
 International Journal of 

Molecular Sciences

Article

High Resolution Structure of the Mature Capsid of Ralstonia
solanacearum Bacteriophage φRSA1 by
Cryo-Electron Microscopy

Grégory Effantin 1,* , Akiko Fujiwara 2 , Takeru Kawasaki 3, Takashi Yamada 4 and Guy Schoehn 1

����������
�������

Citation: Effantin, G.; Fujiwara, A.;

Kawasaki, T.; Yamada, T.; Schoehn, G.

High Resolution Structure of the

Mature Capsid of Ralstonia

solanacearum Bacteriophage φRSA1

by Cryo-Electron Microscopy. Int. J.

Mol. Sci. 2021, 22, 11053. https://

doi.org/10.3390/ijms222011053

Academic Editor: Alicja Wegrzyn

Received: 9 September 2021

Accepted: 9 October 2021

Published: 13 October 2021

Publisher’s Note: MDPI stays neutral

with regard to jurisdictional claims in

published maps and institutional affil-

iations.

Copyright: © 2021 by the authors.

Licensee MDPI, Basel, Switzerland.

This article is an open access article

distributed under the terms and

conditions of the Creative Commons

Attribution (CC BY) license (https://

creativecommons.org/licenses/by/

4.0/).

1 CEA, CNRS, IBS, Université Grenoble Alpes, F-38000 Grenoble, France; guy.schoehn@ibs.fr
2 Center for Food Science and Wellness, Gunma University 4-2, Aramaki, Maebashi, Gunma 371-8510, Japan;

akiko_fujiwara@gunma-u.ac.jp
3 Unit of Biotechnology, Division of Biological and Life Sciences, Graduate School of Integrated Science for Life,

Hiroshima University, Higashi-Hiroshima 739-8530, Japan; takeru@hiroshima-u.ac.jp
4 Hiroshima Study Center, The Open University of Japan, Hiroshima 730-0053, Japan;

tayamad@hiroshima-u.ac.jp
* Correspondence: gregory.effantin@ibs.fr; Tel.: +33-(0)4-57-42-87-40

Abstract: The φRSA1 bacteriophage has been isolated from Ralstonia solanacearum, a gram negative
bacteria having a significant economic impact on many important crops. We solved the three-
dimensional structure of the φRSA1 mature capsid to 3.9 Å resolution by cryo-electron microscopy.
The capsid shell, that contains the 39 kbp of dsDNA genome, has an icosahedral symmetry charac-
terized by an unusual triangulation number of T = 7, dextro. The φRSA1 capsid is composed solely
of the polymerization of the major capsid protein, gp8, which exhibits the typical “Johnson” fold
first characterized in E. coli bacteriophage HK97. As opposed to the latter, the φRSA1 mature capsid
is not stabilized by covalent crosslinking between its subunits, nor by the addition of a decoration
protein. We further describe the molecular interactions occurring between the subunits of the φRSA1
capsid and their relationships with the other known bacteriophages.

Keywords: bacteriophage; structure; capsid; near atomic; electron microscopy

1. Introduction

Double stranded (ds) DNA bacteriophages of the Caudovirales order are composed of
an icosahedral capsid attached to either a short tail (Podoviridae), a long flexible tail (Siphoviri-
dae) or a rigid contracting tail (Myoviridae) [1,2]. Phage’s capsids are primarily composed
of the major capsid protein (MCP), which assembles as hexamers and pentamers called
the capsomers that ultimately form a closed icosahedral shell with the portal/connector
complex located at one of the capsid’s vertices. Once the viral genome has been packaged
in the capsid, the tail, which is assembled through an independent pathway, attaches to the
portal end [3]. All known MCPs from the Caudovirales bacteriophages adopt a similar fold,
first characterized in the E. coli bacteriophage HK97 [4]. The same fold was also later found
in some capsids of archaeal and eukaryotic viruses [5]. Although the “core” building block
of a bacteriophage’s capsid is very well conserved, each one has evolved independently
and developed its own specificities, such that each capsid’s assembly is almost unique,
and this results in capsids having a variety of shapes (isometric or prolate), sizes (~50 nm
in diameter for T = 7 geometry to more than 150 nm for the largest “jumbo” phages)
and complexities. In addition to the connector/portal complex, the simplest capsids are
composed solely of MCP’s capsomers [6–8], while others (usually larger ones) are made of
a much more diverse and complex set of proteins [9–14]. Another remarkable feature of
bacteriophage’s capsids is that the network of proteins forming it has to sustain the high
internal pressure (20–60 ATM) resulting from the packaged dsDNA [15–17]. Therefore, the
bacteriophages have developed additional stabilization mechanisms to strengthen their

Int. J. Mol. Sci. 2021, 22, 11053. https://doi.org/10.3390/ijms222011053 https://www.mdpi.com/journal/ijms

https://www.mdpi.com/journal/ijms
https://www.mdpi.com
https://orcid.org/0000-0002-6957-0875
https://orcid.org/0000-0001-7814-5611
https://orcid.org/0000-0002-1459-3201
https://doi.org/10.3390/ijms222011053
https://doi.org/10.3390/ijms222011053
https://creativecommons.org/
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://doi.org/10.3390/ijms222011053
https://www.mdpi.com/journal/ijms
https://www.mdpi.com/article/10.3390/ijms222011053?type=check_update&version=2


Int. J. Mol. Sci. 2021, 22, 11053 2 of 11

capsid. In HK97, at each 3-fold axis, an auto catalyzed covalent bond between two MCPs of
two different capsomers is formed that create interlaced loops (the chainmail mechanism)
that prevents the capsid disassembly [18]. Other phages have one (or more) additional
minor capsid protein(s) that binds to the MCPs towards the end of the capsid assembly
pathway. These decoration proteins come in different flavors and differ in their oligomeric
states and in their binding locations [9,10]. Interestingly, some bacteriophages, such as
E. coli Lambda [19], S. Typhimurium Gifsy-2 [20], R. solanacearum φRSL1 [11], φRSL2 [13], P.
phenolica φTW1 [21] and Salmonella Typhi YSD1 [22], have an additional trimeric protein at
each 3-fold axis, which acts as a plug to cement the capsid structure and can be considered
as an alternative to the chainmail mechanism of HK97, at least conceptually. At the same
time, some capsids, including some from jumbo phages, are only built by the MCPs without
any detected covalent crosslinking or any additional protein (P22 [8], T7 [7], SF6 [23] and
φXacN1 [24] for example). In addition to these cement proteins, the presence of other
so-called decoration proteins has been demonstrated. These are located at the outside of
the capsid and are often made of immunoglobulin domain. The accepted hypothesis is that
they serve as anchors to attach to different surfaces, allowing the phage to be transported
before reaching its host [25].

