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Near-atomic architecture of Singapore
grouper iridovirus and implications for
giant virus assembly

Zhennan Zhao1,12, Youhua Huang2,12, Congcong Liu 3,4,12, Dongjie Zhu 5,6,12,
Shuaixin Gao7,8,12, Sheng Liu3, Ruchao Peng 1,9, Ya Zhang2, Xiaohong Huang2,
Jianxun Qi 1,10,11 , Catherine C. L. Wong 7 , Xinzheng Zhang 6,10 ,
Peiyi Wang 3 , Qiwei Qin 2 & George F. Gao 1,10

Singapore grouper iridovirus (SGIV), one of the nucleocytoviricota viruses
(NCVs), is a highly pathogenic iridovirid. SGIV infection results in massive
economic losses to the aquaculture industry and significantly threatens global
biodiversity. In recent years, high morbidity and mortality in aquatic animals
have been caused by iridovirid infections worldwide. Effective control and
prevention strategies are urgently needed. Here, we present a near-atomic
architecture of the SGIV capsid and identify eight types of capsid proteins. The
viral inner membrane-integrated anchor protein colocalizes with the endo-
plasmic reticulum (ER), supporting the hypothesis that the biogenesis of the
inner membrane is associated with the ER. Additionally, immunofluorescence
assays indicate minor capsid proteins (mCPs) could form various building
blocks with major capsid proteins (MCPs) before the formation of a viral fac-
tory (VF). These results expand our understanding of the capsid assembly of
NCVs and provide more targets for vaccine and drug design to fight iridovirid
infections.

Nucleocytoviricota viruses (NCVs) (https://talk.ictvonline.org/
taxonomy), previously known as nucleocytoplasmic large DNA viru-
ses (NCLDVs), are a diverse viral group infecting eukaryotes, all of
which have a cytoplasmic phase and some also have a nuclear phase
for viral replication1. Their giant double-stranded DNA genomes (up to
2.5Mb) containmany genes involved inDNA replication, transcription,

translation, and repair2–5, in contrast to most viruses with smaller
genomes. Many NCVs, such as poxviruses, African swine fever virus
(ASFV), and iridovirids, infect humans or important economic animals,
threatening human health and causing enormous economic losses.
Iridovirids, all members of the family Iridoviridae, are classified into
two subfamilies (Alphairidovirinae and Betairidovirinae) and five
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genera (Ranavirus, Megalocytivirus, Lymphocystivirus, Iridovirus, and
Chloriridovirus)6. The former three genera (subfamily Alphairidovir-
inae) infect ectothermic vertebrates, such as fish, amphibians and
reptiles; the latter two (subfamily Betairidovirinae) infect invertebrate
arthropods6–8. Infections by vertebrate iridovirids, including Singapore
grouper iridovirus (SGIV), are associated with considerable morbidity
andmortality in a wide range of wild and cultivated fish and amphibian
species, resulting in massive economic losses and ecological
destruction9–18. Effective control and prevention strategies to protect
these animals are urgently needed.

The structural, physical, and biochemical characteristics of viral
capsids are crucial for understanding the molecular mechanisms that
control successful capsid assembly19. Determining viral structures at
high resolution and exploring the capsid assembly process could
provide pivotal information for identifying structure-function
relationships20–22. Most NCVs have an icosahedral capsid, except
poxviruses23, ascoviruses24, pandoraviruses25, pithoviruses26, and
molliviruses27,28. Previous studies report the cryogenic electron
microscopy (cryo-EM) structures of ASFV29–31, SGIV32, Chilo iridescent
virus (CIV)33,34, Paramecium bursaria chlorella virus 1 (PBCV-1)33,35–37,
Acanthamoeba polyphaga mimivirus (APMV)38, Phaeocystis pouchetti
virus (PpV01)39, Melbourne virus40, Cafeteria roenbergensis virus
(CroV)41, faustovirus42, and pacmanvirus43. However, the high-
resolution structure determination of these viral capsids is greatly
hindered by the Ewald sphere effect, the large size and the intrinsic
flexibility of the capsid components44–46. Todate, only the structures of
the PBCV-137 and ASFV29,30 capsids have been resolved to near-atomic
resolution.

Here, we report the cryo-EM structure of the SGIV capsid at 3.5 Å
resolution using a block-based reconstruction method44. The cryo-EM
map, combinedwith viral proteomics, crosslinkingmass spectrometry
(CXMS) and fluorescence colocalization assays, enables us to identify
the major capsid protein (MCP) and seven types of minor capsid
proteins (mCPs). The atomic models for an asymmetric unit (ASU) of
the viral capsid constitutedbydifferent copies of these capsid proteins
are further determined. In addition, fluorescence colocalization assays
show that the anchor protein integratedwith the viral innermembrane
colocalizes with the endoplasmic reticulum (ER), suggesting an asso-
ciation between the viral inner membrane and the ER membrane. The
observation that mCPs colocalize with the MCP in the cytoplasm of
SGIV-infected cells before viral factory (VF) occurrence indicates that
the virus could use diverse building blocks formed by mCP and MCP
complexes for capsid assembly. These findings expand our under-
standing of the capsid assembly of the icosahedral NCVs and provide
new clues for developing drugs and vaccines to fight iridovirid
infections.

Results
Overall architecture of the SGIV capsid
The reconstructed viral capsid has a diameter of ~228 nm. Capsomers
on the capsid are arranged in an icosahedral fashion, where h = 7 and
k = 11 give a triangulation (T) number of 247 (Fig. 1a). Like ASFV29,30,47,
SGIV particles are composed of icosahedral multilayered structures,
consistent with a previous study32. Due to the SGIV sample being
purifiedby three cycles of freezing and thawing themixtureof the cells
and supernatant, followed by detergent treatment, four multilayered
structures including a genome, inner shell, innermembrane, and outer
capsid are visible inside to outside without an outer membrane
observed (Fig. 1b). In addition, as observed in many NCVs30,34,37,39,41,42,
SGIV capsomers are organized into 12 pentasymmetrons and 20 tri-
symmetrons (Supplementary Fig. 1). The pentasymmetron is centered
on the fivefold vertex, consisting of 30MCP capsomers (MCP trimers),
and one pentameric capsomer (penton) (Fig. 1c and Supplementary
Fig. 1). The trisymmetron comprises 105 MCP capsomers and is cen-
tered on the icosahedral threefold axis (Fig. 1c and Supplementary

Fig. 1). MCP capsomers display a rotation of 60° between two neigh-
boring trisymmetrons, resulting in the formation of icosahedral edges
(Fig. 1c and Supplementary Fig. 1).

Previous work shows that multiple types of mCPs form a network
underneath the pentons andMCPs, among whichmany types ofmCPs
have been defined, such as anchor protein, zip protein, finger protein,
and tape-measure protein (TmP)29,30,34,37. However, the types and stoi-
chiometries of mCPs in these NCVs are distinct. For instance, the
anchor protein and finger protein are reported in CIV34 but not in
ASFV29,30 and PBCV-137; TmP is observed in the capsids of ASFV and
PBCV-1 but not in CIV. Additionally, 14 different types of mCPs have
been identified in the PBCV-1 capsid37, significantly more than that of
ASFV29,30 and CIV34. Notably, only atomic models of PBCV-1 mCPs are
available37. Because the protein sequences of the mCPs among NCVs
share little similarities, determining the protein sequences or the
coding genes of mCPs in other NCVs is still challenging.

