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Abstract 

Outbreaks and sporadic cases of viral Infectious Intestinal Disease (IID) are a major 

public health issue resulting in significant morbidity and sometimes mortality each year.  The 

economic costs associated are substantial. 

Laboratory diagnosis of viral IID is important as the many infectious and non-

infectious causes cannot be reliably differentiated using clinical or epidemiological 

characteristics alone. An accurate diagnosis can aid patient management, infection control 

procedures and reduce health care costs by preventing unnecessary treatments, testing for 

alternative causes and hospital stay. It also aids public health surveillance. 

At the start of the research described in this thesis the West of Scotland Specialist 

Virology Centre (WOSSVC) used Electron Microscopy (EM) as the frontline test for 

outbreaks and sporadic cases of IID. However, although rapid on a small number of samples, 

this technique has been shown to be insensitive, laborious and is not suited to testing large 

numbers of samples.  

The research presented in this thesis sought to examine whether molecular diagnostic 

techniques such as conventional gel-based or real-time Polymerase Chain Reaction (PCR) 

assays could be a viable replacement for EM as the frontline test(s) for viral IID in a routine 

laboratory service of this type, and whether their implementation could bring benefits to the 

laboratory service in terms of improved rapidity, sensitivity and throughput. The aim was to 

adapt published PCR methods for use in routine diagnostic work rather than for research 

purposes, an approach that distinguishes this research from previous work in this area.  

In order to achieve this aim, the appropriate PCR techniques were first selected from 

the literature, based on a combination of clinical and laboratory requirements, and were 

adapted for use in the laboratory service. A series of laboratory experiments was then carried 

out in order to compare the sensitivity of the adapted methods to existing techniques such as 

EM and antigen detection assays (EIAs) and to other methods that emerged during the period 

of study including alternative PCR assays. Where found to be suitable, the selected PCR tests 

were implemented in the routine diagnostic service for viral IID. The effects of these changes 

on the laboratory service were then examined.  

The results show that since the introduction of molecular tests at WOSSVC for the  

detection of viral pathogens in cases of gastroenteritis the number of samples tested has risen 

steadily, as have the detection rates for each of the main viral causes of IID. Furthermore, this 

has been achieved at the same time as a substantial reduction in sample turn-around-times. 

Such improvements will have a positive impact in several areas of public health relating to 

viral IID and are discussed fully, including patient management, infection control and national 

surveillance.  
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 Introduction 

1.1. Introduction 

The thesis expounded in this research is that the implementation of the 

molecular method Polymerase Chain Reaction (PCR) for the diagnosis of the viral 

causes of outbreaks and sporadic cases of gastroenteritis can bring significant benefits 

to a routine laboratory service in terms of increased sample throughput, increased 

detection rates and rapidity of results. 

Outbreaks and sporadic cases of Infectious Intestinal Disease (IID) are a major 

public health issue, resulting in significant morbidity and sometimes mortality each 

year. Outbreaks affect more than one person, whilst sporadic cases are individual 

cases that cannot be confirmed as belonging to an outbreak. The associated economic 

costs are substantial. A recent study estimated that IID costs the United Kingdom 

greater than £743 million each year (Roberts et al, 2003). This total was based on 

health-care costs alone, including the cost of hospitalisation, GP consultation, 

treatments and laboratory investigations.  It did not include the cost to business in 

terms of lost workdays, the costs due to missed education or leisure time or the costs 

relating to public health interventions. Furthermore, the costs of outbreaks occurring 

in closed settings such as hospitals, residential homes and the food and leisure 

industry were not included. Few studies incorporate these factors, all of which are 

likely to increase the overall economic burden of IID significantly. 

Laboratory diagnosis of IID is important, as its agents cannot be reliably 

differentiated using just clinical or epidemiological characteristics alone. Accurate 

diagnosis can aid patient management, infection control procedures and reduce health 

care costs by preventing unnecessary treatments, testing for alternative causes and 

hospital stay. Accurate diagnosis also aids public health surveillance. In the UK a 

number of NHS laboratories provide routine diagnostic services for IID. In general 

these laboratories offer testing for bacteria, parasites and viruses. The exact nature of 

the types of tests offered and the pathogens tested for tend to differ between 

laboratories. Specialist centres are also available that offer a more comprehensive 

testing service for some pathogen types.  

Viral pathogens have been shown to be responsible for a significant proportion 

of the IID burden, particularly in sporadic cases in children and outbreaks in all age 
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groups. From a clinical standpoint, the ideal diagnostic test for viral IID in a routine 

diagnostic setting is one that gives an accurate diagnosis in a timeframe rapid enough 

to be useful to clinicians and public health officials. Ideally the test should also be 

high throughput (i.e. able to process a large number of samples simultaneously) as this 

will contribute to the overall test rapidity and is also more likely to mean that the test 

is robust when faced with the fluctuations in sample submissions seen with seasonal 

infections such as viral IID. From a laboratory standpoint the test should also be cost 

effective and easy to use. 

Many methods exist for the diagnosis of viral causes of IID, which differ in 

sensitivity, rapidity, ease of use and throughput. Electron Microscopy (EM), for 

example, is a commonly used method in many diagnostic virology laboratories, 

mainly for historical reasons. However, although rapid on a small number of samples, 

it is limited in terms of sensitivity, is laborious and is not suited to testing large 

numbers of samples. Antigen detection methods such as enzyme immunoassays (EIA) 

and Immunochromatography (ICG) offer similar sensitivity to EM but with the 

potential for improved rapidity, ease of use and throughput. These methods however, 

are not available for all the main viral causes of IID.  

In recent years, the molecular method Polymerase Chain Reaction (PCR) has 

been increasingly used in research on the main causes of viral IID. PCR assays are not 

currently offered by commercial companies but can often be more sensitive than 

either EM or antigen detection methods. Research studies utilising conventional gel-

based PCR have determined that viral pathogens are the main causes of IID in 

children and contribute significantly to IID in adults and immunocompromised 

patients. Furthermore, use of this method has established that norovirus is the 

principle cause of outbreaks of IID. However, early versions of this assay were 

technically challenging to implement as they consisted of numerous steps, which in 

turn reduces the test rapidity, robustness and throughput. Furthermore, such assays 

require a strict laboratory set-up and as a result are expensive to implement. Thus, 

although it is now possible to reduce the number of steps involved in conventional 

PCR, the assay is rarely used as a frontline diagnostic test for IID in routine laboratory 

services and is still mainly used as a research tool. 

Real-time PCR has the potential to overcome many of the pitfalls associated 

with the early PCR methods. Using real-time PCR, all or the majority of the numerous 

steps associated with PCR can be carried out in a single step. Reducing the number of 
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separate steps results in improved rapidity, ease of use and favours high throughput 

and automation. The costs of implementation, equipment and reagents have also 

reduced significantly in recent years as an increasing number of companies compete 

to sell to an increasing number of users. As a result, real-time PCR has characteristics 

that make it more likely to be of value in a routine diagnostic laboratory. 

The West of Scotland Specialist Virology Centre (WOSSVC) is one such 

diagnostic laboratory. The WOSSVC is based at Gartnavel General Hospital in 

Glasgow and it is one of only two specialist virology centres in Scotland. It provides a 

virology service for the whole of Glasgow. In addition, over 40% of its workload is 

from health boards outside Glasgow. The users include hospital-based users, users in 

primary care and general practice and private industry. Each year over 200 000, 

predominantly viral, investigations are performed.  

At the start of the research described in this thesis the WOSSVC used EM as 

the frontline test for outbreaks and sporadic cases of IID. Outbreak testing was carried 

out on samples from all age groups whilst for sporadic cases testing focused on 

samples from children less than 10 years of age and immunocompromised 

individuals.  

The research presented in this thesis sought to examine whether conventional 

gel-based or real-time PCR tests could be a viable replacement for EM as the frontline 

test for viral IID in a routine laboratory service of this type, and whether their 

implementation could bring benefits to the laboratory service in terms of improved 

rapidity, sensitivity and throughput. The aim was to adapt published PCR methods for 

use in routine diagnostic work rather than for research purposes, an approach that 

distinguishes this research from previous work in this area.  

First, the laboratory methods to be used for each step of the molecular service 

were selected from published scientific data based on the combination of clinical and 

laboratory requirements described earlier and knowledge of the equipment available 

in the laboratory. Following this the chosen PCR assays were adapted for use in the 

routine setting and evaluated against existing assays such as EM and commercial 

antigen detection methods. Since this is an evolving field of research, the assays were 

also compared to tests that emerged during the period of study including new EIA 

methods and alternative conventional and real-time PCR methods. Studies aimed at 

amending each assay, in order to reduce the turn-around-times and cost of each 

without affecting their sensitivity were also carried out. Based on this research several 
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changes to the routine service were implemented. The outcomes of these changes on 

the laboratory service in terms of sample throughput, detection rate and turn-around-

times were then examined retrospectively.  

This work will have wide applicability, as it will influence other diagnostic 

laboratories in Scotland and in other countries. It will also influence disease 

surveillance and patient management and form the basis for new services in future. 

1.2. Thesis Outline 

The structure of the thesis is as follows. 

Chapter 2 provides a background to the research carried out in this thesis. It 

begins with an overview of the burden of IID in developing and developed countries 

and discusses the economic costs of IID. This is followed by a discussion of the five 

main viral causes of IID: adenovirus, astrovirus, norovirus, rotavirus and sapovirus. 

Aspects of these pathogens discussed include their virology, classification, elicited 

immune response, epidemiology, the clinical illness in which they result, methods of 

preventing this illness, infection control and treatment. The contribution of viral 

pathogens to the overall burden of IID in sporadic cases of IID in adults and children, 

outbreaks and asymptomatic individuals is then outlined, which provides the rationale 

for decisions taken later in the work concerning the patient groups tested. 

The next section begins by outlining the importance of laboratory diagnosis in 

cases of IID and then discusses the ideal characteristics of a diagnostic test. Following 

this is a review of the available diagnostic assays such as EM, antigen detection, and 

conventional and real-time PCR. The chapter concludes with a description of the 

diagnostic service used at the WOSSVC for viral IID at the start of the research and 

outlines the aim of replacing this EM-based service with a PCR-based service in two 

parts: a norovirus RT-PCR as the frontline test for outbreaks of IID and PCR tests for 

both norovirus and the other viruses as the frontline test for sporadic IID in children 

less than 10 years of age and immunocompromised patients. 

Chapter 3 discusses the PCR and associated methods that were selected for 

evaluation as the proposed replacements for the EM-based service, including the 

sample preparation methods stool extraction and nucleic acid extraction. This is 

followed by a detailed review of the published PCR methods for adenovirus, 

astrovirus, norovirus, rotavirus and sapovirus. This chapter then concludes by 
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outlining which of these PCR tests were adapted for routine use in the proposed 

molecular service and explains the factors that influenced their choice including 

published evaluation data, the clinical and laboratory characteristics of an ideal test 

and the equipment available in the laboratory at the time of development.  

Chapter 4 begins with an explanation of how the new PCR assays were then 

assessed. The assessments are split into two parts: those that focussed on the 

development of a molecular service for outbreaks of IID; and those carried out with 

the development of a molecular service for sporadic cases of IID in mind. Each 

section contains a progressive series of controlled experiments comparing the adapted 

PCR methods (described in Chapter 3) to existing diagnostic methods such as 

Electron Microscopy (EM) and antigen detection methods, and to newer methods that 

emerged as the project progressed.  

The outbreak section begins by comparing the selected norovirus real-time 

PCR method to EM for testing samples from outbreaks of IID. This PCR method is 

then compared to two EIA methods and then two alternative PCR methods for 

norovirus: a conventional gel-based method recommended by a European 

collaboration in 2003, and a real-time PCR method using dual-labelled probes 

(published in 2003). The results of each comparison are discussed and the resultant 

changes to the WOSSVC diagnostic service are described.  

The section on the development of a routine sporadic service begins with an 

experiment attempting to multiplex gel-based methods for the remaining four viral 

pathogens into a smaller number of assays. The resultant assays are then compared to 

antigen detection methods for rotavirus and astrovirus before being compared to four 

different dual-labelled probe-based PCR methods. The results of each comparison and 

the resultant changes to the diagnostic service are then discussed. This section 

concludes with the description of a number of experiments aimed at reducing the turn-

around-times and cost of the resulting service without affecting the sensitivity of the 

assays.  

Chapter 5 contains an analysis of the effects of these test developments on the 

WOSSVC diagnostic service. The chapter begins by summarising the changes made 

to the service between 1999-2006 as a result of the research described above. Various 

measures are then used to examine the outcomes of the service developments, 

including the number of samples submitted for testing (examined by total, by health 

board of origin and by age group), the number of detections made, the number of 
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outbreaks classified as either positive or negative, and the turn-around-times of the 

results. These data are examined for both the outbreak and sporadic service and are 

cross referenced with the service changes to determine whether these resulted in 

improvements in sample throughput, test sensitivity and rapidity of results. 

Contributing to this analysis are the results of a questionnaire, which asked 

laboratories in Scotland to outline their testing protocols for outbreaks and sporadic 

cases of IID. This questionnaire examined how other laboratories use the WOSSVC 

service and examined whether the developments described have resulted in changes to 

their own services. 

Finally, a thorough discussion of all the research findings is presented in 

Chapter 6. Included in this are the likely outcomes of the service developments on 

non-laboratory aspects such as patient management, infection control and national 

surveillance. A discussion of the potential role of the molecular methods in new 

services for the prevention and investigation of outbreaks based on testing non-patient 

samples such as environmental samples is also included.  
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Background To The Research 

2.1. Overview 

This chapter outlines the importance of Infectious Intestinal Disease (IID) in 

public health. Its burden in terms of morbidity and mortality worldwide is discussed 

followed by an in-depth review of the economic cost of IID in developed countries. 

The main viral causes of IID are then reviewed with particular focus on each 

pathogen’s virology, classification, elicited immune response, epidemiology, the 

clinical illness in which they result, methods of preventing this illness, infection 

control and treatment. The contribution viral pathogens make to overall IID in 

children, adults and outbreaks is also discussed. The next section begins by describing 

the characteristics of an ideal diagnostic test for viral IID before outlining the different 

methods available. Electron Microscopy (EM), antigen detection assays, and 

Polymerase Chain Reaction (PCR) methods such as conventional gel-based and real-

time PCR are all described. The advantages and disadvantages of each test type are 

described, together with data on their relative performance. The chapter concludes 

with a description of the West of Scotland Specialist Virology Centre (WOSSVC) 

diagnostic service for viral IID at the start of the research followed by a description of 

the thesis aims for the improvement of this service using molecular methods. 

2.2. Importance Of Infectious Intestinal Disease (IID)  

2.2.1. Mortality And Morbidity Of IID Worldwide 

Infectious Intestinal Disease (IID) results in a substantial burden of morbidity 

and mortality worldwide. It is responsible for approximately 4 billion cases of 

diarrhoea and 3 to 4 million deaths each year (Farthing, 2000; World Health 

Organisation 1996; World Health Organisation 1994).  

In both the developing and the developed world the majority of illness and 

death is borne by infants and children, with the risk increasing as the weaning stage 

ends (Kosek, Bern and Guerrant, 2003). Children in developing countries experience 

most of the total annual burden of IID (Parashar et al, 2003). In economically 

deprived areas such as the Indian subcontinent, Africa and Latin America children can 

experience up to 10 episodes of IID per year. Repeated cases in children leads to 

malnutrition, which can result in impaired growth and development, and death. Most 
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deaths are a result of excessive fluid and electrolyte loss leading to severe dehydration 

and acidosis (Farthing, 1998) although deaths can easily be avoided by the prompt 

administration of fluid and electrolytes. The economic burden of treating IID in 

developing countries often takes up a substantial proportion of the nation’s health-care 

budget.  

The elderly are also at increased risk of severe IID. This is thought to be a 

result of decreasing immune and gastric acid protection. Others at risk of severe IID 

include the immunocompromised (e.g. HIV positive individuals, solid organ 

transplant and bone marrow transplant recipients), individuals with congenital 

abnormalities and travellers (Faruque et al, 2004; Mattila et al, 1992). 

2.2.2. Morbidity And Mortality Of IID In The Developed World 

In developed nations sporadic cases and outbreaks of IID result in significant 

morbidity and sometimes mortality. Sporadic cases are those that cannot be identified 

as belonging to a particular outbreak. In the US an estimated 79 million cases of 

sporadic IID occur each year resulting in approximately 325,000 hospitalisations and 

around 5000 deaths (Frenzen, 2003; Mead et al, 1999). The mortality rate is 

significant when compared to the mortality rates of other infection related deaths in 

the US. For example, cervical cancer, rheumatic fever and hepatitis B virus result in 

approximately 4400, 4800 and 4400 deaths per year respectively (American Cancer 

Society, 2001; American Heart Association, 2001; Kane, 1995). Studies carried out in 

other developed countries have also highlighted a substantial burden of sporadic IID. 

For example, each year Australia experiences an estimated 15 million cases of 

sporadic IID resulting in more than 1 million GP visits and more than 1 million 

missed workdays (Hellard et al, 2003). In the Netherlands an estimated 4.5 million 

episodes of sporadic IID occur each year (Wit MAS et al, 2001). As a result of these, 

more than 80,000 patients require hospitalisation and approximately 300,000 

workdays are missed. A study of sporadic IID in England estimated there to be 

approximately 9.4 million cases each year resulting in 1.5 million GP visitations 

(Wheeler et al, 1999). A telephone study in Ireland concluded that an estimated 3.2 

million cases of IID occurred in 2003 (Acute Gastroenteritis in Ireland, North and 

South - A Telephone Study, 2003). 

Outbreaks of IID (where multiple individuals are affected) are also an 

increasingly recognised problem in developed countries (Meakins et al, 2003; 
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Fankhauser et al, 2002; Lopman et al, 2003). An assessment of outbreaks reported to 

the Heath Protection Agency (HPA) from 1991-2000 showed that there were  more 

than 5000 outbreaks in England and Wales during this time. This total is likely to be a 

huge underestimate of the total number of outbreaks as many are not detected or 

reported each year. Over 50% of the outbreaks that were reported occurred in 

hospitals and residential care homes. Due to the general poor health of many of the 

patients present in hospitals and care homes the risk of significant morbidity and death 

in these settings as a result of IID is increased (Goller et al, 2004). Outbreaks in the 

food and leisure industry are also common with large outbreaks reported in holiday 

camps, hotels, restaurants and cruise ships (Koopmans and Duizer, 2003; Lawrence, 

2004).  

Few studies to date have examined the short and long term sequalae in patients 

with clinically diagnosed IID. Cumberland et al followed up a large cohort of patients 

with sporadic IID and found that a significant proportion had symptoms that persisted 

for longer than previously described (Cumberland et al, 2003). For example, over 

25% of patients had persistent diarrhoea 3 weeks after onset, approximately 12% had 

persistent vomiting and around 33% of adults and children had continued abdominal 

pain. As a result patients were more likely to request a repeat consultation with their 

GP within 3 months of the initial episode. This was especially true in children (those 

aged under 5 years) and the elderly (aged over 60 years). There was also an increased 

rate of hospitalisation and subsequent diagnosis of irritable bowel syndrome in 

patients who had suffered IID. Other studies have also shown an increased risk of 

irritable bowel syndrome after IID (Parry et al, 2003). Helms and colleagues followed 

a cohort of 48,547 patients in Denmark with diagnosed IID (Helms et al, 2002). 

Patients with IID were shown to have an increased risk of mortality both in the short 

and long term. The increased risk was mainly as a result of complications such as 

invasive illness (septicaemia, endocarditis, vasculitis, septic arthritis, etc), intestinal 

perforation, abscesses, and complications of surgery. These complications occurred 

weeks or months after the initial IID episode. 

2.2.3. The Economic Cost Of IID In Developed Countries 

The substantial morbidity caused by IID in developed countries has a 

significant economic impact. Many studies have attempted to measure the overall 

economic burden of sporadic IID. Most have based their estimates on the cost of 
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medical treatment (hospitalisation, Accident & Emergency visitation, GP/physician 

visitations and prescriptions/treatments), missed workdays (due to illness or having to 

care for a relative), laboratory investigations, and transport (of the affected individual 

to the GP/hospital). Garthright et al estimated the cost of sporadic IID in the US to be 

greater than $23 billion per year (Garthright, Archer and Kvenberg, 1988). Similar 

high totals have been estimated in Australia (more than $1000 million Australian 

dollars per annum), Canada ($1.1 billion US dollars per annum), the Netherlands (345 

million euros per year) and England (£743 million) (Hellart et al, 2003; Van den 

Brandhof et al, 2004; Roberts et al, 2003; Todd, 1989). No study has yet measured the 

cost of sporadic IID in Scotland but it is likely to be substantial.  

Most of the published studies described above are likely to be underestimates 

as many do not include the costs to business, the costs of missed education (e.g. at 

school/university), lost leisure time (e.g. interrupted evenings, weekends and 

holidays), and public health interventions (the costs of which are likely to be 

substantial). Furthermore these studies do not include costs relating to post IID 

complications such as repeat GP consultation or hospital admission (described above).  

The cost of outbreaks of IID moreover, has not been included in many of the 

aforementioned studies. Outbreaks of IID in hospitals are a substantial burden and can 

often affect multiple wards, resulting in ward closure, cancelled operations and even 

hospital closure. Few studies have attempted to measure these costs. A recent study by 

Lopman et al estimated the cost of health-care associated outbreaks of norovirus by 

monitoring 3 hospital sites in Avon, England during 2002 (Lopman et al, 2004). In 

total, outbreaks of IID caused by norovirus were found to have cost more than £115 

million-12.5% of the total Health care Associated Infection (HAI) budget or 1% of the 

total NHS expenditure on in-patient service.  

Zingg et al estimated the cost of a single nosocomial outbreak of norovirus 

(Zingg et al, 2005). The costs were estimated based on various factors including 

nursing care, staff sick leave, laboratory testing and the infection control team costs. 

In total, this single outbreak was estimated to cost the US health care system over 

$40,000. A recent study in England estimated the cost of a single norovirus outbreak 

to be greater than £280,000 (Cooke, Goddard and Golland, 2002). 

The cost of outbreaks of IID to the food and leisure industry is also likely to be 

substantial. Large outbreaks result in mass cancellations, emergency treatment, 

refunds and compensation proceedings. Any accompanying bad publicity is likely to 
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affect future bookings. However, no studies have so far attempted to measure these 

costs. 

2.3. Viral Causes Of IID 

There are at least 5 viral causes of IID: rotavirus, norovirus, sapovirus, 

astrovirus and adenovirus. Below is a detailed review of each of the pathogens 

virology, their classification, their elicited immune response, their epidemiology, the 

clinical illness they cause and various methods aimed at preventing, controlling and 

treating these infections due to these causes. This review will show that each of these 

pathogens is genetically complex with genomes that contain areas of significant 

variability between the many types and subtypes. This is important when considering 

the design of molecular assays, which is a major part of the next chapter. The complex 

immune responses elicited are highlighted to show that repeat infections can occur 

with each virus and that infections can occur in all age groups. Their numerous 

sources and transmission routes are also described in order to highlight how difficult 

these pathogens are to control and prevent. Together, these factors ensure that these 

viral pathogens contribute significantly to sporadic illness and outbreaks in all age 

groups. 

2.3.1. Rotavirus 

Rotaviruses were first discovered as a cause of human illness in 1973 by 

Bishop and colleagues using electron microscopy (EM) to examine duodenal biopsy 

specimens from children with gastroenteritis (Bishop et al, 1973). Rotaviruses are 

members of the Reoviridae family. They are icosahedral, non-enveloped viruses of 

70-75nm in diameter. The rotavirus capsid is composed of 3 concentric protein layers 

that enclose the viral genome. Viewed under the EM rotavirus particles have a 

characteristic “wheel-like” appearance (Figure 1) from which their name is derived 

(the latin for wheel is “rota”).  
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Figure 1: Rotavirus as viewed under electron microscopy (Copyright 1994 Veterinary 
Sciences Division) 

 

2.3.1.1. Genome Organisation and Function  

Rotaviruses possess a genome made up of 11 segments of double stranded 

RNA of approximately 18,850 base pairs in length. Each segment codes for 1 protein 

except segment 11, which codes for 2. Of the 12 proteins, 6 are structural (VP1-4, 6 

and 7) and 6 are non-structural (NSP1-6) (Figure 2). At present the role of a number 

of these proteins are unclear.  
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Figure 2: The genome segments and encoded proteins of rotavirus.   

 

Structural Proteins 

VP1 is coded for by gene segment 1. It is a minor component of the central 

core making up 2% of total virion mass. Comparisons of different rotaviruses have 

shown VP1 to be highly conserved both at amino acid and protein levels. It is the 

largest polypeptide and shares consensus sequences with several well-characterised 

RNA dependent RNA polymerases (Valenzuela et al, 1991). 

VP2 is encoded by gene segment 2 and alongside VP1 and VP3, makes up the 

inner core of the rotavirus. It is the most abundant protein of the inner core and it 

encloses the VP1, VP3 and genome (Jayaram et al, 2004). It is highly conserved and 

of the 3 proteins that make up the inner core it is the only one that has nucleic acid 

binding activity. VP2 interacts with VP6 in order to transport metabolites in and 

nascent RNA out during transcription (Prasad et al, 1988). VP2 is also thought to 

have a role in the assembly of the rotavirus particles and is necessary for replicase and 

transcription activity (Mansell and Patton, 1990). 

VP3 is encoded by gene segment 3. It is a minor component of the central 

core. It has sequence homology to other viral polymerases and is thought to have 

guanyltransferase and methyl transferase activity (Chen et al, 1999; Liu et al, 1992). 

The VP4 protein is 775 amino acids long and is the product of gene sequence 

4. Cyro-electron microscopy studies have shown that for every 780 copies of VP7 
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present in the outer layer, there are 120 copes of VP4 (Jayaram et al, 2004). It appears 

as spikes on the capsid surface and is implicated in cell entry, attachment, 

haemagluttination, neutralisation and virulence (Ciarlet and Estes, 2001). The VP4 

region contains several variable regions that define the P serotype (Gorziglia et al, 

1990). 

The VP6 protein is encoded by gene segment 6. It is the major constituent of 

the intermediate layer which contains 260 trimers of VP6 arranged as hexamers on a 

T=13 icosahedral lattice (Mathieu et al, 2001; Jayaram et al, 2004). It is sandwiched 

between the outer T=13 later (VP4/7) and the inner T=1 (VP2) layer. The VP6 is 

essential for transcription of the genome. It also has a structural and immunological 

role and is responsible for the wheel-like appearance of the rotavirus (Greenberg et al, 

1983; Kohli et al, 1987). Although VP6 is more conserved than either VP7 or VP4, 

this region contains variable regions that are used to determine the group (A-G) and 

subgroup antigens (Sg1, Sg2, non Sg 1 or 2, and Sg1+2).  

VP7 is encoded by gene segment 9 and is the only structural glycoprotein. It 

forms the outer layer of the viral capsid and comprises 30% of total virion mass 

(Jayaram et al, 2004). Cryo-electron microscopy reconstructions have identified that 

the outer layer comprises of 780 copies of VP7 which are located at the local and 

strict fold axis at T=13 (Prasad et al, 1990; Jayaram et al, 2004). The VP7 may 

modulate the VP4 function during cell attachment and entry and may also interact 

with cell surface molecules after VP4 attachment (Beisner et al, 1998; Mendez et al, 

1996; Mendez et al, 1999). Comparative studies of various rotaviruses have identified 

at least 6 (A-F) or 9 discrete regions within the VP7 (VR1-9) that show significant 

amino acid divergence (Gouveau et al, 1990; Green et al, 1987). These areas are the 

target of type-specific and cross-reactive neutralisation antibodies and are used to 

determine the rotavirus serotype (G type). Genotypic classification based on the VP7 

region has been shown to match serotype (Goveau et al, 1990).  

Non-Structural Proteins 

NSP1 is coded for by gene segment 5. At present its role is unknown but it is 

thought to have a role in modulating the inate immune response by degrading IFN-3 

(Barrow and Patton, 2005). Sequence analysis shows that this region contains 

extensive sequence variation, although there is a 88 amino acid region present that is 

conserved amongst all rotaviruses (Xu et al, 1994).  
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NSP2 is encoded by gene segment 8.  As with NSP1 its role is currently 

unclear although it is proposed to have a role in RNA replication and packaging 

(Gombold et al, 1985). Studies have also showed it to have nucleoside triphosphate 

activity. Sequence comparisons of mammalian rotaviruses have shown a high level of 

amino acid conservation of over 83% (Patton et al, 1993). The last 75 nucleotides at 

the 5’ end and 23 nucleotides of the 3’ end are nearly identical among rotaviruses. 

NSP3 is coded for by gene segment 7. It has shown to be an RNA binding 

protein and therefore it has been proposed that it may have a role in re-initialisation of 

translation protein synthesis (Boyle and Holmes, 1986). Others have suggested that it 

may have a role in viral replication in the gut and then subsequent spread to other 

tissues (Mossol and Ramig, 2002). Sequence analysis of the NSP3 shows that more 

that 75% is conserved amongst mammalian rotaviruses (Rao et al, 1995). However, 

using this method, rotaviruses can be split into 3 evolutionary groups: SaII, Wa and 

S2. Of particular interest are the eighty nucleotides in the 3UTR region, which are 

highly conserved (Pang et al, 2004).  

The NSP4 is coded for by gene segment 10. It is the most studied NSP. 

Studies have shown it to interact with both VP6 and VP4 and it has been suggested 

that it may be involved in outer capsid assembly (Lynn et al, 2005).  Several studies 

have suggested that NSP4 is also a viral enterotoxin (Parr et al, 2006; Ball et al, 

2005). The proposed mechanism of action is via the activation of a signal transduction 

pathway resulting in altered intestinal epithelial transport, membrane destabilisation 

and altered calcium levels in the endoplasmic reticulum (Tian et al, 1995; Ball et al, 

1996; Horie et al, 1999). Studies using fusion proteins, containing 86-175 aminoacids 

of the murine NSP4 (expressed in E-coli), were found to cause severe diarrhoea when 

given to CD1 mice. Furthermore, sequence differences in the NSP4 have been 

observed between symptomatic and asymptomatic rotavirus infections (Kirkwood et 

al, 1996; Ward et al, 1997). However, others have failed to confirm either of these 

findings (Angel et al, 1998). Sequence analysis of the NSP4 shows there to be 2 hyper 

variable regions allowing rotaviruses to cluster into 2-5 groups (Cunliffe et al, 1997; 

Kirkwood et al, 1999). There are two main groups for human rotaviruses (A and B). 

These correlate with the VP6 subgroups-VP6 Sg1 matches with NSP4 A and VP6 Sg2 

matches with NSP4 B (Iturriza-Gomara et al, 2003). 

NSP5 is encoded by gene segment 11. It is the only segment with more than 

one Open Reading Frame (ORF) (Mitchell and Both, 1988). These are overlapping. 
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The ORF1 is 198 amino acids in length and the ORF2 is 92 amino acids. ORF2 codes 

for NSP6. At present their roles are unclear. Transient expression of this protein in 

uninfected cells has provided evidence for its participation in the formation of 

“viroplasms”, which are thought to be key structures for the replication of rotavirus 

(Lopez et al, 2005).  

2.3.1.2. Classification  

Serological cross reactivity of the inner capsid protein VP6 has determined 

there to be 7 groups of rotavirus (A-G) (Greenberg et al, 1983; Kapikian et al, 1981). 

Groups A-C are human and animal pathogens whereas the remainder are pathogens of 

animals only (Estes, 2001). Group A rotaviruses can be further divided into four 

subgroups (subgroup 1, subgroup 2, subgroup 1+2, subgroup non 1 and non 2) based 

on reactivities with two VP6 specific monoclonal antibodies. Subgroup 1 includes 

mostly animal and some human rotaviruses. Subgroup 2 includes mostly human 

rotaviruses, whereas subgroup 1+2 and subgroup non 1 and non 2 are mostly animal 

pathogens and are rarely associated with infection in humans. 

Strains of rotavirus are classified by the analysis of VP4 and VP7 surface 

proteins using a similar method to the one that is used to classify influenza. Using this 

method rotaviruses are attributed G types (based on the VP7 Glycoprotein) and P 

types (based on the VP4 Protease sensitive protein). So far, at least 14 G types and 20 

P types have been recognised (Rao, Gowda, and Reddy, 2000). This enormous 

antigenic and genetic diversity is the result of a number of mechanisms. The principle 

method of generating rotavirus diversity is thought to be re-assortment (known as 

antigenic shift) (Iturriza-Gomara et al, 2001). VP4 and VP7 are coded for on different 

RNA segments. Dual infection of a host by different rotavirus strains can lead to re-

assortment and the subsequent emergence of new G and P type combinations. Dual 

rotavirus infections are common. A recent study in the UK found that 2% of rotavirus 

infections were of mixed type (Iturriza-Gomara et al, 2000). Rates of mixed infection 

in other countries are thought to be higher (Ahmed et al, 1991; Unicomb et al, 1999; 

Jain et al, 2001). Although intra-group re-assortment has been described on a number 

of occasions it has yet to be documented for different rotavirus groups. One 

hypothesis is that rotavirus groups differ in their genome end terminal RNAs and this 

may prevent inter group re-assortment. 
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Other methods of generating rotavirus diversity are thought to include the 

accumulation of point mutations (known as antigenic drift) and recombination 

(Blackhall et al, 1996; Desselberger, 1996; Ramig, 1997).   

The introduction of animal rotaviruses or animal/human strain re-assortments 

has also been raised as possible contributors to rotavirus diversity (Cook et al, 2004; 

van der Heide et al, 2005; Palombo, 2002).  Studies have demonstrated that animal 

rotaviruses can cause symptomatic infection in humans (Desselburger et al, 2001; 

Theil, 1990; Kojima et al 1996; El-Attar et al, 2001). For example, Nakagomi and 

Nakagomi found a feline G3 rotavirus infection in a child with a pet cat (Nakagomi 

and Nakagomi, 1989). Molecular studies on human rotavirus type G9 have shown it to 

share genetic similarities to porcine strains thus raising the possibility that it may have 

been recently introduced from pigs (Iturriza-Gomera et al, 2000; Hoshino et al, 2005; 

Teodoroff et al, 2005). The clinical and epidemiological characteristics of G9 

infection compliment this view as it tends to occur in older age groups and cause more 

severe infection when compared to common rotavirus strains (Widdowson et al, 2000; 

Cubitt, Steele and Iturriza, 2000; Iturriza-Gomara, Kang and Gray, 2004). 

Furthermore this type had not been detected in the UK prior to 1995. Dual rotavirus 

infection with animal and human types has also been demonstrated (Nakaomi et al, 

1994; Holmes et al, 1999).  

2.3.1.3. Immune Response 

After primary infection, the immune response to rotavirus is mainly humoral. 

This response is thought to be homotypic although there is partial protection against 

other serotypes (Gorrell and Bishop, 1999). This has been confirmed by volunteer 

transmission and vaccination studies that have shown that natural infection or 

vaccination protects from severe disease in subsequent infections (Davidson, Hogg 

and Kirubakaran, 1983; Bishop et al, 1983; Hjelt et al, 1985; Bhan et al, 1993; Ward 

and Bernstein, 1994). However, although partial protection is elicited after primary 

infection subsequent infections occur throughout life. Valazquez and colleagues 

examined 200 Mexican infants over a 5-year period (Velazquez et al, 1996). By 2 

years of age approximately 96% of infants had had a primary rotavirus infection. Over 

the same period approximately 70% had a second rotavirus infection and by 5 years of 

age over 10% had suffered greater than 5 episodes of rotavirus. Cases of rotavirus in 

adults are being increasingly recognised, again highlighting partial protection 
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(Gonzalez-Losa et al, 2001; Wenman et al, 1979; Echeverria et al, 1983; Cubitt and 

Holzel, 1980; Holzen et al, 1980; Dupuis et al, 1995; Linhares et al, 1981). Some 

studies have shown that protection correlates with the formation serum IgA antibodies 

targeting VP4 and VP7 antigens and the VP6 capsid antigen (Ward, Bernstein and 

Shukla, 1989; Hjelt et al, 1987). Other studies have highlighted the importance of 

IgG, IgA and IgG or neutralising antibody (Clemens et al, 1992; O’Ryan et al, 1994; 

Velazquex et al, 2000). Cytotoxic T Lymphocytes (CTL) responses have been 

detected but their exact role has yet to be determined (Chiba et al, 1986; Chiba et al, 

1993). 

2.3.1.4. Epidemiology 

Group A rotavirus has a worldwide distribution and is the predominant cause 

of childhood gastroenteritis in the developed and developing world. In temperate 

regions rotavirus infections occur predominantly during the winter months (Cook et al 

1990). However, a recent study highlighted that the seasonality of rotavirus infections 

in Japan has shifted from winter to early spring (Suzuki et al, 2005). The reason for 

this is unclear. The seasonality is less defined in tropical areas with infections 

occurring all year round (Iturriza-Gomarra et al, 2000; Kapikian et al, 1976).  

Sources of rotavirus infection include individuals with asymptomatic 

infection. A recent case control study by de Wit et al detected rotavirus in 0.6% of 

control samples (de Wit et al, 2001). More recent studies using increasingly sensitive 

tests have detected higher rates (Amar et al, 2007). Individuals with long term 

shedding (4-57 days) and severe illness (as they have been shown to have a higher 

viral load in faecal samples (Richardson et al, 1998; Kang et al, 2004)) are another 

source of illness. Recent evidence also suggests interspecies transmission of rotavirus 

as numerous animal and human strains have been shown to share genetic and 

antigenic features (see section 2.3.1.2).  

Group A rotavirus has a low infectious dose (Goldman, 1992; Bishop, 1996). 

As a result transmission is person to person and occurs mainly via the faecal oral route 

(Al Frayh et al, 1987; Dennehy, 2000; Vipond, 2001). Evidence also points towards 

spread via the respiratory route (Price et al, 1986; Goldwater, Chrystie and Banatvala, 

1979). Studies using aluminium surfaces have shown rotavirus to remain stable for up 

to 60 days, suggesting transmission via contaminated fomites (Sattar et al, 1986; 
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Koopmans and Duizer, 2004; Abad, Pinto and Bosch, 1994). Other forms of 

transmission include contaminated food and water.  

Most rotavirus infection occurs in infants greater than 3 months of age 

(Sharma et al, 2002). Infants under 3 months can have symptomatic infection but 

most seem to be protected from severe infection, probably as a result of maternal 

antibody (Crawley et al, 1993).  

Adults are also at risk of rotavirus infection. However, although adults may 

obtain infection from the sources described above, the greatest risk is from rotavirus-

infected children (Zissis et al, 1976; Wenman et al, 1979; Grimwood et al, 1983; 

Anderson and Weber, 2004). Wenman et al showed child to parent transmission to be 

a common event, with 36 of 102 adults who had children with rotavirus infection also 

found to be positive for the virus. Infection has also regularly been documented in 

medical staff that are in frequent contact with rotavirus-infected infants (Samadi, Huq 

and Ahmed, 1983; Hjelt et al, 1985). As a result the seasonality of adult infection 

probably reflects that of children (Nakajima et al, 2001). However, Cox and Medley 

tested routine serum samples from hospitalised adults and detected IgM to rotavirus 

throughout the year thus suggesting a sporadic distribution similar to that in tropical 

areas (Cox and Medley, 2003).  

Other adults at risk of rotavirus infection include travellers (Keswick et al, 

1982; Vollet et al, 1979; Bolivar et al, 1979). A recent study of travellers returning 

from Jamaica with diarrhoea found that rotavirus infection was second only to 

Enterotoxigenic E-coli (Steffen et al, 1999).  

Outbreaks of rotavirus have been documented but are rare (MMWR, 2000; 

Halvorsrud and Orstavik, 1980; Abbas and Denton, 1987; Friedman et al, 1988; 

Foster et al, 1980). Closed settings such as hospitals, care homes, and day care centres 

are at particular risk.  

Evidence from molecular epidemiological studies has shown that different G 

types co-circulate at any location at any given time. A study of UK strains detected 

between 1995-1999 found a total of 15 different strains circulating during this period. 

Over 95% were of types G1-4  (Iturriza-Gomara et al, 2001).  This epidemiological 

pattern has also been seen in other countries. Santos and Hishino examined 45,571 

strains from 124 studies (1989-2004) carried out in 52 countries from 5 continents 

(Santos and Hishino, 2005). They found that types G1-4 (in conjunction with either 

P6 or P8 types) accounted for 88% of all circulating types. The newly emerged G9 
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was the fourth most important rotavirus type (4.1%). Different types were 

predominant in different geographical areas. For example, G1/P8 type accounted for 

more than 70% of strains in North America, Europe and Australia. However, this type 

accounted for only 30% of strains in South America and Asia. Another emerging G 

type (G5) has recently become common in South America. 

Group B rotaviruses show a different epidemiology to that of group A 

rotaviruses (Sen et al, 2001; Kelkar and Zade, 2004). Group B rotaviruses were first 

discovered as a cause of human illness in 1982 when large outbreaks of severe cholera 

like-illness were described in adults in China (Yang et al, 2002). Since then several 

outbreaks have been reported in China and more recently in India and Bangladesh 

(Barman et al, 2004; Ahmed et al, 2004; Sanekata et al, 2003; Kobayashi et al, 2001). 

Group C rotaviruses cause illness similar to that of group A rotaviruses and 

can affect children and adults (Kuzuya et al, 2003; Nilsson et al, 2000; Gabbay et al, 

1999; Souza et al, 1998; Teixeira et al, 1998; Otsu, 1998).  Studies in numerous 

countries have shown high sero-positive rates suggesting that infection is common 

(James et al, 1997; Nilsson et al, 2000; Steele and James, 1999; Jiang et al, 1995; 

Iturriza-Gomara et al, 2004). Targeted studies using sensitive molecular tests have 

detected group C rotavirus in approximately 1-10% of all cases of infantile 

gastroenteritis (Sanchex-Fauquier et al, 2003; Yan et al, 2004; Phan et al, 2004; 

Schnagl et al, 2004; Castello et al, 2002; Cunliffe et al, 2001). These studies have also 

highlighted that primary group C rotavirus infections may occur in children older than 

those that suffer group A rotaviruses. 

2.3.1.5. Clinical Illness 

Infantile rotavirus infection has an incubation period of approximately 1-2 

days followed by a sudden onset of watery diarrhoea lasting between 4-7 days. 

Diarrhoea is often accompanied by vomiting (Sharma et al, 2002; Bishop, 1996). The 

severity of the illness varies (Ruuska and Vesikari, 1990). For example, asymptomatic 

infection by so called “nursery strains” have been described (Crawley et al, 1993). 

More serious infections have also been described sometimes leading to neurological 

abnormalities resulting from electrolyte imbalances (Hung et al, 2003; Jones and 

Blikslager, 2002; Lin et al, 1996).  A recent study by Blutt et al detected virus and 

antigen in the serum of both animals and children raising the possibility that rotavirus 

may also escape from the gastrointestinal tract and cause disease elsewhere in the 
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body (Blutt et al, 2003; Blutt et al, 2007). Studies have demonstrated rotavirus in the 

Central Nervous System (CNS) of patients with neurological illness such as meningo-

encephalitis but whether this is a cause, bystander or contaminant is unclear (Lynch et 

al, 2003; Lynch et al, 2001; Pager et al, 2000). Rotavirus has also been demonstrated 

in the kidney, liver and lung (Nuovo et al, 2002; Gilger et al, 1992). Other reported 

complications of rotavirus infection include necrotising enterocolitis (Rotbart and 

Levin, 1983), infantile acute hemorrhagic edema, and possible intussusception (Bines 

et al, 2004; Robeinson et al, 2004; Nelson et al, 2002; Rennels et al, 1998; Mulcahy 

et al, 1982; Konno et al, 1978; Sharma et al, 2004; Boccia et al, 2001; Di lernia, 

Lombardi and Lo Scocco, 2004). 

In immunocompromised children, chronic and severe rotavirus infections have 

frequently been documented (Saulsbury, Winkelstein and Yolken, 1980; Troussard et 

al, 1993; van Kraaij et al, 2000). In 1980 for example, 2 children with primary 

immune deficiencies developed chronic diarrhoea that improved after the 

administration of human breast milk containing high titres of rotavirus antibody 

(Gilger et al, 1999). Gilger et al also described 4 children with various immune 

deficiencies who were suffering from chronic diarrhoea and were found to have 

rotavirus present in the liver and kidney.  

The clinical illness seen in adults has mainly been determined through 

volunteer studies (Hardy, 1987; Jewkes et al, 1981; Kapikian et al, 1983; Ward et al, 

1990; Ward et al, 1986). The incubation period seems to be longer than in children (2-

6 days) and symptoms of diarrhoea, fever, headache, malaise, nausea and cramping 

last 1-4 days. Case reports have indicated a similar incubation period and symptoms 

to those ascertained through volunteer studies, although reports from elderly patients 

have shown more prolonged symptoms and shedding.  

Rotavirus infection has also been described in adult solid organ transplant 

patients, Bone Marrow Transplant (BMT) patients, patients with cancer and adults 

who are infected with HIV. Bolivar et al investigated 90 adult patients with solid 

tumours or leukaemia (Bolivar et al, 1983). Two patients developed rotavirus 

infection with subsequent graft versus host disease. Yolken et al examined 78 adult 

BMT patients and found evidence of rotavirus infection in 9 (Yolken et al, 1982). 

Most of those affected suffered abdominal cramps and diarrhoea. Six developed 

respiratory illness (as proven by chest infiltrates on a chest radiograph) of whom five 

subsequently died.  
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Other reports of rotavirus pneumonitis have included a patient undergoing 

steroid treatment for multiple sclerosis (Thomas, Pollok and Gazzard, 1999). 

Stelzmueller and colleagues described rotavirus cases in 3 adult solid organ transplant 

patients. All developed enteritis and one developed toxic megacolon with ulcerative 

colitis (Stelzmueller et al, 2005). In each case the rotavirus infection was associated 

with secondary infections and prolonged hospitalisation.  

Albrecht et al followed 66 HIV positive patients from 1987-1991. Thirteen 

were found to be positive for rotavirus. These patients had evidence of chronic 

diarrhoea for up to 8 weeks duration (Albrecht et al, 1993). Other studies have also 

described chronic diarrhoea and shedding in HIV positive individuals (Liste et al, 

2000). 

2.3.1.6. Treatment  

Treatment of infantile rotavirus is unnecessary in most cases. However, when 

needed, treatment relies upon oral, intramuscular or intravenous re-hydration 

(Sachdev, 1996; Mahalanabis et al, 1995). The use of probiotics has also been 

examined with some studies showing reduced duration of diarrhoea (Szajewska and 

Mrukowicz, 2001). As mentioned above, breast milk containing anti-rotavirus 

antibodies has also been used (Saulsbury, Winkelstein and Yolken, 1980; Schoub et 

al, 1978).  Recent studies using nitrazoxanide, a thiolzolide anti-infective agent, have 

shown it to reduce the duration of symptoms in paediatric patients (Rossignol and 

Gohary, 2006; Rossignol et al, 2006). 

Treatment in adults is similar to that advocated for children. Oral rehydration 

and (if needed) pain relief utilising codeine, loperamide and diphenoxylate have been 

used. The use of oral human immunoglobulin has also been found to be of benefit. For 

example, Guarino et al noted a reduction in diarrhoea duration (76 hours vs 131 

hours) following this treatment. Such formulations have also been used in the 

immunocompromised (Guarino et al, 2002; Guarino et al, 1997; Guarino, 1996; 

Guarino et al, 1996; Guarino et al, 1994; Guarino et al, 1991). 

2.3.1.7. Control And Prevention  

Controlling rotavirus infections is difficult due to its low infectious dose, 

environmental stability and possible respiratory spread (Taylor and Greenough, 1989; 

Le Baron et al, 1990). Most measures are based on universal precautions (frequent 
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hand washing is important for example) and are similar to those outlined for norovirus 

infection (Rao, 1995; Sattar et al, 1994).   

Rotavirus vaccines, however, have shown promise in prevention. The first 

such vaccine was a bovine strain tested in Finnish children in the 1980s (Vesikari et 

al, 1983). This vaccine was found to be safe and resulted in protection against repeat 

challenge, and partial cross-protection from other rotavirus types. However, 

development was halted after further clinical trials in Rwanda and Gambia showed 

reduced effectiveness (Georges-Courbot et al, 1991; Hanlon et al, 1987). Similar 

inconsistent results were found with other animal mono-valent vaccines (Bernstein et 

al, 1995; Snodgrass et al, 1984). 

Multi-valent vaccines containing animal strains and mono-re-assortments of 

human outer capsid strains G1-4 were tested in the early 1990s (Kapikian et al, 1996). 

In one trial 1278 children aged between 5-25 weeks were given three doses (at 2, 4, 

and 6 months) of a multi-valent vaccine. The vaccine resulted in 50% protection from 

rotavirus infection. In those infected with rotavirus there was a 60-92% reduction in 

severe gastroenteritis and 100% protection from severe dehydration (Bernstien et al, 

1995; Rennels et al, 1996; Santosham et al, 1997; Joesuu et al, 1997). Rotashield™, 

as the vaccine was called, was approved by the FDA in the US in 1998. However, 

after the administration of more than 1.5 million doses in the first 10 months, an 

excess of intersussception in vaccinated children was detected by the vaccine adverse 

event monitoring system (MMWR, 1999; Murphy et al, 2001). The risk of 

intersussception in vaccinated children was estimated to be 1 in 2500 and may have 

resulted in upwards of 1600 cases. This risk was deemed to be too great in a country 

where the actual risk of mortality due to rotavirus was 1 in 100,000. The vaccine was 

immediately removed from the childhood vaccination schedule. However, recent re-

appraisal of the data by scientists at the US National Institute of Health found no 

evidence of an overall increased risk of intersussception (Roberts, 2004). Since then 

other vaccines have been developed. A mono-valent (G1) vaccine has recently been 

licensed in Mexico (Perez-Schael et al, 2002). Another monovalent and a multi-valent 

(G1-4 and P1) vaccine has recently been trialled with promising results (Glass and 

Parashar, 2006). A hexa-valent vaccine (for types G1-4, 8 and 9) is also being trialled 

(Roberts, 2004; Bonn, 2004). 
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2.3.2. The Caliciviruses: Norovirus And Sapovirus 

Norovirus and sapovirus are two of the four genera in the Caliciviridae family 

(Green et al, 2000; Thiel and Konig, 1999). The remaining two genera are vesivirus 

and lagovirus, which are animal viruses. Norovirus was first discovered in 1968 in the 

faecal samples of students and teachers from a school outbreak of gastroenteritis in 

Norwalk, Ohio, US (Kapikian et al, 1972). Sapovirus was detected in 1976 by 

Madeley and Cosgrove and later during a sequence of outbreaks at a home for infants 

in Sapporo, Japan (Madeley and Cosgrove, 1976; Chiba et al, 1977). Caliciviruses are 

non-enveloped with a diameter of 27-35nm. Under electron microscopy the surface of 

the viral particles have “cup-like” depressions (Figure 3 and Figure 4) from which 

these viruses get their name (“Calici” is latin for goblet/cup). Caliciviruses are 

positive sense, single stranded RNA viruses with a genome of approximately 7.7kb in 

length. 

Figure 3: Norovirus as viewed under electron microscopy. 

Figure provided by David Brown, Health Protection Agency, Colindale. 
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Figure 4: Sapovirus as viewed under electron microscopy.                                               
Figure provided by David Brown, Health Protection Agency, Colindale. 

 

2.3.2.1. Genome Organisation And Function 

Norovirus Genome Structure 

Most understanding of the norovirus genome organisation and function has 

come from expression studies with cDNA clones and recombinant expression systems 

(Hardy, 2005). These studies have shown that noroviruses are genome protein linked 

at the 5’ end and polyadenylated at the 3’ end (Jiang et al, 1993; Lambden et al, 

1993). Noroviruses have 3 ORF. ORF1 codes for the non-structural proteins (p48, 

NTPase, p22, VPg, 3C like protease and the RdRp). ORF2 codes for the major capsid 

protein VP1 whereas ORF3 codes for the minor structural protein VP2 (Figure 5). 
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Figure 5: The genomic structure of the caliciviruses.                                                        
Figure taken from: Atmar and Estes, 2001. 

 

 

 

Norovirus Non-Structural Proteins 

The ORF1 is more conserved than either the ORF2 or ORF3. However, 

significant variation can still be found. The non-structural protein p48 is located at the 

N terminal protein of the ORF1 and varies in both length and sequence between 

different norovirus genogroups (Hardy, 2005). Its role is currently unknown but it is 

thought to play a role in the regulation of cell proliferation. The p41 NTPase is similar 

in sequence to the 2C in picornaviruses. Experiments suggest it is an NTPase without 
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helicase activity with similar activity to the polio 2C (Pfister and Wimmer, 2001). 

Sequence analysis of different noroviruses suggests that nucleotide homology can be 

as low as 36% in this region (Atmar and Estes, 2001; Katayama et al, 2002). The p22 

protein is also of unknown function.  It holds a similar position to that of the 3A in the 

poliovirus genome. As a result it has been suggested that it may have a role in 

membrane localisation of replication complexes (Belliot et al, 2003). Sequence 

analysis of this region has highlighted areas of significant variation with similarities 

of approximately 50% (Katayama et al, 2002).  VPg is a protein of 15kDa in length 

and is found covalently linked to genomic and subgenomic mRNA (Burroughs and 

Brown, 1978). Experiments using caliciviruses devoid of VPg have found them to be 

non-infectious and FCV devoid of VPg has reduced viral protein synthesis 

(Daughenbaugh et al, 2003). Therefore it has been suggested that VPg is involved in 

ribosome recruitment to viral RNA. 3Clpro is similar in sequence to the picornavirus 

3C and is thought to be the viral protease. The RNA dependent RNA polymerase has 

similar structural and catalytic elements to the RdRp of other RNA viruses (Ng et al, 

2002; Ng et al, 2004). Sequence analysis of the VPg, 3Clpro and the RNA polymerase 

show that these regions are reasonably conserved amongst norovirus genogroups with 

similarities of approximately 70% (Katayama et al, 2002). 

Norovirus Structural Proteins 

The structural proteins VP1 and VP2 make up the norovirus capsid. X-ray 

crystallography has shown the capsid to be composed of 90 dimers of VP1 with a 

small number of VP2 copies (Prasad et al, 1994). These are together in a T=3 

icosahedral virion (Prasad et al, 1996; Prasad et al, 1999).  

Studies of VP1 have shown that it folds into 2 domains linked together by a 

flexible hinge region: S (shell) and P (protrusion). S is essential for the icosahedral 

virion whereas the P domain forms the arch-like structures extending from the shell. 

The P domain has 2 sub-domains (P1 and P2). P1 and P2 correspond to the leg and 

the top of the arch-like capsomere and contain substantial variation structurally. This 

is of two types: the orientation with respect to the S domain and the size of the P2 

region. On an amino acid and nucleotide level, P1 is moderately conserved. However, 

sequence analysis of the P2 region shows it to be highly variable (Chen et al, 2004). 

Changes in the amino acid sequence are likely to result in structural variations in the 

size and shape of the determinants of cell binding, antigenicity and host specificity 
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(Chen et al, 2004). This region is also thought to determine the ABO histo 

susceptibility discussed below (see section 2.3.2.3)(Tan et al, 2003). The P2 region is 

under immune pressure and thus accumulation of amino acid changes occurs rapidly. 

For example, analysis of the P2 region in an immunocompromised patient with 

chronic norovirus infection detected up to 32 amino acid changes in one year (Nilsson 

et al, 2003).  

The VP2 is a protein of 208-268 amino acids. in length with a molecular 

weight of 22-29kDa. The nucleotide sequence of the VP2 region varies significantly 

between strains (Seah et al, 1999; Katayama et al, 2002). It is a basic protein, which 

suggests it may bind RNA and be involved in RNA packaging. 

Sapovirus Genome Structure 

Sapoviruses have two or three open reading frames depending on genotype 

(Figure 5). Of the five genotypes currently recognised. GI and GIV and GV are 

predicted to have a third ORF (Schuffenecker et al, 2001).  

The 2C-like NTPase (NTPase), VPg, 3C-like protease, RNA-dependent RNA 

polymerase, and capsid protein (VP1) are encoded in the ORF1 polyprotein, which is 

afterwards cleaved into the nonstructural and structural proteins (Oka et al, 2005). 

The roles and genetic variability of each of the non-structural proteins are likely to be 

similar to those of the norovirus genome discussed above. The ORF2 codes for minor 

structural proteins of unknown function (Vinje et al, 2000).  

Like norovirus, the capsid region of the sapovirus contains most of the 

nucleotide variation. Analysis of the amino acid sequence of the sapovirus genome 

shows that the capsid region can be separated into 3-4 regions (Okada et al, 2006). 

Two of these regions contain significant variation: the N terminal variable and the 

central variable region contain significant variation. The other two regions, known as 

the N terminal region and the C terminal region show more conservation between 

genogroups and strains. Chen et al suggested that the CVR region is homologous to 

the P2 region of the noroviruses in that it is located on the viral surface and may 

confer strain/antigen specificity (Chen et al, 2004). 

2.3.2.2. Classification 

Historically, noroviruses have been classified using cross-challenge studies in 

volunteers and cross-reactivity by Immune EM. However, this method has poor 

accuracy and reproducibility. Serotyping with neutralisation is not possible as there is 
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no cell culture system available (Duizer et al, 2004). As a result, nucleotide 

sequencing has played a major role in norovirus characterisation. Four regions have 

been used for classification (Ando et al, 2000; Vinje et al, 2004): region A (the 

RdRp), region B (the 3’ end of the ORF1), region C (short stretch near to the 5’ end of 

ORF2) and region D (located at the 3’ end of the ORF2). Nucleotide sequencing has 

tentatively suggested that there are 5 assigned genogroups, each containing a number 

of clusters and strains (Fankhauser et al, 2002). Zheng et al aligned the capsid protein 

sequences of 164 noroviruses and found genogroups, clusters and strains to differ by 

41-61%, 15-45% and 0-14% respectively (Zheng et al, 2006). Using sequencing, 

genogroup 1 and 2 were found to contain the largest number of norovirus clusters. 

There are at least 8 in genogroup 1 and 17 in genogroup 2. The genogroups 1, 2 and 4 

are known to cause human infections. Genogroups 3 and 5 contain animal 

noroviruses.  

Classification of sapoviruses is also an evolving process and because of the 

issues highlighted with norovirus above has thus far relied upon nucleotide 

sequencing methods. Various classification schemes have been proposed. Vinje et al 

proposed 3 genogroups based on the sequence analysis of the capsid region (Vinje et 

al, 2000). However, more recent studies have suggested that there are 5 or 6 

genogroups, each containing clusters and strains. For example, Gallimore et al 

examined the sapovirus capid sequence and described 5 genogroups.  Genogroups 

were found to differ by 49-55%, clusters by 19-25% and strains by 1-5%. The 

sapoviruses known to cause human infections were shown to be members of 

genogroups 1, 2, 4 and 5, whereas animal strains fell into group 3 (Gallimore et al, 

2006). Okada et al, analysed the capsid region of 15 sapoviruses. In their study these 

divided into 6 genogroups, 2 of which represented animal sapoviruses (Okada et al, 

2006). Based on the capsid region the animal strains were shown to differ from the 

human strains by 40-44%. 

The large amount of diversity observed in norovirus and sapovirus strains is a 

result of the accumulation of point mutations due to error prone RNA replication and 

recombination events (Matson and Szucs, 2003; Nilsson et al, 2003; Dingle, 2004). 

Nilsson et al examined sequential samples taken from an immunocompromised 

patient with chronic norovirus infection and identified a section in the capsid region 

(called the P2 domain) where mutations frequently accumulated, eventually leading to 

the formation of new phenotype (under immune pressure). Jiang et al identified the 
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first norovirus recombinant in 1999 and since this discovery several more have been 

reported (Jiang et al, 1999; Katayama et al, 2002; Lochridge and Hardy, 2003; Vinje 

et al, 2000). Evidence from these reports suggests that recombination occurs at the 

junction between ORF1 and ORF2. Other potential recombination sites include the P2 

region (Rohayem et al, 2005).  

Recently a sapovirus recombinant has also been described (Katayama et al, 

2004). As with norovirus, the recombination event is thought to have occurred at the 

RdRp-Capsid junction. Recombination seems to be restricted to intragroup strains 

since intergroup and intergenus recombination has yet to be described (Katayama et 

al, 2004). 

2.3.2.3. Immune Response 

The immune response to norovirus is not yet fully understood (Matsui and 

Greenberg, 2000). Early transmission studies showed that the majority of adults are 

susceptible to norovirus infection suggesting that childhood norovirus infection fails 

to elicit long-term protection (Parrino et al, 1977; Wyatt et al, 1974). Parrino et al 

examined the formation of short and long-term immunity by challenging 12 

volunteers with norovirus. Of these, 6 became ill. The 6 volunteers who became ill 

were then re-challenged with the same virus 27-42 months later. All became ill thus 

demonstrating an absence of long-term immunity. However, the same 6 patients were 

then re-challenged 6-14 weeks later and this time all failed to become ill suggesting 

the formation of short-term immunity. 

Long-term immunity has been described in a number of studies and may be a 

result of repeated exposure (Ewald et al, 2000; Black et al, 1982; Ryder et al, 1985). 

For example, in 1998 a foodborne outbreak of norovirus occurred in a group of 

tourists who were staying with an aboriginal community (Matsui and Greenberg, 

2000). Although the aborigines ate the same meal as the tourists none became ill. 

Similar reports have been published in Bangladesh and Panama (Ryder et al, 1985). 

The relationship between the different norovirus strains is also complicated by 

some evidence of cross-protection (Wyatt et al, 1974). Wyatt et al examined the 

immune relationship between the norovirus strains Norwalk, Hawaii and Montgomery 

County virus. Volunteers were challenged first with one of the three noroviruses. The 

results showed that those who became ill were then re-challenged with the same virus 

or another. Those initially challenged with Norwalk virus became ill when challenged 
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with Hawaii virus. However if re-challenged with Montgomery County virus some 

cross protection was observed. Other studies have found similar results (Madore et al, 

1990; Noel et al, 1997). 

A confusing relationship exists between the presence of pre-existing antibody 

to norovirus and susceptibility. Sero-prevalence studies have shown that antibody 

production to norovirus is lowest in the 0-5 years age group and increases with age, 

which is consistent with the theory that antibody production aids resistance, since 

children are more susceptible to norovirus than adults (Jing et al, 2000). However, 

antibody is also often found to be significantly higher in susceptible adults than those 

able to resist infection.  

Recent evidence has pointed towards genetic factors as determinants of 

norovirus susceptibility (Hutson, Atmar and Estes, 2004; Rockx et al, 2005; Hutson et 

al, 2002). Studies utilising Virus Like Particles (VLPs), which are structurally and 

antigenically similar to norovirus, have shown that noroviruses will only attach to and 

infect host cells in the gut if they express specific, genetically determined 

carbohydrates (Lindesmith et al, 2003; Hutson et al, 2003; White et al, 1996). These 

carbohydrates are thought to include H, Lewis and histo-blood group antigens 

(Harrington et al, 2002; Harrington et al, 2004; Marionneau et al, 2002; Huang et al, 

2003; Green et al, 1988). These carbohydrates have a wide tissue distribution and are 

thought to be present on saliva, red blood cells, and gastro duodenal epithelial cells. 

Evidence from serological and volunteer studies supports this theory. For example, it 

has been found that convalescent sera and human breast milk block VLPs from 

binding to the aforementioned carbohydrates (Jiang et al, 2004). Individuals unable to 

produce H antigen do not become infected when challenged with norovirus 

(Lindesmith et al, 2003; Hutson et al, 2002; Harrington et al, 2002; Meyer et al, 

2004). Rockx et al found that individuals with type B histo-blood group antigen are 

protected against norovirus G1 strains but not G2 strains thus highlighting that 

different noroviruses may bind preferentially to different carbohydrates (Rockx et al, 

2005; Huang et al, 2005). This may explain the worldwide predominance of G2.4 

norovirus types (see section 2.3.2.4). Unlike some norovirus types, these viruses have 

been shown to be able to bind to a broad range of carbohydrate targets. As a result 

they have a large susceptible target population. These findings may also explain the 

confusing relationship between pre-existing antibody and risk of infection as 

described above. Pre-existing antibodies to a particular norovirus may be an 
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indication that the individual is particularly susceptible to that virus and has suffered 

repeated infections in the past. 

These genetic characteristics have also been shown to be important pre-

determinates of other gastrointestinal infections. For example, B histo-blood group 

antigen was shown to be less common in patients with haemolytic uraemic syndrome 

after an E-coli 0157 outbreak in Sakai, Japan (Hutson, Atmar and Estes, 2004).  

The immune response to sapovirus is less well defined. Studies in adults have 

shown a low incidence of infection thus suggesting that primary infection in 

childhood results in long-term immunity (Chiba et al, 2000). 

2.3.2.4. Epidemiology 

Since long-term immunity to norovirus is rare, humans of all ages are 

susceptible to repeat infections throughout life. As a result norovirus is frequently 

implicated in sporadic cases of IID and is now thought to be the predominant cause of 

outbreaks of IID, especially in closed settings such as hospitals, residential homes, 

hotels, schools and cruise ships etc (Matson, 2005; Thornton et al, 2005; Isakbaeva et 

al, 2005).  

Sapovirus is predominantly a pathogen of children with infections limited to 

mainly the very young (de Wit, Koopmans and van Duynhoven, 2003). As a result its 

burden is likely to be less than that of the other viral causes of IID. Outbreaks due to 

sapovirus have been documented but are rare (Johansson et al, 2005). 

Limited data exist on the epidemiology of sapoviruses. As a result the 

remainder of this section mainly focuses on the epidemiology of norovirus infections. 

