panel). The position of the P9 vesicle 
fraction is indicated (V; top panels; c, d). Phi6 represents purified phi6 virions (c, d) and P12 purified recombinant P12 (d). The main structural 
proteins of phi6 (c, d) and the two mobility forms of the non-structural protein P12 (d) are indicated on the left. e P9 vesicles (V) were purified from 
PEG-precipitated E. coli BL21(DE3)(pOL5) lysates using rate-zonal and equilibrium flotation centrifugation at 4 °C. The plasmid used is presented 
above, and the main structural proteins of the phi6 standard on the left (e)



Page 6 of 9Lyytinen et al. Microb Cell Fact           (2019) 18:29 

(Fig.  2e). No cellular proteins could be detected in the 
uppermost fractions of purified P9 vesicles, indicating 
that formation of P9 vesicles is a highly selective process 
(Fig. 2e).

Introduction of heterologous P9‑GFP fusion protein
P9‑GFP is susceptible to protease degradation
Previously, the phi6 major envelope protein P9 was 
used as an expression partner to enhance heterolo-
gous membrane protein production in E. coli [26]. In 
this system, GFP was used as an indicator for proper 
folding of the expressed membrane proteins [26, 38]. 
We analyzed the effect of the GFP-tag on formation of 
P9-specific vesicles. Lysates of E. coli BL21(DE3) cells 
expressing the P9-GFP fusion protein were analyzed 
by flotation centrifugation analysis (Fig.  3a, b). The 
observed pattern of the light scattering zone was simi-
lar to that observed for the lysate of E. coli BL21(DE3) 
control cells, except for an intense green zone that 
appeared at the bottom of the tube (Fig. 3a). This sug-
gested that the expressed GFP was not associated with 
lipids (Fig.  3a). Western blot analysis using anti-GFP 
antibody revealed that the bottom fractions contained 
a GFP-specific polypeptide of approximately 30  kDa 

(Fig.  3b). This likely represents the 26.9  kDa GFP-tag, 
which is proteolytically cleaved from the 36.4  kDa 
P9-GFP fusion protein (Fig. 3b).

P12 facilitates P9‑GFP vesicle formation
To test the hypothesis that P12 could act as a protease 
inhibitor [21], we co-expressed P9-GFP with P12 and 
P9 (pOL5). This resulted in formation of a green light 
scattering zone in the flotation centrifugation analysis 
(Fig. 3a). The density of the collected green fraction was 
slightly higher than the density of the P9 vesicle (1.17 g/
cm3 versus 1.13  g/cm3) and corresponded to the den-
sity of the CM of Gram-negative bacteria (E. coli, 1.15–
1.17  g/cm3 [35]; P. syringae, 1.18  g/cm3 ± 0.02 [15]). 
The full-sized P9-GFP fusion protein (36.4  kDa) could 
be identified in these fractions by Western blot analy-
sis using anti-GFP antibody (Fig. 3c). Although both P9 
and P9-GFP were expressed in the cell, only the P9-GFP 
fusion protein was detected in the fractions (Fig.  3d). 
The expression of P12 and P9 separately with P9-GFP 
confirmed that the formation of the P9-GFP vesicle was 
dependent on P12 (Additional file 1).

Fig. 3  Expression of P9-GFP fusion protein. P9-GFP fusion protein was expressed alone or together with wild type P9 and the non-structural protein 
P12 in E. coli BL21(DE3) cells. Solid sucrose was added to the lysate (a–c) to obtain approximately 77% (w/v) sugar concentration for the equilibrium 
flotation centrifugation analysis. After flotation centrifugation, light scattering was detected under visible light (a). The positions of the P9 and 
P9-GFP vesicle fractions (V-P9 and V-P9-GFP, respectively), and the position of soluble GFP are indicated on the right. The proteins expressed are 
indicated above the tube images. BL21 indicates E. coli BL21(DE3) control cells (no phi6 protein expression). b, c Analysis of the flotation gradient 
fractions (top panel) by Western blotting using an anti-GFP antibody (bottom panel). The expressed proteins and the plasmids used are presented 
above. The position of the P9-GFP vesicle (V-P9-GFP) is indicated (c, top panel). The 40- and 30-kDa bands from MagicMark™ XP Western Protein 
standard (ThermoFisher Scientific) are indicated on the left (b and c; bottom panels). d Coomassie-stained SDS-PAGE gel of P9-GFP vesicles purified 
from E. coli BL21(DE3)(P9-GFP)(pOL5) cells by rate-zonal and equilibrium flotation centrifugation (42 h). Phi6 represents purified phi6 virions. The 
molecular weights of selected phi6 structural proteins are indicated on the left (d). e E. coli BL21(DE3)(P9-GFP)(pOL5) cells were visualized using 
Olympus BX50 microscope and FITC (fluorescein isothiocyanate) filter and visible light. The proteins expressed are indicated on the top, the arrows 
indicate fluorescent foci inside the cells
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Purification of P9‑GFP vesicles
To determine whether these vesicles are specific to 
P9-GFP and thus distinct from random CM vesicles, the 
P9-GFP vesicles produced in E. coli BL21(DE3)(P9-GFP)
(pOL5) were expressed and visualized by fluorescent 
microscope and purified using rate-zonal and flotation 
centrifugation. The purified P9-GFP vesicle fraction con-
tained predominantly the 36.4  kDa P9-GFP fusion pro-
tein (Fig.  3d) and E. coli cells expressing these P9-GFP 
vesicles contained fluorescent foci polarized to the ends 
of the cells (Fig. 3e).