To visualize the mCPs of SGIV, MCP densities were subtracted
from the overall density map. Seven different types of mCPs (penton
protein and P1-P6) were identified (Fig. 1c). ThesemCPs are positioned
at the interfaces between neighboring MCP capsomers, except for the
penton protein that forms a pentamer (penton) in each fivefold vertex
and P6, which fills the inner cavity of each MCP capsomer (Fig. 1c). In
one ASU, there are 41 MCP capsomers, of which six are in the penta-
symmetron, and the other 35 are in the trisymmetron (Fig. 1c). More-
over, one copyof the pentonprotein, P2, P3, P4, and P5, 15 copies of P1,
and 123 copies of P6 were observed in one ASU (Fig. 1c).

Structure and organization of the MCP
The MCP is the most abundant virion component and is named VP72
because it is encoded by the orf72 gene of the SGIV genome. Similar to
the MCPs of many NCVs42,48–50, bacteriophages51–53, virophages54,55,
adenoviruses (AdV)53,56,57, and Sulfolobus turreted icosahedral virus
(STIV)58, the trunk region of VP72 displays a typical double jelly roll (JR)
fold (JR-1 and JR-2) (Fig. 2a and Supplementary Fig. 2); each JR fold
comprises two β-sheets formed by eight antiparallel β-strands57,59

(Supplementary Fig. 2). Three VP72 protomers trimerize to form the
MCP trimer, named the pseudo-hexameric capsomer due to its hex-
agonal shape60,61 (Fig. 2b). The N-terminal base of the VP72 protomer
(Fig. 2a) extends along the bottom of the adjacent protomer until the
interface formedby the other twoprotomers in one capsomer (Fig. 2b).

The MCPs of PBCV-1 have three significantly different conforma-
tions in their N-terminal residues37. To explore the conformational
differences among SGIV MCPs, the 123 MCP protomers in one ASU
were structurally aligned. Similar to PBCV-137, the structural alignment
analysis revealed that the N-terminal residues of the SGIV MCPs are
conformationally diverse and can be grouped into three configura-
tions (NI, NII and NIII). NI displays a hook-like shape, NII is perpendi-
cular to the capsid surface, and NIII is parallel to the bottom of the
capsid (Fig. 2c). As described in PBCV-162 and ASFV29,30, three
arrangements (head-to-back, head-to-head, and back-to-back) were
observed in the pentasymmetron (Fig. 2d). In the trisymmetron, all
capsomers adopt the head-to-back arrangement (Fig. 2e). The MCPs
with a head-to-back arrangement adopt the NI conformation (Fig. 2f).
Most MCPs with back-to-back arrangement adopt the NII conforma-
tion (Fig. 3g). Notably, like that mentioned in PBCV-137, the MCP cap-
somer c, which has a back-to-back arrangement with capsomer b,
adopts the NIII configuration in its N-terminal residues and closely
contacts P3. Furthermore, the N-terminal residues with the NI con-
formation of the MCPs adjacent to mCPs also display slight con-
formational changes. TheMCPs with the NI conformationwere further
used to simulate the back-to-back arrangement, which indicates a
severe clash in their N-terminus (Fig. 2h). These observations suggest
that conformational adjustment for the N-terminus of MCPs could be
crucial for forming and stabilizing the capsid lattice, and mCPs could
have an impact on the N-terminal conformation of MCPs.
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Previous work suggests that electrostatic interactions play a vital
role in the capsid assembly of PBCV-162 and ASFV29. The electrostatic
potential distribution of the SGIVMCPwas analyzed, which shows that
both JR-1 and JR-2 are dominated by negative charges (Fig. 2i). In
contrast, the groove formed by JR-1 and JR-2 in the same MCP proto-
mer is mainly positively charged, as well as the interface between JR-1
and JR-2 of two neighboring MCP protomers (Fig. 2i). In the MCP lat-
tice, the neighboring MCP capsomers are arranged in a slightly dis-
located manner, which results in a JR domain of one MCP capsomer
being inserted into the groove or interface between two adjacent JR
domains of the other MCP capsomer (Fig. 2d, e, j). The alternating
distributionof positive andnegative chargesof the SGIVMCPmayhelp
stabilize the capsomer lattice by charge complementarity in all three
arrangements (Fig. 2j).

Structures and distributions of mCPs
We attempted to search for the protein sequence of the SGIV penton
protein from 162 predicted open reading frames (ORFs)63 by amino
acid (AA) sequence alignment to penton proteins with a known
structure37,54,55,64,65. However, no genes with significant similarities were
found. Based on the information from the cryo-EM map and pro-
teomics of the purified SGIV sample (Supplementary Table 1), the
penton protein was ultimately determined to correspond to the VP14
protein, which is a polypeptide encoded by the orf14 gene and harbors
eight potential β-strands (Supplementary Fig. 3). Like other penton
proteins (Supplementary Fig. 4)37,54,55,64,65, the atomic model of VP14

displays a single JR fold with no apparent top crown (Fig. 3a). Five VP14
protomers form a pentameric capsomer (penton) (Fig. 3b). Each VP14
protomer contacts two MCP protomers from two adjacent pseudo-
hexameric capsomers (Fig. 3c). Residues N28 and R32 of the penton
protein are hydrogen-bonded with residue N122 from one MCP pro-
tomer and N449 from the other MCP protomer, respectively (Fig. 3c).

Similar to PBCV-137, CIV34, FAUV42, and ASFV29,30, a zipper band,
formed by MCP capsomers and various mCPs, glues adjacent tri-
symmetrons together and links neighboring pentasymmetrons. Fur-
thermore, a zip protein (P1) array was also observed in the zipper band
(Fig. 3d), which is thought to help stabilize the capsid shell. However,
the AA sequences and structures of these zip proteins have not been
identified except for that of PBCV-137. Using the method described
above for the SGIV penton protein, the SGIV zip protein was identified
as the VP38 protein encoded by the orf38 gene. Secondary structure
prediction indicates that VP38 might be a single transmembrane pro-
tein (Supplementary Fig. 5). Given that the density map of VP38 is
located between the viral inner membrane and the outer capsid shell,
its transmembrane region could be associated with the inner mem-
brane. However, its transmembrane region is invisible in the density
map, possibly due to its flexibility. The atomic model of VP38 (P1)
shows that two VP38 protomers are interlocked into a dimer (Fig. 3e),
which may contribute to gluing two antiparallel MCP capsomers
together. Notably, an incomplete VP38 (P1) dimer in the interface
formedby capsomer 8, 14, e, and f is observed (Fig. 3f). Comparedwith
other VP38 protomers, residues 77–87 and 112–124 in one protomer of
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Fig. 1 | Overall architecture of SGIV capsid. a Icosahedrally averaged cryo-EM
reconstruction of the viral capsid, which is colored by the radial distance from the
virus center. h and k vectors constituting the T number are shown as dashed lines.
The pentameric capsomers (penton) are presented as solid orange pentagons, and
each penton protein occupies a vertex of a pentagon. b Density map slice showing
multiple layers of the SGIV virion, which is colored by the radial distance from the
virus center. c Diagrammatic organization of the MCP trimer and mCPs viewed

inside the virion.MCP capsomers are outlined as hexagons, inwhich each gray lune
represents a subunit. The mCPs (penton and P1-P6) are shown as different shapes
with different colors, as indicated. Notably, two of the same shapes with different
colors are used to represent two P1 protomers, which are interlocked into one
homodimer in the zip band. MCP capsomers within trisymmetrons are labeled in
numeric order (1, 2, 3…; 35 in total in one ASU), and those within pentasymmetrons
are labeled in alphabetic order (a, b, c, d, e, and f; six in total in one ASU).
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this dimer and residues 129–149 in the other are missing. The space
generated by these missing residues is occupied by another mCP (P2)
VP139 (Fig. 3f and Supplementary Fig. 6). The reason why this VP38
dimer is incomplete and VP139 is recruited here is unknown.