Sporadic cases and outbreaks show winter predominance although cases and 

outbreaks can occur all year round (Zahorsky, 1929; Adler and Zickl, 1969; Mounts et 

al, 2000; Lopman et al, 2003; Hale et al, 2000). Norovirus has a low infectious dose 

with fewer than 10 viral copies capable of causing illness in a human adult volunteer 

(Levett et al, 1996; Moe et al, 1999). The vast majority of norovirus cases are a result 

of faecal-oral spread but there is also evidence of airborne spread (via droplets 

produced during vomiting) and spread by contaminated fomites (Widdowson et al, 

2005; Fretz et al, 2005; Caul, 1994).  Environmental studies using surrogate virus 

feline calicivirus (FeCv) have estimated that (at 20oC) the virus may remain infectious 

on surfaces for between 21-30 days  (Sattar, 2004; Barker, Vipond and Bloomfield, 
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2004; Steinmann, 2004; Doultree et al, 1999; Hota, 2004; Gehrke, Steinmann and 

Goroncy-Bermes, 2004) 

Potential sources of infection include those with asymptomatic infection 

(Duizer et al, 2004; Marshall et al, 2001; Vinje et al, 1997; de Wit et al, 2001). 

Asymptomatic infections have been detected have been measured in a few studies. 

For example, in the Netherlands asymptomatic norovirus infections have been 

detected in between 1-5% of the general population but have been detected in up to 

19% of individuals in outbreak settings. Asymptomatic sapovirus infections have also 

been detected in young children (range 1-13%). Other sources include those with 

symptomatic infection who have prolonged viral shedding after their symptoms have 

resolved. There is evidence of norovirus shedding up to 7 weeks or more after 

resolution of symptoms in immunocompetent individuals (Ball et al, 2005; Rockx et 

al, 2002; Cliver, 1997). Longer durations of shedding have also been observed in 

immunocompromised patients (Nilsson et al, 2003). There is also evidence of pre-

symptomatic shedding (Lo et al, 1994).  

The remainder of cases are likely to be a result of contaminated food or water 

(Hirakata et al, 2005; Paez Jimenez et al, 2004; Parshionikar et al, 2003; Boccia et al, 

2002). Data suggests that most foodborne infections are caused by norovirus. A recent 

study in the US estimated that 67% of all foodborne infections were due to norovirus 

(Mead, 1999). Food can become contaminated in numerous ways. Infected food 

handlers are a common source (Lo Sv et al, 1994; White et al, 1986; Gaulin et al, 

1999). At-risk foods include those with prolonged hands-on preparation such as salads 

and sandwiches (Holtby et al, 2001; Kilgore et al, 1996).  

A number of large outbreaks have been linked to the consumption of bivalve 

shellfish such as oysters, which have been shown to filter sewage from sea water and 

concentrate virus in their flesh (Chalmers and McMillan, 1995; Ang, 1998; Stafford et 

al, 1997; Kohn et al, 1995)  

Several outbreaks have been linked to the consumption of sewage-

contaminated drinking water (van den Berg et al, 2005; Kukkula et al, 1999; Brown et 

al, 2001; Lodder et al, 1999; Hafliger, Hubner and Luthy, 2000). Such water has also 

been used in the preparation and storage of particular foods.  

Noroviruses have been shown to be resistant to freezing and have been 

implicated in a number of outbreaks relating to frozen foods. Noroviruses have also 

been detected in bottled mineral water, although the significance of these findings has 



 38 

been questioned (Sanchez, Joosten and Meyer, 2005; Beuret et al, 2002; Beuret, 

Kohler and Luthi, 2000; Lomothe et al, 2003).  

Several studies have suggested a possible animal source, since noroviruses 

have been detected in cattle and other animals (Van der Poel et al, 2003; Van der Poel 

et al, 2000; Smiley, 2002; Smiley et al, 2003). These strains have yet to be associated 

with human illness. A recent study by Widdowson et al found significant levels of 

antibodies to bovine norovirus strains in vets and others in frequent contact with 

cattle. These data suggest that infection with these animal strains is possible and may 

contribute to the diversity of noroviruses (Widdowson et al, 2005).  

Recent studies have suggested that norovirus may also be an important travel 

associated infection. Chapin et al found norovirus in 65% of travellers returning to the 

US from Mexico and Guatemala with travel-associated diarrhoea (Chapin et al, 2005).  

Molecular epidemiological studies have shown that a number of norovirus 

strains and serotypes circulate at any one time, with one type predominant worldwide 

(Gallimore et al, 2004; Hale et al, 2000; Kageyama et al, 2004). Since 1996 type G2.4 

strains have dominated worldwide (Lopman et al, 2004; Noel et al, 1999). 

Occasionally a new strain may supersede previous strains to become predominant. 

This was the case in 2002 when a new G2.4 variant emerged worldwide (Lopman et 

al, 2004). This emergence was accompanied by several alterations in the 

epidemiology of norovirus infection.  For example, although there still appeared to be 

a peak of activity over the winter months particularly in closed settings, there was also 

an increase in outbreak reports during the summer months (Lopman et al, 2003). This 

new variant norovirus contained a mutation at position 4820 (from AACTTG to 

AATCTG). It is unclear, however, how this change led to such an increase in activity. 

It has been suggested that this variant is more stable in the environment or more 

virulent. However, some researchers have suggested that the sudden increase in 

norovirus infection may instead be the result of a large, as yet, unidentified 

introduction of this new variant.  

A similar increase in activity was observed in 2005 and again in 2006 (CDR 

weekly, 2005; HPS weekly report, 2005; Bull et al, 2006; Gallimore et al, 2007). 

These have also been associated with the emergence of a new norovirus G2.4 

norovirus variant. Recent data also suggests that sapovirus may act in a similar 

fashion (Gallimore et al, 2006). Gallimore and colleagues sequenced the sapoviruses 
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detected in the UK between 1989 and 2004 and found a change in the predominant 

strain in 2004 (from G1.1 to G2.1). 

2.3.2.5. Clinical Illness 

Classically, the clinical symptoms of norovirus and sapovirus were derived 

from transmission studies (Dolin et al, 1971; Gotz et al, 2001; Kaplan et al, 1982; 

Graham et al, 1994). These studies reported that after an incubation period of 24-48 

hours the illness is of sudden onset with nausea, headache, cramps, vomiting and 

diarrhoea. Symptoms resolve after 24-48 hours. The studies also showed that children 

with norovirus infection are more likely to have episodes of vomiting whereas adults 

have a predominance of diarrhoea. However more recent work has suggested that 

these findings may be inaccurate (Rockx et al, 2002). A recent community cohort 

study in the Netherlands found that vomiting was less common in children under 1 

year of age than in older patients. This study also showed that the symptoms of 

norovirus and sapovirus lasted longer than previously thought (5 days and 6 days 

respectively).  

Clinically, most infections caused by norovirus and sapovirus are thought to 

be mild. However, it is increasingly recognised that norovirus is responsible for a 

significant proportion of childhood hospitalisation due to IID (see 2.3.6). Studies of 

norovirus hospital outbreaks have shown that infection lasts longer in this setting, and 

can often be severe, with an increased risk of mortality-probably as a result of 

underlying illness (Lopman et al, 2004; Meakins et al, 2003, Mattner et al, 2006).  

Unusual presentations of norovirus have been observed in some individuals, 

usually as a result of physical stress or immunocompromise. For example, an outbreak 

of norovirus at a military field hospital in Afghanistan resulted in neck stiffness, 

confusion and photophobia, and in one case disseminated intravascular coagulation 

(MMWR, 2002). These symptoms were probably a result of electrolyte imbalance 

similar to that seen in severe rotavirus infections. Studies of norovirus infection in the 

elderly have also highlighted the occurrence of post infection complications (Goller et 

al, 2004; Oliver et al, 1985). For example, in one elderly care home outbreak a 

“residual malaise” was present in 42% of those affected 1-4 weeks after onset.  

Other studies have highlighted the presence of anorexia, lethargy and vertigo 

in the weeks after symptoms. In some elderly patients these non-specific symptoms 

and even the original acute symptoms can recur (Goller et al, 2004). 
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Chronic diarrhoea and shedding have been observed in both solid organ 

transplant patients and bone marrow transplant patients (Kaufman et al, 2003; 

Gallimore et al, 2004). In some cases shedding for up to 2 years has been observed 

(Nilsson et al, 2003). The importance of caliciviruses in HIV positive individuals is 

uncertain. A recent study by Rodriguez-Guillen et al suggested that caliciviruses are 

not implicated in HIV associated diarrhoea in adults. However, caliciviruses were 

found to be more frequent in HIV positive children (Rodriguez-Guillen et al, 2005). 

2.3.2.6. Control   

Controlling an outbreak of norovirus is difficult due to its low infectious dose 

and numerous modes of transmission.  

Most of the current guidelines concern norovirus outbreaks in the hospital 

setting (Chadwick et al, 2000)1. Controlling an outbreak on a ward or other closed 

setting requires rapid implementation of infection control procedures. Lopman et al 

estimated that control procedures must be implemented within 3 days of an outbreak 

onset if they are to be successful. However, detecting an outbreak at such an early 

stage is difficult due to the high frequency of non-infectious gastrointestinal disease 

such as incontinence and anti-microbial associated diarrhoea (Lopman et al, 2003).  

Recommended control procedures include the wearing of gloves and aprons 

when in contact with infected patients or contaminated areas (see Table 1 and Table 

2). Hand washing is advocated at all times. Studies using FeCv have shown ethanol 

based hand rubs with a 70-95% concentration of ethanol to be best (Kampf, Grotheer 

and Steinmann, 2005). However, other studies have questioned this finding and 

suggested that these protocols need to be compared to standard hand washing 

procedures before such conclusions can be drawn (Duizer and Koopmans, 2006). 

Guidelines suggest that affected staff should be excluded for 48-72 hours after 

suffering their last symptoms (this should also be applied to infected food handlers). 

Wards should also be closed to further admissions. Staff and patients from the 

affected areas should be prevented from entering other unaffected areas. There is also 

evidence that patient cohorting is effective in containing affected patients and 

contaminated areas.  

                                                 

1 http://www.hps.scot.nhs.uk/enviro/guidelinedetail.aspx?id=18578 
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Cleaning norovirus from the environment is essential but difficult, and re-

infections have been documented following the re-introduction of individuals into 

previously contaminated areas. Since there is no culture method for measuring the 

viability of norovirus or sapovirus many cleaning and disinfection studies have 

utilised animal caliciviruses known to be related to norovirus in an attempt to 

establish efficient methods. Studies using FeCv have shown conflicting results 

(Duizer et al, 2004; Sattar, 2004; Barker, Vipond and Bloomfield, 2004; Steinmann, 

2004; Doultree et al, 1999; Hota, 2004; Gehrke, Steinmann and Goroncy-Bermes, 

2004). For example, Steinmann demonstrated that ethanol was effective in cleansing 

FeCV from the environment whereas Duizer et al found that ethanol was not 

effective. Doultree et al showed that glutaraldehyde, iodine and hypochlorite at 

1000ppm were effective. Other studies have suggested the use of sodium bicarbonate 

(Malik and Goyal, 2006). For soft furnishing a steam clean of at least 70oC is thought 

to be effective (Doultree et al, 1999). 

Although these procedures have proved successful in containing some ward 

outbreaks, spread to other wards is a common occurrence. The reasons for this are 

unclear. It has been suggested that large multi-ward outbreaks are a result of a 

breakdown in the infection control procedures, which can often be difficult to achieve 

in practice (Christie, 2002; Cowden, 2002). For example, closing wards is difficult 

when faced with acute bed shortages due to other winter pressures. The failure to 

close a ward may prevent extensive cleaning, which is needed to remove virus from 

the environment. Restricting staff and patient movement is also difficult. Many staff 

may be asked to work in a number of wards and patients will be frequently moved 

between different wards. The duration of exclusion (48-72 hours) may also be too 

short, as many studies have indicated that virus can be excreted for longer periods. 

This raises the possibility that a staff member may return to work before viral 

shedding has ceased and spread further infection. Furthermore, agency nursing staff 

may not be entitled to sick pay and will therefore be tempted to return to work before 

their illness has resolved. However, it may also be possible that large multi-ward/area 

outbreaks may be a result of the multiple introductions of different noroviruses.  
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Table 1: Recommended infection control guidelines within wards (Chadwick et al, 
2000).     

 

Table 2: Recommended infection control guidelines between wards (Chadwick et al, 
2000).     

 

2.3.2.7. Prevention  

At present there is no vaccine for norovirus or sapovirus infection. Since the 

immune response to norovirus infection is not yet understood, developing a vaccine 

may prove difficult. Most of the vaccine studies pre-date the discovery of the genetic 

determinants of norovirus immunity (as discussed earlier). Most have utilised VLPs. 

VLPs are morphologically and antigenically similar to noroviruses, are stable, 

immunogenic, can be produced in large amounts, and can be stored in lyphophilised 

form (Estes et al, 2000). Initial studies in mice have shown them to be highly 

immunogenic after oral administration and to result in serum and mucosal immunity 

(Guerrero, Ball and Estes, 1997). Phase 1 trials in humans have shown them to be safe 
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but the immune response elicited was significantly less than that observed after 

natural infection (Ball et al, 1999). Further trials are to be carried out (Tacket, 2005). 

2.3.3. Astrovirus 

Astrovirus was first discovered in 1975 by Appleton and Higgens in 

hospitalised children with gastroenteritis (Appleton and Higgens, 1975). Astroviruses 

are members of the Astroviridae family. Under electron microscopy the astrovirus 

capsids are 28-30nm in diameter and have a characteristic 5-6 pointed star appearance 

(Figure 6).  

2.3.3.1. Genome Organisation and Function 

Astroviruses are positive sense, ssRNA viruses with a genome of 

approximately 6.8 kb in length (Figure 7). The genomic organisation is as follows: a 

5NCR region followed by three ORF (1a, 1b and 2), a 80 nucleotide NCR and a poly 

A tail of 30 nucleotides (Belliot et al, 1997; Jiang et al, 1993; Lewis et al, 1994).  

The ORF1a is 2700 nucleotides in length whereas ORF1b is 1550 nucleotides 

in length. ORF1a and 1b code for the non-structural proteins such as the protease and 

the RNA dependent RNA polymerase. ORF1a also encodes other motifs including 

transmembrane helices, a nuclear localisation signal and immunogenic epitopes. 

ORF1a length can also vary amongst strains although the significance of this is at 

present uncertain.  

The ORF2 codes for the viral capsid. The viral capsid precursor is 86-90kDa 

in size and after protease processing forms 2-5 major proteins (Herring et al, 1981; 

Monroe et al, 1991; Belliot et al, 1997; Wang et al, 2001). ORF2 is less conserved 

than ORF1a and 1b and varies significantly between astrovirus types (Wang et al, 

2001).  Analysis of the ORF2 regions has detected 4 main areas: the N region, the 

central upper, central lower regions and C region. The N and C regions were shown to 

be relatively conserved between different astroviruses. The two regions between 

these, the central upper and central lower, are the regions that show the most 

variation. The central upper region can vary in sequence length between serotypes. It 

is not thought to be present on the virion surface. The central lower region contains 

several stem loops. These genes are thought to contain the regions that determine 

immune response, cell attachment and entry. As a result these regions differ between 

serotypes. 
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 The 3’ NCR is highly conserved between the 8 astrovirus types and it is 

thought it may play a role in the initiation of RNA synthesis (Monceyron et al, 1997). 

In addition, it has been postulated that it may also play a role in RNA stability, 

translation initiation and intracellular localisation. 

2.3.3.2. Classification 

Astroviruses are serotyped using neutralisation antibodies. Various methods 

exist including immunoflourscence, neutralisation assays or IEM. Sequence analysis 

of a 348bp region of the ORF2 has been shown to correlate with serotype. 

Overall there are 8 recognised types of astrovirus (Monroe, Holmes and 

Belliot, 2001). Types 1-7 were distinguished by 1995 whereas type 8 was recognised 

more recently (Taylor et al, 2001). Types 1-7 cluster into 2 groups. Group A contains 

types 1-5 whereas group B contains types 6 and 7. Type 8 can cluster with either 

group depending on the area sequenced (Taylor et al, 2001; Walter et al, 2001; 

Belliot, Laveran and Monroe, 1997). This has led some researchers to speculate that 

type 8 is a recombinant virus. The area most studies suggest as the potential 

recombination site is the ORF1b/ORF2 junction. 

2.3.3.3. Immune Response 

At present the immune response to astrovirus is not well understood. The fact 

that cases are mainly restricted to the young or elderly suggests that primary infection 

results in long-term protection, which then wanes in old age (Glass et al, 1996). 

Koopmans et al showed that immunity was homotypic (Koopmans et al, 1998). 

Infections in adolescence and adulthood are therefore likely to be caused by rarer 

types of the virus. 
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Figure 6: Astrovirus as viewed under the electron microscope.                                                                                                                                  
Figure taken from: http://www.ncbi.nlm.nih.gov/ICTVdb/ICTVdB/05000000.htm 
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Figure 7: The genomic structure of astrovirus (Walter and Mitchell, 2003). 
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2.3.3.4. Epidemiology 

Astroviruses have a worldwide distribution (Walter and Mitchell, 2003) and 

are found in humans, lambs, calves, deer, piglets, mice, dogs and ducks. Human 

infections are mainly seen in infants and the elderly (Noel et al, 1996). Reports of the 

age of initial infection vary in different studies. A hospital study in France showed 

acquisition to be in those aged less than 7 months (Marie-Cardine et al, 2002). 

However, a community-based study in France and a hospital study in Spain showed 

the age of acquisition to be between 2-4 years (Chikhi-Brachet et al, 2002; Guix et al, 

2002). Interestingly the age of acquisition may vary according to type, with astrovirus 

types 1-3 acquired in children under 3 years whereas types 4 and 8 occur at an older 

age (Guix et al, 2002). This is no doubt related to the predominance of the various 

types (see below). 

The seasonality of astrovirus varies in different regions (Walter and Mitchell, 

2003). In Egypt, Brazil and Eastern USA a spring/summer peak of activity has been 

reported. However, in Korea, Argentina and Western USA a winter predominance 

occurring alongside rotavirus infections has been observed (Giordano et al, 2001; 

Kang et al, 2002; Rodriguez-Baez et al, 2002).  

Astroviruses have been shown to cause endemic illness and outbreaks in 

closed settings such as hospitals, schools and care settings (Cubitt et al, 1999; 

Mitchell et al, 1995; Oishi et al, 1994). Transmission is mainly fecal-oral but may 

also involve contaminated fomites (Abad et al, 2001). Other sources include 

contaminated food (including oysters and mussels) and sewage-contaminated water 

(Pinto et al, 2001; Le Guyader et al, 2000; Taylor et al, 2001). 

Numerous studies have shown that, like other viral causes of IID, multiple 

serotypes co-circulate at any one time (Lee and Kurtz, 1994; Mustafa, Palombo and 

Bishop, 2000; Palombo and Bishop, 1996). Overall, type 1 astrovirus is the most 

common. Types 2-4 are of medium frequency whereas types 5-7 are rare. Type 8 has 

had an increasing incidence in some countries including Egypt, Spain, France and 

Australia. This raises the possibility that type 8 is an emerging genotype.  

2.3.3.5. Clinical Illness And Treatment 

The clinical illness caused by astrovirus is similar to rotavirus but is milder 

(Dennehy et al, 2001; Pang and Vesikari, 1999; Guerrero et al, 1998; Kurtz et al, 
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1979). Studies show that after an incubation period of 1-4 days there is a sudden onset 

of watery diarrhoea. Illness is mainly seen in infants over 6 months of age.  

Immunocompetent individuals can shed virus for up to 2 weeks post resolution 

of symptoms. Some studies have suggested that persistence may be linked to infection 

with certain astrovirus types. Cabellero et al found higher levels of persistence and 

viral shedding in faecal samples showing infection with astrovirus type 3 (Caballero 

et al, 2003). 

Severe infections have been observed especially in the immunocompromised, 

those with malnutrition and those co-infected with another viral enteric pathogen 

(Walter and Mitchell, 2000; Grohmann et al, 1993; Roman et al, 2003). There have 

been several reports of prolonged and recurrent illness in immunocompromised 

individuals.  

However, the illness caused by astrovirus is usually mild and self-limiting and 

therefore no specific therapy is needed. For severe infection replacement of fluids and 

electrolytes may be necessary. 

2.3.3.6. Control And Prevention 

Control of astrovirus infection relies upon the application of universal 

hygienic and disinfection practices especially in hospitals and other closed settings. 

Food handlers are advised to follow guidelines excluding them from work until 

several days after symptoms subside (Table 1 and Table 2). At present there is no 

vaccine available for the prevention of astrovirus. 

2.3.4. Adenovirus  

Adenoviruses are non-enveloped icosahedral viruses of 70-80nm in diameter 

(Figure 8). Adenoviruses were first isolated in 1953 from tissue cultures of human 

adenoidal tissue (Cocchi, 1960). They belong to Adenoviridae family, genus 

Mastadenovirus. Adenoviruses have an icosahedral capsid with icosahedral 

symmetry. The protein capsid is made up of 252 capsomers: 240 hexons and 12 

pentons. Each penton has a protruding fiber.   
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Figure 8: Adenovirus as viewed under the electron microscope.                              
Figure taken from: http://www.ncbi.nlm.nih.gov/ICTVdb/ICTVdB/em_adeno.gif 

 

 

2.3.4.1. Genome Organisation and Function 

Adenoviruses are dsDNA viruses with a genome of approximately 335kb in 

length (Brown et al, 1996; Horwitz, 1996).  The genome contains several inverted 

terminal repeats that vary in length between different adenoviruses (Wold and 

Gooding, 1991). As a result the adenovirus genome differs between genera and 

species. All adenoviruses produce early (E1-4), intermediate and late RNA (1-5) 

transcripts and virus-associated RNA gene transcripts. 

The Early RNA Transcripts 

The E1 is a transcription unit with 2 regions, E1A and 1B (Shenk and Flint, 

1991; Shenk, 2001). The E1A is a transcription activator of virus (of other early and 

late proteins) and some cellular promoters, whereas E1B contributes to evading the 

immune response by blocking host mRNA transport to the cytoplasm and inhibiting 

p52-mediated apoptosis (Wold and Gooding, 1991). High levels of sequence identity 



 50 

in the E1/A region have been observed between members of the same subgroup. For 

example, Avvakumov et al, found four region which were relatively conserved 

between adenoviruses (similarity scores of between 50-60%) (Avvakumov et al, 

2002). However, between these regions significant sequence variation is observed 

(similarity scores of <30%). 

The E2 transcript codes for the viral proteins that are directly involved in 

adenovirus replication. It contains 2 regions (E2A and 2B), which code for a number 

of proteins. These include E2A-DBP (a single stranded DNA binding protein), E2B-

pTP (a terminal precursor protein functioning as a protein primer for initiation of viral 

DNA replication) and E2B-ad pol (DNA polymerase).  

The E3 transcript has at least 8 recognised ORFs, which vary according to 

adenovirus serotype. The E3 transcripts are mainly used to counteract host antiviral 

defences. Modes of action include the inhibition of CTL responses and TNF alpha 

mediated cell lysis.  

The E4 transcript has numerous ORF that, like that of E3, vary according to 

adenovirus serotype. For example adenovirus type 5 has six recognised ORFs whereas 

adenovirus 11 has five. The E4 transcript is thought to encode for proteins that 

regulate viral and cellular gene expression at the transcriptional and post 

transcriptional level. 

The Intermediate Region 

The adenovirus intermediate region produces 2 proteins: pIX and pIVa2. The 

pIX is a structural component of the virus and is a transcriptional activator of the 

major late promoter (Lutz et al, 1997; van Oostrum and Burnett, 1985). The pIVa2 is 

also a transcriptional activator of the major late promoter, but is also thought to be 

involved in genome packaging. 

Late Proteins. 

The late proteins are organised into one primary transcript unit that is 

processed using different poly A sites to produce distinct mRNAs. These are 

recognised as late proteins L1-5. 

The L1 late protein facilitates capsid assembly and enables genome 

encapsidation via interaction with pIVa2 (Shenk, 2001). 

The L2 late protein contains 3 ORFs coding for the Penton, pVII and pV. The 

penton, alongside the fiber, plays an important role in host cell binding and 
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penetration. pVII is the major component of the adenovirus core whereas pV acts as 

the bridge between the core and the penton base. It should be noted that pV contains a 

second ORF of unknown function (Shenk, 2001). 

The L3 late protein contains 3 ORFs, which code for the pVI, pII (hexon) and 

L3-23 (Shenk, 2001). The pVI is a capsid component that is associated with the 

hexon. It possibly acts as a bridge between capsid and core components. The pII 

(hexon) trimerises with itself to form the major capsid. It contains at least 7 hyper 

variable regions but there are regions outside these areas that are conserved between 

adenovirus serotypes (Crawford-Miksza and Schnurr, 1996). These areas are thought 

to determine the adenovirus serotype. The L3-23K is the adenovirus protease. It 

cleaves viral precursor proteins during viral maturation. 

The L4 has 4 ORFs (Andrade et al, 2001). Three proteins have thus far been 

identified. The L4-100K is a non-structural protein that is required for hexon 

assembly, late protein synthesis and inhibition of granzyme B mediated lysis. The L4-

33k is a protein of unknown function. The pVIII is associated with hexons and is 

possibly a link between hexon capsomere and core capsids. 

The L5 late protein is a single ORF. It codes for the adenovirus fibre. Analysis 

of the nucleotide sequence shows that the fibre contains areas of significant variation. 

It forms a structure consisting of a tail, shaft and knob. The knob determines the 

adenovirus tissue tropism via cell surface receptors. 

2.3.4.2. Classification 

Adenovirus serotypes are classified according to the ability to induce specific 

neutralising antibodies. The serotype specific antigens are located on the virion 

surface (possibly via the hyper variable regions on the hexon region). The results of 

analysis of the HVR regions of the hexon region match their serotypic classification. 

The adenovirus genera (A-F) are determined by numerous factors including the 

haemagluttination of rat and monkey cells or the oncogenicity in hamsters. 

2.3.4.3. Epidemiology 

Adenovirus IID is mainly endemic but outbreaks have also been reported in 

closed settings (Richmond et al, 1979; Retter et al, 1979; Yolken et al, 1982; Murphy, 

1981; Albert, 1986). Adenovirus IID has no specific seasonal pattern and spread is 

mainly via the fecal-oral route. Most infections occur in childhood and studies have 
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shown that by 3 years of age 30-100% of children are seropositive for adenovirus 

(type 40 and 41).  

2.3.4.4. Clinical Illness And Treatment 

Clinical illness due to adenovirus is similar to that of other viral causes of 

illness (Bhan et al, 1988; Whitelaw, Davies and Parry, 1977; Richmond et al, 1979; 

Vesikari et al, 1981; Johansson et al, 1980; Blaskovic, Freitag and McLaughlin, 

1982). Symptoms include watery, non-bloody faecal samples and vomiting. The 

duration of symptoms (3-11 days) is possibly longer than that produced by other viral 

causes of IID (Dowling and Wynne, 1981) and it is thought that type 41 causes a 

longer illness than type 40. In general, adenovirus IID results in shedding for between 

1-14 days.  

Although fatal cases have been described, the illness is usually mild and 

treatment is not needed (Whitelaw, Davies and Parry, 1977). Disseminated adenovirus 

type 40 or 41 infection has rarely been described in immunocompromised patients, 

although a recent case report by Slatter et al described a paediatric BMT patient who 

died of disseminated adenovirus 41 infection (Slatter et al, 2005). 

2.3.4.5. Control And Prevention 

Control of infection relies upon universal precautions and strict 

decontamination procedures as described for norovirus (Table 1 and Table 2).  No 

vaccine is available for adenoviruses that cause IID.  

2.3.5. Other Possible Viral Causes Of IID 

There are many other possible causes of viral IID mentioned in the literature. 

In most cases a causative role has yet to be proven.  

It has been suggested, for example, that the enteroviruses (members of the 

Picornaviridae family) are a rare cause of gastroenteritis in humans. Echoviruses (4, 

11, 14, 18, 19 and 22) and coxsackie A1 have been implicated in outbreaks of 

diarrhoea in immunocompetent and immunocompromised humans (Townsend et al, 

1982; Patel et al, 1985; Melnick, 1996). Another member of the Picornaviridae 

family, aichivirus, has been associated with both sporadic and outbreaks of IID in 

Japan and south East Asia (Yamashita et al, 1993; Yamashita et al, 1995). However, a 

role for this virus in IID in other countries has yet to be determined. 
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Reoviruses (members of the Reoviridae family) have regularly been found in 

faecal samples and most children have antibodies to all 3 serotypes (Tyler and Fields, 

1996). However, although a role in childhood IID has been suggested, firm evidence 

has yet to be established (Giordano et al, 2005). 

Toroviruses and coronaviruses are members of the virus family 

Coronaviridae. Toroviruses have been established as a cause of IID in cattle and 

horses, and recent studies have suggested a role in sporadic IID in children 

(Koopmans et al, 1997; Waters et al, 2000). Coronaviruses are recognised as causes 

of the common cold in humans. Like toroviruses, they have been shown to be a cause 

of IID in animals. Coronavirus particles have been found in the faecal samples of 

cases of IID but have also been found in healthy volunteers (Holmes, 2001). 

Like the coronaviridae family, parvovirus is associated with IID in animals. In 

addition, parvovirus-like particles have frequently been found by EM in faecal 

samples. However, a causative role has yet to be established. Picobirnaviruses are 

members of the Birnaviridae family and have been found to be significantly 

associated with IID in Aids patients (Grohmann et al, 1993). They have also been 

found to be associated with IID in various animals (Leong et al, 2000). 

2.3.6. The Contribution of Viral Pathogens To The Burden Of IID 

The significant morbidity and economic burden of IID in the developed world 

has already been outlined (section 2.2). But what proportion of the total number of 

cases is due to viruses?  

The contribution of each of the five main viral pathogens to overall IID in 

children, adults and outbreaks has only recently been ascertained using sensitive 

detection techniques such as PCR (see section 2.4.3.3) and is discussed in the 

following section.   

2.3.6.1. Burden Of Viral IID In Children 

Recent studies using sensitive techniques have established that viral pathogens 

are the major cause of sporadic IID in children, both those requiring hospitalisation 

and those presenting to GPs. For example, Simpson et al detected viral pathogens in 

60.3% of children hospitalised for IID in Addenbrookes hospital, England (Simpson 

et al, 2003). de Wit et al detected viral pathogens in over 44% of community managed 

cases of IID in children presenting to GPs in the Netherlands (de Wit et al, 2001). 
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Pang et al investigated 832 samples from community cases of IID in children (aged 

under 2 years) in Finland and found a viral pathogen in approximately 60% of cases 

(Pang et al, 2000). Similar detection rates (48-75%) have been shown in other 

countries (Phan et al, 2005; Bon et al, 1999; Bereciartu, Bok and Gomez, 2002; Qiao 

et al, 1999; Oh, Gaedicke and Schreier, 2003). 

Rotavirus is the predominant cause of childhood IID in both the community 

and hospital setting (Brandt et al, 1983; McIver et al, 2001; Fruhwith et al, 2001). For 

example, Barnes et al examined 4,637 samples from children admitted to hospital 

with IID between 1980-93 and found rotavirus in 39.6% of cases (Barnes et al, 1998). 

Bon et al examined 414 children who consulted their GP for IID in France between 

1995-99 (Bon et al, 1999). Overall, 61% of all cases were attributed to rotavirus. 

Similar findings have been found in numerous other studies (Giordano et al, 2001; 

Fischer, 2001; Donelli et al, 1993; Sethi, Khuffash and al-Nakib, 1989; Waters et al, 

2000; Boga et al, 2004; Oh, Gaedicke and Schreier, 2003; Subekti et al, 2002; Qiao et 

al, 1999; de Wit et al, 2001; Pang et al, 2000; Froggatt et al, 2004; Chikhi-Brachet et 

al, 2002).  

An increasing number of studies have shown that norovirus is second only to 

rotavirus as a cause of community or hospital managed IID in children. For example, 

Oh et al examined the burden of norovirus in children hospitalised in Germany (Oh, 

Gaedicke and Schreier, 2003). Between February 2001 and January 2002, 20.7% of 

cases were attributed to norovirus. Chikhi-Brachet and colleagues examined 161 

patients with community managed IID in France in 1998-99. Norovirus was detected 

in 19% of cases (Chikhi-Brachet et al, 2002). Similar findings (7.6-29.9%) have been 

reported in numerous other studies (Kirkwood and Bishop, 2001; Simpson et al, 2003; 

McIver et al, 2001; Subekti et al, 2002; Qiao et al, 1999; Phan et al, 2004; Bereciartu, 

Bok and Gomez, 2002; Sakai et al, 2001; Boga et al, 2004; Rodriguez-Baez et al, 

2002; Phan et al, 2005; Buesa et al, 2002; de Wit et al, 2001; Bonn et al, 1999; Farkas 

et al, 2000; Pang et al, 2000; Froggatt et al, 2004; Chikhi-Brachet et al, 2002; 

Simpson et al, 2003; Fretz et al, 2005). 

The burden of adenovirus in children with community and hospital managed 

IID is less than that of rotavirus and norovirus. Studies have demonstrated detection 

rates between 2-7.9% of children hospitalised with IID or managed in the community 

(Wood et al, 1988; Barnes et al, 1998; Giordano et al, 2001; Donelli et al, 1993; 

Sethi, Khuffash and al-Nakib, 1989; Simpson et al, 2003; Bereciartu, Bok and 
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Gomez, 2002; Waters et al, 2000; de Wit et al, 2001; Pang et al, 2000; Froggatt et al, 

2004; Chikhi-Brachet et al, 2002; Simpson et al, 2003; Basu et al, 2003).  

The burden of astrovirus in hospital or community managed IID is similar to 

the proportion attributable to adenovirus with detection rates ranging between 0-

16.2% (Phan et al, 2004; Qiao et al, 1999; McIver et al, 2001; Liu et al, 2004; 

Dennehy et al, 2001; de Wit et al, 2001; Bonn et al, 1999; Pang et al, 2000; Froggatt 

et al, 2004; Chikhi-Brachet et al, 2002; Simpson et al, 2003; De Grazia et al, 2004; 

Espul et al, 2004).  

Sapovirus is predominantly a pathogen of very young children. As a result, 

sapovirus is the least common of the viral causes of IID. Studies have demonstrated 

detection rates of 0-9.2% (Froggatt et al, 2004; Phan et al, 2005; Pang et al, 2000; 

Pang, 2001; Farkas et al, 2000; Simpson et al, 2003). In general, studies reporting 

higher rates of sapovirus infections have usually investigated only younger study 

populations (those under 2 years).  

2.3.6.2. Burden Of Viral IID In Adults 

Viral pathogens contribute significantly to IID in adults. de Wit et al examined 

the incidence and cause of IID in two studies; one of patients attending GPs between 

1996-99 and the second a general population-based cohort study in the Netherlands 

(de Wit et al, 2001 (i); de Wit et al, 2001 (ii)). The GP study (which examined 34 

sites) covered all age groups and took place between 1996-99. Faecal samples were 

taken from 857 patients and tested for viral and other microbiological pathogens. 

Overall, 37.5% of cases of IID tested positive for at least one pathogen (15.4% of 

cases were positive for a virus, 16.5% were positive for bacteria, and 8.3% were 

positive for parasites). The burden of viral pathogens was greatest in the 0-4 years age 

group (44.7%). It was less in the older age groups (15.4% in the 5-14 years age group, 

14.1% in those aged 15-29 years, 7.3% in 30-59 year olds, and 7.8% in those aged 

over 60 years). In comparison the bacterial pathogens, in particular Campylobacter 

spp, were restricted mainly to the older age groups (2.6% in the 0-4 age group, 15.6% 

in the 5-14 age group, 14.7% in those aged 15-29 years, 10.5% in 30-59 year olds and 

7.8% in patients aged over 60 years). From this study it can be seen that although 

viruses are not the most common cause of IID in adults presenting to GPs the disease 

burden is still substantial. In the population-based cohort viruses were detected in 

33.5% of community managed cases of IID (bacteria were detected in 2.4% of cases 
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and parasites 6.8%). Viral pathogens were found to be responsible for most cases of 

IID in all age groups with the majority of viral diagnoses attributable to norovirus.  

The norovirus burden was thus higher in the community setting, possibly because it 

results in milder infections that do not necessarily require GP or hospital attention. 

2.3.6.3. Burden Of Viral IID In Outbreaks 

It has recently been established that the majority of IID outbreaks are caused 

by norovirus. Fankhauser et al examined 284 outbreaks submitted to the Centre for 

Disease Control (CDC) from 1992-2000 (Fankhauser et al, 2002). Of these, 93% were 

found to be caused by norovirus. Similar findings have been reported elsewhere 

(Chatterjee et al, 2004; Inouye et al, 2000; van Duynhoven et al, 2005). For example, 

Lopman et al reviewed the causes of outbreaks reported in a number of European 

studies occurring between 1995-2000 (Lopman et al, 2003). Noroviruses were shown 

to cause most cases of outbreaks in England and Wales (96%), Germany (100%), 

Sweden (97%), the Netherlands (84%), Slovenia (43%) and Spain (57%). The other 

viruses discussed are also known to cause outbreaks of IID, however outbreaks of this 

type are much less common than those caused by norovirus. 

2.4. Laboratory Methods For The Diagnosis Of Viral Causes Of IID 

Laboratory diagnosis of viral IID is important, as the aetiological causes of IID 

(bacteria, parasites or viruses) cannot be differentiated based on clinical or 

epidemiological data alone. There are many tests available for the detection of viral 

causes of IID. Some are predominantly used in the research setting whereas others are 

commonly used in routine diagnostic services.  

The requirements of a diagnostic test are quite different to an assay that is to 

be used in the research setting. Both settings require tests that have high sensitivity 

and specificity, however in the diagnostic setting speed, throughput and ease of use 

are also essential. Ideally, for a diagnostic test to be clinically useful it should be 

sensitive, specific, rapid and high throughput. A test with these characteristics will 

bring several advantages. First, the high sensitivity and specificity will increase the 

likelihood of the clinician receiving an accurate etiological diagnosis. Providing an 

etiological cause rather than a “syndromic” diagnosis allows clinicians and public 

health officials to make informed management decisions regarding patient care based 

on knowledge of the prognosis, length of infectiousness and possible transmission 
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routes. A rapid diagnosis may also prevent unnecessary tests for other potential causes 

or empirical treatment. Although not generally recommended for treating IID, a recent 

study in Ireland found that approximately 7.5% of patients who consulted a GP for 

symptoms of IID received antibiotics, which represented 15% of all treatments 

prescribed (Acute Gastroenteritis in Ireland, North and South-A Telephone Study, 

2003). A rapid and accurate diagnosis may also help reduce unnecessary or prolonged 

hospitalisations whilst other tests are carried out. Taken together, all these factors will 

also help reduce health care costs. Rapidity is particularly important in the outbreak 

setting as it may influence decisions on infection control measures such as patient 

isolation or cohort nursing. A high throughput test will contribute to rapidity and will 

increase the robustness of the assay when faced with seasonal peaks in sample 

submissions and sudden increases resulting from the emergence of a new virus type. 

From the laboratory standpoint, an ideal test should not be expensive to implement 

and maintain. In addition, it should also be easy to use and robust since the tests may 

be operated by less specialised staff. 

Accurate and rapid diagnosis will also inform public health surveillance 

systems. Rapidity ensures surveillance data is timely whereas the ability to provide an 

accurate result allows the morbidity, mortality and economic cost of particular 

infections to be measured and prevention measures to be planned or evaluated.  

Since the initial discovery of viral causes of IID by EM in 1972 several 

techniques for the detection of viral causes of IID have been developed. These include 

the direct detection techniques culture and EM, antigen detection assays and the 

nucleic acid detection technologies such as PAGE, hybridisation and PCR. The 

advantages and disadvantages of each of are described in the following sections 

2.4.1. Direct Detection Of Viral IID. 

2.4.1.1. Culture Methods 

One of the shared characteristics of the different viral causes of IID is their 

fastidious nature. There have been few reports of the successful use of culture systems 

to grow these viruses. Those that have been successful have often used specialist cell 

lines that are not commonly used in laboratories. For example, a permissive cell line 

for rotavirus is the monkey kidney epithelial cell line MA104 (Brydon et al, 1977; 

Purdham et al, 1975; Babiuk et al, 1977; Urasawa, Urasawa and Taniguchi, 1981). 
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Group B rotavirus has also been successfully cultured and is distinguished from group 

A rotavirus by forming multinucleated syncitia. Norovirus and sapovirus have proved 

impossible, thus far, to culture in either cell lines or organ cultures. Duizer et al 

attempted to culture norovirus in 24 different cell lines with and without various 

supplements (Duizer et al, 2004). No successful growth was reported. Wobus et al 

successfully cultured a murine norovirus in dendritic and macrophage cell lines 

(Wobus et al, 2005). However, whether or not this cell line can be used in human 

norovirus strains remains to be seen. Astrovirus has been frequently isolated using the 

cell line Ca-Co-2 (Grimm et al, 2004; Brinker et al, 2000; Pinto, Diez and Bosch, 

1994). Rohayem et al compared Ca-Co-2 to Reverse Transcriptase Polymerase Chain 

Reaction (RT-PCR) for the diagnosis of astrovirus. In 287 samples Ca-Co-2 detected 

8 as positive whereas 19 were detected by RT-PCR. Other cell lines that can be used 

for astrovirus include MA104 and T84. Adenovirus types 40 and 41 have been 

successfully cultured in the cell line Graham 293 (Szucs and Uj, 1998).  

In general most of the methods described above are prolonged and laborious 

and not suited for high throughput work. As a result viral culture is rarely used for 

diagnosis, as other methods are more sensitive, rapid and are easier to use. However, a 

culture system is still desirable in order to carry out viability studies to assess 

detergents and future antivirals. 

2.4.1.2. Electron Microscopy 

EM was instrumental in the discovery of the viral causes of IID and as a result 

has been the diagnostic gold standard for many years. It is an open technique allowing 

the detection of a number of pathogens if present in the sample (Biel and Madeley, 

2001). This characteristic is also useful in the search for new pathogens (Curry, 2003). 

Of all the viral causes of IID rotavirus is probably the most easily identified using this 

method as the virus can be excreted in large quantities for prolonged periods (over 

1010 viral particles/ml has been described). Furthermore, rotavirus can be readily 

identified by its “wheel like” appearance under EM. However, other viral pathogens 

are more difficult to detect using EM. The “star like” appearance of astrovirus is often 

only present in around 10% of the viral particles. The “cup like” depressions of 

norovirus are often indistinct although they tend to be more distinct in sapovirus. As a 

result astrovirus and norovirus pathogens can often be mistaken for each other.  
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The overall detection limit of EM is approximately 106 viral particles/ml of 

faecal sample. However, viruses causing IID are often shed at levels below this 

detection limit, especially a few days after the onset of symptoms. As a result EM is 

reliant on collecting samples early on in the illness, when viral shedding is at its 

greatest. Furthermore, if samples are not refrigerated before examination the viral 

particles can break down reducing the sensitivity of the assay still further 

(McCaughey et al, 2000).  

Samples that contain no virus or levels of virus below the detection limit can 

take time to examine, since the whole sample has to be scanned in detail to check for 

the presence of the virus, thus prolonging turn-around-times and lowering throughput. 

The use of Immune Electron Microscopy (IEM) can increase the sensitivity, 

specificity and rapidity of EM. IEM utilises convalescent serum or immune serum and 

mixes this with faecal sample. The viral particles, if present, should then form large 

antibody-antigen complexes, which are easier to detect by EM. The adaptation of this 

method to include a grid coated in antibody (called Solid Phase IEM or SPIEM) is 

also useful (Kjeldsberg, 1994; Wood et al, 1989; Svensson, Grandien and Pettersson, 

1983; Svensson and von Bonsdorff, 1982). Both methods have also been used to 

serotype viral pathogens and measure immune responses.  

Overall, however, EM is laborious since each sample requires detailed manual 

examination, which predisposes it to low throughput. It is also insensitive in 

comparison to other techniques (Buesa et al, 1996; Pang et al, 1999; Simpson et al, 

2003). It requires highly trained personnel and expensive equipment. Automated 

systems have been described which reduce the need for specialised personnel 

(Utagawa et al, 2002), however these are often very expensive. The large initial cost 

of EM (in terms of both equipment and building costs) and continued maintenance 

costs has resulted in EM being restricted to specialised virology testing centres.  

2.4.2. Antigen Detection Methods 

Since the 1980s an increasing number of in-house and commercial antigen 

detection methods have been described for the detection of viral IID. These methods 

have many advantages over EM. They are easy to use, high throughput and have a 

rapid turn-around-time (less than 4 hours from sample arrival to result). They are also 

less expensive than EM as they do not need specialised equipment or large laboratory 

space.  As a result these assays tend to be used by a wider range of laboratories for the 
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detection of viral causes of IID. Commercial assays have proved particularly useful, 

as the reagents are already provided, they have good standardisation, Quality Control 

(QC) and technical support. These assays are available in numerous formats including 

Enzyme ImmunoAssay (EIA), Latex Agglutinations assays (LA), and 

ImmunoChromatoGraphy methods (ICG). 

Most of the commercial antigen detection assays available are for the detection 

of rotavirus and adenovirus. Methods are also available for the simultaneous detection 

of both viruses (Giordano et al, 2005; Rabenau et al, 1998).  

For rotavirus, most assays utilise monoclonal or polyclonal based assays that 

target the conserved VP6 antigen (Anand et al, 2001; Eing et al, 2001; Kelkar et al, 

2004). Monoclonal-based EIA assays (developed in the 1990s) are more sensitive 

than polyclonal based assays, whilst both tend to be more sensitive than LA methods 

(Dennehy, Gauntlett and Tente, 1988; Thomas et al, 1988; Altindis et al, 2004). 

However LA is more rapid than EIA (Thomas et al, 1994; Kohno et al, 2000). ICGs 

are now regarded to be as sensitive as EIA and as rapid as LA for rotavirus diagnosis 

(Wilhelmi et al, 2001; Bon et al, 2005).  

All of the above antigen detection methods are considered at least as sensitive 

for rotavirus, if not more so, than EM. Detection limits tend to be between 104-107 

viral particles/ml. However, their reduced specificity can result in false positive 

results. This is especially true during non-peak times of the year (Moore, Steele and 

Alexander, 2000; Banyai et al, 2003; Sanekata et al, 1990). Other problems include 

their reduced sensitivity in adult patients and in others who shed low levels of 

rotavirus (Anderson and Weber, 2004). They are also, at present, unable to detect non 

group A rotavirus strains (James et al, 1998). 

There are a number of commercial antigen detection methods available for 

adenovirus including EIA, LA and ICG (Moore, Steele and Alexander, 2000; Banyai 

et al, 2003; Sanekata et al, 1990). Most of the assays target the hexon antigen and are 

either in monoclonal or polyclonal format (Vizzi et al, 1996; Wood et al, 1989; Wood 

et al, 1989; Nishio et al, 1990). Monoclonal-based EIAs tend to be superior to LA and 

ICG. In comparison to EM, the assays show comparable or slightly greater sensitivity. 

As with rotavirus however, antigen based methods for adenovirus detection have 

reduced specificity and can result in false positive reactions (Moore, Steele and 

Alexander, 2000; Banyai et al, 2003; Sanekata et al, 1990).  
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The development of an antigen detection assay for noroviruses has been 

hampered by their variability and complicated immune reactions (described earlier). 

Early antigen detection methods were in-house and targeted viral capsid proteins 

using hyper immune sera from mice, guinea pigs and rabbits, targeting viral capsid 

proteins. These assays often failed to detect all of the different types of norovirus and 

thus were restricted to research laboratories only (Nakata, Estes and Chiba, 1988). 

Some in-house assays were specifically devised to detect the predominant strains, 

allowing other methods to be used on a smaller subset of samples (Vipond et al, 2000; 

Matson et al, 1989). The ability to express norovirus capsid proteins in a 

baculoexpression system allowed the generation of VLPs. VLPs have been used to 

immunise animals, producing both monoclonal and polyclonal antibodies. This led to 

the discovery of genotype and genogroup specific antibodies, which in turn led to the 

development of a small number of commercial EIAs for the detection of norovirus. 

Studies have shown these assays to be more sensitive than EM. Richards et al 

compared a commercial polyclonal EIA (IDEIA, Dako Cytomation) with EM on a 

panel of outbreak specimens (Richards et al, 2003). Overall the sensitivity of the EIA 

was greater than that of EM (55.5% vs 23.9%). It was concluded that this EIA would 

prove useful in laboratories without access to EM or molecular methods such as PCR. 

However, this assay was later withdrawn and replaced with a monoclonal-based EIA. 

Burton-Macleod et al compared the monoclonal EIA (IDEIA, Dako Cytomation, Ely, 

UK) to another commercial EIA called the Denka EIA (Seiken Co. LTD, Tokyo, 

Japan) on 103 samples containing G1 and G2 norovirus, and representatives of other 

enteric viral pathogens (Burton-Macleod et al, 2004). Although the Denka kit was 

more sensitive than the Dako assay (70% vs 30%) the specificity was significantly 

reduced (69% vs 100%). The Denka assay also detected sapovirus. However, neither 

EIA was recommended for routine diagnosis. Recent assessments of other commercial 

EIAs for norovirus have also proved disappointing (Dimitradis and Marshall, 2006).  

There are relatively few antigen detection methods available for the detection 

of astrovirus. A number of in-house EIAs have been described in the literature with 

varying levels of sensitivity (Herrmann et al, 1990; Komoriya et al, 2003; Kohno et 

al, 2000). Recently commercial assays have become available. Putzker et al compared 

a commercial EIA assay (IDEIA, Dako Diagnostika, Hamburg, Germany) with EM 

on 213 faecal samples  (Putzker et al, 2000). Overall the EIA was able to detect all of 

the sample positives as EM from all 8 astrovirus groups. A recent study by Liu et al 
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compared the same commercial EIA with RT-PCR (using primers mon 269 and 270). 

They found that the EIA had comparable sensitivity to the RT-PCR assay (Liu et al, 

2005).  

At present there is no commercial assay available for the detection of 

sapovirus. Several in-house assays have been described. Most use polyclonal 

antibodies but these have tended to be insensitive (Hansman et al, 2005; Hansman et 

al, 2006). The use of VLPs for sapovirus may in future lead to the development of 

commercial assays for its detection. 

Overall, antigen detection methods are a useful laboratory diagnostic method. 

Studies have shown them to be at least as sensitive as EM with the advantage that 

they are rapid, easy to use, and high throughput. They are also inexpensive to 

implement in a laboratory, as they require little extra equipment or specialised 

training. However, despite these advantages, question marks remain over their 

specificity, especially for norovirus detection. They also have stringent requirements 

concerning the time from sample collection to testing taking place, which must be 

between 3-7 days depending on the pathogen under test. Furthermore, no commercial 

assay is currently available for sapovirus.  

2.4.3. Nucleic Acid Detection Assays  

2.4.3.1. Poly-Acrylomide Gel Electrophoresis (PAGE) 

An inexpensive and effective alternative to either EM or antigen detection 

methods for the diagnosis of rotavirus is polyacrylomide gel electrophoresis (PAGE). 

To carry out this technique the segmented dsRNA is extracted directly from faecal 

samples, electrophoretically separated on polyacrylomide gels and then detected by 

silver staining (Steele et al, 1993; Johnson and McCrae, 1988). The sensitivity is as 

good as EIA and can be improved using nucleic acid extraction techniques. This 

method detects all rotavirus types and allows group A rotavirus to be differentiated 

from other rotaviruses as it has a distinctive banding pattern to that of group B and C. 

However, the steps described above mean that this method is laborious and therefore 

not routinely used in laboratories. 

2.4.3.2. Hybridisation 

A number of hybridisation assays have been described that use complementary 

labelled probes such as radio labelled dioxygenin (Willcocks et al, 1991; Moe et al, 
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1991). Some of these assays have been shown to be as sensitive and specific as EIAs 

for rotavirus (Ali et al, 1993; Flores et al, 1983). However, hybridisation assays for 

variable RNA viruses such as norovirus and sapovirus have shown reduced 

sensitivity, mainly because of the difficulty in targeting conserved areas. As a result 

these assays quickly became redundant, as laboratories preferred the increased 

sensitivity of other molecular techniques such as PCR (described in the following 

section). 

2.4.3.3. Polymerase Chain Reaction (PCR) Assay 

PCR (shown in Figure 9) is a very sensitive technique allowing the detection 

of minute quantities of virus (Mullis and Faloona, 1987; Holland et al, 1991). PCR 

utilises a pair (or more) of synthetic oligonucleotides called primers, which are 

specific to a conserved region (of defined length) of the genome of the virus to be 

detected. These primers are then added to a mixture containing dNTPs (nucleotides), 

various buffers, and an enzyme called Taq DNA polymerase. To this mixture the 

nucleic acid from a clinical sample is added. This PCR mixture then undergoes a 

cycle of temperature changes consisting of: a denaturation step that causes the DNA 

strands to separate; an annealing step during which the primers bind to the target 

sequence; and an extension step where the Taq DNA polymerase uses the primers as a 

substrate to create a complimentary strand, by adding dNTPs to the primers. At the 

end of one PCR cycle the number of starting target sequences doubles. After 30-50 

cycles millions of copies of the original template can be made.  

Although principally a DNA detection technique the detection of RNA can be 

achieved by the addition of a Reverse Transcriptase (RT) step, which converts RNA 

to cDNA that can then be used in PCR reactions.  

Successful PCR relies upon numerous factors. Efficient nucleic acid extraction 

is needed to purify the nucleic acid from the clinical sample and remove substances 

that may inhibit the PCR (Rasool, Monroe and Glass, 2002). There are many different 

methods available for this (Hale, Green and Brown, 1996; Kok et al, 2000; Santos and 

Gouvea, 1994). Many are in a commercial kit format thus improving the reliability 

and ease of use of the extraction process. Many of these kits also work using an 

automated robot format allowing multiple samples to be extracted reliably and within 

a short time period, which is useful in a high throughput (i.e. diagnostic) laboratory 

and helps improve the rapidity of PCR.  
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Another important factor for successful PCR is the choice of primers. Primers 

should be designed to detect and amplify conserved regions of the target virus. 

Targeting variable regions may prevent primers from binding and can result in false 

negative PCR results. 

Figure 9: The Polymerase Chain Reaction assay. 

 

The use of multiple primers (known as multiplex PCR) allows the detection of 

multiple pathogens within a single PCR reaction (O’Neil et al, 2002). Multiplexing a 

number of PCR methods into a single tube can improve test rapidity by allowing a 

number of tests to be carried out in one step and can also reduce tests costs by using 

less reagent.  

Carrying out a nested PCR can increase the sensitivity of a PCR test. Nested 

PCR consists of a second PCR reaction that uses the PCR product as a template and 

primers that target an area within the first PCR target region. However, although this 
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increases the sensitivity of the PCR, it also raises the risk of false positive results due 

to contamination. 

Currently, two forms of PCR assay exist - conventional methods and the more 

recent real-time PCR techniques. Both are based on the above chemical reaction and 

differ only in how the result is analysed. In conventional PCR, which was the first 

kind to be developed, the product from the PCR reaction is detected by adding a 

volume of the PCR mixture to an agarose gel once the reaction is complete. After 

electrophoresis the gel is examined under ultraviolet light. If the target was present in 

the original sample a band of defined length (corresponding to the target sequence) is 

observed. Other methods of confirmation include micro-titre plate hybridisation and 

southern hybridisation (van der Vliet, Hermans and Klatser, 1993; Keller et al, 1990). 

This form of PCR therefore provides end point analysis, which means that the result is 

only available at the end of the test.  

Real-time PCR, in contrast, allows visualisation of the PCR process as it 

occurs. This technique first began to appear in the late 1990s. Instead of a band on a 

gel a positive reaction is shown by an increase in flourescence above background 

levels. The PCR cycle point at which the sample becomes positive is called the cycle 

threshold (Ct). The Ct is directly related to the starting target copy number. The lower 

the Ct (i.e. the nearer it is to zero) the greater the starting target copy number (Figure 

10), which means that real-time PCR is a semi-quantitative assay and with the use of 

known standards can be made fully quantitative (Kang et al, 2004). 

There are a number of chemistries available for real-time PCR including dual-

labelled probes (formally known as TaqMan™ probes), molecular beacons, Minor 

Groove Binding probes (MGB), fluorescent-labelled primers and DNA chelating dyes 

(Figures 11-14). The advantages and disadvantages of these chemistries are discussed 

in Table 3. Most published assays use dual-labelled probes or molecular beacons. This 

is probably due to the fact that the addition of a probe or beacon improves specificity, 

since this and the primers have to bind to the PCR to provide a positive result. 
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Figure 10: Real-time PCR fluorescent curve. 

 

The figure shows a representative amplification plot (fluorescence signal versus cycle number) for real time PCR. In the initial cycles of 

PCR, there is little change in fluorescence signal (This is the baseline for the amplification plot). An increase in fluorescence above the 

baseline indicates the detection of accumulated PCR product. The parameter Ct (threshold cycle) is defined as the cycle number at which 

the fluorescence passes the fixed threshold. So the higher the initial amount of the target in the sample, the sooner accumulated product 

is detected in the PCR process as a significant increase in fluorescence, and the lower the Ct value.  
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Figure 11: Dual-Labelled Probes. 

 

 

 
 

Dual-labelled probes (also known as Taqman™ probes) are oligonucleotides that contain a fluorescent dye on the 5' base, and a 

quenching dye located on the 3' base. When excited the fluorescent dye transfers energy to the nearby quenching dye molecule rather 

than fluorescing, resulting in a nonfluorescent probe. Dual labelled probes are designed to hybridise to an internal region of a PCR 

product. During PCR, when the polymerase replicates a template on which the probe is bound, the 5' exonuclease activity of the 

polymerase cleaves the probe. This separates the fluorescent and quenching dyes, allowing detection of the signal from the reporter dye. 

Fluorescence increases in each cycle, proportional to the rate of probe cleavage (http://probes.invitrogen.com). 
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Figure 12: Molecular Beacons. 

 

 

Here the primer binding site is within the loop. Molecular beacons contain fluorescent and quenching dyes and are designed to adopt a 

hairpin structure while free in solution, bringing the fluorescent dye and quencher into close proximity. When a molecular beacon 

hybridises to a target, the fluorescent dye and quencher are separated and the fluorescent dye emits light upon irradiation. Unlike dual 

labelled probes, molecular beacons are designed to remain intact during the amplification reaction. (http://probes.invitrogen.com) 
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Figure 13: Scorpion primers. 

 

 

Schematic representation of real-time PCR with Scorpion primers. In the hairpin loop structure, the quencher (black circle) forms a 

nonfluorescent complex with the fluorophore (green circle). Upon extension of the amplicon, the Scorpion probe hybridises to the newly 

formed complementary sequence, separating the fluorophore from the quencher and restoring the fluorescence 

(http://probes.invitrogen.com). 
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Figure 14: Uniprimers. 

 

 

 

Schematic representation of real-time PCR with UniPrimers. In the first round of amplification, the reverse primer, containing a special 

sequence tag, primes synthesis along the template. In the second round, the forward primer primes synthesis that extends through the 

special sequence tag, forming a complementary sequence to the tag. In the third round, the UniPrimer hybridizes to this complementary 

sequence via the special sequence tag. The hairpin structure of the UniPrimer ensures that the quencher (black circle) suppresses the 

fluorescence of the fluorophore (green circle). Finally, in the fourth round, synthesis extends through the hairpin loop, relieving the 

quenching of the fluorophore (http://probes.invitrogen.com). 
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Table 3: Comparisons of the various technologies available for real-time PCR. 

Chemistry Advantages Disadvantages 

Molecular beacons Specific 

Sensitive 

Susceptible to probe mis-match 

Expensive 

Low fluorescence 

Less available 

Dual-labelled probes Specific 

Many publications available 

Increased fluorescence 

Less susceptible to probe mis-match 

Many manufacturers 

False negative results can still 
occur 

Minor groove binders Specific 

Increased fluorescence produced 

Can be used in small conserved areas 

Susceptible to probe mis-match 

Few suppliers 

Expensive 

Labelled primers 
(e.g. sunrise, 
scorpion, and lux) 

Cheap (no probe needed) 

As sensitive as probe-based technology 

Less homology needed (no probe region) 

Primer-dimer formation 

Strict design criteria 

Chelating dyes Cheap 

Used on large regions 

Primer-dimer formation 

Less specific than other methods 

 

Since both conventional and real-time PCR methods detect nucleic acid rather 

than viral particles or antigen, these tests involve less stringent requirements than 

either EM or EIA concerning the time taken between sample collection and testing. 

Both methods have also been shown to offer significantly improved sensitivity in 

comparison to other diagnostic methods (for a full review of each of the PCR methods 

available see Chapter 3), although more data is available on the performance of 

conventional PCR due to the relatively recent nature of real-time technology. For 

example, for rotavirus detection, Buesa et al carried out a comparison of conventional 

RT-PCR, PAGE and EM on 200 samples. The PCR assay detected 66 positive 

samples, whereas PAGE and EM detected 59 and 56 positive samples respectively 

(Buesa et al, 1996). Similar results were found by Pang et al, who compared a 

different gel-based RT-PCR with a commercial EIA (Rotaclone) on a total of 2398 

infants. In Pang et al’s study, 256 cases of rotavirus-associated gastroenteritis were 

detected by EIA whereas with RT-PCR, 84 (33%) more cases of rotavirus 

gastroenteritis were diagnosed (Pang et al, 1999). Similarly, Simpson et al compared 

a real-time RT-PCR assay with EM on 305 samples collected from children under five 

years of age with acute gastroenteritis (Simpson et al, 2003). The RT-PCR method 

detected 86 rotavirus-positive samples, compared to 70 using EM (an increase in 

detection rate of 22.9%). Similar increases in detection have been observed when 

comparing PCR to EM for adenovirus. For example, Simpson et al detected 40 
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adenovirus-positive samples using real-time PCR compared to 12 detected by EM (an 

increase of 233%). 

Similar, if not greater, increases in detection rate have been observed when 

using PCR for the detection of norovirus, astrovirus and sapovirus. Early studies using 

EM and EIA often failed to detect these viruses. For example, Waters and colleagues 

used EM and EIA to examine 1386 samples from children admitted to hospital in 

Canada with IID. Although the detection rate for rotavirus and adenovirus was in line 

with other studies, the detection rates for norovirus, astrovirus and sapovirus were 

found to be 2%, less than 1% and less than 1% respectively (Waters et al, 2000). An 

Italian study examining 417 children hospitalised with IID found, using EM, 

astrovirus in less than 1% of cases. No cases of norovirus or sapovirus were reported 

(Donelli et al, 1993). The use of PCR has significantly increased the detection rate of 

these pathogens. For example, Frogatt et al examined 3,172 samples from children 

(aged under 7 years) in Bristol, UK (Froggatt et al, 2004). Using EM, 0.9% of cases 

tested positive for norovirus. The use of EIA and a gel-based RT-PCR increased the 

detection rate to 4.2% and 10.3% respectively. In the study carried out by Simpson et 

al norovirus was detected using real-time RT-PCR in 46 samples compared to 6 using 

EM. This study also showed an increase of astrovirus positives (7 vs 3) and 

sapoviruses (8 vs 1) using the real-time PCR assay.  

This increased sensitivity of PCR in comparison to other techniques has in 

recent years helped establish that viral pathogens are the major cause of sporadic IID 

in children both requiring hospitalisation and presenting to GPs, and that these 

pathogens also contribute significantly to sporadic IID in adults  (Simpson et al, 2003; 

de Wit et al, 2001 (i); de Wit et al, 2001 (ii)) 

The greatest impact, however, has been in the diagnosis and investigation of 

outbreaks of IID. Before the application of RT-PCR in the late 1990s the aetiology of 

most outbreaks of IID was undetermined. This was highlighted by Bean and Griffin 

who examined 7500 outbreaks of IID reported to the CDC between 1973-87 (Bean 

and Griffin, 1990). Of these, only 38% had a diagnosed aetiological cause (1.8% were 

attributed to viruses). In contrast, the utilisation of PCR methods has now established 

that the majority of IID outbreaks are caused by norovirus. Fanklauser et al examined 

284 outbreaks submitted to the CDC from 1992-2000 using a conventional gel-based 

PCR (Fankhauser et al, 2002). Of these, 93% were found to be caused by norovirus. 

Similar findings have been reported elsewhere based on the use of PCR techniques 
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(Chatterjee et al, 2004; Inouye et al, 2000; van Duynhoven et al, 2005). For example, 

Lopman et al reviewed the causes of outbreaks reported in a number of European 

studies occurring between 1995-2000 (Lopman et al, 2003). Noroviruses were shown 

to cause most cases of outbreaks in England and Wales (96%), Germany (100%), 

Sweden (97%), the Netherlands (84%), Slovenia (43%) and Spain (57%). The other 

four viruses discussed are also known to cause outbreaks of IID, however outbreaks 

of this type are much less common than those caused by norovirus. 

There is some concern that PCR techniques may in fact be over-sensitive, 

detecting low levels of virus that may be due either to prolonged shedding after the 

resolution of symptoms or to asymptomatic infection in patients with illness due to 

other causes. 

Prolonged viral shedding after the resolution of symptoms has been detected in 

a number of cases (Richardson et al, 1998; Ball et al, 2005; Rockx et al, 2002; Cliver, 

1997). Moreover, the fact that in such cases the more sensitive PCR techniques have 

detected virus for the longest periods suggests that it is shed at low levels. Richardson 

et al, for example, followed up 37 children with acute rotavirus infection. Using EIA 

rotavirus was detected up to 21 days (with a mean of 7 days) after infection whereas 

RT-PCR detected rotavirus up to 57 days post-infection. Here, the mean was 10 days 

(Richardson et al, 1998). The extended duration of shedding could not be linked to 

disease severity or age. Norovirus shedding, also, has been detected up to 7 weeks or 

more post-infection (Ball et al, 2005; Rockx et al, 2002) whereas sapovirus and 

astrovirus have been detected up to 2 weeks post-infection using RT-PCR (Rockx et 

al, 2002; Cliver, 1997). However, the percentage of infections that result in prolonged 

shedding has yet to be established and may be in the minority (Rockx et al, 2002; de 

Wit et al, 2001).  