Discussion
Phi6 P9 can induce vesicle formation in E. coli
In this study, we showed that the phage phi6 major enve-
lope protein P9 induces production of intracellular mem-
brane structures in E. coli in the absence of any other 
viral protein. Expression of P9 in E. coli resulted in the 
production of spherical cytoplasmic structures (Fig.  1). 
When the membranes of these cells were isolated it was 
possible to identify a low-density fraction distinct from 
the bacterial CM and OM (Fig.  2). This fraction con-
tained vesicles composed of P9 and lipids (Fig. 2b, c); no 
other proteins were detected (Fig. 2e). Thus, the vesicles 
produced in this system appeared to be more uniform in 
composition than those obtained previously in compara-
ble E. coli expression systems [5, 28]. The detected mem-
branous structures inside E. coli cells (Fig. 1) and the high 
P9 specificity of the vesicles (Fig. 2e) indicate that the P9 
vesicles are not simply byproducts of the cell lysis proce-
dure but separate membrane structures selectively pro-
duced within the cell due to the activity of P9.

P9‑GFP vesicle production is enhanced by P12
GFP was originally isolated from Aequorea jellyfish [39] 
and has been used in a wide range of biotechnological 
applications, including detection of recombinant protein 
expression, localization of proteins within cells, or as an 
indicator for the proper folding of membrane proteins 
[26, 29, 38]. We used a P9-GFP fusion protein to deter-
mine if it is possible to incorporate heterologous pro-
teins into the P9-specific vesicles. Previously, Myhrvold 
et  al. [29] detected fluorescent foci inside cells express-
ing a P9-YFP (yellow fluorescent protein) fusion protein 
and P12. However, it was not clear whether these foci 
were part of the CM or if there were cellular membrane 
proteins associated with P9-specific membrane patches. 
In our study, we could not isolate P9-GFP vesicles when 
P9-GFP was expressed in E. coli in the absence of other 
viral proteins (Fig.  3a). One possible explanation for 
this could be the relatively large size of GFP (26.9  kDa) 
compared to P9 (9.5  kDa), which could result in steric 

hindrance preventing potential interactions between 
neighboring P9 subunits and thus the formation of the 
vesicles. However, co-expression of P9 and P9-GFP did 
not result in the formation of P9-GFP vesicles (Addi-
tional file 1) and no P9 was associated with the P9-GFP 
vesicles produced by co-expressed P9, P12, and P9-GFP 
(Fig.  3d). Another possible explanation could be the 
instability of the fusion protein, as GFP fusion pro-
teins are prone to proteolysis [26, 40]. In support of this 
hypothesis, we detected a GFP-specific polypeptide of 
approximately 30 kDa in the bottom fractions of the flo-
tation centrifugation tubes. Interestingly, the addition of 
the non-structural protein P12 in the expression system 
rescued the full-length P9-GFP fusion protein (Fig. 3 and 
Additional file 1). Co-expression of P9-GFP, P9, and P12 
resulted in the formation of a floating GFP-containing 
fraction (Fig. 3a, c). The density of this fraction was simi-
lar to that of the CM fraction of Gram-negative bacteria 
[15, 35]. To exclude the possibility that P9-GFP was part 
of the normal CM, we analyzed the cells in fluorescent 
microscopy (Fig.  3e) and purified the P9-GFP vesicles 
using rate-zonal and equilibrium centrifugation (Fig. 3d). 
The cells had inner fluorescent foci and the P9-GFP was 
clearly enriched in the purified vesicles, suggesting that 
the P9-GFP vesicles were formed selectively and were not 
byproducts of mechanical CM disruption.