As observed in ASFV29,30, PBCV-137, and bacteriophage PRD164,66, an
unstructured filament-like structurenamedTmP (P3) was also found in
SGIV (Fig. 3d), which is thought to regulate the size and shape of the
virus61,67. The TmP (P3) of SGIV corresponds to the VP137 protein
encoded by the orf137 gene (Supplementary Fig. 7). Two antiparallel
TmPs wind along two sides of the zipper band to connect neighboring
pentasymmetrons (Fig. 3d). Close to the N-terminus of TmP is another
mCP (P4), VP59 (Supplementary Fig. 8), which fills the gaps formed by
the capsomer, a, b, and d (Fig. 3d).

Anchor protein was previously reported in CIV34. However, its
sequence and atomic structure remain to be determined. VP88,

encoded by the orf88 gene, was identified as the anchor protein (P5) of
SGIV. The cryo-EM map shows that its prominent transmembrane
regions are inserted into the viral innermembrane (Fig. 3g), consistent
with the secondary structure prediction (Supplementary Fig. 9). The
areas of VP88 outside the inner membrane could be divided into a top
crown domain and anα-helical-abundantmembrane-proximal domain
(Fig. 3h). The membrane-proximal domain is anchored to the viral
inner membrane, and the crown domain contacts MCPs (capsomer 1
and 8) and P6 (Fig. 3i). Notably, the densities of the capsid proteins
mentioned above are better than that of VP88, and the density of
VP88’s crown domain is better than that of its membrane-proximal
domain, which may be caused by VP88’s proximity to the inner
membrane. Many studies demonstrate that N-terminally myristylated
proteins play an essential role in viral internal membrane biogenesis
and virion assemblies, such as several myristylated proteins
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trisymmetron, only the head-to-back arrangement is observed (e). f The N-terminal
conformation of two adjacent MCPs in the head-to-back arrangement. g The
N-terminal conformation of two adjacent MCPs in the back-to-back arrangement.
h Simulation of a back-to-back arrangement using the MCPs in the head-to-back
arrangement. The clash region is boxed in the red ellipse. i Electrostatic potential
distributionof theMCPcapsomer. Two JRdomains (JR-1 and JR-2) are dominatedby
negative charges, but the groove between two JR domains in one protomer and the
interface between two neighboring protomers are mainly positively charged.
j Schematic diagram of three different arrangements of MCP capsomers in SGIV.
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(L1R, A17L, and A14L) of vaccinia virus68,69, the Gag proteins of most
retroviruses70–73, and picornavirus capsid protein VP474. Thirteen iri-
dovirids’ genomes covering five genera of the family Iridoviridae were
searched for VP88 homologs using the basic local alignment search
tool (BLAST)75,76, and the AA sequence alignment of the anchor protein
in these iridovirids was generated by ClustalW and ESPript 3.077. A
typical myristylation site (S-G-X-X-X-S/T/A)78 was observed in the
N-terminus of these anchor proteins (Supplementary Fig. 10),

suggesting that they may be associated with viral internal membrane
biogenesis and viral assembly.

In ASFV and AdV, additional densities are observed in the inner
cavity of the MCP capsomer or hexon; they can be divided into
three parts, which are thought to be three copies of one mCP29,30 or
three different mCPs56. In AdV, these proteins play critical roles in
genome condensation79 and capsid disassembly80,81. In the cryo-EM
mapof SGIV, additional densities were also observed to fill the internal
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Fig. 3 | Structures and distributions ofmCPs. aAtomicmodel and densitymapof
one penton (VP14)monomer. Rainbow coloring fromblue to red indicates theN- to
C-terminus of the residues. b A pentamer formed by five penton proteins in the
fivefold vertex. Five penton proteins are colored in khaki, purple, orange red, hot
pink, and deep sky blue, respectively. c Each penton protein contacts two adjacent
MCP protomers. The penton protein is colored green, and twoMCP protomers are
colored hot pink and purple. The interface is viewed inside the virion. H-bonds are
labeled as red dashed lines, and corresponding residues are shown as sticks. The
local density map with the model fitted covering the above contact residues is
shown as gray surfaces. d Overall arrangement of mCPs beneath the zipper region
and pentasymmetron, which is viewed inside the virions. One zipper band links two
adjacent pentasymmetrons together. MCPs and mCPs are colored corresponding
to Fig. 1c, and the MCP capsomers are numbered as in Fig. 1c. e The atomic models
of one P1 (zip protein) dimer and its neighboring MCP capsomers. Two protomers

of the P1 dimer are shown as hot pink and purple surfaces. Its N-terminal sequence,
whichwas predicted tobe associatedwith themembrane, is invisible in the cryo-EM
map due to its flexibility. MCP capsomers surrounding the P1 dimer are shown as
gray surfaces and numbered corresponding to (d). f An incomplete P1 dimer at the
boundary between the zipper band and pentasymmetron. Another mCP (P2)
occupies the space generated by the loss of AA of the zip protein. The atomic
models ofMCPs, P1, P2, P3 and P5 are shownas surfaces and colored corresponding
to (d). Additionally, MCP capsomers are numbered and labeled, as shown in (d).
g Anchor protein (P5) is anchored to the viral inner membrane. P5, the MCP capsid
lattice, and the inner membrane are labeled. h The ectodomain of the anchor
protein, colored corresponding to (d), can be divided into a crown domain and a
membrane-proximal domain. i Intermolecular contacts between the anchor pro-
tein and its neighboring capsid proteins. The density maps of the capsid proteins
are shown and colored corresponding to (d).
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cavity of all MCP capsomers in pentasymmetrons and trisymmetrons
(Figs. 1c, and 3d). Like ASFV, these three parts of SGIV have the same
structural features in the density map, suggesting that they are three
copies of one mCP (P6).

Due to its short visible polypeptide length (~40AA) in the cryo-EM
map, identifying the protein sequence of P6 based on information
from the density map and the viral proteomics is difficult. To deter-
mine this protein from the 162 genes of the SGIV genome, CXMS
analysis of the purified SGIV sample was further performed. We found
that residue K47 of VP22 crosslinks to residue K57 of VP38 (P1) (Sup-
plementary Fig. 11), indicating that VP22 is a structural protein of SGIV
virions. Additionally, the density map shows that VP38 (P1) is close to
P6 in the zipper band (Fig. 3d), which enables crosslinking. VP22 is also
detected in the proteomics profile of the purified SGIV sample (Sup-
plementary Table 1), supporting that it is a component of the SGIV
virion. Altogether, these results indicate that VP22 is a strong candi-
date for P6. According to its secondary structure prediction, VP22
might be highly flexible and lack prominent secondary structure ele-
ments (Supplementary Fig. 12), which could be the reason why only a
small patch is visible in the density map.