In order to better understand bacteriophage structures and assemblies, their speci-
ficities and similarities, we focus our effort on the bacteriophages infecting Ralstonia
solanacearum [11,13]. R. solanacearum is a gram negative bacteria infecting a wide range of
plant hosts and is causing bacterial wilt in many different crops [26]. As the first complete
genome of a R. solanacearum strain became available, the role of phages in the evolution
of the various strains has been studied [27]. Several bacteriophages infecting a wide
range of R. solanacearum strains have been identified, including three dsDNA Myoviridae,
φRSL1 [28], φRSL2 [29] and φRSA1 [30], the first two being jumbo phages. The 39 kbp
genome of φRSA1 has been sequenced and 51 potential open reading frames (ORF) have
been assigned [30]. In this study, the φRSA1 bacteriophage has been purified from infected
R. solanacearum and has been imaged at high resolution by cryo-electron microscopy (cryo-
EM). Its capsid has been reconstructed by image analysis to 3.9 Å. The high resolution of
the three-dimensional (3D) structure obtained allows the identification of the constituents
of the capsid as well as the definition of the molecular contacts between them and their
comparison with other known bacteriophages.

2. Results and Discussion
2.1. Structure of the φRSA1 Capsid by Cryo-EM

φRSA1 is composed of an isometric capsid (maximum diameter of 640 Å) attached
to a long contractile tail of ~1500 Å (Figure 1A) which is a landmark of the Myoviridae
subfamily of the dsDNA bacteriophages. The ratio between the lengths of the φRSA1 tail
and capsid (2.3 for φRSA1) is quite high compared to other Myoviridae (0.8, 0.9 and 1.2
for T4, φRSL1 and φKZ respectively). This ratio for φRSA1 is closer to the one found
in phages of the Siphoviridae family, which have a long, non-contractile tail (ratios of 2.9,
2.8 and 2.2, respectively, for phages HK97, T5 and SPP1 for instance). From cryo-EM
images, the 3D structure of the φRSA1 capsid has been solved to an average resolution of
3.9 Å (Figures 1B and S1). The capsid follows an icosahedral symmetry characterized by
a triangulation number T = 7, dextro (d) in which the 11 out of the 12 vertices are made
of pentamers (the last one is the portal connected to the tail) while the flatter facets are
made of hexamers. At that resolution, we were able to build an atomic model of the major
capsid protein gp8 (Table S1) which turned out to be the only constituent of the capsid’s
pentamers and hexamers, even though gp10 could have been considered as a putative
minor capsid protein as it has some sequence similarities to the head stabilization protein
gpL of bacteriophage φRSc1935 [28]. It cannot be totally excluded that gp10 does not follow
the icosahedral symmetry and is therefore not visible in our reconstruction. The attempts
to resolve gp10 by either reducing the symmetry to C1 or by symmetry expansion of the
capsid solved with icosahedral symmetry didn’t show any additional density which could
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be attributed to gp10. Accordingly, there are seven unique quasi equivalent subunits of
gp8 that composed the asymmetric unit of the φRSA1 capsid (Figure 1C) for a total of 415
subunits in the capsid. The T = 7, d is quite unusual within the known phage’s symmetries
and has only been described twice for the Lactococcal phage 1358 capsid [31] and the E. Coli
P2 procapsid [32] while its mirrored geometry, T = 7, laevo (l), is much more common [33].
Sixteen different capsids of dsDNA phages are having a T = 7, l geometry in the Viper
database (viperdb.scripps.edu/TNumber_Index.php) [4,22,23,34–36]. There is currently no
real explanation for this discrepancy as for both T = 7, l and d, the network of interactions
between MCPs are very similar (see below).
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shade). The scale bars are 50 and 20 nm in (A) and (B) respectively. 
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metric unit (Figure 2D) in order to adapt to different local environments. These displace-
ments are in the same order of magnitude as what has been observed for other phages, 
irrespective of their dimensions (i.e., with smaller or larger T number) and are necessary 
to accommodate the small variations in local environment between the seven quasi equiv-
alent subunits. 

Figure 1. Cryo-EM structure of the φRSA1 capsid. (A) View of a φRSA1 mature phage imaged by negative stain (left
panel) and cryo-EM (right panel). (B) Isosurface representation of the 3D reconstruction of the mature φRSA1 capsid at
3.9 Å resolution. The position of the symmetry axis (2, 3 and 5-fold) of the icosahedral capsid are indicated. The black
triangle delimits the asymmetric unit of the capsid. The seven quasi equivalent subunits of the capsid asymmetric unit are
highlighted in different colors. (C) Zoomed view on the same asymmetric unit with the seven quasi equivalent subunits of
the major capsid protein represented as ribbons fitted in their corresponding Coulomb potential density (in light transparent
shade). The scale bars are 50 and 20 nm in (A) and (B) respectively.

2.2. Structure of the φRSA1’s MCP

The φRSA1’s MCP has the same characteristic fold which was first described for
HK97’s MCP [4] and later found in all Caudovirales dsDNA phages, as well as in some
Archeal viruses [5] and in the Herpesviridae family [37]. The core of the subunit is composed
of the Axial (A) and Peripheral (P) domains to which the more flexible N-terminal (N)
domain and Extended (E) loop are attached (Figure 2A–C). Whereas the φRSA1’s capsid
MCP core remains very similar (mean RMSD = 0.94 ± 0.16 Å) between the seven pairs of
MCPs of the asymmetric unit, the N domain and the E loop can be displaced by as much as
12 and 20 Å, respectively, between the seven quasi equivalent subunits of the asymmetric
unit (Figure 2D) in order to adapt to different local environments. These displacements are
in the same order of magnitude as what has been observed for other phages, irrespective of
their dimensions (i.e., with smaller or larger T number) and are necessary to accommodate
the small variations in local environment between the seven quasi equivalent subunits.
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three stranded β sheet (βP). The longest “spine” helix (α3) is interrupted near its end by a 
long (22 residues in length) G-loop (Figure 2A–C). Such long insertion in the spine helix 
has been previously described in other bacteriophages [21], as well as in some archeal 
viruses [38,39] where it was shown that the longer G-loop was important to lock the E-
loop in position. The fold of the ϕRSA1′s MCP is strongly similar to the one of the satellite 
bacteriophage P4 of E. coli (PDB 7JW1 [40], 56% identity of sequence) (Figure 2F). The 
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Figure 2. (A) Domain organization of φRSA1’s MCP, gp8. The main structural domains are indicated and colored. (B,C)
Ribbon representation of one φRSA1 major capsid protein color coded according to the schematic in (A). The two major
differences in conformation between the A domains of the φRSA1 and HK97 MCPs are further colored dark orange and
yellow (indicated with a *). (D)- Superimposition of the seven pseudo-equivalent MCPs (aligned through their A and P
domains) composing the asymmetric unit of the φRSA1 capsid. The two arrows indicate the amplitude of the conformational
changes between the N domains and the E-loops of the different subunits. (E,F) Structural alignment of the φRSA1 MCP
(colored ribbon) with the HK97 (E) and P4 (F) (grey ribbon) MCPs calculated with DALI. For both panels and for clarity, the
superimpositions have been split between the A domains (left column) and the N, P and E domains (right column). Each
superimposition is shown in two different views related by 90◦.

