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Abstract 
Human norovirus (HuNV) is a leading cause of acute gastroenteritis worldwide. 
Despite advances in HuNV cell culture the virus remains difficult to study in the 
laboratory. Murine norovirus (MNV) is routinely utilised as a model virus for 
the study of HuNV replication and pathogenesis. MNV has been shown to 
manipulate the host cell to induce a G0/G1 cell cycle arrest and gain a beneficial 
replication environment. Expression of the viral protein genome-linked (VPg) 
protein of MNV is sufficient to induce cell cycle arrest. Manipulation of the cell 
cycle is independent of the known translation and replication functions of VPg 
and can be induced with the first 62 N-terminal amino acids. This research aimed 
to further characterise the interaction between norovirus VPg proteins and the 
cell cycle.  
 
All viruses in the Caliciviridae family encode a VPg protein however it is not 
known if the G0/G1 arrest induced by MNV VPg is conserved in other 
calicivirus VPg proteins. The cell cycle effect of representative VPg proteins from 
five norovirus genogroups and four other Caliciviridae genera were analysed. A 
G0/G1 cell cycle arrest was observed for all norovirus VPg proteins and 
representative VPg proteins from the Lagovirus and Sapovirus genera. These 
findings show that manipulation of the host cell cycle is a highly conserved 
function of the VPg proteins of caliciviruses and consequently is likely to be 
important for the viral lifecycle.  
 
Alignment of VPg protein sequences revealed a conserved KGKxKxGRG N-
terminal motif with high levels of positively charged amino acids. To test the 
importance of this region for inducing a G0/G1 arrest, truncated or mutated 
MNV VPg constructs were tested. Removal of the N-terminal motif prevented 
an accumulation of cells in the G0/G1 phase confirming the importance of this 
region. Single point or triple mutations of lysine and arginine significantly 
reduced the accumulation of cells in the G0/G1 phase but did not completely 
inhibit the arrest confirming the role of positively charged amino acids in this 
activity. However, expression of the N-terminal motif fused to EGFP was not 
able to manipulate the cell cycle, indicating that there are additional elements of 
MNV VPg that contribute to an arrest.  
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Bioinformatic and literature analysis of the N-terminal motif of MNV VPg 
indicated three activities that could have a role in inducing a G0/G1 phase arrest. 
The N-terminal region was predicted to have RNA binding activity, function as 
a nuclear localisation sequence and interact with eIF4E. Gel shift analysis 
showed that MNV VPg and HuNV VPg bind to RNA in a non-specific manner 
and the lysine and arginine residues within the N-terminal motif were shown to 
be important for this activity. No evidence was found for nuclear localisation of 
MNV VPg. Infection of cells with MNV resulted in a dysregulation of eIF4E 
leading to an increase in nuclear eIF4E levels. Changes in the 
nuclear/cytoplasmic ratios of eIF4E is a possible mechanism by which VPg 
could induce a G0/G1 phase arrest.  
 
This thesis provides evidence that manipulation of the host cell cycle by VPg 
proteins is a common feature of caliciviruses that involves a positively charged 
motif at the N-terminus of VPg. Both RNA binding and dysregulation of eIF4E 
were identified and remain as possible mechanisms by which MNV VPg may 
manipulate the cell cycle.  
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1 Introduction 

1.1 Caliciviruses 
The Caliciviridae family consists of small non-enveloped viruses with positive-
sense single-stranded ribonucleic acid (RNA) genomes. Recently, the family was 
expanded to include 11 genera; Nebovirus, Lagovirus, Vesivirus, Sapovirus, 
Norovirus, Bavovirus, Nacovirus, Recovirus, Valovirus, Minovirus and Salovirus (1). 
Caliciviruses infect a broad range of hosts resulting in a variety of diseases 
including gastroenteritis, respiratory illness and haemorrhagic disease (2-4).  
 
Neboviruses have been detected in calves where they cause an endemic 
diarrhoeal disease, similar experimentally to that of the bovine noroviruses (5,6). 
The genus consists of two species; Newbury 1 and Nebraska bovine enteric 
calicivirus. Currently, neboviruses cannot be grown in cell culture and relatively 
little is known about their biological properties and replication.  
 
Lagoviruses have two type species; rabbit haemorrhagic disease virus (RHDV) 
and European brown hare syndrome virus which infect rabbits and hares 
respectively. RHDV has been of particular interest as a pest control agent due to 
the rapid disease progression and high mortality (4).   
 
The vesivirus, feline calicivirus (FCV), primarily infects cats and causes an upper 
respiratory tract infection although more virulent strains associated with severe 
systemic infection have been noted (7, 8). Importantly, the virus is one of a 
limited number of caliciviruses to replicate in cell culture lines, including 
Crandell-Rees feline kidney cells (CRFKs), and has therefore been used as a 
model calicivirus.  
 
Viruses in the sapovirus genus have been isolated from both humans and pigs 
although only the latter is permissive for replication in cell culture. Human 
sapovirus (HuSV) infections induce an acute gastroenteritis which typically 
resolves within a week (9). Similar to human sapoviruses, human noroviruses 
also induce gastroenteritis although generally a more severe form (10). Viruses 
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in the norovirus genus are probably the most diverse and have been identified 
to infect humans and other mammals including mice, cows and pigs.  
 
The Bavovirus, Nacovirus, Recovirus, Valovirus, Minovirus and Salovirus genera 
infect birds, fish, pigs and monkeys (11-16). These viruses have only recently 
been assigned as members of the Caliciviridae family and as such relatively little 
is known about them.  

1.2 Norovirus 
1.2.1 Norovirus classification 
The first norovirus, Norwalk virus (NV), was identified in 1972 as the causative 
agent of an outbreak of gastroenteritis in Norwalk, Ohio (17). This virus was 
designated the prototype genogroup I (GI) virus in the Norovirus genus. Based 
on phylogenetic analysis of the VP1 capsid protein there are currently 10 
accepted norovirus genogroups (GI-GX) (18). GI, GII, GIV, GVIII and GIX 
viruses infect humans and GV consists of viruses that infect mice and rats. Each 
genogroup is further divided into genotypes, with GII noroviruses containing 
the highest diversity of 27 genotypes (18). Norovirus evolution is driven by 
either recombination events predominantly at the open reading frame 1 (ORF1) 
and ORF2 junction or point mutations within the viral genome (19).   
 

1.2.2 Norovirus epidemiology and disease 
Human norovirus (HuNV) infections are a leading cause of gastroenteritis and 
account for approximately one-fifth of acute gastroenteritis across all age groups 
(20). Each year norovirus infections are estimated to cause 699 million cases 
resulting in ~219, 000 deaths with direct health care and societal costs upwards 
of $60 billion USD (21). Worldwide GII human noroviruses are the predominant 
strain, with GII.4 viruses accounting for 50%-70% of yearly outbreaks (22-24). 
Recently, the GII.17 strain has emerged as a significant cause of norovirus 
gastroenteritis predominantly in east Asian countries including China and Japan 
(25, 26). In New Zealand and Australia, GII noroviruses have been identified as 
the causative agents for 81% of reported outbreaks with GII.4 Sydney 2012 or 
GII.4 Sydney 2012 recombinant viruses as the dominant strains (27, 28). 
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Infections are primarily spread person-to-person via the faecal-oral route but 
may also be transmitted by contaminated food and water. The virus is highly 
transmissible due to the low infectious dose, prolonged viral shedding and 
environmental stability (29-31). Outbreaks, predominantly caused by GII 
noroviruses, typically occur in semi-enclosed areas including rest homes, 
hospital wards, childcare centres and cruise ships (27, 28).  
 
Norovirus infections are short lived, the incubation period is estimated to be 24-
48 hours and symptoms will typically subside within one to three days. In 
healthy individuals, norovirus infections are self-limiting and clinical symptoms 
include diarrhea, vomiting, nausea and abdominal cramps. Asymptomatic 
infections are common, especially in children, with associated faecal excretion 
that may persist for several weeks aiding in spread of the virus (32, 33). Infection 
of immunocompromised, elderly and very young individuals is associated with 
more prolonged and severe disease (34, 35).  
 
Current treatment for norovirus gastroenteritis primarily involves rehydration 
and general rest but drugs to relieve vomiting and diarrhoea may be 
administered in some cases. There are no approved vaccines or antiviral 
treatments towards human norovirus infections although there are a number in 
development (reviewed in (36)). Development of vaccines and antivirals has 
traditionally been hampered by the lack of robust and reproducible models for 
direct study of human norovirus.  
 

1.2.3 Human norovirus model systems 
HuNV infections are common in both developed and developing countries 
however the viral lifecycle is not well understood. This is largely due to 
difficulties in replicating HuNV in either an animal model or cell culture system 
(37, 38). Initially human volunteers were used to gain an understanding of viral 
transmission and shedding but this model is not suitable for more invasive 
studies (30, 39). Despite robust replication and disease in humans, attempts to 
develop non-human primates for replication have proven challenging. Infection 
of chimpanzees, rhesus macaques, cynomolgus macaques, cotton-top tamarins 
and common marmosets with HuNV strains resulted in production of virus 
specific serum antibodies and induced viral shedding but did not induce 
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gastroenteritis symptoms (37, 40, 41). Inoculation of neonatal macaques 
supported replication of NV, as evidenced by development of antibodies and 
prolonged viral shedding and unlike other studies, there was evidence of 
diarrhoea (42). Serial passage of virus shed in the stool through adult macaques 
induced further shedding of the virus and clinical symptoms in one of two 
animals (42). Other animal models which have been tested include gnotobiotic 
pigs and calves which develop mild clinical symptoms with viral shedding and 
low to moderate serum titres (43-45).  
 
The use of large animal models for the study of human norovirus has significant 
ethical implications and associated costs, limiting the use of these models by 
researchers. In 2013 Taube et al. developed a mouse model for human norovirus 

using recombination activation gene (Rag -/-) and common gamma chain (gc -/-) 
deficient BALB/c mice (46). The virus was identified in multiple tissue types, 
including the intestine and was shed in the faeces, although the majority of mice 
did not show clinical symptoms (46). The mouse model has been used to validate 
the inhibitory effect of a nucleoside inhibitor, 2’-C-methylcytidine on GII.4 
human norovirus replication (47). In addition to mice, in 2019 zebrafish larvae 
were reported to support replication of GI and GII human noroviruses (48). The 
researchers showed that the virus was able to replicate to high titres and induced 
increased expression of innate immune response genes, including interferon. 
Treatment of infected larvae with a polymerase inhibitor significantly reduced 
viral RNA titres, indicating that zebrafish larvae may be a promising new model 
for antiviral studies (48).  

 
Several cell culture models for the study of human norovirus have recently been 
described. Jones et al. reported replication of HuNV in a continuous human B 
cell line (49) and in 2016 replication in human intestinal enteroids was described 
(50, 51). While both of these systems support HuNV infection major drawbacks 
include reproducibility by researchers in other laboratories and variable 
replication rates between different norovirus strains (50). Other norovirus cell 
culture methods have revolved around the use of reverse genetics to establish 
HuNV replicon systems. Experiments with Norwalk virus have shown that 
transfection of RNA into Huh7 or Caco-2 cells results in only a single round of 
replication likely due to a block at receptor binding or uncoating stages (52). In 



 5 

2005 Asanaka et al. reported the first replicon system for expression of GI.1 
HuNV in human embryonic kidney 293T cells. This system uses a helper virus, 
modified vaccinia Ankara virus (MVA), to express T7 RNA polymerase and 
drive the T7 promoter controlling expression of the norovirus genome (53). The 
MVA-T7 system successfully produced both genomic and sub-genomic viral 
RNA and the expressed proteins assembled into virus particles. Since then a 
number of replicon systems have been established for different HuNV strains 
including NV (54) and GII.3 HuNV (55). In addition, an infectious clone of GII.4 
Sydney 2012 has been described (56). Experimentally, replicon systems have 
been used for screening and characterisation of compounds with anti-noroviral 
activity (57-60). 
 
Due to the difficulties in cultivating norovirus, a large portion of the current 
knowledge on HuNV has been inferred from studies using alternative 
caliciviruses of animal origins. Ideally surrogate viruses should be as similar to 
human norovirus as possible sharing, biological, biochemical and biophysical 
similarities. One of the first viruses to be adopted as a norovirus surrogate was 
FCV, belonging to the Vesivirus genus. FCV can be routinely passaged in culture 
and a suitable reverse genetics system is available (61, 62). As a HuNV surrogate, 
FCV has been utilised in environmental stability studies (63, 64) and as a model 
of calicivirus replication and translation (65, 66). However, FCV induces a 
respiratory disease, not gastroenteritis, and displays different environmental 
characteristics to HuNV limiting its usefulness (67). In 2008 Tulane virus (TV) 
the prototype virus of the Recovirus genus was identified in rhesus macaques 
and was shown to be closely related to noroviruses (13). TV grows in monkey 
kidney cells and uses histo-blood group antigens (HBGAs) for attachment to 
cells, making it a potentially useful surrogate for HuNV (68). Another potential 
norovirus surrogate is porcine sapovirus as it can be replicated in a porcine 
kidney continuous cell line in the presence of bile acids (69).  
 
Each of the above examples are members of the Caliciviridae family but they are 
genetically distinct from HuNV. Several HuNV surrogates exist within the 
Norovirus genus. Before 2003 suitable animal viruses within the Norovirus genus 
were limited to bovine norovirus (GIII) and porcine norovirus (GII). Both of 
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these options could be viable surrogates for HuNV however they lack a cell 
culture line permissible to infection and the cost for animal studies is high.  

1.3 Murine norovirus 
In 2003 Karst et al. described the discovery of murine norovirus 1 (MNV-1) from 
the brain tissue of immunodeficient mice (70). Since the initial discovery MNV 
has been shown to replicate in signal transducers and activators of transcription 

knockout (STAT-/-) mice, RAG2-/- mice, STAT-/-RAG1-/- mice, interferon abgR-/- 

mice and wild type mice (70, 71).  
 
Interestingly MNV-1 infection has different symptoms and outcomes in mice 
lacking components of the innate or adaptive immune response. Mice which lack 
a functional innate immune response develop a systemic infection with viral 
RNA isolated from a wide variety of tissue types (70). Unlike the majority of 
human infections, STAT or interferon receptor deficient mice who contract MNV 
will eventually succumb to infection, although the exact cause of death is not 
known (70). This suggests that there is a reliance on the innate immune response 
to control MNV infection and prevent lethality (72). It was recently shown that 
treatment of uninfected mice with interferon lambda prevents transmission of 
the virus, further supporting the importance of the innate immune response for 
controlling norovirus (73). In contrast mice lacking a functional adaptive 

immune response, RAG1-/- and RAG2-/-, do not experience MNV-1 induced 
lethality (70). In these mice the viral infection is systemic and is not efficiently 
cleared from infected tissues leading to persistent infection and shed of MNV 
indicating that the adaptive response is required to clear infection. In wild type 
mice MNV induces an asymptomatic infection which is not systemic and is 
rapidly cleared by the immune system. In these mice MNV-1 replication has 
been detected in gut associated immune cells, including macrophages, dendritic 
cells, T cells and B cells (74). Similar to HuNV, MNV infected mice develop some 
enteric characteristics, such as faecal inconsistency and the virus can be spread 
by faecal oral transmission (70, 75, 76).  
 
Following characterisation in mice it was quickly shown that MNV is capable of 
replication in vitro in cells of the hematopoietic lineage, specifically macrophages 
and dendritic cells (71). B cell lines will support replication of MNV strains 
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although peak titres are reached later than in RAW 264.7 macrophages (49). 
Subsequent studies with MNV have revealed that the virus recognises the 
CD300lf receptor expressed on a subset of intestinal cells termed Tuft cells (77-
79).  
 
The discovery of MNV provided the first norovirus that can be replicated in cell 
culture and in a small animal model. However, as with all surrogates MNV does 
not mimic all aspects of HuNV infections. Mice do not often develop diarrhoea 
and do not have an emetic reflex and as a result cannot vomit. Multiple strains 
of MNV have been identified but it is not as genetically diverse as HuNV. 
Nevertheless, MNV has been extensively utilised as the model of choice by 
researchers to gain insights into the norovirus lifecycle.  
 

1.3.1 Morphology and genome layout 
Norovirus particles form icosahedral structures 27-40 nm in diameter composed 
of 180 copies of the major capsid protein, viral protein 1 (VP1), and one or two 
copies of the minor capsid protein (1). Viruses in the family have linear positive-
sense single-stranded RNA genomes, of ~7.3-7.5 kb in size. The viral RNA is 
covalently attached at the 5’ end to viral protein genome-linked (VPg) and is 
poly-A tailed at the 3’ end (Figure 1.1). Members of the Norovirus genus have 
three ORFs with the exception of MNV which has four (80) (Figure 1.1). ORF1 
encodes a large polyprotein which is co- and post-translationally cleaved by the 
viral protease (Pro) to release the six non-structural proteins (N-term, NTPase, 
3A-like, VPg, Pro and RdRp) (81). The major and minor structural proteins, VP1 
and VP2, are translated from a subgenomic RNA encoded by ORF2 and ORF3 
respectively. Within the norovirus genus murine noroviruses are unique in that 
they possess a fourth ORF (ORF4) that encodes for a protein termed virulence 
factor 1 (VF1) (80). Flanking the coding regions of the genome are short 
untranslated regions (UTRs), for MNV these are 5 nucleotides and 78 nucleotides 
at the 5’ and 3’ ends respectively. These regions contain conserved RNA 
structures and interact with host factors to contribute to the viral lifecycle (82, 
83).  
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Figure 1.1 Comparison of HuNV and MNV genomes 

Schematic representation of the genomes of human norovirus and murine norovirus. 
Red boxes indicate ORF1 non-structural (NS) proteins with the gene names indicated 
below. Green boxes indicate structural proteins expressed from ORF2 and ORF3 on the 
subgenomic RNA (sgRNA). The yellow box indicates virulence factor (VF1) encoded by 
ORF4 from the sgRNA. The blue circle represents covalent linkage of VPg to the 5’ 
genomic and subgenomic RNA.  

 

1.3.2 Non-structural proteins 
NS1-2 is an inherently disordered protein that is predicted to contribute to 
multiple roles in the viral lifecycle although the exact function remains unclear 
(84, 85). Within cells NS1-2 localises to the endoplasmic reticulum (ER) (86) and 
interacts with the host proteins VAPA and VAPB (87). In mouse models 
expression of NS1-2 has been linked to viral persistence. A single amino acid 
change within the NS1 region of NS1-2 is sufficient to promote persistence and 
increased replication (88). Recent studies have shown that the MNV and GI.1 
HuNV NS1-2 proteins are processed by cellular caspase-3 during infection and 
cleaved into NS1 and NS2 (89, 90). Whether caspase cleavage also occurs during 
GII HuNV infection and the function of NS2 still remains to be determined. 
Cleavage of MNV NS1-2 is thought to promote apoptotic cell death and enable 
spread and persistence of the virus (89). NS1 is secreted from infected cells and 

has been linked to suppression of the intestinal interferon-l response (89). In 
support of secretion of NS1, mice immunised with NS1 protein, to generate an 
antibody response, are resistant to MNV infection (89). These results suggest that 

N-term NTPase 3A-like VPg Pro RdRp

VP1 VP2
VPg

5’

Human norovirus

3’

sgRNA

ORF1
ORF2 ORF3

Murine norovirus

sgRNA

VF1
ORF4

NS1-2 NS3 NS4 NS5 NS6 NS7

AAA

AAA

AAA

N-term NTPase 3A-like VPg Pro RdRp

VP1 VP2
VPg

5’ ORF1
ORF2 ORF3

3’

AAANS1-2 NS3 NS4 NS5 NS6 NS7



 9 

NS1-2 is crucial for viral persistence within the host and targets the interferon 
response to facilitate viral replication.  
 
The norovirus NS3 protein possesses three specific motifs (A, B and C) which 
classify it within the superfamily 3 group of RNA helicases. MNV NS3 is 
associated with NTPase and RNA chaperone activity but not RNA helicase 
activity which has only been demonstrated for GI HuNV NS3 (91, 92). The 
activities of norovirus NS3 are believed to contribute to viral replication by 
ensuring correct folding of RNA and unwinding of dsRNA complexes. HuNV 
NS3 can aid in RNA-dependent RNA polymerase (RdRp) mediated RNA 
synthesis to promote viral replication (91). Within infected cells NS3 localises to 
the replication complex bringing it in close proximity to the viral RNA and other 
non-structural proteins (93). NV and MNV NS3 proteins have been shown to 
induce vesicular structures which undergo microtubule dependent transport 
that may contribute to the formation of the membrane rich replication complex 
(86, 94). Finally, MNV NS3 can arrest host cell translation during replication 
while viral translation is not affected (95).  
 
The role of NS4 for the viral lifecycle is largely unknown. Similar to other non-
structural proteins NS4 co-localises with dsRNA in the viral replication complex 
(93). Transfection of NS4 shows co-localisation with multiple membrane 
markers and induces changes to membrane structures implying that the protein 
may be involved in membrane recruitment for the replication complex (86, 96). 

The amino acid sequence of NS4 shows a YXjESDG motif which mimics a di-
acidic ER export signal (97). This mimic inhibits normal vesicle trafficking 
resulting in Golgi disassembly and antagonism of protein secretion (97).   
 
The norovirus VPg protein is critical to the viral lifecycle. VPg acts as a genome 
cap and is covalently linked to both the noroviral genomic and subgenomic 
RNA. For translation of the viral proteins, VPg recruits eukaryotic initiation 
factor 4G (eIF4G) to stimulate formation of the host elongation initiation 
complex (66, 98). VPg also serves as a protein primer for replication of the 
genomic RNA by RdRp (99).  
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The cysteine protease (Pro) (NS6) of noroviruses is responsible for proteolytic 
cleavage of the ORF1 polyprotein and recognises five cleavage sites with 
differing efficiencies (81, 100). The crystal structure of norovirus protease reveals 
a catalytic triad containing a cysteine residue consistent with its function as a 3C-
like protease (101). The catalytic triad is essential for protease activity and 
replacement of these residues reduces activity (102). In addition to cleaving viral 
proteins norovirus proteases have been shown to cleave host proteins. HuNV 
protease cleaves poly-A binding protein (PABP) to supress host cell translation 
although there is evidence that NS3 also performs this function (103, 104). 
Cleavage of host proteins, particularly those involved in translation, may allow 
the virus to direct more effective viral translation.  
 
The norovirus RdRp (NS7) is the last protein in the ORF1 polyprotein and is 
required for replication of the genomic and subgenomic RNA. The RdRp is 
characteristic of positive-sense RNA virus polymerase proteins, with finger, 
thumb and palm domains evident in the crystal structure (105, 106). RdRp 
catalyses RNA synthesis of the viral genome in either a primer dependent or 
primer independent manner (107, 108). Primer dependent RNA replication is 
reliant on VPg. RdRp catalyses a reaction to covalently link VPg to a nucleotide 
which then serves as the primer for extension by RdRp (109). In contrast de novo 
RNA synthesis does not require VPg and is believed to be important for the 
initiation of subgenomic RNA. It has been proposed that a poly(C) stretch on the 
3’ end of anti-subgenomic RNA stimulates de novo synthesis (107). As with 
other positive-sense RNA viruses the norovirus RdRp replicates RNA with low 
fidelity as it does not have a proofreading mechanism contributing to the high 
genetic diversity of these viruses (110). Both polymerase and protease have been 
a major focus as potential antiviral targets, due to their highly conserved 
structures and functions across multiple norovirus strains (reviewed in (36)).  
 
In addition to individual expression of proteins a number of protein precursors, 
including large but less stable processing intermediates and stable precursor 
proteins such as NS4-VPg and Pro-RdRp are expressed (81, 111, 112). These 
precursors are believed to have alternate functions to mature proteins, 
contributing to the complex lifecycle of noroviruses. Of particular interest to 
researchers is the Pro-RdRp protein which possesses both protease and 
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polymerase activity and has been shown to be highly effective at catalysing the 
nucleotidylylation reaction required for VPg dependent genome replication (99, 
113, 114).  
 
VF1 the product of ORF4 is expressed in MNV, but has not been identified in 
other norovirus strains (80, 115). In vivo VF1 is required for pathogenesis as the 
replication of a VF1 mutant MNV is attenuated compared to a wild-type (WT) 
virus (80, 116). Expression of VF1 is not directly required for replication in cell 
culture although mutation does come at a fitness cost to the virus (80). VF1 
primarily localises to the mitochondria and affects mitochondrial innate immune 
signalling by delaying the upregulation of a number of genes, including 

interferon-b, that are activated by the innate pathway (80). 
 

1.3.3 Structural proteins 
The major structural protein of noroviruses, VP1, ranges in size from 58-60 kDa. 
When expressed individually VP1 self-assembles into virus-like particles (VLP) 
which structurally mimic intact virus (117-119). The self-assembly property of 
VP1 has made it an attractive vaccine candidate and there are currently a number 
of clinical trials of VLP based vaccines (120-122). X-ray crystallography of 
Norwalk virus shows that the capsid is composed of 180 copies of VP1 which 
form an icosahedral virion (123). In the capsid VP1 folds into two major domains, 
the shell domain and the protruding (P) domain (123). The P domain is further 
subdivided into the P1 and P2 domains and the hypervariable region of the latter 
is thought to be important for receptor binding (124).   
 
VP2 is expressed from ORF3 (125) and is the smaller of the two capsid proteins 
ranging in size from 22-29 kDa. The exact amount of VP2 in each norovirus 
particle is unknown but is estimated to be one to two copies per VLP (126). 
Conley et al. recently reported that twelve copies of FCV VP2 arrange themselves 
on the capsid surface to from a large portal-like structure. The formation of this 
structure opens a pore in the capsid, thought to facilitate delivery of RNA into 
cells (127). VP2 is not directly required for formation of VLP however in FCV, it 
is essential for production of infectious virus (128). A direct interaction between 
VP2 and the shell domain of VP1 has been demonstrated and shows that VP2 is 
located on the inside of the capsid (129). It is thought that the basic nature and 
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location of VP2 within the capsid allows it to interact with viral RNA to help 
with packaging of the virus particle which could explain why VP2 is essential 
(126, 129). Finally, VP2 may play a role in stability of virus particles and allow 
the virus to withstand environmental changes such as pH (130).  
 

1.3.4 Replication  
The replication cycle of noroviruses is not completely understood (Figure 1.2). 
First the virus must recognise and bind cellular receptors on the cell surface, for 
MNV this has been identified as CD300lf (78, 79). The exact receptor for HuNV 
infections is not clear, although interaction with the cell surface involves HBGAs 
(131).  
 

 
Figure 1.2 Schematic of replication cycle of MNV 
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Figure adapted from de Graaf et al (132). Schematic of the replication of MNV in infected 
cells. 1; attachment to cells via the CD300lf receptor, 2; internalisation, 3; uncoating and 
disassembly of the virus, 4; pioneer round of translation directly off the positive-sense 
RNA genome, 5; post-translational cleavage of the ORF1 polyprotein to release the non-
structural proteins, 6; replication of the viral genome by RdRp using VPg dependent or 
de novo RNA synthesis, 7; encapsidation of the viral genome and 8; release of progeny 
virus.  
 
Internalisation of MNV has been shown to be dependent on host-derived 
dynamin and cholesterol (133). Following internalisation and uncoating, the 
positive-sense RNA genome acts as a template for the pioneer round of 
translation (Figure 1.2). Initially the non-structural proteins are translated 
directly from the incoming RNA while the structural proteins and VF1 are 
translated from the subgenomic RNA. Translation is initiated by the interaction 
of VPg with host translation initiation factors and the recruitment of the 
translation initiation complex (66, 134-136). The norovirus RNA sequence 
including the UTRs and coding regions contains conserved hairpin and stem-
loop structures (82, 137). These regions further contribute to translation through 
interactions with host proteins including La, PABP isoforms and DDX3 (83, 138). 
Translation of ORF1 and proteolytic cleavage by Pro releases the six non-
structural proteins following which a replication complex is formed (Figure 1.2). 
Noroviruses replicate in the cytoplasm and the replication complex is assembled 
adjacent to the nucleus in close association with host derived membranes (93, 
139). Replication of the viral genome occurs through the formation of a negative-
sense RNA intermediate which serves as a template for the positive-sense 
genomic and the subgenomic RNA. All viral RNA is synthesised by RdRp either 
de novo or in a VPg dependent manner (107) (Figure 1.2). The final stages of viral 
assembly, encapsidation and release have not been extensively studied. As non-
enveloped viruses, noroviruses have been presumed to require cell lysis for 
release, which can be observed during infection of cell culture lines. However, it 
was recently shown that HuNV can be transmitted as clusters of viruses inside 
exosomes (140), indicating that the mechanisms employed by noroviruses to exit 
and infect surrounding cells are more complex than was initially presumed.  
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1.4 Viral protein genome-linked 
In vertebrate viruses, VPg proteins have been identified in members of the 
Caliciviridae, Picornaviridae and Astroviridae families (reviewed in (141)) (142). The 
presence of VPg proteins have also been described for plant viruses (Comoviridae, 
Luteoviridae, Potyviridae families and Sobemovirus genus) and fungal viruses 
(Barnaviridae family) all of which are positive-sense single-stranded RNA viruses 
(143, 144). There are two characteristic conserved amino acids motifs among 
calicivirus VPg proteins. A KGK(N/T)K motif at the N-terminus of the protein 
and a (D/E)EY(D/E)E motif at the nucleotidylylation site (145). MNV VPg 
shares ~14-53% sequence identity with other VPg proteins from the calicivirus 
family and ~2-13% sequence identity with VPg proteins encoded by other virus 
families. Despite the apparent lack of sequence homology, the size of calicivirus 
VPg proteins (10-15 kDa) is more similar to potyvirus VPg proteins (~21 kDa) 
than those of the picornavirus family (2-4 kDa).  
 

1.4.1 Structure 
MNV VPg is 124 amino acids in length and by nuclear magnetic resonance 
spectroscopy (NMR), consists of a structured helical core flanked by regions of 
disorder at the N- and C-termini (146). Researchers have used NMR to solve the 
structure of amino acids 11-85 of MNV VPg, with the largely disordered N- and 
C-termini removed (146). Within the core, two alpha helices were identified, one 
at residues 23 to 35 and a second at residues 42 to 55. A third alpha helix present 
in FCV VPg and porcine sapovirus (PSV) VPg was absent from MNV VPg (146, 
147). Crystal structures of MNV VPg in complex with RdRp support the helical 
conformation (108). In contrast, attempts to solve the crystal structure of the NV 
VPg-Pro precursor showed that the protein lacked density leading the authors 
to the conclude that NV VPg is disordered in crystals (148). 
 
In MNV VPg the first helix contains the conserved tyrosine (Y26) which is 
nucleotidylylated by RdRp for viral RNA replication. Modelling of the 
structured core of both MNV and FCV VPg suggests the protein is too large to 
fit within the substrate-binding channel of the RdRp for nucleotidylylation of 
tyrosine  26 (Y26) (146). It is therefore likely that there is a significant 
conformational change to either VPg or RdRp to allow the formation of a 
nucleotidylylation competent complex. Alternatively, the Pro-RdRp precursor 
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protein can nucleotidylylate VPg with higher efficiency than RdRp alone (113). 
The crystal structure for Pro-RdRp has not been solved and it is possible that it 
may have a different structure to RdRp, that allows access to Y26.  
 
The picornavirus and potyvirus VPg proteins are considered intrinsically 
disordered (149-151). While norovirus VPg proteins may not be fully disordered, 
the N- and C- terminal regions are predicted to be disordered (108, 152). In 
support of the predictive modelling, norovirus VPg proteins are rich in basic and 
flexible amino acids which are often enriched in regions of disorder (153). 
Intrinsically disordered protein regions (IDPRs) are domains that lack a stable 
secondary and/or tertiary structure (154). Many IDPRs adopt a defined 
conformation upon interaction with a target molecule (155, 156). Disorder is 
thought to be a property that allows for multiple functions and could contribute 
to the multi-functional nature of VPg. In addition to disorder, post translational 
phosphorylation of FCV VPg, potato virus A (PVA) VPg and VPg proteins from 
members of the Sobemovirus genus have been detected (157-159). The biological 
relevance of these modifications is not known but could further contribute to the 
multi-functional nature of VPg proteins.  
 

1.4.2 VPg localisation 
MNV VPg and other non-structural proteins co-localise with dsRNA, a viral 
RNA replication intermediate, in the perinuclear region as part of the replication 
complex (86, 93, 139). Expression of just the ORF1 polyprotein again shows a 
perinuclear localisation for MNV VPg (160). Although a cell line that supports 
HuNV replication has not yet been identified, several localisation studies have 
been performed using RNA transfections or replicons. Transfection of NV RNA 
and a HuNV GII.3 replicon both exhibit a diffuse cytoplasmic staining of VPg in 
standard laboratory cell lines (52, 55). In 2018 Yen et al. showed that transfection 
of GII.4 VPg into human melanoma A7 cells displayed a nuclear and cytoplasmic 
distribution (161). This provides the first evidence of nuclear localisation for a 
norovirus VPg. Other calicivirus or potyvirus VPg proteins have shown to have 
both cytoplasmic and nuclear localisations (162-164). 
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1.4.3 Functional roles of VPg 

RNA replication 
Linkage of VPg to the genomic and subgenomic RNA occurs during RNA 
replication, where VPg acts as a protein primer, a function which is conserved 
across both vertebrate and plant viruses (107, 165). The first step of RNA 
replication involves nucleotidylylation of VPg by the RdRp or the Pro-RdRp 
precursor protein (99, 107, 113). The RdRp catalyses VPg nucleotidylylation to 
covalently link a nucleotide, generally guanine, to the free hydroxyl of a tyrosine 
residue in VPg (157). For MNV VPg this tyrosine residue has been identified at 
position 26 of the protein and mutation studies have shown that viral RNA 
replication cannot occur in the absence of Y26 (146, 157). Conserved tyrosine 
residues for nucleotidylylation have also been identified for HuNV VPg (99), 
FCV VPg (166) and RHDV VPg (167). 
 