True asymptomatic infections have also been observed in a small number of 

studies and are likely to be the result of a complicated relationship between various 

viral and host factors (Graham et al, 1994). For example, Graham et al inoculated 50 

volunteers with norovirus and of these 32% showed seroconversion and viral 

shedding in the absence of clinical symptoms. Recent studies have attempted to 

demonstrate that a link exists between the severity of the illness and the level of virus 

shed, with the suggestion that less severe or asymptomatic infections result in low 

levels of shedding. Kang et al, for example, used a real-time PCR to quantitate 

rotavirus shedding and compared it to Vesikari severity scores in 66 children 
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presenting to hospital with IID (Kang et al, 2004). Those with mild to asymptomatic 

infection were found to have very low viral loads (i.e. Ct values close to 40 cycles) 

compared to those with more severe infection. Similarly, Pang et al compared RT-

PCR to EIA on children with IID (Pang et al, 1999). The RT-PCR detected more 

cases of rotavirus in comparison to the EIA, but these were more often from those 

with mild/asymptomatic infection. These findings have not been restricted to 

rotavirus. Richards et al used real-time PCR to quantitate norovirus shedding in 

volunteers with symptomatic and asymptomatic infection (Richards et al, 2004). Two 

of the 3 volunteers with asymptomatic infection (note a very small sample size) were 

found to have a low level of viral shedding. Gallimore et al tested asymptomatic staff 

and patients after an outbreak of norovirus in a hospital ward (Gallimore et al, 2004). 

In total, 87 asymptomatic staff were tested and of these 26% were positive for 

norovirus. Since these were detected by a nested method but not by a less sensitive 

single round PCR it was suggested that the virus in the asymptomatic cases was being 

shed at low levels.  

However, others studies have failed to find a link between viral shedding and 

disease severity. In the study mentioned above by Richards et al one of the 

asymptomatic patients was found to have a high viral load in the stool. Conversely, 

low levels were also detected in a number of symptomatic volunteers with more 

severe infection. Zhang et al also used real-time PCR to correlate astrovirus viral load 

and severity in 54 patients presenting at hospital with gastroenteritis (Zhang et al, 

2006). Here, no link between viral load and severity was observed. Consequently, the 

link between low level viral shedding and asymptomatic infection has yet to be 

confirmed.  

Furthermore, the rate of asymptomatic infection in different patient groups and 

the population at large has also yet to be determined. Much of what is known about 

the rate of asymptomatic IID infections has come from a small number of case-control 

studies. Some of these studies have suggested that asymptomatic shedding is very 

common, whereas other studies have found it to be rare or have failed to detect such 

cases at all. Many of these differences are likely to be a result of the tests used, the 

cohort examined and the country the study was carried out in. For example, Tompkins 

et al examined the detection rate of various pathogens in cases of IID and controls in 

both a general population and a GP cohort (Tompkins et al, 1999). This study used 

EM and EIA to test for viral pathogens. Detection rates were found to be low (1.1%-
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1.2%) in both control groups, with rotavirus and norovirus most common in both 

populations. Recently, the same samples were re-tested using more sensitive PCR 

methods for norovirus, rotavirus and sapovirus (Amar et al, 2007). The detection rate 

for norovirus, rotavirus and sapovirus in the control groups increased significantly 

from the previous study to means of 16% (range 5-31%), 14% (range 4-29%) and 2% 

(range 0-13%) respectively. Examining the detection rate by age group showed that 

the highest values were detected in the young. It is important to note, however, that 

children under 5 yrs of age may have been over-represented in the study resulting in 

an inflated mean detection rate. Moreover, information on whether the control cases 

had had a recent gastrointestinal illness was not known, which is a serious flaw as the 

detections may not have been due to true asymptomatic cases but examples of 

prolonged shedding following infection. Other case control studies have used 

molecular methods for the detection of viral pathogens. For example, de Wit et al 

used RT-PCR to test for norovirus and sapovirus and EIA methods to test for 

adenovirus, astrovirus and rotavirus. They detected viruses in approximately 9.1% of 

controls taking part in a community cohort study (de Wit et al, 2001). Of this total, 

norovirus was detected in 5.2% of the control samples. Again, however, this value 

may have been an over-estimate as children were over-represented in the study 

(Marshall et al, 2004). However, similar rates for norovirus asymptomatic infection 

have been found in studies in Japan and Mexico (Garcia et al, 2006; Akihara et al, 

2005). High levels of asymptomatic infection have also been found in the outbreak 

setting (Vinje et al, 1997) and in countries with low socioeconomic conditions (Garcia 

et al, 2006). On the other hand other studies have failed to detect norovirus at all in 

asymptomatic control groups (Marshall et al, 2004). Marshall et al tested samples 

from 399 asymptomatic individuals with a nested RT-PCR and failed to detect a 

single norovirus case. Meanwhile, few studies have applied molecular techniques to 

investigate the detection rate of adenovirus and astrovirus in asymptomatic patients.  

In summary, therefore, the concern that PCR techniques may be over-

sensitive, detecting asymptomatic cases of IID or cases following resolution of the 

symptoms, is based on several assumptions that have yet to be fully proven. Although 

there is evidence that prolonged shedding post-infection does take place, the 

proportion of infections that this applies to has yet to be established and may be in the 

minority. Meanwhile, data on whether asymptomatic infection is associated with viral 

shedding (at low levels) is more contradictory, as is the evidence on the rate of such 
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infections in patient groups and the population at large. While it is possible, therefore, 

that the use of PCR may result in some cases of unnecessary detection of IID these are 

likely to be in the minority.  

Whilst similar levels of sensitivity are achievable using both types of PCR, in 

practical terms there are some differences between them that mean real-time 

techniques are more likely to be of use in a routine diagnostic setting. Despite 

conventional gel-based PCR having been available for some time, its use is still 

mainly restricted to specialist testing centres and research facilities. This is a result of 

many factors. Firstly, in order to reduce the risk of contamination the laboratory needs 

to be set up with a particular structure or flow through to prevent amplified product 

being reintroduced into subsequent PCR reactions. Conventional PCR is also 

technically demanding and requires specially trained staff in order to develop, 

implement and “trouble shoot” assays. The need for a post-amplification step such as 

agarose gel electrophoresis reduces the likelihood of automation and thus the potential 

for high throughput. As a result, although sensitive, the assay is not rapid or capable 

of processing a large number of samples at one time. The combination of these factors 

means that little use of conventional PCR is made in non-specialist and routine 

diagnosis laboratories. Despite this adaptations can be used to improve conventional 

PCR and increase its usefulness in the routine setting. For example, multiplexing 

more than one PCR test into a single test can reduce test costs and improve rapidity.    

Real-time PCR offers the potential to overcome many of the problems 

encountered with traditional gel-based PCR (Mackay, Arden and Nitsche, 2002; 

Lomeli et al, 1989; Heid et al, 1996; Pfaffl, 2001). In contrast to traditional gel-based 

PCR, for example, real-time PCR is a closed technique, which means all of the PCR 

steps take place in one tube (reverse transcriptase, PCR and detection). This 

characteristic is likely to improve reproducibility and robustness, and reduces the risk 

of contamination thus favouring automation and high throughput. As a result, real-

time PCR has the potential to be more rapid. The closed system also reduces the need 

for a strict laboratory set-up and as a result reduces implementation costs. The cost of 

reagents and equipment are also starting to reduce, as companies compete to provide 

to an increasing numbers of users. As a result, of all the methods discussed in this 

section, this thesis takes the view that it is real-time PCR that is most near to the ideal 

test outlined in the introduction. 
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2.5. The WOSSVC Diagnostic Service For Viral IID. 

The West of Scotland Specialist Virology Centre (WOSSVC) is based at 

Gartnavel General Hospital (GGH) in Glasgow. It is one of only two specialist 

virology centres in Scotland and provides a virology service for the whole of 

Glasgow. In addition, a significant proportion of its workload (over 40%) is from 

health boards outside Glasgow. The users include hospital-based users, users in 

primary care and general practice and private industry. Each year over 200,000 

investigations are performed. Since the late 1990s, as part of an ongoing programme 

of innovative service development the number of in-house molecular tests has 

increased significantly and these are now used in routine services for detecting viral 

and bacterial pathogens in Cerebrospinal Fluid (CSF) samples, respiratory samples, 

blood, urine, vesicle fluids and genial swabs.  

At the start of the research documented in this thesis, although the process of 

implementing molecular methods had begun in other areas, the WOSSVC diagnostic 

service for viral gastroenteritis was based solely upon electron microscopy. The 

laboratory offered this service for samples from outbreaks of IID, and samples from 

sporadic cases of IID in children less than 10 years of age and immunocompromised 

patients. However, as made clear in previous sections, EM is laborious and not suited 

to testing large numbers of samples. Furthermore recent research has clearly 

highlighted the insensitivity of EM in comparison to emerging techniques, particularly 

PCR. In the interests of continuing to improve the diagnostic service offered 

therefore, a need was identified to replace EM in the laboratory with an improved test 

for the detection of viral IID. Based on the literature PCR was identified as the most 

suitable candidate. However, although highly sensitive and able to test a number of 

samples at any one time, PCR has been found to be technically demanding to 

implement, maintain and troubleshoot. To date these factors have resulted in its use 

being largely restricted to a research setting. However, the view taken in this thesis is 

that such tests have the potential to be adapted for use in the routine setting, 

particularly real-time versions of this technique.  

Consequently, the overall aim of this work was to improve the routine 

diagnostic service for IID offered at the WOSSVC, by replacing EM as the frontline 

test with PCR methods adapted from the literature. This was broken down into several 

smaller objectives. The initial objective was to select and adapt appropriate PCR 
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techniques from the literature. The second was to compare these techniques to 

possible alternatives such as EIA and EM through a series of laboratory experiments 

to ensure their suitability. The final aim was to implement the new techniques in the 

routine service and examine their impact on the quality of the service offered. 

2.6. Summary 

This chapter has provided the background to the research presented in this 

thesis and through this the motivation for its existence. The chapter began with an 

overview of the public health importance of IID in developing and developed 

countries. Particular focus was then given to the cost of IID in developed countries in 

order to show that IID is a significant cause of morbidity in such countries and 

although mortality is low, the economic cost is substantial.  

This section was followed by a description of the five main viral causes of IID. 

For each pathogen a number of characteristics were described including: their 

virology, classification, elicited immune response, epidemiology, the clinical illness in 

which they result, methods of preventing this illness, infection control and treatment. 

This section was designed to show that these genetically complex pathogens are a 

cause of world wide sporadic illness and outbreaks in all age groups, and can cause 

severe and chronic illness in numerous patient groups. The multiple types and 

subtypes and the complex immune responses were highlighted to show that repeat 

infections can occur with each virus. The virology of each virus was also described in 

order to highlight the variable nature of some parts of the viral genomes. This is 

important when considering the design of molecular assays to test for these pathogens, 

which is a major part of the next chapter. Their numerous sources and transmission 

routes were also described in order to highlight how difficult these pathogens are to 

control and prevent.  

Following this, a review of the different laboratory methods available for the 

detection of viral IID was presented. This began with a description of the 

characteristics of an ideal diagnostic test in order to highlight that a routine diagnostic 

test has different requirements to an assay that is to be used as a research tool. The 

advantages and disadvantages of each diagnostic method were then described in this 

context. This section outlined the increased sensitivity offered by PCR techniques, 

which have helped to establish that viral pathogens are the most common cause of IID 



 79 

in children and outbreaks of IID and contribute significantly to such illness in adults. 

As such, services for their diagnosis are particularly important. It was then highlighted 

that conventional and in particular real-time PCR methods have the potential to be 

adapted for use in the routine diagnostic laboratory and the aims of the research were 

described.  
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Selection And Development Of The PCR 
Protocols For Investigation 

3.1. Overview  

This chapter describes in detail the selection and development of the PCR tests 

to be investigated as a potential replacement for the existing EM-based diagnostic 

service for viral gastroenteritis. The chapter begins by describing key decisions taken 

with regard to the structure of the proposed new service, based on a review of the 

literature (described in Chapter 2). These include the decision to split the service in 

two, with samples from outbreaks treated separately to those from sporadic cases of 

IID, and the decision on which pathogens to test for in each case. This is followed by 

a summary of the steps involved in a generic PCR assay. For each key stage (i.e. the 

sample preparation followed by the PCR method itself) the available protocols are 

then reviewed, and the factors affecting the eventual choices made for each of the 

outbreak and sporadic services are discussed. The methods selected in each case are 

described in detail, together with any adaptations necessary for use in the routine 

laboratory setting. The chapter ends with a full technical description of the sample 

preparation and PCR methods assessed in the research described in Chapter 4. 

3.2. Introduction 

It was established in Chapter 2 that norovirus is the principle cause of 

outbreaks of gastroenteritis, whilst for sporadic cases of IID there are five main viral 

causes: adenovirus, astrovirus, norovirus, rotavirus and sapovirus. Based on this 

information, the decision was taken to divide the new diagnostic service into two 

parts: a separate service for samples from outbreaks of IID and one for those from 

sporadic cases, with the distinction between the two types made via the clinical details 

provided on the specimen request form. This division of the service allows the tests in 

each case to be tailored to best match the known characteristics of the two types of 

viral IID. For the outbreak service, for example, the decision was taken to adopt a 

norovirus assay as the frontline test for sample investigation, based on an increasing 

number of reports showing norovirus to be the principle cause of outbreaks of IID 

(see Chapter 2). For the sporadic service, the decision was taken to employ this same 

norovirus assay together with PCR tests for adenovirus, astrovirus, rotavirus and 
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sapovirus to investigate sporadic cases of gastroenteritis in children under 10 years of 

age and immunocompromised patients (the patient groups already tested using the 

EM-based service). As shown in Chapter 2, these viral pathogens contribute 

significantly to IID in children and can cause severe and chronic infection in 

immunocompromised individuals of all age groups. In the case of the outbreak 

service, moreover, it was decided that samples which tested negative for norovirus 

should be examined further using the tests for the other non-norovirus pathogens. 

Testing for other possible causes of IID was rejected (in both services) since this 

would mean additional cost when the clinical significance of many of these pathogens 

is unclear.  

A PCR test for viral IID is made up of numerous individual stages including 

the sample preparation steps (stool extraction followed by nucleic acid extraction), 

and the PCR-related steps such as reverse transcription (if the target is RNA), the PCR 

step itself (or two PCR steps if using a nested protocol) and, if using a conventional 

PCR method, agarose gel analysis for the interpretation of results. Numerous methods 

are available for each of these steps that each differ in their sensitivity, specificity, 

ease of use, cost and rapidity. Furthermore, some of these steps can be bought from 

commercial companies whereas others must be carried out using in-house methods. 

As a result each method must be chosen carefully in order to develop a PCR test that 

is both effective and applicable for use in the routine diagnostic setting.  

This chapter motivates the choice of laboratory protocols for use in the 

proposed new molecular service for IID and describes each of the methods in detail. It 

begins by describing the methods chosen for stool and nucleic acid extraction. A 

review of the published PCR methods for the detection of the five main viral 

pathogens is then given. This discusses the advantages and disadvantages of each 

method and outlines relevant evaluation data. The factors that affected which of these 

assays were selected for further investigation in this research are then described, 

together with details of the eventual methods chosen and the adaptation of these to the 

routine setting.  
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3.3. Laboratory Methods 

3.3.1. Sample Preparation Methods 

Sample preparation in the form of stool extraction followed by nucleic acid 

extraction is a core part of all PCR based tests carried out on stool. Stool extraction is 

carried out in order to remove any sample debris that may inhibit nucleic acid 

extraction and other laboratory equipment. The nucleic acid extraction method is 

carried out in order to remove PCR inhibitors and, in some cases, to concentrate 

nucleic acid (Atmar and Estes, 2001). Concentrating the nucleic acid in a sample aids 

the sensitivity of the PCR test, as more nucleic acid can be added to a PCR reaction. A 

number of methods are available for each of the stool and nucleic acid extraction 

steps, the choice of which is independent of the PCR method chosen. 

3.3.1.1. Stool Extraction Protocol 

Faecal extraction consists of three main steps. First the stool is added to some 

form of liquid medium to make a 10-20% solution, which is then centrifuged in order 

to pellet cell debris. The supernatant is then removed and can be used for nucleic acid 

extraction. Various solutions and centrifugation speeds have been described in the 

literature (Schaffer et al, 1985; Logan et al, 2006; Lennette, Balows, Hausler and 

Sahdow, 1985 (Fourth Edition)). Solutions described include distilled water, 

phosphate buffered saline (PBS), viral transport medium (VTM), Hanks medium and 

specially designed medium from commercial companies, although no studies exist 

that focus on comparing the utility of these methods. The method implemented in this 

research uses PBS to make the 10-20% solution, which is then centrifuged at 3,000 

rpm for 30 minutes. Examples of its use can be found in the literature (Lennette et al, 

1985) and its effectiveness was already established in the laboratory as part of the 

existing EM protocol. Details of the exact implementation are outlined in section 3.4. 

3.3.1.2. Nucleic Acid Extraction Method 

Nucleic acid extraction is necessary to purify and concentrate nucleic acid 

(DNA and RNA) from stool samples and to remove any factors that may inhibit PCR. 

There are numerous in-house and commercial methods available for nucleic acid 

extraction.  

An in-house method commonly used for the extraction of nucleic acid from 

stool samples is the “Boom” method (Boom et al, 1990). This method uses guanidium 
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thiocyanate to lyse the stool samples. Acid phenol-chloroform-isoamyl alcohol is then 

used to extract nucleic acid from the lysed faecal samples and the nucleic acid is then 

purified by silica binding. This protocol has been shown to successfully extract 

ssRNA, dsRNA and DNA from stool samples (Rasool et al, 2002). Other published 

in-house methods used for the extraction of nucleic acids from stool samples include 

(Atmar and Estes, 2001); exclusion chromatography (using spin columns containing 

sephadex G200); heat release (heating stool samples for 5 minutes at 95-99oC); and 

antibody capture (virus-specific antibodies, bound to a 96-well plate, bind virus from 

clinical samples and viral RNA and/or DNA is released from the capsid after washing 

and heating). These methods differ in their ability to purify nucleic acids and are 

variously suited to particular sample types, viruses and nucleic acid types.  

In general, in-house extraction procedures are inexpensive and are therefore 

suited to use in the research setting. Their primary aim is to remove inhibitors from 

the sample and then efficiently extract nucleic acid. Of less importance are their ease 

of use and the number of samples that can be extracted at any one time. As a result, 

these methods tend not to be high throughput, can be difficult to standardise and 

require prolonged hands-on time, which increases the risk of error and contamination. 

These factors combined mean that such methods were not considered for use in the 

research described in this thesis. 

Numerous commercial companies offer methods for nucleic acid extraction 

(Fiebelkorn et al, 2002; Loens et al, 2007; Jongerius et al, 2000; Chiu et al, 2006).  

Most of these are based on either silica-gel-membrane or magnetic-particle extraction 

technology. Purification using silica-gel–membrane technology uses the “Boom” 

method described above and numerous kits are available that can extract RNA or 

DNA, or can perform total nucleic acid extraction from numerous sample types. 

Magnetic particle systems can also be used to extract both RNA and DNA. Samples 

are first lysed and then the target RNA or DNA (or both) is bound to the magnetic 

particles. The nucleic acid is then washed before elution.  

Although more expensive than in-house techniques, commercial methods are 

easy to use, standardised, and as a result offer improved Quality Control (QC). All of 

the necessary components are delivered in a single kit, including reagents that have 

been pre-optimised for the process. In comparison to in-house methods such systems 

can result in fewer errors, are more consistent, and reduce the risk of contamination. 

They are often available in a manual format that is suited to processing small numbers 
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of samples. However, a number of companies also offer automated extraction 

platforms that allow rapid, reliable and high throughput extraction (between 8-96 

samples in 1-4 hrs). As a result these are ideal for use in the routine diagnostic setting 

and were considered suitable for use in this research. 

 At the time of the research the Qiagen Biorobot 9604 with the Qiagen Blood 

kit was already in use for the nucleic acid extraction of samples for other molecular 

tests at the laboratory. Since this system was also found to meet the requirements of 

the proposed new service for viral IID it was also used in this research. Implementing 

an alternative additional system was not considered as this could be expensive and 

may not be of use for the other molecular assays that test for alternative sample or 

virus types. The Qiagen system utilises silica-gel-membrane extraction technology 

(based on the Boom method) and can process up to 96 samples and controls in 

approximately 2hrs. Following initial set-up the process is fully automated, which aids 

ease of use. This kit has been shown to offer sensitive extraction of both RNA and 

DNA from numerous sample types including faecal samples, blood, urine, vesicle 

fluid, genital swabs, respiratory samples (throat swabs, nasopharyngeal aspirates etc), 

CSF, tissue and blood spots (Qiagen, 2001). Moreover, PCR methods that use this 

extraction system have been shown to be sensitive via numerous External Quality 

Control (EQC) schemes including those provided by Quality Control for Molecular 

Diagnostics (QCMD), the National External Quality Assurance Scheme (NEQAS) 

and the United Kingdom Clinical Virology Network (UKCVN).  

As an indication of the Qiagen platform’s ability to sensitively extract RNA 

and DNA the results of three EQC panels tested at the WOSSVC are presented here 

(Table 4, Table 5 and Table 6). Results are shown for PCR tests on CSF, RSV, 

Human metapneumovirus (hMpV) and HSV positive samples (since no EQA panel is 

currently available for viral causes of IID). Although the panels are concerned with 

the PCR systems as a whole, the sensitivity of such systems is dependent on effective 

nucleic acid extraction and in each case was found to be high. This, together with its 

ability to extract both DNA and RNA from stool samples, and its high throughput, 

rapidity and ease of use made this automated extraction system highly suitable for the 

proposed molecular diagnostic service for viral gastroenteritis. Details of the exact 

extraction protocol are outlined in section 3.4. 
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Table 4: Results of a NEQAS EQA panel for molecular detection in CSF (2004). 

Sample 
Number 

Expected 
Result 

WOSSVC 
Result 

% Of NEQAS Participants With Correct Result 
(N=123) 

1 Enterovirus Enterovirus  98% 

2 HSV-1 HSV-1 100% 

3 HSV-2 HSV-2 97% 

4 VZV VZV 98% 

5 HSV-1 HSV-1 90% 

6 Negative Negative 100% 

 

Table 5: Results of a QCMD EQA panel for molecular detection in respiratory samples 
(2005). 

Sample 
Number 

Target 
Concentration  

(Genome Equi/Ml) 

Expected 
Result 

WOSSVC 
Result 

% Of QCMD 
Participants  

With Correct Result 
(N=16) 

1 10E-3 RSV RSV 87% 

2 10E-5 RSV RSV 69% 

3 10E-6 RSV RSV 56% 

4 - Negative Negative 100% 

5 10E-3 hMPV hMPV 93% 

6 10E-4 hMPV hMPV 86% 

7 10E-2 hMPV hMPV 93% 

 

Table 6: Results of a QCMD EQA panel for HSV-1 and 2 samples (2004). 

Sample 
Number 

Target Concentration 
(Genome Equi/Ml) 

Expected 
Results 

WOSSVC 
Results 

% Of QCMD Participants 
With Correct Result 

(N=143) 

1 - Negative Negative 95% 

2 7.5x10
6
 HSV-2 HSV-2 98% 

3 2x10
3
 HSV-1 HSV-1 62% 

4 2x10
3
 HSV-1 HSV-1 64% 

5 2x10
7
 HSV-1 HSV-1 97% 

6 - Negative Negative 95% 

7 1.2x10
6
 VZV VZV 93% 

8 2.5x10
3
 HSV-2 HSV-2 92% 

9 7.5x10
2
 HSV-2 HSV-2 77% 

10 2x10
4
 HSV-1 HSV-1 93% 

11 7.5x10
3
 HSV-2 HSV-2 93% 

12 6.7x10
3
 HSV-1 HSV-1 83% 

3.3.2. PCR Methods 

There are numerous PCR methods available in the literature that can be used 

for the detection of adenovirus, astrovirus, norovirus, rotavirus and sapovirus. The 

majority of these are conventional single round and nested gel-based PCR methods, 
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although the number of real-time PCR methods using SYBR green or dual-labelled 

probe-based technology has increased in recent years. The following section provides 

a review of the published PCR protocols for each viral pathogen that were considered 

for use in the new outbreak and sporadic service. For each pathogen the areas of the 

genome targeted by the PCR assays are outlined, alongside data on the variability of 

each target region. In addition, the findings from relevant studies comparing the PCR 

methods to other diagnostic methods (molecular and non-molecular) are given. 

Following the review, the methods chosen to be adapted for use in each of the 

proposed services are described, alongside the reasons for each choice and details of 

any adaptations necessary for use in the routine diagnostic laboratory setting.  

3.3.2.1. PCR Methods Considered For The Outbreak Service 

RT-PCR Assays For The Detection Of Norovirus 

There have been numerous RT-PCR assays published for norovirus detection 

and a number of targets have been described. Early versions were gel-based and 

tended to target the RNA dependent RNA polymerase (RdRp) part of the genome, as 

this region was initially thought to be the most functionally conserved region between 

noroviruses (Kojima et al, 2002). PCR assays that target this region have remained 

popular. However, significant variation can still be found in this region, which can 

hamper the detection of a number of norovirus strains and genotypes (Katayama et al, 

2002). On the other hand, the advantage of this variability is that the RT-PCR product 

from this region can further analysed in order to identify types and subtypes. 

In some of the earliest work in this area, Ando et al developed two broadly 

reactive RT-PCR assays that targeted the RdRp region, were shown to be specific and 

could detect and differentiate between norovirus strains from genogroup 1 and 2 

(Ando et al, 1995). Green et al developed a RT-PCR that used primers Ni and E3 to 

amplify a 113bp region of the norovirus RdRp (Green et al, 1995). This RT-PCR was 

compared to EM on 132 samples from outbreaks and sporadic cases of gastroenteritis 

that had occurred in the UK between 1992-1994. Of the 101 samples that tested 

positive for norovirus using EM, the PCR detected 93 as positive. Of the 31 samples 

that tested negative for norovirus using EM, the PCR detected 5 as positive. Based on 

the results of this study the authors judged that this PCR method offered a sensitive 

alternative to EM. The assay was also shown to be specific by cross testing with other 

pathogens including sapovirus. In the years following it became commonly used by 
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testing centres throughout Europe and was used as the frontline test by the Health 

Protection Agency (HPA) in London (Vinje et al, 2003).  

Numerous other methods that target the RdRp region have been published for 

the detection of norovirus in clinical samples, shellfish, water and other environmental 

material (Green et al, 1995; Ando et al, 1995; Green et al, 1995; Guyader et al, 1996; 

Hafliger et al, 1997; Lees et al, 1995; Wyn Jones et al, 2000; Myrmel et al, 1999; 

Green et al, 1998). Nested and hemi-nested PCR formats have also been described, 

sometimes offering up to 1000 times more sensitivity than single round PCR assays 

(Green et al, 1998; Hafliger et al, 1997).  

However, despite the large number of tests available that target the RdRp 

region, few studies have been published that directly compare these methods. In 2003, 

Vinje et al carried out an assessment of a number of conventional RT-PCR methods 

that targeted this region. The aim was to determine which were commonly used in 

European laboratories, and if possible, determine which of them offered the best 

sensitivity. This study showed that the most commonly used methods were single 

round RT-PCR assays that utilised either the primers Ni and E3, JV12 and JV13, or 

mon 431-434, together with a nested assay that used the primers 32 and 33 for the first 

round RT-PCR, and primers 35 and 36 for the second nested step. Each assay was 

tested using a panel of 82 samples that tested positive for norovirus using EM and 

contained representatives from genogroups 1, 2 and 4. The end point detection limit of 

each test was determined using a number of dilution series,of multiple norovirus 

genotypes. Overall, no one assay was found to be significantly superior to another. 

Looking at the data in more detail showed that the RT-PCR test that used primers Ni 

and E3 detected approximately 85% of the G1 types examined and 58% of the G2 

types. The assay that used JV12 and JV13 detected 100% of the G1 types examined 

and 75% of the G2 types. The nested method utilising the primer sets 32-33 and 35-36 

detected 85% of the G1 types examined and 85% of the G2 types, whereas the single 

round RT-PCR method using the primers mon 431-434 detected 85% of the G1 types 

examined and 69% of the G2 types. When these assays were compared on dilution 

series a wide variation in their end point detection limits was found.  This study 

highlights that even tests targeting the same region can vary significantly in their 

sensitivity. Of the methods compared, the authors concluded that the primers JV12 

and JV13 offered more universal detection and as a result recommended these primers 

to laboratories that had yet to implement RT-PCR. Subsequently, these primers have 
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also been used successfully in a nested format (Medici et al, 2005) and have been 

used in a multiplex format in tests for  adenovirus and astrovirus (Rohayem et al, 

2004). 

A number of Nucleic Acid Sequence-Based Amplification (NASBA) assays 

have also been described that target the RdRp region. Comparisons with established 

RT-PCR methods have shown that these have comparable sensitivity (Moore et al, 

2004; Houde et al, 2004; Rutjes et al, 2006; Greene et al, 2003; Patterson et al, 2006). 

This technology can also be used to quantitate the amount of virus in a stool sample 

via the amplification of known standards. 

Real-time PCR is a relatively new technique and therefore few methods of this 

type have been described that target the RdRp region. Pang et al described a SYBR 

green method which, for G2 detection only, targeted the RdRp area (the G1 assay 

targeted the capsid region)(Pang et al, 2004). Compared to conventional RT-PCR 

using the primers JV12 and JV13, the real-time PCR was found to be more sensitive 

for G2 types. However, specificity was reduced as cross-reactions were observed 

between the G1 and G2 assay reducing its value as a typing assay. In another study 

Simpson et al used the primers JV12 and JV13 in a SYBR green format. Their 

method was shown to be significantly more sensitive than EM (Simpson et al, 2004). 

Richards et al also used previously published primers (mon 431-434) in a SYBR 

green real-time format (Richards et al, 2004). Here, although the assay was not 

directly compared to any others it was shown to be sensitive.  

As an alternative approach, a number of norovirus RT-PCR assays have been 

published that target the capsid area. Yamazaki et al, for example, described an assay 

that targeted the capsid region (Yamazaki et al, 1996). This assay was compared to 

EM and was shown to be more sensitive. Vinje et al described a broadly reactive RT-

PCR that targeted the capsid VP1 region. This was used for both diagnosis and 

epidemiological study but was not compared to an alternative method (Vinje et al, 

2004). However, compared to the RdRp region, the capsid contains significantly more 

variation as it includes the highly variable regions that determine antigenic 

determinants, cell attachment and entry (Katayama et al, 2002). These areas come 

under immune pressure, which in turn promotes the emergence of new norovirus 

phenotypes (Nilsson et al, 2003). The variable nature of the capsid region thus 

increases the risk of false negative reactions due to nucleotide changes in the primer 

regions. Careful design is needed to ensure detection of a wide range of types and 
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continued test monitoring is needed to maintain test sensitivity. The variable nature of 

the capsid region has also hampered the development of real-time probe-based RT-

PCR methods, as these methods require a greater area of nucleotide conservation than 

conventional PCR methods. Some examples do exist, however. Pang et al described a 

real-time RT-PCR method that targeted the capsid region in order to detect G1 

noroviruses (Pang et al, 2004). However, although it could detect all of the G1 types 

tested, the detection limit was found to be approximately 3 logs less sensitive than 

conventional RT-PCR using primers JV12 and JV13. As described above, cross 

reactions between G1 and G2 types were also seen.  

In 2002, Katayama et al published a similarity study of 18 norovirus 

sequences that showed for the first time that the most conserved region of the 

norovirus genome is the ORF1-ORF2 junction (Katayama et al, 2002). As a result, 

most of the recently published tests have targeted this region rather than the RdRp or 

capsid region, with the aim of detecting a wide range of norovirus types and subtypes. 

This finding, moreover, has significantly aided the development of real-time PCR 

methods since these require greater regions of conservation to allow probe as well as 

primer binding. 

One of the first assays to be published that targeted the ORF1-ORF2 junction 

was described by Kojima et al (Kojima et al, 2002). This assay was a gel-based 

multiplex assay that utilised two primer sets for the detection and differentiation of 

genogroup 1 and genogroup 2 noroviruses. It was compared to two other RT-PCR 

methods that targeted the RdRp and the capsid regions respectively, using 35 samples 

that tested positive for norovirus using EM. The new assay developed by Kojima et al 

was shown to be specific and detected all 35 samples as positive whereas the other 

assays detected 28 and 27 as positive. The new test was also shown to detect a wide 

range of norovirus strains, and the PCR product could be used for epidemiological 

studies using sequence analysis. 

Kageyama et al described the first real-time RT-PCR assay to target this 

region (Kageyama et al, 2003). Aligning the sequence data provided by Katayama’s 

original study with a further 70 partial ORF1-ORF2 sequences led to the development 

of two probe-based real-time RT-PCR methods for the separate detection of norovirus 

types G1 and G2. The assays were compared to two conventional RT-PCR methods, 

one targeting the capsid region and one the RdRp. Of the 81 samples that tested 

positive for norovirus using EM, the real-time PCR methods together detected 80 
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whereas the two conventional RT-PCR methods detected 62 and 67, respectively. In 

addition, the real-time RT-PCR method was shown to be specific and detected a 

further 20 positive samples in a panel of 28 samples that had tested negative using 

EM. 

Houde et al compared this real-time PCR assay to both a NASBA test and a 

conventional RT-PCR that used the primers described by Ando et al (Ando et al, 

1995; Houde et al, 2006). All of the assays detected the same number of norovirus- 

positive clinical samples from a panel of G2 types. However, the real-time RT-PCR 

method was found to be more sensitive by at least 1-2 logs than either of the others 

when the endpoint detection limits of each assay were assessed. Jolkihumar et al 

further improved the sensitivity of this real-time RT-PCR method by up to 100 fold 

by removing the degeneracies from the forward G2 primer (Jolkihumar et al, 2005). A 

new probe-based G1 RT-PCR was also developed that targeted the ORF1-ORF2 

junction and which was shown to more sensitive than the G1 real-time assay 

developed by Kageyama and described above. Other studies have also published real-

time RT-PCR methods (including dual-labelled probe-based and ones based on MGB 

chemistries) that target the ORF1-ORF2 region (Pang et al, 2004; Schmid et al, 2004; 

Hoehne et al, 2006). In each case the assays were compared to conventional RT-PCR 

methods and were found to be more sensitive. 

3.3.2.2. Selection And Development Of The PCR Methods For Use In The 

Proposed Outbreak Service 

As described in Chapter 2, norovirus is highly variable “genomically” and, 

although one strain tends to dominate at any one time, there exists a wide range of 

types and subtypes (Katayama et al, 2002; Fankhauser et al, 2002; Green et al, 1995; 

Koopmans, 2000; Gallimore et al, 2004; Hale et al, 2000; Kageyama et al, 2004). 

Moreover, individuals with norovirus infection have been shown to shed virus at 

levels below the detection limits of current tests, such as EM, soon after disease onset 

(Waters et al, 2000; Donelli et al, 1993).  

In terms of a diagnostic test, therefore, the priority is to select one that can 

detect a wide range of norovirus types and that has a low limit of detection. It is 

important, moreover, that the sensitivity remains stable over long periods of use with 

a minimum level of monitoring, which means that tests that target the most conserved 

area of the genome are preferred. Although, as shown, it is possible to develop 
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sensitive tests for norovirus that target other areas, the variable nature of these regions 

increases the risk of sensitivity drift over time and/or sudden loss of sensitivity due to 

the emergence of a new virus type or subtype. 

The first norovirus RT-PCR for use in the outbreak service was developed 

during 2000. At this time the RdRp region was widely believed to be most 

functionally conserved area amongst noroviruses. As a result tests that targeted this 

region were considered most appropriate for use in the proposed diagnostic service, 

since assays that targeted the ORF-1 and ORF-2 junction had yet to be published. 

Various single round, nested and hemi-nested RT-PCR methods have been 

published that target the RdRp region. Many of these have been shown to be specific 

and more sensitive than EM (Froggatt et al, 2004; Simpson et al, 2003; Ando et al, 

1995; Green et al, 1995 (i); Green et al, 1995 (ii)). However, although nested and 

hemi-nested RT-PCRs have been shown in some cases to offer high sensitivity the 

trade off is that the additional steps involved reduces test rapidity and ease of use 

(Green et al, 1998; Hafliger et al, 1997). The larger number of steps also results in 

more potential for error. Consequently, for the purposes of this work, single round 

RT-PCR assays were preferred as these are made up of fewer steps and as a result are 

likely to be more rapid and easier to use. Numerous single round RT-PCR were 

published at the time this research began and some had already been shown to offer 

improved sensitivity in comparison to EM (Ando et al, 1995; Green et al, 1995; 

Green et al, 1995). Of these, the RT-PCR described by Green et al was chosen to be 

adapted for the detection of norovirus in outbreak samples (Green et al, 1995). This is 

a conventional single round RT-PCR assay that had been shown to be specific and 

able to detect a broad range of norovirus types, and had been compared to EM on 

outbreak samples and found to be sensitive. A major contributing factor that led to the 

selection of this assay over the other candidates outlined above was that a gel-based 

version of the assay was used as the frontline test by the HPA in England (Vinje et al, 

2003). During its use there it had been shown to be able to detect the predominant 

strains circulating in England and it was hypothesised that similar types may be 

encountered in Scotland.  

Once this assay was selected the aim was to adapt this conventional gel-based 

RT-PCR into a real-time format, in order to increase its potential for rapid turn-

around-times and, by association, high throughput. At the time no real-time RT-PCR 

assays for the detection of norovirus had been published (highlighting the novelty of 
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this work). Rapidity is particularly important in a norovirus test that is to be used in 

the outbreak setting as rapid results may inform decisions on the infection control 

procedures to be used.  

In order to convert the chosen assay into a real-time format SYBR green 

technology was employed, which was the predominant real-time technology available 

at the time. This is an established means of converting conventional PCR tests into a 

real-time PCR format. SYBR green is a DNA chelating dye that is incorporated into 

DNA, fluoresces under ultra violet excitation and is measured at the end of each PCR 

cycle. This negates the need for post amplification analysis (such as gel-based 

analysis) and can therefore reduce turn-around-times, improve ease of use and reduce 

the risk of contamination. However, SYBR green is non-specific and will bind to any 

DNA being produced during the PCR reaction including non-specific products and 

primer-dimers. With careful primer design and reagent optimisation such pitfalls can 

be limited but, to increase specificity, it is good practice to confirm positive results 

using melt curve analysis. The PCR product melting point is directly related to its 

sequence composition, length and concentration (Mackie et al, 2002). A small PCR 

product, for example, tends to result in a melting point that is consistently within a 

narrow temperature range, thus aiding interpretation of the results. As such, the PCR 

product produced by the chosen assay developed by Green et al (which was 113 bp in 

length) was highly suited to this technique. 

The real-time version of the assay was implemented on the Lightcycler™ RT-

PCR platform, which was one of only two PCR platforms available in the laboratory 

at the time of this initial development phase, the other being a conventional PCR 

block (the ABI 9700). The Lightcycler™ platform was a leading edge commercial 

platform at the time, as evidenced by its widespread use in the published real-time 

PCR assays (Schalasta et al, 2000; Ohyashiki et al, 2000; Kamihari et al, 2000; Espy 

et al, 2000; Kessler et al, 2000), although the number and choice of real-time 

platforms available has since increased. 

The Lightcycler™ platform allows the testing of 32 reactions per run, 

compared to a typical 48-96 in conventional PCR platforms. It is designed for small 

PCR reaction volumes (<10ul), which are placed in glass capillaries that can be 

rapidly heated and cooled. As a result, the PCR parameters are much shorter than in 

conventional PCR methods. Using this system, 40 cycles of PCR can be carried out in 

less than 40 minutes (whereas conventional PCR parameters take between 3-5 hours). 
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It therefore has the potential for both high throughput and rapid testing, making it 

highly suitable for the proposed norovirus outbreak service. 

Other adaptations of the assay described by Green et al included the 

replacement of the stated RT step with a previously published in-house method (Ellis 

et al, 1997). This method utilises random hexamers and is therefore a universal RT-

step, converting all RNA in the extracted sample to cDNA. This means that the cDNA 

produced is not specific to a particular test and may be used for all PCR assays. This 

has significant value in a routine diagnostic setting since, for example, samples of 

different types can be processed together and samples that are to be tested for multiple 

pathogens do not have to be repeatedly processed for each individual test (increasing 

the efficiency and reducing costs in both cases). Another advantage of this approach is 

that it reduces the potential for error since the RT step is standardised in the laboratory 

for all RT-PCR assays, which in turn aids quality control.  

For the PCR step itself, the primers (Ni and E3) were used as described in 

Green et al. Reagents that were optimised for use on the Lightcycler™ platform were 

employed in the form of a commercial mastermix. The SYBR green was added to this 

mastermix before use, as was Taq start antibody, which helps prevent non-specific 

Taq polymerase activity. Details of the exact protocol used in implementing the assay 

are provided in section 3.4.  

From 2003, several other real-time PCR platforms were obtained by the 

laboratory, including the Rotorgene (Corbitt research™), Icycler (Biorad™) and ABI 

7500 (Applied Biosystems™). Each of these systems supports a number of different 

real-time PCR chemistries including SYBR green, dual-labelled probes, MGB, 

molecular beacons and labelled primers. Compared to the Lightcycler™ platform 

these offer improved throughput as they can process 72-96 samples in approximately 

1-2 hours.  

At the same time, it had recently been shown that the most conserved region of 

norovirus was in fact the ORF1-ORF2 junction, rather than the RdRp region 

(Katayama et al, 2002) and assays that target this region had begun to appear (Kojima 

et al, 2002; Kageyama et al, 2003). One was a real-time RT-PCR method (Kageyama 

et al, 2003) and had been shown to detect both G1 and G2 noroviruses, which 

together are responsible for the majority of human cases of norovirus IID. The real-

time RT-PCR assay used dual-labelled probe-based technology and was shown to be 

more sensitive than two conventional RT-PCR assays. Dual-labelled probes (also 
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known as Taqman™ probes) are oligonucleotides that contain a fluorescent dye on the 

5' base, and a quenching dye located on the 3' base. They are designed to hybridise to 

an internal region of a PCR product. During PCR, when the polymerase replicates a 

template on which the probe is bound, the 5' exonuclease activity of the polymerase 

cleaves the probe. This separates the fluorescent and quenching dyes, allowing 

detection of the signal from the reporter dye. Fluorescence increases in each cycle, 

proportional to the rate of probe cleavage. Compared to SYBR green based assays, the 

advantage of this technique is that the incorporation of a probe means it can be more 

specific, and therefore a melt curve step is not required. From a diagnostic standpoint, 

the removal of the need for a melt curve step reduces the duration of the test and 

further reduces the potential for human error.  

The assay described by Kageyama et al was therefore chosen for investigation 

as a further possible development of the routine norovirus outbreak service in 2003. 

The primers, probes and PCR parameters (i.e. the concentration and annealing 

temperatures) were used as described. However, the published method used two 

separate dual-labelled probe-based real-time assays to detect G1 and G2 noroviruses, 

whereas here the two assays were multiplexed with the aim of reducing turn-around-

times and test costs. The multiplexed test was implemented on the ABI 7500 platform 

as this offered the maximum capacity of 96 sample reactions. Reagents that were 

optimised for use on the platform were employed in the form of a commercial 

mastermix. With this kit the RT step, PCR and detection all take place in a single 

tube. This was a further improvement on the previous test, reducing the number of 

steps involved. Details of the exact protocol used in implementing the assay are 

provided in section 3.4. 

3.3.2.3. PCR Methods Considered For The Sporadic Service 

PCR Assays For The Detection Of Adenovirus 

Numerous adenovirus PCR tests are available in the literature. The vast 

majority target the hexon region of the adenovirus genome. The hexon is a product of 

L3 and is the major component of the adenovirus capsid. Although there are also 7 

hyper variable regions that determine the subgenera and serotypes, it also contains 

regions that are conserved throughout most adenovius serotypes (Crawford-Miksza 

and Schnurr, 1996). The combination of conserved and variable regions means that, 

with careful PCR design, the hexon region can be used both for diagnosis and can be 
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used for epidemiological purposes. Conventional single round and nested PCR assays 

have been described that target this region (Allard et al, 1990; Morris et al, 1996; 

Echavarria et al, 1999; Na et al, 2002; Lee et al, 2005; Formiga-Cruz et al, 2005). 

Furthermore, the conserved regions have also proven to be useful targets for dual-

labelled probe-based real-time PCR methods (Heim et al, 2003; Claas et al, 2005).  

Allard et al provided an example of a single round PCR method that, using a 

low annealing temperature, could detect all known adenovirus serotypes (Allard et al, 

1990). This assay was shown to be more sensitive than a latex agglutination method 

and a group F specific PCR. However, later studies found this assay to be insensitive 

for the detection of group B adenoviruses and serotype 11 (Morris et al, 1996). 

A number of other single round PCR methods exist that target the hexon 

region and detect all adenovirus serotypes (Echavarria et al, 1999; Na et al, 2002; Lee 

et al, 2005). For example, Hierholzer et al developed a single round PCR that detected 

all adenovirus serotypes by targeting a 162bp region of the P2 domain within the 3’ 

region of the hexon (Hierholzer et al, 1993). Freymuth et al compared this assay to 

immunoflourescence on 277 nasopharyngeal aspirates (NPA) samples and showed a 

significant increase in detection of adenovirus (in 30 samples vs 4) (Freymuth et al, 

1997). Cooper et al described a single round PCR method that targeted a 140bp region 

of the hexon region using primers ADJC1 and ADJC2 (Cooper et al, 1999). This PCR 

was compared to tissue culture on 59 eye swabs. The PCR detected adenovirus in 51 

eye swabs whereas using culture it was detected in 40. A later study multiplexed this 

assay with in-house PCR methods for HSV and Chlamydia trachomatis (Elnifro et al, 

2000 (i)). Compared to tissue culture the PCR detected adenovirus in 48 of 49 eye 

swabs whereas tissue culture detected 26 samples as positive. In a subsequent study 

this assay was also shown to provide typing information after restriction enzyme 

digestion (Elnifro et al, 2000 (ii)).  

Single round multiplex PCR assays have also been described that allow 

detection of all adenovirus serotypes. Pring-Akerblom et al provided an example of 

such an assay where each adenovirus subgroup could be determined by its PCR 

product size (Pring-Akerblom et al, 1999). A number of PCR methods have also been 

published that are in a nested format (Takeuchi et al, 1999; Avellon et al, 2001; 

Inagara et al, 1996) or detect a particular serotype, serotypes or subgroup (Cooper et 

al, 1996; Houng et al, 2002; Fujimoto et al, 2000; Echavarria et al, 1999). The nested 
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assays were found to offer high sensitivity and have been used to detect adenovirus in 

water sources (Lee et al, 2005; Formiga-Cruz et al, 2005). 

In recent years a number of dual-labelled probe-based real-time PCR methods 

have also been described that target the hexon region. A number of these have been 

designed to target only a particular sub-genera or serotype of adenovirus. For 

example, Logan et al described a dual-labelled probe-based assay that detected group 

F adenoviruses (Logan et al, 2006; Jiang et al, 2005). Other such assays include one 

for the detection of group C adenoviruses (Garnell et al, 2002), one for type 4 

adenovirus (Houng et al, 2002) and one for all non group F adenoviruses (Faux et al, 

2004). Others have been described that detect all adenovirus serotypes via the hexon 

region. Ebner et al decribed a 2 reaction adenovirus real-time PCR that utilised 5 

probes and 8 primers and was designed to detect and differentiate between adenovirus 

subgenera A, C, F and B, D, E (Ebner et al, 2005). However, it should be noted that 

the group F adenoviruses were detected by both assays. Heim et al also developed a 

real-time dual-labelled probe-based PCR assay that targeted the hexon region and was 

able to detect all adenovirus serotypes (Heim et al, 2003). This, unlike the assay 

published by Ebner, utilised a single set of primers and one probe. The new assay was 

compared to the nested PCR described by Allard et al (Allard et al, 1992) and was 

shown to be more sensitive. Claas et al, meanwhile, described a MGB assay that 

targeted the hexon region and could detect all adenovirus serotypes (Claas et al, 

2005). 

Although the hexon region is targeted in most of the PCR assays for the 

detection of adenovirus, alternative targets have also been used. The E1 region is one 

example. As described in Chapter 2, the E1a/b region of adenoviruses is a 

transcription unit that encodes two proteins which play a major role in the adenovirus 

infection cycle (Shenk and Flint, 1991; Shenk, 2001). However, although moderately 

high levels of E1 sequence identity have been observed between members of the same 

subgroup, with similarity scores of approximately 50-60%, significant variation has 

been found between adenoviruses from different subgroups with similarity scores of 

less than 30% (Avvakumov et al, 2002). As a result it can be difficult to design assays 

that detect all adenovirus subgroups and serotypes based on targeting this region. 

Allard et al described a group F specific PCR that targeted this region (Allard et al, 

1990). The PCR products for the group F PCR were 2187 bp and 838 bp for 

adenovirus 40 and 41 respectively. This assay was compared to a universal PCR that 
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targeted the hexon region of the adenovirus genome (308 bp) and to a latex 

agglutination assay on 60 stool samples taken from children with gastroenteritis. 

Although both PCR assays were found to be more sensitive than the latex 

agglutination assay, the group F specific assay also detected a number of non group F 

adenovirus types indicating low specificity. This assay was also found to be 10 times 

less sensitive than the PCR assay that targeted the hexon region. In 1992, the group F 

PCR assay was adapted to a two-step nested assay, which resulted in an improvement 

in sensitivity that made it comparable to the PCR assay which targeted the hexon 

region (Allard et al, 1992). Roussell et al also developed a group F specific PCR that 

targeted the E1b region. This assay successfully detected adenovirus type 41 in 

samples that had previously tested positive using EM. However, it was not compared 

in detail to any other diagnostic method (Rousell et al, 1993). 

A few published assays have targeted the adenovirus pIX gene. The pIX gene 

is encoded by the adenovirus intermediate region. The pIX gene is the minor 

structural component of the capsid and serves to cement the hexon in place (Akalu et 

al, 1998). Members of different adenovirus genera show wide variation in the 

sequence of the pIX region, especially in the C terminal part. As a result careful 

design of the PCR parameters (e.g. primers, annealing temperatures etc) is warranted 

if all adenovirus serotypes are to be detected. Akalu et al developed a PCR test that 

targeted this region. However, assessment showed that the PCR failed to detect 

adenoviruses from groups A, D and E. 

Finally, there are some examples of PCR assays that target the fiber gene. The 

adenovirus fiber is coded for by the late protein L5. The fiber is present on the capsid 

surface and determines tissue tropism (Stone et al, 2003). The fiber has a role in 

haemagluttination and the formation of neutralisation antibody. As a result 

considerable fiber sequence variation can be found between serotypes. Consequently, 

it has proven difficult to design primers that detect all adenovirus serotypes, with the 

published assays described using separate PCR tests to detect each adenovirus type 

(Xu et al, 2000) or detecting groups B and C only (Adhikary et al, 2001; Bruzzone et 

al, 2000). 

RT-PCR Assays For The Detection Of Astrovirus 

There are numerous astrovirus RT-PCR assays published in the literature. 

Single round and nested conventional RT-PCR assays and real-time RT-PCR assays 
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exist for the detection of astrovirus (Cubitt et al, 1999, Akhter et al, 1995; Major et al, 

1992; Jonassen et al, 1993; Jonassen et al, 1995; Noel et al, 1995; Zhang et al, 2006; 

Le Cann et al, 2004; Royeula et al, 2006). In general, these assays target either the 3’ 

terminus NCR region or the capsid region.  

Sequence alignments of all known astrovirus serotypes (1-8) have shown the 

88 bp 3’ end of the astrovirus genome to be highly conserved (Monceyron et al, 1997; 

Belliot et al, 1997; Wang et al, 2002). This makes it a highly effective target for 

diagnostic PCR assays but less useful for epidemiological study. Numerous diagnostic 

RT-PCR methods have been developed that target this small but conserved region 

(Cubitt et al, 1999, Akhter et al, 1995; Major et al, 1992). Jonassen et al, for example, 

developed an RT-PCR assay targeting this region, which produced a PCR product of 

77 bp (Jonassen et al, 1993; Jonassen et al, 1995). This assay was assessed on 38 

samples that tested positive for astrovirus using EM and was shown to detect all but 2 

of the panel. However, it was also shown to be non specific. Cubitt et al used a similar 

RT-PCR method to investigate an outbreak of astrovirus in a BMT ward. Compared 

to EM and EIA, the RT-PCR was shown to be more sensitive, detecting positive cases 

earlier than the other methods and showing that those infected were shedding virus for 

longer periods.  

In recent years, the 3’NCR region has also proved to be a good target for real-

time PCR (Zhang et al, 2006; Le Cann et al, 2004; Royeula et al, 2006). Le Cann et al 

described a dual-labelled probe-based assay that was used to detect astrovirus in 

sewage. Although not assessed on clinical samples or samples of known subtypes it 

was shown theoretically to detect all 8 serotypes. Zhang et al, meanwhile, used a 

SYBR green based assay to quantify the level of astrovirus in several patient groups 

in order to examine whether there was a correlation between viral load and disease 

severity (no relationship could be found). Royeula et al also developed a real-time 

PCR based on using SYBR green that was shown to be more sensitive than both an 

EIA and a conventional PCR. 

An alternative PCR target for the detection of astrovirus is the capsid region of 

the genome. However, as with other RNA viruses the capsid region contains areas of 

high variability (Belliot et al, 1997; Wang et al, 2001). Wang et al described 4 sub-

regions in the capsid, each with differing levels of variability. The terminal N and the 

C regions were relatively conserved (56-86%) between astrovirus serotypes making 

them suitable targets for diagnostic purposes, whereas the two regions in-between 
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contained significant levels of variation. These in-between areas are thought to 

contain the regions that determine antigenicity and cell attachment and entry and are 

therefore useful for epidemiological study. Researchers have taken advantage of these 

characteristics to design RT-PCR assays that can detect all astrovirus serotypes, and 

can also provide a PCR product that can be sequenced for epidemiological study (Yan 

et al, 2003; Royahem et al, 2004). Noel et al described two RT-PCR methods that 

targeted the capsid region, one using primers mon 244-245 and one using mon 269-

270 (Noel et al, 1995). Both offered universal detection, and typing of the product by 

sequence analysis. Of the two sets of primers, mon 269-270 was found to result in the 

most sensitive test. These primers have been used in numerous other studies since 

(Mustafa et al, 1998; McIver et al, 2000; Simpson et al, 2004; Medina et al, 2000). 

McIver et al compared this RT-PCR to EM on clinical samples and found it to detect 

astrovirus in the same number of cases as EM. Medina et al showed that it was more 

sensitive then EIA on 251 samples from children with acute gastroenteritis, detecting 

an extra 12 positive samples. These primers have also been used to target the capsid 

region in a SYBR green format and the resulting assay was shown to be more 

sensitive than EM (Simpson et al, 2004). As of yet, however, no probe-based real-

time PCR assay has been published that targets this region. This is likely to be due to 

the variable nature of the region. 

RT-PCR Assays For The Detection Of Rotavirus 

Most of the published RT-PCR assays for the detection of rotavirus target the 

following parts of the genome: the VP7, VP4, NSP3, VP6 and NSP2 regions. 

One of the first RT-PCR assays described for the detection of rotavirus 

targeted the VP7 gene (Gouvea et al, 1990). The product VP7 is the major constituent 

of the rotavirus outer capsid and is the target of type-specific antibodies (Jayaram et 

al, 2004). The advantage of targeting this region with PCR is that it contains at least 6 

discrete regions that determine the rotavirus subgenera. Therefore, with careful primer 

design, it can be used for the simultaneous detection and subtyping of rotavirus from 

clinical samples. However, careful monitoring is needed to maintain the sensitivity of 

such an assay to ensure that changes in the primer binding sites which result in 

reduced sensitivity do not occur.  

In the assay described by Gouvea et al the primers Beg9 and End9 were used 

as a first round PCR to detect the 5’ and 3’ end of gene segment 9, giving a RT-PCR 
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product of 1062 bp. Following this, a nested step was used that employed primers 

specific for the main rotavirus G types. 

Several studies have since utilised this nested method for diagnosis and 

epidemiology (Pang et al, 1999; Ushijima et al, 1994). Pang et al, for example, found 

it to offer increased diagnostic sensitivity when compared to an EIA test on samples 

from children with IID (Pang et al, 1999). Ushijima et al used this method to show the 

presence of rotavirus in various clinical specimens (such as CSF, serum and throat 

swabs) in patients with acute rotavirus infection.  

Other methods that target the VP7 region have also been described. Xu et al 

described a single round RT-PCR that amplified the full length of gene segment 9. 

This assay was found to be significantly more sensitive than a hybridisation assay and 

a standard electropherotype method when compared on stool samples (Xu et al, 

1990). 

The rotavirus VP4 protein has also been used as a target for PCR. This is a 

viral haemaglutinin and plays a major role in cell attachment, entry and penetration 

(Estes, 2001; Gorziglia et al, 1990). It is a product of gene segment 4 and contains the 

variable regions that are used to determine the rotavirus P type. Like the VP7 region, 

with careful primer design, assays that target this region can be used for both 

diagnosis and epidemiological study. Numerous methods have been described that 

target this region for the detection of rotavirus. Gentsch et al described a nested assay 

that could be used to detect and type rotaviruses (Gentsch et al, 1992). Masendycz et 

al also described a nested RT-PCR that could be used for the same purpose 

(Masendycz et al, 1997). This was compared to an EIA method and a cDNA 

hybridisation probe on 102 clinical samples. Overall, the nested RT-PCR assay was 

found to be the most sensitive, with the hybridisation probe second followed by the 

EIA. Rasool et al adapted the assay described by Gentsch et al to a single round RT-

PCR that was shown to detect all human rotaviruses (Gentsch et al, 1992; Rasool et 

al, 2002). Following this, Min et al described a SYBR green based real-time RT-PCR 

method that utilised the primers reported by Rasool et al for the same purpose, 

although here again this was not compared to any other method (Min et al, 2006). 

An alternative genome target for the detection of rotavirus is the VP6 region. 

The VP6 is the major constituent of the intermediate layer of the rotavirus. It has an 

important structural and immunological role (Greenberg et al, 1983; Pothier et al, 

1987). Sequence analysis has shown that the VP6 is relatively conserved between 
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human rotaviruses. As a result it is a potentially good target for the detection of a wide 

range of rotaviruses, although in practice few assays of this type have been developed 

to date. Kang et al described a real-time SYBR green based assay that targeted a 379 

bp region of VP6 (Kang et al, 2004). This quantitative assay was not compared to any 

other diagnostic methods but was used to investigate the relationship between the 

severity of the rotavirus illness and the amount of rotavirus detected in the stool (they 

found that low viral loads were often found in less severe and asymptomatic 

infections). 

Other areas of the rotavirus genome have also been considered for PCR 

targeting including the NSP2 and the NSP3 regions. The role of NSP2 is currently 

unclear although it has been suggested to have a role in RNA replication and 

packaging (Gombold et al, 1985). Sequence analysis has shown that the first 75 

nucleotides of the 5’ end and the last 28 nucleotides of the 3’ end are conserved in all 

rotaviruses (Patton et al, 1993). Xu et al described a one step RT-PCR that targeted 

the 3’ and 5’ end of the NSP2. The assay detected all group A rotaviruses (Xu et al, 

1990). It was compared to PAGE and a hybridisation assay and was shown to be 

significantly more sensitive than either method (between 5000-100,000 times). The 

large PCR product also contained restriction enzyme sites, which favours cloning and 

sequencing. 

Little is also known about the role of NSP3, although some have suggested a 

role in protein synthesis or viral replication (Poncet et al, 1996). The NSP3 protein is 

coded for by rotavirus gene segment 7. It contains areas of sequence variability that 

can be used to divide rotaviruses into 3 evolutionary groups (SaII, Wa and S2). 

However, there is also a region of approximately 80 nucleotides in the 3 UTR that is 

highly conserved in all rotavirus strains (Rao et al, 1995). Pang et al described a 

probe-based real-time RT-PCR assay that targeted this highly conserved area (Pang et 

al, 2004). This assay was compared to both EM and the nested RT-PCR that targets 

the VP7 (Goveau et al, 1990) on 623 samples from children with gastroenteritis. The 

assays were also compared on a dilution series of a sample that tested positive for 

rotavirus using EM. Overall, the real-time RT-PCR detected 123 samples as positive, 

whereas the conventional nested RT-PCR detected 113 and EM detected 79. On the 

dilution series the real-time RT-PCR was shown to have a detection limit that was 2 

logs greater than the nested assay. 
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RT- PCR Assays For The Detection Of Sapovirus 

In comparison to the number of PCR methods published for the other viral 

causes of IID there are considerably fewer available for the detection of sapovirus. 

Amongst those published, most target the RdRp or capsid regions or the polymerase-

capsid junction. 

Early examples in particular targeted the RdRp region, since early studies had 

shown that this area was more conserved than the capsid region (Berke et al, 1997; 

Liu et al, 1995; Matson et al, 1995). One of the first RT-PCR assays described for the 

detection of sapoviruses was described by Jiang et al (Jiang et al, 1999). This RT-

PCR detected both norovirus and sapovirus using the primers p289-290. Sapovirus 

was distinguished from norovirus based on the PCR product size (the norovirus PCR 

product was 312 bp whereas sapovirus was 331 bp). Later studies highlighted that 

these primers also detected rotavirus via a cross reaction with gene segment 1 (Lindert 

et al, 2004). Robinson et al also published a single round RT-PCR assay that targeted 

this region. It was used to examine the epidemiology of sapoviruses in South West 

England but was not compared to any other method (Robinson et al, 2002). Vinje et al 

compared a single round assay that targeted the RdRp (using primers JV33 and SR80) 

with two other RT-PCR assays that also targeted the RdRp (Ando et al, 1995; Noel et 

al, 1997). The assay was designed using a sequence alignment of the known sapovirus 

sequences, which represented the three recognised genogroups (Vinje et al, 2000). 

The three assays were then compared using 31 stool samples that had tested positive 

for sapovirus using EM. The assay using the primers JV33-SR80 detected 

considerably more samples as positive than the other assays. Since then these primers 

have also been used in a real-time SYBR green based assay by Simpson et al 

(Simpson et al, 2004). This method was shown to be more sensitive than EM on 

samples from children with IID, both hospitalised and managed in the community. 

However, it should be noted that significant variation can still be found within the 

RdRp (Oka et al, 2006). As a result designing an assay that can detect all sapovirus 

types and subtypes remains difficult and requires careful primer design. 

The capsid has been targeted by a small number of sapovirus RT-PCR assays 

(Okada et al, 2006; Okada et al, 2002; Vinje et al, 2000). Like noroviruses, the capsid 

region of the sapovirus contains some areas of high genetic variability, which are 

likely to be the determinants of antigenicity, cell attachment and entry. Thus, although 
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the capsid region can be used for diagnosis, the variable nature of the capsid region 

tends to make it more suitable for epidemiological studies (Gallimore et al, 2006). For 

example, Okada et al described a nested RT-PCR multiplex assay that targeted the 

capsid and gave genotype data without the need for sequencing (Okada et al, 2002). 

In recent years, RT-PCR assays have been described that target the RdRp-

Capsid junction. This work is based on growing awareness that this is the most 

conserved region of the sapovirus genome, rather than the RdRp region. This was 

highlighted by the similarity study carried out by Oka et al described earlier in 

Chapter 2 (Oka et al, 2006). Okada et al developed a nested RT-PCR that could be 

used to detect and type all sapovirus genogroups (Okada et al, 2006). This assay 

consisted of universal primers and primer sets for each sapovirus genogroup but was 

not compared to any other assay. A small number of dual-labelled probe-based RT-

PCR assays have also been developed which also target this region. Oka et al carried 

out a similarity study of a number of sapovirus types from all genogroups to develop a 

real-time probe-based RT-PCR able to detect all 5 sapovirus genogroups using 4 

primers and 2 MGB probes (Oka et al, 2006). This assay was compared to another 

real-time RT-PCR assay developed by Chen et al (Chen et al, 2006), which also 

targeted the RdRp-Capsid junction. Both assays were shown to offer similar 

sensitivity (an improvement over conventional RT-PCR), with the exception that the 

assay described by Chen et al was unable to detect the newly discovered genogroup 

G5. 

3.3.2.4. Selection And Adaptation Of The PCR Assays For Use In The 

Proposed Service For Sporadic Cases Of IID 

As with the norovirus outbreak service described above, the research relating 

to the sporadic service took place in two stages. The first development phase took 

place between 2000 and 2002.  

As outlined earlier, at this time there were two PCR platforms available in the 

laboratory; the LightcyclerTM, which is real-time; and the ABI 9700, which is a 

conventional PCR block. However, based on the fact that norovirus had been found to 

be the cause of most outbreaks of IID, together with the high level of disruption 

caused by outbreaks of gastroenteritis in closed settings such as hospitals, the decision 

was taken to prioritise use of the LightcyclerTM for the proposed norovirus outbreak 

service. This meant that, initially, the development of new tests for the sporadic 
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service focused on conventional PCR methods that could be implemented on the ABI 

9700. This platform allows the processing of 96 samples and controls per run. On it, 

the PCR step of an assay takes approximately 3-5hrs to run, depending on the exact 

nature of the reaction. Post amplification analysis is then required to complete the test, 

which is carried out within the laboratory using agarose gel analysis (an established 

means of observing PCR results). 

As with the outbreak service, the selection of sensitive assays able to detect all 

or the majority of the known subtypes of each pathogen was again a priority, as was 

the use of single round assays in order to minimise the number of steps involved. 

Here, moreover, in order to further reduce the number of steps in the overall testing 

process (and thus the associated costs) the ambition was to develop a multiplex assay 

that could test for all four pathogens simultaneously. Since an RT step is, in theory, 

only required to test for three out of the four pathogens (not adenovirus, which is a 

DNA virus) this would mean applying an unnecessary RT step in the case of 

adenovirus, as it is not possible to add both cDNA and DNA to a multiplex PCR 

simultaneously. However, there are several examples in the literature of tests that 

employ this approach (Yan et al, 2004; O’Neill et al, 2002), which is possible since 

DNA may still be present in the reverse transcribed template. Moreover, in 

comparison to four separate tests a multiplex assay was felt to have significant 

benefits in terms of the lower material and staffing costs, and reduced turn-around-

times (the latter was also important in providing an improvement on the existing EM 

service). It did, however, mean that in order to aid result interpretation it was 

important to choose assays for each pathogen with different PCR product lengths.  