Colocalization between mCPs and MCP
To validate whether the protein sequences of these mCPs were iden-
tified correctly, fluorescence colocalization assays between mCPs and
theMCP in cotransfected cells were performed. After cotransfectionof
one mCP (penton protein or P1-P6) with the MCP, fluorescent signals
from the mCP (green), MCP (red) and nucleus (blue) were detected.
We found thatVP88 (Fig. 4a), VP59 (Fig. 4b), or VP38 (Fig. 4c)distribute
throughout the cytoplasm as well as the MCP, and they colocalized
with theMCP in the cytoplasm. VP139 (Fig. 4d), VP137 (Fig. 4e), or VP14
(Fig. 4f) distributed in the cytoplasm and nucleus, in contrast to the
MCP thatwas in the cytoplasm. The proteins (VP139, VP137, or VP14) in
the cytoplasm partially colocalized with theMCP (Fig. 4d–f). However,
in the cells cotransfected with VP22 and MCP, VP22 was completely
localized in the nucleus and did not colocalize with theMCP still in the
cytoplasm (Fig. 4g). VP88 (P5) and VP38 (P1) were not observed to
contact each other in the cryo-EMdensitymap nor VP88 (P5) and VP59
(P4) (Fig. 3d, f). Fluorescence colocalization assays between VP88 (P5)
and VP38 (P1) and between VP88 (P5) and VP59 (P4) were thus per-
formed as negative controls. We found that VP88 did not colocalize
with VP38 (Fig. 4h) or VP59 (Fig. 4i) in the cotransfected cells.

Immunofluorescence assays were also performed at 24 h post
infection (h p.i.) in Red-spotted grouper (Epinephelus akaara) spleen
(EAGS) cells infected with authentic SGIV. At that time, the VF, where
viral components concentrate82 for viral genome replication and virion
assembly47,83–89, wasobserved as a spherical perinuclear or cytoplasmic
structure and could be stained by DAPI (Sigma). The immuno-
fluorescence assays demonstrated that all sevenmCPs, includingVP22,
colocalizedwith theMCP in theVF (Fig. 4j–p), indicating that the seven
identified mCPs participate in virion assembly like the MCP.

ER localization of the anchor protein VP88
The assembly of ASFV at the VF is proposed to commence with the
characteristic open curvedmembrane structures,whichare thought to
be collapsed cisternal domains recruited from the surrounding ER90–92.
A previous study indicates that p54of ASFV, an ER-targetedmembrane
protein, plays a critical role in the recruitment and transformation of
ERmembranes to form precursors of the inner membrane of virions93.
Repression of ASFV p54 arrests virus morphogenesis at a very early
stage, even prior to the formation of the precursor membranes,
accompanied by the VF being essentially free of viral structures93.
Scanning transmission electron microscopy tomography analyses of
PBCV-1-infected cells also show that the precursors of the inner
membrane appear to bud out from rough ERmembranes84. The origin
of theMimivirus innermembrane is also suggested to be derived from

the host ER network94. However, the viral proteins of PBCV-1 and
Mimivirus that function like ASFV p54 remain to be identified.

Cryo-EM and cryo-electron tomography imaging of SGIV-infected
cells show thatmembranous structures in the VF emerge as precursors
to recruit capsid proteins to form an intermediately crescent-shaped
structure, which curves to form icosahedral capsids89. The 53R protein
of the Rana grylio virus (RGV), a ranavirus belonging to the family
Iridoviridae, initially colocalizes with ER components at an early stage
post-transfection78. Another study shows that knocking down the
expression of the Frog virus 3 (FV3) ORF53R gene, a homolog of RGV
53 R, blocks the formation of viral membrane precursors and whole
virions in the VF95. All of these results support the notion that the
precursors of the inner membrane for commencing the capsid
assembly ofNCVsmayderive from the ERnetwork. The 53Rproteins of
RGVandFV3 couldbe essential for the recruitment and transformation
of ER membranes to form precursors of the inner membrane, like p54
of ASFV.

The VP88 protein (anchor protein of SGIV) shares a 57.81% (or
58.01%) AA sequence identity with RGV 53R (or FV3 53R). Furthermore,
the transmembrane regions of VP88 are located in the viral inner
membrane of SGIV (Fig. 3g). These findings indicate that VP88 could
have the same functions as 53R of RGV or FV3. The transmembrane
region prediction using Phyre296 and TMHMM97,98 indicated that three
types of mCPs (VP38, VP59, and VP88) have potential membrane-
associated functions. To explore the association of these three mCPs
with the ER, we examined whether these three mCPs are positioned in
the ER. After cotransfection of VP38, VP59, or VP88withDsRed2-ER (an
ER marker) into EAGS cells, VP88 was observed to colocalize with the
ER (Fig. 5a). However, the other two predicted membrane proteins,
VP59 (Fig. 5b) and VP38 (Fig. 5c), both of which distributed in the
cytoplasm, did not colocalize with the ER.

After incubation with SGIV following the cotransfection, multiple
colocalization states between VP88 and the ERwere observed. In some
cotransfected SIGV-infected cells, VP88was located on the ER (Fig. 5d),
as observed in the cotransfected non-SGIV-infected cells (Fig. 5a). In
some other cells, VP88 aggregated around the VF accompanied by its
detachment from the ER (Fig. 5d). In addition, there were some cells in
which themajority of VP88 colocalizedwith the VF, and ER aggregated
proximally to the VF (Fig. 5d). These states may reflect a process in
which VP88 is initially located at the ER and is then recruited from the
ER to the VF and participates in the viral assembly in the VF. Notably,
VP88 was separate from the ER during the migration toward the VF,
which was previously observed in RGV-infected and 53R-DsRed2-ER-
cotransfected cells and supports the notion that the process of
recruitment appears to modify or damage the cellular ER so that
proteins or other components in the ER (e.g., the ER marker) are
prohibited from entering the VF78,90. After SGIV infection, VP59 was
observed to aggregate toward the VF in some VP59-DsRed2-ER-
cotransfected cells and colocalize with the VF in other cells (Fig. 5e).
Similar results were also observed in the VP38-DsRed2-ER-
cotransfected SGIV-infected cells (Fig. 5f).

Altogether, these findings indicate that the viral inner membrane-
anchored VP88 is an ER-integrated membrane protein, which may
function in the recruitment and transformation of ER membranes to
formprecursors of the viral innermembrane. However, themembrane
types targeted by VP59 and VP38 remain to be further elucidated.

Colocalization betweenmCPs and theMCPbefore the formation
of the VF
To identify the colocalization patterns of various capsid proteins
during authentic virus infection, we both examined their intracellular
distributions after the formation of the VF (Fig. 4j–p) and determined
their colocalization before the occurrence of the VF using immuno-
fluorescence staining (Fig. 6). At the early stage of SGIV infection (12 h
p.i., VF not formed), VP88 (Fig. 6a), VP59 (Fig. 6b), VP38 (Fig. 6c), VP139
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Fig. 4 | Colocalization between mCPs and MCP. Fluorescence colocalization
assays between themCP includingVP88 (a), VP59 (b), VP38 (c), VP139 (d), VP137 (e),
VP14 (f), or VP22(g) and theMCP after cotransfectionwith the recombinant plasmid
(pEGFP-VP88, pEGFP-VP59, pEGFP-VP38, pEGFP-VP139, pEGFP-VP137, pEGFP-VP14
or pEGFP-VP22) expressing the mCP fused to EGFP and the pDsRed-MCP plasmid
expressing the MCP fused to DsRed into EAGS cells. Colocalization analysis
between VP88 and VP38 (h), or between VP88 and VP59 (i) was performed as
negative controls. Colocalization analysis between mCP including VP88 (j), VP59

(k), VP38 (l), VP139 (m), VP137 (n), VP14 (o), or VP22(p) and theMCPdeterminedby
immunofluorescence assays for the EAGS cells infected with authentic SGIV for
24h. After fixation and permeabilization, cells were incubated with a mouse mAb
against SGIV MCP and rabbit polyclonal antibody against SGIV VP88 (VP59, VP38,
VP139, VP137, VP14, or VP22) for 1 h. Anti-rabbit Alexa Fluor 555 (red) secondary
antibody and anti-mouse Alexa Fluor 488 (green) secondary antibody were used.
The VF, a spherical structure close to the nucleus, was stained with DAPI. Data are
representative of three independent experiments.
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(Fig. 6d), VP137 (Fig. 6e), and VP14 (Fig. 6f) partially colocalized with
the MCP in the cytoplasm, suggesting that these mCPs may associate
with the MCP to form building blocks in the cytoplasm before the
formation of the VF. As observed in the MCP-VP22-cotransfected cells
(Fig. 4g), VP22 also mainly distributed in the nucleus at the early stage
of SGIV infection (Fig. 6g). Notably, a small aggregation of VP22 in the
cytoplasm colocalized with the MCP (Fig. 6g), which implies that VP22
might interact with the MCP after being transported from the nucleus
to the cytoplasm.