The A domain of the φRSA1 MCP is composed of a four stranded β sheet (βA) and
four α helices (α4 to 7) (Figure 2B,C). It differs from HK97’s A domain in two regions
(Figure 2E): 1- Residues 239 to 261 in φRSA1 form two α helices (α6 and 7) near the
center of the capsomer while the corresponding region in HK97 is composed of loops
(Figure 2E, orange color). 2- Residues 176 to 202 in φRSA1 form a longer loop than in
HK97 which protrudes from the capsid’s surface (Figure 2E, yellow color). The A domains
are involved in interactions between subunits of the same capsomer (intra capsomer
interactions, see below).

The φRSA1’s P domain is composed of two consecutive α helices (α2 and 3) and a
three stranded β sheet (βP). The longest “spine” helix (α3) is interrupted near its end by a
long (22 residues in length) G-loop (Figure 2A–C). Such long insertion in the spine helix
has been previously described in other bacteriophages [21], as well as in some archeal
viruses [38,39] where it was shown that the longer G-loop was important to lock the E-loop
in position. The fold of the φRSA1’s MCP is strongly similar to the one of the satellite
bacteriophage P4 of E. coli (PDB 7JW1 [40], 56% identity of sequence) (Figure 2F). The
structural similarities are striking for the A and P domains (including the G-loop), while
the N domain and E loop are completely different as the structure of the P4’s MCP is from a
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procapsid form, a different assembly intermediate than the mature capsid’s form of φRSA1.
And it has been shown for several bacteriophages that the major differences between the
procapsid and the mature MCP’s folds are located in the N domain and the E-loop. Indeed,
during the procapsid to mature capsid transition, the capsid shell is switching from a more
spherical form to a more angular one which require extensive rearrangements [41].

2.3. Intra-Capsomeric Molecular Interactions between the Capsid’s MCPs

In total, each MCP interacts with eight others: two are from the same capsomer, while
the other six are spread across three different adjacent capsomers. The analysis of the
various subunit–subunit interactions reveals that there are five main interfaces which can
explain all the intra and inter capsomer’s interactions (Figure 3).
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of two successive subunits. Helix α6 of a given subunit lines up with α5 from a subunit 
located counterclockwise from the reference subunit while two α7 helices of the same sub-
unit pair pack head to tail near the center of the capsomer to complete this interface (Fig-
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Figure 3. (A) Schematic view of the hexamers and pentamers arrangement in a T = 7, d capsid. The seven subunits
(named A to G) that constitutes the asymmetric unit are highlighted. (B–F) Zoomed views on the five main interacting
sites that exist between the MCPs of the φRSA1 capsid. For each panel, the color of the subunits represented is related to
the color code shown in the schematic in (A). The side chains of the residues forming putative hydrogen bonds are also
shown. (B) Interactions between two A domains of two MCPs (subunits A (orange) and F (salmon)) of the same capsomer.
(C) Interactions between the P- and N- domains of a given subunit (subunit F—salmon) and the E-loop of a neighbor
subunit of the same capsomer (subunit A—orange). (D) Interaction occurring at the 2-fold axis between two N-termini from
two MCPs of two different capsomers (subunits D—red). (E) Interaction occurring at the 3-fold axis between the E-loop of a
given subunit (subunit D—red) and the P-domain of a MCP of a neighbor capsomer (subunit C—green). (F) Interaction
taking place between the P-domain of a subunit (subunit F—salmon) with the P- and N- domains of a MCP from a different
capsomer (subunit G—light blue).

Each MCP that belongs to a given capsomer (pentamer or hexamer) interacts with two
of its immediate neighbors. The first main interaction site is between two A domains of two
successive subunits. Helix α6 of a given subunit lines up with α5 from a subunit located
counterclockwise from the reference subunit while two α7 helices of the same subunit pair
pack head to tail near the center of the capsomer to complete this interface (Figure 3B).

The second main intra capsomeric interaction occurs between the N and P domains
of a subunit with the E loop of a neighbor subunit (still counting counterclockwise). The
latter extends over the N and P domains (including the long spine helix α3 and the three
stranded β sheet (βP)). Near its tip, the E loop is further stabilized by the G loop of the
reference subunit (Figure 3C). The G-loop of φRSA1, which is longer than in most phages,



Int. J. Mol. Sci. 2021, 22, 11053 6 of 11

acts as a sort of lock for the E-loop. This interaction, repeated five or six times per capsomer,
contribute significantly to the sturdiness of the capsid. In that regard, the G-loop of φRSA1
resembles the ones described in thermophilic viruses P74-26 and P23-45 where the longer
G-loop has been shown to be one of the main determinants leading to the formation of an
un-usually large T = 7 capsid [38,39].

2.4. Inter-Capsomeric Molecular Interactions between the Capsid’s MCPs

Each φRSA1’s MCP interacts with other MCPs of three different capsomers through
three distinct interfaces. The first and second ones are located around each 2-fold (Figure 3D)
and 3-fold (Figure 3E) axis, respectively, while the third one is between the P domains
of two subunits (Figure 3F). The former occurs between two near perpendicular surfaces
formed on one side by the three stranded and two stranded β sheets of the P domain (βP)
and of the E loop (βE), respectively, and on the other side by the most distal regions of the
P and N domains of the other subunit (Figure 3F).

The interface at the 2-fold axis involves mainly the terminal region (residues 31 to 37)
of two N domains of two subunits belonging to two different capsomers. The interaction
in the area is further strengthened by the close proximity of two P domain’s loops linking
α2 to α3 (Figure 3F).

Finally, at each 3-fold axis, the tip of the E loop (residues 79 to 85) of a given subunit
packs along the small loops (residues 110 to 112 and 304 to 307), which are parts of the
three stranded β sheet of the P domain (βP) of another subunit from a different capsomer
(Figure 3E). The 3-fold axis is often the place where specific stabilization mechanisms
have been described for other phages. One such mechanism involves the binding of an
additional minor capsid protein [11,20,21,42] and a second one is characterized by the
formation of a covalent bond between the two subunits interacting at each 3-fold axis to
form a chainmail like assembly at the capsid surface [18]. Interestingly, φRSA1 doesn’t
display either additional densities or any continuous density between the two subunits
interacting at the 3-fold axis, which leads to the conclusion that φRSA1 uses none of the
most common mechanisms to stabilize its capsid at the 3-fold. It follows that φRSA1 solely
relies on interactions between its MCPs to get a strong enough assembly which can sustain
the high pressure inside the capsid caused by the packaging of its genome.