With these factors in mind the first adenovirus PCR selected for investigation 

was the single round PCR described by Cooper et al (Cooper et al, 1999; Elnifro et al, 

2000; Elnifro et al, 2000 (ii)). This PCR assay targeted the adenovirus hexon region 

and was selected since it was shown in more than one study to be both sensitive and 

able to detect all adenovirus serotypes. Also, its PCR product was small (140bp) 

which favoured multiplexing with one or more of the other non-norovirus assays. 

For astrovirus, the RT-PCR described by Noel et al using primers mon 269-

270 (Noel et al, 1995) was chosen. This assay targeted the capsid region of the 

astrovirus genome, detected all known astrovirus serotypes, and was chosen because it 

had been tested in several research studies and shown to be more sensitive than both 

EM and EIA without the need for a nested step (Mustafa et al, 1998; McIver et al, 
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2000; Simpson et al, 2004; Medina et al, 2000). In addition, the size of the PCR 

product was favourable to multiplexing as it was different to that of the assay chosen 

for adenovirus (449bp vs 140bp). This was crucial since although the 3’NCR region 

of astrovirus is generally held to be less variable than the capsid region the RT-PCR 

product of assays that target the 3’NCR are similar in length to that of the adenovirus 

PCR (<100bp). 

The RT-PCR assessed for rotavirus was a single round version of the assay 

that used the primers con2 and con3 to target the VP4 region of the rotavirus genome 

(Gentsch et al, 1992; Rasool et al, 2002). This was chosen because it was a single 

round assay and was shown to detect all rotavirus types. Many of the other assays 

available were nested RT-PCR assays that may have offered increased sensitivity but 

involved a greater number of steps. Of the assays that were single round RT-PCR 

assays, moreover, a further benefit of this one was that the PCR product was smaller 

than many of the other published assays (220 bp), which makes the PCR reaction 

more efficient. The PCR product length was also different to that of the tests chosen 

for the other pathogens.  

The initial test selected for sapovirus was the assay described by Vinje et al 

(Vinje et al, 2000). This assay targeted the RdRp region of the sapovirus genome, 

which was thought to be the most conserved region at the time of the initial 

developments. The assay was chosen since it was a single round RT-PCR and had 

been shown to be sensitive and capable of detecting all of the recognised genogroups 

of sapovirus at the time. The size of the predicted RT-PCR product was 349 bp, which 

was different to that of the other PCR assays. 

For each of the selected assays the primers were used as described in the 

original paper, which also specified the annealing temperature used. This was 

different in each case. However, for a multiplex assay a single temperature is 

required. It was therefore decided to employ the median temperature of all four tests 

in the first iteration of the new multiplex assay. A reverse transcriptase step was also 

applied as part of the sample preparation in all cases to samples for all four pathogens, 

despite the fact that adenovirus is a DNA virus. In theory a reverse transcriptase step 

was required in tests for only three of the four pathogens (i.e. all except adenovirus). 

The step was carried out using the laboratory-standard method described earlier for 

norovirus detection. Details of the exact protocols used in implementing the assay are 

provided in section 3.4.  
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In 2003, when the other real-time platforms became available in the laboratory 

the possibility of implementing real-time PCR for all tests in the sporadic service was 

introduced, although in fact the developments did not take place until 2004 (for 

reasons described in Chapter 4). Here the decision was taken to move straight to dual-

labelled probed-based technology, rather than SYBR green based assays, in line with 

the ongoing developments in tests for the outbreak service and for the reasons 

described earlier. Due to the relatively recent nature of this technology, however, the 

choice of available assays was limited. 

For adenovirus, the real-time dual-labelled probe-based assay described by 

Heim et al was examined (Heim et al, 2003). This targeted the hexon region of the 

virus and was chosen since it could detect all adenovirus serotypes and used just one 

set of primers and probes. Other published assays used multiple primers and probes, 

which would increase test costs and complexity with little potential gain in sensitivity. 

For astrovirus the real-time RT-PCR chosen was that published by Le Cann et al (Le 

Cann et al, 2004). This assay targeted the 3’NCR region of the genome and had been 

shown theoretically to detect all astrovirus serotypes. It was also the only dual-

labelled probe-based assay published for astrovirus at this point. For rotavirus 

detection the dual-labelled probe-based assay published by Pang et al was examined 

(Pang et al, 2004). This targeted the NSP3 region and was again the only assay of this 

type published at the time. It had been shown to detect all rotavirus types and in tests 

was more sensitive than a nested RT-PCR (Gouvea et al, 1990) and EM.  

At the time of development, no dual-labelled probe-based real-time PCR assay 

was available for the detection of sapovirus in the literature (the first assay was 

published in 2006). As a result an in-house assay was developed. Analysis of 

available sapovirus sequences detailed in the BLAST (Basic Local Alignment Search 

Tool) database identified small conserved regions of the capsid and RdRp areas (300-

500 bp). Attempts using the software package Beacon Designer (Premier Biosoft) to 

design a dual-labelled probe-based assay that targeted the submitted sequence from 

the RdRp were unsuccessful, as no test could be designed to meet the recommended 

guidelines (Qiagen, 2004). However, a suitable test that targeted the capsid region was 

created. 
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The real-time PCR amplicon was then tested for secondary structure, and for 

specificity. Secondary structure prediction was carried out using Michael Zukers’ m-

fold server2. The predicted secondary structure for the sapovirus amplicon is shown in 

Figure 11. The software predicted that there was little secondary structure of note (as 

measured by the low dG), which suggests it would have little effect on test sensitivity. 

The amplicon was then resubmitted to BLAST to determine which sapovirus 

genotypes and types it would theoretically be able to detect. This process showed that 

the assay was only complimentary to sapovirus G1 types (Table 7). However, no 

cross-reactions to other viruses or organisms were predicted suggesting the test would 

be specific. Data from the HPA and other studies suggested that sapovirus G1 types 

were the most predominant strains pre-2004 (Okada et al, 2002; Gallimore et al, 

2006). Thus, although this test would be unlikely to detect non G1 types, it was 

decided to assess it in comparison to the gel-based RT-PCR described above with the 

intention of replacing it either when a new assay was published or improved software 

design programs were available in the laboratory to allow the development of a more 

sensitive assay capable of detecting more types.  

Where assays were selected from the literature the primers, probes and 

annealing temperatures were used exactly as described. The in-house sapovirus real-

time PCR test used standard dual-labelled probe-based PCR conditions. All RNA 

real-time PCR assays utilised a commercial one step real-time RT-PCR kit from 

Invitrogen. This kit, also used in the norovirus dual-labelled probe-based RT-PCR 

allows the RT step, PCR and detection all to take place in a single tube, removing the 

need for a separate RT step. This again increases the efficiency of the process and 

reduces the potential for error. Such kits, however, only became economically viable 

around this time. The adenovirus assay utilises a commercial DNA mastermix 

(Invitrogen). Details of the exact protocol are described in section 3.4.  

                                                 

2 (http://www.bioinfo.rpi.edu/~zukerm/rna/) 
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Figure 11: Predicted structure of the sapovirus real-time PCR amplicon. 
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Table 7: Alignment of primers and probe in real-time PCR developed for sapovirus. 

Prototype Strain Genogroup Forward Primer Probe Reverse Primer 

Real-time assay  GCTGTTSCYACTGGTGCA CCAATCSAATGTCCCTGAGGCAATACGSAA TGCTTGGAARGACAGGATGCC 

Leeds/00/UK 
(DQ158098) 

1.4 GCTGTTGCCACTGGTGCA CCAATCCAATGTCCCTGAGGCAATACGCAA TGCTTGGAACGACAGGATGCC 

Sapporo/82/JP 
(U65427) 

1.1 GCTGTTGCCACTGGTGCA CCAATCCAATGTCCCTGAGGCAATACGCAA TGCTTGGAATGACAGGATGCC 

Stockholm/97/SE 
(AF104182) 

1.3 GCTGTCGCTACTGGGTCA CCAATCAAATGTCCCTGATGCAATACGCAA TGCTTGGAACGATAGAATGCC 

Houston/90/US 
(U95644) 

1.2 GCTGTTGCTACTGGTTCC CCAATCAAATGTCCCTGAAGCGGTACCAGA TGCTTGGAATGACAGAATGCC 

Mex340/90 
(AF435812) 

2.2 GCTATGGCGACAGGAGCA CACGAGCAACGTACCAAATTGCATCCGGGA ACCCTGGACTACACGGCAAGC 

Lyon598/97/FR 
(AJ271056) 

2.1 GCAATGGCCACAGGGGCA AACCAGCAATGTGCCCAACTGCATCCGGGA ACCATGGACCACCCGGCAAGC 

Bristol/98/UK 
(AJ249939) 

2.1 GCAATGGCCACAGGGGCA GACCAGCAATGTGCCCAACTGCATCCGGGA ACCATGGACCACCCGGCAAGC 

*Primers could not find a match for representatives of sapovirus genogroups G3 (AF182760), G4 (AF435814) and G5 (AY289803). 
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3.4. Technical Description Of Laboratory Methods 

3.4.1. Sample Preparation Methods 

3.4.1.1. Faecal Extraction 

Faecal samples were processed by making a 10% solution in Phosphate 

Buffered Saline (PBS). Samples were then centrifuged at 3,000 rpm for 30 minutes. 

Sample supernatants were then transferred to labelled specimen tubes before nucleic 

acid extraction.  

3.4.1.2. Nucleic Acid Extraction  

The nucleic acid extraction procedure was carried out on the Qiagen 96 DNA 

blood biorobot 9604 (Qiagen, Crawley, West Sussex, UK). Briefly, 40ul of protease 

(140mg/ml), 220ul of specimen and 240ul of buffer AL (Guanidium chloride) was 

added to each well and incubated at 56°C for 10 minutes. 250 µl of ethanol (96-100%) 

was then added to each well. 670ul of the sample lysate was then added to the vacuum 

manifold and 310ul of buffer AW1 (Wash Buffer) was added. AW1 was removed by 

vacuuming for 7 minutes. 1100ul of AW2 (Wash Buffer) were then added to each 

specimen and removed by vacuuming for 2 minutes. This step was then repeated. The 

extraction plate was then placed on the S block and centrifuged for 10 min at 6,000 

rpm to dry the membrane. 200ul Buffer AE (10mM Tris-Cl; 0.5mM EDTA; ph9) was 

then added to each well incubation at room temperature for 1 minute. The extraction 

plate was then placed upon a collection tube plate and centrifuged at 6,000 rpm for 3 

min to elute the nucleic acid.  

3.4.2. PCR Methods 

3.4.2.1. Reverse Transcriptase Step (Gel-Based RT-PCR) 

Where the PCR assay involved an RNA target, after nucleic acid extraction the 

following reverse transcription step was employed for all conventional and SYBR 

green based real-time PCR (Ellis et al, 1997). Briefly, 22.2ul of RNA was added to a 

reaction mixture (17.8ul) containing 20mM Tris (pH 8.4), 50mM KCI (Invitrogen, 

Paisley, UK), 7.5mM MgCL2 (Invitrogen, Paisley, UK), 1.5mM dNTPs (Roche, 

Lewes, UK), 20ng of pd(N)6, 1.6U RNA guard (Amersham Pharmacia Biotech, US) 

and 200U of Malony murine leukaemia virus reverse transcriptase (Invitrogen, 
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Paisley, UK). The RT step was carried out under the following cycling conditions: 10 

minutes at 25oC, 45 minutes at 37oC, 5 mins at 99oC. Samples were then centrifuged 

to ensure that the sample was thoroughly mixed. 

3.4.2.2. PCR Methods For The Outbreak Service  

Real-Time SYBR Green Based Assay  

In the first PCR method investigated in 2000 amplification was performed in a 

10ul mixture, containing 5ul of 5mM Mg2+ universal LightCycler™ mastermix 

(BioGene, Cambs, United Kingdom), 5pM of each primer Ni and E3 (Table 8), 

Sybergreen and 2.5ul of cDNA template. The PCR parameters were used as in the 

original publication (Green et al, 1995). First a pre-amplification step of 94oC for 45 

seconds was carried out. This was followed by 40 cycles of: 94oC for 1 sec, 43oC for 5 

seconds and 74oC for 1 sec. The amplification product was then melted by raising the 

temperature from 70 to 94oC.  

Dual-Labelled Probe-Based Real-Time PCR For Norovirus 

In the new assay developed for norovirus in 2003, amplification of norovirus 

was carried out in a 50ul reaction volume using the Invitrogen superscript III one step 

q-RT-PCR system (Invitrogen, Paisley, UK) containing 10ul of extracted nucleic acid, 

0.05uM of each probe PROBE RING 1a, PROBE RING 1b and PROBE RING 2, and 

0.5uM of each primer COG1F, COG 1R, COG 2F, COG 2R (Table 9). Reverse 

transcription was performed for 30 min at 50oC. Using an ABI 7500 SDS platform, 

platinum taq polymerase was activated at 95oC for 2 min followed by 40 cycles of: 

95oC for 30 seconds and 56oC for 60 seconds.  

3.4.2.3. PCR Methods For The Sporadic Service (Adenovirus, Astrovirus, 

Rotavirus And Sapovirus) 

The following section details the implementation of the gel-based multiplex 

assay developed and assessed in 2000, and the real-time assays subsequently 

investigated in 2004. Note that in the case of the real-time assays for astrovirus, 

rotavirus and sapovirus the PCR conditions (i.e. cycling times etc.) were the same in 

each case, with the result that these tests could all be run on the same plate.  
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Gel-Based Multiplex Assay For Adenovirus, Astrovirus, Rotavirus And 

Sapovirus 

In the test assessed in 2000 10ul of cDNA was added to a 50ul reaction 

containing 10xPCR buffer (100mM tris-HCI, 15mM MgCl2, 500mM KCL), 0.2mM 

of each dNTP, and 0.2mM of each primer (Table 8). A mixture of 2U of Taq DNA 

polymerase, 0.028uM TaqStart antibody (Clontech Laboratories, Paolo Alto, USA), 

and 4xTaqStart antibody dilution buffer (Clontech Laboratories, Paolo Alto, USA) 

was incubated at room temperature for 10 minutes before being added to the final 

reaction mixture. PCR conditions were as follows: 94oC for 3 mins; 40 cycles of 94oC 

for 30 seconds, 47oC for 40 seconds, 72oC for 30 seconds; with a final extension step 

of 72oC for 7 min. Products were then subjected to agarose gel electrophoresis. 

Positive bands were expected at 140bp for adenovirus, 220bp for rotavirus, 449bp for 

astrovirus and 320bp for sapovirus. 

Dual-Labelled Probe-Based Real-Time PCR For Adenovirus 

Amplification of adenovirus was carried out in a 50ul reaction volume using 

Invitrogen platinum Taq DNA (Invitrogen, Paisley, UK) containing 10ul of extracted 

sample, 0.05uM of ADENO probe and 0.5uM of each primer ADENO 1 and ADENO 

2 (Table 9). Using an ABI 7500 SDS platform, platinum taq polymerase was activated 

at 95oC for 2 min, followed by 40 cycles of: 95oC for 30 seconds and 60oC for 60 

seconds. 

Dual-Labelled Probe-Based Real-Time PCR For Astrovirus 

Amplification of astrovirus was carried out in a 50ul reaction volume using the 

Invitrogen superscript III one step q-RT-PCR system (Invitrogen, Paisley, UK) 

containing 10ul of extracted nucleic acid, 0.05uM of ASTRO probe, and 0.5uM of 

each primer ASTRO 1 and ASTRO 2 (Table 9). Reverse transcription was performed 

for 30 min at 50oC. Using an ABI 7500 SDS platform, platinum taq DNA polymerase 

was activated at 95oC for 2 min, followed by 40 cycles of: 95oC for 30 seconds and 

60oC for 60 seconds. 

Dual-Labelled Probe-Based Real-Time PCR For Rotavirus 

Amplification of rotavirus was carried out in a 50ul reaction volume using the 

Invitrogen superscript III one step q-RT-PCR system (Invitrogen, Paisley, UK) 

containing 10ul of extracted nucleic acid, 0.05uM of ROTA probe, and 0.5uM of each 

primer ROTA 1 and ROTA 2 ( 
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Table 4). Reverse transcription was performed for 30 min at 50oC. Using an 

ABI 7500 SDS platform, platinum taq polymerase was activated at 95oC for 2 min, 

followed by 40 cycles of: 95oC for 30 seconds and 60oC for 60 seconds. 

Dual-Labelled Probe-Based Real-Time PCR For Sapovirus 

Amplification of sapovirus was carried out in a 50ul reaction volume using the 

Invitrogen superscript III one step q-RT-PCR system (Invitrogen, Paisley, UK) 

containing 10ul of extracted nucleic acid, 0.05uM of probe SAPO probe, and 0.5uM 

of each primer SAPO 1 and SAPO 2 (Table 9). Reverse transcription was performed 

for 30 min at 50oC. Using an ABI 7500 SDS platform, platinum taq polymerase was 

activated at 95oC for 2 min, followed by 40 cycles of: 95oC for 30 seconds and 60oC 

for 60 seconds. 
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Table 8: Oligonucleotide primers for PCR tests in the outbreak and sporadic service (2000-2003). 

Virus Service Primers Sequence Amplicon 
size 

Nucleotide 
position 

Norovirus (SYBR 
green assay) 

Outbreak and sporadic service Ni 

 

E3 

GAA TTC CAT CGC CCA CTG GCT 

 

ATC TCA TCA TCA CCA TA 

 

113bp 4495-4608 
bp

a
 

Rotavirus Con1 

Con2 

TTGCCACCAATTCAAAATAC 

ATTTCGGACCATTTATAACC 

220bp 676-896 
bp

b
 

Astrovirus Mon269 

Mon270 

TCAGATGCATTGTCATTGGT 

CAACTCAGGAAACAGGGTGT 

449bp 212-676 
bp

c
 

Adenovirus ADRJC1 

ADRJC2 

GACATGACTTTCGAGGTCGATCCCATGGA 

CCGGCTGAGAAGGGTGTGCGCAGGTA 

140bp 2840-2980 
bp

d
 

Sapovirus 

Sporadic service and outbreak samples that test negative 
for norovirus 

Jv66 

Sr80 

GTGTANATCCARTCATCACC 

TGGGCATTCTACACAAAACCC 

320bp XX 

 a 
Based on alignment with AB220921 (Norovirus Hu/ Chiba/complete genome) 

 b 
Based on alignement with AB222786 (Human rotavirus VP4 complete sequence)

 

 c 
Based on alignement with AB000288 (Human astrovirus serotype 1 capsid gene) 

 d 
Based on alignment with X51783 (adenovirus type 41 hexon region) 
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Table 9: Oligonucleotide primers and probes for real-time PCR tests in the outbreak and sporadic service (2004-2006). 

Virus Service Primers Probe Nucleotide 
position 

Norovirus Outbreak 
and 
sporadic 
service 

COG1F- CGYTGGATGCGNTTYCATGA 

COG1R- CTTAGACGCCATCATCATTYAC 

COG2F- 
CARGARBCNATGTTYAGRTGGATGAG 

COG2R- TCGACGCCATCTTCATTCACA 

PROBE RING 1A- VIC-AGATYGCGATCYCCTGTCCA-
BHQ-1 

PROBE RING 1B- CY5-AGATCGCGGTCTCCTGTCCA-
BHQ-1 

PROBE RING 2- FAM-TGGGAGGGCGATCGCAATCT-
BHQ-1 

For G1  

(5291-5375)
a
 

 

For G2  

(5003-5100)
b
 

Rotavirus ROTA 1-ACCATCTACACATGACCCTC 

ROTA 2-GGTCACATAACGCCCC 
ROTA PROBE FAM-
ATGAGCACAATAGTTAAAAGCTAACACTGTCAA-BHQ-1 

 

987-1083
c
 

Astrovirus ASTRO 1-CCGAGTAGGATCGAGGGT 

ASTRO 2-
GCTTCTGATTAAATCAATTTTAA 

ASTRO PROBE FAM-
CTTTTCTGTCTCTGTTTAGATTATTTTAATCACC-BHQ-1 

236-312
d
 

Adenovirus ADF-GCCACGGTGGGGTTTCTAAACTT 

ADR-GCCCCAGTGGTCTTACATGCACATC 
ADPRO-FAM TGCACCAGACCCGGGCTCAGGACTCCGA-
BHQ1 

17363-17495
e
 

Sapovirus 

Sporadic/ 
service and 
outbreak 
samples 
that test 
negative for 
norovirus 

SAPO 1-GCTGTTSCYACTGGTGCA 

SAPO 2-GGCATCCTGTCRTTCCAAGCA 
SAPO PROBE FAM-
CCAATCSAATGTCCCTGAGGCAATACGSAA-BHQ-1 

139-233
f
 

a
 Based on the alignment of M87661 

b
 Based on the alignment ofAF145896 

c
 Based on the alignment of DQ490535.1 

d
 Based on the alignment of AJ620757.1 

e
 Based on the alignment of DQ923122.2 

f 
Based on the alignment of AB327277.1 
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Assessment Of The PCR Protocols And 
Subsequent Development  

4.1. Overview 

This chapter outlines a series of studies relating to the evaluation of the PCR 

protocols described in the previous chapter. The chapter is made up of three parts: the 

first outlines the experimental assessment of the test developed for norovirus in 

outbreaks of IID; the second outlines the evaluation of the selected tests for 

adenovirus, astrovirus, rotavirus and sapovirus for the investigation of sporadic IID; 

and the third part describes the results of a number of adaptations to the tests 

eventually implemented, which aimed to reduce the turn-around-time and cost of each 

of these tests without affecting their sensitivity. Evaluation in each case consists of an 

experimental comparison of the sensitivity of the PCR with that of alternative 

techniques (such as EM and EIA) available at the time of the research. The chapter 

concludes by summarising the results of the experiments and their implications for the 

laboratory diagnostic service. 

4.2. Introduction 

Chapter 3 outlined the PCR methods that were chosen and adapted for 

investigation as the potential replacements for EM in the laboratory diagnostic service 

for IID. This chapter describes a series of experiments relating to their assessment 

and, where found suitable, their subsequent evolution once implemented into the 

routine diagnostic service.  

In the first part of the chapter the experimental evaluation of the tests 

developed for norovirus in outbreaks of IID is described. Initially for this service, the 

norovirus RT-PCR method described by Green et al (Green et al, 1995) was chosen 

and adapted to a SYBR green based real-time PCR method, which was implemented 

on the LightcyclerTM platform. The first experiment in this series thus compares this 

Lightcycler™ RT-PCR to the existing EM test on a panel of untested stool samples 

taken from outbreaks and sporadic cases of gastroenteritis.  

The Lightcycler™ RT-PCR is subsequently compared to a number of other 

methods that emerged during the period of study (2000-2006) including a 
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conventional gel-based RT-PCR, two commercial EIAs and an alternative dual-

labelled probe-based real-time RT-PCR.  

The conventional RT-PCR method was recommended in 2003 by a European 

collaboration that compared a number of commonly used RT-PCR methods, including 

the original method described by Green et al (Vinje et al, 2003). Of the many methods 

assessed, the conventional RT-PCR assay using primers JV12 and JV13 was found to 

be most sensitive and was recommended to laboratories yet to set up a PCR service 

for norovirus. This assay and the Lightcycler™ RT-PCR are compared using dilution 

series of typed norovirus-positive samples and a panel of untested stool samples taken 

from outbreaks and sporadic cases of IID.  

The EIA methods were compared to the Lightcycler™ RT-PCR based on the 

manufacturer’s claim that these are a sensitive, high throughput, rapid and easy to use 

alternative to EM and RT-PCR. The methods are compared using panels of untested 

samples from both outbreaks and sporadic cases of IID.  

The final study outlined in this section is a comparison of the Lightcycler™ 

RT-PCR with the dual-labelled probe-based real-time RT-PCR (Kageyama et al, 

2003) selected and adapted (as described in Chapter 3) once the appropriate 

technology became available in the laboratory. These methods are compared on 

panels of outbreak and sporadic samples, and dilution series of norovirus-positive 

samples.  

The second part of this chapter outlines the data relating to the evaluation of 

the PCR methods for sporadic cases of IID. The initial aim was to replace EM with a 

multiplex gel-based PCR for adenovirus, astrovirus, rotavirus and sapovirus alongside 

the norovirus assay developed for the outbreak service. The initial experiment outlines 

the results of the attempts made to adapt the four conventional gel-based PCR assays 

chosen in Chapter 3 into a multiplex RT-PCR assay. The sensitivity of the multiplex 

RT-PCR assay with respect to each pathogen is compared to the individual PCR 

assays on both dilution series of samples and panels of samples known to be positive 

for one of the four pathogens.  

Based on the results of this experiment adaptations to the multiplex assay are 

described. The resultant assays are compared to antigen detection methods for 

astrovirus and rotavirus using a panel of clinical samples from sporadic cases of IID 

in children. Such methods have been shown to have sensitivity comparable or better 

than EM and are commonly used in routine microbiology laboratories (Anand et al, 



 120 

2001; Eing et al, 2001; Kelkar et al, 2004; Giordano et al, 2005; Rabenau et al, 1998; 

Cubitt et al, 1999).  

Finally, the gel-based PCR assays developed are compared to the dual-labelled 

probe-based real-time PCR methods chosen and adapted as described in Chapter 3, 

using panels of untested clinical samples from sporadic cases of IID and a number of 

dilution series of typed positive samples.  

Based on these series of experiments the eventual tests implemented for the 

outbreak and sporadic services are described. The third part of this chapter then 

outlines experiments carried out in an attempt to reduce the turn-around-times and 

cost of these tests without affecting their sensitivity. The first examines the effect of 

reducing the length of the PCR cycling times on test sensitivity and rapidity. 

Following this is a study examining whether real-time PCR tests for DNA pathogens 

can be carried out using the parameters employed for RNA pathogens without a loss 

in test sensitivity (and hence can be carried out simultaneously). Further studies 

include an examination of whether pooled positive controls (i.e. a single control 

containing all 5 viral causes of IID) can be used in order to reduce the cost of PCR 

testing by allowing more clinical samples to be processed at any one time. The use of 

primer and probe pools (vials containing aliquoted volumes of both optimised primer 

and probe) is also examined to determine whether these can provide easier and more 

rapid test set up. The final experiment examines whether reducing the PCR reaction 

volumes affects the sensitivity of the PCR assays.  

4.3. Assessment Of The PCR Protocols For Use In The Proposed 

Outbreak Service  

4.3.1. Real-Time Lightcycler™ RT-PCR (SYBR Green) Vs EM 

The aim of this first experiment was to compare the novel Lightcycler™ 

SYBR green real-time assay for norovirus described in Chapter 3 to the existing EM 

method employed in the laboratory. The specificity of the Lightcycler™ RT-PCR 

assay was first assessed using a panel made up of recognised enteric and other 

pathogens. It was then compared to EM using a panel of untested samples from 

outbreaks and sporadic cases of IID. As with all the experiments in this series the 

panel consisted of all samples submitted to the laboratory during a fixed period of 

time in order to provide a realistic cross-section of samples with which to test the two 
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methods. Samples from sporadic cases of IID were included since the test developed 

for the outbreak service was also to be used to test for norovirus in the proposed 

sporadic service. 

4.3.1.1. Methods 

Sample Panels 

Specificity Panel 

The specificity panel consisted of a total of 12 stool samples and 7 nucleic 

acid extracts containing variously: bacterial and parasitical causes of IID; non-

norovirus viral pathogens known to cause IID; and other pathogens that can be 

detected in stool that are unrelated to IID. The bacterial and parasitical stool samples 

included: Salmonella enteridis, Campylobacter jejuni, Giardia lambdia, E-coli 0157 

and Cryptosporidium parvum. These samples were provided by Monklands District 

General Hospital. The stool samples containing non-norovirus causes of IID included: 

astrovirus types 1 and 3; sapovirus (Sapporo/82/JP); rotavirus types G1 and G2; and 

adenovirus types 41 and 40. Nucleic acid extracts of other pathogens unrelated to IID 

included: enterovirus; CMV; HSV-1 and 2; EBV; Nessieria gonnorhoeae and 

Chlamydia trachomatis. With the exception of the sapovirus sample, provided by Dr 

Koopmans (Bilthoven, Netherlands), the remaining samples were clinical samples 

stored as part of the WOSSVC collection. All samples were extracted using the 

nucleic acid extraction protocol described in Chapter 3. 

Clinical Samples 

The comparison of the Lightcycler™ RT-PCR with EM was carried out using 

samples from 9 suspected outbreaks of viral gastroenteritis (consisting of a total of 85 

samples) together with a further 90 samples from sporadic cases of IID. As in all the 

experiments, and the laboratory diagnostic service itself, the information used to 

determine whether a sample was from an outbreak or sporadic case of IID was 

derived from the specimen request forms. The samples used in this experiment were 

all those submitted to the laboratory diagnostic service between October and 

December 2000. As with all other clinical samples employed in this research, details 

of the date of illness onset and its duration are not known since the clinician did not 

provide these. The conditions of transport were also not recorded. This, in fact, is true 

for the majority of samples submitted to the laboratory. Thus, although these factors 

affect the performance of the tests examined, the samples employed in the research 
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are representative of those expected in the ‘live’ service. Negative PCR controls (in 

the form of VTM) were included in each run to control for test contamination.  

Laboratory Methods 

The Lightcycler™ RT-PCR assay was implemented as described in Chapter 3, 

incorporating stool extraction (section 3.4.1.1), nucleic acid extraction (section 

3.4.1.2) and the RT and PCR steps (sections 3.4.2.1 and 3.4.2.2). As part of the 

assessment process samples that tested positive for norovirus were then re-processed 

starting from stool extraction and the interpretation of the results confirmed by 

running the PCR product on an agarose gel.  

The existing EM protocol employed uses the same stool extraction technique. 

Following this 2-5ml of the supernatant is spun at 100,000 rpm for 30 minutes. The 

supernatant is then removed and the pellet air dried for at least 10 minutes before 

being re-suspended. A drop of the virus suspension is then mixed with a drop of 

negative stain in a 50mm sterile Petri dish and placed on the ‘matt’ surface of an EM 

specimen grid. Grids are then examined at an instrument magnification of 60K. Each 

grid is examined for a period of at least 15 minutes.  

4.3.1.2. Results 

 The LightCycler™ RT-PCR did not detect any of the specificity panel 

as positive, suggesting it was specific. Meanwhile the results for the clinical samples 

showed that, overall, 29 tested positive for norovirus using the EM technique 

compared to 47 using the LightCycler™ RT-PCR (Table 10). 

 Table 10: Comparison of LightCycler™ RT-PCR and EM. 

Sample Type Number of Samples EM Positive LightCycler™ Positive 

Outbreak 1 5 3 5 

Outbreak 2 5 0 0 

Outbreak 3 6 4 4 

Outbreak 4 6 0 0 

Outbreak 5 6 1 3 

Outbreak 6 7 0 0 

Outbreak 7 5 0 1 

Outbreak 8 41 3 6 

Outbreak 9 4 2 3 

Total Outbreak  85 13 22 

Sporadic  90 16 25 

Total samples 175 29 47 
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The table shows that the Lightcycler™ RT-PCR consistently detected 

norovirus in more samples than the EM test, in samples from both suspected 

outbreaks of norovirus (from various sources) and sporadic cases of IID. 

Examining the results in more detail, all samples that tested positive for 

norovirus using EM also tested positive using the Lightcycler™ RT-PCR. Moreover, 

all negative controls tested negative using the LightCycler™ RT-PCR. Examination 

of the melting curves of the samples that tested positive using the LightCycler™ RT-

PCR showed melting point temperatures of between 81-83oC (see Figure 12 for an 

example) for all but two samples, which were outwith this range (80.3oC and 80.4oC). 

In order to corroborate the results, all Lightcycler™ RT-PCR positive results were re-

investigated, by repeating the test from extraction and running the PCR products on a 

gel. A band of 113bp in length was observed for all 47 samples, confirming the 

original results.  

Figure 12: Example of Lightcycler™ RT-PCR SYBR green melt curves (norovirus-
positive results). 

 

At the WOSSVC, an outbreak is confirmed as being caused by a particular 

pathogen if at least two of the submitted samples from a particular location are found 

to be positive for that pathogen. On the other hand, for an outbreak to be classified as 

negative at least six samples from the same outbreak have to be submitted and found 

to be negative for the pathogen in question.  In either case, more than one sample is 

required before a classification is made in order to reduce the risk of false diagnoses.  

Based on these criteria four of the nine outbreaks investigated were confirmed 

using EM compared to five using the Lightcycler™ RT-PCR assay (Table 10). Both 

tests in addition detected a single norovirus positive in samples from one other 

outbreak, which meant the outbreak could not definitely be attributed to norovirus.  
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4.3.1.3. Study Conclusions 

The results of this study showed that the Lightcycler™ RT-PCR assay was 

specific and more sensitive than the existing EM protocol, detecting more outbreaks 

and individual cases of norovirus (Miller, Gunson and Carman, 2002). The increased 

sensitivity of the Lightcycler™ RT-PCR in comparison to EM confirmed the findings 

of earlier work (Buesa et al, 1996) and was subsequently substantiated further 

(Rabenau et al, 2003; Simpson et al, 2003). However, a possible disadvantage found 

was the varied melting temperature observed for the positive samples in this study 

(80-83oC). This highlights a potential difficulty in defining a strict melting 

temperature range for result interpretation, as norovirus RdRp variation may result in 

a PCR product with a melting temperature outwith the accepted range and thus a false 

negative result. Since this research was carried out other studies using SYBR green 

based RT-PCR assays have also highlighted melting temperature variation as a 

problem and have related this to norovirus type (Richards et al, 2004). Here, however, 

all samples with a melting temperature range of 80-83oC were confirmed when re-

tested using agarose gel analysis to interpret the results, indicating this is an 

acceptable range to employ. Thus, the increased sensitivity of the Lightcycler™ RT-

PCR assay combined with its increased sample capacity meant the decision was taken 

to implement it as the frontline test for outbreak samples in January 2001. EM was 

retained for testing all samples from sporadic cases of IID and as the secondary test 

for outbreak samples that tested negative for norovirus using the new PCR assay. 

4.3.2. Real-Time Lightcycler™ RT-PCR (SYBR Green) Vs A 

Recommended Conventional Gel-Based RT-PCR  

Following implementation of the Lightcycler™ assay as part of the new 

laboratory diagnostic service the primers it employs, Ni and E3, were independently 

assessed as part of a European collaboration study designed to identify which of the 

commonly used RT-PCR methods offered the most sensitive and wide ranging 

detection of norovirus types (Vinje et al, 2003). This study found that the primers Ni 

and E3 were unable to detect some G1 and G2 types, and that of all the RT-PCR 

assays examined, the most sensitive assay used the primers JV12 and JV13. As a 

result these were recommended to other laboratories interested in setting up a RT-

PCR assay for norovirus (Vinje et al, 2003).  
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In order to investigate these findings, the Lightcycler™ RT-PCR assay was 

compared to the recommended gel-based RT-PCR. First, the specificity of the gel-

based RT-PCR was assessed using the same panel employed earlier in assessing the 

Lightcycler™ RT-PCR. Subsequently, the two assays were compared using a dilution 

series of a G1 and G2 norovirus sample. Finally, the two PCR methods were 

compared using clinical samples from both the sporadic and outbreak setting.  

4.3.2.1. Methods 

Sample Panels 

Specificity Panel 

The specificity panel described in section 4.3.1.1 for the assessment of the 

Lightcycler™ assay was also employed in this experiment. 

Clinical Samples 

The gel-based RT-PCR was compared to the LightCycler™ RT-PCR method 

using 81 faecal samples collected from 46 sporadic cases and 7 outbreaks (containing 

a total of 35 samples) of suspected viral gastroenteritis. All samples were submitted to 

the WOSSVC during January to February 2002. Negative PCR controls (in the form 

of VTM) were included in each PCR run to control for test contamination. Both RT-

PCR methods were also compared using a 10 fold dilution series of a G1 (White 

Rose) sample and a G2 (Lordsdale/93/UK X86557) norovirus-positive sample. The 

G1 sample was provided by Dr Marion Koopmans whereas the G2 sample was from 

the WOSSVC collection. 

4.3.2.2. Laboratory Methods 

The Lightcycler™ assay was used as previously described (section 4.3.1.1). 

The gel-based RT-PCR employed the same stool, nucleic acid extraction and RT 

methods (sections 3.4.1.1, 3.4.1.2 and 3.4.2.1). Following this, 10ul of cDNA was 

added to a 50ul reaction containing 10xPCR buffer (100mM tris-HCI, 15mM MgCl2, 

500mM KCL), 0.2mM of each dNTP, 0.2mM of primers JV12Y and JV13I 

(Koopmans et al, 2003). A mixture of 2U of Taq DNA polymerase, 0.028uM TaqStart 

antibody (Clontech Laboratories, Paolo Alto, USA) and 4xTaqStart antibody dilution 

buffer (Clontech Laboratories, Paolo Alto, USA) was incubated at room temperature 

for 10 minutes before being added to the final reaction mixture. PCR was carried out 

under the following conditions: 94oC for 3 mins, followed by 40 cycles of the 
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following: 94oC for 1 min, 37oC for 1 min, 74oC for 1 min. This is followed by a final 

extension step of 72oC for 7 mins. Products were then subjected to agarose gel 

electrophoresis. Positive bands were expected at 324bp. 

4.3.2.3. Results 

The gel-based RT-PCR was shown to be specific as it did not detect any of the 

specificity panel as positive. Results from testing the sample panel showed that, in 

total, the gel-based RT-PCR detected more norovirus-positive samples than the 

LightCycler™ RT-PCR (28 vs 19), as shown in Table 11.  

6 of the 7 of the suspected outbreaks were diagnosed as being caused by 

norovirus using both methods. One outbreak contained 1 positive sample that was 

detected by both methods. Based on the criteria outlined above this outbreak could not 

be confirmed as being caused by norovirus. No additional outbreaks were diagnosed 

using the gel-based RT-PCR assay although the overall sample percentage positive 

rate was greater using the gel-based RT-PCR method (approximately 69% vs 49%). 

All negative controls tested negative using both assays. 

Table 11: Comparison of LightCycler™ RT-PCR and recommended gel-based RT-PCR. 

Sample Type Number of Samples Lightcycler™ Positive Gel-based Positive 

Outbreak 1 13 4 6 

Outbreak 2 3 2 3 

Outbreak 3 3 1 1 

Outbreak 4 4 3 3 

Outbreak 5 4 2 3 

Outbreak 6 5 2 4 

Outbreak 7 3 2 3 

Total Outbreaks 35 16 23 

Sporadic  46 3 5 

Total 81 19 28 

 

The increased sensitivity of the conventional gel-based RT-PCR was 

confirmed using the dilution series. Using a G2 norovirus sample the conventional 

RT-PCR was shown to be more sensitive than the Lightcycler™ RT-PCR assay with a 

detection limit of 10-4 compared to 10-3 (Table 12). However, similar end point 

detection limits were observed when testing the dilution series of the G1 (White rose) 

positive sample (Table 13). 



 127 

Table 12: Comparison of LightCycler™ RT-PCR and recommended gel-based RT-PCR 
on a dilution series of a norovirus-positive sample (Lordsdale/93/UK (X86557). 

Dilution of G2 Sample LightCycler™ Result Gel-based Result 

10
-1

 + +  

10
-2

 + + 

10
-3

 + + 

10
-4

 - + 

10
-5

 - - 

 

Table 13: Comparison of LightCycler™ RT-PCR and recommended gel-based RT-PCR 
on a dilution series of a norovirus-positive sample (G1 - White Rose). 

Dilution of G1 Sample LightCycler™ Result Gel-based Result 

10
-1

 + +  

10
-2

 + +  

10
-3

 + +  

10
-4

 - - 

 

4.3.2.4. Study Conclusions 

This study demonstrated that of the two methods examined the gel-based RT-

PCR method recommended by Vinje et al (Vinje et al, 2003) offered more sensitive 

diagnosis of individual cases of norovirus in outbreaks and sporadic cases of viral 

gastroenteritis (Gunson, Miller and Carman, 2003(i)). The increased sensitivity of the 

gel-based RT-PCR was confirmed using the dilution series of a G2 positive sample, 

but not using a G1 dilution panel. However, the real-time LightCycler™ RT-PCR 

assay did confirm an equal number of outbreaks and had the advantage of providing 

fewer and shorter steps. For example, the Lightcycler™ RT-PCR includes the 

following steps: stool extraction, nucleic acid extraction, a reverse transcriptase step 

and then PCR (a total of 4 steps). The gel-based RT-PCR consists of all of these plus 

a gel-based analysis step, which can take approximately 1-3 hours depending on the 

number of samples under scrutiny. Moreover, the PCR step in the LightcyclerTM test 

is considerably shorter (approximately 45 mins versus 2-4 hours in the gel-based 

assay). As discussed earlier the fewer the steps in a test the less potential for human 

error and the faster the process. This together with the fact that it did not miss any 

outbreaks meant that the LightCycler™ RT-PCR remained the assay of choice for the 

investigation of outbreaks of IID at the WOSSVC. 
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4.3.3. Real-Time Lightcycler™ RT-PCR Vs First And Second 

Generation Commercial EIA Methods 

During the period of study a number of commercial EIA tests became 

available for the diagnosis of norovirus. The manufacturers of these assays claim they 

are a rapid, high throughput and sensitive alternative for laboratories with no access to 

EM or RT-PCR techniques. However, few data exist comparing these antigen 

detection methods to RT-PCR methods. In this study, first and second-generation EIA 

assays were compared with the LightCycler™ RT-PCR on samples from outbreaks 

and sporadic cases of IID. The first generation EIA (IDEIA, DAKO Cytomation, 

Cambridgeshire, UK) uses polyclonal antibodies to detect and differentiate between 

G1 and G2 norovirus strains. In 2003, it was replaced by a second generation EIA. 

This second generation EIA (IDEIA NLV, Dako Ltd, Ely, Cambridgeshire, UK) uses 

a cocktail of genotype-specific monoclonal antibodies to detect and differentiate 

between the antigens of G1 and G2 norovirus strains.  

4.3.3.1. Methods 

Sample Panels 

Comparison Of First Generation EIA With Lightcycler™ RT-PCR 

The two assays were compared using 35 faecal samples from 7 outbreaks of 

gastroenteritis and 46 from sporadic cases of gastroenteritis sent to the WOSSVC 

during October to November 2002. Each sample was tested within 3 days of 

collection from the patient in line with the EIA manufacturer’s requirements. Samples 

for which the two tests produced different results were re-tested using the gel-based 

RT-PCR assessed in the previous experiment in order to corroborate the results. The 

specificity of both assays was assessed using 7 VTM vials.  

Comparison Of Second Generation EIA With Lightcycler™ RT-PCR 

The two assays were compared using 42 faecal samples from 6 suspected 

outbreaks of gastroenteritis and 28 from sporadic cases of gastroenteritis sent to the 

WOSSVC during March to April 2003 (Gunson, Miller and Carman, 2003 (ii)). Each 

sample was tested within 3 days of collection from the patient in line with the EIA 

manufacturer’s requirements.  Samples for which the two tests produced different 

results were re-tested using the gel-based RT-PCR assessed in the previous 
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experiment in order to corroborate the results. The specificity of both assays was 

assessed using 7 VTM vials.  

4.3.3.2. Laboratory Methods 

The Lightcycler™ RT-PCR and gel-based RT-PCR were used as described in 

the previous sections. 

First Generation Commercial EIA For Norovirus   

The reagents were reconstituted according to the manufacturer’s instructions 

(DAKO Cytomation, Cambridgeshire, UK). Briefly, approximately 0.1g of faecal 

specimens was added to 1ml of sample diluent and mixed thoroughly. For the 

genogroup 1 assay, the appropriate number of microtitre wells for samples and 

controls was selected from the kit. 100ul of G1 cut off control was added to the 

appropriate well. 100ul of the negative control was added to two wells. 100ul of the 

samples to be tested were added to the appropriate wells. 100ul of G1 conjugate was 

then added to each well and the plate was incubated at 20-30oC for 120 minutes. The 

wells were then washed 5 times using working strength wash buffer. 100ul of 

substrate was then added to the wells. This was then incubated at 20-30oC for 30 

minutes. 100ul of stopping solution was then added to the well. The colour change 

was then measured photometrically at 450nm with 600nm reference. According to the 

manufacturer, negative controls must have a mean absorbance value of under 0.15 

A450 units. Positive controls must have a cut off value of more than 0.18 A450 units. 

Samples with A450 units above the positive control threshold are considered positive. 

Any sample with an A450 value of within 0.010 of the cut off control should be 

considered equivocal and retested, or interpreted alongside clinical and 

epidemiological data.  

For the genogroup 2 assay the appropriate number of microtitre wells was 

removed from the kit. 100ul of G2 cut off control was added to the appropriate well. 

100ul of the negative control was added to two wells. 100ul of the samples to be 

tested were added to the appropriate wells. 100ul of G2 conjugate was then added to 

each well and the plate was incubated at 20-30oC for 120 minutes. The wells were 

then washed 5 times using working strength wash buffer. 100ul of substrate was then 

added to the wells. This was then incubated at 20-30oC for 30 minutes. 100ul of 

stopping solution was then added to the well. The colour change was then measured 

photometrically at 450nm with 600nm reference. Negative controls must have an A450 
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value of less than 0.15. Positive controls must have a cut off value of more than 0.18 

A450 units. Samples with A450 units above the positive control threshold are considered 

positive. Any sample with an A450 value of within 0.010 of the cut off control should 

be considered equivocal and retested, or interpreted together with clinical and 

epidemiological data.  

Second Generation Commercial EIA For Norovirus  

The EIA for norovirus was carried out as per the manufacturer’s instructions 

(DAKO Cytomation, Cambridgeshire, UK). Briefly, approximately 0.1g of faecal 

specimens was added to 1ml of sample diluent and mixed thoroughly. For the 

genogroup 1 assay, the appropriate number of microtitre wells was selected from the 

kit. 100ul of G1 cut off control was added to the appropriate well. 100ul of the 

negative control was added to two wells. 100ul of the samples to be tested were added 

to the appropriate wells. 100ul of G1 conjugate was then added to each well and the 

plate was incubated at 20-30oC for 120 minutes. The wells were then washed 5 times 

using working strength wash buffer. 100ul of substrate was then added to the wells. 

This was then incubated at 20-30oC for 30 minutes. 100ul of stopping solution was 

then added to the well. The colour change was then measured photometrically at 

450nm with 600nm reference. Negative controls must have a mean A450 value of less 

than 0.15. Positive controls must have a cut off value of over 0.18 A450 units. Samples 

with A450 units above the positive control threshold are considered positive. Any 

sample with an A450 value of within 0.010 of the cut off control should be considered 

equivocal and retested, or interpreted alongside clinical and epidemiological data.  

For the genogroup 2 assay the appropriate number of microtitre wells were 

selected. 100ul of G2 cut off control was added to the appropriate well. 100ul of the 

negative control was added to two wells. 100ul of the samples to be tested were added 

to the appropriate wells. 100ul of G2 conjugate was then added to each well and the 

plate was incubated at 20-30oC for 120 minutes. The wells were then washed 5 times 

using working strength wash buffer. 100ul of substrate was then added to the wells. 

This was then incubated at 20-30oC for 30 minutes. 100ul of stopping solution was 

then added to the well. The colour change was then measured photometrically at 

450nm with 600nm reference. Negative controls must have an A450 value of under 

0.15. Positive controls must have a cut off value of more than 0.18 A450 units. 

Samples with A450 units above the positive control are considered positive. Any 
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sample with an A450 value of within 0.010 of the cut off control should be considered 

equivocal, and retested or interpreted together with clinical and epidemiological data.  

4.3.3.3. Results 

Comparison Of First Generation EIA With Lightcycler™ RT-PCR 

In total, the Lightcycler™ assay detected norovirus in more samples than the 

EIA (18 versus 6), as shown in Table 14. All of the Lightcycler™ positives were 

confirmed using the gel-based RT-PCR, compared to 5 of the 7 EIA positives. A total 

of 4 norovirus-positives were detected by both assays  

Table 14: Comparison of LightCycler™ PCR and first generation EIA. 

Sample Type Number of Samples LightCycler™ Positive EIA Positive 

Outbreak 1 13 4 2 

Outbreak 2 3 2 0 

Outbreak 3 3 1 1 

Outbreak 4 4 3 0 

Outbreak 5 4 1 0 

Outbreak 6 5 2 0 

Outbreak 7 3 2 1 

Total Outbreak 35 15 4 

Sporadic 46 3 2 

Total 88 18 6 

 

The EIA detected norovirus-positive samples in 3 of the 7 suspected 

outbreaks. However, in 2 of these outbreaks only 1 sample tested positive. As 

discussed earlier, the WOSSVC criteria state that a norovirus outbreak must contain at 

least 2 positive samples in order to be confirmed as positive, as the presence of 1 

positive sample could be due to a sporadic case of norovirus. Using this criterion here, 

only 1 outbreak could be confirmed as being caused by norovirus. The LightCycler™ 

RT-PCR, in comparison, confirmed norovirus as the cause in 5 outbreaks.  

Amongst the sporadic cases of IID the LightCycler™ RT-PCR detected 

norovirus in 3 samples. All 3 results were confirmed using the gel-based RT-PCR. In 

contrast, the EIA test detected norovirus in 2 sporadic samples, neither of which could 

be confirmed using the gel-based RT-PCR. In terms of specificity the EIA detected 

one of the VTM samples as positive. Testing with the gel-based RT-PCR, however, 

confirmed that the VTM sample was norovirus-negative. Meanwhile all negative 

controls tested negative using the Lightcycler™ assay.  
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Comparison Of Second Generation EIA With Lightcycler™ RT-PCR 

In total, the LightCycler™ RT-PCR detected norovirus in more samples than 

the EIA (26 versus 9), as shown in Table 15. All of the Lightcycler™ positive results 

were confirmed using the gel-based RT-PCR. A total of 8 samples tested positive for 

norovirus using both assays. The EIA detected norovirus in 2 samples that tested 

negative using the LightCycler™ RT-PCR assay. However, neither of these positive 

results could be confirmed using the second RT-PCR. One sample was classified as 

equivocal using EIA but tested positive for norovirus suing the Lightcycler™ RT-

PCR. 

In total 6 suspected outbreaks of viral gastroenteritis were investigated. Using 

the WOSSVC criteria, the EIA technique diagnosed norovirus as the cause of 1 of the 

6 outbreaks (outbreak 6), whereas the LightCycler™ RT-PCR established norovirus 

as the cause in all outbreaks. 

Amongst the sporadic cases of IID the LightCycler™ RT-PCR detected 

norovirus in 5 samples. All 5 results were confirmed using the gel-based RT-PCR. In 

contrast, the EIA test detected norovirus in 3 sporadic samples, only one of which 

could be confirmed using the gel-based RT-PCR. In terms of specificity all negative 

controls tested negative using the Lightcycler™ assay and the EIA.  

Table 15: Comparison of Lightcycler™ PCR and EIA  

Sample Type Number of Samples  Lightcycler™ Positive EIA Positive 

Outbreak 1 5 2 0 

Outbreak 2 6 4 1 

Outbreak 3 8 4 1 

Outbreak 4 11 3 0 

Outbreak 5 6 4 1 

Outbreak 6 6 4 3 

Total Outbreak 42 21 6 

Sporadic 28 5 3 

Total 70 26 9 

4.3.3.4. Study Conclusions 

These results show that both the first and second generation EIA were 

inadequate for norovirus detection. The LightCycler™ RT-PCR detected norovirus in 

more samples and confirmed more norovirus outbreaks than either EIA. In both 

comparisons all of the extra cases of norovirus detected by the LightCycler™ RT-

PCR were confirmed using the alternative (more sensitive) gel-based RT-PCR. In 

contrast both EIAs produced positive results that could not be confirmed using the 
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gel-based RT-PCR. It is possible that these samples tested negative using the gel-

based method due to primer mismatches or inhibition. However, given that these 

samples also tested negative using the Lightcycler™ assay, the EIA results may also 

have been false positives and therefore the specificity of these assays should be 

questioned. The fact that in the first study a VTM negative control tested positive for 

norovirus using the EIA points toward this conclusion.  

As these EIA tests are relatively new, there are few comparisons with PCR 

available in the literature. Richards et al compared the first generation (polyclonal 

based) EIA with a RT-PCR assay on patient samples taken from outbreaks of IID 

(Richards et al, 2003). Overall they found the EIA to be less sensitive and specific 

than the RT-PCR method. These results confirmed those of the above study. 

However, Richards et al concluded their report by stating that EIA is a suitable 

alternative to EM as an initial screening tool before testing all samples found to 

negative using PCR or EM. This, however, is likely to result in longer turn-around-

times since a significant proportion of samples are likely to test negative using EIA 

and thus require a second phase of testing. Moreover, the lower specificity of the EIA 

found in this research may result in the false diagnosis of norovirus outbreaks leading 

to unnecessary implementation of costly infection control procedures. It is worth 

noting that the first generation EIA was withdrawn from the market in 2003.  

A recent study by Burton-MacLeod further substantiated the results of the 

above study examining the second generation (monoclonal based) EIA. In the 

reported study the EIA was assessed on a panel of known types of norovirus and other 

causes of viral IID (Burton-MacLeod et al, 2004). They found the EIA could not 

detect all G2 strains and had an overall sensitivity of 39% (albeit with a specificity of 

100%). They concluded that the Dako assay could not be used as a frontline test for 

norovirus. Other recent studies have also found the Dako assay to have lower 

sensitivity and specificity than RT-PCR tests (Wilhelmi et al, 2007; Castriciano et al, 

2007; Dimitriadis, Bruggink and Marshall, 2006; Dimitriadis and Marshall, 2005). 

For example, Wilhemli et al assessed the EIA using 117 samples that tested positive 

for norovirus using RT-PCR. They found the EIA to have a sensitivity of 76.9% and a 

specificity of 85%. Similar results were obtained by Castriciano et al and Dimitraidis 

et al. 
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Based on the findings of this research the EIA method was not implemented in 

the WOSSVC and the LightcyclerTM RT-PCR remained the frontline assay for 

outbreaks of norovirus. 

4.3.4. Real-Time Lightcycler™ RT-PCR Vs Dual-Labelled Probe-

Based Real-Time PCR 

As discussed earlier, in 2003 the WOSSVC obtained a number of real time 

PCR platforms that could support other real time chemistries including dual-labelled 

probes. Compared to the Lightcycler™ platform, these platforms offer greater 

throughput (72-96 vs 32 per run) and potentially, therefore, more rapid turn-around-

times. Dual-labelled probe-based real-time PCR methods may also offer improved 

specificity in comparison to a SYBR green based approach due to the incorporation of 

an additional probe complimentary to the target sequence. As a result such assays do 

not require a melting curve step, which aids rapidity and offers easier result 

interpretation not reliant on melting temperature. 

The aim of this experiment, therefore, was to compare the Lightcycler™ RT-

PCR to the dual-labelled probe-based RT-PCR selected and adapted as described in 

Chapter 3. First the specificity of the new assay was tested using the panel employed 

earlier in assessing the Lightcycler™ assay. The sensitivity of the two real-time 

assays was then compared using clinical samples from outbreaks and sporadic cases 

of IID and dilution series of both a G1 and G2 positive sample.  

Resource constraits meant that corroboratory testing using an alternative 

method was not carried out at the time. However, all samples for which the two tests 

produced different results were re-tested using an alternative nested RT-PCR in 2007 

(Gallimore et al, 2007). The assay described by Gallimore et al was selected since it 

targets parts of both the RdRp and the ORF-2 regions. This extra testing was carried 

out in order to confirm the initial results obtained in 2004 and to ensure that the 

correct service decisions were made regarding the routine diagnostic service.  

4.3.4.1. Methods 

Sample Panels 

Specificity Panel 

The specificity panel described in section 4.3.1.1 for this original assessment 

of the assay was again employed in this experiment.  
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Clinical Samples 

The dual-labelled probe-based real-time RT-PCR and the LightCycler™ RT-

PCR were compared using 217 faecal samples collected from 6 suspected outbreaks 

of IID (n=64 samples), and 153 community managed cases of acute gastroenteritis. 

All samples were submitted to the WOSSVC during October to December 2003. 

Finally, each method was compared using a dilution series of a known G1 

(Birmingham (AJ277612)) sample and a known G2 (Lordsdale/93/UK (X86557)) 

sample. The G1 sample was provided by Dr M Koopmans whereas the G2 sample 

was part of the WOSSVC sample collection. 

Laboratory Methods 

The LightCycler™ RT-PCR assay was implemented as described earlier. The 

dual-labelled probe-based assay was implemented as described in section 3.4.2.2 of 

Chapter 3. 

Nested RT-PCR For Norovirus 

 Extracted RNA (12.5ul) was amplified using a combined one step RT-PCR 

kit (Qiagen, Crawley, UK) using primers G2FBN and G2SKR (25 pmoles/reaction) 

under the following conditions. The RT step was carried at 50oC for 30 minutes 

followed by the first round PCR step at 95oC for 15 minutes. This was followed by 35 

cycles of: 95oC for 40 seconds; 45oC for 40 seconds and 72oC for 1 min. 2ul of first 

round product was then transferred to a 48 ul second round reaction (Qiagen) 

containing primers G2FBN2 and G2SKR (50 pmoles/ reaction) and subjected to 40 

cycles of: 94oC for 40 seconds; 45oC for 25 seconds and 72oC for 1 minute 30 

seconds. This was followed by a hold step 72oC for 10 min. Products were visualised 

using agarose gel electrophoresis. A PCR product of 357bp was expected if norovirus 

was successfully amplified from the sample. 

4.3.4.2. Results 

The dual-labelled probe-based RT-PCR was shown to be specific since it did 

not detect any of the specificity panel as positive. When compared on the sample 

panel the new real-time assay detected norovirus in more samples than the 

LightCycler™ RT-PCR in total (41 vs 13) as shown in Table 16. All extra positives 

detected by the dual-labelled probe-based assay were confirmed as containing 

norovirus by re-testing with the nested RT-PCR.  
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Using the standard WOSSVC criteria, the probe-based method diagnosed 

norovirus to be the cause of 4 outbreaks (outbreaks 1, 3, 4 and 5). In comparison, the 

LightCycler™ RT-PCR diagnosed norovirus as the cause of only one outbreak 

(outbreak 3). In both tests a single positive sample was detected in one other 

suspected outbreak (in outbreak 2 using the dual-labelled probe-based assay and 

outbreak 4 using the LightCycler™ RT-PCR), neither of which could be confirmed as 

being caused by norovirus due to the lack of multiple positive samples. All of the 

samples from one outbreak tested negative for norovirus using both methods 

(outbreak 6).  

Table 16: Comparison of dual-labelled probe-based PCR and LightCycler™ RT-PCR.  

Sample  

Type 

Number of Samples Dual-labelled Probe-based  

Positives 

Lightcycler™  

Positives 

Outbreak 1 21 3 0 

Outbreak 2 5 1 0 

Outbreak 3 7 7 6 

Outbreak 4 5 2 1 

Outbreak 5 13 13 0 

Outbreak 6 13 0 0 

Total Outbreak 64 26 7 

Sporadic 153 15 6 

Total 217 41 13 

 

Amongst the sporadic cases, the dual-labelled probe-based assay detected 

norovirus in more samples (15 vs 6).  

Finally, the greater sensitivity of the dual-labelled probe-based RT-PCR was 

confirmed using the dilution panels of a G1 and G2 positive sample (made up of 10 

fold dilutions). The results are shown in Table 17 and Table 18. The dual-labelled 

probe-based assay was found to have a lower detection limit for both norovirus type 

G1 (10-5 vs 10-2) and G2 (10-6 vs 10-4).  

Table 17: Comparison of dual-labelled probe-based RT-PCR and LightCycler™ RT-PCR 
on a dilution series of a norovirus positive sample (G1-Birmingham AJ277612). 

Dilution of G1 Sample LightCycler™ Result Dual-labelled Probe-based Result (Ct) 

10
-1

 + + (23.2) 

10
-2

 + + (27.0) 

10
-3

 - + (30.2) 

10
-4

 - + (33.4) 

10
-5

 - + (36.2) 

10
-6

 - - 
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Table 18: Comparison of dual-labelled probe-based RT-PCR and LightCycler™ RT-PCR 
on a dilution series of a norovirus positive sample (G1-Lordsdale/93/UK X86557). 

Dilution of G2 Sample LightCycler™ Result Dual-labelled Probe-based Result (Ct) 

10
-1

 + + (20.1) 

10
-2

 + + (23.4) 

10
-3

 + + (27.1) 

10
-4

 + + (30.2) 

10
-5

 - + (33.6) 

10
-6

 - + (37.0) 

10
-7

 - - 

4.3.4.3. Study Conclusions 

Overall, the results showed that the adapted version of the dual-labelled probe-

based test described by Kageyama et al was specific and consistently more sensitive 

than the Lightcycler™ assay (Gunson and Carman, 2005). This was confirmed by 

repeat testing of the discrepant results using an alternative PCR assay in 2007. The 

dual-labelled probe-based PCR also had the potential for increased throughput since it 

could test more samples per run than achievable on the Lightcycler™ method. As 

mentioned above the Lightcycler™ assay consisted of four steps (stool extraction, 

nucleic acid extraction, RT, and PCR) whereas the dual-labelled probe-based assay 

consists of just three steps (the RT and PCR steps are combined). Based on these 

results it was used to replace the Lightcycler™ assay as the frontline test for norovirus 

in outbreaks of IID in January 2004. 

4.4. Assessment Of The PCR Protocols For Use In The Proposed 

Sporadic Service 

4.4.1. Gel-based Multiplex RT-PCR For Adenovirus, Astrovirus, 

Rotavirus And Sapovirus Vs Individual PCR Assays For Each  

The aim of the first experiment in this series was to compare the sensitivity of 

the novel multiplex assay described in Chapter 3 with that of the individual assays 

from which it was developed, to ensure the multiplex RT-PCR was at least as 

sensitive. Of particular interest were the results for adenovirus, to determine if the 

addition of an RT step affected the sensitivity of the test.  The final multiplex was 

then assessed for specificity using a panel of samples containing recognised 

gastrointestinal pathogens. 
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4.4.1.1. Methods 

Sample Panels 

Clinical Samples 

Both methods were initially compared using 10-fold dilution series of four 

different samples, each known (via testing by EM) to be positive for one of the four 

viral pathogens of interest. Testing with a dilution series is an important first step in 

the assessment of multiplex assays prior to the assessment using clinical samples, in 

order to determine if there are any cross-reactions between the primers that reduce test 

sensitivity. The clinical panel in this case consisted of 74 samples from sporadic cases 

of IID containing 20 that tested positive for adenovirus (using the EIA method 

Adenoscreen (Microgen) at the Royal Hospital for Sick Children (RHSC) in Glasgow, 

10 samples that tested positive for astrovirus using EM at the WOSSVC, 20 rotavirus-

positive samples tested using an EIA method (Microgen), at the RHSC and 24 

sapovirus-positive samples containing representatives of both G1 and G2 sapoviruses 

(provided by Dr M Koopmans, Bilthoven, Netherlands).  

Specificity Panel 

The specificity panel described in section 4.3.1.1 was also employed in this 

experiment, with the addition of 7 norovirus types for cross-testing purposes. The 7 

norovirus types consisted of 5 G1 types (Birmingham AJ277612), White Rose, Malta, 

Musgrove and Mikkelo) and 2 G2 types (Lordsdale/93/UK X86557 and Leeds/90/UK 

AJ277603) and were sourced from Dr M Koopmans, Bilthoven, Netherlands and the 

G2 types were part of the WOSSVC sample collection. 

4.4.1.2. Laboratory Methods 

All samples were processed using the faecal extraction and nucleic acid 

extraction protocols outlined in Chapter 3 (section 3.4.1.1 and 3.4.1.2). Where 

employed, the reverse transcriptase step was the standard laboratory method described 

in Chapter 3 (section 3.4.2.1). The multiplex RT-PCR for adenovirus, astrovirus, 

rotavirus and sapovirus is also described in Chapter 3 (section 3.4.2.3). 

Individual PCR For Adenovirus 

10ul of cDNA was added to a 50ul reaction containing 10xPCR buffer 

(100mM tris-HCI, 15mM MgCl2, and 500mM KCL), 0.2mM of each dNTP and 

0.2mM of primers ADJC1 and ADJC2 for adenovirus (Cooper et al, 1999). A mixture 
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of 2U of Taq DNA polymerase, 0.028uM TaqStart antibody (Clontech Laboratories, 

Paolo Alto, USA) and 4xTaqStart antibody dilution buffer (Clontech Laboratories, 

Paolo Alto, USA) was incubated at room temperature for 10 minutes before being 

added to the final reaction mixture. The PCR conditions were 94oC for 3 mins, 

followed by 40 cycles of: 94oC for 30 secs, 47oC for 40 secs, 72oC for 30 secs; with a 

final extension step of 72oC for 7 mins. Products were then subjected to agarose gel 

electrophoresis. Positive bands were expected at 140bp for adenovirus. 

Individual RT-PCR For Astrovirus 

10ul of cDNA was added to a 50ul reaction containing 10xPCR buffer 

(100mM tris-HCI, 15mM MgCl2, 500mM KCL), 0.2mM of each dNTP and 0.2mM 

of primers mon269 and mon270 for astrovirus (Noel et al, 1995). A mixture of 2U of 

Taq DNA polymerase, 0.028uM of TaqStart antibody (Clontech Laboratories, Paolo 

Alto, USA) and 4xTaqStart antibody dilution buffer (Clontech Laboratories, Paolo 

Alto, USA) was incubated at room temperature for 10 minutes before being added to 

the final reaction mixture. PCR conditions were 94oC for 3 mins, 40 cycles of: 94oC 

for 1min, 50oC for 1 mins, 72oC for 1 min; with a final extension step of 72oC for 7 

mins. Products were then subjected to agarose gel electrophoresis. Positive bands 

were expected at 449bp for adenovirus. 