In picornaviruses formation of a nucleotide linked VPg is reliant on a cis-active 

RNA element (CRE) within the viral genome (168, 169). 3DPol, VPg and uridine 
triphosphate (UTP) interact with the CRE thus bringing all three components 

into close association with one another for uridylylation of VPg into VPgpUpUOH 
(170, 171). Noroviruses have been shown to contain evolutionarily conserved 
RNA secondary structures which when disrupted reduces or completely 
destroys the replication ability of MNV (82, 172). A potential CRE-like structure 
that enhances nucleotidylylation has been identified near the 3’ end of HuNV 
strain MD145, although norovirus nucleotidylylation in the absence of RNA also 
occurs (99). Additional study is required to answer questions around the 
importance of norovirus RNA secondary structures for nucleotidylylation. 
Following nucleotidylylation of VPg the protein must be transferred to the 3’ 
end of either the positive- or negative-sense RNA where it provides a free 3’ 
hydroxyl for extension by RdRp.  
 
The exact mechanism by which norovirus negative-sense RNA replication is 
primed is currently unclear and there are a number of proposed mechanisms. In 
poliovirus infected cells, negative-sense RNA can be isolated with VPg 
covalently bound to the 5’ end, suggesting that replication occurs in a VPg 
dependent manner (173). In contrast norovirus negative-sense RNA replication 
has been proposed to occur in a de novo manner (174). To date there is no 
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conclusive evidence of whether or not the norovirus negative-sense RNA is VPg-
linked (157). 
 
VPg can be found linked to the positive-sense RNA suggesting that replication 
of the RNA is reliant on VPg (157, 175). The 5’ terminal nucleotide of the MNV 
genome and other noroviruses is guanine and therefore cytosine on the negative-
sense RNA. Following nucleotidylylation by RdRp, guanylylated VPg is 
transferred to the 3’ end of the negative-sense RNA, where the guanine forms 
the first base of the positive-sense genomic RNA. With VPg serving as a primer, 
RdRp synthesises new positive-sense RNA using the negative-sense RNA as a 
template.  
 

Translation  
Treatment of calicivirus RNA with proteinase K removes VPg from the 5’ 
genomic RNA and abolishes viral protein expression (52, 176). This led to the 
hypothesis that VPg acts to stimulate translation of the viral genome.  
 
In the host cell, translation initiation is a key regulatory step for the production 
of protein from mRNA transcripts (reviewed in (177)). The majority of 
eukaryotic mRNA transcripts contain a 5’ mRNA cap structure which is 
recognised by eIF4E, the cap binding protein. The complex is then bound by 
eIF4G, the scaffold protein, which contains binding sites the RNA helicase 
(eIF4A), PABP and eIF3. Together eIF4E, eIF4G and eIF4A constitute the 
translation initiation complex eIF4F. This then leads to recruitment of the 
ribosome and translation of mRNA transcripts.  
 
As obligate intracellular parasites viruses must either produce RNA with a 5’ 
cap or initiate translation through an alternative mechanism while also 
competing for translation of the viral RNA in the presence of high concentrations 
of cellular RNA. Norovirus RNA does not have a cap structure for the initiation 
of translation. The first evidence for MNV VPg functioning as a proteinaceous 
cap to stimulate translation was obtained from co-purification studies showing 
that VPg interacts with components of the host elongation initiation complex, 
including eIF4G and eIF4E (66, 134, 135). Unlike FCV, PSV and RHDV the 
interaction of MNV VPg with eIF4E is not essential and MNV VPg instead uses 
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the interaction with eIF4G to drive viral translation (66, 134, 136, 178). Further 
studies have shown that ~20 amino acids at the C-terminus of MNV VPg 
interacts with the HEAT-1 domain of eIF4G (98). Mutagenesis studies, 
investigating the role of the C-terminus of MNV VPg for translation show that 
several amino acids including a highly conserved phenylalanine 123 (F123) are 
critical for the interaction with eIF4G. The function of VPg as a proteinaceous 
cap for translation is conserved across caliciviruses and potyviruses but is not 
required for picornavirus translation (179, 180).  
 

Additional roles of VPg 
VPg is a multi-functional protein and is involved in many processes during the 
viral replication cycle in addition to RNA replication and translation.  
 
The interaction between MNV VPg and eIF4E is of particular interest as 
depletion of eIF4E has little to no effect on viral translation (66, 134). Despite 
evidence of direct binding between MNV VPg and eIF4E the significance of the 
interaction for the viral lifecycle is largely unknown (66, 134). In 2015 Royall et 
al. posited that MNV infection induces changes to the translational profile of the 
cell by stimulating the phosphorylation of eIF4E (181). During infection the 
MAPK pathway is activated resulting in a modest increase in phosphorylated 
eIF4E (181). Phosphorylated eIF4E relocates to the polysomes thus changing the 
translational profile of a subset of host mRNAs and potentially contributing to 
an environment beneficial to viral replication. Whether the phosphorylation of 
eIF4E is driven specifically by the VPg-eIF4E interaction has not yet been 
determined.  
 
The N-terminus of calicivirus VPg proteins typically contains a stretch of 
positively charged lysine and arginine amino acids which may be able to bind 
negatively charged RNA. MNV VPg can be purified using phosphocellulose or 
heparin-affinity chromatography, common features of RNA binding proteins 
(182). The positive N-terminus of HuNV VPg binds individual nucleotide 
triphosphates (NTPs) as has also been seen with potyvirus VPg proteins (113, 
150, 165). In addition, the N-terminal region of PVA VPg binds non-specifically 
to RNA (150). The functional importance for an interaction with RNA has not 
been determined.  
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Many positive-sense RNA viruses produce RNA with a 5’ triphosphate group 
which is detected by the cytoplasmic sensors, RIG-I and protein kinase R to 
activate the innate immune response. In norovirus VPg acts as a 5’ cap thus 
protecting the 5’ triphosphorylated RNA and possibly avoiding the immune 
response (141).   
  
A role for VPg in selective encapsidation of the viral RNA during packaging has 
been proposed. A yeast-two hybrid assay of FCV VPg showed a direct 
interaction between VPg and the major capsid protein VP1 (183). Similarly, for 
MNV VPg an interaction with VP1 has been detected, although the article was 
later retracted (184). An interaction between VPg and VP1 could provide a 
mechanism for encapsidation of the VPg capped RNA even in the presence of 
high concentrations of host mRNA.    
 
A further function of VPg is as a regulator of the host cell cycle. Specifically, 
MNV VPg induces an accumulation of cells in the gap 0/gap 1 (G0/G1) phase 
and a consequent decrease in synthesis (S) phase cells (185, 186).   

1.5 The mammalian cell cycle 
In eukaryotes the cell cycle is a highly regulated and complex process during 
which a cell undergoes division to produce two identical daughter cells. The cell 
cycle is generally characterised into four sequential phases: G1 phase, S phase, 
gap 2 phase (G2) and mitosis phase (M). Between the M phase and the G1 phase 
cells may enter a quiescent state known as the G0 phase during which they are 
non-replicative. Following the G0 phase, if cells receive the right mitogenic 
stimuli they will re-enter the cell division cycle at G1 phase. G1 is a growth phase 
and serves to prepare the cell for subsequent deoxyribonucleic acid (DNA) 
replication and division. During this phase the cell grows in size and synthesises 
mRNA and proteins required for DNA synthesis (187). In S phase the DNA is 
replicated, resulting in a cell with two identical DNA copies and the cell then 
enters the G2 phase. G2 is similar to G1, in that there are high levels of 
transcription and translation occurring in preparation for M phase. The 
relatively short M phase consists of separation of sister chromatids followed by 
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division of the nucleus and finally division of the cell itself and all cellular 
components.   
 
Progression and regulation of the cell cycle is tightly controlled by a network of 
cellular components including proteins and RNAs. Of these, cyclins, cyclin-
dependent kinases (CDKs) and cyclin-dependent kinase inhibitors (CKIs) have 
been identified as major controllers of cell cycle progression (188-190). Cyclins 
are a family of proteins that regulate cell cycle progression by binding and 
activating CDKs. In their active form, CDKs phosphorylate specific substrate 
proteins leading to regulation of gene expression. Expression of CKIs negatively 
regulates cell cycle progression by inhibiting CDKs. Throughout the cell cycle 
levels and/or activation states of these proteins rise and fall in a sequential 
manner to control progression and ensure proper cell division. 
 

1.5.1 The G1 phase 
The G1 phase is the first phase of the eukaryotic cell cycle and entry either from 
the M phase or the G0 phase is stimulated by mitogenic signals. Cells that receive 
environmental signals to enter G1 upregulate expression of D-type cyclins, the 
major drivers of G1 progression. Early in the cell cycle cells have not committed 
to a full round of division and mitogenic stimuli for expression of cyclin D must 
be sustained. During mid- to late-G1 phase the cell will pass through the R point, 
which is described as the stage of the cell cycle at which the cell becomes 
committed to division and no longer requires mitogenic signals to continue 
progression (191). Activation of CDK2 and hyperphosphorylation of 
retinoblastoma (Rb) protein have been interpreted to indicate passage through 
the restriction point. 
 
In mid- to late-G1 accumulated cyclin D complexed with either CDK4 or CDK6 
begins the process of phosphorylation of Rb (Figure 1.3). Rb is a key protein in 
regulating cell cycle progression and is an essential component of the G1 
restriction point (189). The progressive phosphorylation of Rb during the G1 
phase results in dissociation of the E2 factor (E2F) family of transcription factors 
(Figure 1.3). In turn, freed E2F activates transcription of certain promoters for 
genes involved in cell cycle progression and DNA synthesis, including cyclins E 
and A (192, 193).  
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1.5.2 The G1/S transition 
The G1/S transition of the cell cycle functions as a highly controlled checkpoint 
(Figure 1.3). Through E2F dependent transcription, cyclin E levels begin to rise 
in late-G1 and cyclin E then interacts with CDK2. Active cyclin E/CDK2 
complexes complete the hyperphosphorylation of Rb by phosphorylating 
additional sites separate from those recognised by cyclin D/CDK complexes 
(194). Through the increased phosphorylation of Rb, cyclin E/CDK2 forms a 
positive feedback loop to further amplify cyclin E transcription (192) (Figure 1.3). 
In addition, cyclin E/CDK2 complexes can phosphorylate E2F transcription 
factors to modulate activity and stimulate additional transcription (195). Other 
targets of the cyclin E/CDK2 complex include phosphorylation of the CKIs, p27 
and p21, targeting them for degradation (196). The expression of cyclin E initiates 
a cascade of events leading to expression of S phase specific genes to drive the 
G1/S transition.  
 

 
Figure 1.3 Schematic representation of the G1/S transition of the mammalian cell 
cycle. 
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status of Rb (grey oval) and the activity of cyclin (yellow ovals) and CDK (orange ovals) 

G1 S

Mitogens

Cyclin 
D

Cyclin 
E

Cyclin 
A

Rb

E2F

CDK
4/6

CDK
2

CDK
2

P
P

E2F

P P

P
Rb

p27 p21



 22 

complexes. Rb is phosphorylated by cyclin D/CDK4/6 and cyclin E/CDK2 complexes. 
Phosphorylation leads to the release of the transcription factor E2F (pink oval) resulting 
in transcription of S phase promoting genes. The green rectangles represent the cell 
cycle inhibitors, p21 and p27, which bind to and inhibit cyclin-CDK complexes. P in a 
circle indicates phosphorylation. 
 
The S phase of the cell cycle is characterised by replication of the genomic DNA 
and the majority of proteins for DNA synthesis are transcribed during the G1 
phase. The formation of stable replication complexes enables helicases to 
unwind the DNA and the loading of polymerases which then incorporate free 
nucleotides to synthesise DNA. Both cyclin E and cyclin A have been shown to 
contribute in different manners to DNA replication.  
 
Cyclin E/CDK2 complexes stimulate replication complex assembly via Cdc6 
(197) and Mcm proteins (198) as well as regulating transcriptional programmes 
through interactions with proteins such as Id2 and Id3 (199, 200).  
 
Cyclin A begins to be expressed at the G1/S transition and accumulates through 
the S phase to maintain progression. During the S phase, cyclin A binds to CDK2 
largely replacing cyclin E. As the cell progresses through S phase, cyclin 
A/CDK2 complexes negatively regulate specific members of the E2F family to 
prevent DNA binding (201, 202). This function is linked to the orderly regulation 
of gene expression and maintains proper progression through S phase, thus 
providing a mechanism by which the wave of gene expression associated with 
the G1/S transition can be turned off. Cyclin A/CDK2 complexes activate DNA 
synthesis on assembled replication complexes and also inhibit the assembly of 
new complexes (197). In late S phase, cyclin A associates with CDK1 and remains 
in this complex into the late G2 phase. The formation of cyclin A/CDK1 complex 
is thought to be involved in the activation of transcription factors which in turn 
regulate cyclin B transcription (203). At the end of the G2 phase cyclin A is 
degraded by the proteasome and is replaced by cyclin B.  
 

1.5.3 The G2/M transition 
The final stages of the cell cycle involve the transition out of the S phase through 
a second growth phase (G2) and into M phase where the cell divides into two 
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identical daughter cells. Progression from the G2 phase into M phase is primarily 
governed by the expression and activity of cyclin B in complex with CDK1 
(Figure 1.4). 

 
Figure 1.4 Schematic representation of the G2/M transition of the mammalian cell 
cycle. 

Progression through the G2/M transition is primarily controlled by the activity of cyclin 
(yellow ovals) and CDK (orange ovals) complexes. In late-S phase cyclin A complexes 
with CDK1 leading to the initiation of expression of cyclin B. During G2 phase active 
cyclin B/CDK1 complexes accumulate leading to increased transcription of genes for 
the G2/M transition. The green rectangles represent DNA damage response proteins; 
Myt1, Wee1 and p21 which negatively regulate the activity of cyclin B/CDK1 
complexes. The pink rectangle indicates Cdc25, a positive regulator of cyclin B/CDK1 
complexes. P in a circle indicates phosphorylation. 
 
During S phase cyclin A accumulates and is degraded as the cell enters mitosis, 
an event which is required for transition from G2 to M phase (204). The 
transcription of cyclin B is stimulated in S phase by transcription factors which 
are in turn activated by cyclin A/CDK1 complexes, ensuring sequential 
activation of the cyclins (205, 206) (Figure 1.4). Throughout S phase and for the 
major part of G2 phase cyclin B is inactive and predominantly localised in the 
cytoplasm.  
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The G2/M boundary serves as a major DNA damage checkpoint in the cell cycle. 
If damage is detected cells must either transiently arrest mitotic entry via 
inactivation of cyclin B/CDK1 complexes or leave the cell cycle completely 
resulting in apoptosis. DNA damage is detected through sensor proteins which 
relay the signal through to the key signalling kinases, ataxia-telangiectasia 
mutated (ATM) and ATM- and Rad3-Related (ATR). While there are likely 
hundreds of proteins regulated by ATM/ATR some of the most well studied 
downstream proteins are Chk1, Chk2 and p53 (207-209). The checkpoint kinases, 
Chk1 and Chk2, act to inhibit progression into M phase through multiple 
pathways. Chk1 and Chk2 phosphorylate Cdc25C thus marking it for 
degradation and inhibiting the activation of cyclin B/CDK1 complexes (208, 
210). Additionally, Chk1 can activate Wee1, an inhibitor of CDK1 (211).  
 
ATM and ATR can also stimulate the DNA damage response through a p53 
dependent pathway. Sensing of damage stabilises p53 which in turn activates 

transcription of many genes including p21, 14-3-3s and GADD45 (212, 213). 
These negatively influence cyclin B/CDK1 complexes to either inhibit activity, 
dissociate the complex or inhibit nuclear import thus leading to a cell cycle 
arrest. As well as contributing to a G2/M arrest, p53 inhibits G1/S progression 
through increased expression of p21 leading to inhibition of CDK2, CDK4 and 
CDK6 (214).  
 
The activation status of cyclin B/CDK1 complexes are controlled in multiple 
ways, primarily by post translational modifications to CDK1. The 
phosphorylation state of CDK1 is controlled by the balance of Wee1/Myt1 
kinases and Cdc25 phosphatases, which are in turn regulated by cyclin B/CDK1 
complexes (Figure 1.4). Through this feedback loop the cyclin B/CDK1 complex 
can further stimulate its own activation and advance the G2/M transition.  
 

1.5.4 M phase 
The M phase is the final and shortest phase of the cell cycle and is characterised 
by a decrease in cyclin A and increasing cyclin B levels in a complex with CDK1. 
Mitosis is further divided into prophase, prometaphase, metaphase, anaphase, 
telophase and cytokinesis. Progression through M phase is primarily driven by 
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cyclin B/CDK1 complexes, which shifts from a cytoplasmic to nuclear 
localisation during prophase (215). Once active, cyclin B/CDK1 complexes 
contribute to mitosis by stimulating spindle assembly, breakdown of the nuclear 
envelope and disassembly of the Golgi apparatus and the ER (216-218). 
 
Arguably the most important regulators of mitosis are the Cdc25 phosphatases 
(Cdc25A, B and C) which regulate cyclin B/CDK1 activity. While Cdc25A 
functions at the G1/S transition, Cdc25B and Cdc25C are important for the 
G2/M transition (219, 220). Throughout interphase Cdc25C is phosphorylated 
on an inhibitory residue thereby inhibiting its activity. Immediately prior to 
mitotic entry Cdc25 becomes dephosphorylated allowing it to activate cyclin 
B/CBK1 which then forms a positive feedback loop (220) (Figure 1.4). Another 
regulator of cyclin B/CDK1 activity is Polo-like kinase 1 (Plk1), which positively 
regulates Cdc25C activation further stimulating M phase progression (221). In 
addition, Plk1 negatively regulates the DNA damage response to prevent cell 
cycle arrest during mitosis (222). Progression through the final M phase stage, 
cytokinesis, requires degradation of cyclin B and any remaining cyclin A by the 
anaphase-promoting complex/cyclosome.  

1.6 Viral manipulation of the cell cycle 
Viruses depend on the host cell to provide resources for replication however 
access to certain resources may be limited depending on the cell cycle phase. 
Manipulation of the host cell cycle is a common strategy employed by viruses to 
generate a beneficial environment for replication. This subversion of the cell 
cycle can be achieved by either arresting the cell cycle in a certain phase or by 
promoting faster progression through a phase or checkpoint.  
 

1.6.1 DNA viruses and retroviruses 
Alteration of the cell cycle by DNA and retroviruses has been studied 
extensively. DNA viruses primarily replicate in the nucleus and are therefore 
either reliant on the host cell to provide replication machinery or must provide 
the replication machinery themselves.  
 
The small DNA virus, human papillomavirus (HPV), infects nondividing (G0) 
epithelial cells with little to no replication machinery available. To overcome this 
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HPV encodes gene products termed E6 and E7 which stimulate re-entry into the 
cell cycle and progression into S phase through interactions with p53 and Rb 
respectively (223-225). Expression of E4 can inhibit M phase progression which 
in combination with E6 and E7 can induce a replication competent pseudo-S 
phase beneficial for the virus (226). While many DNA viruses favour an S phase 
cell cycle arrest, large DNA viruses such as those in the Herpesviridae family 
encode their own replication machinery and do not require the S phase 
environment for replication. Due to the complex lifecycle of herpes simplex virus 
studies have shown that multiple viral proteins, including ICP0 and UL24 
contribute in different ways to a cell cycle arrest and there is evidence for both 
G2/M and G0/G1 arrests (227-229).  
 
Some retroviruses have also been documented to arrest the cell cycle. A well-
studied example is human immunodeficiency virus (HIV) which arrests infected 
cells in the G2 phase. It is possible that this arrest prevents a T-cell-mediated 
immune response by inhibiting clonal expansion thus allowing the virus to go 
undetected (230). Replication of retroviruses requires integration of the viral 
cDNA into the host genome. HIV-1 proteins contain a nuclear localisation 
sequence (NLS) to facilitate entry of the DNA into the nucleus and therefore do 
not require breakdown of the nuclear membrane (231). In contrast, murine 
leukemia virus has developed a mechanism to induce an accumulation of cells 
in M phase leading to nuclear membrane breakdown in order to get the viral 
DNA into the nucleus for integration (232). 
 

1.6.2 RNA viruses 
The genomes of RNA viruses are typically shorter than those of DNA viruses 
and have limited coding capacity. Despite the cytoplasmic replication of RNA 
viruses, a number of both negative- and positive-sense RNA viruses have been 
shown to induce changes in the cell cycle. For many viruses the mechanisms 
governing these arrests have not fully elucidated however certain themes can be 
seen with G0/G1 or G2/M arrests favoured, and the arrest is often mediated 
through a p53 dependent pathway.    
 
Influenza virus is a negative-sense RNA virus and has been shown to 
manipulate the cell cycle in multiple ways. Replication of influenza A virus in 
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cells induces a G0/G1 cell cycle which provides favourable conditions for viral 
replication (233). Currently, three proteins from influenza have been shown to 
contribute to an arrest. The non-structural protein NS1 induces G0/G1 arrest 
through manipulation of the RhoA protein, an upstream kinase for Rb (234). A 
second protein shown to manipulate cell cycle pathways is the nucleoprotein 
(NP) of influenza. Under normal conditions expression and stabilisation of p53 
is activated at DNA checkpoints at the G1/S and G2/M interfaces when DNA 
damage is detected. NP increases p53 activity by inhibiting the interaction with 
Mdm2 (235-237). Increased p53 activity further enhances p21 transcription and 
could contribute to a cell cycle arrest (238). Finally, the matrix 1 (M1) from 
several influenza virus strains interacts with the host protein SLD5 to induce a 
G0/G1 arrest (239). SLD5 is part of a complex of proteins which are required for 
the initiation of DNA synthesis. Expression of SLD5 was found to partially 
rescue an M1 induced cell cycle arrest (239). The ability to induce a G0/G1 arrest 
during influenza virus infection seems to be of importance. The virus has 
evolved multiple mechanisms to control the cell cycle, specifically the G0/G1 
phase with proteins likely working in concert to provide an environment 
beneficial to viral replication.   
 
Infection of cells with Newcastle disease virus (NDV) results in a G0/G1 cell 
cycle arrest by delaying entry into the S phase (240). The G1 arrest selectively 
favoured viral replication and was shown to be consistent across several NDV 
strains (240). Increased p53 expression along with decreased expression of 
phosphorylated Rb, cyclin D1, cyclin E, p21 and p27 were observed with NDV 

infection (240). The researchers then went on to show that the PERK/eIF42a 
protein cascade is active in infected cells (241). This pathway inhibits host 
protein translation and a downstream effector is growth arrest and DNA 
damage-inducible gene 153 (GADD153). Overexpression of GADD153 further 
enhanced the decrease in cyclin D1 levels during NDV infection suggesting a 
possible pathway by which an NDV cell cycle arrest could be mediated (240).  
 
Within the coronavirus family there is considerable variation in the mechanism 
and cell cycle phase where an arrest is induced. The N protein of infectious 
bronchitis virus, mouse hepatitis virus (MHV) and severe acute respiratory 
syndrome coronavirus have been shown to induce a G2/M cell cycle arrest. The 
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arrest is achieved by delaying the exit of cells from the G2/M phase possibly 
through aberrant cytokinesis (242-245). The N protein of another coronavirus, 
transmissible gastroenteritis virus, induces a G2/M arrest and the same protein 
also contributes to an S phase arrest (246, 247). In addition to G2/M arrests, 
G0/G1 cell cycle arrests have been reported for a number of coronaviruses. The 
non-structural protein, p28, of mouse hepatis virus (MHV) arrests cells in the 
G0/G1 phase (248). Expression of either p28 or infection with MHV results in an 
increase in un/hypophosphorylated Rb, stabilisation of p53 and decreased 
activity of cyclin/CDK complexes which in turn prevents the G1/S transition 
(248, 249). A G0/G1 arrest has also been reported for porcine epidemic diarrhoea 
virus although the protein responsible has not yet been identified (250). Overall 
these results suggest that cell cycle control by coronaviruses is conserved. 
Viruses in this family are able to manipulate the cell cycle using a number of 
different proteins to achieve generally either a G2/M or G0/G1 phase cell cycle 
arrest.  
 
Another positive-sense RNA virus which manipulates the cell cycle to induce a 
G1/S arrest is red spotted grouper nervous necrosis virus (RGNNV) (251). The 
arrest is induced by the B1 protein which localises to both the cytoplasm and 
nucleus. Two arginine rich domains of B1 mediate nuclear targeting which also 
correlates with the induction of cell cycle arrest. The arrest is characterised by an 
increase in p53 and p21 and a decrease in cyclin D1, CDK4 and Mdm2 (251, 252). 
Blocking of the p53 pathway reduces the ability of the virus to induce a cell cycle 
arrest suggesting that arrest occurs through a p53 dependent mechanism (252). 
The G0/G1 phase and the S phase were shown to support higher levels of viral 
replication than cells in G2/M (252). It is possible that the RGNNV B1 protein 
mediated G1/S arrest may inhibit early cell death allowing the virus to gain a 
replication advantage. In support of this idea B1 has been shown to have an anti-
necrotic function when expressed in fish cells (253). The underlying mechanism 
for the G1/S arrest has not been defined, although the dual localisation in the 
cytoplasm and nucleus may allow B1 to directly inhibit mRNA transcription, 
stability or translation (251).  
 
These are just some of the RNA viruses that manipulate the cell cycle and other 
examples include zika virus, Japanese encephalitis virus, avian reovirus, 
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enterovirus 71 and spring viremia of carp virus (254-258). Viruses have evolved 
to express one or more proteins which interfere with the cell cycle and do so 
through various pathways. Clearly manipulation of the host cell cycle by RNA 
viruses is a common method employed to modify the cellular environment.  

1.7 Manipulation of the cell cycle by MNV VPg 
In addition to the above examples, MNV is also able to manipulate the host cell 
cycle. Infection of RAW 264.7 murine macrophages with MNV induces changes 
to mRNA transcripts associated with the cell cycle including downregulation of 
cyclins E, A and B, CDK4, CDK2, Skp2 and upregulation of Mdm2 (185). MNV 
manipulates the cell cycle to induce an accumulation of cells in the G0/G1 phase, 
at ~75% compared with mock transfected cells at ~55% (Figure 1.5A) (185). There 
is a corresponding decrease in the proportion of cells in the S phase and no 
change to the G2/M phase over the course of a 12-hour infection (185). These 
changes are consistent with other viruses that arrest the cell cycle in the G0/G1 
phase (234, 249 252, 259).  
 
Synchronisation of cells into different phases of the cell cycle using inhibitors has  
shown that MNV induces an arrest by delaying the transition from the G1 phase 
into the S phase (185). In cells synchronised with sodium butyrate into the G1 
phase MNV infection is able to hold cells in G0/G1 while uninfected cells 
progress out of this phase and into S phase (Figure 1.5B). In contrast 
synchronisation of cells in the M phase followed by infection does not affect 
progression out of the M phase and into G0/G1 (185). In addition, MNV 
replication is highest in cells that are progressing through the G1 phase, as 
opposed to any other cell cycle phase (Figure 1.5 C and D) (185). It was therefore 
proposed that MNV prolongs the G1 phase by delaying the G1/S transition and 
gains a beneficial replication environment (185).  
 
Analysis of cyclin protein expression during infection revealed a decrease in 
cyclin A, likely due to the decreased percentage of cells in S phase. Unlike with 
many of the other RNA viruses which arrest in the G0/G1 phase, no change in 
protein levels of cyclins D or E were observed during infection (185). A cell cycle 
arrest in G0/G1 supported increased viral replication, as evidenced by increased 
viral titres and protein expression. 
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Figure 1.5 MNV arrests cells at the G1/S transition to obtain a beneficial replication 
environment. 

Figure adapted from Davies et al (185). (A) Unsynchronised RAW-Blue cells were either 
infected with MNV of mock infected. Cells were harvested at the indicated hours post 
infection and the percentage of cells in the G0/G1 phase determined. (B) Cells were 
synchronised into the G1 phase with sodium butyrate, released and either infected with 
MNV or mock infected. Cells were harvested at the indicated hours post infection. The 
percentage of cells in the G0/G1 phase is shown. (C) Expression of capsid protein at 9 

hpi in RAW-Blue cells held in different phases of the cell cycle. G1> represents cells 
synchronised into M phase and then released prior to infection to create a population of 
cells progressing through G1. (D) RAW-Blue cells were either left unsynchronised or 
synchronised and held in the indicated cell cycle phase for infection. MNV progeny 
virus release at 9 hpi was determined by plaque assay.  
 
Experiments to look at the protein responsible for arrest showed that expression 
of VPg alone was sufficient to induce an arrest indistinguishable to that of the 
whole virus (186). Point mutations to disrupt either the nucleotidylylation (Y26) 
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or translation (F123) activities of VPg had no effect on the cell cycle arrest 
indicating that the arrest is independent of these roles (186). Truncation of MNV 
VPg to express different structural regions of the protein showed that the first 62 
N-terminal amino acids were sufficient to induce arrest despite a decrease in 
total protein compared to full length VPg (Figure 1.5). The construct expressing 
the VPg 11-107 which lacks the disordered N-terminus and eIF binding site was 
not able to induce arrest. A third construct expressing the disordered C-terminal 
region and the eIF binding site (VPg 63-124) did not arrest cells but expression 
could not be confirmed (Figure 1.5) (260). Although these experiments have 
shown that MNV VPg induces a G0/G1 cell cycle arrest to favour viral 
replication, a mechanism for cell cycle control has not been identified.  
 

 
Figure 1.6 Schematic of truncated VPg proteins 

Diagram of full length (1-124 residues) MNV VPg and truncated MNV VPg constructs. 
Helices are shown in yellow and the eIF binding site is shown in orange. The numbers 
above each construct indicate the position of amino acids within VPg. A positive G0/G1 

cell cycle arrest is indicated by a tick (✓) and constructs which did not induce cell cycle 

arrest are indicated with a cross (✕). Expression of each construct was confirmed by 
western blot, with the exception of VPg 63-124 which could not be detected.  
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1.8 Focus of my research 
Norovirus remains a leading cause of gastroenteritis worldwide with a 
significant economic burden. Despite advances in norovirus cell culture there 
are currently no vaccines or antiviral treatments available. Development of 
effective treatments is reliant on a thorough understanding of the norovirus 
lifecycle and interaction with the host cell. Manipulation of the host cell cycle by 
MNV VPg has been demonstrated to induce a beneficial replication environment 
for the virus. The aim of my project was to further determine the role of VPg in 
induction of a cell cycle arrest. Specifically, the conservation of a G0/G1 cell cycle 
arrest by VPg proteins in the Norovirus genus and the Caliciviridae family was 
investigated using flow cytometry to monitor the effect of VPg proteins on cell 
cycle progression. To identify and examine the region of MNV VPg responsible 
for inducing a cell cycle arrest protein sequences were aligned and the ability of 
mutant VPg proteins to arrest the cell cycle was measured. Lastly the mechanism 
by which MNV VPg manipulates the cell cycle was explored using bioinformatic 
sequence analysis to predict potential mechanisms. Each of these were then 
experimentally investigated. Study of norovirus manipulation of the host cell 
cycle will provide insights into the viral lifecycle and may help in the 
development of strategies to inhibit the virus. 
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2 Methods 

2.1 Analysis of the role of VPg proteins on the cell cycle   
2.1.1 Ethical approvals 
In accordance with New Zealand regulatory standards, the use of a RAW-BlueTM 
cells (InvivoGen) was covered by the hazardous substances and new organisms 
(HSNO) approval number GMD101729 and transformation of Escherichia coli (E. 

coli) by GMD101715.  
 

2.1.2 Design of synthetic VPg constructs for RNA transfection 
Unless otherwise stated all transfections were performed using in vitro 
transcribed RNA. Viral ORF1 polyprotein sequences were obtained from 
GenBank and the VPg sequence identified using either experimentally defined 
or predicted protease cleavage sites. Following identification of the VPg 
sequence, synthetic VPg constructs were designed using SeqBuilder Pro from 
the Lasergene suite of sequence analysis software (DNASTAR). Each construct 
included a viral VPg gene flanked by 5’ and 3’ restriction enzyme sites, a T7 
promoter sequence for RNA transcription, a start codon and a stop codon 
(Figure 2.1) (Table 2.1). Where indicated a 3’ Strep-tag II sequence was 
incorporated between the VPg gene and the stop codon (Table 2.1). The full 
length MNV VPg and enhanced green fluorescent protein (EGFP) constructs 
used in these experiments were previously produced in the Ward Laboratory in 
a pUC8 vector (261).  
 