Furthermore, we also chose several mCP pair combinations for
immunofluorescence assays to explore their localization states before
the formation of the VF, including VP59 (P4) and VP14 (penton pro-
tein), VP59 (P4) and VP137 (P3), and VP59 (P4) and VP38 (P1), with each
pair combination being found close to each other in the capsid
architecture (Fig. 3d). Interestingly, colocalization between VP59 and
VP14 (Fig. 6h), VP59 andVP137 (Fig. 6i), andVP59andVP38 (Fig. 6j)was
not observed, implying the small size of these building blocks in the
cytoplasm before the formation of the VF.

Discussion
Aprevious cryo-EM structure of the SGIV capsid at 8.6 Å resolution has
been reported, in which theMCP, penton protein, anchor protein, and
zip protein were observed32. The zip protein was thought to be com-
posedof a level component and an arch component32. However, due to
the resolution limitation and the lack of AA sequence similarities
between the mCPs of SGIV and that of other NCVs, such as PBCV-1,
their protein sequences or coding genes remained to be identified.
Solving the high-resolution structure of the SGIV capsidwould provide
information on these capsid proteins, identifymore targets for vaccine
and drug design, and provide clues for exploring the capsid assembly
of NCVs. In this study, we determined the cryo-EM structure of the
SGIV capsid at 3.5 Å resolution using a block-based reconstruction
method44. The MCP and seven types of mCPs (penton protein and P1-
P6) were identified, and their protein sequences or coding genes were
determined. Their atomicmodels inoneASUwere further built, except
for P6, which has a short visible polypeptide length in the cryo-EM
map. According to CXMS analysis and immunofluorescence assays,
VP22 is a strong candidate for P6. However, more experimental data
are needed to validate this further.

Previously, only atomic models of PBCV-1 mCPs were reported37.
In PBCV-1, 14 types of mCPs (including the penton protein) were
identified. Penton, TmP, and zip protein were observed in both PBCV-1

and SGIV. However, other types of mCPs differ greatly between these
two viruses. For instance, the structural homologs of P4 (VP59) and P2
(VP139) of SGIVwere not observed in PBCV-1. Further, twoproteins (P9
and P14) of PBCV-1 occupy the position of P4 of SGIV, as well as P8 of
PBCV-1 occupying the position of P2 of SGIV. The N-terminal region
of TmPbetween capsomers d and f in SGIVdoes not exist in the TmPof
PBCV-1, and another mCP (P7) occupies the position in PBCV-1.
Structural homologs of the anchor protein (P5) and P6 that fill the
inner cavity of each pseudo-hexameric capsomer are also not found in
PBCV-1. However, five additional types of mCPs (P3, P4, P5, P12, and
P13) in the trisymmetron of PBCV-1 were not observed in SGIV. These
observations suggest that different viruses may use one or multiple
proteins without structural homology to perform similar functions in
addition to structural homologs.

Notably, SGIV has an icosahedral inner shell (Fig. 1b), which was
observed in the ASFV29,30,47 and faustovirus42 but not in the PBCV-137,99

structures. ASFV has a bit larger size (~240–250 nm) than SGIV
(~228nm) and PBCV-1 (~190 nm). However, four mCPs were char-
acterized for the ASFV capsid29,30. In addition, the genomes of ASFV
(~170–194 kbp encoding 150–170 ORFs)100 and SGIV (~140-kbp
encoding 162 predicted ORFs)63 are both much smaller than that of
PBCV-1 (~330 kbp genome encoding 416 predicted proteins)101. Sixty-
three30 and sixty-eight102 viral protein compositions of ASFV were
detected by proteomic analyses. Here, we identified 89 different viral
proteins by proteomics for the purified SGIV sample. However, 149
different proteins were detected for PBCV-1101. These results suggest
that the types of SGIV mCPs could be different from that of PBCV-1
or ASFV.

To date, three capsid assembly models (symmetron model34,
spiral model41, and mCP scaffold model30) have been proposed, which
are reviewed by Xian and Xiao99. Observation of individual symme-
trons in the samples of Sericesthis Iridescent Virus103 and Tipula Iri-
descent Virus104 support the hypothesis of the proposed symmetron
model, in which capsomers are pre-assembled into the trisymmetrons
and pentasymmetrons that are then assembled into the icosahedron
with the help of the mCPs, such as the zip proteins34. However, this
model is inconsistent with the continuous assembly process observed
in many in situ studies for NCV-infected cells84,94,105–107.

The finding that one capsomer in the third layer of the SGIV
pentasymmetron displays a 60° rotation compared to the other five
capsomers supports the spiral assemblymodel, where the assembly of
the icosahedral capsid initiates from the fivefold vertex, and the
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Fig. 5 | ER localizationof the anchorprotein.LocalizationofVP88 (a), VP59 (b), or
VP38 (c) with DsRed2-ER (an ER marker) after cotransfection with the plasmid
(pEGFP-VP88, pEGFP-VP59, or pEGFP-VP38) expressing onemCP fused to EGFP and
pDsRed2-ER plasmid into EAGS cells. Multiple localization states betweenVP88 (d),

VP59 (e), or VP38 (f) and DsRed2-ER observed in the EAGS cells that were
cotransfected with pEGFP-VP88 (pEGFP-VP59 or pEGFP-VP38) and pDsRed2-ER,
then infected with SGIV at MOI of 10. Results are representative of three inde-
pendent experiments.
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capsomers are continuously added in a spiral fashion41. This assembly
model first illustrated that the fivefold vertex act as the initiation site.
Some EM studies for vaccinia virus105,106, PBCV-184, and mimivirus94,107

display some architectures containing the fivefold vertex in the early
VF, supporting this notion. Furthermore, these studies also demon-
strate that initiating capsid assembly requires capsid precursors to link
with precursors of the inner membrane. Notably, the penton of SGIV
was not membrane-associated, and no membrane protein was
observed underneath the penton of SGIV. Therefore, mCPs targeting
the viral inner membrane surrounding the fivefold vertex may play
essential roles in initiating capsid assembly and act as a part of the
initiation complex. The penton could be pivotal for gathering these
membrane-associated building blocks to form a complete initiation
site for capsid assembly. The capsid precursors observed in these EM
studies arepatches covering thefivefold vertex and surrounding areas,
consistent with the above hypothesis.

The cryo-EM structure of ASFV at near-atomic resolution led to
the mCP scaffold model30. In this model, a number of copies of p17
(one of the mCPs) are assumed to randomly distribute on the inner
membrane30. After capsid assembly initiates by the p49-penton com-
plex at the fivefold vertex, capsomers are recruited to interactwith the
p49-penton complex30. With the help of TmPs and p17, more cap-
somers are docked on the membrane surface to form pentasymme-
trons and zipper bands, followed by capsomers filling the

trisymmetrons to achieve capsid assembly30. The functions of mCPs
are emphasized in this model. p49 is reported to be located near the
capsid vertices102 and required for forming the capsid vertices108. In the
absence of p49, a tubular structure is formed instead of the icosahe-
dral symmetry, indicating that p49 is essential for constructing or
stabilizing the icosahedral virus particle108.