2.5. Comparison between the Right-(Dextro) and Left-(Laevo) Handed T = 7 Lattices

From the geometric principles of constructing an icosahedral lattice made of hexamers
and pentamers having a defined T number, it is known that for some odd T numbers,
two enantiomeric lattices can be build [43]. It is the case for T = 7 where both laevo and
dextro hands are possible. The MCP fold of φRSA1 is similar to its equivalent in HK97, a
well-studied T = 7, l capsid (Figure 2). The similarities also extend to the interaction sites
within the capsomers and between the capsomers (Figure S2). In particular, the motifs
and domains that were shown to be important in φRSA1 for the interaction at the 2-fold
(the N domains) and at the 3-fold axis (the E-loop and P domain from two subunits of two
different capsomers) are conserved in HK97 (Figure S2) and other T = 7, l capsids such as
SPP1 [35] (Figure S2). If a similar convention is used for the names of the seven subunits
composing the asymmetric unit (named A to G) (Figure S2) then the main difference
between a T = 7, l and d lattice is which subunits are involved in the interaction at the 2-fold
axis (subunits D and C for φRSA1 and HK97 respectively) and at the 3-fold axis (subunits
C and D for φRSA, D and E for HK97). These discrepancies result in a different orientation
of the MCPs involved in the interaction. For instance, the two N domains interacting at
the 2-fold axis are rotated by nearly 90◦ between φRSA1 (Figure 3D) and HK97, SPP1
(Figure S2). However, these topological differences don’t prevent that the same type of
molecular interactions between subunits are retained for both icosahedral geometries. The
same observation was made for the procapsid of P2 phage from E. Coli [32] which exhibit
also a T = 7d capsid.
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3. Conclusions

The φRSA1’s mature capsid structure was solved to high resolution by cryo-EM, and
is characterized by a right-handed (dextro) icosahedral lattice (T = 7, d). The φRSA1’s
capsomers that constitute the capsid are solely composed of the MCP gp8. Different MCP’s
interfaces which mediate the protein–protein interactions in the capsid have been identified.
Two of them are involved in intra capsomer contacts, while the other three are engaged
in inter capsomer interactions. These five key interactions are enough to create a sturdy
network of proteins which can efficiently protect the viral genome and also resist the
huge amount of pressure inside the capsid due to the densely packed DNA. It appears
that φRSA1 follows very similar assembly principles and molecular organization as the
other known capsids of the Caudovirales order, including the ones which have left-handed
(laevo) icosahedral lattices. Even though dsDNA phage capsids display very different sizes,
symmetries and shapes, they all obey the same building principles, which are reflected
by the well conserved fold of their MCPs. Therefore, φRSA1 is another example of the
extraordinary diversity of capsid’s designs that exists among the Caudovirales order.

4. Materials and Methods
4.1. Bacteriophage Production and Purification

Ralstonia bacteriophage φRSA1 was isolated in Japan and characterized as described
before [27]. It was propagated with Ralstonia solanacearum M4S as the host. Host bacterial
cells were cultured in CPG medium containing 0.1% (w/v) casamino acids, 1% (w/v)
peptone, and 0.5% (w/v) glucose at 28 ◦C with shaking at 200–300 rpm. When the cultures
reached an OD600 of 0.1 units, the phage was added at a multiplicity of infection (MOI) of
0.01–0.05. After culturing for a further 16–18 h, the cells were removed by centrifugation in
the R12A2 rotor of a Hitachi Himac CR21E centrifuge (Hitachi Koki Co. Ltd., Tokyo, Japan),
at 8000× g for 15 min at 4 ◦C. To increase phage recovery, ethyleneglycoltetraacetic acid
(EGTA; final concentration, 1 mM) was added to the phage-infected culture at 6 to 9 h post
infection [30]. The supernatant was passed through a 0.2 µm membrane filter followed
by precipitation of the phage particles by centrifugation in a RPR20-2 rotor of a Hitachi
Himac CR21E centrifuge at 40,000× g for 30 min at 4 ◦C. The bacteriophage particles were
dissolved in 50 mM Tris-HCl at pH 7.5, 100 mM NaCl, 10 mM MgSO4, and stored at 4 ◦C
before use. For further purification, the phage suspension was layered on a step-wise
gradient of CsCl (ρ = 1.45, 1.50, and 1.75) and centrifuged with a P28S rotor in a Hitachi
Himac CP80WX ultracentrifuge at 87,000× g for 2 h at 15 ◦C. Collected phage bands were
dialyzed against 50 mM Tris-HCl at pH 7.5 containing 10 mM MgCl2.

4.2. Negative Staining

Four µL of the bacteriophage sample (~0.1 mg/mL) were injected at the mica-carbon
interface as described [11]. The sample was stained using 2% ammonium molybdate pH 7.5
and air-dried. Images were taken under low-dose conditions with a T12 transmission elec-
tron microscope (FEI) working at 120 kV and with a nominal magnification of 30,000 using
an Orius SC1000 CCD camera.

4.3. Cryo-Electron Microscopy and Preprocessing

Three µL of sample were applied to 1.2/1.3 Quantifoil holey carbon grid (Quantifoil
Micro Tools GmbH, Jena, Germany) and the grids were plunged frozen in liquid ethane
with a Vitrobot Mark IV (Thermo Fisher Scientific, Waltham, USA) (3 s blot time, blot
force 0). The sample was observed with a Polara Tecnai F30 electron microscope (FEI,
Eindhoven, the Netherlands) at 300 kV. In total, 1470 images were recorded on a K2 summit
direct detector (Gatan Inc., Pleasanton, USA) at 31k (calibrated pixel size of 1.21 Å/pixel)
with Latitude S. Movies were recorded for a total exposure time of 8 s and 200 ms per
frame resulting in 40 frame’s movies with a total dose of ~40 e−/Å2. Movies were motion
corrected with motioncor2 [44] and CTF parameters were determined for each micrograph
with gctf [45].
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4.4. Image Analysis of the Capsid

A preliminary medium resolution model of the capsid has been obtained with the
model based PFT2/EM3DR2 package [46]. Around 500 capsids have been selected by hand
into 660 × 660 pixels2 boxes using X3d [47] and corrected for the CTF. The 3D structure of
the capsid of φRSL1 [11] has been scaled to the same size as φRSA1, low-pass filtered to
50 Å and used as starting model. The model was refined to 9 Å resolution.