Individual RT-PCR For Rotavirus 

10ul of cDNA was added to a 50ul reaction containing 10xPCR buffer 

(100mM tris-HCI, 15mM MgCl2, 500mM KCL), 0.2mM of each dNTP, 0.2mM of 

each primer con1 and con2 (Gentsch et al, 1992; Rasool et al, 2002). A mixture of 2U 

of Taq DNA polymerase, 0.028uM TaqStart antibody™ (Clontech Laboratories, 

Paolo Alto, USA) and 4xTaqStart antibody dilution buffer (Clontech Laboratories, 

Paolo Alto, USA) was incubated at room temperature for 10 minutes before being 

added to the final reaction mixture. PCR conditions were 94oC for 5 mins, 40 cycles 

of: 94oC for 30 secs, 42oC for 1 minute, 72oC for 1 minute 30 secs; with a final step of 

72oC for 7 mins. Products were then subjected to agarose gel electrophoresis. Positive 

bands were expected at 220bp for rotavirus. 

Individual RT-PCR For Sapovirus 

10ul of cDNA was added to a 50ul reaction containing 10xPCR buffer 

(100mM tris-HCI, 15mM MgCl2, 500mM KCL), 0.2mM of each dNTP, 0.2mM of 
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primers JV66 and SR80 for sapovirus (Vinje et al, 2000). A mixture of 2U of Taq 

DNA polymerase, 0.028uM TaqStart antibody (Clontech Laboratories, Paolo Alto, 

USA), and 4xTaqStart antibody dilution buffer (Clontech Laboratories, Paolo Alto, 

USA) was incubated at room temperature for 10 minutes before being added to the 

final reaction mixture. PCR conditions were 94oC for 3 mins, 40 cycles of: 94oC for 1 

min, 37oC for 1 min 30 secs, 74oC for 1 minute; with a final extension step of 72oC 

for 7 min. Products were then subjected to agarose gel electrophoresis. Positive bands 

were expected at 349bp for sapovirus. 

4.4.1.3. Results  

Results for the dilution series (Table 19) showed significant reductions in the 

end point detection limits for astrovirus, rotavirus and sapovirus the multiplex version 

of the assay. In fact, the multiplex assay failed to detect rotavirus at any of the 

concentrations tested. 

Assuming that these decreases in sensitivity were due to cross-reactions 

between the primers for each pathogen, each set of primers was removed in turn from 

the multiplex assay in order to investigate the source(s) of the problem. All other 

constituents and parameters in the multiplex assay remained the same. 

Removing the adenovirus PCR assay from the multiplex RT-PCR assay did 

not improve the end point detection limit of the astrovirus, rotavirus or sapovirus RT-

PCR tests (Table 20). Similarly, removing the astrovirus RT-PCR and did not 

improve the rotavirus and sapovirus RT-PCR (Table 21). However, removing the 

rotavirus RT-PCR resulted in the remaining multiplex RT-PCR assay producing 

similar levels of sensitivity to the corresponding individual PCR assays (Table 22).  

Table 19: Comparison of multiplex PCR for adenovirus, astrovirus, rotavirus and 
sapovirus with singleton assays on dilution series. 

Adenovirus Astrovirus Rotavirus Sapovirus Dilution 

Multi 

Result 

Single 

Result 

Multi 

Result 

Single 

Result 

Multi 

Result 

Single 

Result 

Multi 

Result 

Single 

Result 

10
-1

 + + + + - + + + 

10
-2

 + + - + - + + + 

10
-3

 + + - - - + - + 

10
-4

 + + - - - - - - 

10
-5

 - - - - - - - - 
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Table 20: Comparison of multiplex PCR for astrovirus, rotavirus and sapovirus with 
singleton assays on dilution series. 

Astrovirus Rotavirus Sapovirus Dilution 

Multi 

Result 

Single 

Result 

Multi 

Result 

Single 

Result 

Multi 

Result 

Single 

Result 

10
-1

 + + - + + + 

10
-2

 - + - + + + 

10
-3

 - - - + - + 

10
-4

 - - - - - - 

10
-5

 - - - - - - 

 

Table 21: Comparison of multiplex PCR for adenovirus, rotavirus and sapovirus with 
singleton assays on dilution series. 

Adenovirus Rotavirus Sapovirus Dilution 

Multi 

Result 

Single 

Result 

Multi 

Result 

Single 

Result 

Multi 

Result 

Single 

Result 

10
-1

 + + - + + + 

10
-2

 + + - + + + 

10
-3

 + + - + - + 

10
-4

 + + - - - - 

10
-5

 - - - - - - 

 

Table 22: Comparison of multiplex PCR for adenovirus, astrovirus and sapovirus with 
singleton assays on dilution series. 

Adenovirus Astrovirus Sapovirus Dilution 

Multi 

Result 

Single  

Result 

Multi  

Result  

Single  

Result  

Multi  

Result  

Single  

Result  

10
-1

 + + + + + + 

10
-2

 + + + + + + 

10
-3

 + + - - + + 

10
-4

 + + - - - - 

10
-5

 - - - - - - 

 

When tested using the 74 clinical samples, moreover, this version of the 

multiplex assay detected all cases of adenovirus, astrovirus and sapovirus in the panel. 

In addition, it did not detect any samples in the specificity panel as positive and hence 

was shown to be specific. 

In all versions of the multiplex assay the inclusion of an RT step was shown to 

have no effect on the sensitivity of the adenovirus detection. The data also showed 

that changing the original annealing temperature as part of the multiplexing process 

had little effect on the individual assays’ sensitivity.  
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4.4.1.4. Study Conclusions 

The results from this experiment showed that it was not possible to multiplex 

all four assays without seriously affecting their sensitivity. Instead, the four chosen 

PCR assays were reduced to two tests: a single RT-PCR assay for rotavirus and a 

novel multiplex assay for the detection of adenovirus, astrovirus and sapovirus. 

Although not as efficient as a single four-way test, this still represents a saving in the 

cost and rapidity of testing in comparison to four separate tests since fewer steps will 

be carried out, less reagents will be used and less technician time is required. 

However, on balance it was felt that the benefits of a dual PCR test solution were not 

enough to warrant the replacement of the EM service for sporadic IID at this stage. 

4.4.2. Developed Gel-Based PCR Methods Vs EIA Methods  

As described earlier, EIA methods are popular assays in laboratories without 

access to EM or PCR. Studies have shown these to be similar in sensitivity to EM 

(Giordano et al, 2005; Rabenau et al, 1998; Putzker et al, 2000) although few studies 

exist comparing them to PCR methods. The advantage of such methods is that they 

are considered simple to implement, easy to use and are rapid and high throughput. 

The aim of this second study, therefore, was to measure the sensitivity of 

commercial EIA methods in comparison to the RT-PCR assay for rotavirus and the 

multiplex RT-PCR for adenovirus, astrovirus and sapovirus developed in the previous 

experiment. Should the EIA methods prove as sensitive as the PCR assays, or more 

so, this and the relative ease of their implementation in comparison to a dual PCR 

solution would mean these were potential candidates as the replacement for EM in the 

sporadic service.  

The multiplex RT-PCR assay was compared to an EIA for astrovirus, whilst 

the rotavirus RT-PCR was compared to both an ICG and an EIA for the detection of 

rotavirus. EIA methods for the detection of adenovirus and sapovirus were not 

included in the comparison since an adenovirus EIA was not available in the 

laboratory during the period of study and a commercial sapovirus EIA had yet to be 

developed. Similarly, an ICG test for astrovirus was not available in the laboratory 

during this time. Both types of test were assessed using faecal samples taken from 

children with clinically diagnosed IID. 

Subsequently, in 2007, all samples for which the two tests produced different 

results were re-tested using the dual-labelled probe-based real-time RT-PCR assays 
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described in section 3.4.2.3 of Chapter 3 once these became available. These are 

useful methods for confirmation since they target alternative regions of the rotavirus 

and astrovirus genome (Pang et al, 2004; Le Cann et al, 2004) to the gel-based 

methods. This extra testing was carried out in order to confirm the initial results 

obtained in 2004 and to ensure that the correct service decisions were made regarding 

the routine diagnostic service.  

4.4.2.1. Methods 

Sample Panels 

Comparison Of Rotavirus RT-PCR With Commercial EIA And ICG 

The single gel-based RT-PCR assay was compared with a commercial ICG 

and EIA on 107 faecal samples collected from children under 5 years old with 

sporadic IID. All samples were from patients clinically diagnosed as having 

gastroenteritis (as shown on the specimen request forms) and were submitted to 

Monklands District General Hospital (MDGH), Lanarkshire between February and 

April 2002. All samples had initially been tested at MDGH using an ICG test for 

rotavirus (Rotascreen Dipstick, Microgen Bio Products). Samples were then 

immediately sent to the WOSSVC and tested using both the RT-PCR and a 

commonly used EIA (Rotascreen II EIA, Microgen Bio Products). All samples were 

tested within 7 days of collection from the patient in line with the EIA manufacturer’s 

requirements. Negative (VTM) PCR controls were included in each PCR run.  

Comparison Of Multiplex RT-PCR With Commercial EIA For Astrovirus 

In total, 48 faecal samples were used to compare the EIA with the multiplex 

RT-PCR for astrovirus, adenovirus and sapovirus. All samples had originally been 

sent to Monklands District General Hospital (MDGH), Lanarkshire in February to 

April 2002, from children under 5 years old with clinically diagnosed community 

managed gastroenteritis. All samples had tested negative for rotavirus (using ICG) 

and for other microbiological pathogens at the MDGH. They had also tested negative 

at the WOSSVC for adenovirus, rotavirus and sapovirus using the singleton gel-based 

RT-PCR assays described earlier and norovirus using the Lightcycler™ RT-PCR test. 

All samples were tested within 7 days of collection from the patient in line with the 

EIA manufacturer’s requirements. Negative (VTM) PCR controls were included in 

each PCR run to control for test contamination.  
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4.4.2.2. Laboratory Methods 

All samples to be tested using both the rotavirus RT-PCR and the multiplex 

RT-PCR were processed using the faecal extraction and nucleic acid extraction 

protocols outlined previously in Chapter 3 (Section 3.4.1.1 and 3.3.1.2). The rotavirus 

RT-PCR is described previously (section 4.4.1.1) and the multiplex developed in the 

previous experiment is described below. The real-time PCR methods for rotavirus and 

astrovirus are also described in Chapter 3 (section 3.4.2.3). 

Multiplex RT-PCR For Adenovirus, Astrovirus And Sapovirus 

10ul of cDNA was added to a 50ul reaction containing 10xPCR buffer 

(100mM tris-HCI, 15mM MgCl2, 500mM KCL), 0.2mM of each dNTP, 0.2mM of 

each set of primers for each of the different pathogens. A mixture of 2U of Taq DNA 

polymerase, 0.028uM TaqStart antibody (Clontech Laboratories, Palo Alto, USA), 

and 4xTaqStart antibody dilution buffer (Clontech Laboratories, Palo Alto, USA) was 

incubated at room temperature for 10 minutes before being added to the final reaction 

mixture. PCR conditions were 94oC for 3 mins, 40 cycles of: 94oC for 30 secs, 47oC 

for 40 secs, 72oC for 30 secs; with a final extension step of 72oC for 7 min. Products 

were then subjected to agarose gel electrophoresis. Positive bands were expected at 

140bp for adenovirus, 449bp for astrovirus and 349bp for sapovirus. 

Commercial EIA Assay for Rotavirus (Microgen) 

The commercial antigen detection assay used for rotavirus was the Rotascreen 

II EIA test supplied by Microgen Bio-Products, Camberley, Surrey, UK. Before 

carrying out the EIA test all reagents were made up as per the manufacturer’s 

instructions. The commercial EIA was then carried out according to its 

manufacturer’s instructions (Microgen Bio-Products, Camberley, Surrey, UK). 

Briefly, approximately 0.1g of faecal specimens was added to 1ml of sample diluent 

and mixed thoroughly. The appropriate number of microtitre wells for samples and 

controls was selected from the kit. 50ul of positive control was then added to the 

appropriate positive control well. 50ul of negative control was added to the 

appropriate negative control well. 50ul of the sample/s were then added to the 

appropriate wells. 50ul of conjugate was then added to each well. The plate was then 

incubated at room temperature for 30mins. The wells were then washed three times 

using the wash buffer. 100ul of substrate was then added to all wells before a second 

incubation step at room temperature for 20mins. 100ul of stop solution was then 



 145 

added to each well. The wells were read at absorbance 450nm. According to the 

manufacturer’s instructions, the positive control must have an absorbance value of 

more than 0.6 A450 units. The negative control must have an absorbance value of less 

than 0.15A450 units. Samples are regarded as positive if the A450 value is greater than 

the A450 value of the negative control plus 0.1 absorbance units. It is recommended 

that faecal samples giving absorbance values within 10% of the cut off should be 

retested.  

Commercial EIA For Astrovirus 

The EIA used for astrovirus used an amplified IDEIA test (DAKO 

Cytomation, Cambridgeshire, UK) and was carried out in accordance with the 

manufacturer’s instructions. Approximately 0.1g of faecal specimens were added to 

1ml of sample diluent and mixed thoroughly. The appropriate number of microtitre 

wells was selected from the kit. 100ul of positive control was added to the appropriate 

positive control well. 100ul of negative control was added to the appropriate negative 

controlwell. 100ul of clinical sample was added to the appropriate well. 100ul of 

conjugate was then added to all wells. Wells were incubated at 25oC for 60 minutes 

and then washed five times using wash buffer. 100ul of substrate was then added to 

each well and incubated at 25oC for 10 minutes. 100ul of stopping solution was 

added. Wells were read photometrically at 450nm. According to manufacturers 

instructions the positive control must have an absorbance value of more than 0.5 

absorbance units. Negative controls should have absorbance values of less than 0.15 

absorbance units. Cut off values are calculated by adding 0.1 absorbance units to the 

negative control value. Positive samples must have absorbance units above the cut off 

value. A result within 0.1 absorbance units of the cut off value should be interpreted 

cautiously taking into account the clinical and epidemiological data.   

4.4.2.3. Results 

Comparison Of Rotavirus RT-PCR With EIA And ICG 

The RT-PCR assay detected rotavirus in 58 samples whereas the ICG detected 

it in 29 and the EIA in 28 (Table 23-Table 25). Rotavirus was detected in the same 17 

samples by both antigen detection methods. These, plus all other EIA and ICG 

positive results were confirmed using the RT-PCR. All negative controls tested 

negative using the RT-PCR assay and the EIA and ICG methods. In 2007, all of the 
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RT-PCR positive results were confirmed as positive using the dual-labelled probe-

based RT-PCR. 

Table 23: Comparison of RT-PCR and EIA for the detection of rotavirus. 

 RT-PCR 

EIA Positive Negative 

Positive 28 0 

Negative 30 49 

 

Table 24: Comparison of RT-PCR and ICG for the detection of rotavirus. 

 RT-PCR 

ICG Positive Negative 

Positive 29 0 

Negative 29 49 

 

Table 25: Comparison of ICG and EIA for the detection of rotavirus. 

 EIA 

ICG Positive Negative 

Positive 17 12 

Negative 11 67 

 

Comparison Of Multiplex RT-PCR With Commercial EIA For Astrovirus 

Using the multiplex RT-PCR, initial testing of the sample panel provided 

results with numerous non-specific bands that could not be read with confidence 

(Figure 13). At this stage it was not clear if this were due to human error or a more 

serious problem with the robustness of the multiplex RT-PCR. Repeat testing rectified 

the problem so that the results could be examined.  

Following repeat testing the multiplex RT-PCR detected astrovirus in 18 

samples compared to 8 that tested positive using the EIA (Table 26). Astrovirus was 

detected by both tests in 7 cases. The other sample that tested positive for astrovirus 

using the EIA tested negative using the multiplex RT-PCR. 29 samples tested 

negative for astrovirus using both assays. No other viral causes of IID were detected 

in these samples using the multiplex RT-PCR, confirming the findings of the 

singleton assays and the Lightcycler™ RT-PCR. All extra RT-PCR positive results 

were confirmed as positive using the dual-labelled probe-based RT-PCR. The sample 

that tested positive for astrovirus using the EIA assay but negative using the multiplex 

RT-PCR was also found to be negative using the dual-labelled probe-based assay. 
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Figure 13: Example Of Non-Specific Banding Patterns Observed With The Multiplex RT-
PCR. 

 

 

Table 26: Comparison of RT-PCR And EIA For The Detection Of Astrovirus. 

 RT-PCR 

EIA Positive Negative 

Positive 7 1 

Negative 11 29 

4.4.2.4. Study Conclusions 

The results showed that both the rotavirus and the multiplex RT-PCR methods 

were more sensitive than either of the antigen detection methods examined (Gunson et 

al, 2003(iii); Gunson et al, 2003(iv)). Both detected the relevant pathogen in more 

samples than the antigen detection methods (The improved sensitivity of these assays 

was confirmed by re-testing the extra positive samples using real-time PCR in 2007). 

These results are similar to those found for the assessment of the norovirus EIA 

methods in the previous section.  

The poorer sensitivity of the EIA methods meant these were rejected as 

replacements for the existing EM-based service for sporadic cases of IID. However, 

the numerous steps involved in a dual PCR solution together with concerns over the 

robustness of the multiplex RT-PCR (since repeat testing was required in this 

experiment to establish clear result bands) meant that, at this stage, the decision was 

also taken not to proceed with the implementation of the gel-based assays as the 

frontline tests for sporadic cases of IID. EM remained the test employed in routine 
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service until 2004, when dual-labelled probe-based technology was introduced. This 

is described in the following section. 

4.4.3. Developed Gel-Based PCR Methods Vs Dual-Labelled Probe-

Based Real-Time PCR Methods 

As mentioned earlier, in 2003 the WOSSVC implemented a number of PCR 

platforms that could support real-time chemistries such as dual-labelled probes.  

This introduced the possibility of implementing real-time PCR tests for 

adenovirus, astrovirus, rotavirus and sapovirus in the diagnostic service for sporadic 

cases of IID, a two test gel-based PCR solution having previously been rejected on the 

basis of involving too many steps. Commercial antigen detection methods had also 

been rejected due to their limited sensitivity.  

The aim of the third experiment in this series, therefore, was to assess the 

sensitivity of the real-time assays for adenovirus, astrovirus, rotavirus and sapovirus 

selected and developed as described in Chapter 3 in comparison to the two gel-based 

PCR tests. The assays were compared using a number of dilution series and a panel of 

322 stool samples taken from children with clinically diagnosed sporadic IID. The 

dual-labelled probe-based assays were also assessed using the sample specificity 

panel described earlier. 

In 2007, all samples for which the two test types of produced different results 

were re-tested using a number of gel-based PCR methods. These methods were 

chosen because they targeted alternative regions of the viral genome to that targeted 

by the real-time PCR methods. In addition some of these were nested protocols - a 

type of assay that, although rejected for routine use due to the numerous steps 

involved, has been shown to be sensitive. Although confirmatory testing had no effect 

on the service decisions made at the time, it provided reassurance that the correct 

decisions were taken. 

 All discrepant adenovirus results were tested using the assay described by Xu 

et al (Xu et al, 1990). This is a universal adenovirus test that targets an alternative part 

of the hexon region to the others under examination. For astrovirus discrepant results, 

a hemi nested RT-PCR was used that targets the capsid region (Gallimore et al, 2005). 

The assay uses the same primers (mon 269 and mon 270) as described by Noel et al in 

the first round and uses an adapted mon 269 as the internal primer in the second 

nested step. This assay had already been shown to be more sensitive than the single 
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round RT-PCR described by Noel et al. For rotavirus, all discrepant results were 

tested using the nested RT-PCR described by DiStefano et al (Distefano et al, 2005). 

This assay targets the VP7 region of the rotavirus genome. Finally for all sapovirus 

discrepant results, the universal nested RT-PCR described by Okada at al was used 

(Okada et al, 2006). This assay targeted both the RdRp and Capsid region.  

4.4.3.1. Methods 

Sample Panels 

Specificity Panel 

The same specificity panel as used in section 4.4.1.1 was used to assess the 

specificity of the dual-labelled probe-based real-time PCR methods.  

Dilution Series 

In order to establish end point detection limits of each test 8 separate dilution 

series were tested. The following pathogens were represented (each in a separate 

dilution series): rotavirus types G1 and G2; adenovirus types 40 and 41; astrovirus 

types 1 and 3 and sapovirus types G1 (Sapporo/82/JP U65427) and G2 (Bristol/98/UK 

AJ249939). 

Clinical Samples  

A total of 322 faecal specimens were collected from children (aged less than 5 

years) with clinically diagnosed gastroenteritis. All samples were submitted to 

Monklands General District Hospital (MDGH), Lanarkshire by GPs in the 

Lanarkshire area between December 2000 and March 2001. Samples were 

subsequently sent to the WOSSVC for PCR testing. The first phase of the study tested 

all samples using the developed gel-based RT-PCR for rotavirus, the LightcyclerTM 

RT-PCR for norovirus, and the gel-based multiplex RT-PCR assay for adenovirus, 

astrovirus, and sapovirus. Samples were then stored at –70oC. Subsequently (in 2004) 

all samples were tested using the dual-labelled probe-based real-time PCR for 

adenovirus, astrovirus, rotavirus and sapovirus described in Chapter 3. Following this 

second testing, samples were stored at –70oC before confirmatory testing in 2007. 

4.4.3.2. Laboratory Methods 

All samples to be tested using the gel-based and real-time PCR methods were 

processed using the faecal extraction and nucleic acid extraction procedures outlined 

previously. The gel-based RT-PCR technique for the detection of rotavirus and the 



 150 

multiplex RT-PCR assay for astrovirus, adenovirus and sapovirus are described in the 

previous experiment. The dual-labelled probe-based methods for adenovirus, 

astrovirus, rotavirus and sapovirus are described in Chapter 3 (section 3.4.2.3).  

Confirmation PCR Methods 

PCR For Adenovirus 

Extracted DNA (25ul) was amplified using a 25ul volume of the Qiagen PCR 

master mix (Qiagen, Crawley, UK) using primers AD1 and AD2 (both at 50 

pmoles/µl per reaction). The plate was incubated in the Applied Biosystems PCR 

machine using the programme 94oC for 4 min, 40 cycles of: 94oC for 1 min, 54oC for 

45 sec and 72oC for 2 min; followed by a hold step of 72oC for 10 min. Products were 

visualised using agarose gel electrophoresis. For the hexon assay a PCR product of 

482bp was expected if adenovirus was successfully amplified from the sample.  

Nested RT-PCR For Astrovirus 

Extracted RNA (12.5ul) was amplified using a combined one step RT-PCR kit 

(Qiagen, Crawley, UK) using primers Mon 269 and Mon 270 (25 pmoles/ reaction). 

The plate was incubated in the Applied Biosystems PCR machine using the 

programme 50oC for 30 min, 95oC for 15 min and 35 cycles of: 95oC for 40 sec, 45oC 

for 40 sec and 72oC for 1 min. 2ul of first round product was transferred to a 48 ul 

second round reaction (Qiagen) containing primers mon269N (an adapted primer 

internal to mon 269) and mon270 (50 pmoles/reaction). This was then subjected to 40 

cycles of: 94oC for 40 sec, 45oC for 25 sec and 72oC for 1 min 30 sec. This was 

followed by a hold step 72oC for 10 min. Products were visualised using agarose gel 

electrophoresis. A PCR product of 424bp was expected if astrovirus was successfully 

amplified from the sample. 

Nested RT-PCR For Rotavirus 

Extracted RNA (12.5.ul) was amplified using a combined one step RT-PCR 

kit (Qiagen, Crawley, UK) and the published forward and reverse primers (25 pmoles/ 

reaction). The plate was incubated in the Applied Biosystems PCR machine using the 

programme 50oC for 30 min, 95oC for 15 min and 35 cycles of: 95oC for 40 sec and 

45oC for 40 sec. This was followed by 72oC for 1 min. 2ul of first round product was 

then transferred to a 48 ul second round reaction (Qiagen) containing the published 

internal primers (50 pmoles/reaction) and subjected to 40 cycles of: 94oC for 40 sec, 

45oC for 25 sec and 72oC for 1 min 30 sec. This was followed by a hold step of 72oC 
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for 10 min. Products were visualised using agarose gel electrophoresis. A PCR 

product of 365bp was expected if rotavirus was successfully amplified from the 

sample. 

Nested RT-PCR For Sapovirus 

Extracted RNA (12.5.ul) was amplified using a combined one step RT-PCR 

kit (Qiagen, Crawley, UK) using primers F13/14 and R13/14 (25 pmoles/reaction). 

The plate was incubated in the Applied Biosystems PCR machine using 50oC for 30 

min, 95oC for 15 min and 25 cycles of: 95oC for 40 sec, 45oC for 40 sec and 72oC for 

1 min. 2ul of first round product was then transferred to a 48 ul second round reaction 

(Qiagen) containing primers F22 and R2 (50 pmoles/reaction) and subjected to 40 

cycles of: 94oC for 40 sec, 45oC for 25 sec and 72oC for 1 min 30 sec. This was 

followed by a hold step of 72oC for 10 min. Products were visualised using agarose 

gel electrophoresis. A PCR product of 420bp was expected if sapovirus was 

successfully amplified from the sample. 

4.4.3.3. Results 

None of the real-time assays detected any of the specificity panel as positive 

indicating that they were specific. 

For each of the dilution series tested the real-time PCR methods were shown 

to have a lower limit of detection than the conventional gel-based (Table 27-Table 

30). For both rotavirus types the real-time RT-PCR assay was shown to be 

approximately 3 log more sensitive. The improvement was by a factor of 1-2 log for 

the real-time RT-PCR for astrovirus types 1 and 3, and for the adenovirus real-time 

PCR it was 1 log. The sapovirus real-time RT-PCR was more sensitive on the G1.1 

dilution series by approximately 2 log (Gunson, Collins and Carman, 2006(i)). 

However, it failed to detect any of the G2.1 dilutions. This was as anticipated based 

on the developmental data reported in Chapter 3, where sequence alignment showed 

the test was unlikely to detected G2 types. 

Results from testing the sample panel showed that the gel-based RT-PCR 

assays detected one or more pathogens in 209 (65.0%) of the 322 faecal samples 

investigated (Table 31). All of these positive results were also detected using the real-

time dual-labelled probe-based methods. In addition, a further 36 viral pathogens were 

detected using the real-time methods. In total therefore, the real-time PCR methods 

detected viral pathogens in 245 samples (76.1%). A viral pathogen could not be 



 152 

detected in 77 faecal specimens using these methods. Greater numbers of positive 

detections were observed for all of the individual real-time PCR tests in comparison to 

the conventional gel-based PCR assays. The greatest increase in detections was 

observed for the rotavirus, adenovirus and astrovirus tests. A smaller number of extra 

positive detections was observed for the dual-labelled probe-based assay for 

sapovirus. In 2007, upon re-testing with the gel-based confirmatory assays, all the 

extra real-time PCR results were confirmed as positive. 

Table 27: Comparison of real-time PCR for adenovirus with multiplex RT-PCR assay on 
an adenovirus dilution series. 

Reat-Time PCR Result Multiplex RT-PCR Result Dilution 

Ad40 Ad41 Ad40 Ad41 

10
-1

 +  +  + + 

10
-2

 +  +  + + 

10
-3

 +  +  + + 

10
-4

 +  +  + + 

10
-5

 +  +  + - 

10
-6

 +  - - - 

10
-7

 - - - - 
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Table 28: Comparison of real-time RT-PCR for astrovirus with multiplex RT-PCR assay 
on an astrovirus dilution series. 

Reat-Time RT-PCR Result Multiplex RT-PCR Result Dilution 

Astrovirus  

Type 1 

Astrovirus  

Type 3 

Astrovirus  

Type 1 

Astrovirus  

Type 3 

10
-1

 +  +  + + 

10
-2

 +  +  + + 

10
-3

 +  +  + + 

10
-4

 + +  + - 

10
-5

 +  +  - - 

10
-6

 +  - - - 

10
-7

 +  - - - 

10
-8

 - - - - 

Table 29: Comparison of real-time RT-PCR for rotavirus with gel-based RT-PCR on a 
rotavirus dilution series. 

Reat-Time RT-PCR Result Gel-Based RT-PCR Result Dilution 

Rotavirus G1 Rotavirus G2 Rotavirus G1 Rotavirus G2 

10
-1

 +  +  + + 

10
-2

 +  +  + + 

10
-3

 +  +  + + 

10
-4

 +  +  - + 

10
-5

 +  +  - - 

10
-6

 +  +  - - 

10
-7

 - +  - - 

10
-8

 - - - - 

 

Table 30: Comparison of real-time RT-PCR for sapovirus with multiplex RT-PCR assay 
on a sapovirus dilution series. 

Reat-Time RT-PCR Result Multiplex RT-PCR Assay Result Dilution 

Sapovirus G1.1 Sapovirus G2.1 Sapovirus G1.1 Sapovirus G2.1 

10
-1

 +  - + + 

10
-2

 +  - + + 

10
-3

 +  - + - 

10
-4

 +  - - - 

10
-5

 +  - - - 

10
-6

 - - - - 
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Table 31: Comparison of real-time PCR and gel-based PCR detection rates for 
adenovirus, astrovirus, rotavirus and sapovirus. 

Aetiological IID (s) Gel-Based PCR Reat-Time PCR 

Rotavirus      81  (25.2%)     95  (30%) 

Astrovirus      70  (21.7%)     82  (25.5%) 

Adenovirus      30  (9.3%)     38  (11.8%) 

Sapovirus      11  (3.4%)     13  (4.0%) 

Rotavirus and astrovirus        8  (2.5%)       8  (2.5%) 

Adenovirus and astrovirus        2  (0.6%)       2  (0.6%) 

Adenovirus and rotavirus        5  (1.5%)       5  (1.5%) 

Sapovirus and rotavirus        1  (0.3%)       1  (0.3%) 

Astrovirus, adenovirus and rotavirus        1  (0.3%)       1  (0.3%) 

Total viral pathogens detected   209   (65.0%)   245  (76.1%) 

Total negative   113  (35.0%)     77  (23.9%) 

Total samples 322 322 

4.4.3.4. Study Conclusions 

The dual-labelled probe-based real-time PCR methods were shown to be 

specific and more sensitive than their conventional gel-based counterparts. The real-

time PCR methods detected more viral pathogens in more samples in the sample panel 

and had a lower end point detection limit in most of the series tested. The increased 

detection rate was confirmed by re-testing with gel-based methods in 2007. 

The only test where real-time PCR was not found to be an improvement was 

the dual-labelled probe-based RT-PCR for sapovirus, which failed to detect the G2.1 

type. This confirms the development data presented in Chapter 3, which showed that 

the primers and probe developed were specific to G1 sapoviruses only and would fail 

to detect sapoviruses from the other genogroups. However, despite this the real-time 

PCR assay detected more cases of sapovirus in the sample panel than the gel-based 

RT-PCR, which detects sapoviruses from several genogroups (G1-3). This suggests 

that G1 types were more common in this panel and that the new dual-labelled probe-

based assay was still useful.  

The 2-test gel-based solution incorporates more steps than using 4 separate 

dual-labelled probe-based methods. For example, to test one sample using both the 

rotavirus RT-PCR and the multiplex RT-PCR would require 7 separate steps 

(including universal steps for stool extraction, nucleic acid extraction and reverse 

transcriptase, together with the PCR steps and agarose-gel analysis steps for each 

assay). To test a single sample using all real-time PCR methods, on the other hand, 

would require 6 separate steps (including universal steps for stool extraction, nucleic 
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acid extraction, and four separate RT-PCR steps for each of the 4 assays). Moreover, 

in the gel-based methods the RT and PCR steps together can take 4-5 hours, compared 

to 1-1.5 hours using the real-time methods. The agarose gel analysis step in addition 

can take 2-3 hours, depending on the number of samples under scrutiny 

The improved sensitivity of the real-time PCR methods, coupled with the 

reduced duration and number of steps involved, resulted in these assays being 

implemented as the frontline tests for the detection of adenovirus, astrovirus, rotavirus 

and sapovirus sporadic cases of IID in November 2004 (and as the secondary tests for 

outbreaks of IID that were negative for norovirus). These methods replaced EM, 

which was retained solely for examining outbreaks classified as negative for all 5 

main viral pathogens using the real-time PCR methods.  

4.5. Experiments Aimed At Improving the Efficiency and Cost Of 

Reat-Time PCR In The Routine Diagnostic Setting 

Based on the research described, from 2004 dual-labelled probe-based real-

time PCR methods have been employed at the WOSSVC as the frontline tests for both 

sporadic cases and outbreaks of IID. In this third section, a number of experiments 

aimed at reducing the turn-around-time of these real-time PCR methods and 

increasing sample throughput are described. Some of these methods are also aimed at 

reducing the cost of carrying out a real-time PCR test. The experiments described 

examined the effect on test sensitivity of variously reducing the length of PCR 

parameters; carrying out DNA PCR under RT-PCR conditions; using pooled positive 

controls; using primer/probe pools and reducing the overall volume of PCR reagents. 

4.5.1. Reducing The PCR Cycling Times 

Most probe-based real-time PCR assays consist of the following steps: a Taq 

DNA polymerase activation step of 95oC for 2-15 minutes (depending on the exact 

Taq DNA polymerase used) and 40-50 cycles of the following steps: a denaturation 

step of 95oC for 15-30 seconds, and an annealing/extension step of 60oC for 60 

seconds. If the target is RNA then a reverse transcriptase step of 50oC for 30 minutes 

is required prior to these steps. Based on these parameters the overall turn-around-

time of most real-time PCR assays ranges from 2-2.5 hours (excluding extraction). 

Any technique that can be used to reduce this duration without affecting the 

sensitivity of the test represents a saving, both in terms of the result turn-around-times 
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and the economic cost of the test (since shorter duration means more efficient use of 

laboratory equipment, allowing more testing within the working day). The aim of this 

first experiment, therefore, was to examine whether the PCR cycling times in the 

implemented tests could be reduced without affecting their sensitivity.  

The dual-labelled probe-based real-time PCR methods for astrovirus, 

adenovirus, norovirus, rotavirus and sapovirus were compared using normal and 

reduced PCR cycling conditions. As a first approximation the cycling times were 

reduced by 50%. The reduced PCR parameters consisted of the following: the RT step 

(where in use) was reduced from 30 minutes to 15 minutes; the denaturation step from 

15 seconds to 8 seconds; and the annealing/extension step was altered from 60 

seconds to 30 seconds. The Taq DNA polymerase activation step was not changed as 

it was felt that this would result in sub-optimal Taq DNA polymerase activity and was 

most likely to reduce sensitivity. 

4.5.1.1. Methods 

The effect of employing different cycling time parameters was assessed using 

(10 fold) dilution panels of adenovirus, astrovirus, norovirus, rotavirus and sapovirus 

positive samples. The cycle thresholds of each dilution and the end point were 

recorded and compared. 

4.5.1.2. Results And Study Conclusions 

The results of this study (Table 32) showed that reducing the duration of the 

reverse transcription, the denaturing and annealing/extension steps by 50% reduced 

the reaction run time of the assay significantly without any concurrent loss in 

sensitivity. Overall the reaction run time was reduced to approximately 60 minutes 

from 100 minutes for DNA real-time PCR, and to 75 minutes from 120 minutes for 

RNA real-time PCR. As a result, the reduced PCR cycling time parameters were 

introduced into the routine service in January 2005. 
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Table 32: Comparison of real-time PCR sensitivity with normal and reduced PCR cycling parameters. 

Adenovirus Ct Value Astrovirus Ct Value Norovirus Ct Value Rotavirus Ct Value Sapovirus Ct Value 

Dilution 
Normal 

Parameters 
Reduced 

Parameters 
Normal 

Parameters 
Reduced 

Parameters 
Normal 

Parameters 
Reduced 

Parameters 
Normal 

Parameters 
Reduced 

Parameters 
Normal 

Parameters 
Reduced 

Parameters  

10
-1

 25.1 25.7 27.1 27.5 22.8 21.9 26.1 25.5 21.7 21.4 

10
-2

 30.6 29 30.8 30.4 26.3 25.9 28.8 27.5 25.1 24.9 

10
-3

 33.4 33.6 34.2 34.1 29.8 30.0 32.7 30.4 28.9 29.0 

10
-4

 - - - - 34.8 33.7 - - 32.8 33.0 

10
-5

 - - - - - - - - 36.2 37.2 

10
-6

 - - - - - - - - - - 

TRT 
(mins)  

100 60 120 75 120 75 120 75 120 75 
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4.5.2. Simultaneous RNA and DNA Testing 

Where purchased from the same supplier, the kits for most DNA and RNA 

real-time PCR tests contain the same reagents (Taq DNA polymerase, buffers etc.), 

which has the advantage that the same temperature(s) can be used to activate the 

enzymes contained in them. Thus, where the PCR parameters are also the same across 

tests, multiple assays can be processed simultaneously on the same plate. This 

increases the efficiency of platform use and helps reduce sample turn-around-times.  

In the service for sporadic cases of IID, the RNA assays implemented for 

astrovirus, rotavirus and sapovirus employed the same kit and PCR parameters, and as 

a result were routinely processed on the same plate to ensure the platform was always 

used to its maximum capacity. (The norovirus RNA assay employed a different 

annealing temperature and as a result was always carried out separately.) 

The second experiment in this series sought to examine whether the real-time 

DNA assay for adenovirus could also be carried out on the same plate as these RNA 

assays. The adenovirus assay also employed the same reagents and PCR conditions as 

the tests for astrovirus, rotavirus and sapovirus - with the exception that there was no 

RT step. The RT step in this case involved an extra temperature hold of 15 minutes at 

50oC (reduced from 30 minutes following the results of the previous experiment). The 

aim of this experiment, therefore, was to examine whether the adenovirus assay could 

be implemented using these (RNA) conditions without affecting its sensitivity, and 

thus could be carried out at the same time as the RNA assays.  

4.5.2.1. Methods 

A dilution series of an adenovirus-positive control was tested using the 

adenovirus PCR under both DNA and RNA conditions (see section 3.4.2.3 in Chapter 

3). The endpoint Ct value was recorded and compared.  

4.5.2.2. Results And Study Conclusions 

The results of this study (Table 33) showed that the adenovirus assay did not 

suffer any loss in performance when executed using the RNA cycling conditions. As a 

result, from January 2005, where otherwise the platform would be operating at less 

than maximum capacity, the adenovirus test was run simultaneously with those for 

astrovirus, rotavirus and sapovirus under RNA conditions.  
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Table 33: Comparison of adenovirus real-time PCR under DNA and RNA testing 
conditions. 

Dilution Adenovirus PCR Ct  

(Under DNA Conditions) 

Adenovirus PCR Ct  

(Under RNA Conditions) 

10
-1

 19.8 20.0 

10
-2

 23.5 23.7 

10
-3

 26.5 26.7 

10
-4

 29.9 29.6 

10
-5

 33.0 33.3 

10
-6

 36.7 36.8 

4.6. Use Of Pooled Positive Controls 

Positive and negative controls are an essential part of any diagnostic service. A 

positive control i.e. a sample known to be positive for the pathogen of interest (and in 

the case of real-time PCR tests, with a known Ct value) is included in the process 

from sample preparation onwards. In a stable system the test result for this control 

should always be consistent, providing reassurance in each run that the test is working 

properly. This, in turn, increases the confidence in the negative results provided, 

indicating that they are not due to a loss in sensitivity of the assay. 

In the implemented IID service a positive control was included for each 

pathogen that samples could potentially be tested for (6 in total including G1 and G2 

for norovirus). This meant, however, that 6 of the 96 wells in each nucleic extraction 

run were required for positive controls alone. Positive controls were also required on 

the PCR reaction plate(s) for each pathogen tested for on that particular plate.  

The aim of this experiment, therefore, was to examine whether all positive 

controls could be pooled into one tube, thereby freeing up both extraction wells and 

PCR wells for actual clinical samples. Since extraction costs in particular are a 

substantial component of the overall test cost this would, if successful, help reduce the 

cost of the service as well as improving sample throughput and thus turn-around-

times. 

4.6.1.1. Methods 

To make up the pooled control, 6 samples containing variously adenovirus, 

astrovirus, norovirus (G1 and G2), rotavirus and sapovirus were diluted to give a Ct of 

between 28-31. From this, the dilution that would give a Ct value approximately 1 log 

above this value was made. The 6 controls were then added together and the volume 

made up with VTM to make a 1:10 dilution of this (returning the Ct to between 28-
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31). Following this the pooled control was aliquoted into single use vials. In order to 

test its effectiveness, the pooled control was then repeatedly tested over a period of 

time using the relevant PCR assays (from sample preparation onwards) to check that 

the Ct value detected for each pathogen in the pooled control was stable over time. 

The control was tested on the day of manufacture, at week 4, week 8 and week 24, 

and when not in use was stored at –70oC. 

4.6.1.2. Results And Study Conclusions 

Experimental data showed that pooling all positive controls into a single pool 

resulted in a stable control that could reliably be used to monitor a PCR reaction 

(Table 34). As a result pooled controls were implemented in the IID service in 

January 2005.  

Table 34: Effect of using pooled positive controls on test sensitivity. 

 
Adenovirus  

Result   
(Ct) 

Astrovirus  
Result  

(Ct) 

Norovirus  
G1 Result 

(Ct) 

Norovirus  
G2 Result 

(Ct) 

Rotavirus  
Result 

(Ct) 

Sapovirus  
Result 

(Ct) 

Day of Manufacture 29.2 31.2 29.7 31.2 28.2 29.5 

Week 4 29.4 31.8 29.9 31.0 28.6 29.4 

Week 8 29.1 30.9 28.9 31.2 28.9 29.9 

Week 24 30.0 31.4 29.5 31.9 28.3 29.3 

4.7. Use of Primer/Probe Pools 

All PCR methods utilise a number of reagents, which have to be added 

together before use. Although the real-time PCR methods implemented in the IID 

service utilised commercial RNA and DNA kits that have most PCR reagents added 

together in a ready-to-use mix (including buffer, dNTPs, Mg2+ and, in the case of 

DNA mastermixes, Taq Polymerase), the primers, probe and sometimes water still 

had to added separately in addition to the sample and, where appropriate, the RT-PCR 

enzyme. However, the greater the number of pipetting steps there are in a test the 

more likely it is that an error may occur.  

The aim of this experiment, therefore, was to examine whether the necessary 

primers, probes and water for a given assay could be added together in large quantities 

in pre-prepared batches and then frozen, stored and defrosted as required without 

affecting the sensitivity of the test. Batch processing in this way has several potential 

advantages. First, preparing the mastermix, RT enzyme and primer/probe pools in 
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large quantities ensures that the concentrations of each are the same between runs (i.e. 

it facilitates reproducibility). It also reduces the number of steps required in each 

individual run of an assay, thereby reducing the potential for human error and 

speeding up the process. The proposed batches were of 2-3 aliquots, each containing 

enough volume for 24 PCR reactions, and stored at –20oC. 

4.7.1.1. Methods 

The use of primer/probe pools was tested using the dual-labelled probe-based 

assays for adenovirus (an example of a DNA test) and astrovirus (an example of an 

RNA test). First, for each, a positive control was tested using unpooled primers/probes 

(as in the implemented service) to establish a baseline Ct value for the control. 

Following this, batches of the appropriate Mastermix (and RT enzyme in the case of 

astrovirus) were prepared by aliquoting these separately into 24-reaction volumes. 

The relevant primers, probes and water were then also pooled into 24-reaction 

aliquots.  

To test the effect of pooling on test sensitivity the positive control was then re-

tested using the pooled primers/probes to check the Ct value detected was the same as 

in the original test. The primer/probe pools were then stored at –20oC and the process 

repeated at week 4, week 6 and week 8 to examine whether the performance of the 

primer/probe pools was affected by the storage and de-frosting process.  

4.7.1.2. Results And Study Conclusions 

Examination of the Ct values for the astrovirus and adenovirus controls 

showed no difference when tested at baseline, day of manufacture, 4, 6 and 8 weeks 

(Table 35). Use of primer/probe pools did not affect the sensitivity of either test and 

these were equally effective after storage and defrosting. Based on these results the 

use of primer/probe pools for all real-time PCR methods was implemented in January 

2005.  
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Table 35: Effect of using primer/probe pools on test sensitivity. 

 Adenovirus Result 

(Ct value) 

Astrovirus Result 

(Ct value) 

Before Pooling 28.6 31.5 

Day of Manufacture 28.7 31.2 

Week 4 29.0 32.2 

Week 6 27.9 31.5 

Week 8 28.4 30.8 

4.7.2. Reducing The PCR Reagent Volume  

Most published real-time PCR reactions are carried out in 50ul volumes. This 

was also the case in the original implementation of the real-time tests used in the new 

IID service. Reducing this volume could significantly reduce the cost of the test, since 

more tests could then be carried out per commercial kit. The aim of this study, 

therefore, was to examine whether reducing the PCR reaction volume would affect 

test sensitivity.  

4.7.2.1. Method 

The possibility of reducing reagent volumes was examined using the dual-

labelled probe-based assay for adenovirus (as an example of a DNA test) and 

norovirus types G1 and G2 (an example of an RNA test). For each a positive control 

was diluted 10 fold. Each dilution series was then tested in triplicate using PCR 

reaction volumes of 50ul, 25ul and 15ul. The endpoint detection limits of each test 

using the different volumes were then examined to look for any loss in sensitivity. 

4.7.2.2. Results And Study Conclusions 

The results of this experiment showed that reducing the PCR reaction volume 

had no significant effect on the endpoint detection limit of the real-time PCR methods 

examined (Table 36). As a result reaction volumes in the implemented tests were 

reduced from 50ul to 25ul in January 2005 and further to 15ul in January 2007 once it 

was confirmed in routine service that the initial reduction in volume had no 

detrimental effects.  
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Table 36: End point detection limits of tests for adenovirus and norovirus using 
different PCR volumes. 

Adenovirus Result (Ct) Norovirus G1 Result (Ct) Norovirus G2 Result (Ct) 
Dilution 

50ul 25ul 15ul 50ul 25ul 15ul 50ul 25ul 15ul 

10-1 19.2 18.8 19.3 22.1 21.8 22.1 26.2 26.5 25.8 

10-2 22.5 21.8 22.0 25.7 25.4 26.0 29.8 30.0 29.5 

10-3 26.0 25.8 25.9 29.0 29.1 29.4 33.0 34.2 33.5 

10-4 29.3 28.5 29.1 32.4 33.0 33.2 36.2 37.2 38.3 

10-5 33.0 32.9 33.3 36.4 37.2 36.8 - - - 

10-6 37.0 36.2 37.6 - - - - - - 

10-7 - - - - - - - - - 

4.8. Summary 

This chapter presented a series of studies that assessed the sensitivity of the 

PCR methods selected and described in Chapter 3 in relation to possible alternatives 

were adapted for routine diagnostic use. The experiments were split into three parts: 

those concerned with the development of the norovirus outbreak service, those 

relating to the sporadic service, and finally, experiments aimed at improving the 

efficiency of the tests implemented in both services.  

Results from the first experiment relating to the outbreak service showed that 

the SYBR green based Lightcycler™ RT-PCR developed as described in Chapter 3 

was more sensitive than EM for the detection of norovirus, in both samples from 

outbreaks and sporadic cases of IID (Miller, Gunson and Carman, 2002). This method 

was implemented as the frontline test for outbreak samples in January 2001. It was 

subsequently compared to two commercial EIA methods for norovirus and was found 

to be both more sensitive and specific than either (Gunson, Miller and Carman, 

2003(ii)). The Lightcycler™ method was also compared to a recommended gel-based 

RT-PCR that was held to be the most sensitive of the methods available at that time. 

However, although the Lightcycler™ RT-PCR assay was in fact shown to be less 

sensitive it did not miss any outbreaks and, moreover, involved fewer steps (Gunson, 

Miller and Carman, 2003(i)). As a result the decision was taken to retain it as the 

frontline test for norovirus in the outbreak service at this stage. The final experiment 

in this series, carried out in 2003 once the technology became available, showed that 

the new dual-labelled probe-based test for norovirus was also more sensitive than the 

Lightcycler™ RT-PCR, which in this case missed both individual cases and outbreaks 

of norovirus (Gunson and Carman, 2005). The dual-labelled probe-based RT-PCR 

also had the potential to offer better throughput and rapidity. As a result this assay 
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was implemented in 2004 and remains the frontline test for norovirus in the outbreak 

service at the time of writing.  

The initial experiments relating to the sporadic service focused on 

multiplexing the individual tests chosen in Chapter 3 for use in a single multiplex 

assay capable of testing for adenovirus, astrovirus, rotavirus and sapovirus. The result 

was two gel-based assays: a rotavirus RT-PCR and a multiplex RT-PCR for 

adenovirus, astrovirus and sapovirus. Rotavirus could not be included in the multiplex 

since this resulted in a loss in sensitivity in both rotavirus and astrovirus detection. In 

the second experiment the two assays developed were then compared to antigen 

detection methods for astrovirus and rotavirus, and shown to be more sensitive than 

either (Gunson, Collins and Carman, 2006(i)). However, the number and duration of 

the steps required to carry out the two gel-based assays, plus concerns over the 

appearance of non-specific products in the multiplex RT-PCR, meant that these were 

not implemented in the sporadic service at this stage. In the final experiment in this 

series, again carried out once the necessary technology was available, the two gel-

based RT-PCR methods were compared to individual dual-labelled probe-based real-

time PCR assays on dilution series and a panel of clinical samples. In each case the 

dual-labelled probe-based real-time PCR assay detected a lower dilution of pathogen, 

and detected more clinical samples as positive than the relevant gel-based RT-PCR 

assay. The dual-labelled probe-based RT-PCR approach also involved fewer steps and 

had the potential to offer better throughput and rapidity than the EM test still used in 

the routine service. As a result these assays were implemented alongside the norovirus 

RT-PCR in November 2004 in the service for sporadic cases of IID. 

Once dual-labelled probe-based PCR assays were implemented in both the 

outbreak and sporadic services a series of experiments aimed at improving the 

efficiency of these tests was carried out (Gunson, Collins and Carman, 2006(ii)). In 

the first experiment it was shown that reducing PCR cycling times had no effect on 

test sensitivity and improved rapidity. The second experiment showed that the DNA 

test for adenovirus could be carried out under the same conditions (i.e. on the same 

PCR plate) as any of the RNA tests for astrovirus, rotavirus or sapovirus without 

affecting its sensitivity (the norovirus assay involved a different annealing 

temperature to any of the other tests and as a result was always kept separate). Further 

studies then showed that pooled positive controls, primer/probe pools and reduced 
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reagent volumes could all be employed without affecting test performance. Use of 

these measures was therefore implemented in January 2005. 
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Chapter 5  
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Effects Of Introducing The PCR Protocols 
On The Laboratory Diagnostic Service 

5.1. Overview 

 This chapter examines the effects of implementing the PCR assays described 

in the previous chapter as the frontline tests for the investigation of outbreaks and 

sporadic cases of gastroenteritis on the laboratory diagnostic service offered by the 

WOSSVC.   

First, the test monitoring system introduced following implementation of the 

PCR assays is described. The impacts of the changes on the routine laboratory service 

is then examined through the analysis of the WOSSVC laboratory records from 1999-

2006, together with a Scotland-wide survey of laboratory testing protocols for cases of 

IID, which was first carried out in 2004 and updated in 2006. These data are examined 

to determine whether the implementation of the new assays provided any benefits to 

the routine laboratory service in terms of key measures of performance including 

sample throughput, test sensitivity and turn-around-times. Data on each of these 

aspects are presented at key stages during the period of change (1999-2006) and the 

implications for the routine laboratory service are discussed.  

5.2. Introduction 

As a result of the research described in Chapter 4, several changes were made 

to the WOSSVC routine laboratory service (these are summarised in Table 37). This 

chapter examines the effects of these changes on the laboratory service, including the 

need to implement a test monitoring system, and discusses whether or not the changes 

have led to benefits in terms of improved sample throughput, test sensitivity and turn-

around-times.  
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Table 37: Summary of testing protocols for outbreaks and sporadic cases of IID in the 
WOSSVC between 1999-2006. 

Year Outbreaks Of Gastroenteritis Sporadic Cases Of Gastroenteritis In 
Children <10 Years And 
Immunocompromised Patients 

Pre-2001 EM on all stool samples. 

2001-
2003 

Lightcycler
TM

 real-time RT-PCR for 
norovirus introduced in January 2001. 

 

If test result negative, EM. 

EM on all stool samples. 

 

2004 Dual-labelled probe-based real-time RT-
PCR for norovirus introduced in January 
2004. 

 

If test result negative, EM. 

Dual-labelled probe-based real-time RT-PCR 
for rotavirus, astrovirus, adenovirus, norovirus 
and sapovirus introduced in November 2004. 
Once weekly batch testing used.   

2005 Primer/probe pools, reduced cycling times, 
pooled positive controls and reduced PCR 
reagent volumes introduced in January 2005.  

2006 

Primer/probe pools, reduced cycling 
conditions, pooled positive controls and 
reduced PCR reagent volumes 
introduced in January 2005. 

 

If negative, testing for rotavirus, 
astrovirus, adenovirus and sapovirus 
using dual-labelled probe-based real-
time RT-PCR. 

 

If test result negative for all of the above, 
EM. 

Frequency of testing increased to at least three 
times weekly from January 2006. 

5.3. PCR Test Monitoring 

Unlike commercial tests such as EIA, PCR assays developed in the laboratory 

do not have their own quality control systems. As a result, following routine 

implementation of such assays, it is important to monitor the tests carefully to detect 

any contamination, or sudden or long-term loss in sensitivity that could lead to false 

negative or positive results. 

The real-time PCR assays implemented in the new diagnostic service for viral 

causes of IID were monitored in a number of ways. Firstly, positive and negative 

controls were included in each PCR test. For each assay a single positive control was 

included to ensure that the entire testing protocol (including the extraction, reverse 

transcriptase and PCR steps) was optimally sensitive. Initially the positive control 

used in all the PCR assays described here was a sample that had tested positive for the 

pathogen in question using EM and had been diluted to the endpoint detection limit of 

the PCR test. For a run to be passed as valid the positive control had to be detected as 

positive. If the control was found to be negative then the run had to be repeated. 

Subsequently, from 2005, all dual-labelled probe-based real-time PCR assays utilised 

a single positive control containing all viral pathogens to be tested. For a run to be 
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passed as valid the Ct value of the positive control had to fall within a pre-determined 

range (plus or minus three standard deviations from the pre-determined mean, which 

was determined by testing the control at least 20 times). Again, if the control did not 

fall within the pre-determined range then the run was repeated. The Ct of the positive 

control was monitored using Westgard rules, which are designed to detect inter-test 

variation and test drift (Niesters, 2002; Gray et al, 1995; Gray, 1999). 

All PCR runs also included negative controls, which took the form of a viral 

transport medium for every eight extractions. Negative controls were included to 

detect test contamination, which can result in a false positive result. For a PCR run to 

be passed as valid all negative controls had to test negative using the PCR assays.  If 

any of the negative controls tested positive then all samples and controls had to be re-

extracted and the test repeated. 

The real-time PCR assays were also monitored to check for the emergence of 

variant viruses containing nucleotide base changes in the areas of the genome targeted 

by the primers or probes in the test, and which may result in a loss in test sensitivity. 

This is a particular problem in the case of norovirus, rotavirus and sapovirus where 

new variants have been shown to emerge in the past (Lopman et al, 2004; Gallimore 

et al, 2006). For norovirus, the number of negative outbreaks occurring over time was 

measured. An increase in the number of negative outbreaks would suggest that the test 

had become insensitive and may need to be re-designed or replaced by an alternative 

test. For the remaining pathogens, this kind of assessment is more difficult and relied 

upon awareness of the latest developments in the literature.  

5.4. Data Collection 

5.4.1. WOSSVC Laboratory Data (1999-2006) 

All WOSSVC laboratory data for viral gastroenteritis testing from 1999-2006 

was transferred from the routine laboratory record database (Telepath) and 

downloaded into an Excel™ spreadsheet for examination. The data collected for each 

sample included:  

o the patient name and date of birth;  

o the date the sample was received in the laboratory and the date the final 

result was reported (from which the turn-around time can be deduced);  

o the sample origin (e.g. GP, hospital, laboratory or health board);  
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o whether the sample was from a recognised outbreak or was a sporadic case 

of gastroenteritis (this was determined via the clinical details outlined on 

the specimen request form);  

o the test/s carried out and;  

o the final result/s.  

Based on these data, the data for outbreak samples and sporadic samples were 

analysed separately and summary statistics for each year were calculated, including:  

o the total number of samples tested;  

o the total number of positive detections made;  

o the total number of outbreaks confirmed as being caused by norovirus (or 

another pathogen) and the number of outbreaks classified as negative for 

all viral pathogens (outbreak samples only);  

o the turn-around-times for each test/sample (the time taken in days from 

when the sample was received in the laboratory and the date the final result 

was reported); 

o the distribution of Health Boards of origin and;  

o the age distribution of the patients tested.  

These data were then cross-referenced with the changes in the routine service, 

described above and summarised in Error! Reference source not found., in order to 

determine the effects of the changes on each of these aspects.  

The total number of samples tested each year is used as an indicator of the 

usefulness of the tests in place, since increased use suggests that clinicians find the 

test useful. The sample submission data was also compared with the turn-around-

times to examine whether changes in the numbers of samples submissions affected 

test rapidity. Ideally the assays should be able to process large or small numbers of 

samples with little effect on turn-around-times.  

The total number of positive detections achieved for each virus type is a 

measure of sensitivity, and was measured for both outbreak and sporadic samples 

each year. A sensitive test is more likely to provide an etiological diagnosis, which in 

turn will be useful in the clinical and public health setting as the result is more likely 

to influence patient management and infection control. Measuring the number of 

laboratory-confirmed positive and negative outbreaks was used as an additional 

method of assessing test sensitivity. At WOSSVC, an outbreak is confirmed as being 

caused by a particular pathogen if at least two of the submitted samples from a 
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particular location are found to be positive for that pathogen using a laboratory 

method (Richards et al, 2003; Duizer et al, 2007). On the other hand, for an outbreak 

to be classified as negative at least six samples from the same outbreak have to be 

submitted and found to be negative for the pathogen in question.  In either case, more 

than one sample is required before a classification is made in order to reduce the risk 

of false diagnoses. Outbreak samples that do not meet either set of criteria e.g. 

because there are too few, remain unclassified.  Improvements in test sensitivity 

should result in increased positive outbreak classifications while ensuring that the 

number of outbreaks classified as negative remains low.  

The effect of each new test or test amendment on test rapidity was measured 

by measuring the turn-around-times for outbreak and sporadic samples. Ideally turn-

around-times should be as short as possible so that the results can usefully influence 

patient and outbreak management. Test rapidity is particularly important in the 

outbreak setting. 

The sample submission data broken down by health board was examined to 

determine whether the number of health boards using the WOSSVC service increased 

in response to service developments (again, an indication that users are finding the 

service useful).  

The age of the patients from which samples were submitted was also 

examined to determine whether submission patterns had changed in line with the new 

test developments. 

5.4.2. Survey Of Laboratory Methods And Reporting Protocols 

In March 2004, as part of a study examining the effect of laboratory protocols 

on national surveillance systems, a telephone survey was carried out in order to ask 

laboratories to outline their current testing and reporting protocols for viral 

gastroenteritis. In total, 22 laboratories were contacted representing all NHS boards in 

Scotland except Orkney, Shetland, the Western Isles, Fife and the Borders 

(laboratories from these health boards declined to take part). The questions that were 

asked are outlined in Table 38.  

The survey results were used in addition to the laboratory data to determine 

how Scottish microbiology laboratories used the WOSSVC diagnostic service for 

viral IID. This included whether or not any laboratories used the sporadic service 

offered by the WOSSVC on a routine basis and whether the WOSSVC outbreak 
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molecular service was used either as the frontline test for outbreaks of IID or as a 

confirmatory test. 

Information on the types of tests used by the laboratories for both sporadic 

cases and outbreaks of gastroenteritis was then updated in 2006 in order to determine 

whether changes in the WOSSVC diagnostic service had led to service developments 

in other laboratories. 

Table 38: Survey of laboratory testing protocols for sporadic cases and outbreaks of 
viral gastroenteritis.  

Questions 

Do you test for viral pathogens in sporadic cases of IID? 

What viral pathogens do you test for in sporadic cases? 

What age groups do you test in sporadic cases? 

What diagnostic tests do you use in sporadic cases? 

What viral pathogens do you test for in outbreaks of viral gastroenteritis? 

5.5. Results 

5.5.1. WOSSVC Laboratory Data 1999-2006 

5.5.1.1. Total Number Of Samples Tested  

Figure 14 shows the total number of samples tested annually for IID at 

WOSSVC in the period 1999-2006 (incorporating both sporadic and outbreak cases). 

Figure 15 shows the same data but with the figures broken down by the test type 

employed. 
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Figure 14: Total number of IID samples tested (1999-2006). 
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From Figure 14 it can be seen that from 2001 the total number of samples 

tested for IID at the WOSSVC increased, with a sharp peak observed in 2002. This 

increase in sample numbers is likely to be due to the emergence of a new norovirus 

variant (see Chapter 2). The increase continued to be seen year on year. Examining 

this data by sample source (outbreak or sporadic) shows that this increase was largely 

driven by increases in the number of outbreak samples submitted, which from 2001 

made up the majority of the IID samples submitted to the WOSSVC. Samples from 

sporadic cases of IID were similar in all years examined except 2006 where the 

number submitted more than doubled compared to previous years. This increase was 

also due to the emergence of a new norovirus variant (Gallimore et al, 2007). 
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Figure 15: Total number of IID samples tested by test type (1999-2006).   
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Examining this same data by type of test carried out shows that the increase in 

submissions of outbreak samples coincided with the implementation of the 

LightcyclerTM real-time RT-PCR for norovirus as the frontline test for the 

investigation of samples of this type in 2001 (Figure 15). After its implementation the 

number of samples tested from outbreaks of gastroenteritis using the LightcyclerTM 

real-time PCR assay increased in each year. Moreover, the increase in the total 

number of samples tested continued after the implementation of the dual-labelled 

probe-based real-time RT-PCR in 2004.  

The number of sporadic samples tested by EM remained similar in all years of 

its use (1999-2003). The molecular service for sporadic samples was implemented in 

2004. After its implementation, initially the numbers tested were similar to that tested 

by EM. However, in 2006 the number of samples tested from sporadic cases rose to 

over a thousand (N=1147). This was the largest number of submissions in all years of 

the study. Implementation of the new test for sporadic cases of IID also resulted in a 

further drop-off in the number of samples tested using EM, since use of this test was 

now limited to the investigation of PCR negative outbreaks of gastroenteritis. 
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5.5.1.2. Total Number Of Positive Detections  

Figure 16 shows the norovirus detection rate in samples from outbreaks during 

the period 1999-2006. EM was the test used from 1999-2000, the LightcyclerTM real-

time RT-PCR was employed from January 2001, and subsequently, the dual-labelled 

probe-based real-time PCR was introduced in late 2004. Figure 17 shows the total 

number of positive viral detections made from sporadic cases of IID between 1999-

2006. EM was the frontline test for sporadic cases between 1999 and late 2004 and 

dual-labelled probe-based real-time PCR assays replaced EM from November 2004 

onwards. For each figure the percentages shown were calculated relative to the 

number of samples tested using this method in each year.  

Figure 16: Detection rates for norovirus in outbreak samples (1999-2006). 
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Figure 16 shows that using EM, norovirus was detected in between 10-12% of 

all outbreak samples submitted. The results obtained when the LightcyclerTM and 

dual-labelled probe-based real-time RT-PCR were introduced demonstrate a 

substantial improvement on this detection rate, with norovirus identified in between 

28% and 41% of the samples tested. A similar pattern of increased detection was 
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observed for sporadic cases of IID after the implementation of the molecular service 

for samples of this type (Figure 17).  

Figure 17: Detection rate achieved in sporadic samples. 
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Between 1999 and October 2004 for example, when EM was the frontline test 

for sporadic cases of IID, adenovirus was detected in less than 2% of all samples 

tested. When, however, the dual-labelled probe-based real-time PCR service was 

implemented in November 2004 the detection rate for adenovirus rose to 14-22%. 

Similarly, after the implementation of the molecular service the detection rate for 

norovirus in sporadic cases of gastroenteritis increased from 1-7.4% to 12-24%. 

Increases in the detection rate were also observed for astrovirus and sapovirus. 

Rotavirus was the only viral pathogen for which the implementation of PCR did not 

result in a significant improvement in the detection rate. For the years examined the 

detection rates achieved by EM ranged between 1-15% whereas those achieved by 
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dual-labelled probe-based real-time RT-PCR were 0-12%. Overall, however, the 

detection rate in the sporadic setting ranged between 48-52% in the years following 

implementation of the molecular tests. This is significantly higher than that achieved 

with EM, where the overall percentage positive rates varied from just 2-23%. 

5.5.1.3. Total Number Of Outbreaks Confirmed Caused By Norovirus  

Figure 18 shows the number of clinically diagnosed outbreaks of 

gastroenteritis that were confirmed as being caused by norovirus during the period 

1999-2006, together with the number that met the criteria for a norovirus-negative 

outbreak i.e. could not be attributed to norovirus using the tests employed.   

Figure 18: Total number of outbreaks confirmed positive and negative for norovirus. 
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It can be seen from Figure 18 that the number of outbreaks confirmed as being 

caused by norovirus increased considerably after the implementation of the 

LightcyclerTM real-time RT-PCR in 2001. In 1999 and 2000 the numbers of outbreaks 

confirmed by EM as being caused by norovirus were 15 and 16 respectively.  After 

the introduction of the LightcyclerTM real-time RT-PCR in 2001 the number of 

norovirus-positive outbreaks detected quickly increased to 83. Moreover, in each of 

the following five years the number of outbreaks in which norovirus was confirmed as 
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the cause followed an upward trend and exceeded the level detected previously by 

EM. Of note is 2002, in which an exceptionally high number of norovirus-positive 

outbreaks was detected (N=223).  This is likely to have been due to the emergence of 

a new norovirus variant, which in other countries was also associated with a large 

increase in cases and outbreaks of norovirus (Lopman et al, 2004). A large number of 

norovirus outbreaks was also detected in 2006. As shown earlier, this is also 

associated with the emergence of a new norovirus G2.4 variant (Gallimore et al, 

2007). 