Although p49 behaves as an integral membrane protein108, it may
not be the only candidate for initiating the capsid assembly. For
instance, p54 of ASFV also plays essential roles at a very early stage of
capsid assembly93. Our findings demonstrate that VP88 (P5), which is
located close to the edge of the pentasymmetron (Fig. 3d, f) and
anchored to the viral inner membrane (Fig. 3g), is associated with the
ER (Fig. 5a, d). Combined with previous observations78,84,89–95, these
results indicate that VP88 could function at a very early stage and
be pivotal for initiating capsid assembly. Additionally, immuno-
fluorescence assay shows that the SGIVmCPs are complexedwithMCP
to formvarious building blocks in the cytoplasmduring the early stage
of viral infection.

Combining the previous experimental findings mentioned above
with our current results allows us to propose a hypothesis for SGIV
capsid assembly, in which the MCP and mCPs could be both indis-
pensable and functionally complementary. After SGIV infection,
the mCPs and MCP may be expressed and form various building
blocks, with free MCP capsomers also existing in the cytoplasm.
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Fig. 6 | Colocalization betweenmCPs and MCP before the formation of the VF.
Immunofluorescence colocalization assays between the mCP including VP88 (a),
VP59 (b), VP38 (c), VP139 (d), VP137 (e), VP14 (f), or VP22(g) and the MCP in the
SGIV-infected EAGScells before the formationof the VF (12 hp.i.). After fixation and
permeabilization, cells were incubated with a mouse mAb against SGIV MCP and
rabbit polyclonal antibody against SGIV VP88 (VP59, VP38, VP139, VP137, VP14, or
VP22) for 1 h. Anti-rabbit Alexa Fluor 555 (red) secondary antibody and anti-mouse
Alexa Fluor 488 (green) secondary antibody were used. The area of colocalization

between VP22 and the MCP in the cytoplasm is highlighted in a white dotted circle
(g). Immunofluorescence colocalization assays between VP59 and VP14 (h),
between VP59 and VP137 (i), or between VP59 and VP38 (j) were also performed.
After fixation and permeabilization, cells were incubated with mouse polyclonal
antibodyagainst VP59 and rabbit polyclonal antibody against VP14 (VP137 or VP38),
and the corresponding secondary antibodies described above were used. Finally,
cells were stained with DAPI and observed by confocal laser scanning microscopy.
One representative experiment out of three is shown.
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TheVP88-MCPcomplex could be anchored to the ERmembraneby the
transmembrane regions of VP88. As the viral assembly continues,
the ER membrane collapses, and its cisternal domains, together with
the VP88-MCP complex, might be transported into the VF to form the
precursor of the inner membrane. The VP14-MCP complex and other
mCP-MCP complexes may also be transported into the VF. The VP14-
MCP complex possibly gathers these membrane-associated building
blocks to form a complete initiation site for capsid assembly. VP22
might be associated with the processes of viral genome condensation
and the formation of an inner shell. One end of VP22 may be free
outside of the inner shell and pass through precursors of the inner
membrane to capture various MCP-mCP complexes and free MCP
capsomers. During the formationofpentasymmetrons, theN-terminus
of VP137 (TmP) is probablymeanwhile fixed.With the help of the VP38-
MCP complex, the free ends of the TmP and that of the neighboring
pentasymmetrons might be searched, shaped, and fixed step by step,
which results in the formation of zipper bands to connect penta-
symmetrons. While the zipper band is being formed, free MCP cap-
somersmight be continuously recruited to fill trisymmetrons from the
edge of the pentasymmetrons and zipper bands.

The process of NCV capsid assembly is complex and sophisti-
cated. As used in the study of ASFV morphogenesis93,108, constructing
lethal conditional recombinant viruses would be a strong tool to
determine the impact of repression of eachcapsidprotein synthesis on
viral morphogenesis and explore their functions in the capsid assem-
bly. Furthermore, future efforts in determining the high-resolution
in situ structure of the SGIV virions in the infected cells could provide
more insights into capsid assembly.

Methods
Cells and virus
EAGS cells were established andmaintained in our laboratory109, which
were grown in Leibovitz’s L15 medium containing 10% fetal bovine
serum (Gibco) at 25 °C. SGIV (strain A3/12/98 PPD)11 used in this study
was kept in our laboratory and propagated in the EAGS cells.

Cell culture, SGIV propagation, and purification
EAGS cells were plated into flasks (75 cm2) the day before infection at
~80% confluence and infected with SGIV at a multiplicity of infection
(MOI) of 10. At 48 h post infection, the mixture of supernatant and
cells was collected and lysed by three cycles of freezing and thawing.
After lysis, the solution was centrifuged at 5000 × g for 30min to
remove debris. The supernatant was further ultra-centrifuged at
80,700 × g for 2 h using an SW32 Ti rotor (Beckman) to precipitate
the virions. The virus-containing pellet was resuspended in PBS
overnight and then loaded onto a discontinuous 30–60% (w/v)
sucrose (Sigma) density gradient, followed by centrifugation at
139,400 × g for 2 h with an SW41 rotor. The bands in the interfaces
between 40% and 50% and between 50% and 60% sucrose were
extracted using a syringe and diluted with PBS before NP40 deter-
gent was added to the sample to a final concentration of 2%. After
incubation overnight at 4 °C, the sample was loaded onto a dis-
continuous 20–40% (v/v) iodixanol (Sigma) density gradient and
centrifuged at 80,000 × g for 1 h with an SW41 rotor. The bands in the
interfaces between 30% and 35% and between 35% and 40% iodixanol
were extracted, resuspended in PBS, and centrifuged at 80,000 × g
for 1 h to precipitate virions. The pellet was resuspended in 50μL PBS
and used for cryo-EM sample preparation. All steps for purification
were performed on ice.

Cryo-EM sample preparation and data collection
Aliquots (3.0μL) of purified SGIV were applied to freshly glow-
discharged holey carbon-coated copper Quantifoil grids (R2/1 in 300
mesh). The grids were blotted for 3 s and then flash-plunged in liquid
ethane using a Vitrobot Mark IV (Thermo Fisher Scientific). The frozen

grids were loaded on an FEI Titan Krios microscope (Thermo Fisher
Scientific) operated at 300 kV equipped with a Falcon3 camera. Cryo-
EM datasets were collected with EPU 2.7 software (Thermo Fisher
Scientific) using a magnification of 59,000, yielding a pixel size of 1.4.
The defocus range was set from 1.3 to 1.8μm. Each micrograph was
recorded as an image stack composed of 39 frames with an accumu-
lative dose of 50 e-/Å2 at the exposure time of 1 s. Parameters for data
collection are summarized in Supplementary Table 2.