Then, the capsids were automatically picked from all the micrographs with Gau-
tomatch [45] and coordinates were imported in Relion 3.07 [48], all software being main-
tained by SBGrid [49]. Two rounds of 2D classification were first performed to remove
bad particles. The resulting particles were then refined imposing icosahedral symmetry
with 2x binned images followed by a 3D classification using a mask which excludes the
viral DNA and by another 3D refinement with the same 3D mask. The particles were
then re-extracted un-binned in a box size of 660 pixels in Relion 3.1. A first 3D refinement
gave a 3D reconstruction at 4.6 Å resolution. A first CTF refinement round (magnification
anisotropy, beam tilt, trefoil, 4th order aberration and per particle defocus and astigmatism)
with 100 particles per optic group (to account for the variation in coma alignment over
the data collection) followed by a 3D refinement leads to a 3D reconstruction at 4.4 Å
resolution. Then, particle polishing followed by two rounds of CTF refinements improved
the resolution to 3.9 Å as determined by Fourier Shell Correlation (FSC = 0.143). More
CTF refinements or 3D classifications as well as an attempt to correct for the Ewald sphere
curvature did not improve further the resolution. The final 3.9 Å map was calculated from
3399 particles.

4.5. Model Building of the φRSA1 Capsid

An initial model for the φRSA1 MCP monomer was obtained with the I-Tasser web
server [50] which was then rigid body fitted in the cryo-EM map with Chimera [51]. Then,
the model was improved by several iterations of manual re-buildings in Coot [52] and of
refinements in Phenix [53] and Rosetta [54]. This monomer model was then duplicated
seven times to generate a first model of the complete asymmetric unit of the capsid. Then,
the asymmetric unit’s model was improved by several iterations of manual re-buildings in
Coot (mostly the N domains and the E-loops) and of refinements in Phenix and Rosetta.
Finally, in order to fix clashes between asymmetric units and to avoid refining a complete
model of the capsid which was too computer intensive, the subunits surrounding one
complete asymmetric unit were added and this model, representative of all the possible
interactions between subunits of the φRSA1 capsid, was improved by few iterations of
manual re-buildings in Coot and of refinements in Rosetta and Phenix.

Supplementary Materials: Supplementary materials are available online at https://www.mdpi.
com/article/10.3390/ijms222011053/s1.

Author Contributions: G.E. and G.S. conceived the experiment. G.E., G.S., A.F., T.K., T.Y. performed
the experiments; G.E. analyzed the data and wrote the original draft of the manuscript. G.E., G.S.
and T.Y. reviewed and edited the manuscript. All authors have read and agreed to the published
version of the manuscript.

Funding: This work received no specific grant from any funding agency.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: The φRSA1 capsid map has been deposited in the EMDB (entry 13120).
The atomic model derived from the cryo-EM map has been deposited in the Protein Data Bank
(PDBid: 7OZ4).

https://www.mdpi.com/article/10.3390/ijms222011053/s1
https://www.mdpi.com/article/10.3390/ijms222011053/s1


Int. J. Mol. Sci. 2021, 22, 11053 9 of 11

Acknowledgments: We thank Aymeric Peuch for help with the usage of the EM computing cluster.
This work used the platforms of the Grenoble Instruct-ERIC centre (ISBG; UAR 3518 CNRS-CEA-
UGA-EMBL) within the Grenoble Partnership for Structural Biology (PSB), supported by FRISBI
(ANR-10-INBS-05-02) and GRAL, financed within the University Grenoble Alpes graduate school
(Ecoles Universitaires de Recherche) CBH-EUR-GS (ANR-17-EURE-0003).The electron microscope
facility is supported by the Auvergne-Rhône-Alpes Region, the Fondation Recherche Medicale
(FRM), the fonds FEDER and the GIS-Infrastructures en Biologie Sante et Agronomie (IBiSA). IBS
acknowledges integration into the Interdisciplinary Research Institute of Grenoble (IRIG, CEA).

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

Abbreviations

3D Tri-dimensional
Cryo-EM Cryo Electron Microscopy
DALI Distance mAtrix aLIgnment
dsDNA Double Stranded DeoxyriboNucleic Acid
MCP Major Capsid Protein
RMSD Root Mean Square Deviation

References
1. Ackermann, H.-W. 5500 Phages Examined in the Electron Microscope. Arch. Virol. 2007, 152, 227–243. [CrossRef]
2. Walker, P.J.; Siddell, S.G.; Lefkowitz, E.J.; Mushegian, A.R.; Adriaenssens, E.M.; Alfenas-Zerbini, P.; Davison, A.J.; Dempsey,

D.M.; Dutilh, B.E.; García, M.L.; et al. Changes to Virus Taxonomy and to the International Code of Virus Classification and
Nomenclature Ratified by the International Committee on Taxonomy of Viruses (2021). Arch. Virol. 2021, 166, 2633–2648.
[CrossRef]

3. Dion, M.B.; Oechslin, F.; Moineau, S. Phage Diversity, Genomics and Phylogeny. Nat. Rev. Microbiol. 2020, 18, 125–138. [CrossRef]
4. Helgstrand, C.; Wikoff, W.R.; Duda, R.L.; Hendrix, R.W.; Johnson, J.E.; Liljas, L. The Refined Structure of a Protein Catenane: The

HK97 Bacteriophage Capsid at 3.44 A Resolution. J. Mol. Biol. 2003, 334, 885–899. [CrossRef]
5. Pietilä, M.K.; Laurinmäki, P.; Russell, D.A.; Ko, C.-C.; Jacobs-Sera, D.; Hendrix, R.W.; Bamford, D.H.; Butcher, S.J. Structure of the

Archaeal Head-Tailed Virus HSTV-1 Completes the HK97 Fold Story. PNAS 2013, 110, 10604–10609. [CrossRef] [PubMed]
6. Wikoff, W.R.; Liljas, L.; Duda, R.L.; Tsuruta, H.; Hendrix, R.W.; Johnson, J.E. Topologically Linked Protein Rings in the

Bacteriophage HK97 Capsid. Science 2000, 289, 2129–2133. [CrossRef]
7. Chen, W.; Xiao, H.; Wang, X.; Song, S.; Han, Z.; Li, X.; Yang, F.; Wang, L.; Song, J.; Liu, H.; et al. Structural Changes of a

Bacteriophage upon DNA Packaging and Maturation. Protein Cell 2020, 11, 374–379. [CrossRef] [PubMed]
8. McNulty, R.; Cardone, G.; Gilcrease, E.B.; Baker, T.S.; Casjens, S.R.; Johnson, J.E. Cryo-EM Elucidation of the Structure of

Bacteriophage P22 Virions after Genome Release. Biophys. J. 2018, 114, 1295–1301. [CrossRef] [PubMed]
9. Chen, Z.; Sun, L.; Zhang, Z.; Fokine, A.; Padilla-Sanchez, V.; Hanein, D.; Jiang, W.; Rossmann, M.G.; Rao, V.B. Cryo-EM Structure

of the Bacteriophage T4 Isometric Head at 3.3-Å Resolution and Its Relevance to the Assembly of Icosahedral Viruses. Proc. Natl.
Acad. Sci. USA 2017, 114, E8184–E8193. [CrossRef]