Conclusions
In this study we produced bacteriophage phi6-specific 
lipid-protein vesicles in E. coli BL21(DE3) cells using the 
phi6 major envelope protein P9 and the non-structural 
protein P12. Expression of P9, a small viral protein with 
a transmembrane region, triggered intracellular mem-
brane formation in bacterial cells that do not normally 
have internal membrane structures and thus likely do 
not possess mechanisms to support the production of 
such features. P9 could also direct a heterologous pro-
tein fused to P9 into membrane structures. However, the 
production of intact fusion protein was dependent on the 
co-expression of the non-structural protein P12, known 
to be involved in viral envelope biogenesis. In our E. coli 
expression system, P12 most likely acts as an inhibitor of 
proteolytic action or as a molecular chaperon that pro-
tects the full-sized P9-fusion protein. Thus, P12 may 
have potential use as a facilitator of recombinant mem-
brane protein production, although additional research 
is needed on this topic. The P9-based vesicle production 
system described here is an excellent tool to study the 
molecular mechanisms of biological vesicle formation. 
We envision that the system will likely have future use in 
biotechnology and biomedicine in applications such as 
drug or heterologous protein targeting and delivery.
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Additional file

Additional file 1. Expression of P9-GFP fusion protein with P9 and P12. 
P9-GFP fusion protein was expressed together with either wild type P9 
(a) or the non-structural protein P12 (b) in E. coli BL21(DE3) cells. Cells 
were collected and disrupted and solid sucrose was added to the cleared 
lysate to obtain approximately 77% (w/v) sugar concentration for the 
equilibrium flotation centrifugation analysis. The contents of the flotation 
centrifugation tubes were fractionated and the fractions were TCA pre-
cipitated and analyzed by Western blotting using an anti-GFP antibody. 
The expressed proteins and the plasmids used are presented above. The 
40- and 30-kDa bands from MagicMark™ XP Western Protein standard 
(ThermoFisher Scientific) are indicated on the left (bottom panel).
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dodecyl sulfate polyacrylamide gel electrophoresis; TEM: transmission electron 
microscopy; TCA​: trichloroacetic acid.

Authors’ contributions
MMP conceived and supervised the study. OLL and DS designed and 
performed the experiments and analyzed the data. OLL and MMP wrote the 
manuscript. DS edited and approved the manuscript. All authors read and 
approved the final manuscript.

Author details
1 Molecular and Integrative Biosciences Research Programme, Faculty of Bio-
logical and Environmental Sciences, University of Helsinki, 00014 Helsinki, Fin-
land. 2 Present Address: Laboratory of Molecular Epidemiology and Evolution-
ary Genetics, St. Petersburg Pasteur Institute, Mira St. 14, St. Petersburg 197101, 
Russia. 

Acknowledgements
Dr. Ritva Virkola, Dr. Céleste Sèle, and Dr. Nina Atanasova are acknowledged for 
their expertise and guidance in fluorescent microscopy, flotation centrifuga-
tion and electron microscopy methods, respectively. Riitta Tarkiainen and 
Tanja Westerholm are acknowledged for their excellent technical assistance. 
We are also grateful to Dr. Leonard Mindich for providing plasmid pLM659 and 
to Dr. Yuna Jung for providing plasmid P9-GFP. The use of the facilities and the 
expertise of the Instruct-HiLIFE Biocomplex unit, a member of Instruct-FI, and 
the Biocenter Finland Electron Microscopy Unit and the Proteomics Unit at the 
Institute of Biotechnology, University of Helsinki are gratefully acknowledged.

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

Availability of data and materials
The datasets supporting the conclusions of this article are included within the 
article and its additional file.

Consent for publication
Not applicable.

Ethics approval and consent to participate
Not applicable.

Funding
The Doctoral School in Health Sciences, the Doctoral Programme in Integra-
tive Life Science (DSHealth, ILS; O.L.L.), the Academy of Finland (Grant 272507 
to M.M.P.), the Centre for International Mobility (FI) (CIMO; Grant TM-15-9724 
to D.S.), the Otto A. Malm Foundation (to O.L.L.), the Sigrid Jusélius Foundation 
(to M.M.P.), the Jane and Aatos Erkko Foundation (to M.M.P.), and the Orion 
Research Foundation (to O.L.L.) are acknowledged for funding of this research.

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

Received: 29 November 2018   Accepted: 30 January 2019

References
	1.	 Rast A, Heinz S, Nickelsen J. Biogenesis of thylakoid membranes. Biochim 

Biophys Acta. 2015;1847:821–30.
	2.	 Barber-Zucker S, Zarivach R. A look into the biochemistry of mag-

netosome biosynthesis in magnetotactic bacteria. ACS Chem Biol. 
2017;12:13–22.