Cryo-EM data processing
After eliminating micrographs with no particles, a total of 53,306
micrographs were aligned using MotionCor2 v.1.4.2110 to correct for
beam-induced drift. The contrast transfer function (CTF) parameters
were estimated by CTFFIND-4.1111. A total of 50,393 micrographs with
round shape of the Thon rings and no presence of ice rings in Fourier
transformed images were used for the subsequent processing. A total
of 71,045 particles were boxed using the EMAN2.3 package112, and
6×binned particles (324 pixels, 8.4Å/pixel) were extracted using
RELION-3.0113. After reference-free 2D classification, a subset of 70,078
particles was picked to generate an initial model, followed by 3D
classification with icosahedral symmetry (I3 symmetry). A total of
37,161 particles from two classes containing an inner shell (Fig. 1b) at
16.8 Å resolution were used to extract the 3×binned particles (648
pixels, 4.2 Å/pixel), and 3D refinement was further performed using a
2,600Å mask diameter, resulting in a 9.0 Å cryo-EM map. Another
class at 16.8 Å resolution without an inner shell was not used for
extraction and 3D refinement. To overcome the defocus gradient on
giant virions, an ASU of the SGIV virion was clipped into five blocks,
and block-based reconstruction44 was performed. Unbinned particle
images for Block 1, 2, 3 or 5 were extracted using 384 pixels, and those
of Block 4 were extracted using 288 pixels. 3D refinement for each
block’s unbinned images was performed to generate five block maps
with resolutions ranging from 3.7Å to 3.9 Å. Afterwards, CTF refine-
ment and 3D auto-refine were further performed to improve the
quality of the five blocks’ density maps. Finally, each map was shar-
pened using a mask, which excluded the inner membrane densities,
and the final resolutions of the five blocks ranged from 3.4 Å to 3.5 Å.
The cryo-EM data processing is summarized in Supplementary Fig. 13,
and the FSC curves of five blocks are shown in Supplementary Fig. 14a.
Local resolution for the cryo-EM maps of five blocks was estimated
using Resmap114 (Supplementary Fig. 14b).

Model building and refinement
The structure of PBCV-1 Vp54 (PDB: 5TIP)48 was fitted into the density
map of the SGIV MCP with Chimera v.1.14115. The model was then
manually adjusted in COOT v.0.9.8116 to replace its AA sequence using
that of VP72 of SGIV. For the penton protein and P1-P5, their Cαmodels
were first manually built with alanine and then mutated to proper
amino acids according to sidechain densities using COOT v.0.9.8116.
The preliminary protein sequenceswere used to search for the best AA
sequence fits from 162 predicted viral proteins encoded by the SGIV
genome using the SeqFinder script37. After being replaced by the right
protein sequences, all atomic models were iteratively refined using
COOTv.0.9.8116 andPHENIXv.1.19.2117. Densitymapsoffiveblockswere
composited into onemap using the vop command in Chimera v.1.14115,
which would cause some loss in resolution, as described in Chimera’s
tutorials. The atomic model for one ASU composed of these capsid
proteins with different copies was further built and refined using
COOT v.0.9.8116 and PHENIX v.1.19.2117. The stereochemical quality of
the model was evaluated using MolProbity118. Statistics for model
building and refinement are summarized in Supplementary Table 2.
Cryo-EM densities around each capsid protein (MCP, penton protein,
and P1-P5) are shown (Supplementary Fig. 14c–i). The original Cryo-EM
maps from Block 1 to Block 5 (not the composite density map gener-
ated by Chimera v.1.14115) were used for density presentions in the
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figures. Structural figures were prepared using PyMOL v.2.4 (http://
www.pymol.org), Chimera v.1.14115, and ChimeraX v.1.3119.

Proteomics of the purified SGIV sample
The purified SGIV sample was mixed with loading buffer containing
dithiothreitol (DTT, Sigma) and boiled for 10min at 100 °C. The sample
was then loaded onto a 12 % SDS-PAGE gel. When the protein band
migrated near the bottom of the stacking gel, i.e., the protein band did
not move into the separating gel, it was cut from the gel. Viral protein
identification and analysis were then implemented by Novogene
Genetics, Beijing, China, and the detailed steps were as follows: The cut
gel was destained using destaining buffer (50mM triethylammonium
bicarbonate (TEAB) and 50% acetonitrile (ACN, Thermo Fisher Scien-
tific)) and then dehydrated upon washing with 100% ACN until the gel
turned white. Subsequently, it was treated with 1mL 10mM DTT for
40min at 56 °C and alkylated with 1mL 50mM iodoacetamide (IAM,
Sigma) for 30min in the dark. The gel was further washed with
destaining buffer and treatedwith ACN as above. 15μL 10ng/µL trypsin
(Promega) was added into the gel and incubation for 30min on ice,
then made up to 100μL with 100mM TEAB. Proteins were digested
overnight at 37 °C. After centrifugation at a low speed, the supernatant
was collected. Subsequently, 200 µL of ACN was added to the gel, fol-
lowed by vortex mixing, and the remaining peptides were extracted in
100μL of 0.1% formic acid (FA, Thermo Fisher Scientific). Extracted
supernatants were combined, centrifuged at 12,000 × g for 5min at
room temperature and then lyophilized. The powderwas dissolved and
mixed in 0.1% FA. The supernatant was slowly loaded onto a C18
desalting column (Thermo Fisher Scientific), washed with 1mL of
washing solution (0.1% FA and 4% ACN) three times, and then eluted
twice with 0.4mL of elution buffer (0.1% FA and 75% ACN). The eluents
were collected, combined, and lyophilized. Mobile phase A (0.1% FA)
and B (80% ACN and 0.1% FA) solutions were prepared. The lyophilized
powder was dissolved in 10μL of solution A, centrifuged at 14,000 × g
for 20min at 4 °C, and 1μg of the sample was injected into a home-
made C18 Nano-Trap column (4.5 cm×75μm, 3μm). Peptides were
separated in a home-made analytical column (15 cm× 150μm, 1.9μm)
using linear gradient elution on an EASY-nLCTM 1200 UHPLC system
(Thermo Fisher Scientific). The separated peptideswere analyzed using
a Q ExactiveTM HF-Xmass spectrometer (Thermo Fisher Scientific) with
ion source of Nanospray Flex™ (ESI), spray voltage of 2.3 kV, and ion
transport capillary temperature of 320 °C. The full scan ranged from
m/z 350 to 1500 with resolution of 60,000 (atm/z 200), the automatic
gain control (AGC) target value was 3 × 106, and the maximum ion
injection time was 20ms. The top 40 precursors of the most abundant
species in the full scan were selected and fragmented by higher energy
collisional dissociation (HCD) and analyzed in MS/MS, where the
resolutionwas 15,000 (atm/z 200), theAGC target valuewas 1 × 105, the
maximum ion injection timewas 45ms, the normalized collision energy
was set as 27%, the intensity threshold was 2.2 × 104, and the dynamic
exclusion parameter was 20 s. The MS/MS raw data were directly
imported into the Proteome Discoverer 2.2 software (Thermo Fisher
Scientific) for database searching, peptide spectrum matches (PSMs),
and protein quantification. A fasta file bearing 162 annotated SGIV
protein sequences63 was used as the database. The search parameters
were set as previously described120. Enzyme specificity was set to
trypsin. Searches were performed using a 10-ppm precursor mass tol-
erance and 0.02-Da fragment mass tolerance. The search included
N-termini (+42.011Da), and carbamidomethylation of cysteine residues
(+57.021Da) was set as a static modification, while oxidation of
methionine residues (+15.995Da)was set as adynamicmodification.Up
to two missed cleavage sites were allowed for protease digestion, and
peptides had to be fully tryptic. To improve the quality of the results
and reduce the false positive rate, Proteome Discoverer 2.2 software
(Thermo Fisher Scientific) was further used to filter the results. PSMs
with a credibility of > 99% and proteins containing at least one unique

peptide segment were retained and performed with ≤1.0% FDR. Gene
Ontology (GO) and InterPro (IPR) functional analyses were conducted
using the InterProScan 5 software against non-redundant protein
databases (including Pfam, PRINTS, ProDom, SMART, ProSiteProfiles,
PANTHER)121, and the databases of Clusters of Orthologous Groups
(COG) and Kyoto Encyclopedia of Genes and Genomes (KEGG) were
used to analyze the protein family and pathway.