10. Huet, A.; Duda, R.L.; Boulanger, P.; Conway, J.F. Capsid Expansion of Bacteriophage T5 Revealed by High Resolution Cryoelectron
Microscopy. Proc. Natl. Acad. Sci. USA 2019, 116, 21037–21046. [CrossRef] [PubMed]

11. Effantin, G.; Hamasaki, R.; Kawasaki, T.; Bacia, M.; Moriscot, C.; Weissenhorn, W.; Yamada, T.; Schoehn, G. Cryo-Electron
Microscopy Three-Dimensional Structure of the Jumbo Phage ΦRSL1 Infecting the Phytopathogen Ralstonia Solanacearum.
Structure 2013, 21, 298–305. [CrossRef]

12. Fokine, A.; Battisti, A.J.; Bowman, V.D.; Efimov, A.V.; Kurochkina, L.P.; Chipman, P.R.; Mesyanzhinov, V.V.; Rossmann, M.G.
Cryo-EM Study of the Pseudomonas Bacteriophage PhiKZ. Structure 2007, 15, 1099–1104. [CrossRef]

13. Neumann, E.; Kawasaki, T.; Effantin, G.; Estrozi, L.F.; Chatchawankanphanich, O.; Yamada, T.; Schoehn, G. 3D Structure of Three
Jumbo Phage Heads. J. Gen. Virol. 2020, 101, 1219–1226. [CrossRef]

14. Hua, J.; Huet, A.; Lopez, C.A.; Toropova, K.; Pope, W.H.; Duda, R.L.; Hendrix, R.W.; Conway, J.F. Capsids and Genomes of
Jumbo-Sized Bacteriophages Reveal the Evolutionary Reach of the HK97 Fold. mBio 2017, 8. [CrossRef]

15. Molineux, I.J.; Panja, D. Popping the Cork: Mechanisms of Phage Genome Ejection. Nat. Rev. Microbiol. 2013, 11, 194–204.
[CrossRef]

16. São-José, C.; de Frutos, M.; Raspaud, E.; Santos, M.A.; Tavares, P. Pressure Built by DNA Packing inside Virions: Enough to Drive
DNA Ejection in Vitro, Largely Insufficient for Delivery into the Bacterial Cytoplasm. J. Mol. Biol. 2007, 374, 346–355. [CrossRef]
[PubMed]

17. Evilevitch, A.; Lavelle, L.; Knobler, C.M.; Raspaud, E.; Gelbart, W.M. Osmotic Pressure Inhibition of DNA Ejection from Phage.
Proc. Natl. Acad. Sci. USA 2003, 100, 9292–9295. [CrossRef]

18. Duda, R.L. Protein Chainmail: Catenated Protein in Viral Capsids. Cell 1998, 94, 55–60. [CrossRef]

http://doi.org/10.1007/s00705-006-0849-1
http://doi.org/10.1007/s00705-021-05156-1
http://doi.org/10.1038/s41579-019-0311-5
http://doi.org/10.1016/j.jmb.2003.09.035
http://doi.org/10.1073/pnas.1303047110
http://www.ncbi.nlm.nih.gov/pubmed/23733949
http://doi.org/10.1126/science.289.5487.2129
http://doi.org/10.1007/s13238-020-00715-9
http://www.ncbi.nlm.nih.gov/pubmed/32266588
http://doi.org/10.1016/j.bpj.2018.01.026
http://www.ncbi.nlm.nih.gov/pubmed/29590587
http://doi.org/10.1073/pnas.1708483114
http://doi.org/10.1073/pnas.1909645116
http://www.ncbi.nlm.nih.gov/pubmed/31578255
http://doi.org/10.1016/j.str.2012.12.017
http://doi.org/10.1016/j.str.2007.07.008
http://doi.org/10.1099/jgv.0.001487
http://doi.org/10.1128/mBio.01579-17
http://doi.org/10.1038/nrmicro2988
http://doi.org/10.1016/j.jmb.2007.09.045
http://www.ncbi.nlm.nih.gov/pubmed/17942117
http://doi.org/10.1073/pnas.1233721100
http://doi.org/10.1016/S0092-8674(00)81221-0


Int. J. Mol. Sci. 2021, 22, 11053 10 of 11

19. Lander, G.C.; Evilevitch, A.; Jeembaeva, M.; Potter, C.S.; Carragher, B.; Johnson, J.E. Bacteriophage Lambda Stabilization by
Auxiliary Protein GpD: Timing, Location, and Mechanism of Attachment Determined by Cryo-EM. Structure 2008, 16, 1399–1406.
[CrossRef]

20. Effantin, G.; Figueroa-Bossi, N.; Schoehn, G.; Bossi, L.; Conway, J.F. The Tripartite Capsid Gene of Salmonella Phage Gifsy-2
Yields a Capsid Assembly Pathway Engaging Features from HK97 and Lambda. Virology 2010, 402, 355–365. [CrossRef] [PubMed]

21. Wang, Z.; Hardies, S.C.; Fokine, A.; Klose, T.; Jiang, W.; Cho, B.C.; Rossmann, M.G. Structure of the Marine Siphovirus TW1:
Evolution of Capsid-Stabilizing Proteins and Tail Spikes. Structure 2018, 26, 238–248.e3. [CrossRef]

22. Hardy, J.M.; Dunstan, R.A.; Grinter, R.; Belousoff, M.J.; Wang, J.; Pickard, D.; Venugopal, H.; Dougan, G.; Lithgow, T.; Coulibaly, F.
The Architecture and Stabilisation of Flagellotropic Tailed Bacteriophages. Nat. Commun. 2020, 11, 3748. [CrossRef] [PubMed]

23. Zhao, H.; Li, K.; Lynn, A.Y.; Aron, K.E.; Yu, G.; Jiang, W.; Tang, L. Structure of a Headful DNA-Packaging Bacterial Virus at 2.9 Å
Resolution by Electron Cryo-Microscopy. Proc. Natl. Acad. Sci. USA 2017, 114, 3601–3606. [CrossRef] [PubMed]

24. Yoshikawa, G.; Askora, A.; Blanc-Mathieu, R.; Kawasaki, T.; Li, Y.; Nakano, M.; Ogata, H.; Yamada, T. Xanthomonas Citri Jumbo
Phage XacN1 Exhibits a Wide Host Range and High Complement of TRNA Genes. Sci. Rep. 2018, 8, 4486. [CrossRef]