 
Figure 2.1 Design overview for synthetic VPg constructs 

Each VPg construct contained a T7 RNA polymerase promoter (blue triangle), a start 
(ATG) and a stop (TAA) codon. The synthetic construct was flanked by a 5’ and 3’ 
restriction enzyme (RE) site. Where indicated a Strep-tag II was incorporated at the C-
terminal end of VPg prior to the stop codon.  
 

VPgT7 ATG TAA

3’ RE5’ RE
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Synthetic VPg constructs to investigate the role of the N-terminal region for 
induction of a cell cycle arrest were designed as above (Figure 2.1). All constructs 
are full length MNV VPg unless otherwise stated and are derived from MNV-1 
CW1 (GenBank: DQ285629) (Table 2.2).  
 
All constructs were synthesised by GenScript and cloned into either a pUC57, 
pUC57-simple or pJET2.1 vector. All VPg constructs were sequenced to confirm 
identity prior to arrival. Lyophilised plasmid DNA was centrifuged at 6000 x g 
for one minute to avoid loss of material during opening and reconstituted in 20 

µl of MilliQ water.  
 

Table 2.1 Synthetic VPg constructs for investigation of the conservation of cell cycle 
arrest 

Virus 
Genus and 
Genogroup 

GenBank 
Accession 
number 

3’ 
restriction 

enzyme 

Construct 

Modificationa 

MNV 
Norovirus 

GV 
DQ285629 Ava I Strep-tag II 

Norwalk virus 
Norovirus 

GI 
AAC64602 BamH I Strep-tag II 

HuNV 
Norovirus 

GII 
JX459908 Hind III Strep-tag II 

Jena virus 
Norovirus 

GIII 
CAA90480 BamH I No 

Lake Macquarie 
virus 

Norovirus 
GIV 

AFJ21375 BamH I No 

HuSV Sapovirus X86379 Hind III No 
RHDV Lagovirus U54983 Hind III No 

FCV Vesivirus M86379 Hind III Strep-tag II 
Newbury 1 virus Nebovirus DQ013304 Hind III Strep-tag II 

a All constructs were designed without a C-terminal tag. Where indicated, a second 
construct was designed to incorporate a C-terminal Strep-tag II for detection. The Strep-
tag II amino acid sequence was AWSHPQFEK. 
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Table 2.2 Synthetic MNV VPg constructs to investigate the role of the N-terminal 
region in cell cycle arrest 

Construct name 
3’ restriction 

enzyme 
Description of modificationa 

11-124 VPg Hind III First 10 N-terminal amino acids removed 
K5A VPg Hind III Single point mutation lysine 5 to alanine 
K7A VPg Hind III Single point mutation lysine 7 to alanine 
G9A VPg Hind III Single point mutation glycine 9 to alanine 
R10A VPg Hind III Single point mutation arginine 10 to alanine 
MNV VPg 

triple mutant 
EcoR I Mutation to alanine at positions K5, K7 and 

R10 

M20/EGFP EcoR I First 20 N-terminal amino acids of MNV 
VPg fused to EGFP 

M20/FCV VPg EcoR I First 20 N-terminal amino acids of MNV 
VPg fused to amino acids 18-111 of FCV VPg 

F18/MNV VPg EcoR I First 18 N-terminal amino acids of FCV VPg 
fused to amino acids 21-124 of MNV VPg 

M20/NB1 VPg EcoR I First 20 N-terminal amino acids of MNV 
VPg fused to amino acids 10-65 of Newbury 
1 VPg 

NB19/MNV 
VPg 

EcoR I First 9 N-terminal amino acids of Newbury 
1 VPg fused to amino acids 21-124 of MNV 
VPg 

a Each modified construct incorporated a methionine codon and stop codon for 
translation 

 

2.1.3 Preparation of rubidium chloride competent E. coli cells  
XL1-Blue MRF’ E. coli cells were streaked onto a LB agar plate containing 12.5 

µg/ml tetracycline and 10 mM magnesium chloride. The plate was incubated 
overnight and a single colony was inoculated into a 5 ml broth containing 50 

µg/ml ampicillin. The culture was grown overnight at 37 °C with oscitation at 
200 revolutions per minute (RPM). The following morning, 120 ml of pre-
warmed LB broth was inoculated with 1.2 ml of the overnight culture and grown 

until the OD600 reached 0.38 (2-3 hours). The culture was placed on ice for 15 
minutes, transferred to four JA20 centrifuge tubes and centrifuged at 3000 x g for 
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10 minutes at 4 °C. The supernatant was discarded and each E. coli pellet was 
resuspended in 10 ml of transformation buffer I (Appendix I) and combined into 
two JA20 tubes. The cells were centrifuged again at 3000 x g for 10 minutes at 4 

°C, the supernatant discarded and each pellet resuspended in 2 ml of 

transformation buffer II (Appendix I). Competent cells were divided into 100 µl 

aliquots and stored at -80 °C. 
 

2.1.4 Transformation 
To amplify the plasmid, rubidium chloride competent E. coli cells were 
transformed with plasmid DNA. An aliquot of E. coli cells was thawed on ice for 

30 minutes, following this 0.5 µl of reconstituted plasmid DNA was added and 

incubated on ice for a further 30 minutes. The mix was heat shocked at 37 °C for 

five minutes before addition of 900 µl of pre-warmed LB broth. The 

transformation mix was incubated at 37 °C for one hour and 200 µl was plated 
onto a LB agar plate with the appropriate antibiotic resistance. Plates were 

grown for 14-16 hours at 37 °C.  
 

2.1.5 Plasmid extraction (Midi and Miniprep) 
Transformed colonies were single colony purified and grown in LB broth with 

the appropriate antibiotic selection until the OD600 reached 0.8. Plasmids were 

extracted for linearisation and RNA transcription using the PureLinkTM HiPure 
Plasmid Midiprep kit (Thermo Fisher Scientific) according to manufacturer’s 
instructions. The DNA was aliquoted into microcentrifuge tubes and 

resuspended in 30 µl of MilliQ water. Plasmids were extracted for restriction 
enzyme digest and cloning using the QIAprep Spin Miniprep kit (Qiagen) 

according to manufacturer’s instructions and the DNA resuspended in 50 µl of 
MilliQ water.  
 

2.1.6 Plasmid linearisation and ethanol precipitation 
Plasmid DNA was linearised at the 3’ end of the viral VPg gene using the 

appropriate restriction enzyme (Tables 2.1 and 2.2). Each 50 µl digest contained 

16 µg of plasmid DNA, 2 µl (20 units) of restriction enzyme and 5 µl of the 

appropriate restriction enzyme buffer. The reaction was incubated at 37 °C for 
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three hours. The linearised DNA from each digest was purified by ethanol 
precipitation. To each digest the following was added: 1/10 volume of 3 M 

sodium acetate and 2 volumes of -20 °C 100% ethanol. This was incubated at -20 

°C overnight and the DNA was then pelleted at 13,000 x g for 15 minutes. The 

supernatant was removed and pellet air dried before being resuspended in 15 µl 

of MilliQ water and stored at -20 °C, following which 1 µg of linear DNA was 
run on an agarose gel to confirm linearisation. 
 

2.1.7 Agarose gel electrophoresis 
DNA was analysed by agarose gel electrophoresis on a 1% agarose gel with 1 x 

tris-acetate (TAE) buffer (Appendix I). Prior to loading 3 µl of loading dye (New 
England Biolabs) was added to each sample and the gel was electrophoresed in 
1 x TAE buffer at 100 V, 400 mA for one hour. The gel was then stained in 

ethidium bromide (1 µg/ml) for one hour and the DNA bands visualised using 
ultraviolet light on the UVIDOC HD6 gel documentation system (UVITEC 
Cambridge).  
 

2.1.8 Generation of RNA transcripts 
Messenger RNA (mRNA) transcripts were generated using the mMessage 
mMachine T7 ultra transcription kit (Ambion) and purified using the 

MEGAclearTM Transcription Clean-Up kit (Ambion) according to 
manufacturer’s instructions. Briefly, the transcription and capping reaction was 

assembled with 1 µg of linear DNA, 2 µl of 10 x reaction buffer, 10 µl 

NTP/ARCA, 2 µl T7 RNA polymerase and nuclease free water to a final reaction 

volume of 20 µl. The transcription reaction was incubated at 37 °C for two hours 

following which 1 µl of DNase was added and incubated for 15 minutes to 
degrade the DNA template. For poly A-tailing of the RNA transcript the 

following were added; 36 µl of nuclease free water, 20 µl of 5 x E-PAP buffer, 10 

µl 25 mM MnCl2, 10 µl 10 mM ATP solution and 4 µl E-PAP. The reaction was 

incubated at 37 °C for 45 minutes and then transferred onto ice. The RNA was 

purified using the MEGAclear TM Transcription Clean-Up kit (Ambion) 
following manufacturer’s instructions. Purified RNA was eluted in a total 

volume of 50 µl nuclease free water and a 1/10 dilution was analysed on the 
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NanoDrop One spectrophotometer (Thermo Fisher Scientific). RNA was stored 

at -80 °C in aliquots of 4-5 µg.  
 

2.1.9 Mammalian cell culture 

RAW-Blue cells 

RAW-BlueTM cells (InvivoGen) are a murine macrophage cell line derived from 
RAW 264.7 cells which express a secreted embryonic alkaline phosphatase under 
transcriptional control of NFκB/AP-1. These cells have been shown to support 
the replication of MNV-1(262). Cells were maintained in Dulbecco’s modified 
eagle medium (DMEM) (Gibco, Thermo Fisher Scientific) supplemented with 
10% foetal bovine serum (FBS) (referred to as RAW-Blue medium). All cell 

incubations were performed at 37 °C + 5% CO2 unless otherwise stated. Cells 
were passaged when they reached a confluency of approximately 70-80%. 
Briefly, medium was removed, cells were scraped into 10 ml of fresh medium 

and pelleted for five minutes at 300 x g. A 75 cm2 flask was seeded with 2.5x106 

cells in 20 ml of RAW-Blue medium and incubated at 37 °C + 5% CO2.   
 

Storage of RAW-Blue cells 

Cells were passaged as above, but were seeded into a 175 cm2 flask at 2x107 cells 
and grown overnight until they were ~70-80% confluent. The cells were scraped, 
washed and resuspended in freezing medium (90% FBS + 10% dimethyl 

sulfoxide) at ~3x106 cells/ml. The cells were aliquoted (1 ml) into cryotubes and 

cooled to -80 °C in a NalgeneTM Cryo Freezing container before being transferred 
to liquid nitrogen. RAW-Blue cells were recovered from liquid nitrogen by 
thawing an aliquot in a 37 °C water bath. The cells were then transferred to a 25 

cm2 cell culture flask containing 4 ml of RAW-Blue medium. The medium was 
replaced the following day and cells were grown until they were 70-80% 

confluent and were then transferred to a 75 cm2 flask and maintained as above.  
 

2.1.10 Transfection of RAW-Blue cells 
RNA transcripts were transfected into RAW-Blue cells using the Neon 
Transfection system (Thermo Fisher Scientific) according to manufacturer’s 
instructions. RAW-Blue cells were scraped, centrifuged at 300 x g for five 
minutes and resuspended in 5 ml of Dulbecco’s phosphate buffered saline 



 39 

(dPBS). Cells were counted, centrifuged and resuspended in resuspension buffer 

(Appendix I) at 1x107 cells/ml. RNA transcripts (4 "g) were mixed with ~120 "l 
of cells, to allow for additional volume to avoid air bubbles and were drawn into 
a 100 "l Neon transfection tip. The RNA/cell mix was electroporated with 1 
pulse at 1730 V and 20 mA. Transfected cells were seeded in 6-well plates 
containing 2 ml pre-warmed RAW-Blue medium and incubated for 12 hours.  
 

2.1.11 Cell cycle analysis 
The percentage of cells in each phase of the cell cycle was determined using flow 
cytometry to analyse the DNA content of cells. Transfected cells were scraped 
into medium, pelleted at 300 x g for five minutes and resuspended in 3 ml of -20 

°C 70% ethanol to fix and permeabilise cells. The following day, cells were 
pelleted at 800 x g for three minutes and washed in 5 ml of dPBS. Fixed cells 

were centrifuged again and resuspended in 400 µl of dPBS with 50 µg/ml 
propidium iodide (PI) (Sigma-Aldrich) to stain DNA and 0.1 mg/ml RNase A 
(Sigma-Aldrich) (Appendix I) to degrade RNA. The cells were incubated at 37 

°C for 45 minutes, transferred to fluorescence cytometry tubes and analysed on 
the BD LSRFortessa flow cytometer (BD Biosciences). Three lasers were used; 
SSC, FSC and YG_610/20 on a linear scale and at least 30,000 cells were counted 
for each sample. FSC files exported from the BD LSRFortessa flow cytometer 
were opened in MODfit (Verity Software House), a programme designed for the 
purpose of analysing the DNA content of cells. Data was gated using the SSC-A 
vs FSC-A to remove debris and SSC-A vs SSC-H and FSC-A vs FSC-H to remove 
doublets (Figure 2.2). Linearity was set to 1.97 with one cycle and auto debris 
removal.  
 

 
Figure 2.2 Example of the gating for flow cytometry analysis of the cell cycle 
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Gating was used to include single cells for cell cycle analysis with debris, clumps and 
doublets removed.  

2.2 Analysis of protein expression 
2.2.1 BCA protein estimation 
Protein concentrations in cell lysates was determined using the PierceTM BCA 
Protein Assay kit (Thermo Fisher Scientific) according to manufacturer’s 

instructions.  Briefly, 25 µl of cell lysate or BSA standard was loaded in triplicate 

in a 96-well plate and 200 µl of BCA working reagent (50:1 Reagent A: Reagent 

B) was added to each well. The plate was incubated at 37 °C for 30 minutes and 
the absorbance measured at 595 nm and analysed using Prism software.  
 

2.2.2 Purification of Strep-tag II constructs 
For detection of Strep-tag II labelled VPg proteins from RNA transfections, RAW 

Blue cells (~3x106) were scraped, centrifuged and washed in 1 ml of PBS. Cells 

were resuspended in 500 µl of lysis buffer (Appendix I) and lysed on ice for 10 
minutes. The soluble and insoluble fractions were separated by centrifugation at 
14,000 x g for 10 minutes and the supernatant transferred to a microfuge tube 

containing 10 µl of MagStrep “type 3” XT beads (IBA) to bind the Strep-tag II 
expressing protein. The beads and soluble supernatant were incubated for 2 

hous at 4 °C with rotation before separation of the beads using a magnetic 
separator. Beads were washed twice in wash buffer (Appendix I) and 

resuspended in 25 µl of wash buffer and 25 µl of 2 x sample buffer (Appendix I). 

Samples were stored at -20 °C until analysis by western blot. Transfected 

samples without a Strep-tag were directly resuspended in 25 µl of PBS and 25 µl 
of 2 x sample buffer.  
 

2.2.3 SDS-PAGE gels 
To visualise proteins of interest, lysates were separated on sodium dodecyl 
sulphate polyacrylamide gel electrophoresis (SDS-PAGE) gels followed by 
Coomassie blue G250 staining or western blotting. SDS-PAGE gels (Appendix I) 
were prepared and the gel system was assembled in 1 x SDS-PAGE running 
buffer (Appendix I). Protein samples in sample buffer were boiled for 10 minutes 
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to fully denature the proteins and loaded onto the gel. SDS-PAGE gels were 
electrophoresed at 170 V until the dye front reached the bottom of the gel. Gels 
were either processed for western blot analysis or directly stained in Coomassie 
blue stain (Appendix I) at RT overnight. Stained gels were then soaked overnight 
in destain solution (Appendix I) and imaged on the UVIDOC HD6 gel 
documentation system.  
 

2.2.4 Western blot 
Gels for western blot analysis were soaked for 15 minutes in cathode buffer 
(Appendix I). Six pieces of Whatmann 3 mm filter paper and a 0.2 "m 
nitrocellulose membrane (Amersham) were cut to the size of the gel. The 
nitrocellulose membrane and three pieces of filter paper were equilibrated in 
cathode buffer, two pieces of filter paper were equilibrated in anode buffer I 
(Appendix I) and one piece in anode buffer II (Appendix I) for five minutes. The 
transfer sandwich was assembled as follows (from the lower anode plate); two 
pieces of filter paper soaked in anode I, one piece of filter paper soaked in anode 
II, nitrocellulose membrane, SDS-PAGE gel and three pieces of filter paper 
soaked in cathode buffer. Proteins were transferred from the gel onto the 

membrane using the Bio-Rad Transblot TurboTM Transfer System (Bio-Rad) at 20 
V for 20 minutes and following transfer, the membrane was dried on the bench 
overnight. The membrane was probed for expression of specific proteins using 
antibodies towards the protein of interest (Table 2.3). Firstly, the membrane was 
blocked in blocking buffer (Appendix I) for one hour. The membrane was then 
probed with primary antibody diluted in antibody diluent (Appendix I) and 
incubated for one hour before being washed for five minutes in 10 ml of PBST 
(PBS + 0.1 % Tween-20), three times. After washing, the membrane was 
incubated with the corresponding secondary antibody (Table 2.3) for one hour 
in the dark and washed again. Protein expression was visualised on the LI-COR 
Biosciences Odyssey Fc Imager and analysed using ImageStudio Lite software 
version 5.2.5 (LI-COR Biosciences).  
 
 
 
 
 



 42 

Table 2.3 Antibodies for western blot analysis 

Antibody Dilution Source Catalogue number 

Rabbit a-VPga 1:1000 Ward Laboratoryc n/a 

Mouse a-VPgb 1:1000 Gift from Professor Ian 
Clarke 

n/a 

Rabbit a-eIF4E 

(C46H6)a 

1:1000 Cell Signalling 
Technology 

2067 

Rabbit a-phospho-

eIF4Ea 

1:500 Cell Signalling 
Technology 

9741 

Mouse a-Strepb 1:1000 Qiagen 34850 

Mouse a-Tetra Hisb 1:1000 Qiagen 34670 

Mouse a-GFPb 1:1000 Thermo Fisher Scientific A-11121 

Goat a-actin (I-19)a 1:2000 Santa Cruz sc-1616 

Rabbit a-Lamin B1a 1:1000 Abcam ab16048 

Rabbit a-Tubulina 1:1000 Abcam ab18251 

Donkey a-Rabbit IgG 
DyLight 800 

1:20000 Thermo Fisher Scientific SA5-10044 

Donkey a-Goat IgG 
DyLight 680 

1:20000 Thermo Fisher Scientific SA5-10090 

IRDye 680RD 

Donkey a-Mouse IgG 

1:20000 LI-COR Biosciences 926-68072 

a Polyclonal 
b Monoclonal 
c Antibody produced by Estelle Baker with specificity confirmed in (261) 
 

2.2.5 Mass spectrometry 
Expression of VPg proteins was confirmed by mass spectrometry. Briefly 

transfected RAW-Blue cells (~3x106 cells) were scraped directly into cell 
medium, centrifuged and washed in PBS. The cell pellet was resuspended in 50 

µl of RIPA buffer and 10 µl of 6 x sample buffer (Appendix I). Samples were run 
on an SDS-PAGE gel and stained in Coomassie blue G250 stain. Protein 
expression was insufficient to detect a specific protein band corresponding to 
VPg therefore the area corresponding to the predicted size was excised from the 
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gel with a scalpel blade. The gel slice was trypsin digested and analysed by LTQ-
Orbitrap XL mass spectrometry by the Centre for Protein Research (University 
of Otago, NZ). 

2.3 Construction of norovirus VPg vectors for protein 
expression in insect cells 

2.3.1 Design of synthetic genes 
Synthetic DNA constructs (Table 2.4) for expression of protein in insect cells 
were synthesised by GenScript. The constructs were synthesised in pUC57 and 
designed to incorporate an MNV VPg gene with a stop codon flanked by Bgl II 
and EcoR I at the 5’ and 3’ respectively. Synthetic genes were reconstituted, 
transformed into E. coli, single colony purified and the DNA extracted by 
miniprep as described previously. 
 
Table 2.4 Synthetic constructs for protein expression 

Construct name 
GenBank 

Accession number 
Modificationa 

MNV VPg DQ285629 No 
MNV VPg triple 

mutant 
DQ285629 K5, K7 and R10 mutated to 

alanine 
MNV VPg K2-12 DQ285629 K2 – K8, R10 and R12 

mutated to alanine 
HuNV VPg GII JX459908 No 

CATb BBB3751.1 No 

FOX-1c Q9NWB1 RBDd (residues 109-208) 
a Where indicated constructs were modified from the original protein sequence 

b Chloramphenicol acetyltransferase 
c Feminizing locus on X 
d Only the RNA binding domain of FOX-1 was synthesised 
 
For expression and purification of norovirus genes in an insect cell system 
Vivienne Young (Ward laboratory) designed an N-terminal fusion which was 

cloned into a pAcpol- vector (termed pAc.NT*). The N-terminal fusion consists 

of two epitope tags (Strep-tag II and His6 tag) for protein purification and an NT* 
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tag to aid in protein solubility (Figure 2.3). The NT* tag is a solubility tag derived 
from spider silk protein that has been shown to reduce protein aggregation 
within the spider silk gland despite high protein concentrations (263). NT* has 
been used in the Ward laboratory to aid solubility of other norovirus proteins 
and VPg constructs were designed to clone into the Bgl II/EcoR I site of pAc.NT* 
(Figure 2.3).   

 
Figure 2.3 Schematic of pAc.NT* for expression of VPg genes 

The NT* fusion construct was cloned into a pAcpol- vector for expression in an insect 
cell line. The construct includes a p10 promoter (blue triangle), start codon (ATG), 
sequences to encode a His6 tag (His), Strep-tag II (Strep) and NT*tag. Genes for 
expression were ligated into the vector using Bgl II and EcoR I restriction enzymes. A 
stop codon was included as part of the gene ligated into the vector. As a protein, the 
entire NT* fusion can be removed by enterokinase cleavage and the His6 tag by tobacco 
etch virus (TEV) protease cleavage.  
 

2.3.2 Restriction enzyme digests and gel extraction 
For cloning of VPg genes into pAc.NT* restriction digests were performed using 
1-5 "g of pUC57.VPg DNA or pAc.NT* DNA. To each digest 2 "l of 10 x Buffer 
H (Roche), 5 U of Bgl II and 5 U of EcoR I was added. The reaction was bought 

to a final volume of 20 "l with MilliQ water and incubated at 37 °C for three 
hours. Following digestion, the DNA was analysed by agarose gel 
electrophoresis and bands corresponding to either VPg or pAc.NT* were excised 

with a scalpel and stored at -20 °C overnight.  To recover digested DNA 
fragments from agarose gel slices a gel extraction was performed using the 
QIAquick Gel Extraction kit (Qiagen) according to manufacturer’s instructions. 

The DNA was eluted with 30 µl of MilliQ water and stored at -20 °C.  
 

TEV 
cleavage 

site

Bgl II

Enterokinase 
cleavage site

His Strep NT* tag

EcoR I

TEV 
cleavage 

site

BglII

Enterokinase 
cleavage site

His Strep NT* tag

EcoRI

VPgM S

p10

p10

A
TG



 45 

2.3.3 Ligation 
To ligate VPg inserts into a pAc.NT* vector backbone a 10 "l ligation consisting 
of; 7.5 "l of VPg, 1 "l of pAc.NT*, 1 unit of T4 DNA ligase and 1 "l of 10 x ligation 

buffer was assembled. The ligation was incubated overnight at 4 °C and was 
then transformed into rubidium chloride E. coli as described previously. Purified 
pAc.NT*/MNV VPg, pAc.NT*/MNV VPg triple mutant (TM), pAc.NT*/MNV 
VPg K2-12 and pAc.NT*/HuNV VPg expression vectors was obtained by 
miniprep.  For RNA binding assays, a gene encoding the negative control 
protein, CAT, was ligated into pAc.NT*. A gene encoding the positive control 

protein, FOX-1, was ligated into a pAcpol- vector with a His6 and Strep-tag II but 
without an NT* tag.  

2.4 Expression and purification of NT* tagged norovirus VPg 
proteins 

2.4.1 Ethical approvals 
The development and production of norovirus VPg proteins using recombinant 
baculovirus in Spodoptera frugiperda IPLB-Sf21 (Sf21) and Trichoplusia ni (T. ni) 
cells was undertaken under the HSNO approval numbers GMD101715 and 
GMD101729.   
 

2.4.2 Maintenance of insect cell culture lines 
Sf21 cells were maintained as suspension cultures in Sf-900TM III SFM medium 
(Thermo Fisher Scientific) and were split every 3-4 days. Maintenance cultures 

were seeded at 1x106 cells/ml in 20 ml and cultures for infection (either 10 ml or 

50 ml) were seeded at 8x105 cells/ml. T. ni cells were maintained as suspension 
cultures in ESF921 medium (Expression Systems) and were split every 2-3 days. 
Maintenance cultures (20 ml) and cultures for infection (50 ml) were seeded at 

8x105 cells/ml. All cells were grown at 27 °C with shaking at 125 RPM. 
 

2.4.3 Co-transfection of Sf21 cells 
Recombinant Autographa californica nucleopolyhedrovirus (referred to as 
recombinant baculovirus) was produced by co-transfection of each 

pAc.NT*/VPg transfer vector into Sf21 cells using the FlashBAC ULTRATM 
expression system (Oxford Expression Systems). Sf21 cells were seeded in a 6-
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well plate at 5x105 cells/ml in 3 ml of Sf-900 III medium per well and incubated 

at 27 °C for one hour, to allow cells to settle. A mixture consisting of 6 µl FuGENE 

6 transfection reagent (Promega) in 100 µl of Sf-900 III medium was prepared. A 

second mixture containing 1 µg of vector DNA and 5 µl (80 ng) of FlashBAC 

ULTRATM in 100 µl of Sf-900 III medium was prepared and added to the 
FuGENE 6 mixture. The transfection mixture was incubated at room 
temperature for 30 minutes, following which the medium was removed from 
Sf21 cells and the transfection mixture added dropwise onto the cell monolayer. 
The cells and transfection mixture were incubated at room temperature for one 
hour with rocking every 20 minutes. After incubation, 3 ml of Sf-900 III medium 
containing 100 U/ml penicillin and 0.1 mg/ml streptomycin was added to each 
well. Cells were incubated for four days to allow homologous recombination of 

the pAc.NT*/VPg vector with FlashBAC ULTRATM and replication of the 
recombinant baculovirus. The supernatant containing budded virus was 

collected and stored at 4 °C. The viral inoculum was bulked up by serial passage 
through Sf21 cells, first in a 10 ml culture then a 50 ml culture. When cell death 
reached 30-80% (two to four days), as determined by trypan blue staining, 
infected cultures were harvested by centrifugation at 500 x g for five minutes to 

pellet cells and the viral inoculum (supernatant) stored at 4 °C.  
 

2.4.4 Neutral red plaque assay 
The titre of recombinant baculovirus inoculum was determined by neutral red 

plaque assay. Sf21 cells were seeded in a 6-well plate at 5x105 cells/ml in 3 ml of 
Sf-900 III medium and the cells allowed to settle for one hour at room 

temperature.  The medium was removed and 100 µl of a 10-fold dilution series 

of viral inoculum ranging from 10-3-10-8 was added dropwise to the cells. The 
plate was incubated at room temperature for one hour with rocking every 20 
minutes. Following adsorption, the virus dilution was removed and the cells 
were washed with 2 ml Sf-900 III medium. A 2 ml agarose overlay consisting of 
1.5% SeaPlaque agarose and 5% FBS in Sf-900 III medium was added to the cells. 
The plate was incubated at room temperature for 20-30 minutes to allow the 
agarose to set. Sf-900 III medium (1.5 ml) containing 10% FBS and 100 U/ml 
penicillin and 0.1 mg/ml streptomycin was added to each well and the plate was 

incubated at 27 °C for three to five days. To stain the plaques, 100 µl of neutral 
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red was added to each well and incubated at 27 °C for two hours. All liquid was 
removed from the wells and the plate stored overnight at room temperature in 
the dark to allow the stained plaques to develop. The plaques were counted and 
the viral titre of the inoculum calculated.  
 

2.4.5 Protein purification 
T. ni cells were seeded for infection and incubated overnight. The following 

morning cells (~2x106 cells/ml) were infected with recombinant baculovirus at 
a multiplicity of infection (MOI) of 1 and incubated for two to four days until 
~20-40% of cells were dead. The infected culture was centrifuged at 500 x g for 
five minutes and the pellet collected. For protein purification, the cell pellet was 
lysed on ice for 15 minutes with 20 ml (20 ml/50 ml of starting culture) of lysis 
buffer (Appendix I). The lysate was centrifuged at 16,000 x g for 20 minutes at 4 

°C to separate the soluble and insoluble fractions. The soluble fraction was 

filtered through a 0.8 µm filter and incubated with 500 µl of Strep-Tactin XT 

Superflow beads (IBA) on a roller for two hours at 4 °C, to allow binding with 
the Strep-tag II present in the N-terminal fusion. Following incubation, the beads 

with bound protein were loaded onto a PierceTM Centrifuge Column (Thermo 
Fisher Scientific). The beads were washed twice in 5 ml of wash buffer 
(Appendix I), to remove non-specific proteins. Purified protein was eluted using 
a biotin elution buffer (Appendix I). Protein concentration was measured on the 
nanodrop and confirmed by SDS-PAGE gel and western blot. Eluted protein was 

stored in 500 µl aliquots at -80 °C.  
 

2.4.6 Bovine enterokinase cleavage of recombinant proteins 
The N-terminal NT* fusion contains an enterokinase cleavage site immediately 
prior to the Bgl II/EcoR I cloning site (Figure 2.3). To remove the N-terminal NT* 
fusion, purified protein was cleaved with bovine enterokinase (EK) (New 
England Biolabs). Calcium chloride at a final concentration of 2 mM was added 
directly to recombinant protein in elution buffer and the protein was diluted to 

1 mg/ml. EK (0.016 U/µg) was added to the reaction and incubated at 4 °C with 
rotation for 15 hours. To remove the EK, trypsin inhibitor agarose (Sigma-

Aldrich) (75 µl agarose/5U EK) was added to the reaction and incubated at 4 °C 
with rotation for 15 minutes. The EK reaction was centrifuged to pellet the 
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agarose and the supernatant containing cleaved and uncleaved protein collected. 
For removal of the cleaved NT* fusion and residual uncleaved protein NiNTA 

beads (20 µl/1 mg of protein) (Qiagen) were added to the reaction and incubated 

for two hours at 4 °C. The beads were pelleted by centrifugation at 5000 x g for 
two minutes, and the supernatant containing purified cleaved protein collected. 
Protein purity was confirmed by SDS-PAGE gel and western blot.   
 

2.4.7 Buffer exchange 
Cleaved and purified proteins were buffer exchanged into RNA binding buffer 
(Appendix I) using Amicon Ultra Centrifugal Filters (Merck) with either a 3 kDa 
or 10 kDa cut-off. Protein was loaded onto an Amicon filter and centrifuged at 

14,000 x g for five minutes (or until only ~100 µl remained). The filter was 
washed three times with RNA binding buffer and the protein harvested in ~100 

µl of RNA binding buffer. Protein concentration was measured on the nanodrop 

and stored at -80 °C.  

2.5 RNA binding experiments: 
The RNA binding potential of VPg was screened using a series of plasmids 
encoding for Pentaprobes (264). The ssRNA probes were labelled with ATTO 
680 rUTP (Jena Biosciences) and the interaction with purified VPg proteins was 
analysed by electrophoretic mobility shift assay (EMSA).  
 

2.5.1 Pentaprobes  
RNA binding proteins often recognise short sequence motifs of 4-5 nucleotides. 
Researchers have designed a series of nucleotide probes, termed Pentaprobes, 
using an algorithm to predict every possible five nucleotide long RNA binding 
motif expressed as 12 probes each 100 nucleotides long (264) (Appendix II). For 
ssRNA production 12 plasmids capable of expressing the 12 Pentaprobe 
sequences under control of a T7 promoter were gifted by Professor Joel Mackay 
(Addgene plasmid # 83326 – 83337) (264). Pentaprobes arrived as bacterial agar 
stabs and were streaked onto agar plates, the plasmid DNA was amplified and 
purified by midi-prep.  
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Generation of Pentaprobe RNA 
Plasmid DNA was linearised with ApaI and concentrated by ethanol 

precipitation. A transcription reaction consisting of; 4 µL of 5 x Transcription 

Optimised buffer (Promega), 1 µg of DNA template, 0.5 mM rATP, 0.5 mM rCTP, 

0.5 mM rGTP, 12.5 µM rUTP (Promega), 20 µM rUTP ATTO 680 (Jena 
Biosciences) and 40 U T7 RNA polymerase (Promega), was assembled to a final 

reaction volume of 20 µl with nuclease free water. The transcription reaction was 

incubated in the dark at 37 °C for two hours. The DNA was degraded with 

DNase (1 U/µg template DNA) (Promega) in the dark for 15 minutes at 37 °C. 

RNA was purified using the MEGAclearTM Transcription Clean-Up kit 

(Ambion), eluted in 40 µl of nuclease free water and the concentration was 
measured on a nanodrop spectrophotometer. 
 

2.5.2 RNA binding assays 
For EMSAs, Pentaprobe RNA was heated to 95 °C for one minute and then 
immediately cooled on ice to partially denature the RNA. Binding reactions were 
assembled on ice and consisted of; ~100 nM Pentaprobe RNA and purified 
protein in RNA binding buffer at the indicated concentration. The reaction was 

bought to a final volume of 9 µl with RNA binding buffer. Assembled reactions 

were incubated at 4 °C for 30 minutes to allow binding of the RNA and protein. 