CXMS analysis
The purified SGIV sample was freeze-thawed 10 times and then
crosslinked with bis[sulfosuccinimidyl] suberate (BS3, Thermo Fisher
Scientific) at afinal cross-linker concentrationof 5mM; 20mMTriswas
used to terminate the reaction after incubation at room temperature
for 1 h. The cross-linked sample was precipitated with pre-chilled
acetone and lyophilized for mass spectrometry (MS) analysis. The
pellet was dissolved in 8M urea and 100mMTris (pH 8.5), followed by
TCEP reduction, IAM alkylation, and trypsin (Pierce) digestion. Diges-
tion was quenched with 5% FA, the peptides were desalted with a
MonoSpin C18 (GL Sciences), and then separated within a home-
packed C18 column (75μm×25 cm, 1.9μm) on an EASY-nLCTM 1200
UHPLC system (Thermo Fisher Scientific) using a 0–80% ACN gradient
elution.Mobile phasesA andBwerewater andACNwith0.1% FA. The%
B was linearly increased from 5–28% over 100min, followed by an
increase to 45% within 10min and a further increase to 100% within
5min before the last 5min 100%B process. The samples were analyzed
on a liquid chromatography system coupled to aQ-Exactive HF-Xmass
spectrometer (Thermo Fisher Scientific). The method parameters of
the runwere as follows: data-dependent acquisition; fullMS resolution
60,000;MS1 AGC target 3e6;MS1maximum IT 50ms; scan range from
300–1800; dd-MS/MS resolution 15,000; MS/MS AGC target 5e5; MS2
maximum IT 40ms; loop count top 30; isolation window 1.7;
MS2 minimum AGC target 8e3; charge exclusion: unassigned, 1, 8, >8;
peptide match off; exclude isotope on; and dynamic exclusion 30 s.
Raw data were processed with pLink 2 software122. The trypsin KR-C
was chosen as the enzymewith up to threemissed cleavages specified;
cross-linker was set as BS3. The precursor tolerance was limited to
20 ppm, and the fragment tolerancewas set to 25 ppm.MS/MS spectra
were matched against the Singapore grouper iridovirus database
(A fasta file bearing 162 annotated SGIV protein sequences63).
Carbamidomethyl-cysteine residues were defined as a fixed modifica-
tion, and methionine oxidation was defined as a variable modification.
A 5%FDRwas applied at thepeptide-spectrummatch (PSM) level. All of
the crosslinking results were manually checked.

Fluorescence colocalization analysis of mCPs with the MCP in
cotransfected cells
DNA encoding full-length VP88, VP59, VP38, VP139, VP137, VP14, or
VP22 was separately cloned into the pEGFP-C1 or pEGFP-N3 vector,
resulting in recombinant plasmids (pEGFP-VP88, pEGFP-VP59, pEGFP-
VP38, pEGFP-VP139, pEGFP-VP137, pEGFP-VP14, and pEGFP-VP22)
expressing the mCP fused to enhanced green fluorescent protein
(EGFP). The DNA encoding full-length MCP was cloned into the
pDsRed-N1 plasmid, resulting in a recombinant plasmid (pDsRed-MCP)
expressing the MCP fused to DsRed. The colocalization relationships
between mCPs and the MCP were determined by cotransfection with
pDsRed-MCP and a recombinant mCP plasmid (pEGFP-VP88, pEGFP-
VP59, pEGFP-VP38, pEGFP-VP139, pEGFP-VP137, pEGFP-VP14, or
pEGFP-VP22) into EAGScells. Briefly, EAGS cellswere seeded into glass-
bottom cell culture dishes (35mm) for 18 h and then cotransfected
with 0.5μg of pDsRed-MCP plasmid and 0.5μg of the recombinant
mCP plasmid using Lipofectamine 2000 (Invitrogen) according to the
manufacturer’s instructions. At 48 h post transfection (h p.t.), cells
were fixed, stained with DAPI (Sigma), and then observed by confocal
laser scanning microscopy (Carl Zeiss). The confocal images were
analyzed using the Zeiss ZEN 2012 image analysis software.
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Fluorescence colocalization analysis of three mCPs with the ER
The subcellular localization of the predicted membrane proteins
(VP88, VP38, and VP59) was determined by cotransfection with the
pDsRed2-ER (an ER-specific marker, Clontech) plasmid and the
recombinantmCPplasmid (pEGFP-VP88, pEGFP-VP59, or pEGFP-VP38)
into EAGS cells. Briefly, EAGS cells were seeded into glass-bottom cell
culture dishes (35mm) for 18 h and then cotransfected with 0.5μg of
the corresponding recombinant plasmid and 0.5μg of pDsRed2-ER
plasmid using Lipofectamine 2000 (Invitrogen). At 24 h p.t., cells were
infected with/without SGIV for another 24 h. After fixation, cells were
stained with DAPI and then observed by confocal laser scanning
microscopy. The confocal images were analyzed using the Zeiss ZEN
2012 image analysis software.

Immunofluorescence assay
The intracellular localization of the identified capsid proteins during
SGIV infection was determined using an immunofluorescence assay109.
In brief, EAGS cells were seeded into glass-bottom cell culture dishes
(35mm) for 18 h and then incubated with SGIV for 12 h and 24 h. After
fixation and permeabilization, cells were incubated with the mouse
monoclonal antibody (mAb) against SGIV MCP (diluted at a ratio of
1:1200) and rabbit polyclonal antibody against SGIV VP88 (VP59, VP38,
VP139, VP137, VP14, or VP22, diluted at a ratio of 1:800) for 1 h. Anti-
rabbit Alexa Fluor 555 secondary antibody (diluted at a ratio of 1:600,
Thermo Fisher Scientific, A-21428) and anti-mouse Alexa Fluor
488 secondary antibody (diluted at a ratio of 1:600, Thermo Fisher
Scientific, A-11001) were used. For the cells incubated with SGIV for
12 h, they were also incubated with a mouse polyclonal antibody
against VP59 (diluted at a ratio of 1:800) and a rabbit polyclonal anti-
body against SGIV VP14 (VP137 or VP38, diluted at a ratio of 1:800), and
the corresponding secondary antibodies described above were then
used. All the primary antibodies used here were produced by Wuhan
Genecreate Biological Engineering Co. Ltd (Wuhan, China). Finally,
cells were stained with DAPI and observed by confocal laser scanning
microscopy. The confocal images were analyzed using the Zeiss ZEN
2012 image analysis software.

Reporting summary
Further information on research design is available in the Nature
Portfolio Reporting Summary linked to this article.

Data availability
The atomic structure coordinates of one ASU from the SGIV capsid
have been deposited in the RCSB Protein Data Bank (PDB) under the
accession code 8HIF. The cryo-EM maps of the SGIV intact virion (a
3×binnedmap),five blocks (block 1, block 2, block3, block4, andblock
5), and a composite density map generated by combining the density
maps of five blocks have been deposited in the Electron Microscopy
Data Bank (EMDB) with the accession codes EMD-34251, EMD-34227,
EMD-34230, EMD-34235, EMD-34229, EMD-34236, and EMD-34815.
Other densitymaps and atomic structures for analysis, including EMD-
1580, EMD-0436, EMD-8144, EMD-0815, EMD-8748, 6G45, 5TIP, 3J26,
5OAC, 2VVF, 1CJD, 2BBD, 2YGB, 6L2T, 5J7O, 6B1T, 6NCL, 1W8X, 6G42,
3J26, and 1X9P, were obtained from the EMDB and PDB. The MS data
for the proteomics and CXMS analyses have been deposited into the
ProteomeXchange Consortium via the PRIDE partner repository with
the dataset identifier PXD038093.
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