25. Fokine, A.; Islam, M.Z.; Zhang, Z.; Bowman, V.D.; Rao, V.B.; Rossmann, M.G. Structure of the Three N-Terminal Immunoglobulin
Domains of the Highly Immunogenic Outer Capsid Protein from a T4-like Bacteriophage. J. Virol. 2011, 85, 8141–8148. [CrossRef]

26. Hayward, A.C. Biology and Epidemiology of Bacterial Wilt Caused by Pseudomonas Solanacearum. Annu. Rev. Phytopathol. 1991,
29, 65–87. [CrossRef]

27. Yamada, T.; Kawasaki, T.; Nagata, S.; Fujiwara, A.; Usami, S.; Fujie, M. New Bacteriophages That Infect the Phytopathogen
Ralstonia Solanacearum. Microbiology 2007, 153, 2630–2639. [CrossRef]

28. Yamada, T.; Satoh, S.; Ishikawa, H.; Fujiwara, A.; Kawasaki, T.; Fujie, M.; Ogata, H. A Jumbo Phage Infecting the Phytopathogen
Ralstonia Solanacearum Defines a New Lineage of the Myoviridae Family. Virology 2010, 398, 135–147. [CrossRef] [PubMed]

29. Bhunchoth, A.; Blanc-Mathieu, R.; Mihara, T.; Nishimura, Y.; Askora, A.; Phironrit, N.; Leksomboon, C.; Chatchawankanphanich,
O.; Kawasaki, T.; Nakano, M.; et al. Two Asian Jumbo Phages, ΦRSL2 and ΦRSF1, Infect Ralstonia Solanacearum and Show
Common Features of ΦKZ-Related Phages. Virology 2016, 494, 56–66. [CrossRef] [PubMed]

30. Fujiwara, A.; Kawasaki, T.; Usami, S.; Fujie, M.; Yamada, T. Genomic Characterization of Ralstonia Solanacearum Phage PhiRSA1
and Its Related Prophage (PhiRSX) in Strain GMI1000. J. Bacteriol. 2008, 190, 143–156. [CrossRef]

31. Spinelli, S.; Bebeacua, C.; Orlov, I.; Tremblay, D.; Klaholz, B.P.; Moineau, S.; Cambillau, C. Cryo-Electron Microscopy Structure of
Lactococcal Siphophage 1358 Virion. J. Virol. 2014, 88, 8900–8910. [CrossRef]

32. Dearborn, A.D.; Laurinmaki, P.; Chandramouli, P.; Rodenburg, C.M.; Wang, S.; Butcher, S.J.; Dokland, T. Structure and Size
Determination of Bacteriophage P2 and P4 Procapsids: Function of Size Responsiveness Mutations. J. Struct. Biol. 2012, 178,
215–224. [CrossRef]

33. Suhanovsky, M.M.; Teschke, C.M. Nature’s Favorite Building Block: Deciphering Folding and Capsid Assembly of Proteins with
the HK97-Fold. Virology 2015, 479–480, 487–497. [CrossRef]

34. Hryc, C.F.; Chen, D.-H.; Afonine, P.V.; Jakana, J.; Wang, Z.; Haase-Pettingell, C.; Jiang, W.; Adams, P.D.; King, J.A.; Schmid, M.F.;
et al. Accurate Model Annotation of a Near-Atomic Resolution Cryo-EM Map. Proc. Natl. Acad. Sci. USA 2017, 114, 3103–3108.
[CrossRef]

35. Ignatiou, A.; Brasilès, S.; El Sadek Fadel, M.; Bürger, J.; Mielke, T.; Topf, M.; Tavares, P.; Orlova, E.V. Structural Transitions during
the Scaffolding-Driven Assembly of a Viral Capsid. Nat. Commun. 2019, 10, 4840. [CrossRef] [PubMed]

36. Baker, M.L.; Hryc, C.F.; Zhang, Q.; Wu, W.; Jakana, J.; Haase-Pettingell, C.; Afonine, P.V.; Adams, P.D.; King, J.A.; Jiang, W.; et al.
Validated Near-Atomic Resolution Structure of Bacteriophage Epsilon15 Derived from Cryo-EM and Modeling. Proc. Natl. Acad.
Sci. USA 2013, 110, 12301–12306. [CrossRef]

37. Baker, M.L.; Jiang, W.; Rixon, F.J.; Chiu, W. Common Ancestry of Herpesviruses and Tailed DNA Bacteriophages. J. Virol. 2005,
79, 14967–14970. [CrossRef] [PubMed]

38. Bayfield, O.W.; Klimuk, E.; Winkler, D.C.; Hesketh, E.L.; Chechik, M.; Cheng, N.; Dykeman, E.C.; Minakhin, L.; Ranson, N.A.;
Severinov, K.; et al. Cryo-EM Structure and in Vitro DNA Packaging of a Thermophilic Virus with Supersized T=7 Capsids. Proc.
Natl. Acad. Sci. USA 2019, 116, 3556–3561. [CrossRef]

39. Stone, N.P.; Demo, G.; Agnello, E.; Kelch, B.A. Principles for Enhancing Virus Capsid Capacity and Stability from a Thermophilic
Virus Capsid Structure. Nat. Commun. 2019, 10, 4471. [CrossRef]

40. Kizziah, J.L.; Rodenburg, C.M.; Dokland, T. Structure of the Capsid Size-Determining Scaffold of “Satellite” Bacteriophage P4.
Viruses 2020, 12, 953. [CrossRef]

41. Lata, R.; Conway, J.F.; Cheng, N.; Duda, R.L.; Hendrix, R.W.; Wikoff, W.R.; Johnson, J.E.; Tsuruta, H.; Steven, A.C. Maturation
Dynamics of a Viral Capsid: Visualization of Transitional Intermediate States. Cell 2000, 100, 253–263. [CrossRef]

42. Yang, F.; Forrer, P.; Dauter, Z.; Conway, J.F.; Cheng, N.; Cerritelli, M.E.; Steven, A.C.; Plückthun, A.; Wlodawer, A. Novel Fold and
Capsid-Binding Properties of the Lambda-Phage Display Platform Protein GpD. Nat. Struct. Biol. 2000, 7, 230–237. [CrossRef]

43. Baker, T.S.; Olson, N.H.; Fuller, S.D. Adding the Third Dimension to Virus Life Cycles: Three-Dimensional Reconstruction of
Icosahedral Viruses from Cryo-Electron Micrographs. Microbiol. Mol. Biol. Rev. 1999, 63, 862–922. [CrossRef]

44. Zheng, S.Q.; Palovcak, E.; Armache, J.-P.; Verba, K.A.; Cheng, Y.; Agard, D.A. MotionCor2: Anisotropic Correction of Beam-
Induced Motion for Improved Cryo-Electron Microscopy. Nat. Methods 2017, 14, 331–332. [CrossRef] [PubMed]