Prior to loading the native tris-borate-EDTA (TBE) gel, 1 µl of RNA loading 
buffer (Appendix I) was added to each reaction. Competition assays with 
unlabelled DNA were assembled as above, with 100-fold molar excess of DNA 
probe.  
 

2.5.3 Native TBE gel electrophoresis  
Native TBE gels (Appendix I) were pre-run in 0.5 x TBE buffer (Appendix I) at 
120 V for 30 minutes prior to loading. The entire RNA binding reaction was 
loaded onto the gel and electrophoresed at 120 V until the dye front reached the 
bottom the gel (approximately 40 minutes). The gel was immediately imaged on 
the Odyssey Fc imager in the 700 nm channel. 
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2.6 Immunofluorescence microscopy 
2.6.1 Ethical approvals 
Purification of MNV-1 was carried out under HSNO approval number 
GMD101715 
 

2.6.2 Preparation of MNV-1 stocks 
MNV-1 was previously generated in the Ward laboratory by reverse genetics 
from the parental virus MNV-1 CW1.P3 (265). RAW-Blue cells were seeded into 

175 cm2 flasks at 2x107 cells and incubated overnight until they reached a 
confluency of 70-80% at which point they were infected with MNV at a MOI of 
0.1. Infected cells were incubated for 48 hours and then freeze (-80 °C) thawed 
(37 °C) twice to lyse infected cells. Cellular debris was removed by centrifugation 
at 1000 x g for 20 minutes. The supernatant was transferred to SW32 polyallomer 
tubes and a 3 ml 30% (w/v) sucrose cushion underlay was added. Purified MNV 
stocks were generated by centrifugation at 112, 700 x g for four hours at room 
temperature in a SW32 rotor (Beckman Coulter). Following the spin, the 
supernatant was discarded and each pellet was resuspended overnight at 4 °C 
in 1 ml of RAW-Blue medium. The virus inoculum was filter sterilised through 

a 0.45 µm filter to remove any contaminants and stored at -80 °C.  
 

Crystal violet plaque assay 

RAW-Blue cells were seeded in a 6-well plate at 1.2x106 cells and incubated 
overnight. The following day, a 10-fold serial dilution of purified viral inoculum 
in RAW-Blue medium was prepared. The medium was removed from the cells 

and 200 µl of serial dilutions ranging from 1x10-3–1x10-8 was added. Plates were 
incubated for one hour with rocking every 15 minutes to allow virus to adhere 
to the cells. The supernatant was removed and cells washed with 1 ml of medium 
to remove unbound virus. The cells were overlaid with 2 ml of DMEM 
containing 2.5% FBS, 0.35% Sea Plaque agarose (Lonza, Maine, USA), 100 U/ml 
penicillin and 0.1 mg/ml streptomycin (Roche). The overlay was allowed to set 
at room temperature and the plate was then incubated at 37 °C for 48 hours. Cells 
were fixed and virus inactivated with 1 ml of 4% formaldehyde for 30 minutes 
at room temperature. The entire agarose-formalin mixture was removed and 
cells washed with 2 ml MilliQ water. To visualise plaques the cells were stained 
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with 1 ml of 0.2% crystal violet (Appendix I) for 20 minutes at room temperature. 
The stain was removed and the plaques counted to determine the viral titre. 
 

2.6.3 Preparation of coverslips 
Coverslips were treated with HistoGrip (Thermo Fisher Scientific) to promote 
adhesion of the cells. Concentrated (50 x) HistoGrip was diluted to 1 x in acetone 
and coverslips were incubated for two minutes. The coverslips were thoroughly 
washed in MilliQ water and left to dry in 6-well plates.  
 

2.6.4 Infection of RAW-Blue cells 
Cells were seeded in 6-well plates with coverslips at 8x105 cells and left to grow 
overnight. The medium was removed from cells and MNV added at the 
indicated MOI and cells were incubated for one hour with rocking every 15 
minutes. The unbound virus was removed, cells were washed and 2 ml of fresh 
RAW-Blue medium was added to each well. Infected and mock infected cells 
were incubated for the indicated time period. 
 

2.6.5 Leptomycin B treatment of cells 
Toxicity of leptomycin B (LMB) on RAW-Blue cells was measured using the 

CellToxTM Green Cytotoxicity assay (Promega) according to manufacturer’s 
instructions. RAW-Blue cells were seeded on coverslips in 6-well plates and 
infected with MNV. At 6 hours post infection (hpi), 20 nM of LMB was added 
directly to the medium and incubated with cells for the duration of the infection. 
 

2.6.6 Preparation of coverslips for immunofluorescence analysis 
At the time of harvest, cells were fixed in 4% paraformaldehyde for 15 minutes 

at room temperature, washed and stored overnight in PBS at 4 °C. The cells were 
then permeabilized in PBS containing 0.1% Triton X-100 for 15 minutes at room 
temperature. Fixed cells were stained with the relevant primary antibodies 
diluted in PBS containing 3% BSA for one hour at room temperature (Table 2.4). 
After incubation, the coverslips were washed three times in PBS to remove 
unbound primary antibody. Cells were incubated with secondary antibody 
diluted in PBS containing 3% BSA for one hour at room temperature (Table 2.4) 
and washed again. Coverslips were mounted with Prolong Gold Antifade 
Reagent with DAPI (Invitrogen) and cured overnight at room temperature in the 
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dark. The coverslips were sealed with nail polish and the slides were stored in 

the dark at 4 °C. 
 
Table 2.5 Antibodies used for immunofluorescence 

Antibody Dilution Source 
Catalogue 

number 

Mouse a-eIF4Ea 1:100 BD Biosciences 610270 

Rabbit a-MNV VPgb 1:50 Ward laboratory N/A 

Rabbit a-cyclin B1b 1:100 abcam ab2949 

Goat a-mouse IgGb 
488 

1:1000 Merck SAB4600043 

Goat a-rabbit IgGb 
633 

1:1000 Merck SAB4600140 

a Monoclonal  

b Polyclonal 
 

2.6.7 Imaging and analysis 
Images were acquired with an inverted Olympus FV1200 laser scanning confocal 
microscope, using the 100 X objective. Fields of view were randomly selected 

and imaged as Z stacks spaced 1.0 µm apart starting above the cell and ending 
below. Images were captured in the 633 nm, 488 nm and 405 nm channels and 
were analysed using Fiji ImageJ software version 1.52f (266).   

2.7 Nuclear cytoplasmic splits 
RAW-Blue cells were seeded in a 6-well plate and incubated overnight. Cells 
were either mock infected or infected with MNV at a MOI of 5 and the plate was 

incubated for the indicated time periods. For harvesting, ~3x106 cells were 
scraped directly into medium, centrifuged at 300 x g for five minutes and washed 
in dPBS. Total cell samples were resuspended in RIPA buffer (Appendix I) and 
stored at -80 °C. Nuclear and cytoplasmic fractions were processed using the NE-
PER Nuclear and Cytoplasmic Extraction kit (Thermo Fisher Scientific) 
according to manufacturer’s instructions. Briefly, cells were resuspended in CER 
I and incubated on ice for 10 minutes before the addition of CER II. The reaction 
was incubated on ice for one minute and centrifuged to pellet the insoluble 
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fraction. The supernatant (cytoplasmic extract) was collected and stored at -80 
°C. The insoluble pellet was washed in dPBS, resuspended in NER and 
incubated on ice for 40 minutes with vortexing every 10 minutes. The sample 
was centrifuged and the supernatant (nuclear extract) was collected and stored 
at -80 °C. Protein concentration was determined by BCA assay and samples were 
analysed by western blot.  

2.8 Alignments 
VPg amino acid sequences were acquired from GenBank and alignments of 
sequences was performed using Clustal Omega Software (267) on the default 
settings. Sequences were manually adjusted.  

2.9 Statistical analysis 
Statistical analysis was performed using Prism (Version 8.3.0, GraphPad 
Software, Inc). Statistics were analysed using a one-way ANOVA to compare 

between the indicated groups. P-values of £ 0.5 were considered significant.  
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3 Results 

3.1 Conservation of a G0/G1 cell cycle arrest among diverse 
VPg proteins 

3.1.1 Introduction 
Manipulation of the host cell cycle is a common method employed by viruses to 
generate a beneficial replication environment. MNV infection of RAW-Blue 
murine macrophages consistently induces a G1/S arrest, characterised by an 
increase in the percentage of cells in the G0/G1 phase and a corresponding 
decrease in the S phase (185, 260). Expression of the VPg protein of MNV is 
sufficient to induce a cell cycle arrest similar to infection conditions (186). 
Although all viruses within the Caliciviridae family encode a VPg protein it is 
unknown if the G1/S arrest induced by MNV VPg is conserved in other 
members of the family. As there is not a readily available cell line permissible to 
these viruses, RAW-Blue cells were selected for analysis of the cell cycle in 
response to VPg proteins. This cell line has previously shown reproducible 
transfection and cell cycle profiles in response to MNV VPg (186). The aim of this 
research was to express VPg proteins representing each of the norovirus 
genogroups and calicivirus genera, and screen for the ability to manipulate the 
cell cycle. 
 

3.1.2 Transfection efficiency of RAW-Blue cells 
RAW 264.7 macrophages become activated upon transfection of DNA plasmids 
into the cell (261). However, using RNA transcripts a transfection efficiency 
upwards of 90% can be achieved at 12 hours post-transfection (hpt) (261). To 
measure the transfection efficiency of RAW-Blue cells, cells were transfected 
with RNA encoding for EGFP. The cells were harvested at 12 hpt and analysed 
on the flow cytometer. Cells were gated to remove debris and percentage of 
EGFP positive cells was measured. A transfection efficiency of ~85% was 
measured (Figure 3.1), suggesting that transfection of RAW-Blue cells with RNA 
results in high transfection efficiency and that this is a reliable method to test the 
cell cycle response of various VPg proteins.  
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Figure 3.1 Transfection efficiency of RAW-Blue cells  

RAW-Blue cells were transfected with RNA encoding for EGFP or mock transfected 
(MT) without RNA. Cells were harvested for flow cytometry analysis at 12 hpt. (A) 
Representative histograms from one of three experiments. (B) The percentage of EGFP 
positive cells were gated and graphed. The results present the mean and SD from three 
independent experiments.  
 

3.1.3 Conservation of a G0/G1 cell cycle arrest in norovirus genogroup 
VPg proteins 

At the time of testing, the norovirus genus within the Caliciviridae family was 
classified into five genogroups which were further separated into genotypes, 
based on the amino acid sequence similarity of the capsid protein. A 
representative norovirus VPg was selected from each genogroup within the 
norovirus genus and the VPg protein levels and effect on the cell cycle measured. 
For the analysis of protein levels and cell cycle manipulation a timepoint of 12 
hpt was selected. This timepoint has previously been shown to support maximal 
MNV VPg protein levels and accumulation of cells in the G0/G1 phase (260).  
 

Detection of Norovirus VPg proteins 
A broadly cross-reactive antibody towards VPg proteins was not available 
therefore the protein was detected by mass spectrometry. RAW-Blue cells were 
transfected with RNA encoding for VPg, separated by SDS-PAGE gel 
electrophoresis and the region corresponding to the predicted size of VPg 
excised for analysis. Unique peptides were detected for MNV VPg, GIII VPg and 
GIV VPg, confirming their expression (Table 3.1). The presence of GI VPg and 
GII VPg at 12 hpt could not be confirmed by mass spectrometry suggesting either 
that the protein was below the limit of detection, was not expressed or migrated 
aberrantly.  
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Table 3.1 Detection of norovirus genogroup VPg proteins by mass spectrometry 

a Full VPg sequence for each protein with peptides detected by mass spectrometry 
shown in red 
b ND; not detected, expression of constructs could not be confirmed by mass 
spectrometry 
 
GI VPg and GII VPg constructs were subsequently labelled with a C-terminal 
Strep-tag II. These proteins could not be directly detected from a cell lysate, 
instead the lysate was incubated with StrepTactin XT resin to concentrate the 
VPg protein before western blotting against the Strep-tag II (Figure 3.2). GI VPg 
was detected at ~17 kDa as a doublet band possibly indicating a post-
translational modification or translational truncation. GII VPg was detected at 
~16 kDa as only a single band. That concentration of the cellular lysate was 
required prior to detection indicates that the levels of these proteins are low.  
 

Viral VPg VPg Sequencea 

MNV (GV) 
VPg 

GKKGKNKKGRGRPGVFRTRGLTDEEYDEFKKRRESRGGKYSIDDYLAD
REREEELLERDEEEAIFGDGFGLKATRRSRKAERAKLGLVSGGDIRARKP
IDWNVVGPSWADDDRQVDYGEKINFE 

GI VPg NDb 

GII VPg NDb 

GIII VPg SKKGKKGKSNAFSRRGLSDEEYDEYKKIREDRGGNYSIQEYLEDRERFER
DLAERQADDADYDVGAIRQKYFGRGKAAKAQRKRIDWNPTGPLWAD
DDRQVDYDEVIDFQ 

GIV VPg GKKKGKNKQGRGRKHTAFSSKGLSDEEYEEFKQLREEKGGKYSIQEYLE
DRDRFEEEVAYAQACGGDCDDIEISRIRNSIFRPSRKQRKEERVKLGLVT
GSEIRKRKPDDFQPKGKLWADDERTVDYNEKLDFE 
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Figure 3.2 Detection of GI VPg and GII VPg proteins 

RAW-Blue cells were transfected with VPg constructs corresponding to GI VPg and GII 
VPg labelled with a C-terminal Strep-tag II. Cells (~3x106 cells) were harvested at 12 hpt, 
lysed and the protein concentrated on MagStrep “type 3” XT resin. The purified lysates 
were probed for the presence of a Strep-tag II by western blot. (A) GI VPg western blot 
and (B) GII VPg western blot.   
 

Analysis of the cell cycle response of Norovirus VPg proteins 
Following confirmation of expression, the cell cycle effect of each of the four 
norovirus VPg proteins was measured. Asynchronous RAW-Blue cells were 
transfected with RNA encoding for GI VPg, GII VPg, GIII VPg and GIV VPg and 
harvested at 12 hpt for flow cytometry analysis of the cell cycle. Mock transfected 
cells and EGFP were included as negative controls and MNV (GV) VPg was 
included as a positive control. Mass spectrometry or purification of epitope 
tagged VPg are not quantitative analysis methods and therefore quantitative 
comparison of total VPg protein levels and the corresponding accumulation of 
cells in the G0/G1 phase cannot be performed. Using three replicates, a 
statistically significant change in the cell cycle relative to mock transfected cells 
has been interpreted as positive for an arrest. Expression of GI, GII and GIV VPg 
induced a significant increase in the G0/G1 population and a corresponding 
decrease in the S phase population compared to mock transfected cells (Figure 
3.3). In particular VPg from GI and GII human noroviruses strongly increased 
the percentage of cells in the G0/G1 phase to ~85% and ~81% respectively, 
compared to mock transfected cells at ~60% (Figure 3.3). GIII VPg from Jena 
virus induced a modest though significant G0/G1 population increase and a 
decrease in the S phase population was observed, although this was not 
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significant (Figure 3.3). There was no significant change in the G2/M population 
for all VPg proteins tested over this timeframe. The increase in the G0/G1 phase 
and decrease in S phase is consistent with the arrest induced by MNV VPg and 
shows that manipulation of the cell cycle is a conserved function of viral VPg 
proteins from five of the norovirus genogroups.  
 

 
Figure 3.3 Conservation of a G0/G1 cell cycle arrest by norovirus genogroup VPg 
proteins 

RAW-Blue cells were transfected with 4-5 µg of transcript RNA corresponding to EGFP, 
MNV VPg, GI VPg, GII VPg, GIII VPg or GIV VPg. Mock transfected (MT) cells were 
seeded at the time of transfection as a negative control. At 12 hpt cells were harvested 
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for flow cytometry analysis of the cell cycle. (A) Representative histograms from one of 
three experiments. (B) The histograms were analysed using MODfit LT 3.0 and the 
percentage of cells in each phase of the cell cycle are shown. The results present the 
mean and SD from three independent experiments. Statistical significance was 
determined for comparisons between transfected cells and mock transfected cells using 
a one-way ANOVA with Dunnett’s post-test. * P ≤ 0.05, ** P ≤ 0.01 and **** P ≤ 0.0001, 
ns not significant. 
 

3.1.4 Conservation of a G0/G1 cell cycle arrest in Caliciviridae VPg 
proteins 

The previous experiment showed that the ability of VPg to induce a G0/G1 cell 
cycle arrest is conserved within five of the norovirus genogroups. At the time of 
testing, the Caliciviridae family consisted of five accepted genera.  A 
representative viral VPg from each of the other calicivirus genera was selected; 
FCV VPg from the Vesivirus genus, Newbury 1 VPg from the Nebovirus genus, 
HuSV VPg from the Sapovirus genus and RHDV VPg from the Lagovirus genus. 
For each of these proteins the VPg protein level and cell cycle affect were 
analysed. 
 

Detection of calicivirus VPg proteins 
To confirm expression of calicivirus VPg proteins, transfected RAW-Blue cells 
were lysed and subjected to SDS-PAGE gel electrophoresis. The area of the gel 
corresponding to the predicted size of each VPg was excised and analysed by 
mass spectrometry. Unique peptides corresponding to RHDV VPg and HuSV 
VPg were detected confirming the presence of these proteins following 
transfection (Table 3.2). FCV VPg and Newbury 1 VPg were not detected (Table 
3.2).  
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Table 3.2 Detection of calicivirus VPg proteins by mass spectrometry 

a Full VPg sequence for each protein with peptides detected by mass spectrometry 
shown in red 
b ND; not detected, expression of construct could not be confirmed by mass 
spectrometry 
 
As FCV VPg and Newbury 1 VPg were not detected by mass spectrometry both 
constructs were subsequently labelled with a C-terminal Strep-tag II. Cells were 
transfected, harvested and Strep-tag II expressing proteins purified on resin and 
analysed by western blot. A labelled construct of MNV VPg was clearly detected 
by western blot at ~16 kDa (Figure 3.4). The predicted kilodalton sizes of FCV 
VPg and Newbury 1 VPg are 14 kDa and 9 kDa respectively, however no protein 
was detected at these sizes by western blot (Figure 3.4). Attempts to detect FCV 
VPg protein in CRFK cells, a cell line permissible to infection with FCV, was also 
unsuccessful (Appendix III).  

Viral VPg VPg Sequencea 

RHDV VPg GVKGKTKRGRGARVNLGNDEYDEWQAARREFVNAHDMTAEEYLA
MKNKAAMGSDDQDSVMFRSWWTRRQLRPDEDQVTIVGRGGVRNE
VIRTRARQAPKGPKTLDDGGFYDNDYE 

HuSV VPg AKGKTKHGRGMRHGHRAGVSLSDDEYDEWRDLMRDWRRDMSVN
DFLMLRERSALGMDDEDVARYRAWLEIRAMRMAGGAYTHATIIGR
GGVRDEIIRTSPRRAPTRPQQHYEEE 

Newbury 1 VPg NDb 

FCV VPg NDb 
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Figure 3.4 FCV VPg and Newbury 1 VPg proteins cannot be detected 

RAW-Blue cells were transfected with VPg constructs corresponding to MNV VPg, FCV 
VPg and Newbury 1 VPg each labelled with a C-terminal Strep-tag II. Cells (~3x106 cells) 
were harvested at 12 hpt, lysed and the protein concentrated on MagStrep “type 3” XT 
beads. The purified lysates were probed for the presence of a Strep-tag II by western 
blot.  
 

Cell cycle analysis of calicivirus VPg proteins 
Asynchronous RAW-Blue cells were transfected with RNA encoding for HuSV 
VPg, RHDV VPg, FCV VPg and Newbury 1 VPg and harvested at 12 hours post-
transfection for flow cytometry analysis of the cell cycle. Cells transfected with 
FCV VPg and Newbury 1 VPg showed no change in the accumulation of cells in 
the G0/G1 phase indicating that a cell cycle arrest did not occur. HuSV VPg and 
RHDV VPg induced a significant increase in the G0/G1 phase population, to 
~80%, compared to mock transfected cells at ~60% (Figure 3.5). There was a 
corresponding significant decrease in the S phase population and no change in 
the G2/M phase. These results show that the cell cycle arrest is not only a 
function of norovirus VPg proteins but is also a conserved function found in 
representative VPg proteins of the sapovirus and lagovirus genera.  
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Figure 3.5 Conservation of a G0/G1 cell cycle arrest among Caliciviridae genera VPg 

RAW-Blue cells were transfected with 4-5 µg of transcript RNA corresponding to EGFP, 
MNV VPg, HuSV VPg, RHDV VPg, FCV VPg and Newbury 1 VPg. Mock transfected 
(MT) cells were seeded at the time of transfection as a negative control. At 12 hpt cells 
were harvested for flow cytometry analysis of the cell cycle. (A) Representative 
histograms from one of three experiments. (B) The histograms were analysed using 
MODfit LT 3.0 and the percentage of cells in each phase of the cell cycle are shown. The 
results present the mean and SD from three independent experiments. Statistical 
significance was determined for comparisons between transfected cells and mock 
transfected cells using a one-way ANOVA with Dunnett’s post-test. **** P ≤ 0.0001.  
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3.2 Identification of a conserved N-terminal region important 
for cell cycle arrest 

3.2.1 Introduction 
The previous section showed that the G0/G1 cell cycle arrest induced by MNV 
VPg was conserved within VPg proteins from the norovirus genus, lagovirus 
genus and sapovirus genus, leading us to hypothesise that a conserved region of 
the protein was responsible. It has been shown that the first 62 amino acids of 
MNV VPg are essential for arrest while regions corresponding to amino acids 
63-124 and 11-107 are unable to induce a cell cycle arrest (260). This suggests that 
there is a region within the first 62 amino acids of VPg responsible for inducing 
the arrest. In these experiments VPg amino acid sequences were aligned to 
identify a conserved motif and the importance of this region for a cell cycle arrest 
was analysed by truncation, point mutations and motif swapping.  
 

3.2.2 Sequence comparison of VPg proteins that arrest the cell cycle 
To identify conserved motifs the N-terminal amino acids of VPg proteins which 
arrest the cell cycle were aligned against the first 62 amino acids of MNV VPg 
using Clustal Omega (Figure 3.6). Alignment of the proteins showed a conserved 
N-terminal motif, KGKxKxGRG. The motif is present in all VPg proteins 
confirmed to arrest the cell cycle, except for GIII (Jena virus) VPg, which is 
missing the GRG component and has an extra amino acid in the KGKxK region. 
Interestingly, the cell cycle arrest induced by GIII VPg was not as marked as that 
of other VPg proteins which contain the full N-terminal motif (Figure 3.3). All 
sequences also showed similarities around the nucleotidylylation site and 
residues important for formation of the VPg helices. Nucleotidylylation of VPg 
is an essential role for replication of the viral genome however mutation of 
tyrosine 26 (Y26) of MNV VPg has no effect on cell cycle arrest indicating that 
this function does not contribute to arrest (186). Both leucine 21 (L21) and leucine 
46 (L46) of MNV VPg are also conserved in all VPg proteins that arrest the cell 
cycle.  
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Figure 3.6 Alignment of the first 62 amino acids of VPg from different norovirus 
genogroups and representative members of the Caliciviridae family shown to cause 
a cell cycle arrest 

An asterisk (*) indicates identical residues and a colon (:) indicates residues that are 
identical in >50% of sequences. Conserved amino acids of the N-terminal region are 
shown in red. The tyrosine residue (Y) corresponding to Y26 of MNV VPg is shown in 
bold. The represented genogroups are GI Norwalk virus VPg, GII Sydney 2012 VPg, 
GIII Jena virus VPg and GIV Lake Macquarie VPg. The position of lysine 5, lysine 7 and 
arginine 10 of MNV VPg is indicated on the consensus sequence.  
 
As expected, analysis of the percentage identities of the N-terminal sequences of 
VPg proteins which arrest the cell cycle showed higher similarities between 
genogroup VPg proteins than HuSV VPg and RHDV VPg (Table 3.4). Although 
MNV VPg shares only 30% and 41% amino acid identity with RHDV VPg and 
HuSV VPg respectively, all proteins are able to arrest the cell cycle in RAW-Blue 
cells.  
 
Table 3.3 Identity matrix for the first 62 amino acids of calicivirus VPg proteins 

 GI GII GIII GIV HuSV RHDV 
MNV (GV) 53.8 60.3 58.3 61.2 41.7 30.6 

GI  56.9 55.4 69.2 35.4 26.2 
GII   60.3 76.1 36.8 27.9 
GIII    59.7 34.2 23.3 
GIV     35.8 23.9 

HuSV      40.5 
RHDV       

 
 

Consensus XGKKGKXXKXGRGRKXXXXAFSXRGLSDEEYDEXKXLREERXXGGKYSIQEYLEDRERXEEEXAEXXXDXXXXXXXX

MNV (GV) -GKKGKN-KKGRGRP---GVFRTRGLTDEEYDEFKKRRESR--GGKYSIDDYLADRER-EEELLER--DEEE-----
GI GKNKGKT-KKGRGRKNNYNAFSRRGLSDEEYEEYKKIREEK--NGNYSIQEYLEDRQRYEEELAE------------
GII -GKKGKN-KSGRGKK--HTAFSSKGLSDEEYDEYKRIREER--NGKYSIEEYLQDRDRYYEEVAIARA---------
GIII -SKKGKKGKS--------NAFSRRGLSDEEYDEYKKIREDR--GGNYSIQEYLEDRERFERDLAERQADDADY----
GIV GKKKGKN-KQGRGRK--HTAFSSKGLSDEEYEEFKQLREEK--GGKYSIQEYLEDRDRFEEEVAYAQ----------
HuSV --AKGKT-KHGRGMR--HGHRAGVSLSDDEYDEWRDLMRDW--RRDMSVNDFLMLRERSALGM-----DDEDVA---
RHDV -GVKGKT-KRGRGAR--------VNLGNDEYDEWQAARREFVNAHDMTAEEYLAMKNKAAMGS-----DDQDSVMFR

***  * :::       :   :*:::**:* :  ::     : ::: ::* :: :  :: :    :

5 7 10
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3.2.3 Removal of the first 11 amino acids of MNV VPg 
The role of the N-terminal, KGKxKxGRG, motif for induction of a cell cycle 
arrest was investigated with a truncated MNV VPg construct. The construct was 
designed to express MNV VPg with the first 10 amino acids removed (11-124 
VPg) this corresponds to removal of the entire N-terminal motif. Cells were 
transfected with 11-124 VPg RNA and harvested at 12 hours post-transfection 
for western blot and cell cycle analysis. Expression of 11-124 VPg was confirmed 
by western blot using a polyclonal MNV VPg antibody to identify the 11-124 
VPg protein at ~15 kDa (Figure 3.7A). Compared to full length MNV VPg, the 
protein level of 11-124 VPg was decreased (Figure 3.7). At 12 hours post-
transfection, full length MNV VPg increased the percentage of cells in G0/G1 to 
~78% compared to mock transfected cells at ~59%. Despite a readily detectable 
protein level, the 11-124 VPg had no effect on either the G0/G1 phase population 
or the S phase population compared to mock transfected cells, indicating that the 
truncated protein was not able to induce a cell cycle arrest.  
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Figure 3.7 Contribution of the first 11 amino acids to a cell cycle arrest 

RAW-Blue cells were transfected with 4-5 µg of transcript RNA corresponding to EGFP, 
MNV VPg or MNV VPg 11-124. Mock transfected (MT) cells were seeded at the time of 
transfection as a negative control. At 12 hpt cells were harvested for western blot and 
flow cytometry analysis of the cell cycle. (A) Analysis of MNV VPg protein levels by 
western blot. (B) Representative histograms from one of three experiments. (C) The 
histograms were analysed using MODfit LT 3.0 and the percentage of cells in each phase 
of the cell cycle are shown. The results present the mean and SD from three independent 
experiments. Statistical significance was determined for comparisons between 
transfected cells and mock transfected cells using a one-way ANOVA with Dunnett’s 
post-test. *** P ≤ 0.001 and **** P ≤ 0.0001. 
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3.2.4 Point mutation to the N-terminal region of MNV VPg 
To investigate the contribution of individual amino acids within the 
KGKxKxGRG motif (representing amino acids 3-11 of MNV VPg) constructs 
with single point mutations were designed. In each full length MNV VPg 
construct a single point mutation to alanine at position K5, K7, G9 or R10 was 
incorporated. RAW-Blue cells were transfected with either MNV VPg, K5A VPg, 
K7A VPg, G9A VPg or R10A VPg and harvested at 12 hours post-transfection 
for western blot and cell cycle analysis (Figure 3.8). All constructs were detected 
by western blot at ~16 kDa and expressed to a similar level as WT MNV VPg 
(Figure 3.8). Analysis of the cell cycle showed a significant decrease in the G0/G1 
population for the K5A, K7A and R10A point mutants when compared to WT 
MNV VPg (Figure 3.8). When compared to mock transfected cells, each of these 
constructs induced a significant increase in the G0/G1 population indicative of 
an arrest. This indicates that these mutant proteins are able to manipulate the 
cell cycle albeit not as effectively as WT MNV VPg. Mutation to G9 did not 
significantly decrease the percentage of cells in the G0/G1 phase compared to 
MNV VPg indicating that mutation of G9 does not alter the cell cycle 
functionality of MNV VPg. These results show that lysine and arginine residues 
within the N-terminal region of MNV VPg contribute to the G0/G1 arrest but 
mutation of single amino acids is not sufficient to completely ablate the VPg 
induced cell cycle arrest.  
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Figure 3.8 Single point mutations contribute to a cell cycle arrest 

RAW-Blue cells were transfected with 4-5 µg of transcript RNA corresponding to MNV 
VPg or single point mutant MNV VPg; K5A, K7A, G9A or R10A. Mock transfected (MT) 
cells were seeded at the time of transfection as a negative control. At 12 hpt cells were 
harvested for western blot and flow cytometry analysis of the cell cycle. (A) Analysis of 
MNV VPg and single point mutant protein levels by western blot with actin as a loading 
control. (B) Representative histograms from one of three experiments. (C) The 
histograms were analysed using MODfit LT 3.0 and the percentage of cells in each phase 
of the cell cycle are shown. The results present the mean and SD from three independent 
experiments. Statistical significance was determined for comparisons between 
transfected cells and mock transfected cells using a one-way ANOVA with Dunnett’s 
post-test. ns; not significant, * P ≤ 0.05, ** P ≤ 0.01, *** P ≤ 0.001 and **** P ≤ 0.0001. 
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3.2.5 Mutation of K5, K7 and R10 N-terminal residues decreases but does 
not completely inhibit cell cycle manipulation by MNV VPg 

A full length MNV VPg construct was designed with point mutations to alanine 
at positions K5, K7 and R10 to test if this would reduce the cell cycle arrest back 
to the levels of mock transfected cells. This MNV VPg triple mutant (MNV VPg 
TM) construct was transfected into cells and the cells were harvested for western 
blot and flow cytometry analysis of the cell cycle (Figure 3.9). Both WT MNV 
VPg and MNV VPg TM showed comparable protein levels post-transfection, 
with protein detected at ~16 kDa (Figure 3.9A). MNV VPg induced an increase 
in the G0/G1 population to ~70% compared to mock transfected cells at ~55%. 
Similar to the individual point mutation constructs, MNV VPg TM displayed an 
intermediate cell cycle arrest with ~63% of cells in G0/G1. The accumulation of 
cells in G0/G1 induced by MNV VPg TM was significantly different from both 
MT cells and MNV VPg transfected cells indicating that while there was still a 
change in the G0/G1 population it was decreased. Although not significant, 
there was a trend for a decreased percentage of cells in the S phase. These results 
indicate that within the conserved N-terminal region of MNV VPg lysine and 
arginine residues are important for a cell cycle arrest. 
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Figure 3.9 Manipulation of the cell cycle by MNV VPg TM 

RAW-Blue cells were transfected with 4-5 µg of transcript RNA corresponding to MNV 
VPg or MNV VPg TM. Mock transfected (MT) cells were seeded at the time of 
transfection as a negative control. At 12 hpt cells were harvested for western blot and 
flow cytometry analysis of the cell cycle. (A) Analysis of MNV VPg and MNV VPg TM 
protein levels by western blot with actin as a loading control. (B) Representative 
histograms from one of three experiments. (C) The histograms were analysed using 
MODfit LT 3.0 and the percentage of cells in each phase of the cell cycle are shown. The 
results present the mean and SD from three independent experiments. Statistical 
significance was determined using a one-way ANOVA with Dunnett’s post-test. ns; not 
significant, * P ≤ 0.05, ** P ≤ 0.01 and *** P ≤ 0.001. 
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3.2.6 The N-terminal region alone is not sufficient to drive a cell cycle 
arrest 

An intact N-terminal region is required for the cell cycle arrest induced by MNV 
VPg, in particular, positively charged amino acids contribute to the arrest. To 
test if the N-terminal region of MNV VPg alone is sufficient to drive a cell cycle 
arrest a construct was designed to express the first 20 amino acids of MNV VPg 

as an N-terminal fusion with EGFP, the construct was termed M20EGFP. As a 
fusion partner EGFP consists of a flexible N-terminus to facilitate correct 
presentation of the first 20 amino acids of VPg, in addition, EGFP has access to 

both the cytoplasm and the nucleus (269, 270). RNA coding for M20EGFP was 
transfected into RAW-Blue cells and the cells were harvested at 12 hours post-
transfection for analysis by western blot and flow cytometry. Expression of 

M20EGFP and MNV VPg was confirmed using either an a-EGFP antibody or an 

a-MNV VPg antibody to detect proteins at ~30 kDa and ~16 kDa respectively 
(Figure 3.10). MNV VPg induced an increase in the G0/G1 phase to ~70% 
compared to mock transfected cells at ~50%, characteristic of a cell cycle arrest 

(Figure 3.10). Transfection of M20EGFP did not induce any significant changes in 
either the G0/G1 phase population or the S phase population compared to mock 
transfected cells. These results indicate that fusion of the first 20 amino acids of 
MNV VPg to EGFP is not sufficient to induce a cell cycle arrest. There are a 
number of possible reasons for this including improper folding of the protein or 
formation of multimers that inhibit the presentation of the N-terminus of VPg. 
Alternatively this result could indicate that the first 20 amino acids alone are not 
functionally active in a cell cycle arrest and that the there is a requirement for 
more than the first 20 amino acids of VPg for an arrest.  
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Figure 3.10 The first 20 N-terminal amino acids of MNV VPg do not induce a cell 
cycle arrest 

RAW-Blue cells were transfected with 4-5 µg of transcript RNA corresponding to MNV 

VPg or M20EGFP. Mock transfected (MT) cells were seeded at the time of transfection as 
a negative control. At 12 hpt cells were harvested for western blot and flow cytometry 

analysis of the cell cycle. (A) Analysis of M20EGFP and MNV VPg protein levels by 
western blot with actin as a loading control. (B) Representative histograms from one of 
three experiments. (C) The histograms were analysed using MODfit LT 3.0 and the 
percentage of cells in each phase of the cell cycle are shown. The results present the 
mean and SD from three independent experiments. Statistical significance was 
determined for comparisons between transfected cells and mock transfected cells using 
a one-way ANOVA with Dunnett’s post-test. ** P ≤ 0.01 
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3.2.7 Chimeric VPg 

Analysis of the N-terminal region of Newbury 1 VPg and FCV VPg  
The N-terminal region of MNV VPg, containing a conserved KGKxKxGRG 
motif, contributes to a G0/G1 cell cycle arrest. An alignment of Newbury 1 VPg 
and FCV VPg was performed to determine if these proteins, both of which 
previously failed to express, contained an N-terminal motif similar to MNV VPg 
(Figure 3.11). Within the first 62 amino acids, there was considerable sequence 
divergence between MNV VPg and Newbury 1 VPg or FCV VPg with 20.8 – 24% 
sequence identity. The N-terminal motif present in MNV VPg is absent in 
Newbury 1 VPg with the exception of two glycine residues that appear to be 
independent of any matching motif (Figure 3.11). In FCV VPg the N-terminal 
motif is interrupted by a stretch of six amino acids, however there is still 
similarity between the proteins in terms of lysine and arginine residues (Figure 
3.11). Chimeric VPg constructs were designed to test the cell cycle functionality 
of the N-terminal regions of Newbury 1 VPg and FCV VPg in the context of 
MNV VPg. The reverse chimeras were designed to address if the N-terminal 
region of MNV VPg is sufficient to drive a cell cycle arrest when combined with 
either Newbury 1 VPg or FCV VPg. 
 