Figure 18 also shows that the number of outbreaks that were confirmed 

negative for norovirus has also fallen steadily since the implementation of the 

LightcyclerTM real-time RT-PCR in 2001. In 1999 and 2000 the number of norovirus-

negative outbreaks was 20 and 23 (representing 60% and 55% of all classified 

outbreaks tested by EM).  In 2001 and 2002, the proportion of classified outbreaks 

that tested negative for norovirus using the LightcyclerTM real-time PCR fell to 21% 

and 27%, respectively. From 2003 and after the implementation of the dual-labelled 

probe-based real-time RT-PCR in 2004 the number of norovirus negative outbreaks 

fell to very low levels. In these years the total number of classified outbreaks that 

were confirmed negative for norovirus using PCR was between just 4 and 8 

(representing between 2-8% of all classified outbreaks tested).  

5.5.1.4. Turn-Around-Times  

Figure 19 and Figure 20 summarise the WOSSVC turn-around-times for 

outbreak and sporadic samples between 1999-2006.  

It is clear from these figures that the use of real-time RT-PCR has improved 

the turn-around-times of samples tested both in the outbreak and sporadic setting. For 

example, when EM was the frontline test for outbreaks of gastroenteritis in 1999 and 

2000, 50% of results were reported between 5 to 7 days after arriving in the 

laboratory, whilst 90% were reported between 11 to 13 days after submission (Figure 

19). The implementation of the LightcyclerTM real-time RT-PCR for norovirus from 

2001-2003 resulted in an considerable improvement in these turn-around-times, with 

50% of results available by day 5 after submission and 90% reported by day 8 in all 

years (Figure 20). The implementation of the dual-labelled probe-based real-time RT-

PCR in 2004 resulted in further improvements, with 50% of results reported just 3 

days after submission and 90% of sample results reported by day 6 during this year. A 
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further improvement in turn-around-times was then again observed in 2005 when 

primer/probe pools, reduced PCR cycling times, and pooled positive controls were 

implemented. In this year 50% of results were reported by day 2 and 90% by day 5. 

This improvement was maintained in 2006. 

Examining the turn-around-times for sporadic samples shows that between 

1999 and 2004, use of EM resulted in 50% of samples being processed by days 5 to 9, 

but 90% was not achieved until days 11 to 23. This is longer than that achieved using 

EM for outbreak samples and was despite the fact that, overall, fewer samples were 

tested using EM during this period. In 2004, after the implementation of the molecular 

service, 50% of results were processed by day 3, whilst 90% were reported by day 13. 

However, these figures were achieved on a very small number of samples (n=119). In 

2005, when larger numbers of samples were tested, 50% of results were available by 

day 9 and 90% by day 23. This was slower than when EM testing was employed. In 

2006, however, the numbers of samples of this type submitted to the laboratory 

increased and as a result batch testing was increased to at least three times a week. As 

a result the turn-around-times improved substantially, with 50% of results available 

after day 3 and 90% by day 6. 
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Figure 19: Turn-around-times achieved for outbreak samples (1999-2006). 
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Figure 20: Turn-around-times for samples from sporadic cases of IID (1999-2006). 
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5.5.1.5. Health Board Of Origin 

Figure 21 and Figure 22 show the total number of samples from outbreaks and 

sporadic cases of IID submitted for testing to the WOSSVC during the period 1999-

2006, broken down by health board of origin.  

Figure 21: Total outbreak samples by health board (1999-2006). 
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In total there are fifteen health boards in Scotland. Figure 21 shows that in 

1999 and 2000, when EM was the frontline test for outbreak samples, the WOSSVC 

received outbreak samples from six of these health boards: Aryshire and Arran (AA), 

Argyle and Clyde (AC); Dumfries and Galloway (DG); Forth Valley (FV); Greater 

Glasgow (GG); and Lanarkshire (LN). Lanarkshire and Argyle and Clyde were the 

biggest contributors during this time.  
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Post-2001, when RT-PCR was introduced for norovirus testing in outbreaks, 

two other health boards also submitted substantial numbers of samples: Highlands and 

Islands (HI); and Grampian (GR). Results from the telephone survey (Section 5.5.2) 

show that the laboratories in these two health boards utilised the WOSSVC service as 

either a back up test to EIA or as the frontline test for the investigation of samples 

from outbreaks. Tayside (TY) and the Western Isles (WI) also submitted small 

numbers of samples. Lothian (LO), Fife (FF), the Borders (BR) and Orkney (OR) and 

Shetland (SH) submitted no samples to the WOSSVC during the time period studied. 

This was because these health boards utilised the EM service available in East of 

Scotland Virology Centre in Lothian.  

Figure 22: Total number of sporadic samples by health board (1999-2006). 
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Examination of the samples submitted for sporadic testing shows that from 

1999-2004 samples were received from five health boards: Argyle and Clyde, 

Dumfries and Galloway, Forth Valley, Greater Glasgow and Lanarkshire (Figure 22).  
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From late 2004 when PCR was implemented as the frontline test additional samples 

were also sent from Grampian.  

In 2006 a large increase in sample submissions was observed from Greater 

Glasgow Health Board. Closer examination showed that the majority of these samples 

had been submitted by Bone Marrow Transplant (BMT) wards at the Royal Hospital 

for Sick Children and the Glasgow Royal Infirmary (Figure 23). Both of these wards 

submitted only a few samples between 1999-2005. However, in 2006 both wards sent 

over 300 samples (308 from the GRI unit and 350 from the RHSC). The reasons for 

this are discussed in section 5.6.2. 

Overall, therefore, the number of IID samples submitted for testing to the 

WOSSVC laboratory has increased steadily since the introduction of the first 

molecular tests in 2001, partly as a result of more health boards using the service, and 

partly as a result of those who already do so increasing their usage. 

Figure 23: Number of sporadic samples submitted from the RHSC and GRI bone 
marrow transplant wards (1999-2006). 
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5.5.1.6. Age Of Patients  

Figure 24 and Figure 25 show the total number of samples from outbreaks and 

sporadic cases of IID submitted for testing to the WOSSVC during the period 1999-

2006, broken down by the age of the patient.  
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Figure 24: Total outbreak samples by age group (1999-2006) 
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Examination of the data from outbreak samples shows that, each year, 

although samples were submitted from all age groups the majority were from the 65 

years and over age group (Figure 24). This is in line with the known epidemiology of 

norovirus outbreaks. The data also show that after the norovirus outbreak service was 

introduced in 2001, the large increases in sample submission rates outlined earlier 

have come predominantly from the 65 years and over age group.  
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Figure 25: Total number of sporadic samples by age group (1999-2006). 

0

200

400

600

800

1000

1200

1400

1999 2000 2001 2002 2003 2004 2005 2006

Year

N
u

m
b

e
r 

o
f 

s
a

m
p

le
s

>65yrs

16-64yrs

6-15yrs

1-5yrs

<1yrs

 

Examining the samples submitted from sporadic cases of gastroenteritis shows 

that the majority of samples in each year were from the under 5 years age group. For 

the period of 1999-October 2004 this is in line with the coding protocol in place at the 

time since the service was only offered on a routine basis for children under 10 years 

of age. After the implementation of the molecular service in November 2004 no 

significant change was observed until 2006 when a large increase in submission was 

observed in the 16-64 year age group. This was largely due to the large increase in 

submissions from the adult BMT patients (outlined in section 5.5.1.5). 
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5.5.2. Survey Of Laboratory Testing Practice 

5.5.2.1. Testing Protocols For Outbreaks Of Viral IID 

In March 2004, three years after the implementation of LightcyclerTM real-

time RT-PCR at the WOSSVC, 20 of the 22 laboratories surveyed (91%) were shown 

to utilise the WOSSVC service for investigating samples from outbreaks of suspected 

viral IID (Table 39). One laboratory (5%) utilised EM and carried out testing for the 

health boards Lothian, Fife, the Borders and Orkney. One other laboratory was found 

to have no protocol for outbreaks of IID (5%).  

Of the laboratories that utilised the WOSSVC outbreak service, 17 (85%) were 

found to use it as their frontline test. These were from the health boards Ayrshire and 

Arran, Argyle and Clyde, Dumfries and Galloway, Highlands and Islands, Forth 

Valley, Greater Glasgow and Lanarkshire.  Three laboratories (15%) used the 

molecular service as a back up to their own testing system. These laboratories carried 

out testing for Grampian and Tayside. In each case norovirus was first tested for using 

an EIA (DAKO Cytomation, Cambridgeshire, UK), which replaced EM during 2003. 

Each stated that samples from all EIA negative outbreaks that tested negative for 

norovirus by EIA were submitted to the WOSSVC for testing by PCR.  

In 2006, laboratories were contacted again by email and asked to outline 

whether their testing policies had changed. Several changes were outlined. In 2005, 

the virus laboratory at Aberdeen Royal Infirmary switched from EIA to real-time RT-

PCR for norovirus as the frontline test for outbreaks of gastroenteritis (the same dual-

labelled probe-based assay as used at the WOSSVC) as the frontline test for outbreaks 

of gastroenteritis.  The laboratories at Ninewells Hospital, Dundee, Perth Royal 

Infirmary, Dumfries Royal Infirmary, Edinburgh Royal Infirmary and Wishaw 

General all stated that they plan to implement this test in their own laboratory as their 

frontline test for outbreaks of gastroenteritis in 2007. 

5.5.2.2. Testing Protocols For Sporadic Viral IID 

The results of the questionnaire (Table 39) showed that in March 2004, 14 

(64%) of the laboratories questioned had their own testing protocol for investigating 

sporadic viral IID. The eight laboratories with no testing protocol (36%) included 

Nuffield Hospital (Greater Glasgow Health Board), Oban (Argyle and Clyde), 

Glasgow Royal Infirmary (Greater Glasgow), Hairmyres Hospital (Lanarkshire), the 
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Western Infirmary (Greater Glasgow), the Southern General Hospital (Greater 

Glasgow), Vale of Leven Hospital (Argyle and Clyde), and Dumfries Royal Infirmary 

(Dumfries and Galloway). No laboratory used the WOSSVC service for sporadic 

cases of IID. 

With regards to the pathogens tested for in the sporadic setting, it was found 

that 10 laboratories tested for rotavirus only (71%). The remaining four laboratories 

tested for rotavirus as well as other non-rotavirus viral pathogens (26%): two of which 

(13%) tested for norovirus, adenovirus and rotavirus and two of which tested for 

adenovirus and rotavirus (13%). No laboratories tested for sapovirus or astrovirus.  

 Of the 14 laboratories with a testing policy, 9 (64%) tested only children (i.e. 

those aged under 5 years) for viral causes of IID whilst two (13%) tested both children 

and elderly patients (65yrs and over).  None of the laboratories tested samples from 

the adult population. Three laboratories (21%) did not state their testing policy with 

regards to the age group tested.  

Overall 13 laboratories used antigen detection methods (93%) for testing 

sporadic samples of IID.  Four laboratories used EIA (26%), three used Latex 

agglutination (20%), and six used ICG (40%).  PAGE was utilised in one laboratory 

(7%). None of the laboratories were using molecular tests for the investigation of 

sporadic IID. 

The laboratories were contacted again in 2006 and asked whether the testing 

service had changed. All laboratories stated that the testing protocol for sporadic cases 

of IID remained the same as in 2004. 
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Table 39: Responses to the questionnaire on laboratory testing practice. 

Outbreak IID Sporadic IID 

Laboratory NHS board What viral pathogens  

tested for? 

Test for viral  

pathogens? 

What viral pathogens  

tested for? 

Age group 
tested? 

Tests 
used? 

Aberdeen Royal Infirmary Grampian 
Dako EIA for norovirus

a
. If 

negative, norovirus at WOSSVC
b
 

Yes Rotavirus, adenovirus Not stated EIA 

Falkirk District Royal Infirmary Forth Valley Norovirus at WOSSVC Yes Rotavirus <5yrs, >65yrs ICG 

Inverclyde Hospital Argyle & Clyde Norovirus at WOSSVC Yes Rotavirus <5yrs, >65 yrs ICG 

Wishaw Hospital Lanarkshire Norovirus at WOSSVC
c
 Yes Rotavirus <5yrs ICG 

Raigmore Infirmary Highl&s & Isl&s Norovirus at WOSSVC Yes Rotavirus <5yrs Latex 

Stirling Royal Infirmary Forth Valley Norovirus at WOSSVC Yes Rotavirus <5yrs ICG 

Ninewells Hospital, Dundee Tayside 
Dako EIA for norovirus

a
. If 

negative, norovirus at WOSSVC
c
 

Yes 
Rotavirus, adenovirus, 
norovirus 

Not stated 

 
EIA 

Perth Royal Infirmary Tayside 
Dako EIA for norovirus

a
. If 

negative, norovirus at WOSSVC
c
 

Yes 
Rotavirus, adenovirus, 
norovirus 

Not stated EIA 

Monklands District General 
Hospital 

Lanarkshire Norovirus at WOSSVC Yes Rotavirus <5yrs Latex 

Crosshouse Hospital Ayrshire & Arran Norovirus at WOSSVC Yes Rotavirus <5yrs Latex 

Nuffield Hospital Greater Glasgow None No - - - 

Edinburgh Royal Infirmary Lothian EM
c
 Yes Rotavirus <5yrs PAGE 

Royal Hospital for Sick Children, 
Glasgow 

Greater Glasgow Norovirus at WOSSVC Yes Rotavirus, adenovirus <5yrs EIA 

Oban Hospital Argyle & Clyde Norovirus at WOSSVC No - - - 

GRI Greater Glasgow Norovirus at WOSSVC No - - - 

Hairmyres Hospital Lanarkshire Norovirus at WOSSVC No - - - 

Western Infirmary Greater Glasgow Norovirus at WOSSVC No - - - 

Southern General Hospital Greater Glasgow Norovirus at WOSSVC No - - - 

Royal Alexandria Hospital Argyle & Clyde Norovirus at WOSSVC Yes Rotavirus <5yrs ICG 

Vale of Leven Hospital Argyle & Clyde Norovirus at WOSSVC No - - - 

Victoria Infirmary Greater Glasgow Norovirus at WOSSVC Yes Rotavirus <5yrs ICG 

Dumfries Royal Infirmary Dumfries & Galloway Norovirus at WOSSVC
c
 No - - - 

a
 EIA implemented in late 2003 in place of EM 

b
 Replaced by dual-labelled probe-based real-time PCR in 2005 (as used at WOSSVC)  

c
 Planned replacement by dual-labelled probe-based real-time PCR in 2007 (as used at WOSSVC) 
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5.6. Discussion 

Since the introduction of molecular tests at WOSSVC for detection of viral 

pathogens in cases of gastroenteritis the number of samples tested by the routine 

diagnostic service has risen steadily, as have the detection rates for each of the main 

viral causes. Furthermore, this has been achieved at the same time as a substantial 

reduction in sample turn-around-times. The reduced turn-around-times were 

maintained despite fluctuations in sample submissions. These improvements in the 

WOSSVC laboratory service have been observed for both outbreaks and sporadic 

cases of gastroenteritis.  

5.6.1. Effects On The Diagnostic Service For Outbreaks Of IID 

The improvements outlined above have been most telling for norovirus 

diagnosis in outbreak samples. Since the implementation of LightcyclerTM real-time 

RT-PCR in 2001, followed by the dual-labelled probe-based real-time RT-PCR in 

2004, there has been a significant increase in the numbers of outbreak samples tested 

at the WOSSVC, with the number continuing to rise each year. The increase in the 

number of samples submitted is due to steadily increasing use by health boards who 

were already using the service pre-2001, together with an increase in the number of 

health boards utilising the service (from 6 to 9), both of which suggest that users find 

the service useful (although the increases in sample submissions will also be a 

reflection of outbreak activity). Laboratories were shown to use the service in two 

ways. The majority of those questioned in 2004 used the WOSSVC norovirus service 

as their frontline test for outbreak samples. A small number at this time (three) utilised 

the service as a back up to their own frontline norovirus test (EIA). From 2007, 

moreover, a number of the laboratories questioned plan to implement the dual-

labelled probe-based real-time RT-PCR for norovirus described in this thesis in their 

own laboratories. This further highlights the usefulness of this test.  

The implementation of the RT-PCR assays for norovirus in samples from 

outbreaks has led to significant improvements in the pathogen detection rate. For 

example, in 1999 and 2000, less than 100 norovirus detections were made using EM.  

After 2001, the number of positive detections increased substantially. Increases in the 

number of outbreaks classified as being caused by norovirus were also seen after 

2001. Although this increase in detection may be a result of a sudden increase in 
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norovirus activity in Scotland in 2001 or improved submission of samples by 

clinicians, it is more likely that this is due to the use of the real-time RT-PCR. The 

ability of the real-time RT-PCR assays to test larger numbers of samples compared to 

EM has no doubt contributed to the increase in the number of detections. However, it 

is the increased sensitivity of the RT-PCR assays that is most important. This can be 

seen when comparing the overall norovirus detection rates for EM and the real-time 

RT-PCR methods. For samples tested by EM, the detection rate was always below 

12%. However, from 2001-2006, when real-time RT-PCR was implemented, the 

detection rate for norovirus in outbreak samples rose to 28-41%. Interestingly, the 

dual-labelled probe-based real-time RT-PCR assay (introduced in 2004) resulted in a 

slightly greater detection rate than the LightcyclerTM real-time RT-PCR assay (28-

41% vs 28-35%). This confirms the increased sensitivity of the dual-labelled probe-

based real-time RT-PCR assay outlined in Chapter 4. The improved sensitivity of the 

PCR assays in comparison to EM can also be seen when examining the annual 

number of outbreaks classified as norovirus negative by the WOSSVC. Using EM, the 

majority of submitted outbreaks tested negative. However, after the implementation of 

RT-PCR the overall number and proportion of negative outbreaks fell. Two phases of 

reduction were observed. The first was seen after the implementation of the 

LightcyclerTM real-time RT-PCR in 2001. A further improvement was observed in 

2004 when the dual-labelled probe-based real-time RT-PCR was implemented, again 

highlighting the improved sensitivity of this assay compared to the LightcyclerTM real-

time RT-PCR. The low and reducing number of negative outbreaks detected in all 

years since 2001 also suggests that the emergence of a new norovirus variant in 2002 

and again in 2006 has had no recognisable effect on either PCR’s sensitivity. 

Despite the increased sensitivity of both the RT-PCR assays, a fairly large 

proportion of the total outbreak samples submitted remained negative for norovirus 

and other viral pathogens. There are several possible explanations for this. Perhaps 

alternative nucleic extraction methods may have increased the detection rate achieved 

in this study. Only one method was used throughout this thesis and it had not been 

compared to other extraction methods (as it was already established for existing PCR 

methodology in the WOSSVC). Some of these may have been due to norovirus types 

that cannot be detected by the RT-PCR assays employed or those that are shed at 

levels below the detection limit of both RT-PCR assays. Vinje et al highlighted that 

the primers utilised by the LightcyclerTM real-time RT-PCR assay failed to detect 
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some G1 and G2 types in the panels tested and, compared to other commonly used 

assays, failed to detect certain norovirus types at a lower limit of detection (Vinje et 

al, 2003). The dual-labelled probe-based real-time assay has also been shown to be 

less sensitive for some G1 and G2 noroviruses (Jolkihumar et al, 2005). Therefore, 

use of other tests may have improved detection further. In addition a number of the 

outbreak samples that tested negative for viral pathogens may have been caused by 

non-viral pathogens and thus were diagnosed accurately. 

Some of the samples may also have been negative due to the presence of PCR 

inhibitors. PCR inhibitors generally exert their effects through direct interaction with 

DNA/RNA or interference with DNA polymerases. The use of an internal control, a 

superior alternative to a positive control, would have provided the capability to detect 

these (Rosenstraus et al, 1998). An internal control is present in each PCR reaction to 

ensure it is working optimally. It is the ideal positive control as it can detect extraction 

failures, PCR inhibition, and technical errors relating to each individual sample (a 

positive control will detect general errors/failures that are assumed to be related to all 

samples at each stage rather than to the individual sample). Several internal control 

systems are described in the literature (Jenson et al, 2004; Neisters et al, 2002; 

Maroufi et al, 2006). Most are separate PCR assays that are multiplexed with the 

diagnostic assay, although some are used as separate assays altogether. (More 

complicated versions also exist where the PCR primers for a particular pathogen also 

contain regions that are weakly complimentary to the internal control. Consequently, 

the primers bind to the internal control in the absence of the pathogen nucleic acid.) 

The internal control target usually takes the form of a non-human virus, an 

oligonucleotide or a plasmid, which is added manually to the sample, extraction or 

PCR mastermix (Tedder et al, 2006; Jenson et al, 2004; Neisters et al, 2002). Some 

systems also target parts of the human genome that should be present in all clinical 

samples (Muller et al, 2007; Whiley et al, 2004). 

Many of the newer automated nucleic acid extraction machines can be adapted 

to add the chosen internal control to all samples during the process of extraction. In 

most cases the internal control is usually added to the lysis buffer, which is then added 

to a “lysis plate” already containing the selected volume of clinical sample. For best 

control, clinical samples should be spiked with an internal control before extraction 

and each diagnostic test should be multiplexed with an internal control assay. 

However, such a system increases the number of pipetting steps involved, prolongs 
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hands-on time and can be difficult to standardise. An internal control was not included 

in this research due to concerns that it would significantly increase testing costs and 

would also increase technician hands-on time in order to spike samples and interpret 

results. However, it is something that is likely to be explored in the near future (see 

Chapter 6).   

A number of samples are also likely to have been sent from an outbreak site 

from patients and HCWs that do not have specific norovirus symptoms but are feeling 

“unwell”. Also, in the hospital and residential home setting, a large number of patients 

are likely to suffer from enteric illness due to non-norovirus causes such as 

incontinence, reaction to medication and changes in diet (Lopman et al, 2002).  

Enteric illness due to these causes is difficult to differentiate from norovirus illness 

and therefore these individuals are likely to have samples submitted for testing. A 

negative test result in such cases is entirely reasonable. A number of the RT-PCR 

negative samples may also be from outbreaks that have tested negative but could not 

be labelled as true negative outbreaks as they did not meet the minimum criteria of six 

submitted samples. 

One of the key objectives in introducing the new tests was the improvement of 

turn-around-times, since EM unlike PCR can be slow as it requires technical expertise 

and has been found unsuited to processing large numbers of samples (Utagawa et al, 

2002). As mentioned previously, a rapid result is more likely to be of use to clinicians 

and public health officials as it will affect patient and outbreak management. The data 

presented here shows that, in fact, this objective has been achieved. Although sample 

numbers have increased significantly since the introduction of RT-PCR for norovirus, 

these have been processed in shorter times than achieved on smaller numbers of 

samples using EM. It should be noted that the turn-around-times calculated included 

weekends, when the laboratory was closed. Also, the endpoint used in the calculation 

was the date the paper report was sent out, which means that the majority of results 

were actually generated the previous day, at least. As a result, the turn-around-times 

for the tests themselves are likely to be shorter than shown.   

For example, when EM was the frontline test for outbreaks, 90% of sample 

results were reported by day 13. In comparison, following implementation of the RT-

PCR assays the same proportion of a larger number of samples was processed in just 

5-8 days (depending on the RT-PCR test used). Furthermore the reductions in turn-
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around-times were maintained despite fluctuations in the sample numbers submitted. 

This shows both real-time PCR methods used for norovirus to be robust. 

Comparing the two RT-PCR assays in routine service, it was shown that the 

dual-labelled probe-based real-time assay resulted in better turn-around-times. Many 

factors contribute to this. Firstly, the dual-labelled probe-based real-time assay utilises 

a one step RT-PCR kit whereas the LightcyclerTM real-time RT-PCR was a two-step 

assay (with separate reverse transcriptase and PCR steps). Fewer technical steps not 

only speeds up the process but also reduces the likelihood of error, which in turn 

results in fewer test repeats and thus reduced turn-around-times. The utilisation of 

such a kit in the LightcyclerTM real-time RT-PCR assay would also have had this 

effect compared to the two-step process. However, during the LightcyclerTM period of 

use an affordable kit of this type was not available. A second reason for the improved 

performance of the dual-labelled probe-based real-time assay is that it can process 96 

samples and controls per run, whereas the LightcyclerTM real-time RT-PCR can 

process only 32 samples and controls. The dual-labelled probe-based real-time assay 

also offers simpler result interpretation in comparison to the LightcyclerTM real-time 

RT-PCR assay (as outlined in Chapter 4). Again, easier interpretation reduces the 

number of repeat tests needed and thus helps reduce turn-around-times.  

A further improvement in turn-around-times was observed after the 

implementation of primer/probe pools, reduced RT-PCR cycling parameters, and 

pooled PCR positive controls in 2005. As outlined in Chapter 4, primer/probe pools 

are aliquots containing pre-optimised primer and probe. These are stored in 24-

reaction aliquots at –20oC. The associated mastermix and enzyme are also stored in 

24-reaction aliquots at –20oC. Depending upon the amount of tests to be carried out, 

the desired number of aliquots are defrosted and then added together with a minimum 

of pipetting, therefore increasing the ease and speed of the setup process and reducing 

the risk of errors. In addition to this, the use of reduced RT-PCR cycling parameters 

was shown in Chapter 4 to halve the time required to carry out each step of the RT-

PCR process compared to the manufacturer’s estimate (with the exception of the Taq 

activation phase which remains as the manufacturers describe). As a result DNA and 

RNA testing times are significantly reduced (by 30-40 minutes) and more test runs 

can be carried out in the laboratory each day. Pooled positive controls allow more 

samples to be processed per run, therefore improving throughput and rapidity. These 
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amendments therefore contributed to the reduction in turn-around-times observed in 

2005 and 2006.  

5.6.2. Effects On The Diagnostic Service For Sporadic Cases Of IID 

Similar improvements to those described above for the norovirus outbreak 

testing service were also observed for the testing of sporadic cases of gastroenteritis 

(although some caution should be applied in interpreting these results, since the time 

period involved since the introduction of these tests has been relatively short). The 

dual-labelled probe-based real-time PCR assays, which test for the five main causes of 

IID, were implemented in November 2004. In 2005 similar numbers of samples were 

tested as when EM was employed. However a large increase in sample submission 

was observed in 2006. Although this may be partly the result of increased disease 

activity in the community it is also likely to be due to increasing awareness of the 

utility of the service, especially in local BMT units (this is discussed further below). 

As with the norovirus outbreak service, the increased submission rates suggest users 

find the service useful. 

When compared to the norovirus outbreak diagnostic service, it was found that 

fewer health boards use the sporadic service on a routine basis. This may be partly 

due to the fact that the service is fairly recent in nature. However, it is more probably 

due to the fact that most laboratories already have their own testing protocol for 

sporadic cases of gastroenteritis. This was indicated by the results of the laboratory 

survey, which highlighted that 64% of the laboratories questioned had an in-house 

testing service in place for sporadic gastroenteritis. In most cases laboratories tested 

for rotavirus only. As a result the other viral causes of sporadic IID are largely 

untested for, despite increasing evidence, confirmed by the results shown here, that 

these are common causes of illness. Examination of the health boards that did use the 

WOSSVC molecular service in each year suggests the service is mainly used by 

laboratories with no testing protocol for sporadic gastroenteritis of their own 

(although this was not explicitly asked in the questionnaire). These included the 

following health boards: Argyle and Clyde, Dumfries and Galloway, Greater Glasgow 

and Lanarkshire.  

In 2006, most health boards submitted the same or slightly fewer sporadic 

samples than observed in 2005. The substantial increase in total sample numbers 

observed in 2006 originated primarily from Greater Glasgow health board. This was 
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the result of a sharp increase in the number of samples being sent from the BMT ward 

at the Royal Hospital for Sick Children and the equivalent adult ward at Glasgow 

Royal Infirmary. Anecdotal evidence from clinicians working at these units suggests 

that they first became aware of the new test’s availability at WOSSVC in 2006 and 

would have made use of the service had they been aware of it in previous years 

(Personal communication, Dr Balfour, RHSC). Also during 2006, there were 

occurrences of both outbreaks and sporadic cases of norovirus in each environment, 

affecting multiple patients and causing long term shedding in a number of those 

affected. Several patients with long term shedding suffered prolonged isolation and 

illness and may also have subsequently infected other patients. Patients, on the other 

hand, who were sent home to recover posed an infectious risk to family members and 

others (e.g. school pupils). Similar problems were also observed with occurrences of 

rotavirus, adenovirus, and astrovirus. One patient died as of a result of a disseminated 

adenovirus group F infection. Molecular methods are particularly useful in this setting 

as virus from immunocompromised patients is often shed at low levels, which other 

methods find difficult to detect. RT-PCR is more likely to detect those infected and 

can do so earlier than either EM or EIA (Cubitt et al, 1997). The increased sensitivity 

also decreases the likelihood of false negative results, which might otherwise lead to 

an infected patient remaining on the ward, causing further infections.  

As a result of these issues, both wards began to screen all patients with 

diarrhoea in order to distinguish viral infection from other causes (e.g. other 

pathogens or issues relating to the management of the transplant) and to isolate those 

with infection from other patients. Increased monitoring of infected patients also 

occurred in order to determine when shedding, and therefore the presumed infection 

or infectiousness, had stopped. Thus, in 2006, although the Royal Hospital for Sick 

Children already has an EIA-based service for investigating cases of gastroenteritis, 

the BMT ward chose largely to bypass this service in favour of the molecular test 

employed at WOSSVC - highlighting its usefulness. The awareness demonstrated by 

clinicians at these units of the problems caused by viral IID in BMT patients, together 

with their recently acquired awareness of the WOSSVC molecular service is likely to 

result in further use of the service in future years.  

Compared to the data obtained when using EM, the detection rates for most 

pathogens in sporadic samples showed significant increases when dual-labelled probe-

based real-time PCR was implemented. These increased detection rates have led to an 
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increase in the overall detection rate. When EM was the frontline test the overall 

detection rate was between 2-23% whereas using the dual-labelled probe-based real-

time PCR the figure was between 48-52%. Again this shows the increased sensitivity 

of the real-time PCR assays when compared to EM and confirms the findings 

described in Chapter 4 and published in the literature. The most significant increases 

were observed for adenovirus and norovirus, which were the most common pathogens 

detected in the sporadic setting. Adenovirus has long been recognised as a common 

cause of sporadic gastroenteritis. However, these data also confirm other more 

recently published accounts that indicate norovirus is also a common cause of 

gastroenteritis in the sporadic setting (Oh, Gaedicke, Schreier, 2003; Kirkwood and 

Bishop, 2001; Simpson et al, 2003; McIver et al, 2001; Subekti et al, 2002; Qiao et 

al, 1999; Phan et al, 2004; Bereciartu, Bok, Gomez, 2002; Sakai et al, 2001; Boga et 

al, 2004; Rodriguez-Baez et al, 2002; Phan et al, 2005; Buesa et al, 2002; de Wit et 

al, 2001; Bonn et al, 1999; Farkas et al, 2000; Pang et al, 2000; Froggatt et al, 2004; 

Chikhi-Brachet et al, 2002; Simpson et al, 2003; Fretz et al, 2005).  

Although the detection rates for astrovirus and sapovirus in sporadic samples 

remained small, increases were observed after the implementation of the dual-labelled 

probe-based real-time PCR assays in comparison to the EM test used previously. At 

the time of writing none of the laboratories questioned use either EM or a molecular 

method to test cases of sporadic gastroenteritis, which means that the WOSSVC is the 

only laboratory currently able to test for these pathogens.  

The benefits of dual-labelled probe-based real-time PCR assays in testing for 

adenovirus, astrovirus, norovirus and sapovirus are therefore clear. However, the 

utility of the assay for rotavirus is questionable based on the evidence shown, as 

detection rates for this pathogen did not significantly improve compared to when EM 

was used (1-15% vs 0-12%). This lack of improvement in detection rate may be due 

to the fact that most of those seeking medical attention for rotavirus infection shed 

virus at levels that are equally detectable by both EM and RT-PCR (Kang et al, 2004). 

The low number of rotavirus detections overall compared to norovirus and adenovirus 

moreover, may be explained by the fact that some of the laboratories that use the 

service already screen sporadic samples for rotavirus before deciding whether or not 

to send them to the WOSSVC. The assay remains useful however, for those health 

boards that do not have a sporadic testing service, and is also likely to prove valuable 

for detecting rotavirus in the BMT setting. 



 198 

Samples from sporadic cases of IID that did not test positive for any viral 

pathogens are likely to result from a number of factors. Some are likely to contain 

PCR inhibitors and may therefore have been falsely classified as negative. Some are 

also likely to be from patients with intestinal illness due to other infectious causes 

(e.g. bacterial or parasitic infections, or other viral pathogens such as rotavirus C and 

enterovirus). Some cases may be due to viral infections that are not detected by the 

assays used (e.g. non-predominant noroviruses). For example, the sapovirus real-time 

RT-PCR assay is likely to miss any non-G1 sapoviruses. Perhaps using an alternative 

extraction protocol may also improve detection rates of all pathogens. Patients with 

non-infectious causes of illness may also contribute to the proportion of sporadic 

samples that tested negative for viral pathogens.  

As with the diagnostic service for IID outbreaks, utilisation of the RT-PCR 

assays for sporadic cases of gastroenteritis has allowed more samples to be tested with 

reduced turn-around-times. When EM was the frontline test 50% of samples were 

reported by day 5-9, whilst 90% were reported by day 11-23. Initially, the results for 

the replacement RT-PCR assays were disappointing, with once-weekly batch testing 

leading to prolonged turn-around-times (with 90% of results not reported until day 23) 

since samples that needed repeat testing had to wait another week before this could 

take place. However, as the sample numbers increased testing was increased in 

frequency to at least three times a week. As a result turn-around-times improved 

significantly, and in 2006 90% of samples were reported by day 6. 

5.7. Summary 

Chapter 5 examined real effects of implementing the developed PCR assays as 

the frontline tests for the investigation of outbreaks and sporadic cases of 

gastroenteritis on the laboratory diagnostic service offered by the WOSSVC. The 

results showed that since the introduction of molecular tests in the laboratory for the 

detection of viral pathogens in cases of gastroenteritis the number of samples tested 

by the routine diagnostic service has risen steadily, as have the detection rates for each 

of the main viral causes. Furthermore, this has been achieved at the same time as a 

substantial reduction in sample turn-around-times. The reduced turn-around-times 

were maintained despite fluctuations in sample submissions. These improvements in 
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the WOSSVC laboratory service have been observed for both outbreaks and sporadic 

cases of gastroenteritis.  
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Discussion 

6.1. Summary Of Research 

The research in this thesis sought to advance knowledge in the field of public 

health by developing and assessing PCR methods for the detection of viral causes of 

IID in a routine diagnostic setting, an approach that distinguishes it from previous 

work in this area. 

As described in Chapter 2, outbreaks and sporadic cases of Infectious 

Intestinal Disease (IID) are a major public health issue, resulting in significant 

morbidity and sometimes mortality every year. Viral pathogens have been shown to 

be responsible for a significant proportion of the IID burden, particularly in sporadic 

cases in children and outbreaks in all age groups.  

Laboratory diagnosis of viral IID is important, as the aetiological causes of IID 

(bacteria, parasites or viruses) cannot be differentiated based on clinical or 

epidemiological data alone. Before this research began, Electron Microscopy or EM 

was the frontline method used at the West of Scotland Specialist Virology Centre 

(WOSSVC) for the diagnosis of viral causes of IID in samples from both outbreaks 

and sporadic cases of IID. However, although rapid on a small number of samples, 

this test has limited sensitivity compared to other emerging techniques and is 

laborious, requiring highly specialised staff and expensive equipment. Alternative 

methods of detection include antigen detection methods. These offer similar 

sensitivity to EM but in comparison have the potential for improved rapidity, ease of 

use and throughput. These methods, however, are not available for all the main viral 

causes of IID.  

In recent years, the molecular method Polymerase Chain Reaction (PCR) has 

been increasingly used in research on the main causes of viral IID. PCR assays are not 

currently offered by commercial companies but have been found to be more sensitive 

than either EM or antigen detection methods. However, conventional gel-based PCR 

methods can be expensive to implement and are technically complex, consisting of 

numerous steps. As a result, in the past these have not been considered suitable for use 

in the routine diagnostic setting, where the ideal test is one that is not only sensitive 

but also rapid, high throughput, and easy to use.  



 202 

Real-time PCR has the potential to overcome many of the pitfalls associated 

with gel-based methods. Using this technique, for example, all or the majority of the 

numerous steps associated with PCR can be carried out in a single step. The relatively 

recent nature of the technology, however, means that the choice of assays of this type 

is limited and, prior to this research, there were no examples of its use in a diagnostic 

setting.   

The overall aim of this research was therefore to examine whether PCR 

methods could be adapted for use in the routine diagnostic setting and, in comparison 

to the EM-based service, bring significant benefits to the laboratory service in terms 

of increased detection rate and throughput, and reduced turn-around-times.  

Based on a review of the literature (see Chapter 2) the decision was taken to 

divide the proposed new service into two parts: a separate service for samples from 

outbreaks of gastroenteritis and one for those from sporadic cases of IID. For the 

outbreak service, a norovirus assay was chosen as the frontline test for sample 

investigation, based on an increasing number of reports showing norovirus to be the 

principle cause of outbreaks of IID. For the sporadic service, the decision was taken to 

employ this same norovirus assay together with PCR tests for adenovirus, astrovirus, 

rotavirus and sapovirus to investigate sporadic cases of gastroenteritis in children 

under 10 years of age and immunocompromised patients (the patient groups already 

tested using the EM-based service) since these viral pathogens have been shown to 

contribute significantly to IID in children and can cause severe and chronic infection 

in immunocompromised individuals of all age groups. In the case of the outbreak 

service, moreover, it was decided that samples that tested negative for norovirus 

should be examined further using the tests for the other non-norovirus pathogens.  

Following this, the PCR and associated methods for use in the proposed 

service were chosen and adapted as described in Chapter 3. In each case a review of 

the available methods was conducted and an appropriate test selected for each 

pathogen based on a combination of clinical and laboratory requirements. In selecting 

an appropriate test evidence of its sensitivity and specificity was key (including the 

ability to detect a wide range of virus subtypes). However, other factors also played a 

important part. Based on the desire to use the test in a routine setting, for example, 

preference was given to single round assays over nested techniques in order to 

minimise test complexity and length (and hence the potential for error). Priority was 

also given to tests that targeted the most conserved regions of the virus, in order to 
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minimise the risk of sensitivity drift over time and/or sudden loss of sensitivity due to 

the emergence of a new virus type or subtype, which is more likely when targeting 

more variable areas of the genome. 

With regards the outbreak service there were two phases of development. In 

2000, when the initial developments took place, there were no real-time PCR methods 

for the detection of norovirus available in the literature. The early work, therefore, 

sought to adapt a published gel-based method (Green et al, 1995) into real-time 

format in order to increase its potential for rapid turn-around-times, and by 

association, high throughput, since speed is particularly important in an outbreak 

setting where rapid results may inform decisions on the infection control procedures 

to be used. The novel real-time assay was developed using SYBR green technology, 

which was the predominant real-time technology available at the time, and was 

implemented on the Lightcycler™ RT-PCR platform, which was one of only two 

PCR platforms available in the laboratory, the other being a conventional PCR block 

(the ABI 9700).  

From 2003, several other real-time PCR platforms were obtained by the 

laboratory, which can be used for other real-time PCR chemistries including dual-

labelled probes. Such chemistries use an additional probe, which specifically binds to 

the PCR product and fluoresces in direct relation to the amount of PCR product being 

produced. The use of a probe increases the specificity of the assay in comparison to 

SYBR green based methods, which bind to all dsDNA. Compared to the 

Lightcycler™ platform, these platforms also offer improved throughput. 

Consequently, from this point on, the research focused on developing a real-time PCR 

assay for norovirus that used dual-labelled probe-based technology. The assay 

described by Kageyama et al was chosen for investigation (Kageyama et al, 2003). 

The original publication used separate RT-PCR assays to detect G1 and G2 norovirus 

types. Here, as a further development the assays were multiplexed in an attempt to 

improve rapidity, throughput and reduce testing costs. 

As with the outbreak service, the research relating to the sporadic service also 

took place in two stages. The first development phase took place between 2000 and 

2002. The aim of the initial studies was to develop a novel gel-based multiplex RT-

PCR assay for adenovirus, astrovirus, rotavirus and sapovirus. The assays chosen to 

be multiplexed were all single round PCR assays selected from the published 

literature (Gentsch et al, 1992; Rasool et al, 2002; Cooper et al, 1999; Vinje et al, 
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2000; Noel et al, 1995). Multiplexing was attempted in order to reduce the number of 

steps involved in the testing process and thus improve rapidity, ease of use and 

throughput (as well as reducing costs). Real-time PCR methods were not considered 

at this time since the decision had been taken to prioritise use of the only available 

real-time platform in the laboratory for use in the norovirus outbreak service.  

In 2003, when the other real-time platforms became available in the laboratory 

the possibility of implementing real-time PCR for all tests in the sporadic service was 

examined. Here the decision was taken to move straight to dual-labelled probed-based 

technology, rather than SYBR green based assays, in line with the ongoing 

developments in tests for the outbreak service. Where possible these assays were 

chosen from the literature (Pang et al, 2004; Le Cann et al, 2004; Heim et al, 2003). 

However, no such assay was available for sapovirus and thus a novel in-house method 

was designed (Gunson, Collins and Carman, 2006(i)). The new method detected 

sapovirus G1 types only. However, although it was known that this test would miss 

non-G1 types, data from the HPA and other studies suggested that this was 

reasonable, given that sapovirus G1 types were the most predominant strains pre-2004 

(Okada et al, 2002; Gallimore et al, 2006). 

Following selection and adaptation of the appropriate tests a series of studies 

was then carried out to assess the sensitivity of each assay in comparison to existing 

and possible alternative methods (see Chapter 4). Results from the first experiment 

relating to the outbreak service showed that the SYBR green based Lightcycler™ RT-

PCR assay developed as described in Chapter 3 was more sensitive than EM for the 

detection of norovirus, in both samples from outbreaks and sporadic cases of IID 

(Miller, Gunson and Carman, 2002). This was the first real-time RT-PCR for 

norovirus to be published at the time and was implemented as the routine test for 

outbreak samples in the WOSSVC laboratory in January 2001. It was subsequently 

compared to two commercial EIA methods for norovirus and was found to be both 

more sensitive and specific than either (Gunson, Miller and Carman, 2003(ii)). This 

study was one of the first to show the relatively poor sensitivity and specificity of the 

EIA methods, findings that have subsequently been confirmed in other studies 

(Wilhelmi et al, 2007; Castriciano et al, 2007; Dimitriadis, Bruggink and Marshall, 

2006; Dimitriadis and Marshall, 2005). The Lightcycler™ method was also compared 

to a recommended gel-based RT-PCR that was held to be the most sensitive of the 

gel-based methods available at that time (Vinje et al, 2003). However, although the 
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Lightcycler™ RT-PCR assay was indeed shown to be less sensitive it did not miss 

any outbreaks and, moreover, involved fewer and shorter steps than the gel-based 

assay (Gunson, Miller and Carman, 2003 (i)). As a result the decision was taken to 

retain it as the frontline test for norovirus in the outbreak service at this stage.  

The final experiment in this series, carried out in 2003 once the relevant 

technology became available, showed that the new multiplexed dual-labelled probe-

based assay for norovirus (based on the test published by Kageyama et al, 2003) was 

also more sensitive than the Lightcycler™ RT-PCR, which in this case missed both 

individual cases and outbreaks of norovirus. The dual-labelled probe-based RT-PCR 

also had the potential to offer better throughput and rapidity than the Lightcycler™ 

test. As a result it was implemented in 2004 and remains the frontline test for 

norovirus in the outbreak service at the time of writing.  

The initial experiment for the sporadic service focused on multiplexing the 

individual assays for adenovirus, astrovirus, rotavirus and sapovirus chosen and 

adapted as described in Chapter 3. The results, however, showed that the rotavirus 

RT-PCR could not be successfully multiplexed as the primers interacted with and 

reduced the sensitivity of the astrovirus and sapovirus RT-PCR assays. Instead, the 

multiplexing process resulted in two RT-PCR assays: a rotavirus RT-PCR and a novel 

multiplex RT-PCR for adenovirus, astrovirus and sapovirus. 

The two assays developed were then compared to antigen detection methods 

for astrovirus and rotavirus, and shown to be more sensitive than either (Gunson et al, 

2003(iii), Gunson et al, 2003(iv)). However, the number of steps involved in carrying 

out the two gel-based assays plus concerns over the appearance of non-specific 

products in the multiplex RT-PCR meant that these were not implemented in the 

sporadic service at this stage. 

In the final experiment in this series, again carried out once the technology 

became available, the two gel-based RT-PCR methods were compared to the dual-

labelled probe-based real-time PCR assays selected (or developed in the case of 

sapovirus) as described in Chapter 3. The results showed that for each pathogen the 

real-time PCR assay detected a lower dilution of pathogen and identified more clinical 

samples as positive than the relevant gel-based assay (Gunson and Carman, 2005). 

The dual-labelled probe-based approach also involved fewer, shorter steps and had the 

potential to offer better throughput and rapidity than the EM test still in use in the 

routine service at this time. As a result these assays were implemented in the service 
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for sporadic cases of IID in November 2004, alongside the dual-labelled probe-based 

norovirus RT-PCR. From this date EM was used solely to investigate outbreaks that 

tested negative for a viral pathogen using all of the PCR methods available. 

Following implementation of the dual-labelled probe-based real-time PCR 

methods in the routine service a number of experiments were carried out that 

attempted to further modify these tests in order to reduce turn-around-times, improve 

throughput and reduce cost (see Chapter 4). In the first experiment it was shown that 

reducing PCR cycling times had no effect on test sensitivity and improved rapidity 

considerably (e.g. reducing turn-around-times from 100 minutes to 60 minutes). The 

second experiment showed that the test for adenovirus, a DNA test, could be carried 

out under the same conditions (i.e. on the same PCR plate) as any of the RNA tests for 

astrovirus, rotavirus or sapovirus without affecting its sensitivity, thus allowing more 

tests to be carried out per PCR run. (The norovirus assay involved a different 

annealing temperature to any of the other tests and as a result was always kept 

separate). Further studies then showed that pooled positive controls, primer/probe 

pools and reduced reagent volumes could all be employed without affecting test 

performance, thereby improving test efficiency (Gunson, Collins and Carman, 

2006(ii)). Use of these measures was therefore implemented in January 2005.  

The effect of implementing the various changes on the WOSSVC laboratory 

diagnostic service for IID was then examined, as described in Chapter 5. Sample 

submission data from the period 1999-2006 showed that since the introduction of 

molecular tests for the detection of viral pathogens in cases of gastroenteritis the 

number of samples tested by the routine diagnostic service has risen steadily. In 1999, 

when EM was the frontline test, a total of 887 IID samples from outbreaks and 668 

from sporadic cases were submitted for testing at the WOSSVC. In the years 

following implementation of the LightcylerTM real-time assay for norovirus in the 

outbreak service the number of outbreak samples tested rose to between 1112-4025 

(the latter figure a peak in activity due the emergence of a new worldwide variant of 

norovirus in 2002). The rise in the number of outbreak samples tested continued 

following implementation of the dual-labelled probe-based assay in 2004, from 2033 

to 3189 in 2006. Similar patterns were observed in the submission rates for samples 

from sporadic cases of IID, although some caution should be applied in interpreting 

the results for this service since the time period involved since the introduction of the 

new tests has been relatively short. In 1999, a total of 668 samples from sporadic 
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cases were tested, rising to 1153 in 2006 following introduction of real-time PCR tests 

to the sporadic service. The increased use of the service reflects greater use of the 

service by existing users (health boards), an increasing number of health boards 

submitting samples to the laboratory for diagnosis, and an increase in sample 

submission from immunocompromised patients and adult patients.  

In addition to increased submission rates, the detection rates in the routine 

service have risen for all viral pathogens following implementation of the PCR 

methods, in both outbreaks and sporadic cases of gastroenteritis. For example, for 

samples submitted from outbreaks of IID the norovirus detection rate achieved by EM 

was always below 12%. However, from 2001-2003, when the Lightcycler™ RT-PCR 

was the frontline test, the detection rate was between 28-35%. A slight further 

improvement in detection rate was observed after the implementation of the dual-

labelled probe-based real-time RT-PCR assay in 2004, with a detection rate of 

between 28-41%. The improved detection rate resulted in an increase in the number of 

outbreaks confirmed to be caused by norovirus, from a total of 15 and 16 in the years 

1999 and 2000 respectively, compared to between 83-223 in the 6 years post-

implementation of the PCR-based service. Similar improvements were observed after 

the implementation of the PCR service for sporadic cases of IID. For example, in the 

years when EM was the frontline test the overall detection rate was between 2-23%, 

whereas following implementation of the real-time PCR assays the figure was 

between 48-52%.  

These improvements, moreover, were achieved at the same time as a 

substantial reduction in sample turn-around-times. For example, when EM was the 

frontline test for outbreaks of gastroenteritis in 1999 and 2000, 50% of results were 

reported between 5 to 7 days after arriving in the laboratory, whilst 90% were 

reported between 11 to 13 days after submission. Following implementation of the 

LightcyclerTM real-time RT-PCR for norovirus in the period 2001-2003 a considerable 

improvement in these turn-around-times was observed, with 50% of results available 

by day 5 and 90% reported by day 8 in each of these years. The implementation of the 

dual-`labelled probe-based real-time RT-PCR in 2004 resulted in further 

improvements, with 50% of outbreak results reported just 3 days after submission and 

90% of sample results reported by day 6 during this year. These reduced turn-around-

times were maintained despite fluctuations in sample submissions. Finally, the 

implementation of the test amendments, e.g. pooled controls, in 2005 saw further 
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reductions in outbreak sample turn-around-times. The final outcome was that at the 

time of writing 50% of outbreak sample results are reported by day 2 with 90% 

reported by day 5 (this was achieved in two consecutive years) compared to best 

results of day 5 and day 11 respectively when EM was the frontline test for outbreaks.  

Similar improvements in turn-around-times were observed for samples from 

sporadic cases IID. For example, between 1999 and 2004, use of EM resulted in 50% 

of samples being processed by days 5 to 9, but 90% was not achieved until days 11 to 

23. At first, use of the new PCR-based service resulted in similar turn-around-times in 

2005 (50% of results were available by day 9 and 90% by day 23). In 2006, however, 

the numbers of samples of this type submitted to the laboratory increased and as a 

result batch testing was increased to at least three times a week. This, together with 

the test amendments outlined above led to a substantial improvement in turn-around-

times, with 50% of results available after day 3 and 90% by day 6. 

6.2. Main Findings 

In conclusion, the implementation of a molecular diagnostic service for viral 

causes of IID at the WOSSVC has enabled more stool samples to be tested in shorter 

periods of time, using more sensitive tests than any previously available.  

Whilst it is possible that some of the increases in sample submission and 

detection rate observed for the PCR-based service were due to increased disease 

activity in the years examined, the size and consistency of the increases over a period 

of several years suggests this was not the determining factor. Moreover, the 

possibility that PCR techniques may be over-sensitive (discussed in Chapter 2) - 

detecting asymptomatic IID or prolonged shedding following resolution of symptoms 

in a minority of cases - is less likely to apply in the routine diagnostic setting, where 

samples are only tested as a result of patients presenting with the symptoms of IID. In 

any case, the detection of prolonged or asymptomatic shedding in patients may still be 

of value in this context, since these patients may pose an infectious risk to others. This 

is particularly important in an outbreak setting where detecting those shedding virus 

in the absence of symptoms may aid infection control procedures (Gallimore et al, 

2004). 

Although previous research has shown the improved sensitivity of PCR in 

comparison to alternative methods such as EM and EIA, to date these studies have 
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focused on use of the tests in a research setting, based on relatively small numbers of 

samples and carried out by highly specialised researchers. The research described in 

this thesis, in contrast, has demonstrated the increased sensitivity of PCR in 

comparison to EM based on high volumes of samples in a routine diagnostic setting 

where the tests are often carried out by less specialised staff. 

Moreover, the research has also shown that such sensitivity can be achieved at 

the same time as reduced turn-around-times in comparison to EM. Studies showing 

the positive effect of real-time PCR methods on rapidity and throughput (and, by 

implication, ease of use) are largely absent from the published literature despite the 

fact that these factors can be very important, since they determine whether a test is 

suitable for a routine diagnostic setting and how clinically useful it will be (discussed 

in more detail in the following section).  

Diagnostic laboratories have in the past been reluctant to implement PCR 

assays as a result of many factors, most of them associated with negative perceptions 

or experiences of conventional gel-based PCR (see Chapter 2 for full details). The 

results shown here, however, have demonstrated that real-time PCR can overcome 

many of these difficulties. The real-time PCR methods introduced at WOSSVC have 

proven to be both robust and capable of high throughput, indicating relative ease of 

use. (In particular, the use of a specific labelled probe in the dual-labelled probe-based 

assays was found to aid ease of interpretation in comparison to a SYBR green based 

approach.) Moreover, several techniques for improving the efficiency of the real-time 

tests without affecting their sensitivity have been successfully demonstrated (Gunson, 

Collins and Carman, 2006(ii)). Such techniques are largely ignored in the scientific 

literature but are of high practical value in a diagnostic setting. 

One drawback of PCR remains, however, which is that the implementation of 

such methods still requires technical expertise in quality control (see Chapter 5). All 

PCR assays, and in particular real-time PCR assays, should be monitored carefully to 

detect any contamination, or sudden or long-term loss in sensitivity. Either could 

result in false negative or positive results. However, to ease this problem there are 

now a number of useful guides available that describe monitoring systems such as 

those used here (described in Chapter 5), and which are relatively easy to implement 

and maintain (Gunson, Collins and Carman, 2005; Niesters, 2002; Gray et al, 1995; 

Gray, 1999). 
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In addition to the benefits seen within the laboratory itself, the wider 

usefulness of the new molecular service for norovirus in outbreaks of IID is indicated 

by the fact that a number of other Scottish Specialist Virology Centres or SVCs 

(Aberdeen, Dundee and Edinburgh) have begun to use the WOSSVC service for 

norovirus outbreaks or plan to do so in the near future, despite having their own 

testing capability. Moreover, since publications relating to the research carried out 

here, which were among the first to show the practical advantages of both the 

Lightcycler™ and dual-labelled probe-based real-time RT-PCR methods, and the 

reduced sensitivity and specificity of commercial EIA methods for norovirus (Miller, 

Gunson and Carman, 2002; Gunson, Miller and Carman, 2003) a number of virology 

laboratories have replaced or are about to replace EM or commercial EIA methods for 

the detection of viral pathogens in outbreak samples with the real-time PCR test for 

norovirus described here.  

In the sporadic setting the real-time PCR tests implemented have proven 

useful for laboratories with limited or no testing protocol of their own. They have also 

proven useful in the BMT setting for the detection of viral IID in 

immunocompromised patients, where the sensitivity of EM and EIA may not be good 

enough (Cubitt et al, 1999). At the time of writing no other laboratory in Scotland 

offers real-time PCR testing for viral causes of sporadic IID. The WOSSVC, in fact, 

provides the only service in Scotland that tests for all five main causes of viral IID.  

It is not only virology laboratories that can benefit from use of the PCR tests 

described here. The WOSSVC is currently involved in a pilot study to outsource real-

time PCR tests to microbiology laboratories affiliated to District General Hospitals 

(DGHs). The first phase of the study will examine the effect of implementing the 

WOSSVC real-time RT-PCR for norovirus in two DGH sites. Each site will be 

provided with a “kit” for the test containing the standard operating procedures, pre-

optimised primer/probe pools, and PCR controls and reagents. The WOSSVC will 

also offer full training to laboratory staff and a troubleshooting service. To facilitate 

the implementation of the test the laboratories involved have obtained automated 

extraction equipment and PCR platforms similar to those in use at the WOSSVC. 

Having a norovirus service on-site at the DGH will negate the need to send samples to 

the WOSSVC and therefore has the potential to improve the rapidity of sample results 

significantly. For clinicians, access to a sensitive and rapid service for norovirus will 

aid patient management and infection control decisions (see below for a detailed 



 211 

discussion). In the laboratory, supported implementation of the test will provide useful 

experience of real-time PCR methodology, which in future could be used in other 

areas of their service. The plan is that, if successful, the project may be widened to 

include other sites and tests. 

Finally, awareness of the benefits of implementing real-time PCR, 

demonstrated in this research, has been used to improve other diagnostic services in 

the WOSSVC laboratory. Based on the successful experience of implementing real-

time PCR in the norovirus outbreak service, for example, in 2004 conventional RT-

PCR assays for the detection of viral and bacterial respiratory infections were 

replaced in the laboratory with a number of real-time PCR methods (Gunson et al, 

2005). Since their implementation significant improvements have been observed in 

throughput, rapidity and overall detection rates. This service also benefited from the 

test amendments described in Chapter 4, which once implemented led to further 

improvements in rapidity, ease of use and cost. Similar real-time PCR systems have 

also been developed in the laboratory to test for viral pathogens in other sample types 

and/or patient groups (e.g. CSF samples and plasma from BMT patients). Plans for 

further use of this technology in the laboratory include extending its use to other areas 

of microbiology such as rapid MRSA screening (Gilpin et al, 2007), bacterial 

gastroenteritis (Wang and Mestaphai, 2007; Shannon et al, 2007) and bacterial sepsis 

(Stratidis, Bia and Edberg, 2007). 

6.3. Implications For Patient Management 

The changes in the WOSSVC diagnostic service for viral causes of IID 

introduced in this research are likely to aid patient management on a number of fronts. 

More sensitive testing, for example, increases the likelihood of obtaining an accurate 

diagnosis, which enables clinicians to confirm the initial clinical diagnosis and to 

exclude other, more serious causes of IID or non infectious causes of intestinal illness 

(Fine et al, 1998). A more rapid, accurate result also enables the clinician to correctly 

advise the patient on the likely duration of illness, its infectiousness and how they can 

reduce the likelihood of further spread to other members of the public (Guerrant et al, 

2001). Patients, for example, can be advised on the sources of IID (e.g. soiled 

nappies) and informed that simple procedures such as frequent hand washing can 

reduce the risk of infection.  
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Accurate management based on a laboratory diagnosis is particularly 

important if the patient poses a public health hazard, since such patients may also 

require follow up testing before returning to their place of work. This applies to 

patients working in the food industry or the National Health Service (Bresee et al, 

2002), children attending nursery school or elderly residents in a care home. The 

ability to swiftly advise a patient in such matters based on an accurate laboratory 

result will help prevent further infections, which in turn saves on further health care 

expenditure related to, for example, GP/hospital visits by newly infected patients. 

Furthermore, the ability to provide a result rapidly can help reduce the number of 

unnecessary tests that are carried out in the meantime, and in those with more serious 

illness may help prevent unnecessary hospitalisation or, if already hospitalised, may 

mean a reduction in the length of stay. All of these factors contribute to reducing 

unnecessary health care costs as well as improved care for the patient. 

Access to a more rapid and sensitive service also has benefits in reducing the 

prescription of unnecessary treatments. Although not generally recommended for 

treating IID, particularly in children and for patients managed in the primary care 

setting, a recent study in Ireland found that approximately 7.5% of patients who 

consulted a GP for symptoms of IID received empirical therapy, which represented 

15% of all treatments prescribed (Acute Gastroenteritis in Ireland, North and South - 

A Telephone Study, 2003). This is despite the increasing evidence that shows viruses 

to cause much of the illness in all age groups (Phan et al, 2005; Bon et al, 1999; 

Bereciartu, Bok and Gomez, 2002; Qiao et al, 1999; Oh, Gaedicke and Schreier, 

2003; de Wit et al, 2001 (i); de Wit et al, 2001 (ii)) and the fact that antibiotics may, 

in some bacterial infections, result in more severe or prolonged symptoms (Armon et 

al, 2001). Those with travel associated IID, immunocompromised patients with IID 

and patients hospitalised due to IID are also likely to receive empirical anti-microbial 

treatment (Guerrant et al, 2001), despite data showing that viral pathogens can cause 

many of these cases (Keswick et al, 1982; Vollet et al, 1979; Bolivar et al, 1979; 

Steffen et al, 1999; Chapin et al, 2005). Consequently, access to a more rapid and 

sensitive viral diagnosis service can help encourage more judicious use of antibiotics, 

potentially reducing the number of patients receiving unnecessary treatment and/or 

reducing the duration of treatment (Armon et al, 2001). This will both reduce costs 

and help prevent the emergence of antimicrobial resistance (Holmberg et al, 1984; 

Cohen and Tauxe, 1986).  
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For all of this to be effective, however, it is important that clinicians receive 

laboratory results as early as possible after the onset of symptoms, and while the 

illness is still occurring. The sensitivity of the testing is key in providing an accurate 

diagnosis, but unless clinicians and public health managers receive test results within 

a clinically useful timeframe these are of little practical value either to them or to the 

patient.  

Previously, using the EM-based service the best turn-around-times achieved 

for samples from cases of IID were 50% of results reported by day 5 and 90% 

reported by day 11 (the figures were the same for both outbreak and sporadic samples, 

although turn-around-times for the latter varied considerably more and could be as 

high as day 9 for 50% of results and day 23 for 90%). Based on these figures, it is 

likely that in a large proportion of cases the laboratory diagnosis was not received by 

clinicians until after resolution of the illness - too late to take steps to prevent the 

spread of the infection and/or unnecessary treatment/testing/hospitalisation. Following 

implementation of the new PCR-based service, on the other hand, turn-around-times 

for outbreak samples were reduced to days 2 and 5 respectively (50% and 90% of 

results reported), and days 3 and 6 for sporadic samples. Consequently, results from 

the new service are far more likely to be of value to clinicians in providing 

appropriate patient care. This increased utility is likely to have been a factor in the 

increased uptake of the service i.e. the increase in sample submission rates observed 

following introduction of the new tests.  

One of the main advantages of a rapid diagnostic result in any context is that it 

allows the appropriate treatment, (where available) to be started when the illness is 

occurring, the pathogen is present and when treatment is likely to be most useful. 

However, historically rapid and sensitive tests for the majority of viral pathogens have 

not been available and as a result anti-viral therapies have been mainly restricted to 

the treatment of those viral pathogens known to cause chronic infections such as 

HBV, HCV and HIV (Waugh et al, 2002; O’Shea, 2007; Sandrock and Kelly, 2007). 

In recent years, improvements in the rapidity and sensitivity of routine diagnostic tests 

for some viral pathogens have led to the emergence of new therapies. For example, 

the availability of rapid and sensitive tests for influenza such as DIF, bedside tests and 

real-time PCR have led to the development of new anti-influenza therapies. Examples 

include oseltamivir, a neuraminidase inhibitor that has been shown to be most 

effective when given within 48 hours of disease onset (Waugh et al, 2002; Mitamura, 
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2007). Similarly, the availability of rapid and sensitive tests has made the use of pre-

emptive therapies feasible for CMV, adenovirus and EBV-related disease in BMT 

patients (Cochrane, 2006; Baillie, 2006; Okano and Gross, 2007; Neofytos et al, 

2007).  

The improvement in rapidity offered by the real-time PCR service 

implemented in this research can thus help create demand for the development of new 

anti-viral agents aimed at reducing the clinical severity of IID, the duration of 

infection or at preventing infection altogether (Estes et al, 2006) – particularly since 

data from the telephone survey suggest that other testing centres also intend to utilise 

or replicate the service. Such drugs could be used, for instance, to treat those with 

severe disease (to reduce severity or duration of symptoms) or could be used 

prophalatically in the outbreak setting to reduce the number of cases and further 

spread. Recent studies using nitrazoxanide, a thiolzolide anti-infective agent, have 

shown it to reduce the duration of symptoms due to norovirus and rotavirus in 

paediatric patients (Rossignol and Gohary, 2006; Rossignol et al, 2006). 

6.4. Implications For Infection Control 

The new molecular service for IID is also likely to be beneficial in the 

outbreak setting as the increased rapidity and sensitivity of the service allows timely, 

focused implementation of control measures that are recommended by published 

guidelines and the previous experience of infection control teams (MMWR weekly, 

2005). Previously, the turn-around-times of the EM-based service (where the best 

performance achieved for outbreak samples was 50% of results reported by day 5 and 

90% reported by day 11) were such that it was of limited use in this context, since 

results would often be obtained too late to inform decisions on possible control 

measures. As discussed in Chapter 2, the quicker infection control procedures can be 

implemented following the start of a norovirus outbreak the more likely it is that these 

will be effective. One estimate, for example, is that control procedures must be 

implemented within 3 days if they are to be successful (Lopman et al, 2003). The 

improved turn-around-times of the PCR-based service (50% of results reported by day 

2 and 90% by day 5), therefore, mean that the test results are now much more likely to 

be of value in this setting. 
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Even where results were reported ‘in time’ to be of use, moreover, the poor 

detection rate of the EM-based service for outbreaks (a total of 15-16 outbreaks 

confirmed in the years 1999-2000 compared to between 83-223 in the 6 years post-

implementation of the PCR-based service) meant that false negative results were more 

likely and thus may have led to under-implementation of infection control procedures. 

Based on the new real-time PCR service, swift and confident knowledge of the 

actual cause of an outbreak can help persuade ward managers to implement expensive 

control procedures such as short-term ward closure. It can also help exclude other, 

potentially more serious, causes of outbreaks that may require different infection 

control measures. Once an outbreak of norovirus has been confirmed, moreover, the 

improved rapidity and sensitivity of the PCR tests described here can also aid ward 

management in other ways. Screening, for example, can be used to aid decisions on 

staff deployment and patient cohorting or isolation measures, by identifying those 

with symptomatic and asymptomatic infection (Gallimore et al, 2004).  