45. Zhang, K. Gctf: Real-Time CTF Determination and Correction. J. Struct. Biol. 2016, 193, 1–12. [CrossRef] [PubMed]

http://doi.org/10.1016/j.str.2008.05.016
http://doi.org/10.1016/j.virol.2010.03.041
http://www.ncbi.nlm.nih.gov/pubmed/20427067
http://doi.org/10.1016/j.str.2017.12.001
http://doi.org/10.1038/s41467-020-17505-w
http://www.ncbi.nlm.nih.gov/pubmed/32719311
http://doi.org/10.1073/pnas.1615025114
http://www.ncbi.nlm.nih.gov/pubmed/28320961
http://doi.org/10.1038/s41598-018-22239-3
http://doi.org/10.1128/JVI.00847-11
http://doi.org/10.1146/annurev.py.29.090191.000433
http://doi.org/10.1099/mic.0.2006/001453-0
http://doi.org/10.1016/j.virol.2009.11.043
http://www.ncbi.nlm.nih.gov/pubmed/20034649
http://doi.org/10.1016/j.virol.2016.03.028
http://www.ncbi.nlm.nih.gov/pubmed/27081857
http://doi.org/10.1128/JB.01158-07
http://doi.org/10.1128/JVI.01040-14
http://doi.org/10.1016/j.jsb.2012.04.002
http://doi.org/10.1016/j.virol.2015.02.055
http://doi.org/10.1073/pnas.1621152114
http://doi.org/10.1038/s41467-019-12790-6
http://www.ncbi.nlm.nih.gov/pubmed/31649265
http://doi.org/10.1073/pnas.1309947110
http://doi.org/10.1128/JVI.79.23.14967-14970.2005
http://www.ncbi.nlm.nih.gov/pubmed/16282496
http://doi.org/10.1073/pnas.1813204116
http://doi.org/10.1038/s41467-019-12341-z
http://doi.org/10.3390/v12090953
http://doi.org/10.1016/S0092-8674(00)81563-9
http://doi.org/10.1038/73347
http://doi.org/10.1128/MMBR.63.4.862-922.1999
http://doi.org/10.1038/nmeth.4193
http://www.ncbi.nlm.nih.gov/pubmed/28250466
http://doi.org/10.1016/j.jsb.2015.11.003
http://www.ncbi.nlm.nih.gov/pubmed/26592709


Int. J. Mol. Sci. 2021, 22, 11053 11 of 11

46. Fuller, S.D.; Butcher, S.J.; Cheng, R.H.; Baker, T.S. Three-Dimensional Reconstruction of Icosahedral Particles—The Uncommon
Line. J. Struct. Biol. 1996, 116, 48–55. [CrossRef] [PubMed]

47. Conway, J.F.; Steven, A.C. Methods for Reconstructing Density Maps of “Single” Particles from Cryoelectron Micrographs to
Subnanometer Resolution. J. Struct. Biol. 1999, 128, 106–118. [CrossRef] [PubMed]

48. Zivanov, J.; Nakane, T.; Forsberg, B.O.; Kimanius, D.; Hagen, W.J.; Lindahl, E.; Scheres, S.H. New Tools for Automated
High-Resolution Cryo-EM Structure Determination in RELION-3. eLife 2018, 7, e42166. [CrossRef] [PubMed]

49. Morin, A.; Eisenbraun, B.; Key, J.; Sanschagrin, P.C.; Timony, M.A.; Ottaviano, M.; Sliz, P. Collaboration Gets the Most out of
Software. eLife 2013, 2, e01456. [CrossRef] [PubMed]

50. Yang, J.; Yan, R.; Roy, A.; Xu, D.; Poisson, J.; Zhang, Y. The I-TASSER Suite: Protein Structure and Function Prediction. Nat.
Methods 2015, 12, 7–8. [CrossRef]

51. Pettersen, E.F.; Goddard, T.D.; Huang, C.C.; Couch, G.S.; Greenblatt, D.M.; Meng, E.C.; Ferrin, T.E. UCSF Chimera—A Visualiza-
tion System for Exploratory Research and Analysis. J. Comput. Chem. 2004, 25, 1605–1612. [CrossRef] [PubMed]

52. Emsley, P.; Lohkamp, B.; Scott, W.G.; Cowtan, K. Features and Development of Coot. Acta Crystallogr. D Biol. Crystallogr. 2010, 66,
486–501. [CrossRef] [PubMed]

53. Adams, P.D.; Afonine, P.V.; Bunkóczi, G.; Chen, V.B.; Davis, I.W.; Echols, N.; Headd, J.J.; Hung, L.-W.; Kapral, G.J.; Grosse-
Kunstleve, R.W.; et al. PHENIX: A Comprehensive Python-Based System for Macromolecular Structure Solution. Acta Crystallogr.
D Biol. Crystallogr. 2010, 66, 213–221. [CrossRef] [PubMed]

54. Wang, R.Y.-R.; Song, Y.; Barad, B.A.; Cheng, Y.; Fraser, J.S.; DiMaio, F. Automated Structure Refinement of Macromolecular
Assemblies from Cryo-EM Maps Using Rosetta. eLife 2016, 5, e17219. [CrossRef] [PubMed]

http://doi.org/10.1006/jsbi.1996.0009
http://www.ncbi.nlm.nih.gov/pubmed/8742722
http://doi.org/10.1006/jsbi.1999.4168
http://www.ncbi.nlm.nih.gov/pubmed/10600565
http://doi.org/10.7554/eLife.42166
http://www.ncbi.nlm.nih.gov/pubmed/30412051
http://doi.org/10.7554/eLife.01456
http://www.ncbi.nlm.nih.gov/pubmed/24040512
http://doi.org/10.1038/nmeth.3213
http://doi.org/10.1002/jcc.20084
http://www.ncbi.nlm.nih.gov/pubmed/15264254
http://doi.org/10.1107/S0907444910007493
http://www.ncbi.nlm.nih.gov/pubmed/20383002
http://doi.org/10.1107/S0907444909052925
http://www.ncbi.nlm.nih.gov/pubmed/20124702
http://doi.org/10.7554/eLife.17219
http://www.ncbi.nlm.nih.gov/pubmed/27669148

	Introduction 
	Results and Discussion 
	Structure of the RSA1 Capsid by Cryo-EM 
	Structure of the RSA1’s MCP 
	Intra-Capsomeric Molecular Interactions between the Capsid’s MCPs 
	Inter-Capsomeric Molecular Interactions between the Capsid’s MCPs 
	Comparison between the Right-(Dextro) and Left-(Laevo) Handed T = 7 Lattices 

	Conclusions 
	Materials and Methods 
	Bacteriophage Production and Purification 
	Negative Staining 
	Cryo-Electron Microscopy and Preprocessing 
	Image Analysis of the Capsid 
	Model Building of the RSA1 Capsid 

	References