 
Figure 3.11 Alignment of the first 62 amino acids of Newbury 1 VPg and FCV VPg 

An asterisk (*) indicates identical residues and a colon (:) indicates residues that are 
identical in 50% of sequences. Conserved amino acids of the N-terminal motif are shown 
in red. The tyrosine (Y) residue corresponding to Y26 of MNV VPg is shown in bold. 
The conserved leucine (L) residue used as the junction point for construction of chimeric 
VPg constructs is shown in blue.  
 

MNV GKKGKNK------KGRGRPGVFRTRG--LTDEEYDEF----KK 31
NB 1 GWLS----------GSG---------VALSDEEYDEWMKYSKK 24
FCV -AKGKTKLKIGTYRGRG---------VALTDDEYDEWREHNAS 33

::: :   :   *:*       ::*:*:****: :    ::

MNV RRESRGGKYSIDDYLADRER-----EEELLERDEEE------ 62
NB 1 KGKKINA----DEFLQLRHRAAMGNDDDDARDYRSFYTAYQL 62
FCV RKLDLSV----EDFLMLRHRAALGADDNDAVKF--------- 62

:          :::* :*:*:: : :: :: 
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Chimeric Newbury 1 VPg and MNV VPg proteins do not induce a cell cycle arrest 
Newbury 1 virus is predicted to express a VPg product of ~65 amino acids, 
compared to the 124 amino acid MNV VPg. Newbury 1 VPg and MNV VPg 
share limited similarity within the first 10 N-terminal amino acids. There is a 
conserved leucine residue located five amino acids immediately prior to the 
conserved tyrosine for nucleotidylylation of VPg (Figure 3.11). This leucine is at 
position 10 and 21 of Newbury 1 VPg and MNV VPg respectively. Synthetic 
chimeric VPg constructs were designed by exchanging the N-terminal regions 
immediately prior to the conserved leucine residue (Figure 3.12). The resulting 

constructs were termed Nb19/MNV VPg (consisting of the first 9 amino acids of 

Newbury 1 VPg fused to MNV VPg from leucine 21) and M20/Nb1 VPg 
(consisting of the first 20 amino acids of MNV VPg fused to Newbury 1 VPg 
from leucine 10). For detection, a Strep-tag II was incorporated at the C-terminus 
of each construct.  
 
RAW-Blue cells were transfected with RNA corresponding to chimeric VPg 
constructs and cells were harvested at 12 hours post-transfection for western blot 
and cell cycle analysis. Chimeric constructs could not be directly detected from 
whole cell lysates, indicating that the protein levels are significantly decreased 
for the chimeras compared to MNV VPg. To confirm expression, Strep-tag II 
proteins were purified on resin followed by western blot and proteins of ~10 kDa 

and 14 kDa representing M20/Nb1 VPg and Nb19/MNV VPg respectively were 
detected (Figure 3.12).  
 
As a positive control MNV VPg induced a significant increase in the G0/G1 
phase population and a corresponding though not significant decrease in the S 

phase population, indicative of a G0/G1 cell cycle arrest. Nb19/MNV VPg 
showed no change in the cell cycle when compared to mock transfected cells, 
suggesting that when expressed the N-terminal region of Newbury 1 VPg does 

not induce a cell cycle arrest. Similar to the M20EGFP construct, transfection of 

M20/Nb1 VPg had no effect on the cell cycle and indicates that first 20 amino 
acids of MNV VPg do not induce arrest in the context of Newbury 1 VPg. 
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Figure 3.12 Chimeric MNV VPg and Newbury 1 VPg proteins do not induce a cell 
cycle arrest 

RAW-Blue cells were transfected with 4-5 µg of transcript RNA corresponding to MNV 

VPg, Nb19/MNV VPg and M20/Nb1 VPg. Mock transfected (MT) cells were seeded 

at the time of transfection as a negative control. At 12 hpt cells were harvested for 
western blot and flow cytometry analysis of the cell cycle. (A) Schematic for the design 
of chimeric constructs. Chimeric VPg constructs were designed around a conserved 
leucine residue of Newbury 1 VPg and MNV VPg to exchange the N-terminal region. 
(B) Expression of MNV VPg and chimeric VPg proteins was confirmed by purification 
of Strep-tag II protein on beads followed by western blot. (C) Representative histograms 
from one of three experiments. (D) The histograms were analysed using MODfit LT 3.0 
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and the percentage of cells in each phase of the cell cycle are shown. The results present 
the mean and SD from three independent experiments. Statistical significance was 
determined for comparisons between transfected cells and mock transfected cells using 
a one-way ANOVA with Dunnett’s post-test. * P ≤ 0.05. 
 

Chimeric FCV VPg and MNV VPg proteins  
A second set of chimeric VPg constructs was designed using FCV VPg and MNV 
VPg. The conserved leucine 19 of FCV VPg and leucine 21 of MNV VPg was used 

as the fusion point and the resulting chimeric constructs were termed F18/MNV 

VPg and M20/FCV VPg (Figure 3.13). RAW-Blue cells were transfected with 
RNA corresponding to chimeric constructs and cells were harvested at 12 hours 
post-transfection for western blot and flow cytometry analysis of the cell cycle. 

Protein levels of MNV VPg, F18/MNV VPg and M20/FCV VPg were confirmed 
by purification of Strep-tag II proteins on resin followed by western blot with 
proteins detected at ~16 kDa and 15 kDa. A quantitative analysis of the relative 
amounts of each protein following purification on a resin was not possible, 
however qualitatively the protein levels of chimeric VPg proteins are decreased 

compared to MNV VPg. Transfection of F18/MNV VPg induced a modest 
decrease in the S phase population but this was not supported by a significant 
increase in the G0/G1 phase. This indicates that the N-terminal region of FCV 
VPg is not functional for a G0/G1 cell cycle arrest in the system tested here. A 
significant increase in the G0/G1 population was observed for MNV VPg and 

M20/FCV VPg to ~80% compared to mock transfected cells at ~60%. A significant 
corresponding decrease in the S phase population was observed. That both 
chimeric VPg proteins expressed at comparable levels following purification but 

only M20/FCV VPg induced a cell cycle arrest indicates that the low protein level 

of F18/MNV VPg does not account for the lack of arrest. Overall these results 

show that despite lower protein levels M20/FCV VPg induces arrest at a 
comparable level to that of MNV VPg alone. Although the N-terminal 20 amino 

acids of MNV VPg are not able to induce an arrest in the context of M20/EGFP 

or M20/Nb1 VPg, when they are combined with FCV VPg an arrest occurs. This 
supports the prediction that there is a region(s) beyond the first 20 amino acids 
which contributes to arrest that is present within FCV VPg.  
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Figure 3.13 A chimeric protein M20/FCV VPg induces a cell cycle arrest 

RAW-Blue cells were transfected with 4-5 µg of transcript RNA corresponding to MNV 

VPg, F18/MNV VPg and M20/FCV VPg. Mock transfected (MT) cells were seeded at 
the time of transfection as a negative control. At 12 hpt cells were harvested for western 
blot and flow cytometry analysis of the cell cycle. (A) Schematic for the design of 
chimeric constructs. Chimeric VPg constructs were designed around a conserved 
leucine residue of Newbury 1 VPg and MNV VPg to exchange the N-terminal region. 
(B) Expression of MNV VPg and chimeric VPg proteins was confirmed by purification 
of Strep-tag II protein on beads followed by western blot. (C) Representative histograms 
from one of three experiments. (D) The histograms were analysed using MODfit LT 3.0 
and the percentage of cells in each phase of the cell cycle are shown. The results present 
the mean and SD from three independent experiments. Statistical significance was 
determined for comparisons between transfected cells and mock transfected cells using 
a one-way ANOVA with Dunnett’s post-test. * P ≤ 0.05 and **** P ≤ 0.0001. 
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3.2.8 Summary of N-terminal constructs 
Throughout the first two sections of this thesis several different VPg constructs 
were screened for protein expression and their ability to induce a G0/G1 cell 
cycle arrest in RAW-Blue cells. There was considerable variation in the total 
protein levels of different constructs as summarised in Table 3.4. These results 
indicate that, where VPg protein can be detected a cell cycle arrest can also be 
detected, if one is going to occur. This shows that barely detectable amounts of 
protein are required to induce the arrest and is particularly apparent with GI 
VPg that requires concentration on StrepTactin XT resin before protein can be 
detected despite a robust increase in cells in the G0/G1 phase. The data is also 
in agreement with previous research showing that the 1-62 fragment of MNV 
VPg can induce a cell cycle arrest despite a decrease in total protein levels 
compared to full length VPg (260).  
 
Table 3.4 Summary table of VPg protein levels and cell cycle arrest 

VPg Construct Protein Levela Cell Cycle Arrestb 

MNV VPg (GV) +++ ++ 
GI VPg + ++ 
GII VPg + ++ 
GIII VPg + + 
GIV VPg + + 

RHDV VPg + ++ 
HuSV VPg + ++ 
FCV VPg - - 

Newbury 1 VPg - - 
11-124 VPg ++ - 
K5A VPg +++ + 
K7A VPg +++ + 
G9A VPg +++ ++ 
R10A VPg +++ + 

MNV VPg TM +++ +c 

M20EGFP ++ - 
Nb19/MNV + - 

M20/Nb1 + - 
M20/FCV + ++ 
F18/MNV + - 
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a +++, up to WT MNV VPg expression levels detected; ++, Expression detected without 
concentration but at levels less than WT MNV VPg; +; Expression detected either by 
concentration on epitope resin or by mass spectrometry. 
b ++, > 75% of cells in G0/G1; +, ≥ 70% and ≤ 75% of cells in G0/G1; -, no accumulation 
of cells in G0/G1 compared to mock transfected cells.  
c MNV VPg TM only had 65% of cells in the G0/G1 phase but this was a statistically 
significant accumulation compared to mock transfected cells and was therefore still 
considered an arrest. 

 

3.2.9 Bioinformatic analysis of the N-terminal region of MNV VPg 

Nucleic acid binding predictions for MNV VPg 
The N-terminal region of MNV VPg is rich in positively charged lysine and 
arginine amino acids and it is possible that these possess nucleic acid binding 
activity, as has been demonstrated for a potyvirus VPg protein (150). The 
sequence of MNV VPg was analysed for predicted interaction with RNA and 
DNA using DRNAPred (268). Results predict interactions with RNA across 
multiple regions of VPg. In particular, the first 12 amino acids have probabilities 
between 0.91-0.83 for an interaction with RNA (Figure 3.14). Regions of VPg 
between amino acids 30-40, 70-80 and 95-100 have RNA binding probabilities 
between 0.5 and 0.7. Conversely there were no significant regions of MNV VPg 
predicted to interact with DNA (Figure 3.14).  
 

 
Figure 3.14 RNA and DNA binding predictions of MNV VPg 

A

B MNV VPg    ----GKKGKNK-K--GRGRPGVFRTRG
PVA VPg    GSAYTKKGKTKGKTHGMGKK-------
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DRNAPred graph showing predicted RNA and DNA binding probabilities of MNV 
VPg. Regions with probabilities above 0.5 are indicated by the dotted line through the 
x-axis.  
 

Prediction of a nuclear localisation sequence in MNV VPg  
Functional analysis of MNV VPg using the ELM server predicts a classical 
monopartite NLS within the first 11 amino acids (260). Additionally, there are 
several VPg proteins encoded by viruses in the potyvirus family that contain a 
bipartite NLS (271). To investigate the conservation of an NLS, MNV VPg was 
aligned with PVA VPg (Figure 3.15). The sequences share ~21% amino acid 
identity including 8 residues within the N-terminal region of MNV VPg. This 
region corresponds to the second half of the bipartite NLS of PVA VPg (271) 
providing further evidence of a putative NLS in MNV VPg and potentially 
giving VPg access to the nucleus.  
 

 
Figure 3.15 Sequence comparison between MNV VPg and PVA VPg 

Amino acid sequences from MNV VPg and PVA VPg were compared using Clustal 
Omega analysis. Amino acids of MNV that are conserved in viruses which arrest the 
cell cycle are shown in red. In blue, amino acids of PVA VPg that from the NLS domains. 
An asterisk (*) indicates fully conserved amino acids and a colon indicates (:) amino 
acids of a similar nature.  
 

Predictions of interactions with host eIF4E 
The cap protein, eIF4E is the limiting factor for translation of cap-dependent 
mRNAs. MNV VPg is known to directly interact with eIF4E however the 
interaction is not directly required for translation, raising the possibility that a 
VPg-eIF4E interaction functions separately to viral translation (66). Binding of 

MNV VPg ---------------------------------------GKKGKNK-K--GRGR--PGVF 16
PVA VPg GYNKRQRQKLKFARARDEKMGHYVEAPDSTLEHYFGSAYTKKGKTKGKTHGMGKKNHRFV 60

**** * *  * *:

MNV VPg RTRGLTDEEYDEFKKRRESRGGKYSIDD--YLA--------DREREEELLERDEEEAIFG 66
PVA VPg NMYGFDPSDYTFIRYVDPLTG--YTLDESPYTDIRLIQSQFSDIREQQLLNDELERNMVH 118

*    :*   :      *  *  *:  *             **  **  : *   

MNV VPg DGFGLKATRR-SRKAERAKLGLVSGGDIRARKPIDW-----NVV-GPSWADDDRQVDYGE 119
PVA VPg YKPGVQGYLVKDKTSQILKID------LTPHIPLKVCDATNNIAGHPDREGELRQTGKGQ 172

*::      :     *             *        *    *    : **   *

MNV VPg KINFE----------- 124
PVA VPg LLDYAELPQKKESVEF 188
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potato virus Y (PVY) VPg to eIF4E induces a change in the subcellular 
localisation of eIF4E, out of the nucleus and into the cytoplasm (272). The N-
terminal amino acids of MNV VPg were aligned with an eIF4E binding peptide 
of PVY VPg (Figure 3.16). Several amino acids including lysine, glycine and 
arginine residues were found to be conserved in both sequences. This could 
suggest that MNV VPg is able to induce a change in the subcellular localisation 
of eIF4E that is dependent on the N-terminal region.  
 

 
Figure 3.16 Prediction of eIF4E interaction with VPg 

Amino acid sequence alignment of the first 26 amino acids of MNV VPg and PVY VPg 
peptide shown to bind to eIF4E. Amino acids important for a cell cycle arrest are shown 
in red. An asterisk (*) indicates fully conserved amino acids and a colon (:) indicates 
conservation of charge. 
   

 
 
MNV VPg   1- GKKGKNKK---GRGRPGVFRTRGLTDEEY -26 
PVY VPg  41- RKKGKGKGTTVGMGKSS--R-RFINMYGF -56 
              **** *    * *:    * *       
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3.3 RNA binding potential of MNV VPg 
3.3.1 Introduction 
Nucleic acid binding predictions of MNV VPg suggest an interaction with RNA, 
in particular, the first 12 N-terminal amino acids (Figure 3.14). This work aims 
to establish the RNA binding capabilities of MNV VPg by expressing and 
purifying recombinant MNV VPg and assessing its ability to associate with 
fluorescent Pentaprobe RNA by EMSA.  
 

3.3.2 Production and purification of MNV VPg protein 
For VPg protein production, a synthetic MNV VPg gene was designed and 
synthesised by Genscript in the pJET2.1 plasmid. The plasmid was digested with 
Bgl II and EcoR I restriction enzymes to release a 381 bp DNA fragment, 
corresponding to the MNV VPg gene (Figure 3.17). The MNV VPg band was gel 

purified and ligated into a pAcpol- plasmid previously engineered by Vivienne 
Young to express protein with an N-terminal fusion of an NT* tag for solubility 

and a Strep-tag II and His6 tag for purification (Figure 2.1). An EK cleavage site 
was included at the N-terminus of VPg to allow cleavage and removal of NT*, 

Strep-tag II and His6 tags from VPg. Insertion of MNV VPg into pAcpol- was 
confirmed by a Bgl II and EcoR I digest (Figure 3.17) and the plasmid was termed 
pAc.NT*/VPg. The pAc.NT*/VPg plasmid was then co-transfected into Sf21 
cells using the FlashBAC ULTRA system to generate a recombinant baculovirus. 
The viral inoculum was amplified by repeated passage through Sf21 cells and 
the final titre determined by neutral red plaque assay. 
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Figure 3.17 Construction of pAcpol-.NT*/MNV VPg 

1% agarose gels stained with ethidium bromide. (A) Digest of pJET2.1.MNV VPg 

plasmid for cloning into the pAcpol- vector. 1; 1 kb Plus DNA ladder, 2; pJET2.1. MNV 
VPg digested with Bgl II and EcoR I. (B) Digest to confirm MNV VPg insertion. 1; 1 kb 
Plus DNA ladder, 2; pAc-.NT*/MNV VPg digested with Bgl II and EcoR I. DNA ladder 
sizes are indicated in bp.  
 
For expression, T. ni insect cells were infected with recombinant baculovirus at 
a MOI of 1 and incubated for four days. Infected cells were harvested by 
centrifugation and lysed to release the soluble intracellular NT*MNV VPg 
protein. The soluble fraction was incubated with Strep-Tactin resin (IBA) which 
bound to the Strep-tag II expressing protein. NT*MNV VPg was eluted from the 
column using 50 mM D-biotin (IBA) in elution buffer. Expression and 
purification of NT*MNV VPg was analysed by SDS-PAGE gel to confirm protein 
production (Figure 3.18). Protein was observed at ~33kDa corresponding to the 
predicted size of NT*MNV VPg. There was no degradation or truncation 
products of NT*MNV VPg visible on the gel, suggesting that the protein is 
relatively stable using this expression system. Two additional protein bands 
were observed, one at ~44 kDa and another at ~200 kDa (Figure 3.18). The bands 
were excised from the gel and analysed by mass spectrometry, which identified 
them as actin and myosin respectively. The identity of NT*MNV VPg was 
confirmed by western blot against the Strep-tag II present in the protein (Figure 
3.18). The total yield of purified NT*MNV VPg varied between 40 mg/L and 50 
mg/L. 
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Figure 3.18 Purification of NT*MNV VPg 

(A) Diagram of NT*MNV VPg protein. The expressed protein contains a methionine 

(M), His6 tag, Strep-tag II, NT* tag, VPg and a stop codon(S). The location of the TEV 
cleavage site and enterokinase cleavage sites are indicated by an arrow. (B) SDS-PAGE 
gel and (C) western blot of the NT*MNV VPg purification process. Equivalent volumes 
of total culture, soluble supernatent, flow through and wash fractions were analysed 

along with ~5 µg of eluted protein. Flow through; soluble protein after passing through 
the column, E1; elution 1 of NT*MNV VPg eluted during the purification. A PageRuler 
Unstained Broad Range protein ladder and a PageRuler Plus Prestained protein ladder 
were used as protein markers for SDS-PAGE and western blot respectively. 
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Bovine enterokinase cleavage of NT*MNV VPg 

The N-terminal fusion consisting of a His6 tag, Strep-tag II and NT* tag can be 
removed from MNV VPg by cleavage with bovine enterokinase leaving a mostly 
native VPg protein (Figure 3.19). Purified NT* MNV VPg was incubated with 

0.016 U/µg of bovine enterokinase for 15 hours at 4°C, enterokinase was 
removed following the incubation. The cleaved NT* fusion and uncleaved 
NT*MNV VPg were removed by incubation with NiNTA resin which bound the 

His6 tag present in both proteins. The enterokinase cleavage and purification of 
MNV VPg were analysed by SDS-PAGE and western blot (Figure 3.19). 
Incubation with enterokinase efficiently cleaved the NT* fusion away from MNV 
VPg. However, multiple bands of MNV VPg were seen on the gel, suggesting 
that VPg has an additional cleavage site recognised by enterokinase, generating 
VPg proteins termed MNV VPg 1 and MNV VPg 2. Each of these bands appeared 
as a doublet which could represent a post translational modification or slight 
variation in the cleavage site but this is not clear. There were also bands present 
at a lower molecular weight that are positive by western blot for MNV VPg and 
again it is unclear what these are (Figure 3.19B). Analysis of the MNV VPg 
sequence suggests that the most likely site for EK cleavage is at a DDDR motif at 
amino acid positions 110-113, resulting in removal of 11 amino acids at the C-
terminus of MNV VPg. The removal of these amino acids is predicted to cause a 
~1.5 kDa decrease in protein size. The truncation of MNV VPg by enterokinase 
removes the highly conserved eIF4G interaction motif but importantly maintains 
an intact N-terminal region. Following incubation with NiNTA resin MNV VPg 
was successfully purified and there was no detectable uncleaved NT*MNV VPg 

or NT* tag present in the purified sample as shown by the a-Strep tag western 
blot (Figure 3.19C).  
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Figure 3.19 Bovine enterokinase cleavage of NT*MNV VPg 

NT*MNV VPg was digested with bovine enterokinase to remove the N-terminal fusion 
tags. (A) SDS-PAGE gel, (B) anti-MNV VPg western blot and (C) anti-Strep tag western 
blot of enterokinase cleavage of NT*MNV VPg. 1; no enterokinase added to the protein 
reaction, 2; enterokinase cleavage reaction, 3; purified MNV VPg sample. The total 

protein loaded in each lane was 5 µg. Molecular weights of proteins are indicated by 
PageRuler Unstained protein ladder (A) and PageRuler Prestained protein ladder (B 
and C). (D) Schematic showing the canonical enterokinase cleavage motif and the 
putative cleavage motif in MNV VPg.  
 

3.3.3 Optimization of Pentaprobe detection assay 
Plasmids containing the RNA Pentaprobe sequences were obtained from 
Addgene and expressed as single-stranded RNA probes. In order to determine 
the RNA binding abilities of MNV VPg, assay conditions for detection of the 
RNA Pentaprobes were first optimised.  
 

Staining of RNA Pentaprobes in ethidium bromide is not sensitive 
For an effective gel shift the RNA Pentaprobes need to be detected at a useable 
concentration. Unlabelled Pentaprobe 1 (PP1) RNA was produced, resolved on 
a native TBE gel and the RNA stained in ethidium bromide (Figure 3.20). PP1 

RNA was detected in the gel down to a concentration of 250 nM. At 1 µM and 
500 nM a high proportion of the PP1 RNA remained in the well, likely through 
the formation of complex secondary structures that are not able to enter the gel. 
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It was therefore determined that staining in ethidium bromide would not 
provide a sensitive gel shift assay for determining MNV VPg RNA binding.   
 

 
Figure 3.20 Detection of PP1 with ethidium bromide 

Unlabelled PP1 RNA was resolved at the indicated concentrations on a 5% TBE gel. The 
gel was directly stained in ethidium bromide for 1 hour and imaged.  
 

Fluorescent labelling of RNA Pentaprobes 
An ATTO 680 dye covalently bound to UTP by a flexible aminoallyl linker was 
selected to label Pentaprobe RNA as it has been shown that this dye does not 
interfere with RNA-protein binding interactions and has a high sensitivity (273). 
ATTO 680 labelled PP1 RNA was produced and analysed at the indicated 
concentrations on a 5% TBE gel (Figure 3.21). Unincorporated rNTPs were 
efficiently removed using the MegaClear transcription clean up kit. A 
fluorescent PP1 RNA band was detected down to 12.5 nM upon extended 
exposure (Figure 3.21B), although at this concentration the signal was weak. At 
100 nM an RNA band was clearly visible therefore all future EMSA experiments 
were performed with 100 nM of ATTO 680 labelled RNA.  
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Figure 3.21 Detection of ATTO 680 labelled Pentaprobe RNA 

ATTO680 labelled PP1 RNA was separated on a 5% TBE gel at the indicated 

concentrations and directly imaged in the 700 nm channel. Total RNA represents a 2 µl 

sample prior to processing through the MegaClear clean-up kit. (A) Image of the entire 
gel. (B) Gel image was cropped to exclude total RNA, 250 nM and 100nM and the 
exposure was increased to allow detection of PP1 RNA bands at the lower 
concentrations.  
 

3.3.4 MNV VPg binds Pentaprobe RNA 
To confirm the prediction of RNA binding by MNV VPg the interaction of 
protein with labelled Pentaprobe RNA was analysed. NT*MNV VPg was 
cleaved with enterokinase to remove the NT* fusion and MNV VPg protein was 
purified and buffer exchanged into RNA binding buffer. The purity of MNV VPg 
was confirmed by SDS-PAGE and western blot against VPg or the Strep-tag II to 
confirm removal of the NT* fusion (Figure 3.22). Increasing concentrations of 
MNV VPg were incubated with 100 nM of PP1 RNA and the interaction analysed 
by EMSA. An interaction is indicated by an upward shift of the labelled nucleic 
acid probe on a native polyacrylamide gel. Relative to an RNA only control, 5 

µM of MNV VPg produced a shifted RNA band, indicative of protein binding. 
As MNV VPg concentrations were increased the unbound RNA band 
disappeared and fluorescent bands which were just able to enter the gel were 
observed (Figure 3.22), mostly likely due to formation of protein-RNA 
aggregates.   
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Figure 3.22 MNV VPg binds ATTO-680 labelled PP1 RNA 

(A) MNV VPg was incubated with 100 nM of ATTO 680 labelled PP1 RNA for 30 
minutes, separated on a 5% TBE gel and directly imaged in the 700 nm channel. MNV 

VPg was added to reactions at increasing concentrations; 2 µM, 5 µM, 10 µM and 20 µM. 

(B) Purity of MNV VPg protein (5 µg) was analysed by SDS-PAGE gel (1) and western 
blot against MNV VPg (2) and the Strep-tag II (3).  
 

3.3.5 The NT* tag does not affect the RNA binding abilities of MNV VPg 
The previous experiment showed that MNV VPg bound to PP1 RNA, however 
as the protein concentration increased, aggregates appeared to form. A native 
gel separates protein and nucleic acid on the basis of mass and charge. The 
predicted isoelectric point (pI) of enterokinase cleaved MNV VPg is 9.5 and in 
the pH 8 RNA binding buffer the protein will have a net positive charge 
hindering entrance into the native gel, even when bound to negatively charged 
RNA. In comparison the pI of NT*MNV VPg is predicted to be 5.8, suggesting a 
net negative charge in RNA binding buffer. An interaction of the NT* fusion with 
RNA has not previously been reported, therefore the RNA binding interaction 
of MNV VPg with and without the NT* tag was analysed by EMSA. The bacterial 
protein chloramphenicol acetyltransferase (CAT) with and without the NT* 
fusion was included as a negative control. Proteins were either cleaved with 
bovine enterokinase, purified and buffer exchanged into RNA binding buffer or 
directly buffer exchanged without cleavage. Protein purity and integrity was 
confirmed by SDS-PAGE gel (Figure 3.23). Proteins were incubated with PP1 
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RNA for 30 minutes at 4°C and run on a 5% native TBE gel to observe the protein-

RNA interaction. At 10 µM, CAT and NT*CAT showed no shift on the EMSA 
gels compared to RNA alone, indicating that CAT and the NT* fusion do not 

bind RNA (Figure 3.23). An RNA shift was observed for MNV VPg at 5 µM and 

10 µM, however the majority of the fluorescent RNA remained in the well. At 5 

µM and 10 µM concentrations of NT*MNV VPg a shifted fluorescent PP1 RNA 
band was visible in the gel, confirming that NT*MNV VPg binds RNA. The 
addition of the NT* tag was successful in retaining the association of Pentaprobe 
RNA with MNV VPg and facilitating entry of protein-RNA complexes into the 
electrophoretic gel. In addition, NT*MNV VPg expresses as a single protein and 
resolves the issue of multiple VPg species when the protein is cleaved with EK 
(Figure 3.23C). All future experiments were performed with NT*MNV VPg.  
 

 
Figure 3.23 The presence of an NT* fusion does not affect RNA binding by MNV VPg 

Proteins at the indicated concentrations were incubated with 100 nM of ATTO 680 
labelled PP1 RNA for 30 minutes, separated on a 5% TBE gel and directly imaged in the 
700 nm channel. (A) EMSA gel image of MNV VPg binding to PP1 RNA. (B) EMSA gel 
image of NT*MNV VPg binding to PP1 RNA. (C) SDS-PAGE gel of purified proteins (3 

µg) in RNA binding buffer. 
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3.3.6 NT*MNV VPg interacts non-specifically with RNA 
The interaction of NT*MNV VPg with all 12 Pentaprobes was analysed by 

EMSA, to determine the specificity of MNV VPg RNA binding. NT*CAT at 8 µM 
showed no RNA binding activity across all 12 Pentaprobes when compared to 
the RNA only control. FOX-1, a known RNA binding protein, was included as a 

positive control (264, 274, 275). With the exception of PP10, addition of 8 µM of 
FOX-1 resulted in the complete disappearance of unbound probe as the protein-
RNA complexes did not enter the gel. Incubation of NT*MNV VPg with RNA 
resulted in a gel shift for each Pentaprobe (Figure 3.24). A full shift, characterised 

by the complete disappearance of unbound probe, was observed with 2-4 µM of 
NT*MNV VPg for Pentaprobes 1, 3, 4, 5, 9, 10 and 12. For Pentaprobes 2, 6, 7, 8 

and 11 a complete shift was not observed until 8 µM of NT*MNV VPg was 
incubated with RNA. In some instances, a second shift band was apparent which 
could indicate higher order structures or binding of multiple VPg proteins to a 
single piece of RNA. Overall the RNA EMSA assays indicate that MNV VPg 
interacts with RNA in a non-specific manner.  
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Figure 3.24 Binding of NT*MNV VPg to RNA Pentaprobes 

Proteins were incubated with 100 nM UTP ATTO 680 labelled Pentaprobe RNA for 30 
minutes, separated on a 5% TBE gel and directly imaged in the 700 nm channel. The 

concentration of NT*MNV VPg was increased from 0.5 µM to 8 µM in 2-fold increments. 
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NT*CAT (8 µM) was included as a negative control and FOX-1 (8 µM) as a positive 
control.  
 