The rapid and sensitive testing provided by the PCR-based service may also 

allow new forms of infection control to be employed in future. A holding ward, for 

example, could be used to temporarily house all newly admitted patients with 

symptoms of gastroenteritis. A rapid test could then be carried out to exclude 

norovirus or other viral infection before allowing the patient to be transferred to 

another ward. Norovirus-positive cases could remain in the holding ward until the risk 

of infection was past, thereby preventing spread to others within the hospital.  

In future, screening could also be considered for Health Care Workers 

(HCWs) before allowing them to return to work after a period of illness due to viral 

IID. Most current guidelines for norovirus infections suggest a worker should not 

return to work until 48-72 hours after clinical symptoms have abated (Joint Working 

Group from NHS Boards, Local Authorities and SCIEH, 2003). A further 

development of this would be to screen the returning HCWs to identify those with 

prolonged shedding, preventing these individuals from returning to work until the risk 

of infection had abated.  

The new PCR-based service could also be used in future to test environmental 

surfaces for viral contamination, thus measuring the effectiveness of infection control 

procedures such as cleaning. Several studies have established that contaminated 

fomites can be responsible for prolonging or reseeding outbreaks in closed settings 

(Kussi, 2002; Evans, 2002), although the relationship between the presence of virus 
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on an inanimate surface and infectivity has yet to be fully proven. Areas at risk 

include much-handled items such as door handles, lockers, taps, soft furnishings, 

floors, walls, soiled linen and commodes (Green, 1997; Gallimore et al, 2006). Whilst 

in theory most of these areas can be cleaned using already established procedures, in 

practice the cleaning is often poorly executed and/or external pressures to re-open a 

ward can prevent the proper procedures from being carried out (Christie, 2002; 

Cowden, 2002). The rapidity of the new PCR service, however, means that in future 

the effectiveness of the cleaning process could be tested using environmental swabs 

before a ward is re-opened, thereby encouraging strict adherence to procedure and 

reducing the risk of outbreaks recurring.  

6.5. Implications For Disease Surveillance 

At present the surveillance of viral and other causes of IID in Scotland is 

carried out by Health Protection Scotland (HPS), formerly known as the Scottish 

Centre of Infection and Environmental Health (SCIEH). HPS collect data on cases of 

IID from three surveillance systems: the national surveillance scheme for laboratory 

confirmed infections, the national surveillance scheme for general outbreaks of IID, 

and the notifications of food poisoning system (Wall et al, 1996). Two of these 

systems utilise laboratory data (the national surveillance scheme for laboratory 

confirmed infections and the national surveillance scheme for general outbreaks of 

IID) and are therefore likely to have been affected by the changes in the WOSSVC 

service described in this thesis.  

The first of these schemes, the national surveillance system for laboratory 

confirmed infections, is a voluntary system operated by HPS that aims to detect 

unusual outbreaks or new trends associated with a particular pathogen. It relies on 

clinical microbiology laboratories in Scotland reporting all laboratory-confirmed 

infections to the HPS. In each case laboratories are asked to submit the following 

data: patient details (surname and forename or, if these are not available, the 

laboratory number can be submitted instead), organism and type, the age of the 

patient, NHS board of origin, and clinical details. The HPS provide a standard form 

requesting these data, although some laboratories send their own form to the HPS. 

The report is sent on a weekly basis to the HPS by post, email or fax. The data 

collected from these reports are then examined by health board and for the nation as a 
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whole, and are compared to historical data in order to identify any outbreaks or new 

trends associated with a particular pathogen.  

The data collected by the system are skewed by a number of factors. For 

example, not all cases of viral IID occurring in the community are likely to seek 

medical attention (Wheeler et al, 1999; Wall et al, 1996; WHO 7th report). Of those 

that do, most are likely to be suffering from severe infections and to be from 

particular at-risk patient groups (e.g. infants and the elderly). The GP/hospital sample 

submission rate is also important, as not all patients who present to GPs/hospitals 

have a sample submitted for laboratory investigation. Where a sample is submitted the 

testing protocol of the laboratory is very important. The absence of a test for a 

particular pathogen or the routine use of an insensitive diagnostic assay increases the 

chance of underestimating the presence of some pathogens in the community.  

Figure 26: Number of norovirus detections made at the WOSSVC vs total reported by 
the HPS surveillance system (1999-2006). 

0

500

1000

1500

2000

2500

1999 2000 2001 2002 2003 2004 2005 2006

Year

N
u

m
b

e
r

EM RT-PCR HPS

 

Comparing the number of norovirus detections made by the WOSSVC service 

to that collected by the national surveillance scheme for laboratory confirmed 

infections (Figure 26) suggests that the WOSSVC service is a major contributor to 

this surveillance system. In 2001 and 2002, in fact, when real-time PCR was first 

introduced in the laboratory, almost all reported cases were likely to have originated 

from the WOSSVC. In subsequent years, once other laboratories began to replace EM 
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with more sensitive tests e.g. EIA (or introduce a norovirus testing protocol), the 

proportion of cases contributed by the WOSSVC initially fell but has since risen and 

continues to represent more than 50% of all reported cases. Thus the improvements 

observed in this research in terms of rapidity, detection rate and uptake of the service 

since the transition to real-time PCR are likely to substantially improve the quality of 

the HPS surveillance data. The increase in service sensitivity, together with the rise in 

the number of individuals tested from a greater range of health boards, allows a more 

accurate picture of the role of norovirus-related illness to be drawn, in different age 

groups, health board regions and in Scotland as a whole. The increased rapidity of the 

service, moreover, will help improve the timeliness of the surveillance data, creating a 

more accurate picture of when cases are occurring. Taken together, these 

improvements can aid the identification of unusual trends such as the large increases 

in disease activity observed as a result of the emergence of a new worldwide 

norovirus variant in 2002 and again in 2006 (Lopman et al, 2004; Gallimore et al, 

2007).  

The improved timeliness of the surveillance data will also increase public 

health officials’ ability to investigate unusual outbreaks of norovirus whilst these are 

still occurring (and thus implement suitable control measures). Possible examples 

include outbreaks of norovirus where the source is a pre-packaged food that is widely 

distributed e.g. through a supermarket chain, and which causes illness over a wide 

geographic area that can only be linked via a national surveillance scheme.  

For non-norovirus causes of IID the new PCR-based service in the laboratory 

is likely to have less impact on the data collected by the national surveillance of 

laboratory confirmed infections, for a number of reasons. Between 2004 and 2006, for 

example, when real-time PCR for non-norovirus pathogens was first introduced in the 

laboratory, the rotavirus and adenovirus detections reported by the WOSSVC 

contributed only a tiny proportion of the total number of cases reported to the HPS 

surveillance scheme (Figure 27). In the case of rotavirus, this can largely be attributed 

to the fact that many laboratories already screen for rotavirus (as shown in the results 

of the telephone survey described in Chapter 5) and report their cases to the HPS 

directly. Samples that are submitted to the WOSSVC tend to come from a small 

number of laboratories with no rotavirus protocol of their own, or have already been 

screened for rotavirus pre-submission. In the case of adenovirus, meanwhile, cases 

reported to the HPS include detections from all types of adenovirus-related diseases 
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(e.g. eye infections and respiratory infections) since the HPS system does not require 

respondents to distinguish between the different types. No attempt is made in the 

system to distinguish between trends in adenovirus related to IID and those related to 

other diseases. Thus, although the WOSSVC is one of the few laboratories to test for 

adenovirus in samples from cases of IID (as shown in the results of the telephone 

survey described in Chapter 5) the contribution made by these detections to the 

overall figures is tiny, and is too small to have a significant impact on the analysis of 

trends in adenovirus.  

Comparing the number of astrovirus and sapovirus detections reported by the 

WOSSVC since the introduction of real-time PCR for their detection in late 2004 with 

thenumber collected by the HPS surveillance system in the same period (Figure 28 

and Figure 29) confirms that the WOSSVC is the only laboratory currently able to test 

for these pathogens, as suggested by the telephone survey described in Chapter 5. (In 

fact, in some cases the number detected by the WOSSVC exceeded the number 

published by the HPS, either due to faulty reporting by the WOSSVC or failure to 

include all reported cases by the HPS.) Prior to this (between 1999-2003), EM was 

used to test for astrovirus and sapovirus in a number of laboratories including the 

WOSSVC, but was gradually phased out in other laboratories in favour of focusing on 

alternative tests (mostly EIA) for the detection of rotavirus. However, despite the fact 

that the WOSSVC is currently the only laboratory to test for these pathogens in 

sporadic cases of IID, the number of samples submitted to this service and hence the 

rate of detections has been, to date, too low for the HPS to determine any useful 

epidemiological patterns - although the situation may improve as more samples from 

sporadic cases of IID are submitted to the WOSSVC service, of which there were 

some early indications in 2006.  
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Figure 27: Number of rotavirus and adenovirus detections made at the WOSSVC vs 
total reported by the HPS surveillance system (1999-2006). 
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 Figure 28: Number of astrovirus detections made at the WOSSVC vs total reported by 
the HPS surveillance system (1999-2006). 
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Figure 29: Number of sapovirus detections made at the WOSSVC vs total reported by 
the HPS surveillance system (1999-2006). 
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The national surveillance scheme for general outbreaks of IID is another 

voluntary system operated by the HPS that employs laboratory data. It aims 

specifically to provide information useful for formulating infection control and 

prevention policies. Under this scheme, all preliminary reports of suspected ‘general 

outbreaks’ of IID from laboratories, Consultants in Public Health Medicine (CPHMs), 

Environmental Health Officers (EHOs) and other sources (for example, news reports, 

members of the public, hospitals etc.) are investigated. A general outbreak of IID is 

defined in this context as “affecting members of more than one private residence, or 

residents of an institution” and is considered distinct from family outbreaks. 

Following the report of a suspected outbreak the HPS sends out a standardised 

questionnaire to the appropriate lead investigator. The data requested in the 

questionnaire include the causal pathogen (laboratory-confirmed, suspected or 

unknown), the vehicle of transmission and source, number of persons involved in the 

outbreak, number of cases confirmed using laboratory methods, and the NHS board of 

origin. Once complete, the form can be submitted by mail, fax or email.  

Unlike the national surveillance scheme for laboratory confirmed infections, in 

this system the recording and reporting of IID outbreak activity is not dependent on 

laboratory results. Outbreaks of gastroenteritis can be included in the final collected 

data regardless of whether or not any patient samples have been submitted to a 

laboratory for testing. As a result, the new molecular services implemented at the 



 222 

WOSSVC as part of this research are likely to have less impact on the outbreak data 

collected by this surveillance system than on the previous scheme described. 

However, laboratory confirmation (or otherwise) of the viral cause of the outbreak 

remains a component in the system and this is dependent on the quality of the 

laboratory tests employed. As a result, the increased sensitivity of the PCR-based 

service for the detection of norovirus (the principle cause of outbreaks of IID) is likely 

to help increase the number of outbreaks proven to be caused by norovirus, thereby 

improving the quality of the collected data. This will help contribute to a more 

accurate measure of the role, epidemiology and public health effect of norovirus 

outbreaks in Scotland, which in turn will provide more accurate information on which 

to base infection control and prevention policies.  

The availability of a rapid, sensitive diagnostic service for norovirus such as 

that developed in this research could also be used as the basis for new surveillance 

systems for viral IID. One possible system would be to recruit a small number of GPs 

throughout Scotland to act as sentinel sites (Clothier et al, 2005). Each GP would be 

paid to submit all or a defined number of IID samples each week to their nearest 

Specialist Virology Centre (or a central facility) for testing. Results would then be 

returned both to the GPs and the HPS. Thus, instead of relying on individual 

clinicians’ awareness of the tests available for IID to ensure that samples are 

submitted for testing, surveillance of community acquired viral IID in Scotland would 

be based on regular, systematic collection of data from a representative set of 

geographic locations. While it is possible that such a system could be implemented 

based on tests other than PCR, the use of molecular methods means that the data are 

more likely to accurately represent the level of infection in the community and the 

times at which it occurs, thus increasing the likelihood of the necessary investment in 

the system. A similar PCR-based system is already in place for the surveillance of 

viral respiratory infections in Scotland3. Other possible sentinel sites could include 

microbiological laboratories, schools or accident and emergency departments 

(Takahashi et al, 2001).  

                                                 

3 http://www.hps.scot.nhs.uk/resp/influenzaseason.aspx#background 
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6.6. Future Work 

There are a number of areas in which the molecular service for IID developed 

as described in this thesis would benefit from further research.  

Some of this research is already underway. For example, as mentioned in 

Chapter 5, the current WOSSVC molecular service for IID does not include an 

internal control, largely because of concerns relating to the increased cost and 

complexity of using such a system at the time. Research is now underway, however, 

to investigate the use of an internal control system, based on the recent advent of 

specialised commercial kits for multiplex real-time PCR (see below). 

Research is currently underway at the WOSSVC on a laboratory-wide internal 

control system that uses murine cytomegalovirus (mCMV) for DNA tests and the 

plant virus brome mosaic virus (BMV) for RNA tests. The aim is to add these viruses 

to the sample lysis buffer, which will then be automatically added to each sample 

during the process of nucleic acid extraction. This method is intended to detect the 

presence of PCR inhibitors in the sample and will also aid the detection of post-

extraction technical errors. It will not, however, detect cases where the original 

sample was not added to the bio-robot lysis plate. The main breakthrough that has 

favoured this development is the advent of new commercial kits specially designed 

for multiplex real-time PCR (in this case the Qiagen Quantitect multiplex kit). These 

kits contain synthetic factors that increase the concentration of primers at the target 

site and stabilise the bound primers. As a result, the process of multiplexing an 

internal control PCR assay to the existing assays is made easier since these kits reduce 

the need for complex optimisation procedures, and reduce test competition and primer 

interaction.  

The availability of such kits also favours the implementation of multiplex real-

time PCR tests. This has led to the development of a novel dual-labelled probe-based 

multiplex RT-PCR for adenovirus, astrovirus, rotavirus and sapovirus (no such assay 

is currently available in the published literature) partly based on the results of the 

research described in this thesis. The multiplex test includes a new in-house astrovirus 

RT-PCR that targets the 3’ NCR region and can theoretically detect all serotypes of 

astrovirus, and a sapovirus real-time RT-PCR that can detect all 5 genotypes (Oka et 

al, 2006). The assays for adenovirus and rotavirus, however, are those outlined in this 

thesis. To date, the new multiplex assay has been shown to be as sensitive as the 
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equivalent singleton assays using dilution series of typed samples. The inclusion of an 

RT step, moreover, has been shown to have no effect on the sensitivity of the 

adenovirus PCR. However, the sensitivity of the multiplex assay is still to be 

compared with that of the current service on clinical samples. If found to have 

comparable or improved sensitivity the test is planned for implementation in late 

2007, with the aim of further improving the efficiency of platform use within the 

laboratory, and further reducing turn-around-times and test costs.  

Another extension of the research carried out here that is currently being 

pursued is the development of nucleotide sequencing protocols for viral causes of IID. 

Nucleotide sequencing is a powerful technique, allowing the determination of the 

precise order of the nucleotides in a DNA sequence (or RNA molecule following 

reverse transcription). The sequence can then be compared with a library of known 

sequences for epidemiological and clinical purposes. If implemented successfully, a 

sequencing service for the 5 main viral causes of IID will compliment the current 

molecular diagnostic service as it can be used to provide data on the circulating types, 

subtypes and variants of each pathogen, to investigate outbreak transmission routes 

and sources, and to link cases previously thought unrelated. A system of this type has 

already been published that sequences the RdRp and ORF2 regions  of norovirus 

(Gallimore et al, 2007). This method was used to show the emergence of a new 

variant of norovirus (G2 v4.4) in Scotland in January 2006. The new variant became 

the predominant strain by April of that year and, like the variant that emerged in 2002, 

was associated with a significant increase in norovirus detections, outbreaks and 

sample submissions. The new variant was also found in England and Wales, where it 

also resulted in an increase in disease activity (Gallimore et al, 2007). Following the 

early success of this system the possibility of offering a typing service for every 

norovirus outbreak in Scotland is now being considered. The aim would be to use this 

facility to monitor the emergence of new variants and to investigate large outbreaks 

(potentially identifying their sources and transmission routes, and any previously 

unrecognised links between outbreaks). A similar service for rotavirus is also possible 

if the new vaccination program is implemented in Scotland (see chapter 2). This could 

be used to monitor the types of rotavirus circulating in the community before and after 

introduction of the vaccine in order to help determine its effectiveness (Mazick et al, 

2007). A rotavirus typing service would also be useful in the laboratory for 
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monitoring the PCR target sites used in the current tests, to ensure that variations do 

not occur which may result in reduced test sensitivity. 

Other research under consideration includes a comparison of alternative 

sample preparation methods to those employed here. All of the samples tested in the 

research described in this thesis were processed using the Qiagen Blood kit on the 

Biorobot 9604. However, in recent years several other kits and extraction platforms 

have been made available, including some specifically designed for the extraction of 

viral pathogens from stool (e.g. the Qiagen DNA stool mini kit) or for viruses in 

general (e.g. the Qiagen Virus kit), together with some kits that concentrate the eluted 

nucleic acid further than is achievable with the current system (e.g. the Nuclisens™ 

EasyMag kit). These kits and platforms have the potential to offer improved nucleic 

acid extraction compared to the method employed in this research, which in turn 

could lead to improved pathogen detection rates. In future, therefore, a comparison of 

these methods would be useful.   

 Similarly, the number of real-time PCR methods published for norovirus has 

increased significantly in recent years (Houde et al, 2006; Jolkihumar et al, 2005; 

Pang et al, 2004; Schmid et al, 2004; Hoehne et al, 2006; Simpson et al, 2004; 

Richards et al, 2004), although detailed sensitivity comparisons between these 

methods remain rare. The dual-labelled probe-based RT-PCR assay investigated in the 

research described in Chapter 4 and subsequently implemented (Kageyama et al, 

2003) was one of the first of its type to be published. It is possible that one or more of 

the assays published subsequently may offer increased sensitivity in comparison. A 

comparative evaluation of the sensitivity of a number of these published real-time 

PCR assays, similar to the study carried out by Vinje et al for conventional PCR 

methods (Vinje et al, 2003), would therefore be of considerable interest. For the 

sporadic service a comparison of the latest published methods for the detection of 

non-norovirus causes of IID would also be useful, although here the choice of real-

time assays remains limited to a small number of SYBR green and dual-labelled 

probe-based RT-PCR tests for astrovirus and sapovirus.  

6.7. Thesis Conclusion. 

The thesis expounded in this research is that the implementation of the 

molecular method Polymerase Chain Reaction (PCR) for the diagnosis of the viral 
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causes of outbreaks and sporadic cases of gastroenteritis can bring significant benefits 

to a routine laboratory service. The data presented here confirm that this is in fact the 

case. Since the introduction of the adapted molecular tests at the WOSSVC for the 

detection of viral pathogens in outbreaks and sporadic cases of gastroenteritis the 

number of samples tested by the routine diagnostic service has risen steadily. 

Moreover, the rate of positive detections has improved and this has been achieved at 

the same time as a substantial reduction in sample turn-around-times. This is a 

significant improvement over the previous EM-based service. 

 

 

 

 

 

  

 



 227 

References 

Abad FX, Pinto RM, Bosch A. (1994) Survival of enteric viruses on environmental 
fomites. Applied Environmental Microbiology,  60, 3704-10. 

Abad FX, Villena C, Guix S, Caballero S, Pinto RM, Bosch A. (2001) Potential role 
of fomitess in the vehicular transmission of human astroviruses. Applied 
Environmental Microbiology, 67, 3904-7. 

Acute Gastroenteritis in Ireland, North and South - A telephone survey, 2003. Health 
Protection Surveillance Centre. http,//www.ndsc.ie/A-
Z/Gastroenteric/GastroenteritisorIID/Publications/AcuteGastroenteritisinIrelandNorth
andSouth/ 

Adhikary AK, Numaga J, Kaburaki T, Kawashima H, Kato S, Araie M, Miyata K, 
Shimizu H, Yagyu F, Suzuki E, Ushijima H. (2001). Rapid detection and typing of 
oculopathogenic strain of subgenus D adenoviruses by fiber-based PCR and 
restriction enzyme analysis. Invest Ophthalmol Vis Sci. Aug;42(9):2010-5. 

Adler JL, Zickl R. Winter vomiting disease. (1969) Journal of Infectious Disease, 
119,668-73. 

Ahmed MU, Kobayashi N, Wakuda M, Sanekata T, Taniguchi K, Kader A, Naik TN, 
Ishino M, Alam MM, Kojima K, Mise K, Sumi A. (2004) Genetic analysis of group B 
human rotaviruses detected in Bangladesh in 2000 and 2001. Journal of Medical 
Virology, 72, 149-55. 

Ahmed MU, Urasawa S, Taniguchi K, Urasawa T, Kobayashi N, Wakasugi F, Islam 
AI, Sahikh HA. (1991) Analysis of human rotavirus strains prevailing in Bangladesh 
in relation to nationwide floods brought by the 1988 monsoon. Journal of Clinical 
Microbiology, 29, 2273-2279. 

Akalu A, Liebermann H, Bauer U, Granzow H, Seidel W. (1999). The subgenus-
specific C-terminal region of protein IX is located on the surface of the adenovirus 
capsid. J Virol. Jul;73(7):6182-7. 

Akhter J, Shi M, Qadri SM, Myint SH. (1995) Diagnosis of astrovirus by reverse 
transcriptase PCR in stools from patients in the UK and Saudi Arabia. Clinical 
Diagnostic Virology, 3, 215-20. 

Akhter J, Shi M, Qadri SM, Myint SH. (1995). Diagnosis of astrovirus by reverse 
transcriptase PCR in stools from patients in the UK and Saudi Arabia. Clin Diagn 
Virol. Mar;3(3):215-20. 

Albert MJ. (1986) Enteric adenoviruses. Brief review. Arch Virol, 88, 1-17. 

Albrecht H, Stellbrink HJ, Fenske S, Ermer M, Raedler A, Greten H. (1993) Rotavirus 
antigen detection in patients with HIV infection and diarrhoea. Scand J 
Gastroenterology, 28, 307-10. 

Al-Frayh AR, Ramia S, Bakir Tm, Zaidi MA. (1987) Rotavirus shedding by neonates 
and possible modes of transmission. Journal of Tropical Pediatrics, 33, 246-8. 



 228 

Ali A, Bingnan F, Unicomb LE, Rahim Z, Hossain A, Tzipori S. (1993) Evaluation of 
a probe hybridisation serotyping method for group A rotavirus. J Diarrhoeal Dis Res, 
11, 153-6. 

Allard A, Albinsson B, Wadell G. (1992). Detection of adenoviruses in stools from 
healthy persons and patients with diarrhea by two-step polymerase chain reaction. J 
Med Virol. Jun;37(2):149-57. 

Allard A, Girones R, Juto P, Wadell G. (1990) Polymerase chain reaction for 
detection of adenoviruses in stool samples. Journal of Clinical Microbiology, 28, 
2659-2667. 

Allard A, Girones R, Juto P, Wadell G. (1990). Polymerase chain reaction for 
detection of adenoviruses in stool samples. J Clin Microbiol. Dec;28(12):2659-67. 

Altindis M, Yavru S, Simsek A, Ozkul A, Ceri A, Koc. (2004) Rotavirus infection in 
children with acute diarrhoea as detected by latex agglutination, ELISA, and 
polyacrylamide gel electrophoresis. Indian Pediatr, 41, 590-4. 

Amar CF, East CL, Grant KA, Gray J, Ituuriza-Gomara M, Maclure EA, Mclauchlin 
J. (2005) Detection of viral, bacterial and parasitological RNA or DNA of nine 
intestinal pathogens in fecal samples archived as part of the English infectious 
intestinal disease study, assessment of the stability of target nucleic acid. Diagn Mol 
Pathol, 14, 90-6. 

Amar CF, East CL, Gray J, Iturriza-Gomara M, Maclure EA, McLauchlin J. (2007) 
Detection by PCR of eight groups of enteric pathogens in 4,627 faecal samples: re-
examination of the English case-control Infectious Intestinal Disease Study (1993-
1996). Eur J Clin Microbiol Infect Dis. May;26(5):311-23. 

American Cancer Society. Cancer facts and figures 2001. Atlanta, American Cancer 
Society, 2001. 

American Heart Association. 2001 Heart and stroke statistical update. Dallas, 
American Heart Association, 2000. 

Anand T, Narasa Raju TA, Vishni C, Venkateswar Rao LVV, Sharma G. (2001) 
Development of DOT-ELISA for the detection of human rotavirus anitgen and 
comparison with RNA PAGE. Lett Appl Microbiol, 32, 176-80. 

Anderson EJ, Weber SG. (2004) Rotavirus infection in adults. The Lancet Infectious 
Diseases, 4, 91-99. 

Ando T, Monroe SS, Gentsch JR, Jin Q, Lewis DC, Glass RI. (1985). Detection and 
differentiation of antigenically distinct small round-structured viruses (Norwalk-like 
viruses) by reverse transcription-PCR and southern hybridization. J Clin Microbiol. 
Jan;33(1):64-71. 

Ando T, Monroe SS, Gentsch JR, Jin Q, Lewis DC, Glass RI. (1995)  Detection and 
differentiation of antigenically distinct small round structured viruses (norwalk like 
viruses) by reverse transcription PCR and southern hybridisation. Journal of Clincial 
Microbiology, 33, 64-71. 



 229 

Andrade F, Bull HG, Thornberry NA, Ketner GW, Casciola-Rosen LA, Rosen A. 
(2001). Adenovirus L4-100K assembly protein is a granzyme B substrate that potently 
inhibits granzyme B-mediated cell death. Immunity Jun;14(6):751-61. 

Ang LH. (1998) An outbreak of viral gastroenteritis associated with eating raw 
oysters. Communicable Disease and Public Health, 1, 38-40. 

Angel J, Tang B, Feng N, Greenberg HB, Bass D. (1998). Studies of the role for 
NSP4 in the pathogenesis of homologous murine rotavirus diarrhea. J Infect Dis. 
Feb;177(2):455-8. 

Appleton H, Higgens PG. (1975) Viruses and gastroenteritis in infants. Lancet, 1297. 

Armon K, Stephenson T, MacFaul R, Eccleston P, Werneke U. (2001). An evidence 
and consensus based guideline for acute diarrhoea management. Arch Dis Child. 
Aug;85(2):132-42. 

Avellon A, Perez P, Aguilar JC, Lejarazu R, Echevarria JE. (2001). Rapid and 
sensitive diagnosis of human adenovirus infections by a generic polymerase chain 
reaction. J Virol Methods Apr;92(2):113-20. 

Avvakumov N, Sahbegovic M, Zhang Z, Shuen M, Mymryk JS.. Analysis of DNA 
binding by the adenovirus type 5 E1A oncoprotein. J Gen Virol. 2002 Mar;83(Pt 
3):517-24. 

Avvakumov N, Wheeler R, D'Halluin JC, Mymryk JS. (2002). Comparative sequence 
analysis of the largest E1A proteins of human and simian adenoviruses. J Virol. 2002 
Aug;76(16):7968-75. 

Babiuk La, Mohammed K, Spence L, fauvel M, Petro R. (1997) Rotavirus isolation 
and cultivation in the presence of trypsin. Journal of Clinical Microbiology, 6,   610-7. 

Baillie GM. (2006). Prevention of cytomegalovirus disease in solid organ transplant 
patients: prophylactic versus preemptive therapy. Am J Health Syst Pharm. Oct 
1;63(19 Suppl 5):S10-6. Review. 

Ball JM, Graham DY, Opekun AR, Gilger MA, Guerrero RA, Estes MK.  (1999) 
Recombinant Norwalk virus like particles given orally to volunteers, phase 1 study. 
Gastroenterology, 117, 40-8. 

Ball JM, Mitchell DM, Gibbons TF, Parr RD. (2005). Rotavirus NSP4: a 
multifunctional viral enterotoxin. Viral Immunol. ;18(1):27-40. 

Ball JM, Tian P, Zeng CQ, Morris AP, Estes MK. (1996) Age-dependent diarrhea 
induced by a rotaviral nonstructural glycoprotein. Science. Apr 5;272(5258):101-4. 

Ball R, Kim M, McIver C, Heron L, Rawlinson W, White P. (submitted 2005) 
Quantity and timeframe of Norovirus excretion following acute gastroenteritis. 
Journal of Virology. 

Banyai K, Mate Z, Adam E, Uj M, Nasz I, Szucs G. (2003) Screening adenoviruses in 
stool samples, evaluation of a genus specific monoclonal antibody based enzyme 
immunoassay. Acta Microbiol immunol Hung, 50, 23-32. 



 230 

Barker J, Vipond IB, Bloomfield SF. (2004) Effects of cleaning and disinfection in 
reducing the spread of norovirus contamination via environmental surfaces. Journal of 
Hospital Infection, 58, 42-49. 

Barman P, Ghosh S, Das S, Varghese V, Chaudhuri S, Sarkar S, Krishnan T, 
Bhattacharya SK, Chakrabarti A, Kobayashi N, Naik TN. (2004) Sequencing and 
sequence analysis of VP7 and NSP5 genes reveal emergence of a new genotype of 
bovine B rotavirus in India. Journal of Clinical Microbiology, 42, 2816-8. 

Barnes GL, Uren E, Stevens KB, Bishop RF. (1998) Etiology of Acute Gastroenteritis 
in Hospitalised Children in Melbourne, Australia, from April 1980 to March 1993. 
Journal of Clinical Microbiology, 36, 133-38. 

Basu G, Rosouw J, Sebunya TK, Gashe BA, de Beer M, Dewar JB, Steele AD. 
(2003). Prevalence of rotavirus, adenovirus, and astrovirus infection in young children 
with gastroenteritis in Gaborone, Botswana. East African Medical Journal, 80, 652-5. 

Bean NH, Griffin PM. (1990)  Foodborne disease outbreaks in the United States 
1973-1987, pathogens, vehicles and trends. Journal of Food Protection, 53, 804-817. 

Beisner B, Kool D, Marich A, Holmes IH. (1998). Characterisation of G serotype 
dependent non-antibody inhibitors of rotavirus in normal mouse serum. Archives of 
Virology, 143: 1277-94. 

Belliot G, Laveran H, Monroe SS. (1997) Detection and genetic differentiation of 
human astroviruses, phylogenetic grouping varies by coding region. Archives of 
Virology, 142, 1323-34. 

Belliot G, Sosnovtsev SV, Mitra T, Hammer C, Garfield M, Green KY. (2003). In 
vitro proteolytic processing of the MD145 norovirus ORF1 nonstructural polyprotein 
yields stable precursors and products similar to those detected in calicivirus-infected 
cells. J Virol. Oct;77(20):10957-74. 

Bereciartu A, Bok K, Gomez J. (2002)  Identification of viral agents causing 
gastroenteritis among children in Buenos aires, Argentina. Journal of Clinical 
Virology, 25, 197-203. 

Bernstein DI, Glass RI, Rodgers G, Davidson BL, Sack DA. (1995) Evaluation of 
rhesus rotavirus monovalent and tetravalent re-assortment vaccines in US children. 
US rotavirus vaccine efficacy group. JAMA, 273, 1191-6. 

Bernstein DI, Glass RI, Rodgers G, Davidson BL, Sack DA. (1995) Evaluation of 
rhesus rotavirus monvalent and tetravalent reassortment vaccines in US children. US 
Rotavirus Vaccine Efficacy Group. JAMA, 273, 1191-6. 

Beuret C, Kohler D, Baumgartner A, Luthi TM. (2002) Norwalk like virus sequences 
in mineral waters, one year monitoring of three brands. Applied Environmental 
Microbiology, 68, 1025-31. 

Beuret C, Kohler D, Luthi T. (2000) Norwalk like virus sequences detected by reverse 
transcription polymerase chain reaction in mineral waters imported into or bottled in 
Switzerland. Journal of Food Protection, 63, 1576-82. 



 231 

Beuret C. (2004) Simultaneous detection of enteric viruses by multiplex real time RT-
PCR. Journal of Virological Methods, 115, 1-8. 

Bhan MK, Lew JF, Sazawal S, Das BK, Gentsch JR, Glass RI. (1993) Protection 
conferred by neonatal rotavirus infection against subsequent diarrhoea. Journal of 
Infectious Diseases, 168, 282-7. 

Bhan MK, Raj P, Bhandari N, Svensson L, Stintzing G, Prasad AK, Jayashree S, 
Srivastava R. (1988) Role of the enteric adenoviruses and rotaviruses in mild and 
severe acute enteritis. Pediatric Infectious Disease Journal, 7, 320-3.. 

Biel SS, Madeley D. (2001) Diagnostic virology-the need for electron microscopy, a 
discussion paper. Journal of Clinical Virology, 22, 1-9. 

Bines JE, Ivanoff B, Justice F, Mulholland K.  (2004) Clinical case definition for the 
diagnosis of acute intussusception. J Pediatr Gastroenterol Nutr, 39, 511-8. 

Bishop RF, Barnes GL, Cipriani E, Lund JS. (1983) Clinical immunity after neonatal 
rotavirus infection, a prospective longitudial study in young children. New England 
Journal Of Medicine, 309, 72-76. 

Bishop Rf, Davidson GP, Holmes IH, Ruck BJ.  (1973)Virus particles in epithelial 
cells of duodenal mucosa from children with viral gastroenteritis. Lancet, 2, 1281. 

Bishop RF. (1996) Natural history of human rotavirus infection. Arch Virol Suppl, 12, 
119-28. 

Black RE, Greenberg HB, Kapikian AZ, Brown KH, Becker S. (1982)  Acquisition of 
serum antibody  to Norwalk virus and rotavirus in relation to diarrhoea in a 
longitudial study of young children in rural Bangledesh. Journal of Infectious 
Diseases, 145, 483-9. 

Blackhall J, Fuentes A, and Magnusson G. (1996) Genetic stability of a porcine 
rotavirus RNA segment during repeated plaque isolation. Virology, 225, 181-190. 

Blasckovic PJ, Frietag Rm, McLaughlin B. (1982) Detection of adenvirus in stools of 
children with nonbacterial gastroenteritis. Can Med Assoc J, 127, 16. 

Blutt SE, Kirkwood CD, Parreno V, Warfield KL, Ciarlet M, Estes MK, Bok K, 
Bishop RF, Conner ME. (2003) Rotavirus antigenaemia and viraemia, a common 
event? Lancet, 362, 1445-9. 

Boccia D, Stolfi I, Lana S, Moro ML. (2001) Nosocomial necrotising enterocolitis 
outbreaks, epidemiology and control measures. European Journal of Pediatrics, 160, 
385-91. 

Boccia D, Tozzi AE, Cotter B, Rizzo C, Russo T, Buttinelli G, Caprioli A, Marziano 
ML, Ruggeri FM. (2002) Waterborne ooutbreak of Norwalk like virus gastroenteritis 
at a tourist resort, Italy. Emerging Infectious Diseases, 8, 563-8. 

Boga JA, Melon S, Nicieza I, De Diego I, Villar M, Parra F, De Ona M.  (2004) 
Etiology of Sporadic cases of pediatric acute gastroenteritis in Asturias, Spain, and 
Genotyping and Characterisation of Norovirus Strains Involved. Journal of Clinical 
Microbiology, 42, 2668-2674. 



 232 

Bolivar R, Conklin RH, Vollet JJ, Pickering LK, DuPont HL, Walters DL, Kohl S.  
(1978) Rotavirus in travellers diarrhoea, study of an adult student population in 
mexico. Journal of Infectious Diseases, 137, 324-27. 

Bolivar R. (1983)  Rotavirus screening in adult cancer patients. South Med J, 76, 418. 

Bon F, Fascia P, Dauvergne M, Tenenbaum D, Planson H, Petion AM, Pothier P, 
Kohli E. (1999) Prevalence of Group A rotavirus, human calicivirus, astrovirus and 
adenovirus type 40 and 41 infections among children with acute gastroenteritis in 
Dijon, France. Journal of Clinical Microbiology, 37, 3055-3058. 

Bon F, Giraudon H, Sancey C, Baranger C, Joannes M, Pothier P, Kohli E. (2004) 
Development and evaluation of a new commerical test allowing simultaneous 
detection of norovirus and sapoviruses by reverse transcription PCR and microplate 
hybridisation. Journal of Clinical Microbiology, 42, 2218-20. 

Bon F, Giraudon H, Sancey C, Barranger C, Joannes M, Pothier P, Kohli E. (2004) 
Development and evaluation of new commercial test allowing the simultaneous 
detection of norovirus and sapovirus by reverse transcription PCR and microplate 
hybridisation. Journal of Clinical Microbiology, 42, 2218-20. 

Bon F, Kaplon J, Kohli E, Metzger MH, Pothier P. (submitted 2006) Evaluation of 
seven immunochromatographic assays for the rapid detection of human rotaviruses in 
fecal specimens. Journal of Clinical Virology  (article in press). 

Bonn D. (2004) New vaccine to fight killer rotavirus.  The Lancet Infectious Diseases, 
4, 658. 

Boom R, Sol CJ, Salimans MM, Jansen CL, Wertheim-van Dillen PM, van der 
Noordaa J. (1990). J Clin Microbiol. Mar;28(3):495-503. 

Boyle JF, Holmes KV. (1986). RNA-binding proteins of bovine rotavirus. J Virol. 
May;58(2):561-8. 

Brandhof WEV, de Wit GA, de Wit MAS, van Duynhoven YTHP. (2004) Cost of 
Gastroenteritis in the Netherlands. Epidemiology and Infection, 132, 211-221. 

Brandt CD, Kim HW, Rodriguez WJ, Arrobio JO, Jeffries BC, Stallings EP, Lewis C, 
Miles AJ, Chanock RM, Kapikian AZ, Parrott RH. (1983) Pediatric viral 
gastroenteritis during eight years of study. Journal of Clinical Microbiology, 18, 71-
78. 

Bresee JS, Widdowson MA, Monroe SS, Glass RI. (2002). Foodborne viral 
gastroenteritis: challenges and opportunities. Clin Infect Dis. Sep 15;35(6):748-53. 

Brinker JP, Blacklow NR, Herrmann JE. (2000) Human astrovirus isolation and 
propagation in multiple cell lines. Archives of virology, 145, 1847-56. 

Brown CM, Cann JW, Simons G, Fankhauser RL, Thomas W, Parashar UD, Lewis 
MJ. (2001) Outbreak of Norwalk virus in a carribean island resort, application of 
molecular diagnostics to ascertain the vehicle of infection. Epidemiology and 
Infection, 126, 425-32. 



 233 

Brown M, Grydsuk JD, Fortsas E, Petric M. (1996) Structural features unique to 
enteric adenoviruses. Arch Virol Suppl. 12:301-7. 

Brown M, Grydsuk JD, Fortsas E, Petric M. (1996) Structural features unique to 
adenoviruses. Archives of Virology Suppl, 12, 301-7. 

Bruzzone MS, Fuentes L, Spencer E. (2000). Specific subgroup B adenovirus 
diagnosis by PCR of the fibre gene. J Infect. Mar;40(2):154-9. 

Bryden AS, Davies HA, Thouless ME, Flewitt TH. (1997) Diagnosis of rotavirus 
infection by cell culture. Journal of Medical Microbiology, 10, 121-5. 

Buesa J, Collado B, Lopez-Andujar P, Abu-Mallouh R, Rodriguez Diaz J, Garcia 
Diaz A, Prat J, Guix S, Llovet T, Prats G, Bosch A. (2002) Molecular epidemiology 
of caliciviruses causing outbreaks and sporadic cases of acute gastroenteritis in Spain. 
Journal of Clinical Microbiology, 40, 2854-9. 

Buesa J, Colomina J, Raga J, Villanueva A, Prat J. (1996) Evaluation of reverse 
transcription and polyermasee chain reaction (RT/PCR) for the detection of 
rotaviruses, applications of the assay.  Res Virol, 147, 353-361. 

Bull RA, Tu ET, McIver CJ, Rawlinson WD, White PA. (2006)  Emergence of a New 
Norovirus Genotype II.4 Variant Associated with Global Outbreaks of Gastroenteritis. 
J Clin Microbiol. Feb,44(2),327-33. 

Burton-Macleod JA, Kane EM, Beard RS, Hadley LA, Glass Ri, Ando T. (2004) 
Evaluation and comparison of two commercial enzyme linked immunosorbant assay 
kits for detection of antigenically diverse  human noroviruses in stool samples. 
Journal of Clinical Microbiology, 42, 2587-95. 

Bustin SA, Nolan T. (2004) Pitfalls of Quantitative real time reverse transcription 
Polymerase Chain Reaction. Journal of Biomolecular Techniquesa, 15, 155-66. 

Caballero S, Guix S, El-Senousy WM, Calico I, Pinto RM, Bosch A. (2003) Persistent 
gastroenteritis in children infected with astrovirus, association with serotype 3 strains. 
Journal of Medical Virology, 71, 245-50. 

Castello AA, Arguelles MH, Villegas GA, Olthoff A, Glikmann G. (2002) Incidence 
and prevalence of human group C rotavirus in Argentina. Journal of Medical 
Virology, 67, 106-112. 

Castriciano S, Luinstra K, Petrich A, Smieja M, Lee C, Jang D, Portillo E, Chernesky 
M. (2007). Comparison of the RIDASCREEN norovirus enzyme immunoassay to 
IDEIA NLV GI/GII by testing stools also assayed by RT-PCR and electron 
microscopy. J Virol Methods. May;141(2):216-9. Epub 2007 Jan 8. 

Caul EO. (1994) Small round structured viruses, airborne transmission and hospital 
control. Lancet, 343, 1240-2. 

CDR weekly report 2005, 15,  

Centers for Disease Control and Prevention. Outbreak of acute gastroenteritis 
associated with Norwalk like virus among British military personel-Afghanistan, May 
20022. MMWR Morb Mortal. Wkly. Rep. 51, 477-79. 



 234 

Chadwick PR, Beards G, Brown D, Caul EO, Cheesbrough J, Clarke I, Curry A, 
O'Brien S, Quigley K, Sellwood J, Westmoreland D. (1999) Management of hospital 
outbreaks of gastroenteritis due to small round structured viruses. Journal of Hospital 
Infection, 41, 213-18. 

Chalmers JW, McMillan JH. (1995) An outbreak of viral gastroenteritis associated 
with adequately prepared oysters. Epidemiology and Infection, 115, 163-7. 

Chapin AR, Carpenter CM, Dudley WC, Gibson LC, Pratdesaba R, Torres O, 
Sanchez D, Belkind-Gerson J, Nyquist I, Karnell A, Gustafsson B, Halpern JL, 
Bourgeois AL, Schwab KJ. (2005) Prevalence of Norovirus among visitors from the 
United States to Mexico and Guatemala Who Experience Travelers Diarrhoea. Journal 
of Clinical Microbiology, 43, 1112-7. 

Chatterjee NK, Moore DW, Monroe SS, Glass RI, Cambridge MJ, Kondracki SF, 
Morse DL. (2004) Molecular Epidemiology of outbreaks of viral gastroenteritis in 
New York State, 1998-99. Clinical Infectious Diseases, 38, 303-310. 

Chen D, Luongo CL, Nibert ML, Patton JT. (1999). Rotavirus open cores catalyze 5'-
capping and methylation of exogenous RNA: evidence that VP3 is a 
methyltransferase. Virology. Dec 5;265(1):120-30. 

Chen R, Neill JD, Noel JS, Hutson AM, Glass RI, Estes MK, Prasad BV. (2004). 
Inter- and intragenus structural variations in caliciviruses and their functional 
implications. J Virol. Jun;78(12):6469-79. 

Chiba S, Nakata S, Numata Kinoshita K, Honma S. (2000) Sapporo Virus, History 
and recent findings. The Journal of Infectious Diseases, 181, s303-8 

Chiba S, Nakata S, Ukae S, Adachi N. (1993) Virological and serological aspects of 
immune resistance to rotavirus gastroenteritis. Clinical Infectious Diseases, 16, s117-
21. 

Chiba S, Sakuma Y, Kogasaka R, Akihara M, Horino K, Nakao T, Fukui S. (1977). 
An outbreak of gastroenteritis associated with calicivirus in an infant home. Journal of 
Medical Virology, 4, 249-54. 

Chiba S, Yokoyama T, Nakata S, Morita Y, Urasawa T, Taniguchi K, Urasawa S, 
Nakao T.  (1986) Protective effect of naturally acquired homotypic and heterotypic 
rotavirus antibodies. Lancet, 2, 417-21. 

Chikhi-Brachet R, Bon F, Toubiana L, Pothier P, Nicolas JC, Flahault A, Kohli E. 
(2002) Virus diversity in a winter epidemic of acute diarrhoea in France. Journal of 
Clinical Microbiology, 40, 4266-4272. 

Chiu RW, Jin Y, Chung GT, Lui WB, Chan AT, Lim W, Lo YM. (2006). Automated 
extraction protocol for quantification of SARS-Coronavirus RNA in serum: an 
evaluation study. BMC Infect Dis. Feb 9;6(1):20 

Choi BCK. (2000) Perspectives on Epidemiologic Surviellance in the 21st century. 
Chronic Diseases in Canada, 19, 1-12. 

Christie B. (2002) Winter virus closes scottish hospitals. BMJ, 324, 258. 



 235 

Ciarlet M, Estes MK. (2001). Interactions between rotavirus and gastrointestinal cells. 
Curr Opin Microbiol. Aug;4(4):435-41. 

Claas EC, Schilham MW, de Brouwer CS, Hubacek P, Echavarria M, Lankester AC, 
van Tol MJ, Kroes AC. (2005). Internally controlled real-time PCR monitoring of 
adenovirus DNA load in serum or plasma of transplant recipients. J Clin Microbiol. 
Apr;43(4):1738-44. 

Claas EC, Schilham MW, de Brouwer CS, Hubacek P, Echavarria M, Lankester AC, 
van Tol MJ, Kroes AC. (2005) Internally controlled real time PCR monitoring of 
adenovirus DNA load in serum or plasma of transplant recipients. Journal of Clinical 
Microbiology, 43, 1738-44. 

Clemens JD, Ward RL, Rao MR, Sack DA, Knowlton DR, van Loon FP, Huda S, 
McNeal M, Ahmed F, Schiff G. (1992) Seroepidemiologic evaluation of antibodies to 
rotavirus as correlates of the risk of clinically significant rotavirus diarrhoea in rural 
Bangladesh. Journal of Infectious Diseases, 165, 161-5. 

Cliver DO. (1997) Virus transmission via food. World Health Statistics Q, 50, 09-101. 

Clothier HJ, Fielding JE, Kelly HA. (2005) An evaluation of the Australian Sentinel 
Practice Research Network (ASPREN) surveillance for influenza-like illness. 
Commun Dis Intell, 29(3),231-47. 

COCCHI P. (1960). Recent acquisitions on adenoviruses. Note I. The discovery, 
properties and immunological classification of the virus.] Riv Clin Pediatr. 
May;65:402-12. 

Cochrane AB. (2006). Antiviral dosing and efficacy for prophylaxis of 
cytomegalovirus disease in solid organ transplant recipients. Am J Health Syst Pharm. 
Oct 1;63(19 Suppl 5):S17-21. 

Cohen ML, Tauxe RV. (1986). Drug-resistant Salmonella in the United States: an 
epidemiologic perspective. Science. Nov 21;234(4779):964-9. 

Cook N, Bridger J, Kendall K, Gomara MI, El-Attar L, Gray J. (2004) The zoonotic 
potential of rotavirus. Journal of Infection, 48, 289-302. 

Cook SM, Glass RI, LeBaron CW, Ho MS. (1990) Global seasonality of rotavirus 
infections. Bulll World Health Organisation, 68, 171-7. 

Cooke R, Goddard V, Golland J. Costing a major hospital outbreak of gastroenteritis 
due to norwalk like virus. Poster presented at the 5th international conference of HIS, 
Edinburgh 15-18 September, 2002. 

Cooper RJ, Yeo AC, Bailey AS, Tullo AB. (1999). Adenovirus polymerase chain 
reaction assay for rapid diagnosis of conjunctivitis. Invest Ophthalmol Vis Sci. 
Jan;40(1):90-5. 

Cowden JM. (2002) Winter vomiting. Infections due to Norwalk like virus are 
underestimated. BMJ, 324, 249-50. 

Cox MJ, Medley GF. (2003) Serological survey of anti group A rotavirus IgM in UK 
adults. Epidemiology and Infection, 131, 719-26. 



 236 

Crawford-Miksza L, Schnurr DP.(1996). Analysis of 15 adenovirus hexon proteins 
reveals the location and structure of seven hypervariable regions containing serotype-
specific residues. J Virol. Mar;70(3):1836-44. 

Crawley JM, Bishop RF, Barnes GL. (1993) Rotavirus gastroenteritis in infants aged 
0-6 months in Melbourne, Australia, implications for vaccination. J Paediatr Child 
Health, 29, 219-21. 

Cubitt WD, Holzel H. (1980) An outbreak of rotavirus infection in a long stay ward of 
a geriatric hospital. Journal of Clinical Pathology, 33, 301. 

Cubitt WD, Mitchell DK, Carter MJ, Willcocks MM, Holzel H. (1999) Application of 
electron microscopy, enzyme immunoassay, and RT-PCR to monitor an outbreak of 
astrovirus type 1 in a paediatric bone marrow transplant unit. Journal of Medical 
Virology, 57, 313-321. 

Cubitt WD, Mitchell DK, Carter MJ, Willcocks MM, Holzel H. (1999) Application of 
electron microscopy, enzyme immunoassay, and RT-PCR to monitor and outbreak of 
astrovirus type 1 in a paediatric bone marrow transplant unit. Journal of Medical 
Virology, 57, 313-21. 

Cubitt WD, Steele AD, Itruzzia M. (2000) Characterisation of rotaviruses from 
children treated at a London Hospital during 1996, emergence of strains G9P2A(6) 
and G3P2A(6). Journal of Medical Virology, 61, 150-54. 

Cumberland P, Sethi D, Roderick PJ, Wheeler JG, Cowden JM, Roberts JA, 
Rodrigues LC, Hudson MJ, Tompkins DS, IID Study Executive. (2003) The 
Infectious Intestinal Disease Study of England, A prospetive evaluation of symptoms 
and health care use after an acute episode. Epidemiology and Infection, 130, 453-460. 

Cunliffe NA, Dove W, Jiang B, Thinwda Cert BD, Broadhead RL, Molyneux ME, 
Hart CA. (2001)  Detection of group C rotavirus in children with acute gastroenteritis 
in Blantyre, Malawi. Pediatric Infectious Disease Journal, 20, 1088-90. 

Cunliffe NA, Woods PA, Leite JP, Das BK, Ramachandran M, Bhan MK, Hart CA, 
Glass RI, Gentsch JR. (1997). Sequence analysis of NSP4 gene of human rotavirus 
allows classification into two main genetic groups. J Med Virol. Sep;53(1):41-50. 

Daughenbaugh KF, Fraser CS, Hershey JW, Hardy ME. (2003). The genome-linked 
protein VPg of the Norwalk virus binds eIF3, suggesting its role in translation 
initiation complex recruitment. J Biol Chem. Apr 16;279(16):16638-45. 

De Grazia S, Giammanco GM, Colomba C, Cascio A, Arista S. (2004) Molecular 
epidemiology of astrovirus infection in Italian children with gastroenteritis. Clinical 
Microbiological Infection, 10, 1025-9. 

de Wit MA, Koopmans MP, Kortbeek LM, Wannet WJ, Vinje J, van Leusden F, 
Bartelds AI, van Duynhoven YT. (2001) Sensor, a population based cohort study on 
gastroenteritis in the Netherlands, incidence and etiology. American Journal of 
Epidemiology, 154, (7) 666-74. 



 237 

de Wit MA, Koopmans MP, Kortbeek LM, Wannet WJ, Vinje J, van Leusden F, 
Bartelds AI, van Duynhoven YT. (2001) Sensor, a population based cohort study on 
gastroenteritis in the Netherlands, incidence and etiology. American Journal of 
Epidemiology, 154, 666-674. 

De Wit MA, Koopmans MP, van Duynhoven YT.  (2003) Risk Factors for norovirus, 
Sapporo-like virus and group A rotavirus gastroenteritis. Emerging Infectious 
Diseases, 9, 1563-70. 

De Wit mAS, Koopmans MPG, Kortbeek L, van Leeuwen NJ, Vinje J, van 
Duynhoven THP. (2001) Etiology of gastroenteritis in sentinel general practices in the 
Netherlands. Clinical Infectious Diseases, 33, 280-8. 

De Wit MAS, Koopmans MPG, Kortbeek LM, van Leeuwen NJ, Bertekds AIM, van 
Duynhoven YTHP. (2001) Gastroenteritis in Sentinel general practices in the 
Netherlands. Emerging Infectious Dieases, 7, 82-91. 

del Refugio Gonzalez-Losa M, Polanco-Marin GG, Manzano-Cabrera L, Puerto-Solis 
M. (2001) Acute gastroenteritis associated with rotavirus in adults. Archives of 
Medical Research, 32, 164-67. 

Dennehy PH, Gauntlett D, Tente WE. (1988) Comparison of nine commercial 
immunoassays for the detection of rotavirus in fecal specimens. Journal of Clinical 
Microbiology, 26, 1630-34. 

Dennehy PH, Nelson SM, Spangenberger S, Noel JS, Monroe SS, Glass RI. (2001) A 
prospective case control study of the role of astrovirus in acute diarrhoea among 
hospitalised young children. Journal of Infectious Diseases, 184, 10-15. 

Dennehy PH, Nelson SM, Spangenberger S, Noel JS, Monroe SS, Glass RI. (2001) A 
prospective case control study of the role of astrovirus in acute diarrhoea among 
hospitalised young children, Journal of Infectious Diseases, 84, 10-5. 

Dennehy PH. (2000) Transmission of rotavirus and other enteric pathogens in the 
home. Pediatr Infect Dis J, 19, s103-5. 

Desselbeger U. (1996) Genomic rearrangements of rotaviruses. Adv Virus Res, 46,  
69-95. 

Dessleberger U, Iturriza-Gomara M, Gray J.Rotavirus epidemiology and surviellance. 
In, Chadwick D, Goode JA editors. Gastroenteritis viruses. New York, Wiley, 
2001.p.82-100. 

Di Lernia V, Lombardi M, Lo Scocco G. (2004) Infantile acute hemorrhagic edema 
and rotavirus infection. Pediatr Dermatol, 21, 548-50. 

Dimitriadis A, Bruggink LD, Marshall JA. (2006). Evaluation of the Dako IDEIA 
norovirus EIA assay for detection of norovirus using faecal specimens from 
Australian gastroenteritis outbreaks. Pathology. Apr;38(2):157-65 

Dimitriadis A, Marshall JA. (2005) Evaluation of a commercial enzyme immunoassay 
for detection of norovirus in outbreak specimens. Eur J Clin Microbiol Infect Dis. 
Sep,24(9),615-8. 



 238 

Dingle KE and the Norovirus Infection Control in Oxfordshire Communities 
Hospitals. 2004. Journal of Clinical Microbiology, 42, 3950-57. 

Dolin R, Blacklow NR, DuPont H, Formal S, Buscho RF, Kasel JA, Chames RP, 
Hornick R, Chanock RM. (1971) Transmission of acute infectious non bacterial 
gastroenteritis to volunteers by oral administration of stool infiltrates. Journal of 
Infectious Diseases, 123, 307-12. 

Donelli G, Superti F, Tinari A, Marziano ML, Caione D, Concato C, Menichella D. 
(1993) Viral childhood diarrhoea in Rome, a diagnostic and epidemiological study. 
New Microbiol, 16, 215-25. 

Doultree JC, Druce JD, Birch CJ, Bowden DS, Marshall JA. (1999) Inactivation of 
feline calicivirus, a Norwalk virus surrogate. Journal of Hospital Infection, 41, 51-57. 

Dove W, Cunliffe NA, Gondwe JS, Broadhead RL, Molyneux ME, Nakagomi O, Hart 
CA. (2005). Detection and characterisation of human caliciviruses with acute 
gastroenteritis in Blantyre, Malawi. Jouranl of Medical Virology, 77, 522-7. 

Dowling JM, Wynee H. (1981) Role of enteric adenoviruses and rotaviruses in 
infantile gastroenteritis. Lancet, 8, 305-6. 

Duizer E, Bijkerk P, Rockx B, de Groot A, Twisk F, Koopmans M. (2004) 
Inactivation of Caliciviruses. Applied and  Environmental Microbiology, 70, 4538-
4543. 

Duizer E, Koopmans M. (2005) Efficacy of ethanol-based hand rubs. Hosp Infect. 
Dec;61(4):362-3. 

Duizer E, Pielaat A, Vennema H, Kroneman A, Koopmans M. (2007). Probabilities in 
norovirus outbreak diagnosis. J Clin Virol. Sep;40(1):38-42. 

Duizer E, Scheab KJ, Neill FH, Atmar RL, Koopmans MP, Estes MK. (2004) 
Laboratory efforts to cultivate noroviruses. Journal of General Virology, 85, 79-87. 

Duizer E, van Duynhoven Y, Vennema H, Koopmans M. (2004) Letter to the editors, 
Failure to detect norovirus in a large group of asymptomatic individuals. Public 
Health, 118, 455-57. 

Dupuis P, Beby A, Bourgoin A, Lussier-Bonneau MD, Agius G. (1995) Epidemic of 
viral gastroenteritis in an elderly community. Press Med, 24, 356. 

Ebner K, Suda M, Watzinger F, Lion T. (2005). Molecular detection and quantitative 
analysis of the entire spectrum of human adenoviruses by a two-reaction real-time 
PCR assay. J Clin Microbiol. Jul;43(7):3049-53. 

Echavarria MS, Ray SC, Ambinder R, Dumler JS, Charache P. (1999) PCR detection 
of adenovirus in bone marrow transplant recipient. Hemorrhagic cystitis as a 
presenting manifestation of disseminated disease. Journal of Clinical Microbiology, 
37, 686-689. 

Echeverria P, Blacklow NR, Cukor GG, Vibulbandhitkit S, Changchawalit S, 
Boonthai P. (1983) Rotavirus as a cause of severe gastroenteritis in adults. Journal of 
Clinical Microbiology, 18, 663. 



 239 

Eing BR, May G, Baumeister HG, Kuhn JE. (2001) Evaluation of two enzyme 
immunoasssays for the detection of human rotaviruses in fecal specimens. Journal of 
Clinical Microbiology, 39, 4532-4. 

El-Attar L, Dhaliwal W, Howard CR, Bridger JC. (2001) Rotavirus cross species 
pathogenicity, molecular characterisation of a bovine rotavirus pathogenic for pigs. 
Virology, 291, 172-182. 

Ellis JS, Fleming DM, Zambon MC. (1997) Multiplex reverse transcription PCR for 
surveillance of influenza A and B viruses in England and Wales in 1995 and 1996. 
Journal of Clinical Microbiology, 35, 2076-82. 

Elnifro EM, Cooper RJ, Klapper PE, Bailey AS. (2000). PCR and restriction 
endonuclease analysis for rapid identification of human adenovirus subgenera. J Clin 
Microbiol. Jun;38(6):2055-61. 

Elnifro EM, Cooper RJ, Klapper PE, Yeo AC, Tullo AB. (2000). Multiplex 
polymerase chain reaction for diagnosis of viral and chlamydial keratoconjunctivitis. 
Invest Ophthalmol Vis Sci.  Jun;41(7):1818-22. 

Espul C, Martinez N, Noel JS, Cuello H, Abrile C, Grucci S, Glass R, Berke T, 
Matson DO. (2004) Prevalence and characterisation of astroviruses in Argentinean 
children with acute gastroenteritis. Journal of Medical Virology, 72, 75-82. 

Espy MJ, Uhl JR, Mitchell PS, Thorvilson JN, Svien KA, Wold AD, Smith TF. 
(2000). Diagnosis of herpes simplex virus infections in the clinical laboratory by 
LightCycler PCR. J Clin Microbiol. Feb;38(2):795-9. 

Estes MK, Ball JM, Guerrero RA, Opekun AR, Gilger MA, Pacheco SS, Graham DY. 
(2000) Norwalk virus vaccines, Challenges and Progress. The Journal of Infectious 
Diseases, 181, s367-73. 

Estes MK, Prasad BV, Atmar RL.(2006). Noroviruses everywhere: has something 
changed? Curr Opin Infect Dis. Oct;19(5):467-74. 

Estes MK. Rotavirus and their replication. In Knipe DM, Howley PM, eds. Fields 
virology 4th edn. Philadelphia, Lippencott Williams and Wilkins, 2001, 1747-85. 

Evans MR, Meldrum R, Lane W, Gardner D, Ribeiro CD, Gallimore CI, 
Westmoreland D. (2002). An outbreak of viral gastroenteritis following 
environmental contamination at a concert hall. Epidemiol Infect. Oct;129(2):355-60. 

Ewald D, Franks C, Thompson S, Patel MS. (2000) Possible community immunity to 
small round structured virus gastroenteritis in a rural aboriginal community. Commun. 
Dis. Intell, 24. 

Fankhauser RL, Monroe SS, Noel JS, Humphrey CD, Bresee JS, Parashar UD, Ando 
T, Glass RI. (2002) Epidemiologic and molecular trends of Norwalk like viruses 
associated with outbreaks of gastroenteritis in the United States. The Journal of 
Infectious Diseases, 186, 1-7. 



 240 

Farkas T, Jiang X, Guerrero ML, Zhong W, Wilton N, Berke T, Matson DO, 
Pickering LK, Ruiz-Palacios G. (2000) Prevalence and genetic diversity of human 
caliciviruses (HuCVs) in Mexican Children. Journal of Medical Virology, 62, 217-
223. 

Farkas T, Zhong WM, Jing Y, Huang PW, Espinosa SM, Martinez N, Morrow AL, 
Ruiz-Palacios GM, Pickering LK, Jiang X. (2004) Genetic Diversity among 
sapoviruses. Archives of Virology, 149, 1309-23. 

Farthing MJG. (1998) Dehydration and rehydration in children. In, Arnaud MJ, editor. 
Hydration throughout life. John Libbey Eurtext, 159-75. 

Farthing MJG. (2000) Diarrhoea, a significant worldwide problem. International 
Journal of Antimicrobial agents, 14, 65-69. 

Faruque AS, Malek MA, Khan AI, Huq S, Salam MA, Sack DA. (2004)  Diarrhoea in 
elderly people, aetiology and clinical characteristics. Scandanavian Journal of 
Infectious diseases, 36, 204-8. 

Fiebelkorn KR, Lee BG, Hill CE, Caliendo AM, Nolte FS. (2002). Clinical evaluation 
of an automated nucleic acid isolation system. Clin Chem. Sep;48(9):1613-5. 

Fine KD, Ogunji F, George J, Niehaus MD, Guerrant RL. (1998). Utility of a rapid 
fecal latex agglutination test detecting the neutrophil protein, lactoferrin, for 
diagnosing inflammatory causes of chronic diarrhea. Am J Gastroenterol. 
Aug;93(8):1300-5. 

Fischer TK. (2001) Incidence of hospitalisations due to rotavirus gastroenteritis in 
Denmark. Acta Paediatr, 90, 1073-1075. 

Fleming DM. (1999) Weekly returns service of the RCGP. Communicable Disease 
and Public Health, jun, 96-100. 

Flores J, Boeggeman E, Purcell RH, Sereno M, Perez I, White L, Wyatt RG, Chanock 
RM, Kapikian AZ. (1983) A dot hybridisation assay for detection of rotavirus. Lancet, 
12, 555-8. 

Foodborne outbreak of group A rotavirus gastroenteritis among college students, 
District of columbia, March-April 2000. MMWR Morb Mortal Wkly Rep 2000, 49, 
1131-33. 

Formiga-Cruz M, Hundesa A, Clemente-Casares P, Albiñana-Gimenez N, Allard A, 
Girones R. (2005). Nested multiplex PCR assay for detection of human enteric viruses 
in shellfish and sewage. J Virol Methods. 2005 May;125(2):111-8. 

Formiga-Cruz M, Hundesa A, Clemente-Casares P, Alinana-Gimenez N, allard A, 
Girnones R. (2005) Nested multiplex PCR assay for detection of human enteric 
viruses in shellfish and sewage. Journal of Virological Method, 125, 111-8. 

Foster SO, Palmer EL, Gary GW Jr, Martin ML, Herrmann KL, Beasley P, Sampson 
J. (1980) Gastroenteritis due to rotavirus in an isolated pacific island group, an 
epidemic of 3,439 cases. Journal Infectious Diseases, 141, 32-39. 



 241 

Frenzen PD. (2003) Mortality Due to Gastroenteritis of unknown etiology in the US. 
Journal of Infectious Diseases, 187, 441-52. 

Fretz R, Herrmann L, Christen A, Svoboda P, Dubuis O, Viollier EH, Tanner M, 
Baumgartner A. (2005) Frequency of Norovirus in stool samples from patients with 
gastrointestinal symptoms in Switzerland. European Journal of Clinical 
Microbiological Infectious Disease, 24(3),214-6. 

Fretz R, Svoboda P, Schoor D, Tanner M, Baumgarter A. (2005) Risk factors for 
infections with norovirus gastrointestinal illness in Switzerland. European J Clin 
Microbiol Infect Dis, 24, 256-61. 

Freymuth F, Vabret A, Galateau-Salle F, Ferey J, Eugene G, Petitjean J, Gennetay E, 
Brouard J, Jokik M, Duhamel JF, Guillois B. (1997). Detection of respiratory 
syncytial virus, parainfluenzavirus 3, adenovirus and rhinovirus sequences in 
respiratory tract of infants by polymerase chain reaction and hybridization. Clin Diagn 
Virol. May;8(1):31-40. 

Friedman MG, Galil A, Sarov B, Margalith M, Katzir G, Midthun K, Taniguchi K, 
Urasawa S, Kapikian AZ, Edelman R, et al. (1988) Two sequential outbreaks of 
rotavirus gastroenteritis, evidence for symptomatic and asymptomatic reinfections. 
Journal Infect Dis, 158, 814-22. 