	3.	 Armour GA, Brewer GJ. Membrane morphogenesis from cloned frag-
ments of bacteriophage PM2 DNA that contain the sp6.6 gene. FASEB J. 
1990;4:1488–93.

	4.	 Weber S, Granzow H, Weiland F, Marquardt O. Intracellular membrane 
proliferation in E. coli induced by foot-and-mouth disease virus 3A gene 
products. Virus Genes. 1996;12:5–14.

	5.	 Eriksson HM, Wessman P, Ge C, Edwards K, Wieslander A. Massive 
formation of intracellular membrane vesicles in Escherichia coli by a 
monotopic membrane-bound lipid glycosyltransferase. J Biol Chem. 
2009;284:33904–14.

	6.	 Van Etten JL, Vidaver AK, Koski RK, Burnett JP. Base composition and 
hybridization studies of the three double-stranded RNA segments of 
bacteriophage φ6. J Virol. 1974;13:1254–62.

	7.	 Fenner F. Classification and nomenclature of viruses. Second report 
of the International Committee on Taxonomy of Viruses. Intervirology. 
1976;7:1–115.

	8.	 Vidaver AK, Koski RK, Van Etten JL. Bacteriophage Φ6: a lipid-containing 
virus of Pseudomonas phaseolicola. J Virol. 1973;11:799–805.

	9.	 Poranen MM, Mäntynen S, ICTV Report C. ICTV Virus Taxonomy Profile: 
Cystoviridae. J Gen Virol. 2017;98:2423–4.

	10.	 Semancik JS, Vidaver AK, Van Etten JL. Characterization of a segmented 
double-helical RNA from bacteriophage Φ6. J Mol Biol. 1973;78:617–25.

	11.	 Van Etten JL, Vidaver AK, Koski RK, Semancik JS. RNA polymerase activity 
associated with bacteriophage Φ6. J Virol. 1973;12:464–71.

	12.	 Bamford DH, Mindich L. Electron microscopy of cells infected with non-
sense mutants of bacteriophage Φ6. Virology. 1980;107:222–8.

	13.	 Etten JV, Lane L, Gonzalez C, Partridge J, Vidaver A. Comparative proper-
ties of bacteriophage Φ6 and Φ6 nucleocapsid. J Virol. 1976;18:652–8.

	14.	 Sun Z, El Omari K, Sun X, Ilca SL, Kotecha A, Stuart DI, et al. Double-
stranded RNA virus outer shell assembly by bona fide domain-swapping. 
Nat Commun. 2017;8:14814.

	15.	 Laurinavicius S, Käkelä R, Bamford DH, Somerharju P. The origin 
of phospholipids of the enveloped bacteriophage phi6. Virology. 
2004;326:182–90.

	16.	 Gottlieb P, Metzger S, Romantschuk M, Carton J, Strassman J, Bamford DH, 
et al. Nucleotide sequence of the middle dsRNA segment of bacterio-
phage Φ6: placement of the genes of membrane-associated proteins. 
Virology. 1988;163:183–90.

	17.	 Sinclair JF, Tzagoloff A, Levine D, Mindich L. Proteins of bacteriophage Φ6. 
J Virol. 1975;16:685–95.

	18.	 Stitt BL, Mindich L. The structure of bacteriophage Φ6: protease digestion 
of Φ6 virions. Virology. 1983;127:459–62.

	19.	 Mindich L, Lehman J, Huang R. Temperature-dependent compositional 
changes in the envelope of Φ6. Virology. 1979;97:171–6.

	20.	 Bamford DH, Palva ET, Lounatmaa K. Ultrastructure and life cycle of the 
lipid-containing bacteriophage Φ6. J Gen Virol. 1976;32:249–59.

	21.	 Johnson MD 3rd, Mindich L. Plasmid-directed assembly of the lipid-con-
taining membrane of bacteriophage Φ6. J Bacteriol. 1994;176:4124–32.

	22.	 Stitt BL, Mindich L. Morphogenesis of bacteriophage Φ6: a presumptive 
viral membrane precursor. Virology. 1983;127:446–58.

	23.	 Mindich L, Sinclair JF, Cohen J. The morphogenesis of bacteriophage Φ6: 
particles formed by nonsense mutants. Virology. 1976;75:224–31.