3.3.7 NT*MNV VPg does not bind to either ssDNA or dsDNA 
Bioinformatic analysis predicted a weak probability of an interaction with DNA 
(Figure 3.14). Having established that NT*MNV VPg binds to RNA a 
competition assay was designed to determine if VPg also binds to either single-
stranded or double-stranded DNA. A 100-fold molar excess of unlabelled DNA 
probe was added to a standard ATTO 680 labelled RNA Pentaprobe reaction and 
the interaction with the RNA investigated by EMSA. Using PP9, an RNA shift 

was visible with 4 µM and 8 µM of NT*MNV VPg, when either a ssDNA probe 
or dsDNA probe was included in the reaction (Figure 3.25). These results show 
that even in the presence of a molar excess of unlabelled DNA MNV VPg 
preferentially binds to RNA and the gel shift is as strong as an NT*MNV VPg-
PP9 only assay.  
 

 
Figure 3.25 DNA does not interfere with RNA binding by NT*MNV VPg 

Proteins were incubated with 100 nM UTP ATTO 680 labelled Pentaprobe RNA and a 
100-fold molar excess of either single stranded (ss) or double-stranded (ds) unlabelled 
DNA probe for 30 minutes, separated on a 5% TBE gel and directly imaged in the 700 

nm channel. The concentration of NT*MNV VPg was increased from 0.5 µM to 8 µM in 

2-fold increments. NT*CAT (8 µM) was included as a negative control and FOX-1 (8 µM) 
as a positive control.  
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3.3.8 Mutation of the N-terminal region of MNV VPg decreases RNA 
binding activity 

The N-terminal region of MNV VPg is important for cell cycle arrest and is 
predicted to be important for RNA binding. These experiments investigated the 
effect of N-terminal mutations on RNA binding by MNV VPg.  
 

Interaction of NT*MNV VPg triple mutant with Pentaprobe RNA 
Transfection of the MNV VPg TM construct into RAW-Blue cells significantly 
reduced the accumulation of cells in the G0/G1 phase of the cell cycle (Figure 
3.9). To test the importance of these residues for RNA binding an MNV VPg 
construct with lysines 5 and 7 and arginine 10 mutated to alanine was designed, 
expressed and purified with an N-terminal NT* tag. NT*MNV VPg TM protein 
purity was confirmed by SDS-PAGE gel (Figure 3.26) (Appendix IV) and the 
interaction with Pentaprobe RNA corresponding to PP4, PP7, and PP9 was 
analysed by EMSA (Figure 3.26). Free probe was observed as a single band for 
PP4 and PP9 and a double band for PP7. NT*CAT had no RNA binding activity 
while the positive control, FOX-1, showed a complete shift of the unbound 
probe. Incubation of NT*MNV VPg TM with RNA resulted in a gel shift for each 
Pentaprobe, characterised by a reduction in unbound probe and the appearance 
of a protein bound band. This indicates that MNV VPg TM is capable of binding 
to RNA. That MNV VPg TM binds RNA and induces a partial cell cycle arrest 
suggests that there may be a correlation between these functions but does not 
confirm a causal relationship.  
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Figure 3.26 MNV VPg triple mutant binds RNA 

(A) Schematic of the first 20 amino acids of MNV VPg, lysine and arginine residues 
shown in red were mutated to alanine in the NT*MNV VPg triple mutant (TM) 

construct. (B) SDS-PAGE gel of purified protein (3 µg) used for RNA binding 
experiments. 1; NT*MNV VPg TM, 2; NT*CAT, 3; FOX-1. (C) RNA EMSA of NT*MNV 
VPg TM with Pentaprobe RNA. Proteins were incubated with 100 nM UTP ATTO 680 
labelled Pentaprobe RNA for 30 minutes, separated on a 5% TBE gel and directly 
imaged in the 700 nm channel. The concentration of NT*MNV VPg TM was increased 

from 0.5 µM to 8 µM in 2-fold increments. NT*CAT (8 µM) was included as a negative 

control and FOX-1 (8 µM) as a positive control.  
 

Interaction of NT*MNV VPg K2-K12A with Pentaprobe RNA 
The N-terminal region of HuNV VPg directly binds to NTPs through an 
interaction reliant on lysine and arginine residues within the first 13 amino acids 
(113). Mutation of these residues reduces the interaction with NTPs. There are 
seven lysine and arginine residues within the first 12 amino acids of MNV VPg, 
each of these were mutated to alanine and the resulting protein was termed 
NT*MNV VPg K2-12 (Figure 3.27). The protein was expressed and purified from 
a recombinant baculovirus and the protein purity confirmed by SDS-PAGE gel 
(Figure 3.27) (Appendix IV). The interaction of NT*MNV VPg K2-12 with PP4, 
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PP7 and PP9 RNA was investigated by EMSA (Figure 3.27). While the positive 
control FOX-1 bound to all Pentaprobe RNAs, addition of NT*MNV VPg K2-12 
had no effect on the unbound Pentaprobe RNA at each of the protein 
concentrations tested. This suggests that the seven lysine and arginine residues 
at the N-terminus of MNV VPg contribute co-operatively to RNA binding 
activity.  
 

 
Figure 3.27 NT*MNV VPg K2-12A does not bind to RNA 

(A) Schematic of the first 20 amino acids of MNV VPg, lysine and arginine residues 
shown in red were mutated to alanine in the NT*MNV VPg K2-12A construct. (B) SDS-

PAGE gel of purified protein (3 µg) used for RNA binding experiments. 1; NT*MNV 
VPg K2-12A, 2; NT*CAT, 3; FOX-1. (C) RNA EMSA of NT*MNV VPg K2-12A with 
Pentaprobe RNA. Proteins were incubated with 100 nM UTP ATTO 680 labelled 
Pentaprobe RNA for 30 minutes, separated on a 5% TBE gel and directly imaged in the 

700 nm channel. The concentration of NT*MNV VPg K2-12A was increased from 0.5 µM 

to 8 µM in 2-fold increments. NT*CAT (8 µM) was included as a negative control and 

FOX-1 (8 µM) as a positive control. 
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baculovirus was generated to express a GII.4 Sydney 2012 strain HuNV VPg 
with an N-terminal NT* tag. Purity of NT*HuNV VPg was confirmed by SDS-
PAGE gel (Figure 3.28) (Appendix IV) and the interaction with PP4, PP7 and PP9 
RNA was investigated by EMSA. As with previous experiments, there was no 
shift in the unbound RNA band upon incubation with NT*CAT and a complete 
disappearance with FOX-1. Addition of NT*HuNV VPg showed a gel shift with 
PP4, PP7 and PP9 RNA. The shift was identified by a decrease in the unbound 
RNA band and, for PP4 and PP7, the appearance of a shifted band visible when 

RNA was incubated with 2-8 µM of protein. Similar to MNV VPg, the binding of 
HuNV VPg to multiple probes is interpreted as binding to RNA in a non-specific 
manner. 
 

 
Figure 3.28 NT*HuNV VPg binds RNA 

(A) SDS-PAGE gel of purified protein (3 µg) used for RNA binding experiments. 1; 
NT*HuNV VPg, 2; NT*CAT, 3; FOX-1. (B) RNA EMSA of NT*HuNV VPg with 
Pentaprobe RNA. Proteins were incubated with 100 nM UTP ATTO 680 labelled 
Pentaprobe RNA for 30 minutes, separated on a 5% TBE gel and directly imaged in the 

700 nm channel. The concentration of NT*HuNV VPg was increased from 0.5 µM to 8 

µM in 2-fold increments. NT*CAT (8 µM) was included as a negative control and FOX-

1 (8 µM) as a positive control.   
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3.4 Nuclear localisation sequence of MNV VPg 
3.4.1 Introduction 
The N-terminal region of MNV VPg is predicted to contain an NLS, which would 
give VPg access to the nuclear compartment. Many cell cycle proteins are 
localised within the nucleus, including cyclin/CDK complexes and E2F 
transcription factors. VPg within the nucleus could interact with these factors to 
regulate the G1/S transition. In this section the presence of an NLS within VPg 
was investigated by immunofluorescence microscopy.  
 

3.4.2 MNV VPg is localised in the cytoplasm during infection 
To determine if the N-terminal sequence of MNV VPg functions as an NLS, 
RAW-Blue cells were infected with MNV and harvested at 9 hpi and 12 hpi. Cells 
were probed with an MNV VPg specific antibody and the localisation 
determined by immunofluorescence (Figure 3.29). VPg was apparent in the 
cytoplasm of the cells but did not overlap with the nucleus as indicated by the 
DAPI staining. These results agree with published research showing the 
localisation of MNV VPg in replication complexes adjacent to the nucleus (93, 
139).  
 
To further confirm this result, cells were treated with LMB, an inhibitor of the 
nuclear export protein, CRM-1. RAW-Blue cells were infected with MNV and 
incubated until 6 hpi to allow the infection to establish and for progeny virus to 
be produced. The cells were then treated with 20 nM of LMB and were harvested 
at the indicated timepoints post-infection. Treatment of cells with LMB resulted 
in ~75% cell viability compared to untreated controls. Cyclin B1 was included as 
a positive control and showed a partial accumulation of nuclear protein when 
treated with LMB (Figure 3.30B). Quantification of the mean nuclear cyclin B1 
fluorescence with and without LMB showed an ~2-fold increase confirming that 
the inhibitor was functional (Figure 3.30D). In LMB treated cells, MNV VPg 
remained localised in the cytoplasm and did not accumulate in the nucleus 
(Figure 3.30A). This indicates that VPg does not accumulate in the nucleus when 
CRM-1 mediated export is inhibited although, there are other nuclear export 
pathways that LMB does not inhibit. Overall these results suggest that the N-
terminal region of MNV VPg does not function as an NLS and that the cell cycle 
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arrest induced by VPg is through interactions that occur in the cytoplasm and 
not the nucleus.  
 

 
Figure 3.29 MNV VPg does not localise to the nucleus during infection 

RAW-Blue cells were either infected with MNV at a MOI of 5 or mock infected. Cells 
were fixed at 9 hpi or 12 hpi, labelled with anti MNV VPg antibody and the nucleus 
stained with DAPI for confocal microscopy analysis. Images are representative of three 
independent experiments.  
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Figure 3.30 Treatment of RAW-Blue cells with LMB does not alter the localisation of 
MNV VPg 

RAW-Blue cells were either infected with MNV at a MOI of 5, at 6 hpi cells were treated 
with 20 nM LMB. (A) Cells were fixed at 9 hpi and 12 hpi and stained with DAPI and 
anti-MNV VPg. Stained samples were analysed by confocal immunofluorescence. (B) 
Mock cells were treated with 20 nM LMB for 6 hours or left untreated. Cells were fixed 
and stained with DAPI, anti-MNV VPg and anti-cyclin B1. (C) Viability of RAW-Blue 
cells following treatment with 20 nM LMB was measured using the CellTox Green 
Cytotoxicity assay. (D) Quantification of the nuclear cyclin B1 signal in LMB treated 
(n=118) and untreated (n=152) mock cells. Statistical significance was determined for 
comparisons between untreated and LMB treated cells using a two-tailed Student’s t 
test. **** P<0.0001. Images are representative of three independent experiments.  
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3.5 Interaction of MNV VPg with host factor eIF4E 
3.5.1 Introduction 
The expression and localisation of eIF4E is intimately associated with cell cycle 
progression. Analysis of the N-terminal region of MNV VPg indicates that it is 
similar to the eIF4E binding region of PVY VPg. Binding of eIF4E by PVY VPg 
was shown to inhibit the nuclear localisation of eIF4E in an insect cell line (272). 
In the nucleus eIF4E enhances the export of specific mRNA transcripts, including 
cyclins D1, E1, A and B, all of which are dysregulated during MNV infection 
(185). The aim of this research was to analyse eIF4E in infected cells to determine 
the cellular distribution as this could be a possible mechanism for induction of a 
G0/G1 cell cycle arrest.  
 

3.5.2 The effect of MNV infection on total eIF4E expression 
It has previously been shown that infection of MNV in RAW264.7 cells does not 
result in any changes to total eIF4E levels (181). To investigate the interaction of 
eIF4E with MNV VPg the expression of total eIF4E in RAW-Blue murine 
macrophages was first analysed to confirm that they behave in the same manner 
as RAW264.7 cells. RAW-Blue cells were infected with MNV and the total cell 
lysates harvested at 9 and 12 hours post infection for western blot analysis. The 
25 kDa protein band corresponding to total eIF4E levels showed no change over 
the course of infection (Figure 3.31), indicating that MNV infection does not 
degrade or stimulate expression of eIF4E to manipulate the cell cycle. MNV 
infection has been reported to stimulate an increase in phosphorylated eIF4E 
(181). Although the western blot was only performed once due to difficulties 
with the antibody, the results indicate that there is an increase in phosphorylated 
eIF4E at 9 hpi (Figure 3.31). At 12 hpi there was no difference in phosphorylated 
eIF4E between mock and infected cells. These results are consistent with the 
literature confirming that infected RAW-Blue behave in a similar manner to 
RAW264.7 cells in regard to eIF4E.   
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Figure 3.31 Total eIF4E expression levels do not change during MNV infection 

Asynchronous RAW-Blue cells were seeded at 1x106 cells in 6-well plates and mock-
infected or infected with MNV at a MOI of 5. At the indicated times post infection cells 
were harvested and the whole cell lysates collected. Lysates were probed by western 
blot for the presence of total eIF4E, phosphorylated eIF4E and MNV VPg. Actin was 
used as a loading control. Blots are representative of three independent experiments 
with the exception of phosphorylated eIF4E.  
 

3.5.3 Nuclear cytoplasmic splits of MNV infected cells 
Subcellular fractionation and immunofluorescence experiments were performed 
to investigate the nuclear-cytoplasmic localisation of eIF4E in infected cells. 
RAW-Blue cells were infected with MNV and the cells harvested at 9- and 12-
hours post-infection. Total cell samples were lysed in RIPA buffer and the 
nuclear and cytoplasmic fractions were produced following instructions in the 
NE-PER kit. The cellular localisation of eIF4E and MNV VPg was analysed by 
western blot (Figure 3.32). Lamin B1, a nuclear membrane protein, was included 
as a nuclear control protein and was present in the nuclear fraction but absent 
from the cytoplasmic fraction. Tubulin was used as a cytoplasmic control, that 
was present in the cytoplasmic fraction but mostly absent from the nucleus. 
Infection of RAW-Blue cells with MNV was confirmed by western blot against 
VPg. At 9 hpi MNV VPg was detected only in the cytoplasmic fraction but at 12 
hpi VPg was present in both the cytoplasmic and nuclear fractions. Replication 
of MNV is known to occur in conjunction with cellular membranes in close 
proximity to the nucleus (93). Detection of VPg in the nuclear fraction is probably 
due to processing of the cells using the NE-PER kit, as separation of the nuclear 
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fraction involves partial breakdown of an insoluble pellet containing MNV. In 
support of this, at the same infection timepoints MNV VPg was not detected in 
the nucleus by immunofluorescence (Figures 3.29 and 3.30). At 9 hpi and 12 hpi 
there is an indication that the levels of eIF4E in the cytoplasmic samples are 
increased (Figure 3.32A) however, this was not consistent across three 
independent experiments (Figure 3.32B). Overall this indicates that MNV 
infection does not alter the nuclear-cytoplasmic distribution of eIF4E, at least in 
a manner detectable using the NE-PER kit.  
 

 
Figure 3.32 Nuclear/cytoplasmic analysis of eIF4E localisation during MNV infection 

RAW-Blue cells were either mock infected or infected with MNV at a MOI of 5. At 9 hpi 
and 12 hpi cells were processed using the NE-PER Nuclear and Cytoplasmic Extraction 
Kit. Samples were analysed by western blot to probe against eIF4E and MNV VPg with 
lamin B1 and tubulin as cytoplasmic and nuclear markers respectively. T (total), C 
(cytoplasmic) and N (nuclear) fractions. The blots are representative of two (A and B) of 
three independent experiments.  
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It is possible that only a small fraction of eIF4E is shifting during infection, which 
could be masked using subcellular fractionation. To enable further analysis of 
the distribution of eIF4E immunofluorescence imaging of infected cells was 
performed (Figure 3.33A). Although not visually apparent, quantification of the 
nuclear eIF4E signal showed an ~1.6-fold increase in mean nuclear eIF4E 
florescence at 9 hpi (Figure 3.33B). Overall quantification of nuclear eIF4E signal 
showed a wider distribution of nuclear eIF4E fluorescence compared to mock 
infected cells. An increase in nuclear eIF4E was not expected however, it still 
provides a potential mechanism for a G0/G1 cell cycle arrest. These results 
indicate that MNV infection induces alterations to the nuclear distribution of 
eIF4E which could act to dysregulate the translational activity of eIF4E delaying 
cell cycle progression. 
 
In addition to a quantifiable change in nuclear eIF4E, several other alterations in 
eIF4E were observed in individual cells (Figure 3.33C, D and E). There was some 
overlap in the eIF4E and MNV VPg signals suggestive of co-localisation (Figure 
3.33C and D). This is consistent with an interaction between the two proteins as 
has previously been detected by capture ELISA (66). It was also observed that 
some cells showed eIF4E in punctate structures (Figure 3.33D) while others had 
a decrease in eIF4E both in the nucleus and the cytoplasm (Figure 3.33E). The 
changes in these individual cells were not consistent across the entire population 
and have not been quantified.  
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Figure 3.33 MNV infection induces an increase in nuclear eIF4E 

RAW-Blue cells were either infected with MNV at a MOI of 5 or left uninfected. (A) 
Cells were fixed at 9 hpi and 12 hpi and stained with DAPI, anti-MNV VPg and anti-
eIF4E. Stained samples were analysed by confocal immunofluorescence. (B) 
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Quantification of the nuclear eIF4E signal in infected (9 hpi n=100 and 12 hpi n=126) 
and uninfected (n=183) samples. Statistical significance was determined for 
comparisons between mock and MNV infected cells using a two-tailed Student’s t test. 
**** P<0.0001. (C, D and E) Zoomed sections of infected cells to show observational 
changes in individual cells. (C) co-localisation of VPg and eIF4E, (D) punctate eIF4E and 
(E) infected cells with low eIF4E levels. Images are representative of three independent 
experiments. 
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4 Discussion 

4.1 Induction of a G0/G1 cell cycle arrest by VPg proteins is 
conserved across a diverse range of noroviruses  

MNV VPg induces a G0/G1 cell cycle arrest during infection of a murine 
macrophage cell line (186). Although all viruses in the Caliciviridae family 
produce a VPg protein the sequence conservation is limited and the ability of 
these proteins to arrest the cell cycle is unknown. This study has investigated the 
ability of representative VPg proteins from five norovirus genogroups and four 
additional genera of the Caliciviridae family to induce a cell cycle arrest. A G0/G1 
arrest was induced by a range of norovirus VPg proteins, including human 
noroviruses, as well as VPg proteins from the Sapovirus and Lagovirus genera. 
The proportion of cells in the G0/G1 phase varied for each of the VPg proteins 
tested. For GIII VPg from Jena virus the arrest was not as marked as that of the 
other norovirus proteins. However, as expression could only be confirmed by 
qualitative methods it could be that the protein does not express as effectively. 
That the cell cycle arrest is conserved across a wide range of distantly related 
caliciviruses and not merely a function of MNV VPg points to this being an 
important function for the replication of caliciviruses.  
 

The VPg proteins tested originated from a diverse range of hosts, including 
humans, cows and rabbits but were all able to induce a G0/G1 cell cycle arrest 
in a murine macrophage cell line. This indicates that VPg interacts with a 
component within cells which is evolutionarily conserved rather than being a 
species-specific factor. Regulation and progression of the eukaryotic cell cycle is 
tightly controlled and highly conserved among eukaryotes (276-278). It seems 
likely that the diverse VPg proteins are manipulating a conserved component of 
the cell cycle to induce a favourable environment and thus gain a replication 
advantage.  
 
There are multiple reasons why noroviruses might manipulate cell cycle 
progression, specifically the G1 phase. As obligate intracellular parasites, 
noroviruses are reliant on the host cell to provide the necessary components for 
replication. Ribonucleotides are the precursors to deoxyribonucleotides, the 
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levels of which fluctuate throughout the cell cycle. As cells enter the S phase the 
levels of ribonucleotides drop due to an increase in the synthesis of 
deoxyribonucleotides for DNA replication (279, 280). Induction of a cell cycle 
arrest at the G1/S boundary, as has been characterised for MNV (185), would 
prevent the accumulation of deoxyribonucleotides and instead favour 
replication of the RNA genome of MNV. In addition, the G1 phase is 
characterised by high rates of cap-dependent translation (281). The induction of 
a G0/G1 cell cycle arrest may allow caliciviruses to exploit the high translation 
rates to favour translation of viral proteins leading to more efficient replication.  

4.2 A conserved N-terminal motif is required for a G0/G1 cell 
cycle arrest 

Given the conserved G0/G1 cell cycle arrest induced by VPg proteins found in 
different caliciviruses it was hypothesised that there would be a conserved motif 
present within these sequences that contributed to the cell cycle function. 
Alignment of VPg sequences spanning the first 62 amino acids identified a 
conserved N-terminal motif; KGKxKxGRG. The N-terminal motif is conserved 
in all norovirus genogroups, HuSV VPg and RHDV VPg implying that it is 
functionally important to the virus. 
 
To confirm the association between the N-terminal motif and induction of a cell 
cycle arrest a truncated 11-124 MNV VPg construct was expressed. This 
construct was not able to induce a cell cycle arrest however there was also a 
decrease in total protein expression by western blot. It is possible that the MNV 
VPg antibody recognises a motif towards the N-terminus of the protein or that 
removal of the N-terminal motif induces incorrect folding of the RNA to inhibit 
translation. Nevertheless, with other VPg proteins, such as the Norwalk GI VPg, 
where only low levels of protein are detected an arrest is still induced. This 
implies that a low level of protein expression is sufficient for manipulation of the 
cell cycle and if the 11-124 construct was going to induce arrest the protein levels 
detected should be sufficient. That the 11-124 construct does not induce cell cycle 
arrest indicates that the N-terminal motif is required for the G0/G1 phase arrest.  
 

Both the Newbury 1 VPg and FCV VPg constructs failed to express at detectable 
levels and therefore the contribution of the N-terminal motif for arrest could not 
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be confirmed in the full-length protein. The Newbury 1 VPg construct was 
designed from predicted cleavage sites within the ORF1 polyprotein and has not 
been experimentally studied (282). The predicted Newbury 1 VPg protein is only 
65 amino acids while other VPg proteins in this study, range from 111-138 amino 
acids. In contrast, FCV VPg has previously been detected during infection (283) 
and expressed in E. coli (157) however, it could not be detected as an expressed 
protein in these cell cycle experiments. In order to study the cell cycle arrest 
induced by these proteins chimeric VPg were produced.  
 

A cell cycle arrest was not observed for Nb19/MNV VPg or F18/MNV VPg, 
indicating that the N-terminal regions of FCV VPg and Newbury 1 VPg are not 
functional for an arrest as chimeric proteins, although the native protein may 
function differently. Both Newbury 1 VPg and FCV VPg share less similarity 
with the consensus KGKxKxGRG N-terminal motif present in other VPg 
proteins which arrest the cell cycle. The sequence motif is completely absent in 
Newbury 1 VPg and in FCV VPg the GRG component is separated from the rest 
of the motif by seven amino acids. That the N-terminal regions of these proteins 
are not able to arrest the cell cycle in the context of MNV VPg further highlights 
the importance of the N-terminal motif for this function.  
 
Chimeric proteins were designed to investigate if the N-terminal region of MNV 
VPg could induce cell cycle arrest in the context of Newbury 1 VPg or FCV VPg. 

The construct M20/FCV VPg induced a G0/G1 arrest as strong as MNV VPg 

alone however M20/Nb1 VPg was not able to arrest cells. This suggests that there 
is an unidentified element C-terminal to the first 20 amino acids that is present 
in FCV VPg but absent in Newbury 1 VPg required for cell cycle arrest. MNV 
VPg is more similar to FCV VPg than Newbury 1 VPg in structure, function and 
protein size (66, 141, 146). It is possible that these similarities allow FCV VPg to 

complement MNV VPg in the M20/FCV VPg chimera to induce an arrest. 

Furthermore, the construct M20/EGFP which fuses the first 20 amino acids of 
MNV VPg with EGFP, was not able to induce arrest. This is consistent with the 
concept that an element downstream from the first 20 amino acids of MNV VPg 
is required for arrest and the N-terminal region alone, while essential, is not 
sufficient.  



 111 

Recently, six new genera were added to the Caliciviridae family; Bavovirus, 
Minovirus, Nacovirus, Recovirus, Salovirus and Valovirus (1). Whether the VPg 
proteins from viruses in these new genera can manipulate the cell cycle is 
unknown. Given the conservation of the N-terminal motif in viruses that 
manipulate the cell cycle it is hypothesised that this region would be conserved 
to contribute to a cell cycle arrest by these viruses (Figure 4.1).  
 
The ORF1 polyprotein cleavage sites and expression of VPg proteins in each of 
these viruses has not been experimentally confirmed. For each new genus the 
ORF1 polyprotein sequence was obtained from GenBank and a putative 
E/DEYDE nucleotidylylation motif was identified (Figure 4.1). In 
experimentally confirmed VPg sequences the NS4/VPg protease cleavage site 
lies 15-30 amino acids upstream of the conserved tyrosine in the 
nucleotidylylation motif. For the new calicivirus genera the 30 amino acids 
immediately upstream to the conserved tyrosine were aligned and where 
possible a protease cleavage site and KGKxKxGRG motif identified (Figure 4.1). 
The N-terminal motif, KGKxKxGRG, was conserved in the Recovirus, Valovirus 
and Bavovirus genera suggesting that the VPg proteins may be able to induce a 
G0/G1 cell cycle arrest (Figure 4.1). The Nacovirus, Salovirus and Minovirus VPg 
sequences did not contain an identifiable KGKxKxGRG N-terminal motif 
upstream from the nucleotidylylation tyrosine or elsewhere in the ORF1 
polyprotein sequence. It is possible that these proteins do not manipulate the cell 
cycle, or another protein may perform the function without a KGKxKxGRG 
motif. As the VPg sequences of these genera are only putative, further work 
needs to be done to identify the VPg sequence before accurate cell cycle 
predictions can be made.  
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Figure 4.1 Alignment of putative N-terminal regions from the new genera in the 
Caliciviridae family 

An asterisk (*) indicates identical residues and a colon (:) indicates residues that are 

identical in ³ 50% of sequences. Protease cleavage sites are shown in green. Conserved 
amino acids of the N-terminal motif are shown in red. The tyrosine (Y) residue 
corresponding to Y26 of MNV VPg is shown in bold. The GenBank accession numbers 
for each sequence are: norovirus (GV) DQ285629, Recovirus EU391643, Valovirus 
FJ355928, Bavovirus HQ010042, Nacovirus JQ347522, Salovirus KJ577139 and 
Minovirus KX371097.  
 

Functionally, the cell cycle associated N-terminal motif of MNV VPg has 
previously been investigated in relation to nucleotidylylation (113, 146). In 
regard to the cell cycle it seems unlikely that nucleotidylylation of VPg is directly 
responsible for the cell cycle arrest. Previous work has shown that the mutation 
of Y26 essentially ablates nucleotidylylation but has no effect on the induction of 
a cell cycle arrest (186). Progressive truncation of HuNV VPg to delete the first 
three, eight or 20 N-terminal amino acids correlates with a progressive decrease 
in nucleotidylylation activity (99). However, for nucleotidylylation to occur the 
RdRp is required and this was not present during transfections of N-terminal 
modified constructs where a cell cycle arrest occurs. In addition, individual 
mutation of lysine and arginine residues, including K5, K7 and R10, has no effect 
on nucleotidylylation (113, 146). Mutation of two or more lysine and arginine 
residues has been shown to progressively decrease nucleotidylylation to 
undetectable levels (113). This indicates that although the N-terminal region is 
important for nucleotidylylation, single point mutations do not affect this 
function. The decreased cell cycle response of truncated or mutated VPg proteins 
is more likely to be caused by additional roles of the N-terminal motif rather than 
nucleotidylylation.  

Norovirus    YHSEGKKGKNKKGRGRPGVFRTRGL----TDEEY 30

Recovirus    ---EA-KGKTKRGRGARKLKAKVSRRYKFSPQEY 30

Valovirus --FEA-KGKTKRGRGQKHHTRGG-PRYRFSQAEY 30

Bavovirus --MEKKKGKTKHGRGRKHLGGGRGPRL--TDEDY 30

Nacovirus SRLAQAQPQAA-GRGMVRNYQAGVALS---DEEY 30

Salovirus ---EGSLANPGLGFSSNPSVDHFAFDEVV-EDEY 30

Minovirus LWSIFGTILGVIGIITTPKVV---PKYQS-DDAY 30

:  ::: : :::               : :*    



 113 

 

The N-terminal region of VPg binds directly to NTPs (113, 165) but it seems 
improbable that this is a mechanism for the G0/G1 cell cycle arrest. VPg binding 
to GTP is noticeably reduced when all lysines and arginines in the first 13 
residues (K2-13 VPg) are mutated (113). Other combinations including single 
point mutations to K7 and R10 and consecutive mutation of charged residues 
out to position 12 have no effect on NTP binding (113). This implies that the 
MNV VPg single point mutants and the triple mutant which have a reduced 
ability to induce a cell cycle arrest will still bind to nucleotides as well as WT 
VPg. An ~50% reduction in GTP concentrations has been shown to induce a G1 
arrest (284). Given the low VPg protein expression it does not seem likely that 
VPg binding to NTPs will sufficiently decrease NTP concentration to arrest cells.  
 
Overall these experiments have shown that VPg proteins that manipulate the 
cell cycle have a conserved motif, KGKxKxGRG. The importance of the N-
terminal motif to cell cycle arrest was shown through the use of truncation, point 
mutations and chimeric MNV VPg constructs. The results show that the N-
terminal region, in particular the first 10 amino acids, of MNV VPg are required 
for a G0/G1 cell cycle arrest in conjunction with a downstream element that is 
not the conserved nucleotidylylation tyrosine. 

4.3 Functions of the N-terminal region of MNV VPg 
Having established that the N-terminal region of MNV VPg is required for a 
G0/G1 cell cycle arrest, bioinformatic analyses were performed to try and 
identify a potential mechanism for the arrest.  
 

4.3.1 MNV VPg has RNA binding activity 
The N-terminal region of HuNV VPg binds NTPs (113) and the same region of 
MNV VPg is strongly predicted to interact with RNA. Previous reports have also 
suggested norovirus VPg proteins possess characteristics of RNA binding 
proteins (141). RNA binding experiments showed that purified MNV VPg was 
able to non-specifically bind to RNA. The interaction of MNV VPg was specific 
to RNA as no interference of the gel shifts were observed with either a ssDNA 
probe or a dsDNA probe. HuNV VPg showed similar RNA binding activity to 
MNV VPg, confirming that RNA binding activity is not unique to MNV VPg and 
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may be a conserved function of norovirus VPg proteins. These results provide 
evidence that MNV VPg is an RNA binding protein. 
 
Traditional RNA binding motifs include, the RNA recognition motif, DEAD box 
helicase domain and zinc finger domains.  All of these motifs are absent from 
MNV VPg, suggesting that the protein binds RNA in a non-canonical manner. 
Recently it has become apparent that the traditional view of RNA-binding is 
limited and that many RNA binding domains contain a region of disorder with 
RNA binding potential (285). One of these non-canonical RNA binding domains 
has been termed the K/R basic patch. Basic patches are normally composed of 
4-8 lysines and occasionally arginines which form a highly positive and exposed 
surface for binding to RNA (286, 287).  
 
Given the resemblance to a K/R basic patch, it seemed likely that the N-terminal 
region of MNV VPg which is enriched in lysine and arginine amino acids would 
be required for RNA binding activity. In support of this, PVA VPg has been 
shown to bind RNA in a sequence independent manner which is dependent on 
a stretch of amino acids with a high local positive charge (150, 180). Alanine 
substitutions to MNV VPg at positions K5, K7 and R10 did not inhibit RNA 
binding while mutation of all lysine and arginine residues within the first 12 
amino acids inhibited binding consistent with non-canonical RNA binding. In 
Jembrana disease virus, RNA binding is mediated by arginine residues which 
form electrostatic interactions with RNA that is stabilised by the surrounding 
amino acids (288, 289). Similarly, with PVA VPg it has been proposed that the 
protein has a loosely folded and positively charged contact surface at the edge 
of the protein. Mutation to lysine residues in this area is predicted to drop the 
surface charge of PVA VPg resulting in decreased attraction between the VPg 
and either RNA or individual NTPs (150). Given the decreased binding when 
charged amino acids are replaced with alanine, it seems likely that the N-
terminal residues of MNV VPg allow binding to RNA in a similar manner via 
electrostatic interactions.  
 