	24.	 McGraw T, Mindich L, Frangione B. Nucleotide sequence of the small 
double-stranded RNA segment of bacteriophage Φ6: novel mechanism 
of natural translational control. J Virol. 1986;58:142–51.

https://doi.org/10.1186/s12934-019-1079-z


Page 9 of 9Lyytinen et al. Microb Cell Fact           (2019) 18:29 

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your research ?  Choose BMC and benefit from: 

	25.	 Mäntynen S, Sundberg LR, Poranen MM. Recognition of six additional 
cystoviruses: Pseudomonas virus phi6 is no longer the sole species of the 
family Cystoviridae. Arch Virol. 2018;163:1117–24.

	26.	 Jung Y, Jung H, Lim D. Bacteriophage membrane protein P9 as a fusion 
partner for the efficient expression of membrane proteins in Escherichia 
coli. Protein Expr Purif. 2015;116:12–8.

	27.	 Mindich L, Lehman J. Characterization of Φ6 mutants that are tem-
perature sensitive in the morphogenetic protein P12. Virology. 
1983;127:438–45.

	28.	 Sarin LP, Hirvonen JJ, Laurinmäki P, Butcher SJ, Bamford DH, Poranen MM. 
Bacteriophage Φ6 nucleocapsid surface protein 8 interacts with virus-
specific membrane vesicles containing major envelope protein 9. J Virol. 
2012;86:5376–9.

	29.	 Myhrvold C, Polka JK, Silver PA. Synthetic lipid-containing scaf-
folds enhance production by colocalizing enzymes. ACS Synth Biol. 
2016;5:1396–403.

	30.	 Yanisch-Perron C, Vieira J, Messing J. Improved M13 phage cloning vec-
tors and host strains: nucleotide sequences of the M13mp18 and pUC19 
vectors. Gene. 1985;33:103–19.

	31.	 Studier FW, Moffatt BA. Use of bacteriophage T7 RNA polymerase 
to direct selective high-level expression of cloned genes. J Mol Biol. 
1986;189:113–30.

	32.	 Gottlieb P, Strassman J, Qiao X, Frilander M, Frucht A, Mindich L. In vitro 
packaging and replication of individual genomic segments of bacterio-
phage Φ6 RNA. J Virol. 1992;66:2611–6.

	33.	 Breslauer KJ, Frank R, Blocker H, Marky LA. Predicting DNA duplex stability 
from the base sequence. Proc Natl Acad Sci USA. 1986;83:3746–50.

	34.	 Laurinavicius S, Käkelä R, Somerharju P, Bamford DH. Phospholipid 
molecular species profiles of tectiviruses infecting Gram-negative and 
Gram-positive hosts. Virology. 2004;322:328–36.

	35.	 Ishinaga M, Kanamoto R, Kito M. Distribution of phospholipid molecular 
species in outer and cytoplasmic membranes of Escherichia coli. J Bio-
chem. 1979;86:161–5.

	36.	 Miura T, Mizushima S. Separation by density gradient centrifugation of 
two types of membranes from spheroplast membrane of Escherichia coli 
K12. Biochim Biophys Acta. 1968;150:159–61.

	37.	 Dupuy AD, Engelman DM. Protein area occupancy at the center of the 
red blood cell membrane. Proc Natl Acad Sci USA. 2008;105:2848–52.

	38.	 Drew DE, von Heijne G, Nordlund P, de Gier JW. Green fluorescent protein 
as an indicator to monitor membrane protein overexpression in Escheri-
chia coli. FEBS Lett. 2001;507:220–4.

	39.	 Shimomura O, Johnson FH, Saiga Y. Extraction, purification and properties 
of aequorin, a bioluminescent protein from the luminous hydromedusan, 
Aequorea. J Cell Comp Physiol. 1962;59:223–39.

	40.	 Drew D, Slotboom DJ, Friso G, Reda T, Genevaux P, Rapp M, et al. A scal-
able, GFP-based pipeline for membrane protein overexpression screen-
ing and purification. Protein Sci. 2005;14:2011–7.


	Microbial production of lipid-protein vesicles using enveloped bacteriophage phi6
	Abstract 
	Background: 
	Results: 
	Conclusions: 

	Background
	Materials and methods
	Bacterial strains and plasmids
	Expression and purification of lipid-protein vesicles
	Microscopy methods
	Analytical methods

	Results
	P9 induces vesicle formation in the absence of P12
	Detection of spherical structures in E. coli thin sections
	P9 vesicle detection by flotation centrifugation
	P12 does not associate with P9 vesicles
	Purification of P9 vesicles

	Introduction of heterologous P9-GFP fusion protein
	P9-GFP is susceptible to protease degradation
	P12 facilitates P9-GFP vesicle formation
	Purification of P9-GFP vesicles


	Discussion
	Phi6 P9 can induce vesicle formation in E. coli
	P9-GFP vesicle production is enhanced by P12

	Conclusions
	Authors’ contributions
	References