RNA binding proteins (RBPs) play a crucial role in the regulation of cell cycle 
progression (290). These proteins participate in a variety of post-transcriptional 
RNA processing steps including translation, RNA stability, localisation and 
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splicing for both mRNA and non-coding RNAs. This study has shown that the 
N-terminal region, and in particular charged amino acids of MNV VPg are 
important for induction of a cell cycle arrest and binding to RNA. At present a 
direct causal link between these two functions is not known. It is possible that a 
cell cycle arrest by MNV VPg could be induced by binding to cellular RNAs 
which regulate the G1/S transition, although further experiments would be 
required to confirm this. The RBP human antigen R (HuR) accumulates in the 
cytoplasm when damage is sensed and regulates the cell cycle. HuR binds many 
target RNAs, one of which is the mRNA encoding p21. Binding by HuR stabilises 
p21 mRNA resulting in increased expression of p21 that contributes to a G1/S 
cell cycle arrest (291). Transcriptomic analysis of MNV infected cells using 
microarray and RNA sequencing technologies shows a slight increase and no 
change in mRNA encoding for p21 and p27 respectively (185) (Unpublished data 
from Dr Zabeen Lateef). This could be indicative of increased transcription or 
stabilisation of p21 RNA. Another example of RBP regulation of the cell cycle 
occurs with cyclin A2. In addition to CDK1/2 binding, cyclin A2 has been shown 
to bind mRNA and promote translation of Mre11, a protein that contributes to 
DNA repair (292).  
 

That RNA binding appears to be a conserved function of norovirus, potyvirus 
and picornavirus VPg proteins indicates that this is role within the viral lifecycle 
(150, 180, 293). Aside from a possible link with induction of a G0/G1 phase cell 
cycle arrest the biological significance of RNA binding by norovirus and 
potyvirus VPg proteins is not clear. The gel shift assays with Pentaprobes 
indicated a non-specific RNA binding interaction however there are multiple 
ways in which specificity can be induced aside from just RNA sequence. While 
the Pentaprobes do have secondary structure, they were not designed for the 
purpose of systematic screening of RNA binding proteins with RNA secondary 
structure. In addition, the sequences do not accurately represent the norovirus 
genome, for which MNV VPg may have specific RNA binding activity.  
 
The RNA binding function of MNV VPg could aid in binding of RNA secondary 
structures to facilitate efficient nucleotidylylation of VPg by RdRp. In 
picornaviruses, VPg and 3D polymerase recognise a CRE in the centre of the 
genome that enhances nucleotidylylation of VPg (169-171). In vitro MNV RdRp 
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can stimulate the nucleotidylylation of VPg in the absence of RNA, although 
there is evidence that an element near the 3’ end of the genome enhances the 
efficiency of nucleotidylylation (99). 
 
Following nucleotidylylation of VPg the protein is translocated to the 3’ end of 
the negative- or positive-sense RNA for replication. The process by which this 
occurs has not been determined. One possibility is that the RNA binding activity 
of VPg allows recognition of an RNA secondary structure in proximity to the 3’ 
end of the RNA bringing VPg into close contact to the terminal nucleotides.  
Similar to MNV VPg, poliovirus RNA binding by 3AB, a VPg precursor, is non-
specific (293). In the presence of 3CD, the poliovirus Pro-RdRp, a 
ribonucleoprotein complex is formed that strongly associates with a 5’ cloverleaf 
RNA structure and can also bind to the 3’ UTR (294-296). The presence of these 
RNA structures in poliovirus are required for RNA replication (297, 298). It could 
be that in the presence of the polymerase or Pro-RdRp RNA binding by MNV 
VPg is specific for the viral genome and aids in RNA replication.  
 

4.3.2 MNV VPg does not contain an NLS 
Throughout the cell cycle there is a constant flux of regulatory proteins into and 
out of the nucleus. A nuclear accumulation of regulatory complexes is essential 
for activation of the transcriptional waves that progress the cell cycle. 
Bioinformatic analysis of MNV VPg suggested the presence of an NLS within 
the N-terminal motif. MNV VPg was found to localise in the cytoplasm adjacent 
to the nucleus but does not appear to enter the nuclear compartment even in the 
presence of LMB to concentrate nuclear proteins.  
 
These results indicate that the N-terminal motif of VPg does not function as an 
NLS. The cytoplasmic localisation of MNV VPg is consistent with previous 
research showing that VPg co-localises with dsRNA within the viral replication 
complex (93, 139). GII.4 HuNV VPg and RHDV VPg proteins both arrest the cell 
cycle and have been shown to display a nuclear and cytoplasmic distribution 
(161, 162). That cytoplasmic MNV VPg can also arrest cells indicates that the cell 
cycle arrest is not reliant on a VPg NLS and is instead induced by cytoplasmic 
rather than nuclear interactions. Many proteins involved in cell cycle 
progression are imported in and out of the nucleus. This includes cyclins, CDKs 
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and CKIs, the relative concentration and localisation of these proteins then 
influences cell cycle fate. In the case of VPg any direct interactions with these 
proteins must be occurring in the cytoplasm possibly inhibiting nuclear entry or 
leading to early protein degradation to influence cell cycle progression.  
 

4.3.3 Interaction of MNV with eIF4E  
MNV VPg interacts with the host eukaryotic translation initiation factor, eIF4E. 
Interestingly, depletion of eIF4E has no effect on viral translation implying that 
the interaction with eIF4E is for an alternate function (66, 134). The expression 
and activity of eIF4E are known to influence the cell cycle either by aiding 
nuclear export of mRNA or by stimulating translation. As the rate limiting step 
for translation, eIF4E is commonly targeted by viruses to regulate host cell cap-
dependent translation (299). 
 
It was therefore proposed that through an interaction with eIF4E MNV VPg 
could manipulate G1/S progression of the host cell cycle to induce a beneficial 
replication environment. In agreement with previous research, it was found that 
infection of murine macrophages with MNV does not induce changes to total 
expression of eIF4E (66, 181). This indicates that MNV VPg does not alter total 
eIF4E protein abundance to induce a cell cycle arrest.  
 
Downregulation or inhibition of eIF4E activity has been shown to promote a 
G0/G1 cell cycle arrest, increase apoptosis and limit protein synthesis in various 
cell lines and yeast models (300-303). Initially it was hypothesised that MNV VPg 
would induce a decrease in the nuclear localisation of eIF4E to limit eIF4E 
activity. However, immunofluorescence experiments showed that infection of 
RAW-Blue cells with MNV leads to an increase in nuclear eIF4E. In the nucleus 
eIF4E binds to specific mRNAs to facilitate nuclear export, including mRNAs 
encoding the cell cycle regulators cyclin D1, cyclin E1, cyclin A2, ODC and c-
Myc (304). Of these, the cyclins have all been shown to be decreased at the 
mRNA level during an MNV infection (185). It could be that there is a block in 
the nuclear export of eIF4E and associated mRNAs. VPg would need to interact 
with cytoplasmic components of nuclear import or export machinery to increase 
nuclear eIF4E.  
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A global shut-off of host protein synthesis can be induced by an accumulation of 
eIF4E in the nucleus, as has been observed for poliovirus (305). Inhibition of host 
mRNA translation occurs during MNV infection, although this has been 
attributed as a function of the NS3 protein (95). Expression of VPg alone does 
not inhibit translation, as measured by puromycin uptake of translationally 
active mRNAs (95). That VPg alone can induce a cell cycle arrest but cannot 
induce a translational shut-off suggests that global inhibition of protein 
synthesis through nuclear sequestration of eIF4E is not the mechanism for the 
cell cycle arrest.  
 
There was some co-localisation of eIF4E and MNV VPg observed by 
immunofluorescence experiments, this is consistent with reports of direct 
binding between the proteins (66, 134). The binding of VPg to eIF4E led to the 
hypothesis that VPg may act in a similar manner to a 4E-binding protein (4E-
BP). This, in combination with an increase in nuclear eIF4E levels could result in 
a partial inhibition of eIF4E activity. The intimate association of eIF4E with cell 
cycle progression suggests that this is still an attractive target for the VPg 
induced cell cycle arrest.   
 
There are reports where overexpression of 4E-BP1 induces changes in cell cycle 
proteins leading to a G0/G1 arrest but without a general shutdown of protein 
synthesis (300, 306). Specifically, protein levels of cyclin E and CDK2 were 
unaffected, p27 was increased and cyclin D1 was decreased (306). The MNV 
induced G0/G1 arrest does not result in changes to the protein expression of 
cyclin E or cyclin D1 (185). However, there is evidence that cyclin D contains an 
internal ribosome entry site and could therefore be translated in an eIF4E-
independent manner (307). MNV infection also increases the levels of 
phosphorylated eIF4E (181) which has been shown to favour translation of cyclin 
D1 transcripts (308). This could explain why cyclin D protein levels does not 
change with MNV infection. The expression levels of CDK2 and p27 proteins 
during MNV infection have not been established. Unlike MNV, other 
caliciviruses including RHDV, which induces a cell cycle arrest, require eIF4E 
for translation (178). The combination of increased nuclear eIF4E levels and 
direct binding by VPg could function to partially inhibit or redirect the 
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translational activity of eIF4E in infected cells resulting in a G0/G1 cell cycle 
arrest.  
 
Whether binding to eIF4E is mediated by the N-terminal motif of MNV VPg 
remains to be determined. PVY virus, a member of the potyvirus family, binds 

eIF4E through a region beginning 41RKK (309) which is immediately upstream 
of the NTP binding site. This region shares a conservation of amino acid 
sequence with the N-terminal cell cycle motif of MNV VPg. Interaction of PVY 
VPg and eIF4E has been proposed to decrease cap dependent translation via 
sequestration of eIF4E (309). Similarly, in an in vitro system PVA VPg limits 
translation of RNA transcripts and this function is inhibited when mutations are 
introduced to the NTP binding site (180).  
  
In addition to an increase in nuclear eIF4E, a subset of infected cells showed 
eIF4E in punctate structures within the cytoplasm. Aside from being present in 
the nucleus and cytoplasm, eIF4E is located in stress granules (SGs), polysomes 
and processing bodies (PBs). The punctate structures are not likely to be SGs as 
it has been shown that MNV impairs the integrated stress response significantly 
decreasing the formation of SGs (95, 310). Phosphorylated eIF4E relocates to 
polysomes, which are areas of active translation. MNV infection induces a 
modest increase in phosphorylated eIF4E and subsequent localisation to 
polysomes suggesting that the observed punctate structures could be polysomes 
(181). Another possibility for the punctate appearance of eIF4E is localisation in 
PBs, these granules are upregulated in times of stress and are sites of active 
mRNA decay (311). The effect of MNV infection on PBs is unknown. Further 
characterisation of eIF4E with either polysomes or PBs will require analysis with 
additional antibodies to define the components of the punctate structures.  

4.4 Conclusions 
This research has shown that induction of a G0/G1 cell cycle arrest is a 
conserved function of norovirus VPg proteins. The ability to manipulate the cell 
cycle extends to other members of the Caliciviridae family, including HuSV VPg 
and RHDV VPg. Alignment of the VPg protein sequences led to identification of 
a conserved N-terminal motif, KGKxKxGRG. The importance of the N-terminal 
motif to cell cycle arrest was shown through the use of truncation, point 
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mutations and chimeric MNV VPg constructs. These constructs show that 
positively charged amino acids are important for the arrest and indicate that 
there is a requirement for more than just the N-terminal motif. Functional 
predictions for the N-terminal motif suggested that it binds RNA, functions as 
an NLS and interacts with eIF4E. MNV VPg was found to bind RNA in a non-
specific manner that is dependent on charged amino acids in the N-terminal 
region. The N-terminal region does not function as an NLS, with no VPg 
detected in the nucleus even when LMB was added as a nuclear export inhibitor. 
Finally, infection of RAW-Blue cells with MNV induces a dysregulation in eIF4E, 
resulting in an accumulation of eIF4E in the nucleus. Overall two potential 
mechanisms, RNA binding and dysregulation of nuclear eIF4E, have been 
identified and could be responsible for the induction of a G0/G1 cell cycle arrest 
by MNV VPg.  
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5 Future Directions 

The cell cycle experiments carried out in this thesis were performed in RAW-
Blue cells and the arrest has also been confirmed in RAW246.7 cells (185). 
Analysis of the cell cycle response in additional cell lines, such as tuft cells and 
primary macrophages or dendritic cells which support MNV replication in vivo 
should be investigated. Experiments can investigate firstly if a cell cycle arrest is 
induced in these cell lines and secondly look at the transcriptomic changes 
induced during arrest. This will identify changes in cell cycle pathways and may 
suggest a mechanism for the G0/G1 cell cycle arrest. The transcriptomic 
response to MNV infection of primary bone marrow-derived macrophages 
(BMDMs) has previously been investigated (312). In these cells MNV infection 
does not induce the same changes in cell cycle specific mRNAs as is seen in RAW 
264.7 cells, although, there was only a low level of infection (185, 312). Conserved 
transcriptional alterations to pathways include interphase, cell cycle progression 
and cell cycle regulation by BTG proteins (312). At the individual gene level, in 
both cell types, increases in cdkn1a, which encodes the cell cycle inhibitor p21, 
were observed along with decreases in E2F7 and E2F8 (185, 312). To confirm 
these changes, select proteins from each pathway, p21 and proteins from the E2F 
family could be analysed by western blot. This will allow identification of 
conserved changes to cell cycle pathways across multiple MNV susceptible cell 
lines.  
 
MNV induces a G0/G1 arrest by delaying progression out of the G1 phase and 
into the S phase (185). Additional experiments could be performed to show that 
the arrest induced by norovirus genogroup and calicivirus VPg proteins is 
through a delay in the G1/S transition. This would help to characterise the cell 
cycle arrest and provide further evidence for a conserved mechanism. RAW-
Blue cells can be stimulated to synchronise into the G1 phase by treatment with 
N-butyrate and will re-enter the cell cycle upon removal of the inhibitor. The 
effect of different VPg proteins on progression of cells out of the G1 phase and 
into S phase can then be measured in order to determine if these proteins delay 
the G1/S transition.  
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The N-terminal region of MNV VPg is known to be disordered and likely 
participates in multiple functions throughout the viral replication cycle (146, 
152). The work presented in this thesis has shown that the N-terminal region of 
MNV VPg is required for a G0/G1 cell cycle arrest. K5, K7 and R10 of MNV VPg 
contribute to the G0/G1 arrest however, it is important to know the contribution 
of each amino acid within the KGKxKxGRG motif. This could be accomplished 
using an alanine scanning approach on the N-terminal region of MNV VPg. 
Generation of constructs containing multiple mutations could address which 
combinations of amino acids are required to induce arrest and whether 
disruption of the disordered nature of the N-terminal motif effects the arrest. 
These mutations could also be used to test the abilities of mutant VPg proteins 
to bind RNA and dysregulate eIF4E to link either activity to the cell cycle 
manipulation.  
 
While the N-terminal region is clearly important, it is not sufficient by itself to 
induce a G0/G1 cell cycle arrest. Given that the first 62 amino acids of MNV VPg 
induce arrest it appears that there is something else within those 62 amino acids 
that contributes to a G0/G1 arrest. The disordered N-terminal region may 
function in combination with a specific motif or structural element within the 
first 62 amino acids that induces a disorder-to-order transition required for a cell 
cycle arrest. Within the first 62 amino acids, only the nucleotidylylation motif 
(EYxE) and a leucine residue corresponding to position 46 on MNV VPg are 
conserved across all proteins shown to induce an arrest. The effect of mutation 
of these amino acids on the cell cycle, both individually and in combination with 
N-terminal amino acids should be analysed. Structurally, both of the alpha 
helices of MNV VPg are within the first 62 amino acids and it possible that these 
are required for a cell cycle arrest (108, 146). In support of this, the helices of 

MNV VPg overlay well with those of FCV, and could explain why the M20FCV 

VPg chimera was still able to induce arrest whereas the M20EGFP construct was 
not. Mutations to Y40, Y45, R32 or D48 disrupt the structured core of MNV VPg 
(146) and could be investigated either individually or in combination to 
determine the contribution of the helices to a cell cycle arrest.  
 

One of the findings in this thesis is that MNV VPg is an RNA binding protein. In 
recent years it has become apparent that disordered RNA binding proteins can 
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have profound regulatory effects on the cell (285, 286, 313). Despite the 
abundance of these proteins, in many cases the biological consequences of 
disordered RNA binding proteins are poorly characterised. As a disordered 
RNA binding protein MNV VPg may play a significant role in regulation of RNA 
within the host cell with possible links to cell cycle progression. RNAseq analysis 
of MNV infected cells has shown a significant downregulation of ribosomal 
RNAs (unpublished data from Dr Zabeen Lateef). While this will affect multiple 
cellular pathways, one known outcome is to induce a cell cycle arrest in the G1 
phase though the stabilisation of p53 (314). Many viruses manipulate the cell 
cycle through p53 dependent pathways, suggesting that this is an attractive 
target and should be further investigated. 
 
Disordered RNA binding proteins bind RNA either non-specifically or 
specifically although in many cases it is not clear how this specificity is achieved. 
Specificity can be induced by various mechanisms including post translational 
modifications, interactions with other proteins or the tertiary structure of the 
RNA (286). This suggests that although MNV VPg RNA binding activity appears 
to be non-specific by EMSA, in cells the interaction could be specific for either 
host or viral RNA. Identification of direct RNA interactions in the cell could 
indicate additional functional roles of VPg during the viral lifecycle and may 
indicate a causative mechanism for the cell cycle arrest. RNA-VPg interactions 
could be studied using RNA immunoprecipitation techniques followed by 
sequencing. Expression of identified sequences could be confirmed by qRT-PCR 
to determine RNA levels and western blot to determine protein levels.  
 
The host factor, eIF4E, is commonly targeted by viruses to induce a beneficial 
replication environment (reviewed in (299)). Immunofluorescence experiments 
indicate that MNV infection dysregulates the nuclear localisation of eIF4E. It is 
important to establish if the dysregulation of eIF4E is driven by VPg or another 
viral protein. This could be performed using transfections of either DNA or RNA 
to produce MNV VPg in cells followed by immunofluorescence. Similar 
experiments using VPg constructs with mutated or truncated N-terminal motifs 
could be used to determine the role of the N-terminus for eIF4E dysregulation.  
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Downregulation or inhibition of the activity of eIF4E leads to a G0/G1 cell cycle 
arrest. It is possible that the increased nuclear localisation of eIF4E in 
combination with direct binding provides a mechanism for the VPg induced cell 
cycle arrest. Expression of survivin is driven in an eIF4E dependent manner and 
has been shown to be downregulated during MNV infection (315). The 
downregulation of survivin could be consistent with an inhibition of eIF4E 
translation activity. The expression of other proteins such as c-myc and p27 (306) 
which are expressed in an eIF4E dependent and eIF4E independent manner 
respectively should be determined.  
 
A consistent theme throughout this section suggests that a systematic analysis 
of key cell cycle regulators important for the G1/S transition should be 
undertaken. This approach would identify protein changes by western blot to 
either total or activated cell cycle regulators in the context of MNV infection or 
VPg transfection. The levels and activation of proteins such as p53, Rb and 
CDK4/6/2 should be analysed in addition to the regulators already mentioned. 
Identification of changes to cell cycle pathways will indicate mechanisms for the 
cell cycle arrest with links to RNA binding and eIF4E dysregulation.  
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7 Appendix I: Recipes

All buffers were stored at room temperature unless otherwise stated

Competent cell preparation 

LB broth 
10 g/l bacto Tryptone 
5 g/l bacto Yeast Extract 
5 g/l sodium chloride 
15 g/l bacteriological Agar 

Autoclave, cool to 50 °C, add 
required antibiotics, pour plates 

and once set store at 4 °C 
For making LB broth omit the agar 
 
Transformation buffer I 

30 mM potassium acetate 
10 mM calcium chloride  
50 mM manganese chloride 
100 mM rubidium chloride 
15% glycerol 
Adjust to pH 5.6 with acetic acid 
and filter sterilise 
 
Transformation buffer II 
10 mM MOPS 
75 mM calcium chloride 
5% glycerol 
Adjust to pH 6.5 with potassium 
hydroxide and filter sterilise 
 

 

 

DNA agarose gel electrophoresis 

50 x TAE buffer 
242 g Tris 
57 ml acetic acid 
100 ml 0.5 M EDTA, pH 8 

Make up to 1000 ml with dH2O 
 
1% Agarose gel 

800 "l 50 x TAE buffer 

40 ml dH2O 
0.4 g DNA grade agarose 
Heat until dissolved 
Pour gel in cradle and leave to set 
 

Neon transfection 

Resuspension buffer 

1 x dPBS 
250 mM sucrose 
1 mM magnesium chloride 
 

Flow cytometry 

RNase A stock 

10 mg/ml RNaseA 
10 mM sodium acetate 
Boil for 15 minutes and pH to 7.4 
with 1 M Tris-HCl (pH 8.0) 
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SDS-PAGE electrophoresis 

RIPA buffer 

25 mM Tris pH 7.6 
150 mM sodium chloride 
1% NP-40 
1 % sodium deoxycholate 
0.1% SDS 

Store at 4 °C 
 

2 x SDS-PAGE sample buffer 
5 ml 10% SDS 
2 ml glycerol 
1.2 ml 1M Tris-HCl pH 6.8 
100 "l 1% Bromophenol Blue 
Make up to 9 ml with MilliQ water 

Before use, add 10% b-
mercaptoethanol 
 
6 x SDS-PAGE sample buffer 
4.2 ml 1M Tris pH 6.8 
3 ml glycerol 
1 g SDS 
0.93 g DTT 
100 "l 1% Bromophenol Blue 
Made up to 10 ml with MilliQ water 
 

Resolving buffer 
1.5 M Tris, pH 8.8 
0.4% SDS 
 
Stacking buffer 
0.5 M Tris, pH 6.8 
0.4% SDS 
 

 

Resolving gel (15% acrylamide) 

2.8 ml 40% acrylamide/bis (29:1) 
1.875 ml resolving buffer 
2.825 ml MilliQ water 
37.5 "l 10% ammonium persulfate 
7.5 "l TEMED 
 
Resolving gel (12.5% acrylamide) 
2.34 ml 40% acrylamide/bis (29:1) 
1.875 ml resolving buffer 
3.28 MilliQ water 
37.5 "l 10% ammonium persulfate 
7.5 "l TEMED 
 
Stacking gel (4% acrylamide)  

0.25 ml 40% acrylamide /bis (29:1) 
1.25 ml stacking buffer 
1ml MilliQ water 
17.5 "l 10% ammonium persulfate 
3.5 "l TEMED 
 
10 x SDS-PAGE running buffer 
144 g glycine 
30 g Tris 
10 g SDS 
Make up to 1000 ml with distilled 

H2O  
 

Coomassie Stain Solution 
0.25% Coomassie Brilliant Blue 
G250 
45% methanol 
9% acetic acid 
Make up to 100 ml with distilled 

H2O 
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Destain solution 

10% methanol 
10% acetic acid 
 
Western blot 

Anode Buffer I 
0.3 M Tris 
10% methanol 

Adjust to pH 10.4 and stored at 4 °C 
 
Anode buffer II 

25 mM Tris 
10% methanol 

Store at 4 °C 
 
Cathode buffer 

25 mM Tris 
40 mM glycine 
10% methanol 

Adjust to pH 9.4 and stored at 4 °C 
 
10 x PBS 

8 g sodium chloride 
0.2 g potassium chloride 
1.44 g sodium phosphate dibasic 
 

Blocking solution 
0.1% casein  
50 ml 1x PBS 
 
Antibody diluent 
Blocking solution with 0.01% 
Tween-20 
 

 

Protein purification buffers 

Lysis buffer 
50 mM Tris, pH 8.0 
150 mM sodium chloride 
10% glycerol 
1% Triton X-100 
 
Wash buffer 
50 mM Tris, pH 8.0 
150 mM sodium chloride 
10% glycerol  
0.05% Triton X-100 

Store at 4 °C 
 
Elution buffer 

50 mM Tris, pH 8.0 
150 mM sodium chloride 
10% glycerol  
50 mM D-Biotin 

For EK treatment add 2 mM CaCl2 

 

RNA binding assays 

RNA binding buffer 

10 mM MOPS 
50 mM potassium chloride 
5 mM magnesium chloride 
1 mM DTT 
10% glycerol 

Store at 4 °C 
 

10 x RNA loading buffer 
200 mM potassium chloride 
100 mM Tris pH 7.4 
50% glycerol 
0.1% bromophenol blue 
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RNA native gels 

5 x TBE buffer 
450 mM Tris 
450 mM boric acid 
Autoclave and add 1 mM of filter 
sterilised EDTA 
 

5% TBE gel 
1 ml 5x TBE buffer 
1.25 ml 40% acrylamide/bis (29:1) 
7.75 ml MilliQ water 
50 "l 10% ammonium persulfate 
10 "l TEMED 
 

Crystal violet plaque assay 

Crystal violet stain solution 
0.2 g crystal violet 
100 ml MilliQ water 
Filter sterilise 
 
3.7% formaldehyde solution 

5 ml 37% formaldehyde 
45 ml MilliQ water 
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8 Appendix II: Pentaprobe sequences 

List of Pentaprobe sequences used for RNA binding experiments (Adapted from 
(264)) 
 
PP1 
5’ CGGAATTCTA CGAATTTTTC TTTTGTTTAT TTCCTTTCGC 
TTTGCTTCTC TTCCCTTCGT TCTGTTCCGT TTTACCTTGT CTTGCCTTAT 
CTTACTTTA 3’  
 
PP2 
5’ TATCTTACTT TAGTTTCATT TAATTGTGTT GTACTCTCCT 
CTGCGTTCAC TTAGCTTAAC TTGGTTTGGC TTGATTTGAC 
TTCAGTTGCG CTCTATTCTA 3’ 
 
PP3 
5’ CGCTCTATTC TACTGTCCTG TGCATTCAAT CGTTGAGTTC 
GATCTAGTCT CGTCTAACCC TCCCCTGCTC CGCTGGTCTG 
GCCTCGCCTA TCCTACCCAT 3’ 
 
PP4 
5’ TATCCTACCC ATTGGGCTCA TCTGATCCAT CCGGTCCCGT 
CCACTCGGCT ATGTTATGCT GTATTGCAGT CGTGTCGCGT 
CGAGCTGCCC TAATCCCACC 3’ 
 
PP5 
5’ CTAATCCCA CCTAGCGTAT CGGGTCATGT AGTGCTACGT 
TACGGCCCCCG CCCGGCATCA TATTATATCA CCCCAGTGTA 
ATGTGGTGTG AGGTTGGAG 3’ 
         
PP6 
5’ GTGAGGTTGG AGTCCGACCT GGAATCTCAG CCTGACGTGC 
CATGCGGTGC GATGTCACGC CGCGCCACGG TATAGTATGG 
TACGGGATCC CG 3’ 



 159 

PP7 
5’ TAAAGTAAGA TAAGGCAAGA CAAGGTAAAA CGGAACAGAA 
CCGAAGGGAA GAGAAGCAAA GCGAAAGGAA ATAAACAAAA 
GAAAAATTCG TAGAATTCCG 3’ 
         
PP8 
5’ TAGAATAGAG CGCAACTGAA GTCAAATCAA GCCAAACCAA 
GTTAAGCTAA GTGAACGCAG AGGAGAGTAC AACACAATTA 
AATGAAACTA AAGTAAGATA 3’ 
 
PP9 
5’ ATGGGTAGGA TAGGCGAGGC CAGACCAGCG GAGCAGGGGAG 
GGTTAGACGA GACTAGATCG AACTCAACGA TTGAATGCAC 
AGGACAGTAG AATAGAGCG 3’  
 
PP10 
5’ GGTGGGATTA GGGCAGCTCG ACGCGACACG ACTGCAATAC 
AGCATAACAT AGCCGAGTGG ACGGGACCGG ATGGATCAGA 
TGAGCCCAAT GGGTAGGATA 3’  
 
PP11 
5’ CTCCAACCTC ACACCACATT ACACTGGGGT GATATAATAT 
GATGCCGGGC GGGGGCCGTA ACGTAGCACT ACATGACCCG 
ATACGCTAGG TGGGATTAGG 3’ 
 
PP12 
5’ CGGGATCCCG TACCATACTA TACCGTGGCG CGGCGTGACA 
TCGCACCGCA TGGCACGTCA GGCTGAGATT CCAGGTCGGA 
CTCCAACCTCAC 3’  
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9 Appendix III: Expression of FCV VPg in 
CRFK cells 

CRFK cells are a feline cell line that supports the replication of FCV. To confirm 
the expression of FCV VPg, an RNA construct encoding VPg with a C-terminal 
Strep-tag II was transfected into CRFK cells.  

9.1 Methods 
CRFK cells were maintained in Advanced DMEM (Gibco) supplemented with 

10% FBS and incubations were performed at 37 °C + 5% CO2. Cells were 
passaged when they reached a confluency of approximately 70-80%. The 
medium was removed from cells and 2 ml trypsin/EDTA was added to the cell 
monolayer for approximately 10 minutes or until the monolayer had dispersed. 
Medium (8 ml) was added to the cells to inactivate trypsin and the cells were 

gently pipetted to break up clumps. The cells were counted and a 75 cm2 flask 

was seeded with 2x106 cells in 20 ml of medium.  
 

CRFK cells at 1x107 cells/ml were transfected with FCV VPg RNA using the 
Neon Transfection System (Thermo Fisher Scientific) with 1 pulse at 1500 V and 
30 mA. Cells were seeded in CRFK medium in 6-well plates and incubated for 
12 hours. CRFK cells were harvested and MagStrep XT beads to concentrate the 
protein, as described for RAW-Blue cells.  

9.2 Results 
Expression of a Strep-tag II labelled MNV VPg could be detected in CRFK cells 
at 12 hpt however FCV VPg could not be detected (Figure 9.1). The lack of FCV 
VPg may indicate that the protein is not being generated or is at levels below the 
detection limit. 
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Figure 9.1 Expression of MNV VPg and FCV VPg in CRFK cells 

CRFK cells were transfected with VPg constructs corresponding to MNV VPg and FCV 

VPg, both labelled with a C-terminal Strep-tag II. Cells (~3x106 cells) were harvested at 
12 hpt, lysed and the protein concentrated on MagStrep “type 3” XT beads. The purified 
lysates were probed for the presence of a Strep-tag II by western blot.  
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10  Appendix IV: Expression and purification of 
NT* tagged VPg proteins 

 
Figure 10.1 Expression and purification of NT*MNV VPg TM, NT*MNV VPg K2-12 
and NT*HuNV VPg proteins 

Each protein was expressed in T. ni cells and purified using StrepTactin resin. The 
purification process was analysed by Coomassie blue staining of an SDS-PAGE gel and 
western blot against the Strep-tag II. 1; Total culture sample, 2; Soluble lysate, 3; Flow 

thorough that did not bind to resin, 4; wash and 5; ~5 µg of eluted protein. (A) 
Purification of NT*MNV VPg triple mutant. (B) Purification of NT*MNV VPg K2-12 
mutant. (C) Purification of NT*HuNV VPg.  
 
  

CB
1

100 kDa
70 kDa

50 kDa

40 kDa

30 kDa

35 kDa

A
2 3 4 5 1 2 3 4 5 1 2 3 4 5



 163 

11  Appendix IV: Presentations and Publications 

Publications 
McSweeney A, Davies C, Ward VK. Cell Cycle Arrest is a Conserved Function 
of Norovirus VPg Proteins. Viruses. 2019;11(3). 
 

Presentations 

10th Australasian Virology Society Meeting, Queenstown, NZ, 2019.  
Oral Presentation: The N-terminal region of MNV VPg contributes to cell cycle 
arrest and RNA binding 
 

7th International Calicivirus Conference, Sydney, Australia, 2019. 
Poster Presentation: The N-terminal region of MNV VPg contributes to cell cycle 
arrest and RNA binding 
 
Microbiology Department Research Retreat, Dunedin NZ, 2019. 
Poster presentation: The N-terminal region of MNV VPg contributes to cell cycle 
arrest and RNA binding 
Runner-up poster virology section 

 

American Society for Virology Conference, 37th Annual Meeting. University of 
Maryland, USA, 2018.  
Oral presentation: Interaction of MNV VPg and the host cell cycle 
 
School of Biomedical Sciences Postgraduate Symposium, Dunedin, NZ, 2018. 
Oral Presentation: Interaction of MNV VPg and the host cell cycle 

3rd place 10-minute talk category 

 
Microbiology Department Research Retreat, Dunedin NZ, 2018. 
Oral presentation: VPg and the host cell cycle 
 

9th Australasian Virology Society Meeting, Adelaide, Australia, 2017.  
Poster Presentation: Interaction of VPg and the host cell cycle 
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Microbiology Department Research Retreat, Dunedin NZ, 2017. 
Poster presentation: Interaction of VPg and the host cell cycle 
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Abstract: Murine norovirus (MNV) viral protein genome-linked (VPg) manipulates the cell cycle to
induce a G0/G1 arrest and gain a beneficial replication environment. All viruses of the norovirus
genus encode a VPg protein; however, it is unknown if the G0/G1 arrest induced by MNV VPg is
conserved in other members of the genus. RNA transcripts encoding a representative viral VPg from
five norovirus genogroups were transfected into RAW-Blue murine macrophages, and the percentage
of cells in each phase of the cell cycle was determined. A G0/G1 cell cycle arrest was observed for all
norovirus VPg proteins tested, and in the wider Caliciviridae family the arrest was also conserved
in rabbit hemorrhagic disease virus (RHDV) VPg and human sapovirus (HuSV) VPg. Truncation
of MNV VPg shows that the first 62 amino acids are sufficient for a cell cycle arrest, and alignment
of VPg sequences revealed a conserved motif in the N-terminal region of VPg. Analysis of VPg
constructs with single N-terminal region point mutations, or exchange of N-terminal regions between
VPg proteins, confirmed the importance of the N-terminal region for cell cycle arrest. These results
provide evidence that G0/G1 cell cycle arrest is a conserved function of norovirus VPg proteins that
involves the N-terminal region of these proteins.

Keywords: cell cycle; norovirus; Caliciviridae; VPg; G0/G1; MNV

1. Introduction

Noroviruses are a genus of the Caliciviridae family, which also includes the Nebovirus, Lagovirus,
Vesivirus and Sapovirus genera [1]. The norovirus genus is further divided into at least five genogroups
(GI–V), infecting a diverse range of host organisms [1,2]. Globally, human noroviruses (HuNV) are
a major cause of viral gastroenteritis, affecting people of all age groups [3]. Of these, viruses from GII
genotype 4 (GII.4) are responsible for the majority of infections [4–6].

Despite advances in the development of in vitro cell culture systems for HuNV, including B
cells and stem cell-derived human enteroids, direct study of the virus remains challenging [7–10].
Consequently, murine norovirus (MNV) is often used as a model virus, as it retains a similar genetic
layout to HuNV and exhibits robust replication in cell culture systems [11–13]. The norovirus genome
is organized into three open reading frames (ORF). ORF1 encodes a large polyprotein, which is
subsequently cleaved by the viral protease into the non-structural proteins NS1-2, NS3, NS4, NS5
(VPg), NS6, and NS7 [13]. ORF2 and ORF3 encode the major and minor capsid proteins, respectively.
MNV also has an additional fourth ORF encoding a virulence factor (VF1) thought to be important in
evading the host immune response [14,15].

Recently, it was shown that infection of a macrophage cell line with MNV results in a G0/G1 cell
cycle arrest, and that expression of MNV viral protein genome-linked (VPg) alone is sufficient to induce
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the arrest [16,17]. MNV VPg is a multi-functional protein required for several important functions
within the cell, including genome replication and viral protein translation. A conserved tyrosine
residue at position 26 (Y26) of MNV VPg is thought to allow attachment of VPg to the 50 viral RNA,
and facilitate the function of VPg as a protein primer for viral RNA replication [18,19]. Substitution of
Y26 with an alanine (Y26A) prevents the interaction of MNV VPg with viral RNA [18,20]. In the context
of the cell cycle, a Y26A mutation has no effect on G0/G1 accumulation, suggesting that the cell cycle
arrest does not require attachment of MNV VPg to the viral RNA [16]. A second, well-characterized
function of MNV VPg is to recruit host eukaryotic initiation factors (eIFs) for preferential translation of
the viral genome during infection [21,22]. The C-terminus of MNV VPg contains an ~20 amino acid
motif, which directly interacts with the HEAT-1 domain of eIF4G [23]. Mutation of phenylalanine
123 (F123)within this motif substantially reduces binding to eIF4G; however, the same mutation has no
effect on the cell cycle arrest induced by MNV VPg [16,24]. Taken together, this suggests that the cell
cycle arrest is independent of two of the well-characterized functions of MNV VPg.

Although all caliciviruses encode a VPg protein, it is unknown if the ability to manipulate the
cell cycle is conserved. In this study, we expressed VPg proteins representing each of the norovirus
genogroups and other calicivirus genera, and screened for the ability of each to cause a G0/G1 cell cycle
arrest. We show that cell cycle manipulation by VPg is conserved within the norovirus genogroups,
and selected VPg proteins of other genera of the calicivirus family. The ability of MNV VPg to
manipulate the cell cycle was found to be associated with the N-terminal region of the protein—in
particular, the first 10 amino acids.

2. Materials and Methods

2.1. Cell Culture

RAW-Blue murine macrophages (InvivoGen, San Diego, CA, United States), a derivative of RAW
264.7 cells, were cultured in Dulbecco’s modified Eagle’s medium (DMEM) supplemented with 10%
(v/v) fetal bovine serum. Cells were passaged when they reached 70–80% confluency, and were
maintained at 37 �C with 5% CO2.

2.2. Plasmid Constructs

Synthetic VPg plasmid constructs were designed with all of the requirements for in vitro RNA
generation and synthesis (Table 1). A T7 promoter and a methionine were included at the 50 end,
and at the 30 a stop codon followed by a restriction enzyme site for template linearization was
included. Constructs were produced by Genscript (Genscript, Piscataway, NJ, USA) and cloned into
a pUC57-simple vector. The plasmids were then transformed into XL1 Blue MRF’ Escherichia coli cells,
and the plasmid DNA amplified by midi-prep (Invitrogen, Carlsbad, CA, United States).

Table 1. Synthetic viral protein genome-linked (VPg) constructs to investigate the conservation of
VPg-induced cell cycle arrest.

Virus a Genus and Genogroup Accession Number 30 Restriction Enzyme Construct
Modification b

MNV Norovirus GV DQ285629 AvaI Strep-tag II
Norwalk virus Norovirus GI AAC64602 BamHI Strep-tag II

HuNV Norovirus GII JX459908 HindIII Strep-tag II
Jena virus Norovirus GIII CAA90480 BamHI No

Lake Macquarie virus Norovirus GIV AFJ21375 BamHI No
HuSV Sapovirus X86560 HindIII No
RHDV Lagovirus U54983 HindIII No

FCV Vesivirus M86379 HindIII Strep-tag II
Newbury 1 virus Nebovirus DQ013304 HindIII Strep-tag II
a MNV: murine norovirus; HuNV: human norovirus; HuSV: human sapovirus; RHDV: rabbit hemorrhagic disease
virus; FCV: feline calicivirus. b Where indicated a second construct was designed to incorporate a C-terminal
Strep-tag II for VPg detection. The Strep-tag II amino acid sequence was AWSHPQFEK.
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Synthetic MNV VPg point mutation constructs were designed as above, but with single amino
acid substitutions to alanine at lysine 5 or 7 (K5A or K7A), glycine 9 (G9A), and arginine 10 (R10A).
Synthetic truncated MNV VPg constructs were designed to remove the indicated amino acids (Figure 3).
Chimeric VPg constructs of MNV VPg with feline calicivirus (FCV) VPg or Newbury 1 VPg were
designed around a conserved leucine residue (L21 of MNV VPg) (Figure 4). A C-terminal Strep-tag II
epitope tag was incorporated for detection. All DNA constructs were sequenced to confirm correct
identity prior to the preparation of RNA transcripts.

2.3. Preparation of RNA Transcripts

Plasmids were linearized at the 30 end of the viral VPg gene using the appropriate restriction
enzyme (Table 1). Messenger RNA transcripts were generated using the mMessage mMachine T7
ultra transcription kit (Ambion; ThermoFisher Scientific, Waltham, MA, USA) and purified using the
MEGAclear transcription clean-up kit (Ambion), according to manufacturer’s instructions.

2.4. Transfection of RAW-Blue Cells

RAW-Blue cells were electroporated using the Neon transfection system, according to manufacturer’s
instructions (ThermoFisher Scientific). Briefly, 1 ⇥ 106 cells were mixed with 4–5 µg of in vitro transcript
RNA, and electroporated with 1 pulse at 1730 V and 20 mA. Following transfection, cells were seeded
into 2 mL of pre-warmed medium in a six-well plate, and incubated for the indicated time.

2.5. Confirmation of VPg Protein Expression

To confirm expression of VPg proteins, transfected cells were harvested and washed in
Dulbecco’s phosphate buffered saline (dPBS), lysed, and then separated by SDS-PAGE electrophoresis.
A broad-spectrum VPg antibody was not available to confirm expression of norovirus genogroup
and calicivirus VPg proteins, and therefore SDS-PAGE gel samples were sent for mass spectrometry
analysis (Centre for Protein Research, University of Otago, New Zealand). VPg constructs that could
not be detected by mass spectrometry were redesigned to incorporate a 30 Strep-tag II for western blot
analysis (Table 1). MNV VPg was also available with a 30 Strep-tag II. Cells transfected with tagged
constructs were lysed, and the cell lysate clarified using MagStrep “type 3” XT beads (2-4090-002,
IBA Lifesciences) and protein bound to those beads was analysed by western blot. Expression of
Strep-tag constructs, MNV VPg, and derivates of MNV VPg were detected using the appropriate
primary and secondary antibodies; Strep-tag II (34850; Qiagen, Hilden, Germany), MNV-1 VPg [25],
actin (I-19) (sc1616; Santa Cruz; Santa Cruz, CA, United States), DyLight 800 donkey anti-rabbit
IgG (SA5-10040; Thermo Scientific), and DyLight 680 donkey anti-mouse IgG (SA5-10090; Thermo
Scientific). Images were viewed on the Odyssey Fc imaging system (LI-COR).

2.6. Cell Cycle Analysis

Following transfection, the percentage of cells in each phase of the cell cycle was measured by flow
cytometry. Cells were harvested, washed in dPBS, and fixed overnight in 3 mL of cold 70% ethanol.
Subsequently, the cells were washed and resuspended in dPBS. The DNA was stained with 50 µg/mL
propidium iodide (P4170; Sigma) and the RNA degraded with 0.1 mg/mL RNase A (R4875; Sigma) for
45 min at 37 �C. Stained cells were analysed using fluorescence-activated cell sorting (FACS), and the
cell cycle phases were assigned using MODfit LT 3.0 software (Verity Software House; Topsham,
ME, United States).

2.7. Statistical Analysis

Data is presented as means and standard deviations. Results were analysed by a one-way ANOVA
with Dunnett’s post-test, and p values of 0.05 were considered statistically significant.
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2.8. Alignments

Alignments of VPg amino acid sequences were performed using Clustal omega software on the
default settings and manually adjusted [26].

3. Results

All viruses of the Caliciviridae family encode a VPg protein, but it is unknown if the cell cycle
manipulation shown for MNV VPg is conserved. To determine if VPg proteins from other noroviruses
are able to induce a G0/G1 cell cycle arrest, a single VPg was selected from each of the five norovirus
genogroups (GI–V) and analysed for its effect on the cell cycle (Figure 1). VPg RNA was transfected into
asynchronous RAW-Blue murine macrophages. Transfection of RNA transcripts encoding enhanced
green fluorescent protein (EGFP) show a transfection efficiency of over 90%, as determined by FACS
analysis [25]. As a broad-spectrum VPg antibody was not available, expression of VPg from genogroups
GIII, GIV, and GV was confirmed by mass spectrometry analysis (Table S1). GI VPg and GII VPg
could not be detected by mass spectrometry, and were subsequently epitope labelled with a Strep-tag
II and purified on MagStrep beads to confirm expression by western blot (Figure S1). Two protein
bands of similar molecular weights were observed for GI VPg (Figure S1). Analysis of the cell cycle
by flow cytometry showed that at 12 hours post-transfection (hpt), all norovirus VPg proteins caused
an increase in G0/G1 phase cells and a decrease in S phase cells (Figure 1B). In particular, VPg from
GI and GII human noroviruses strongly increased the percentage of cells in G0/G1 to 85% and 81%,
respectively, compared to mock transfected cells at 60%. GIII VPg from the Jena virus induced a modest
though significant G0/G1 population increase, and a corresponding decrease in the S phase population
was observed, although this was not significant (Figure 1B).

Previous work has demonstrated that VPg has conserved functions within the Caliciviridae

family [27]. We were interested to investigate if the cell cycle arrest observed for members of the
norovirus genus is conserved within other caliciviruses. A representative viral VPg from each of the
five genera was tested, and the effect on the cell cycle analysed (Figure 2). Expression of human
sapovirus (HuSV) VPg and rabbit hemorrhagic disease virus (RHDV) VPg was detected by mass
spectrometry, and these proteins increased the G0/G1 population to 80% and 82%, respectively
(Table S1; Figure 2B). Expression of Newbury 1 VPg and FCV VPg could not be confirmed by mass
spectrometry, and Strep-tagged versions were not detected by western blot analysis (Figure S1).

The G0/G1 phase cell cycle arrest is independent of MNV VPg amino acids Y26 and F123,
key residues for genome replication and viral protein translation [16]. We therefore sought to determine
if a specific region of MNV VPg was responsible for a G0/G1 phase cell cycle arrest. The structure of
MNV VPg has been solved by NMR, and contains a helical core comprised of two alpha helices with
unstructured N- and C-termini [20] (Figure 3). Three constructs were designed to span the regions of
MNV VPg (Figure 3A). The construct VPg 1–62 includes the N-terminal region and the alpha helices,
VPg 11–124 includes all regions except the first 10 amino acids, and VPg 11–107 includes the alpha
helices, but excludes the N-terminal region and the eIF4G binding site (Figure 3A). Expression of VPg
1–62, VPg 11–124, and VPg 11–107 was confirmed by western blot (Figure 3B). The antibody used
was generated against full-length MNV VPg; while the antibody binds to each construct, the affinity
where regions of the protein were truncated is unknown, and therefore comparative expression was
not attempted (Figure 3B). The N-terminal half of MNV VPg (1–62) caused a significant G0/G1 cell
cycle arrest (73%) when compared to mock transfected cells (53%) (Figure 3C). Interestingly, both VPg
11–124 and VPg 11–107 had no significant effect on the cell cycle in either the G0/G1 phase or the
S phase (Figure 3C). Overall, this indicates that a region within VPg 1–62 is sufficient to induce a cell
cycle arrest that is contributed to, at least in part, by the first 10 amino acids.
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Figure 1. Conservation of a G0/G1 phase cell cycle arrest among norovirus genogroups. RAW-Blue cells
were transfected with 4–5 µg of in vitro transcript RNA corresponding to enhanced green fluorescent
protein (EGFP), murine norovirus (MNV) VPg, as well as genogroup (G) GI VPg, GII VPg, GIII VPg,
or GIV VPg. Mock transfected (MT) cells were seeded at the time of transfection as a negative
control. At 12 hours post-transfection (hpt), cells were harvested for fluorescence-activated cell sorting
(FACS) analysis of the cell cycle. (A) Representative FACS histograms from one of three experiments.
(B) The histograms were analysed using MODfit LT 3.0, and the percentage of cells in each phase of
the cell cycle are shown. The results present the mean and SD from three independent experiments.
Statistical significance was determined for comparisons between transfected cells and mock transfected
cells, using a one-way ANOVA with Dunnett’s post-test. * p  0.05, ** p  0.01 and **** p  0.0001.
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Figure 2. Human sapovirus (HuSV) VPg and rabbit hemorrhagic disease virus (RHDV) VPg induce
a G0/G1 phase cell cycle arrest. RAW-Blue cells were transfected with 4–5 µg of in vitro transcript RNA
corresponding to EGFP, MNV VPg, HuSV VPg, RHDV VPg, feline calicivirus (FCV) VPg, or Newbury1
VPg. Mock transfected (MT) cells were seeded at the time of transfection as a negative control. At 12 hpt,
cells were harvested for FACS analysis of the cell cycle. (A) Representative FACS histograms from
one of three experiments. (B) The histograms were analysed using MODfit LT 3.0, and the percentage
of cells in each phase of the cell cycle are shown. The results present the mean and SD from three
independent experiments. Statistical significance was determined for comparisons between transfected
cells and mock transfected cells using a one-way ANOVA with Dunnett’s post-test. **** p  0.0001.

We next looked to identify conserved motifs within the first 62 amino acids of the VPg proteins
tested (Figure 4). Alignment of the proteins identified a conserved N-terminal motif, KGKxKxGRG
(K3 to G11 for MNV VPg), that was present in all VPg proteins confirmed to arrest the cell cycle,
except for GIII (Jena virus) VPg (Figure 4), which is missing the GRG component of this motif.

To investigate the role of the KGKxKxGRG motif in a G0/G1 cell cycle arrest, MNV VPg constructs
were designed with single point mutations to alanine at positions K5, K7, G9, and R10. Expression of
each MNV VPg mutant was confirmed by western blot (Figure 5A). Analysis of the cell cycle indicated
an ~10% reduction in the G0/G1 population for K5A, K7A and R10A when compared to full-length
MNV VPg, but mutation of G9 did not significantly affect the cell cycle (Figure 5C). These results
indicate that lysine and arginine residues within the N-terminal region of MNV VPg are important for
a cell cycle arrest.
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Figure 3. Expression of VPg 1–62 induces a G0/G1 phase cell cycle arrest. RAW-Blue cells were
transfected with 4–5 µg of in vitro transcript RNA corresponding to MNV VPg, VPg 1–62, VPg 11–124,
or VPg 11–107. Mock transfected (MT) cells were seeded at the time of transfection as a negative control.
At 12 hpt, cells were harvested for western blot and FACS analysis of the cell cycle. (A) Schematic of
full-length MNV VPg and synthetic constructs. Numbers indicate the amino acid position within key
structural elements. (B) Representative western blot of full length MNV VPg and VPg truncations.
Histograms (C) from FACS analysis were analysed on MODfit LT 3.0, and the percentage of cells in
each phase of the cell cycle graphed (D). The results present the mean and SD from three independent
experiments. Statistical significance was determined for comparisons between transfected cells and
mock transfected cells using a one-way ANOVA with Dunnett’s post-test. *** p  0.001.
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MNV (GV) -GKKGKN------KKGRGRP---GVFRTRGLTDEEYDEFKKRRESR--GGKYSIDDYLADREREEELLERDEEE-------------
GI GKNKGKT------KKGRGRKNNYNAFSRRGLSDEEYEEYKKIREEK--NGNYSIQEYLEDRQRYEEELAE-----------------
GII -GKKGKN------KSGRGKK--HTAFSSKGLSDEEYDEYKRIREER--NGKYSIEEYLQDRDRYYEEVAIARA--------------
GIII -SKKGKK-----GKS--------NAFSRRGLSDEEYDEYKKIREDR--GGNYSIQEYLEDRERFERLLERDEEE-------------
GIV GKKKGKN------KQGRGRK--HTAFSSKGLSDEEYEEFKQLREEK--GGKYSIQEYLEDRDRFEEEVAYAQ---------------

HuSV --AKGKT------KHGRGMR--HGHRAGVSLSDDEYDEWRDLMRDW--RRDMSVNDFLMLRERSAL--GMDDEDVA-----------
RHDV -GVKGKT------KRGRGAR--------VNLGNDEYDEWQAARREFVNAHDMTAEEYLAMKNKAAM--GSDDQDSVMFR--------
FCV --AKGKTKLKIGTYRGRG----------VALTDDEYDEWREHNASR--KLDLSVEDFLMLRHRAAL--GADDNDAVKF---------
Newbury-1 -----------GWLSGSG----------VALSDEEYDEWMKYSKKK--GKKINADEFLQLRHRAAM--GNDDDDARDYRSFYTAYQL

:::       : :::       :   :*:::**:* :  ::     : ::: ::* :: :

Figure 4. Alignment of the first 62 amino acids of VPg from different norovirus genogroups and
representative members of the Caliciviridae family. An asterisk (*) indicates identical residues. A colon
(:) indicates residues that are identical in >50% of sequences. Conserved amino acids of the N-terminal
region are shown in red, and in bold red are MNV VPg residues used for point mutations. The tyrosine
residue (Y) corresponding to Y26 of MNV VPg is shown in bold. A conserved leucine residue used
as the junction point for the construction of chimeric VPg proteins is shown in blue. The represented
genogroups are GI Norwalk virus VPg, GII Sydney 2012 VPg, GIII Jena virus VPg, and GIV Lake
Macquarie VPg.

Figure 5. Mutation of positively charged amino acids within the N-terminal region of MNV VPg
reduces the G0/G1 cell cycle arrest. RAW-Blue cells were transfected with 4–5 µg of in vitro transcript
RNA, corresponding to MNV VPg or single-point mutant versions K5A, K7A, G9A, or R10A. Mock
transfected (MT) cells were seeded at the time of transfection as a negative control. At 12 hpt, cells
were harvested for western blot and FACS analysis of the cell cycle. (A) Expression of MNV VPg and
point mutants was determined by western blot with actin as a loading control. (B) Representative
FACS histograms from one of three experiments. (C) The histograms were analysed using MODfit LT
3.0, and the percentage of cells in each phase of the cell cycle are shown. The results present the mean
and SD from three independent experiments. Statistical significance was determined for comparisons
between mutanted VPg transfections and MNV VPg transfected cells using a one-way ANOVA with
Dunnett’s post-test. * p  0.05 and ** p  0.01.
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This study has demonstrated that the N-terminal region of MNV VPg is important for a G0/G1
arrest and that alignment of VPg proteins shows a conserved KGKxKxGRG motif among the VPg
proteins of the norovirus genogroups (HuSV and RHDV) (Figure 4). However, in Newbury 1 VPg the
motif is almost completely absent, and in FCV VPg it is separated in two by a stretch of eight amino
acids (Figure 4). Both of these proteins failed to express from in vitro RNA transcripts in RAW-Blue
cells, and the cell cycle response could not be determined. We designed chimeric VPg to test the
functionality of the N-terminal regions of Newbury 1 VPg and FCV VPg in the context of MNV VPg,
and to address if the N-terminal region of MNV VPg is sufficient to drive a cell cycle arrest when
combined with Newbury 1 virus or FCV VPg.

Newbury 1 virus is predicted to express a VPg product of ~65 amino acids, compared to the
124 amino acid MNV VPg [28]. Alignment of the first 62 amino acids identified a conserved leucine
residue across all VPg proteins, located five amino acids immediately prior to the absolutely conserved
tyrosine essential for nucleotidylation, and hence replication of caliciviruses. This leucine residue is at
position 10 and 21 of Newbury 1 VPg and MNV VPg, respectively (Figure 4). Synthetic chimeric VPg
constructs were designed by exchanging the N-terminal regions of Newbury 1 VPg and MNV VPg
prior to the leucine residue, and a C-terminal Strep-tag II was added for protein detection (Figure 6).
The resulting chimeric proteins were designated Nb19/MNV VPg (representing the first nine amino
acids of Newbury 1 virus fused to the MNV VPg from leucine 21) and M20/Nb1 VPg (representing the
first 20 amino acids of MNV VPg fused to Newbury 1 virus VPg from leucine 10). Expression of each
chimeric construct was confirmed by purification of Strep-tag II protein on MagStrep beads followed
by western blot (Figure 6). Transfection of Nb19/MNV VPg into RAW-Blue cells showed no change in
the cell cycle when compared to mock transfected cells, and suggests that the N-terminal region of
Newbury 1 VPg does not affect the cell cycle (Figure 6). Transfection of M20/Nb1 VPg also had no
effect on the cell cycle, and indicates that there are region(s) of MNV VPg beyond the first 20 amino
acids required to achieve a G0/G1 arrest in RAW-Blue cells, which are absent in Newbury 1 VPg.

A second set of chimeric VPg constructs were designed for FCV VPg and MNV VPg, using the
conserved leucine residue at position 19 of FCV VPg as the fusion point. The resulting chimeric
VPg proteins were designated F18/MNV VPg and M20/FCV VPg (Figure 7). Expression of each
chimera was confirmed by purification of Strep-tag II protein on beads followed by western blot
(Figure 7), including expression of the predominantly FCV VPg (M20/FCV VPg) that could not be
expressed in its unmodified form. Transfection of F18/MNV VPg induced a modest change in the
S phase population, but this was not supported by a significant change in the G0/G1 population
(Figure 7). This suggests that the N-terminal region of FCV is not functional for a G0/G1 cell cycle
arrest in the system tested here. In contrast, M20/FCV VPg containing the N-terminus of MNV VPg
fused to FCV VPg induced a cell cycle arrest comparable to MNV VPg alone (Figure 7) despite low
overall protein expression (Figure 7). This implies that FCV VPg may be able to induce a cell cycle
arrest in the appropriate context.
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Figure 6. Chimeric MNV VPg and Newbury 1 VPg proteins do not induce a cell cycle arrest. RAW-Blue
cells were transfected with 4–5 µg of in vitro transcript RNA corresponding to EGFP, MNV VPg,
or chimeric VPg constructs. Mock transfected (MT) cells were seeded at the time of transfection as
a negative control. At 12 hpt, cells were harvested for western blot and FACS analysis of the cell
cycle. (A) Schematic for the design of chimeric VPg constructs. Chimeric constructs were designed
around a conserved leucine reside of MNV VPg and Newbury 1 VPg to exchange the N-terminal region.
(B) Expression of MNV VPg and chimeric VPg proteins was determined by purification of Strep-tag
II protein on beads followed by western blot. (C) Representative FACS histograms from one of three
experiments. (D) The histograms were analysed using MODfit LT 3.0 and the percentage of cells in
each phase of the cell cycle are shown. The results present the mean and SD from three independent
experiments. Statistical significance was determined for comparisons between transfected cells and
mock transfected cells using a one-way ANOVA with Dunnett’s post-test. * p  0.05.
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Figure 7. A chimeric protein M20/FCV VPg induces a G0/G1 arrest. RAW-Blue cells were transfected
with 4–5 µg of in vitro transcript RNA corresponding to EGFP, MNV VPg, or chimeric VPg constructs.
Mock transfected (MT) cells were seeded at the time of transfection as a negative control. At 12 hpt,
cells were harvested for western blot and FACS analysis of the cell cycle. (A) Schematic for the design
of chimeric VPg constructs. Chimeric constructs were designed around a conserved leucine reside of
MNV VPg and FCV VPg to exchange the N-terminal region. (B) Expression of MNV VPg and chimeric
VPg proteins was determined by purification of Strep-tag II protein on beads followed by western blot.
(C) Representative FACS histograms from one of three experiments. (D) The histograms were analysed
using MODfit LT 3.0, and the percentage of cells in each phase of the cell cycle are shown. The results
present the mean and SD from three independent experiments. Statistical significance was determined
for comparisons between transfected cells and mock transfected cells using a one-way ANOVA with
Dunnett’s post-test. * p  0.05 and **** p  0.0001.

4. Discussion

4.1. Induction of a G0/G1 Arrest is a General Function of VPg Proteins from a Diverse Range of

Norovirus Isolates

MNV VPg was previously reported to induce a G0/G1 phase cell cycle arrest in RAW-Blue
macrophages [16]. We have established that a cell cycle arrest is a conserved function of representative
VPg proteins from the other norovirus genogroups, including human noroviruses, as well as VPg
proteins from the Sapovirus (HuSV) and Lagovirus (RHDV) genera. We also provide evidence that
Vesivirus (FCV) VPg may also induce a cell cycle arrest, although that could not be confirmed.
Expression of each VPg construct was confirmed by either mass spectrometry or western blot of
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a Strep-tag II construct. To achieve detectable levels of Strep-tag II VPg, protein lysates were purified
and concentrated on MagStrep beads, and we were therefore not able to correlate the relative protein
expression with the magnitude of a G0/G1 cell cycle arrest. The result for Strep-tag II GI VPg indicates
that low levels of VPg expression are sufficient to induce a cell cycle arrest (Figure S1). We have
interpreted a statistically significant change in the G0/G1 population as being indicative of a cell cycle
arrest, regardless of protein expression level.

Despite originating from viruses with a range of different hosts, including humans, cows and
rabbits, the cell cycle arrest induced in murine macrophages by these VPg proteins is essentially
indistinguishable from that of MNV VPg in the assays used in this study. The cell cycle consists of
a series of sequential steps, many of which are highly conserved. Given that each of these VPg proteins
induce an arrest in a single murine cell line, it seems likely that there is also a conserved mechanism.

The G1 phase of the cell cycle serves as a growth phase, during which there are high levels of
ribonucleotides and high translation efficiency for genome replication and protein translation [29,30].
MNV capsid protein production and viral titre have been shown to be highest in cells that are actively
progressing through the G1 phase [17]. We propose that similar to MNV, each of these respective
viruses is able to induce a favorable environment, and thus gain a replication advantage within the
host cell through the induction of a G0/G1 arrest.

4.2. A Conserved N-Terminal Motif is Required for Cell Cycle Arrest

The mechanism employed by MNV VPg to induce a G0/G1 cell cycle arrest is currently unknown.
We therefore sought to identify structural elements of MNV VPg required for an arrest, which may
provide insights into the mechanism. Three constructs—VPg 1–62, VPg 11–124, and VPg 11–107—were
designed to span the structural and functional regions of MNV VPg, and were tested for a cell cycle
arrest. The N-terminal region of MNV VPg spanning amino acids 1–62 was sufficient for a G0/G1
cell cycle arrest, while the other two constructs tested had no effect on the cell cycle. This suggests
that an element(s) within the first 62 amino acids of MNV VPg is required for an arrest, and provides
further evidence that the arrest is independent to the C-terminal eIF4G binding domain [16]. Further,
the addition of a C-terminal tag to the VPg of GI, GII, and GV noroviruses did not affect the ability of
these VPg proteins to induce a cell cycle arrest.

We performed an alignment of VPg protein sequences spanning amino acids 1–62, and identified
a conserved N-terminal motif: KGKxKxGRG. The motif is conserved within all norovirus genogroups,
HuSV VPg, and RHDV VPg, all of which can induce a G0/G1 cell cycle arrest. There was some
variation in the degree of cell cycle arrest for different genogroup VPg proteins that contain this motif,
indicating that this motif alone is not the only factor involved in cell cycle arrest (Figure 1). The ability
to induce a G0/G1 arrest was associated, in part, with the positively charged amino acids K5, K7,
and R10 within the N-terminal motif of MNV VPg (Figure 5).

MNV VPg mutations at K5 and K7 have previously been investigated in the context of MNV
infections. Viruses expressing either of these mutations show a 10-fold reduction in virus titre compared
to non-mutated viruses, suggesting that these amino acids are important for the viral lifecycle [20].
During infection, mutation of either K5 or K7 of MNV VPg does not significantly affect translation
initiation factor binding or the ability of VPg to act as a primer for genome replication [20,24].
Altogether, this suggests that the reduced G0/G1 arrest observed with our K5A and K7A MNV VPg
constructs is not due to the impairment of functions related to viral translation or genome replication.

Additionally, in HuNV VPg, the N-terminal region has been shown to be involved in nucleoside
triphosphate (NTP) binding [31]. While native HuNV VPg binds all four NTPs at similar levels,
this activity is noticeably reduced when lysine to alanine mutations at positions 2–13 are introduced [31].
NTPs, particularly purines, have been shown to regulate control of the G1 to S phase transition and
progression through the S phase [32]. Depletion of the purine and guanine triggers a G1 cell cycle arrest
in human neuroblastoma cell lines [33]. We would hypothesize that, for K5A at least, the cell cycle
arrest is independent of NTP binding activity, as a mutation of HuNV VPg at K2–5, which includes the
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amino acid corresponding to K5 of MNV VPg, does not inhibit NTP binding. The role of the K7A and
R10A point mutations used in this study on NTP binding has not been examined. Future experiments
should focus on whether there is a direct link between NTP binding and the MNV VPg G0/G1 cell
cycle arrest, focusing specifically on the role of amino acids within the N-terminal region.

It is unclear why both Newbury 1 VPg and FCV VPg failed to express as full-length proteins in
this study. Newbury 1 VPg was designed from predicted cleavage sites within the ORF1 polyprotein,
and has not been extensively studied [28]. The Newbury 1 VPg produced is only 65 amino acids in
length compared to other VPg proteins, which range from 111–138 amino acids, and it is possible
that a functional protein is not produced. In contrast FCV VPg has been detected during infection
and expressed in E. coli; however, it could not be detected using our system [34–36]. Based on the
amino acid alignment, we wanted to test the N-terminal regions of Newbury 1 VPg and FCV VPg
to determine if they are functional in an arrest. Chimeric VPg proteins were designed to express the
N-terminal regions of Newbury 1 VPg or FCV VPg in the context of MNV VPg. A cell cycle arrest was
not observed for Nb19/MNV VPg or F18/MNV VPg, suggesting that these N-terminal regions are
not functional for a cell cycle arrest as chimeric proteins, although the native proteins may function
differently. The N-terminal regions of Newbury 1 VPg and FCV VPg share less similarity with the
consensus KGKxKxGRG motif, and further highlight the importance of this region for a G0/G1 cell
cycle arrest. In contrast chimeras, expressing the N-terminal region of MNV VPg with the C-terminus
of either Newbury 1 VPg or FCV VPg, were designed to investigate if the MNV VPg N-terminal region
was important and could confer cell cycle arrest capability to these proteins. While M20/FCV VPg
induced a G0/G1 arrest, M20/Nb1 VPg was not able to arrest cells, suggesting that an unidentified
C-terminal element, absent in Newbury 1 VPg, is important. FCV VPg is more similar to MNV VPg
than Newbury 1 VPg in structure, function, and protein size [20,21,27] and this finding suggests that
in the correct context, FCV VPg may be able to induce a cell cycle arrest.

This work has shown that induction of a G0/G1 cell cycle arrest is a conserved function of
norovirus VPg proteins that extends to VPg proteins from other members of the Caliciviridae family,
including HuSV VPg and RHDV VPg. Within these protein sequences, we have identified a conserved
motif: KGKxKxGRG. The importance of the N-terminal motif to cell cycle arrest was shown through
the use of truncation, point mutations, and chimeric MNV VPg constructs. Overall, this shows that the
N-terminal region of VPg is required for a G0/G1 cell cycle arrest by noroviruses.

Supplementary Materials: The following are available online at http://www.mdpi.com/1999-4915/11/3/217/s1;
Table S1: Detection of norovirus genogroup VPg and calicivirus VPg by mass spectrometry; Figure S1: Detection
of norovirus genogroup and calicivirus VPg proteins. VPg proteins that were not detected by mass spectrometry
were tagged with a C-terminal Strep-tag II and RAW-Blue cells transfected with 4–5 µg of the respective RNA.
At 12 hpt cells were harvested, lysed and the protein concentrated on MagStrep “type 3” XT beads. Purified
lysates were then probed for the presence of a Strep-tag by western blotting.
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