Froggatt PC, Vipond I, Ashley CR, Lambden PR, Clarke IN, Caul EO. (2004) 
Surveillance of norovirus infection in a study of sporadic childhood gastroenteritis in 
South West England and South Wales, during one winter season (1999-2000). Journal 
of Medical Virology, 72, 307-11. 

Fruhwirth M, Heininger U, Ehlken B, Petersen G, Laubereau B, Moll-Schuler I, Mutz 
I, Forster J. (2001) International variation in disease burden of rotavirus gastroenteritis 
in children with community and nosocomially acquired infection. Pediatric Infect Dis 
J, 20, 784-91. 

Fujimoto T, Chikahira M, Kase T, Morikawa S, Okafuji T, Yokota Y, Nishio O. 
(2000). Single-tube multiplex PCR for rapid and sensitive diagnosis of subgenus B 
and other subgenera adenoviruses in clinical samples. Microbiol 
Immunol.;44(10):821-6. 

Gabbay YB, Jiang B, Oliveira CS, Mascarenhas JD, Leite JP, Glass RI, Linhares AC. 
(1999) An outbreak of group C rotavirus gastroenteritis among children attending a 
day care centre in Belem, Brazil. Journal of Diarrhoeal Disease Research , 17, 69-74. 

Gabbay YB, Jiang B, Oliveira CS, Mascarenhas JD, Leite JP, Glass RI, Linhares AC. 
(1998) An outbreak of group C rotavirus gastroenteritis among adults living in 
Valentim Gentil, Sau Paulo State, Brazil. J Diarrhoeal Dis Res, 16, 59-65. 

Gallimore CI, Green J, Lewis D, Richards AF, Lopman BA, Hale AD, Eglin R, Gray 
JJ, Brown DW. (2004) Diversity of Noroviruses Co-circulating in the North of 
England from 1998-2001. Journal of Clinical Microbiology, 42, 1396-1401. 

Gallimore CI, Iturriza-Gomara M, Lewis D, Cubitt D, Cotterill H, Gray JJ.(2006). 
Characterization of sapoviruses collected in the United Kingdom from 1989 to 2004. J 
Med Virol. May;78(5):673-82. 



 242 

Gallimore CI, Lewis D, Taylor C, Cant A, Gennery A, Gray JJ. (2004) Chronic 
exretion of a norovirus in a child with cartilage hair hypoplasia (CHH). Journal of 
Clinical Virology, 30, 196-204. 

Gallimore CI, Taylor C, Gennery AR, Cant AJ, Galloway A, Iturriza-Gomara M, 
Gray JJ. (2006). Environmental monitoring for gastroenteric viruses in a pediatric 
primary immunodeficiency unit. J Clin Microbiol. Feb;44(2):395-9. 

Gallimore CI, Taylor C, Gennery AR, Cant AJ, Galloway A, Lewis D, Gray JJ. 
(2005) Use of a Heminested RT-PCR assay for the detection of astrovirus in 
environmental swabs from an outbreak of gastroenteritis in a pediatric primary 
immunodeficiency unit. Journal of Clinical Microbiology, 43, 3890-4.  

Garson JA, Grant PR, Ayliffe U, Ferns RB, Tedder RS. (2005). Real-time PCR 
quantitation of hepatitis B virus DNA using automated sample preparation and murine 
cytomegalovirus internal control. J Virol Methods. Jun;126(1-2):207-13. 

Garthright WE, Archer Dl, Kvenberg JE. (1988)  Esitmates of incidence and costs of 
infectious intestinal diseases in the United States. Public Health Reports, 103, 107-
115. 

Gaulin C, Frigon M, Poirier D, Fournier C. (1999) Transmission of calicivirus by a 
foodhandler in the pre-symptomatic phase of illness. Epidemiology and Infection, 
123, 475-8. 

Gehrke C, Steinmann J, Goroncy-Barnes P. (2004) Inactivation of feline calicivirus, a 
surrogate of norovirus by different types of alcohol in vitro and in vivo. Journal of 
Hospital Infection, 56, 49-55. 

Gentsch JR, Glass RI, Woods P, Gouvea V, Gorziglia M, Flores J, Das BK, Bhan 
MK. (1992). Identification of group A rotavirus gene 4 types by polymerase chain 
reaction. J Clin Microbiol. Jun;30(6):1365-73. 

Gentsch JR, Glass RI, Woods P, Gouvea V, Gorziglia M, Flores J, Das BK, Bhan 
MK. (1992) Identification of group A rotavirus gene 4 types by PCR. Journal of 
Clinical Microbiology, 30, 1365-73. 

Georges-Courbot MC, Monges J, Siopathis MR, Roungou JB, Gresenguet G, Bellec 
L, Bouquety JC, Lanckriet C, Cadoz M, Hessel L, et al. (1991) Evaluation of a low 
passage bovine rotavirus (strain WC3) vaccine in children in Central Africa. Res 
Virol, 142, 405-11. 

Giardona MO, Ferreyra LJ, Isa MB, Martinez LC, Yudowsky SI, Nates SV. (2001) 
The epidemiology of acute viral gastroenteritis in hospitalised children in Cordoba 
City, Argentina, an insight of disease burden. Rev Inst Med Trop Sao Paulo, 43, 193-
7.. 

Gilger MA, Matson DO, Conner ME, Rosenblatt HM, Finegold MJ, Estes MK. 
(1992) Extraintestinal rotavirus infections in children with immunodeficiency. Journal 
of Pediatrics, 120, 912-7. 



 243 

Gilpin DF, Tunney MM, Funston C, Savage K, Gardiner A, Kearney M (2007). Rapid 
detection of MRSA in a routine diagnostic laboratory using a real-time PCR assay. J 
Hosp Infect. Sep;67(1):97-9. 

Giordano MO, Ferreyra LJ, Isa MB, Martinez LC, Yudowsky SI, Nates SV. (2001) 
The epidemiology of acute viral gastroenteritis in hospitalised children in Cordoba 
city, Argentina, an insight of disease burden. Rev Inst Med Trop Sao Paulo, 43, 193-
7. 

Giordano MO, Martinez LC, Ferreyra LJ, Isa MB, Paez Rearte M, Pavan JV, Nates 
SV. (2005) Discrepencies in viral gastroenteritis diagnosis, an unusual dual reovirus-
adenovirus infection case. Journal of Clinical Virology, 32, 71-2. 

Giordano MO, Martinez LC, Rinaldi D, Espul C, Martinez N, Isa MB, Depetris AR, 
Medeot SI, Nates SV. (1999) Diarrheoa and enteric emerging viruses in HIV infected 
patients. AIDS, 15, 1427-32. 

Glass RI, and Parashar U (2006). The promise of new rotavirus vaccines. New 
England Journal of Medicine, 354, 75-77. 

Glass RI, Noel J, Mitchell D, Herrmann JE, Blacklow NR, Pickering LK, Dennehy P, 
Ruiz-Palacios G, de Guerrero ML, Monroe SS. (1996) The changing epidemiology of 
astrovirus associated gastroenteritis, a review. Archives of Virology, 12, 287-300. 

Goldmann DA. (1992) Transmission of infectious diseases in children. Pediatr Rev, 
13, 283-293. 

Goldwater PN, Chrystie IL, Banatvala JE. (1979) Rotaviruses and the respiratory 
tract. British Medical Journal, 15, 1551. 

Goller JL, Dimitriadis A, Tan A, Kelly H, Marshall JA. (2004) Long term feature of 
norovirus gastroenteritis in the elderly. Journal of Hospital Infection, 58, 286-291. 

Gombold JL, Estes MK, Ramig RF. (1985) Assignment of simian rotavirus SA11 
temperature-sensitive mutant groups B and E to genome segments. Virology.  
May;143(1):309-20. 

Gorziglia M, Larralde G, Kapikian AZ, Chanock RM. (1990). Antigenic relationships 
among human rotaviruses as determined by outer capsid protein VP4. Proc Natl Acad 
Sci USA. Sep;87(18):7155-9. 

Gotz H, Ekdahl K, Lindback J, de Jong B, Hedlund KO, Giesecke J. (2001) Clinical 
spectrum and transmission characteristics of infection with Norwalk like virus, 
findings from a large community outbreak in Sweden. Clinical Infectious Diseases, 
33, 622-8. 

Gouvea V, Glass RI, Woods P, Taniguchi K, Clark HF, Forrester B, Fang ZY. (1990) 
Polymerase Chain Reaction amplification and typing of rotavirus nucleic acid from 
stool specimens. Journal of Clinical Microbiology, 28, 276-282. 

Graham DY, Jiang X, Tanaka T, Opekun AR, Madore HP, Estes MK. (1994). 
Norwalk virus infection of volunteers: new insights based on improved assays. J 
Infect Dis.  Jul;170(1):34-43. 



 244 

Graham DY, Jiang X, Tanaka T, Opekun AR, Madore HP, Estes MK. (1994) Norwalk 
virus infection of volunteers, new insights based on improved assays. Journal of 
Infectious Diseases, 170, 34-43. 

Gray JJ, Wreghitt TG, McKee TA, McIntyre P, Roth CE, Smith DJ, Sutehall G, 
Higgins G, Geraghty R, Whetstone R, et al. (1995). Internal quality assurance in a 
clinical virology laboratory. II. Internal quality control. J Clin Pathol. Mar;48(3):198-
202 

Gray JJ, Wreghitt TG, McKee TA, McIntyre P, Roth CE, Smith DJ, Sutehall G, 
Higgins G, Geraghty R, Whetstone R, et al. (1995). Internal quality assurance in a 
clinical virology laboratory. I. Internal quality assessment. J Clin Pathol. 
Feb;48(2):168-73. 

Green FR, Greenwell P, Dickson L, Griffiths B, Noades J, Swallow DM. (1988)  
Expression of the ABH, lewis and related antigens on the glycoproteins of human 
jejunal brush border. Subcell Biochem, 12, 119-158. 

Green J, Wright PA, Gallimore CI, Mitchell O, Morgan-Capner P, Brown DW. 
(1998). The role of environmental contamination with small round structured viruses 
in a hospital outbreak investigated by reverse-transcriptase polymerase chain reaction 
assay. J Hosp Infect. May;39(1):39-45. 

Green KY, Ando T, Balayan MS, Berke T, Clarke IN et al. (2000) Taxonomy of the 
caliciviruses. Journal of Infectious Diseases, 181, s322-30. 

Green KY, Midthun K, Gorziglia M, Hoshino Y, Kapikian AZ, Chanock RM, Flores 
J. (1987). Comparison of the amino acid sequences of the major neutralization protein 
of four human rotavirus serotypes. Virology. Nov;161(1):153-9. 

Green SM, Lambden PR, Caul EO, Ashley CR, Clarke IN. (1995). Capsid diversity in 
small round-structured viruses: molecular characterization of an antigenically distinct 
human enteric calicivirus. Virus Res. Aug;37(3):271-83. 

Green SM, Lambden PR, Deng Y, Lowes JA, Lineham S, Bushell J, Rogers J, Caul 
EO, Ashley CR, Clarke IN. (1995) Polymerase Chain Reaction detection of small 
round structured viruses from two related hospital outreaks of gastroenteritis using 
inosine containing primers. Journal of Medical Virology, 45, 197-202. 

Greenberg H, McAuliffe V, Valdesuso J, Wyatt R, Flores J, Kalica A, Hoshino Y, 
Singh N. (1983) Serological analysis of the subgroup protein of rotavirus, using 
monoclonal antibodies. Infection and Immunity, 39, 91. 

Greenberg HB, Flores J, Kalica AR, Wyatt RG, Jones R. (1983). Gene coding 
assignments for growth restriction, neutralization and subgroup specificities of the W 
and DS-1 strains of human rotavirus. J Gen Virol Feb;64 (Pt 2):313-20. 

Greene SR, Moe CL, Jaykus LA, Cronin M, Grosso L, Aarle P. (2003). Evaluation of 
the NucliSens Basic Kit assay for detection of Norwalk virus RNA in stool 
specimens. J Virol Methods. Mar;108(1):123-31. 



 245 

Grimm AC, Cashdollar JL, Williams FP, Fout GS. (2004) Development of an 
astrovirus RT-PCR detection assay for use with conventional, real time and integrated 
cell culture RT-PCR. Canadian Journal of Microbiology, 50, 269-78. 

Grimwood K, Abbott GD, Fergusson DM, Jennings LC, Allan JM.  (1983) Spread of 
rotavirus within families, a community based study. BMJ, 287, 575-77. 

Grohmann GS, Glass RI, Pereira HG, Monroe SS, Hightower AW, Weber R, Bryan 
RT. (1993) Enteric viruses and diarrhea in HIV infected patients. New England 
Journal of Medicine, 329, 14-20. 

Gu Z, Belzer Sw, Gibson  CS, Bankowski MJ, Hayden RT. (2003) Multiplex, real 
time PCR for quantitative detection of human adenovirus. Journal of Clinical 
Microbiology, 41, 4636-41. 

Guarino A , Canani RB, Spannuolo MI, Albano F, Di Benedetto L. (1997) Oral 
bacterial therapy reduces the duration of symptoms and of viral excretion in children 
with mild diarrhoea. Journal of Pediatr Gastroenterol Nutr, 25, 516-9. 

Guarino A, Albano F, Canani RB, Bruzzese E. (2002) HIV, fatal rotavirus infection 
and treatment options. Lancet, 359, 74. 

Guarino A, Canani RB, Russo S, Albano F, Canani MB, Ruggeri FM, Donelli G, 
Rubino A. (1994) Oral immunoglobulins for treatment of acute rotaviral 
gastroenteritis. Pediatrics, 93, 12-6. 

Guarino A, Guandalini S, Albano F, Mascia A, De Ritis G, Rubino A. (1991) Enteral 
immunoglobulins for treatment of protacted rotaviral diarrhoea. Pediatric Infectious 
Disease Journal, 10, 612-4. 

Guarino A, Russo S, Castaldo A, Spagnuolo MI, Tarallo L, Rubino A. (1996) Passive 
immunotherapy for rotavirus induced diarrhoea in children with HIV infection. AIDS, 
10, 1176-8. 

Guarino A. (1996) Active treatment of viral diarrhoea with passive immunotherapy. J 
Pediatr Gastroenterol Nutr, 23, 337. 

Guerrant RL, Van Gilder T, Steiner TS, Thielman NM, Slutsker L, Tauxe RV, 
Hennessy T, Griffin PM, DuPont H, Sack RB, Tarr P, Neill M, Nachamkin I, Reller 
LB, Osterholm MT, Bennish ML, Pickering LK; Infectious Diseases Society of 
America. (2001). Practice guidelines for the management of infectious diarrhea. Clin 
Infect Dis.  Feb 1;32(3):331-51. 

Guerrero ML, Noel JS, Mitchell DK, Calva JJ, Morrow AL, Martinez J, Rosales G, 
Velazquez FR, Monroe SS, Glass RI, Pickering LK, Ruiz-Palacios GM. (1998) A 
prospective study of astrovirus diarrhoea of infancy in Mexico city. Pediatr Infect Dis 
J, 17, 723-727. 

Guerrero RA, Ball JM, Estes MK. (1997) Recombinant Norwalk virus like particles 
administered by the oral or intranasal route are immunogenic in BALB-c mice (Poster 
25). In, Abstracts, annual meeting of the North American society for Pediatric 
Gastroenterology and Nutrition (Toronto, 30 October to 2 November 1997), J Pediatr 
Gastroenterology Nutr,25. 



 246 

Guix S, Caballero S, Villena C, Bartolome R, Latorre C, Rabella N, Simo M, Bosch 
A, Pinto RM. (2002) Molecular epidemiology of astrovirus infection in Barcelona, 
Spain. Journal of Clinical Microbiology, 40, 133-39. 

Gunson R, Miller J, Carman WF. (2003(i)). Comparison of primers for NLV 
diagnosis. J Clin Virol. Apr;26(3):379-80. 

Gunson RN, Miller J, Carman WF. (2003(ii)). Comparison of real-time PCR and EIA 
for the detection of outbreaks of acute gastroenteritis caused by norovirus. Commun 
Dis Public Health Dec;6(4):297-9. 

Gunson RN, Mackie P, Leanord A, Carman WF. (2003(iii)). First rotavirus, now 
astrovirus: the evolving benefits of RT-PCR. Commun Dis Public Health. 
Apr;6(1):66-7. 

Gunson RN, Miller J, Leonard A, Carman WF. (2003(iv)). Importance of PCR in the 
diagnosis and understanding of rotavirus illness in the community. Commun Dis 
Public Health.  Apr;6(1):63-5. 

Gunson RN, Carman WF.(2005). Comparison of two real-time PCR methods for 
diagnosis of norovirus infection in outbreak and community settings. J Clin 
Microbiol. Apr;43(4):2030-1.  

Gunson RN, Collins TC, Carman WF. (2006(i)). The real-time detection of sapovirus. 
J Clin Virol. Mar;35(3):321-2. Epub 2006 Jan 4. 

Gunson RN, Collins TC, Carman WF. (2006(ii)). Practical experience of high 
throughput real time PCR in the routine diagnostic virology setting. J Clin Virol. 
Apr;35(4):355-67. 

Hafliger D, Hubner P, Luthy J. (2000) Outbreak of viral gastroenteritis due to sewage 
contaminated drinking water. International Journal of Food Microbiology, 54,   123-6. 

Hale A, Mattick K, Lewis D, Estes M, Jiang X, Green J, Eglin R, Brown D. (2000) 
Distinct epidemiological patterns of Norwalk like virus infection. Journal of Medical 
Virology, 62, 99-103. 

Hale AD, Green J, Brown DW. (1996) Comparison of four different RNA extraction 
methods for the detection of small round structured viruses in faecal specimens. 
Journal of Virological Methods, 57, 195-201. 

Halvorsrud J, Orstavik I. (1980) An epidemic of rotavirus associated gastroenteritis in 
a nursing home for the elderly. Scand J Infect Dis, 12, 161-64. 

Hanlon P, Hanlon L, Marsh V, Byass P, Shenton F, Hassan-King M, Jobe O, Sillah H, 
Hayes R, M'Boge BH, et al. (1987) Trial of an attenuated bovine rotavirus vaccine 
(RIT 4237) in Gambian infants. Lancet, 1, 1342-5. 

Hansman GS, Guntapong R, Pongsuwanna Y, Natori K, Katayama K, Takeda N. 
(2006). Development of an antigen ELISA to detect sapovirus in clinical stool 
specimens. Archives of Virology, 151, 551-61. 



 247 

Hansman GS, Natori K, Ushijima H, Katayama K, Takeda N. (2005). Characterisation 
of polyclonal antibodies raised against sapovirus genogroup five virus like particles. 
Archives of Virology, 150, 1433-7. 

Harcourt SE, Edwards DE, Fleming DM, Smith RL, Smith GE. (2004) How 
representative is the population covered by the RCGP spotter practice scheme? Using 
geographical information systems to assess. J Public Health, 26, 88-94. 

Hardy DB. (1987)  Epidemiology of rotavirual infection in adults. Reviews Infectious 
Diseases, 9, 461-69. 

Hardy ME.(2005). Norovirus protein structure and function. FEMS Microbiol Lett. 
Dec 1;253(1):1-8. 

Harrington PR, Lindesmith L, Yount B, Moe CL, Baric RS. (2002) Binding of 
Norwalk virus like particles to ABH histo-blood antigens is blocked by antisera from 
infected human volunteers or experimentally vaccinated mice. Journal of Virology, 
76, 12335-43. 

Harrington PR, Vinje J, Moe CL, Baric RS. (2004)  Norovirus capture with histo 
blood group anitgens reveals novel virus ligand interactions. Journal of Virology, 78, 
3035-45. 

He JW, Jiang S. (2005) Quantification of enterococci and human adenoviruses in 
environmental samples by real time PCR. Applied Environmental Microbiology, 71, 
2250-5. 

Heid CA, Stevens J, Livak KJ, Williams PM. (1996) Real time quantitative PCR. 
Genome Research, 6, 986-994. 

Heim A, Ebnet C, Harste G, Pring-Akerblom P. (2003) Rapid and quantitative 
detection of human adenovirus DNA by real time PCR. Journal of Medical Virology, 
70, 228-39. 

Hellard ME, Sinclair MI, Harris AH, Kirk M, Fariley C. (2003) Cost of community 
gastroenteritis. Journal of Gastroenterology and Hepatology, 18, 322-328. 

Helms M, Vastrup P, Gerner-Smidt P, Molbak K. (2003) Short and long term 
mortality associated with foodborne bacterial gastrointestinal infections, registry 
based study. BMJ, 326, 357. 

Herring AJ, Gray EW, Snodgrass DR. (1981). Purification and characterization of 
ovine astrovirus. J Gen Virol. Mar;53(Pt 1):47-55. 

Herrmann JE, Nowak NA, Perron-Henry DM, Hudson RW, Cubitt WD, Blacklow 
NR. (1990) Diagnosis of astrovirus gastroenteritis by antigen detection with 
monoclonal antobodies. Journal of Infectious Diseases, 161, 226-9. 

Hierholzer JC, Halonen PE, Dahlen PO, Bingham PG, McDonough MM. (1993). 
Detection of adenovirus in clinical specimens by polymerase chain reaction and 
liquid-phase hybridization quantitated by time-resolved fluorometry. J Clin Microbiol. 
Jul;31(7):1886-91. 



 248 

Hierholzer JC, Halonen PE, Dahlen PO, Bingham PG, McDonough MM. (1993) 
Detection of adenovirus in clinical specimens by PCR and liquid phase hybridisation 
quantitated by time resolved flourometry. Journal of Clinical Microbiology, 31, 1886-
1891. 

Hirakata Y, Arisawa K, Nishio O, Nakagomi O. (2005) Multiprefectural spread of 
gastroenteritis outbreaks attributable to a single genogroup 2 norovirus strain from a 
tourist restaurant in Nagasaki, Japan. Journal of Clinical Microbiology, 43,, 1093-8. 

Hjelt K, Grauballe C. (1987) Protective effect of pre-existing rotavirus specific 
immunoglobulin A against naturally acquired rotavirus infection in children. Journal 
of Medical Virology, 21,39-47. 

Hjelt K, Grauballe PC, Henriksen L, Krasilnikoff PA. (1985) Rotavirus infections 
among the staff of a general paediatric department. Acta Paediatr Scand, 74, 617-18. 

Hjelt K, Grauballe PC, Schiotz PO, Andersen L, Krasilnikoff PA. (1985) Intestinal 
and serum and mucosal antibody reponse to a naturally acquired rotavirus 
gastroenteritis in children. J Pediatr Gastroenterolo Nutr, 4,60-6. 

Hohne M, Schrier E. (2004) Detection and characterisation of norovirus outbreaks in 
Germany, application of a one tube RT-PCR using a flourogenic real time detection 
system. Journal of Medical Virology, 72, 312-9. 

Holland PM, Abramson RD, Watson R, Glefand DH. (1991) Detection of specific 
polymerase chain reaction product by utilising the 5-3 exonuclease activity of 
Thermus aquaticus. Proc Natl Acad Sci USA, 88, 7276-7280. 

Holmberg SD, Osterholm MT, Senger KA, Cohen ML. (1984). Drug-resistant 
Salmonella from animals fed antimicrobials. N Engl J Med. Sep 6;311(10):617-22. 

Holmes JL, Kirkwood CD, Gerna G, Clemens JD, Rao MR, Naficy AB, Abu-
Elyazeed R, Savarino SJ, Glass RI, Gentsch JR. (1999) Characterisation of unusual 
G8 rotavirus strains isolated from Egyptian children. Arch Virol, 144, 1381-1396. 

Holmes KV. Coronaviruses In Fields Virology (eds Fields BN, Knipe DM, Howley 
PM et al)., 3rd Edition, pp 1187-1203. Lippincott-Raven, Philedelphia. 

Holzel H, Cubitt DW, McSwiggan DA, Sanderson PJ, Church J. (1980) An outbreak 
of rotavirus infeciton among adults in a cardiology ward. Journal of Infectious 
Diseases, 2, 33. 

Hopes and fears for rotavirus vaccines. (2004) Lancet, 363, 1547-50. 

Horie Y, Nakagomi O, Koshimura Y, Nakagomi T, Suzuki Y, Oka T, Sasaki S, 
Matsuda Y, Watanabe S. (1999). Diarrhea induction by rotavirus NSP4 in the 
homologous mouse model system. Virology. Sep 30;262(2):398-407. 

Horwitz MS. Adenoviruses. In, Fields BN, Knipe DM, Howley PM, eds. Virology, 3rd 
edn. Philadelphia, Lippincott-Raven 1996, 2149-71. 



 249 

Hoshino Y, Honma S, Jones RW, Ross J, Santos N, Gentsch JR, Kapikian AZ, Hesse 
RA. (2005) A porcine G9 rotavirus strain shares neutralisation and VP7 phylogenetic 
sequence lineage 3 characteristics with contemporary human G9 rotavirus strains. 
Virology, 332, 177-88. 

Hota B. (2004) Contamination, Disinfection, and Cross-colonization, Are hospital 
surfaces reserviours for nosocomial infection? Clinical Infectious Diseases, 39, 1182-
9. 

Houde A, Leblanc D, Poitras E, Ward P, Brassard J, Simard C, Trottier YL. 
Comparative evaluation of RT-PCR, nucleic acid sequence-based amplification 
(NASBA) and real-time RT-PCR for detection of noroviruses in faecal material. J 
Virol Methods. Aug;135(2):163-72. 

Houng HS, Liang S, Chen CM, Keith J, Echavarria M, Sanchez JL, Kolavic SA, 
Vaughn DW, Binn LN. (2002). Rapid type-specific diagnosis of adenovirus type 4 
infection using a hexon-based quantitative fluorogenic PCR. Diagn Microbiol Infect 
Dis. Apr;42(4):227-36. 

HPS weekly report 2005, 39, 2-3. 

HPS weekly report 2005, 39, 61-68. 

Huang P, Farkas T, Marionneau S, Zhong W, Ruvoen-Clouet N, Morrow AL, Altaye 
M, Pickering LK, Newburg DS, LePendu J, Jiang X. (2003) Noroviruses bind to 
human ABO, Lewis and secretor Histo blood group antigens, identification of 4 
distinct strain specific patterns. The Journal Of Infectious Diseases, 188, 19-31. 

Huang P, Farkas T, Zhong W, Tan M, Thornton S, Morrow Al, Jiang X. (2005) -
Norovirus and Histo-blood group anitgens, demonstration of a wide spectrum of 
strains specificities and classification of two major binding groups among multiple 
bindings patterns. Journal of Virology, 79, 6714-22. 

Hung JJ, Wen HY, Yen MH, Chen HW, Yan DC, Lin KL, Lin SJ, Lin TY, Hsu CY. 
(2003) Rotavirus gastroenteritis associated with afebrile convulsion in children, 
clinical analysis of 40 cases. Chang Gung Med J, 26, 654-9. 

Hutson AM, Atmar RL, Estes MK. (2004) Norovirus disease, changing epidemiology 
and host susceptibility factors. Trends in Microbiology, 12, 279-87. 

Hutson Am, Atmar RL, Graham Dy, Estes MK. (2002) Norwalk Virus infection and 
disease is associated with ABO Histo-Blood Group type. The Journal of Infectious 
Diseases, 185, 1335-7. 

Hutson AM, Atmar RL, Marcus DM, Estes MK. (2003) Norwalk virus like particles 
hemagglutination by binding to histo-blood group antigens. Journal of Virology, 77, 
405-415. 

Inouye S, Yamashita K, Yamadera S, Yoshikawa M, Kato N, and Okabe N. (2000) 
Surveillance of viral gastroenteritis in Japan, Pediatric cases and outbreak incidents. 
The Journal of Infectious Diseases, 181, 270-4. 

Intersussception among recipients of rotavirus vaccine-United States, 1998-99. 
Morbidity Mortality Weekly Report 1999, 344, 564-72. 



 250 

Iturria-Gomara M, Green J, Brown DWG, Ramsay M, Desselberger U, Gray J. (2000) 
Molecular epidemiology of human group A rotavirus infections in the United 
Kingdom between 1995-98. Journal of Clinical Microbiology, 38, 4394-4401. 

Iturria-Gomara M, Isherwood B, desselberger U, Gray J. (2001)  Reassortment In 
Vivo, Driving Force for Diversity of human rotavirus isolated in the United Kingdom 
between 1995-99. Journal of Virology, 75, 3696-3705. 

Iturriza-Gomara M, Clarke I, Desselberger U, Brown D, Thomas D, Gray J. (2004) 
Seroepidemiology of group C rotavirus infection in England and Wales. European 
Journal of Epidemiology, 19, 589-95. 

Iturriza-Gomara M, Cubitt D, Steele D, Green J, Brown D, Kang G, Desselberger U, 
Gray J. (2000) Characterisation of rotavirus G9 strains isolated in the UK between 
1995-98. Journal of Medical Virology, 61, 510-517. 

Iturriza-Gomara M, Green J, Brown DW, Desselberger U, Gray JJ. (1999) 
Comparison of specific and random priming in the reverse transcriptase polymerase 
chain reaction for genotyping group A rotaviruses. Journal Of Virological Methods, 
78, 93-103. 

Iturriza-Gomara M, Green J, Brown DW, Ramsay M, Desselberger U, Gray JJ.  
(2000) Molecular epidemiology of human group A rotavirus infections in the United 
Kingdom between 1995-1998. Journal of Clinical Microbiology, 38, 4394-401. 

Iturriza-Gomara M, Kang G, Gray J. (2004) Rotavirus genotyping, keeping up with an 
evolving population of human rotaviruses. Journal of Clinical Virology, 31, 259-65. 

Jain V, Das BK, Bhan MK, Glass RI, Gentsch JR. (2001)  Indian Strain Surveillance 
Collaborating Laboratories. Great Diversity of group A rotavirus strains and high 
prevalence of mixed rotavirus infections in India. Journal of Clinical Microbiology, 
39, 3524-29. 

Jakab F, Meleg E, Banyai K, Melegh B, Timar L, Peeterfai J, Szucs G. (2004) One 
year survey of astrovirus infection in children with gastroenteritis in a large hospital in 
Hungary, occurance and genetic analysis of astrovirus. Journal of Medical Virology, 
74, 71-7. 

James VL, Lambden PR, Caul EO, Clarke IN. (1998) Enzyme linked immunosorbent 
assay based on recombinant human group C rotavirus inner capsid protein (VP6) to 
detect human group C rotaviruses in fecal samples. Journal of Clinical Microbiology, 
36, 3178-81. 

James VLA, Lambden PR, Caul EO, Cooke SJ, Clarke IN. (1997) Seroepidemiology 
of human group C rotavirus in the UK. Journal of Medical Virology, 52, 86-91. 

Jayaram H, Estes MK, Prasad BV. (2004). Emerging themes in rotavirus cell entry, 
genome organization, transcription and replication. Virus Res. Apr;101(1):67-81. 

Jensen JS, Bjornelius E, Dohn B, Lidbrink P. (2004). Use of TaqMan 5' nuclease real-
time PCR for quantitative detection of Mycoplasma genitalium DNA in males with 
and without urethritis who were attendees at a sexually transmitted disease clinic. J 
Clin Microbiol. Feb;42(2):683-92. 



 251 

Jewkes J, Larson HE, Price AB, Sanderson PJ, Davies HA. (1981) Aetiology of acute 
diarrhoea in adults.  Gut, 22, 388-92. 

Jiang B, Dennehy PH, Spangenberger S, Gentsch JR, Glass RI. (1995) First detection 
of group C rotavirus in fecal specimens of children with diarrhea in the United States. 
Journal of Infectious Diseases, 172, 45-50. 

Jiang B, Monroe SS, Koonin EV, Stine SE, Glass RI. (1993). RNA sequence of 
astrovirus: distinctive genomic organization and a putative retrovirus-like ribosomal 
frameshifting signal that directs the viral replicase synthesis. Proc Natl Acad Sci 
USA. Nov 15;90(22):10539-43. 

Jiang S, Dezfulian H, Chu W. (2005). Real-time quantitative PCR for enteric 
adenovirus serotype 40 in environmental waters. Can J Microbiol. May;51(5):393-8. 

Jiang X, Espul C, Zhong WM, Cuello H, Matson DO. (1999) Characterisation of a 
novel human calicivirus that may be a naturally occurring recombinant. Archives of 
Virology, 144, 2377-87. 

Jiang X, Huang P, Zhong W, Tan M, Farkas T, Morrow AL, Newburg DS, Ruiz-
Palacios GM, Pickering LK. (2004) Human milk contains elements that block binding 
of noroviruses to human histo blood group antigens in saliva. Journal of Infectious 
Diseases, 190, 1850-9. 

Jiang X, Huang PW, Zhong WM, Farkas T, Cubitt DW, Matson DO.  (1999) Design 
and evaluation of a primer pair that detects both Norwalk and Sapporo like 
caliciviruses by RT-PCR. Journal of Virological Methods, 83, 145-154. 

Jiang X, Wang J, Graham DY, Estes MK. (1992) Detection of Norwalk virus in stool 
by polymerase chain reaction. Journal of Clinical Microbiology, 30, 2529-2534. 

Jiang X, Wang M, Wang K, Estes MK. (1993). Sequence and genomic organization 
of Norwalk virus. Virology. Jul;195(1):51-61. 

Jing Y, Qian Y, Huo Y, Wang LP, Jiang X. (2000). Seroprevalence against Norwalk 
like human calicviruses in Beijing, China. Journal of Medical Virology, 60, 97-101. 

Joesuu J, Koskenniemi E, Pang XL, Vesikari T. (1997) Randomised placebo 
controlled trial of rhesus human re-assortment rotavirus vaccine for prevention of 
severe gastroenteritis. Lancet, 350, 1205-9. 

Johansson ME, Uhnoo I, Kidd AH, Madelet CR, Waddell G. (1980) Direct 
identification of enteric adenoviruses, a candidate new serotype, associated with 
infantile gastroenteritis. Journal of Clinical Microbiology, 12, 95-100. 

Johansson PJ, Bergentoft K, Larsson Pam Magnusson G, Widell Am Thorhagen M, 
Hedlund KO. (2005) A nosocomial sapovirus associated outbreak and gastroenteritis 
in adults. Scandanavian J Infect Dis, 37, 200-4. 

Johnson MA, McCrae MA, (1988) A rapid and sensitive solution hybridisation assay 
for the quantitative determination of specific viral RNA sequences. Journal of 
Virological Methods, 22, 247-54. 



 252 

Jonassen TO, Kjeldsberg E, Grinde B. (1993). Detection of human astrovirus serotype 
1 by the polymerase chain reaction. J Virol Methods. Sep;44(1):83-8. 

Jonassen TO, Monceyron C, Lee TW, Kurtz JB, Grinde B. (1995). Detection of all 
serotypes of human astrovirus by the polymerase chain reaction. J Virol Methods. 
Apr;52(3):327-34. 

Jones SL, Blikslager AT. (2002) Role of the enteric nervous system in the 
pathophysiology of secretory diarrhoea. Journal of Vet Intern Med, 16, 222-8. 

Jongerius JM, Sjerps M, Cuijpers HT, van Drimmelen HA, van der Poel CL, Reesink 
HW, Molijn MH, Peeters GA, Peeters TP, Lelie PN. (2000). Evaluation of automated 
nucleic acid extraction devices for application in HCV NAT. Transfusion. 
Jul;40(7):871-4. 

Jothikumar N, Lowther JA, Henishilwood K, Lees DN, Hill VR, Vinje J. (2005) 
Rapid and sensitive detection of norovirus by using a TaqMan based one step reverse 
transcription PCR assays and application to naturally contaminated shellfish samples. 
Appl Environ Microbiol, 71, 1870-5. 

Kageyama T, Kojima S, Shinohara M, Uchida K, Fukushi S, Hoshino FB, Takeda N, 
Katayama K. (2003) Broadly reactive and highly sensitive assay for Norwalk like 
viruses based on real time quantitative reverse transcription PCR. Journal of Clinical 
Microbiology, 41, 1548-1557. 

Kageyama T, Shinohara M, Uchida K, Fukushi S, Hoshino FB, Kojima S, Takai R, 
Oka T, Takeda N, Katayama K. (2004) Co-existence of multiple genotypes, including 
newly identified genotypes, in outbreaks of gastoenteritis due to norovirus in Japan. 
Journal of Clinical Microbiology, 42, 2988-95. 

Kampf G, Grotheer D, Steinmann J.  (2005) Efficacy of three ethanol based rubs 
against feline calicivirus, a surrogate virus for norovirus. Journal of Hospital 
Infection, 60, 144-49. 

Kane M. (1995) Epidemiology of hepatitisB infeciton in North America. Vaccine, 12 
(Suppl 1), S16-7. 

Kang G, Iturriza-Gomara M, Wheeler JG, Crystal P, Monica B, Ramani S, Primrose 
B, Moses PD, Gallimore CI, Brown DW, Gray J. (2004) Quantification of group A 
rotavirus by real time reverse transcription polymerase chain reaction, correlation with 
clinical severity in children in south india. Journal of Medical Virology, 73, 118-22. 

Kang YH, Park YK, Ahn JB, Yeun JD, Jee YM. (2002) Identification of human 
astrovirus infections from stool samples with diarrhoea in Korea. Archives of 
Virology, 147, 1821-1827. 

Kapikian AZ, Cline WL, Greenberg HB, Wyatt RG, Kalica AR, Banks CE, James HD 
Jr, Flores J, Chanock RM. (1981) Antigenic characterization of human and animal 
rotaviruses by immune adherence hemagglutination assay (IAHA), evidence for 
distinctness of IAHA and neutralisation antigens. Infection and Immunity, 33, 415. 



 253 

Kapikian AZ, Hoshino Y, Chanock RM, Perez-Schael I. (1996) Efficacy of a 
quadrivalent rhesus rotavirus based human rotavirus vaccine aimed at preventing 
severe rotavirus diarrhoea in infants and young children. Journal of Infectious 
Diseases, 174, s65-72. 

Kapikian AZ, Kim HW, Wyatt RG, Cline WL, Arrobio JO, Brandt CD, Rodriguez 
WJ, Sack DA, Chanock RM, Parrott RH. (1976) Human reovirus like agent as the 
major pathogen associated with “winter” gastroenteritis in hospitalised infants and 
young children. New England Journal of Medicine, 294, 965-72 

Kapikian AZ, Wyatt RG, Dolin R, Thornhill TS, Kalica AR, Chanock RM. 1972. 
Visualisation by immune electron microscopy of a 27nm particle associated with 
acute infectious non bacterial gastorenteritis. Journal of Virology, 10, 1075-81. 

Kapikian AZ, Wyatt RG, Levine MM, Black RE, Greenberg HB, Flores J, Kalica AR, 
Hoshino Y, Chanock RM. (1983) Studies in volunteers with human rotaviruses. Dev 
Biol Stad, 53, 209-18. 

Kaplan JE, Gary GW, Baron RC, Singh N, Schonberger LB, Feldman R, Greenberg 
HB. (1982) Epidemiology of norwalk gastroenteritis and the role of norwalk virus in 
outbreaks of acute non bacterial gastroenteritis. Ann Intern Med, 116,940-8. 

Katayama K, Miyoshi T, Uchino K, Oka T, Tanaka T, Takeda N, Hansman GS. 2004. 
Novel recombinant sapovirus. Emerging Infectious  Diseases, 10. 

Katayama K, Shirato-Horikoshi H, Kojima S, Kageyama T, Oka T, Hoshino F, 
Fukushi S, Shinohara M, Uchida K, Suzuki Y, Gojobori T, Takeda N. (2002). 
Phylogenetic analysis of the complete genome of 18 Norwalk-like viruses. Virology. 
Aug 1;299(2):225-239.  

Katayama K, Shirato-Horikoshi H, Kojima S, Kageyama T, Oka T, Hoshino F, 
Fukushi S, Shinohara M, Uchida K, Suzuki Y, Gojobori T, Takeda N. (2002) 
Phylogenetic analysis of the complete genome of 18 norwalk like viruses. Virology, 
299, 225-39. 

Kaufman SS, Chatterjee NK, Fuschino ME, Magid MS, Gordon RE, Morse DL, 
Herold BC, LeLeiko NS, Tschernia A, Florman SS, Gondolesi GE, Fishbein TM. 
(2003) Calicivirus in an intestinal transplant recipient. American Journal of 
Transplantation, 8, 764-768. 

Kawamoto H, Yamazaki K, Utagawa E, Ohyama T. (2001) Nucleotide sequence 
analysis and development of consensus primers of RT-PCR for detection of Norwalk 
like viruses prevailing in Japan. Journal of Medical Virology, 64, 569-76. 

Kelkar SD, Bhide VS, Ranshing SS, Bedekar SS. (2004) Rapid ELISA for the 
diagnosis of rotavirus. Indian Journal of Medical Research, 119, 60-5. 

Kelkar SD, Zade Jk. (2004) Group B rotaviruses similar to strain CAL-1 have been 
circulating in Western India since 1993. Epidemiology and Infection, 132, 745-9. 

Keller GH, Huang DP, Shih JWK, Manak MM. (1990) Detection of hepatitis B virus 
DNA in serum by PCR amplification and microtiter sandwich hybridisation. Journal 
of Clinical Microbiology, 28, 1411-1416. 



 254 

Kessler HH, Muhlbauer G, Rinner B, Stelzl E, Berger A, Dorr HW, Santner B, Marth 
E, Rabenau H. (2000). Detection of Herpes simplex virus DNA by real-time PCR. J 
Clin Microbiol. Jul;38(7):2638-42. 

Keswick BH, Blacklow NR, Cukor GC, DuPont HL, Vollet JL. (1982) Norwalk virus 
and rotavirus in travellers diarrhoea in Mexico. Lancet, 1, 109-10. 

Khanna N, Goldenberger D, Graber P, Battegay M, Widmer AF. (2003) 
Gastroenteritis outbreak with norovirus in a Swiss university hospital with a newly 
identified virus strain. J Hosp Infect. Oct,55(2),131-6. 

Kidd AH, Jonsson M, Garwicz D, Kajon AE, Wermenbol AG, Verweij MW, De Jong 
JC. (1996) Rapid subgenus identification of human adenovirus isolates by a general 
PCR. Journal of Clinical Microbiology, 34, 622-27. 

Kilgore PE, Belay ED, Hamlin DM, Noel JS, Humphrey CD, Gary HE Jr, Ando T, 
Monroe SS, Kludt PE, Rosenthal DS, Freeman J, Glass RI. (1996) A university 
outbreak of gastroenteritis due to a small round structured virus. Application of 
molecular diagnostics to identify the etiologic agent and patterns of transmission. 
Journal of Infectious Diseases, 173, 787-93. 

Kin KH, Yang JM, Joo Si, Cho YG, Glass RI, Cho YJ. (1990) Importance of rotavirus 
and adenovirus types 40 and 41 in acute gastroenteritis In Korean children. Journal of 
Clinical Microbiology, 28, 2279-84. 

Kirkwood CD, Bishop RF. (2001) Molecular detection of human calicivirus in young 
children hospitlaied with acute gastroenteritis in Melbourne, Australia, during 1999. 
Journal of Clinical Microbiology, 39, 2722-4. 

Kirkwood CD, Coulson BS, Bishop RF. (1996). G3P2 rotaviruses causing diarrhoeal 
disease in neonates differ in VP4, VP7 and NSP4 sequence from G3P2 strains causing 
asymptomatic neonatal infection. Arch Virol. 141(9):1661-76. 

Kirkwood CD, Gentsch JR, Glass RI.(1999). Sequence analysis of the NSP4 gene 
from human rotavirus strains isolated in the United States. Virus Genes. 19(2):113-22. 

Kjeldsberg E. (1994) Serotyping of human astroviurs strains by immunogold staining 
electron microscopy. Journal of Virological Methods, 50, 137-44. 

Kobayashi N, Naik TN, Kusuhara Y, Krishnan T, Sen A, Bhattacharya SK, Taniguchi 
K, Alam MM, Urasawa T, Urasawa S. (2001) Sequence analysis of genes encoding 
structural and nonstructural proteins of a human group B rotavirus detected in 
Calcutta, India. Journal of Medical Virology, 64, 583-8. 

Kohli E, Maurice L, Vautherot JF, Bourgeois C, Bour JB, Cohen J, Pothier P. (1992). 
Localization of group-specific epitopes on the major capsid protein of group A 
rotavirus. J Gen Virol. Apr;73 ( Pt 4):907-14. 

Kohno H, Akihara S, Nishio O, Ushijima H. (2000) Development of a simple and 
rapid latex test for rotavirus in stool samples. Pediatric Int, 42, 395-400. 

Kohno H, Watababae K, Nomura H, Nomura H, Oseto M, Ushijima H. (2000) 
Development of simple latex agglutination test for detection of astrovirus serotype 1. 
Rinsho Biseibutshu Jinsoku Shindan Kenkyukai Shi, 11, 87-91. 



 255 

Kojima K, Taniguchi K, Kobayashi N. (1996) Species specific and interspecies 
relatedness of NSP1 sequences in human, porcine, feline and equine rotavirus strains. 
Archives Virology, 141, 1-12. 

Kojima S, Kageyama T, Fukushi S, Hoshino FB, Shinohara M, Uchida K, Natori K, 
Takeda N, Katayama K. (2002). Genogroup-specific PCR primers for detection of 
Norwalk-like viruses. J Virol Methods. Feb;100(1-2):107-14. 

Kojima S, Kageyama T, Fukushi S, Hoshino FB, Shinohara M, Uchida K, Natori K, 
Takeda N, Katayama K. (2002) Genogroup specific PCR primers for detecion of 
Norwalk like viruses. Journal of Virological Methods, 100, 107-14. 

Kok T, Wati S, Bayly B, Devonshire-Gill D, Higgins G. (2000) Comparison of six 
nucleic acid extraction methods for detection of viral DNA or RNA sequences in four 
different non-serum specimen types. Journal of Clinical Virology, 16, 59-63. 

Komoriya T, Kohno H, Kimura A, Ushijimi H. (2003) The development of sensitive 
latex agglutination tests for detecting astroviruses (serotypes 1 and 3) from clinical 
stool samples. Rinsho Biseibutshu Jinsoku Shindan Kenkyukai Shi, 13, 103-14. 

Koninou G, Vanatarakis A, Venieri D, Papapetropoulou M. (2004) Evaluation of 
virological quality of sewage from four biological treatment plants by a nested PCR 
technique. Water Science technology, 50, 253-7. 

Konno T, Suzuki H, Kutsuzawa T, Imai A, Katsushima N, Sakamoto M, Kitaoka S, 
Tsuboi R, Adachi M. (1978) Human rotavirus infection in infants and young children 
with intussesception. Journal of Medical Virology, 2, 265-69. 

Koopmans M and Duizer E.  (2004) International Journal of Food Microbiology, 90, 
23-41. 

Koopmans M, Bijen MH, Monroe SS, Vinje J. (1998) Age stratified seroprevalence of 
neutralising antibodies to astrovirus types 1 to 7 in humans in the Netherlands. 
Clinical and Diagnostic Laboratory Immunology, 5, 33-7. 

Koopmans M, von Bonsdorff CH, Vinje J, de Medici D, Monroe S. (2003) Foodborne 
viruses. FEMS Microbiology Reviews, 26, 187-205. 

Koopmans MP, Goosen ES, Lima AA, McAuliffe IT, Nataro JP, Barrett LJ, Glass RI, 
Guerrant RL. (1997) Association of torovirus with acute and persistent diarrhoea in 
children. Pediatr Infect Dis J, 16, 504-07. 

Kosek M, Bern C, Guerrant RL. (2003) The Magnitude of the global burden of 
diarrhoeal disease from published studies published 1992-2000. Bull World Health 
Organ. 

Kurtz J, Lee T, Craig JW, Reed SE. (1979) Astrovirus infection in volunteers. Journal 
of Medical Virology, 3, 221-230. 

Kuttner NS. (1985) Electron Microscopic findings in faeces from children with 
gastroenteritis. New Zealand Medical Journal, 98, 801-804. 



 256 

Kuusi M, Nuorti JP, Maunula L, Minh Tran NN, Ratia M, Karlsson J, von Bonsdorff 
CH.(2002). A prolonged outbreak of Norwalk-like calicivirus (NLV) gastroenteritis in 
a rehabilitation centre due to environmental contamination. Epidemiol Infect. 
Aug;129(1):133-8. 

Kuuzuya M, Fujii R, Hamano M, Ogura H. (2003) Outbreak of acute gastroenteritis 
caused by human group C rotavirus in a youth education center in Okayama 
Prefecture. Kansenshogaku Zasshi, 77, 53-59. 

Lambden PR, Caul EO, Ashley CR, Clarke IN. (1993). Sequence and genome 
organization of a human small round-structured (Norwalk-like) virus. Science.  Jan 
22;259(5094):516-9. 

Lamothe GT, Putallaz T, Joosten H, Marugg JD. (2003) Reverse transcription PCR 
analysis of bottled and natural mineral waters for the presence of noroviruses. Appl 
Environ Microbiol, 69, 6541-9. 

Laverick MA, Wyn-Jones Ap, Carter MJ. (2004) Quantitative RT-PCR for the 
enumeration of norovirus (Norwalk like viruses) in water and sewage.  Lett Appl 
Microbiol, 39, 127-36. 

Lawrence DN. (2004) Outbreaks of gastrointestinal diseases on cruise ships, Lessons 
from three decades of progress. Current Infectious Disease Reports, 6, 115-123. 

Le Cann P, Ranarijaona S, Monpoeho S, Le Guyader F, Ferre V. (2004) 
Quantification of human astroviruses in sewage using real time RT-PCR, Res 
Microbiol,,55(1), 11-5 

Le Guyader F, Estes MK, Hardy ME, Neill FH, Green J, Brown DW, Atmar RL. 
(1996). Evaluation of a degenerate primer for the PCR detection of human 
caliciviruses. Arch Virol. 141(11):2225-35. 

Le Guyader F, Haugarreau L, Miossec L, Dubois E, Pommepuy M. (2000) Three year 
study to assess human enteric viruses in shellfish. Applied Environmental 
Microbiology, 66, 3241-3248. 

LeBaron CW, Furutan NP, Lew JF, Allen JR, Gouvea V, Moe C, Monroe SS. (1990) 
Viral agents of gastroenteritis, Public Health importance and outbreak management. 
MMWR Recomm Rep, 39, 1-24. 

Lee SH, Lee C, Lee KW, Cho HB, Kim SJ. (2005). The simultaneous detection of 
both enteroviruses and adenoviruses in environmental water samples including tap 
water with an integrated cell culture-multiplex-nested PCR procedure. J Appl 
Microbiol.;98(5):1020-9. 

Lee SH, Lee C, Lee KW, Cho HB, Kim SJ. (2005). The simultaneous detection of 
both enteroviruses and adenoviruses in environmental water samples including tap 
water with an integrated cell culture-multiplex-nested PCR procedure. J Appl 
Microbiol.;98(5):1020-9. 

Lee TW, Kurtz JB. (1994) Prevalence of human astrovirus serotypes in the Oxford 
region 1976-92, with evidence for two new serotypes. Epidemiology and Infection, 
112, 187-93. 



 257 

Lees DN, Henshilwood K, Green J, Gallimore CI, Brown DW. (1995). Detection of 
small round structured viruses in shellfish by reverse transcription-PCR. Appl Environ 
Microbiol. Dec;61(12):4418-24. 

Leong JC, Brown D, Dobos P et al (2000). Birnaviridae. In virus taxonomy (eds Van 
Regenmortel MHV et al). Seventh Report of the International Committee on 
Taxonomy of Viruses, pp481-490. Academic Press, San Diego. 

Levett PN, Gu M, Luan B, Fearon M, Stubberfield J, Jamieson F, Petric M. (1996) 
Longitudial study of molecular epidemiology of small round structured viruses in a 
pediatric population. Journal of Clinical Microbiology, 34, 1497-501. 

Lew JF, Glass RI, Petric M, Lebaron CW, Hammond GW, Miller SE, Robinson C, 
Boutilier J, Riepenhoff-Talty M, Payne CM, et al. (1990) Six year retrospective 
surveillance of gastroenteritis viruses identified at ten electron microscopy centers in 
the United States and Canada. Pediatric infectious diseases journal, 10, 709-714. 

Lew JF, Glass RI, Petric M, Lebaron CW, Hammond GW, Miller SE, Robinson C, 
Boutilier J, Riepenhoff-Talty M, Payne CM, et al. (1990) Six year retrospective 
surveillance of gastroenteritis viruses identified at ten electron microscopy centers in 
the United States and Canada. Pediatric Infectious Diseases Journal, 9, 709-14. 

Lewis TL, Greenberg HB, Herrmann JE, Smith LS, Matsui SM. (1994). Analysis of 
astrovirus serotype 1 RNA, identification of the viral RNA-dependent RNA 
polymerase motif, and expression of a viral structural protein. J Virol. Jan;68(1):77-
83. 

Lin SC, Hsu HY, Wang PJ, Lee CN, Chang MH, Shen YZ, Wang SM. (1996) 
Rotavirus gastroenteritis associated with afebrile seizure in childhood. Zhonghua Min 
Guo Xiao Er Ke Yi Xue Hui Za Zhi, 37, 204-7. 

Lindesmith L, Moe C, Marionneau S, Ruvoen N, Jiang X, Lindblad L, Stewart P, 
LePendu J, Baric R. (2003) Human susceptibility and resistance to Norwalk virus 
infection. Nature Medicine, 9, 549-553. 

Linhares AC, Pinheiro FP, Freitas RB, Gabbay YB, Shirley JA, Beards GM. (1981) 
An outbreak of rotavirus diarrhoea among a non immune, isolated south american 
indian community. American Journal of Epidemiology, 11, 703. 

Liste MB, Natera I, Suarez JA, Pujol FH, Liprandi F, Ludert JE (2000). Enteric virus 
infections and diarrheoa in healthy and human immunodeficiency virus infected 
children. Journal of Clinical Microbiology, 38, 2873-7. 

Liu C, Grillner L, Jonsson K, Linde A, Shen K, Lindell AT, Wirgart BZ, Johansen K. 
(2006) Identification of viral agents associated with diarrhea in young children during 
a winter season in Beijing China. Journal of Clinical Virology, 35(1),69-72.  

Liu Cy, Shen KL, Wang SX, Liu YY, Ahzori GT. (2004) Astrovirus infection in 
young children with diarrhoea hospitalised at Beijing Childrens Hospital. Chin Med J, 
117, 353-6. 

Liu M, Mattion NM, Estes MK. (1992). Rotavirus VP3 expressed in insect cells 
possesses guanylyltransferase activity. Virology. May;188(1):77-84. 



 258 

Liu Y, Dai YC, Li JD, Zhan HC, Chen Q, Yu SY, Nie J. (2004). Detection and 
sequence analysis of Sapporo-like virus in Guangzhou. Di Yi Jun Yi Da Xue Xue 
Bao. Oct;24(10):1147-9, 1152. 

Lo SV, Connolly AM, Palmer SR, Wright D, Thomas PD, Joynson D. (1994) The role 
of the pre-symptomatic food handler in a common source outbreak of foodborne 
SRSV gastroenteritis in a group of hospitals. Epidemiology Infection, 113, 513-21. 

Lober WB, Trigg LJ, Karras BT, Bliss D, Ciliberti J, Stewart L, Duchin JS. (2003) 
Syndromic surveillance using automated collection of computerized discharge 
diagnoses. J Urban Health. Jun,80(2 Suppl 1),i97-106. 

Lochridge VP, Hardy ME. (2003) Snow mountain virus genome sequence and virus 
like particle assembly. Virus Genes, 26, 71-82. 

Loens K, Bergs K, Ursi D, Goossens H, Ieven M. (2007). Evaluation of NucliSens 
easyMAG for automated nucleic acid extraction from various clinical specimens. J 
Clin Microbiol. Feb;45(2):421-5. 

Logan C, O'Leary JJ, O'Sullivan N.(2006). Real-time reverse transcription-PCR for 
detection of rotavirus and adenovirus as causative agents of acute viral gastroenteritis 
in children. J Clin Microbiol. Sep;44(9):3189-95. 

Loisy F, Atmar Rl, Guillon P, Le Cann P, Pommepuy M, Le Guyadeer FS. (2005) 
Real time RT-PCR for norovirus screening in shellfish. Journal of Virological 
Methods, 123, 1-7. 

Lomeli H, Tyagi S, Pritchard CG, Lizardi PM, Kramer FR. (1989) Quantitative assays 
based on the use of replicable hybridisation probes. Clinical Chemistry, 35, 1826-
1831. 

Lopez T, Rojas M, Ayala-Breton C, Lopez S, Arias CF. (2005). Reduced expression 
of the rotavirus NSP5 gene has a pleiotropic effect on virus replication. J Gen Virol. 
Jun;86(Pt 6):1609-17. 

Lopman BA, Adak GK, Reacher MH, Brown DWB. (2003) Two epidemiologic 
patterns of norovirus outbreaks, Surveillance in England and Wales, 1992-2000. 
Emerging Infectious Diseases, 9, 71-77. 

Lopman BA, Reacher M, Gallimore C, Adak G, Gray J, Brown D. (2003) A summer 
time peak of “winter vomiting disease”, Surveillance of Norovirus in England and 
Wales, 1995 to 2002. BMC Public Health, 3,  

Lopman BA, Reacher MH, van Duijnhoven Y, Hanon FX, Brown D, Koopmans M. 
(2003) Viral Gastroenteritis Outbreaks in Europe, 1995-2000. Emerging Infectious 
Diseases, 9, 9096. 

Lopman BA, Reacher MH, Vipond IB, Hill D, Perry C, Halladay T, Brown DW, 
Edmunds WJ, Sarangi J. (2004) Epidemiology and cost of nosocomial gastroenteritis, 
Avon, England, 2002-2003. Emerging Infectious Diseases, 10, 1827-1834. 

Lopman BA, Reacher MH, Vipond IB, Sarangi J, Brown DWG. (2004) Clinical 
manifestations of norovirus gastroenteritis in Health care settings. Clinical Infectious 
Diseases, 39, 318-24. 



 259 

Lopman DA, Adak, MH, Reacher MH, Brown DW. (2003) Two epidemiologic 
patterns of norovirus outbreaks, surveillance in England and Wales, 1992-2000. 
Emerging Infectious Diseases, 9, 71-77. 

Lutz P, Rosa-Calatrava M, Kedinger C. (1997). The product of the adenovirus 
intermediate gene IX is a transcriptional activator. J Virol. Jul;71(7):5102-9. 

Lynch M, Lee B, Azimi P, Gentsch J, Glaser C, Gilliam S, Chang HG, Ward R, Glass 
RI. (2001)Rotavirus and central nervous system symptoms, cause or contaminant? 
Case reports and review. Clinical Infectious Diseases, 33, 932-8. 

Lynch M, Shieh WJ, Tatti K, Gentsch JR, Ferebee-Harris T, Jiang B, Guarner J, 
Bresee JS, Greenwald M, Cullen S, Davies HD, Trevenen C, Zaki SR, Glass RI. 
(2003) The pathology of rotavirus associated deaths using new molecular diagnostics. 
Clinical Infectious Diseases, 37, 1327-33. 

Maaroufi Y, de Bruyne JM, Duchateau V, Scheen R, Crokaert F. (2006). 
Development of a multiple internal control for clinical diagnostic real-time 
amplification assays. FEMS Immunol Med Microbiol. 2006 Nov;48(2):183-91. 

Mackay IM, Arden KE, Nitsche A. (2002) Real time PCR in Virology. Nucleic Acids 
Research, 30, 1292-1305.  

Madeley CR, Cosgrove BP. (1975) 28nm particles in faeces in infantile 
gastroenteritis. Lancet, 1, 451-2. 

Madore HP, Treanor JJ, Buja R, Dolin R. (1990) Antigenic relatedness among the 
norwalk like agents by serum antibody rises. Journal of Medical Virology, 32, 96-101 

Mahalanabis D, Faruque AS, Hoque SS, Faruque SM. (1995) Hypotonic oral 
rehydration solution in acute diarrhoea, a controlled clinical trial. Acta Paediatr, 84, 
289-93. 

Malik YS, Goyal SM. (2006) Virucidal efficacy of sodium bicarbonate on a food 
contact surface against feline calicivirus, a norovirus surrogate. Int J Food Microbiol. 
Mar 13; 

Mansell EA, Patton JT. (1990). Rotavirus RNA replication: VP2, but not VP6, is 
necessary for viral replicase activity. J Virol. Oct;64(10):4988-96. 

Marie-Cardine A, Gourlain K, Mouterde O, Castignolles N, Hellot MF, Mallet E, 
Buffet-Janvresse C. (2002) Epidemiology of acute viral gastroenteritis in children 
hospitalised in Rouen, France. Clinical Infectious Diseases, 34, 1170-1178. 

Marionneau S, Ruvoen N, Le Moullac-Vaidye B, Clement M, Cailleau-Thomas A, 
Ruiz-Palacois G, Huang P, Jiang X, Le Pendu J.. (2002) Norwalk virus binds to histo 
blood group antigens present gastroduodenal epithelial cells of secretor individuals. 
Gastroenterology, 122, 1967-1977. 

Marshall JA, Hellard ME, Sinclair MI, Fairley CK, Cox BJ, Catton MG, Kelly H, 
Wright PJ. (2004) Failure to detect norovirus in a large group of asymptomatic 
individuals. Public Health, 118, 230-3. 



 260 

Marshall JA, Salamone S, Yuen L, Catton MG, Wright JP. (2001) High level exretion 
of norwalk like virus following resolution of clinical illness. Pathology, 33, 50-2. 

Masendycz PJ, Palombo EA, Gorrell RJ, Bishop RF. (1997). Comparison of enzyme 
immunoassay, PCR, and type-specific cDNA probe techniques for identification of 
group A rotavirus gene 4 types (P types). J Clin Microbiol. Dec;35(12):3104-8. 

Mathieu M, Petitpas I, Navaza J, Lepault J, Kohli E, Pothier P, Prasad BV, Cohen J, 
Rey FA. (2001). Atomic structure of the major capsid protein of rotavirus: 
implications for the architecture of the virion. EMBO J. Apr 2;20(7):1485-97. 

Matson DO, Estes MK, Glass RI, Bartlett AV, Penaranda M, Calomeni E, Tanaka T, 
Nakata S, Chiba S. (1989) Human calicivirus associated diarrhoea in children 
attending day care centers. Journal of Infectious Diseases, 159, 71-8. 

Matson DO, Szucs G. (2003) Calicivirus infections in children. Current Opinion in 
Infectious Diseases, 16, 241-246. 

Matson DO. (2005) Norovirus gastroenteritis in US marines in Iraq. Clin infect Dis, 
40, 526-7. 

Matsui SM, Greenberg HB. (2000) Immunity to Calicivirus infection. The Journal of 
Infectious Diseases, 181, 331-5. 

Mattila L, Siitonen A, Kyronseppa H, Simula I, Oksanen P, Stenvik M, Salo P, 
Peltola H. (1992) Seasonal variation in etiology of travelers diarrhoea. Finnish 
Moroccan Study Group. Journal Infectious Diseases, 165, 385-8. 

Mattner F, Mattner L, Borck HU, Gastmeier P. (2005) Evaluation of the impact of the 
source (patient vs staff) on nosocomial norovirus outbreak severity. Infect Control 
Hosp Epidemiology, 26, 268-72. 

Mattner F, Sohr D, Heim A, Gastmeier P, Vennema H, Koopmans M. Risk groups for 
clinical complications of norovirus infections: an outbreak investigation. Clin 
Microbiol Infect. 2006 Jan;12(1):69-74. 

Mazick A, Christiansen AH, Samuelsson S, Molbak K. (2006). Using sentinel 
surveillance to monitor effectiveness of influenza vaccine is feasible: a pilot study in 
Denmark. Euro Surveill.;11(10):254-6. 

McCaughey C, O’Neil H, Wyatt D, Coyle P. (2000) Rationalised virologucal electron 
microscope specimen testing policy. Journal of Clinical Pathology, 53, 163-66. 

Mciver CJ, Hansman G, White P, Doultree JC, Catton M, Rawlinson WD. (2001) 
Diagnosis of enteric pathogens in children with gastroenteritis. Pathology, 33, 353-8. 

Mead PS, Slutsker L, Dietz V, McCaig LF, Bresee JS, Shapiro C, Griffin PM, Tauxe 
RV. (1999) Food related illness and death in the United states. Emerging Infectious 
Diseases, 5, 607-25. 

Meakins SM, Adak GK, Lopman BA, O’Brien SJ. (2003) General Outbreaks of 
Infectious Intestinal Disease (IID) in hospitals, England and Wales, 1992-2000. 
Journal of Hospital Infection, 53, 1-5. 



 261 

Medici MC, Martinelli M, Ruggeri FM, Abelli LA, Bosco S, Arcangeletti MC, 
Pinardi F, De Conto F, Calderaro A, Chezzi C, Dettori G. (2005). Broadly reactive 
nested reverse transcription-PCR using an internal RNA standard control for detection 
of noroviruses in stool samples. J Clin Microbiol.  Aug;43(8):3772-8. 

Melnick JL. Enteroviruses, polioviruses, coxsackie viruses, echoviruses and new 
enteroviruses. In Fields Virology (eds Fields BN, Knipe DM, Howley PM et al)., 3rd 
Edition,pp 655-712. Lippincott-Raven, Philedelphia. 

Méndez E, Arias CF, López S. (1996). Interactions between the two surface proteins 
of rotavirus may alter the receptor-binding specificity of the virus. J Virol. 
Feb;70(2):1218-22. 

Méndez E, López S, Cuadras MA, Romero P, Arias CF. (1999). Entry of rotaviruses 
is a multistep process. Virology. Oct 25;263(2):450-9. 

Mesendycz PJ, Palombo EA, Gorrell RJ, Bishop RF. (1997) Comparison of Enyme 
Immunoassay, PCR and type specific cDNA Probe techniques for identification of 
group A rotavirus gene 4 types (p types). Journal of Clinical Microbiology, 35, 3104-
3108. 

Meyer E, Ebner W, Scholz R, Dettenkofer M, Daschner FD. (2004) Nosocomial 
outbreak of norovirus gastroenteritis and investigation of ABO histo-blood group type 
in infected staff and patients. Journal of Hospital Infection, 56, 64-6. 

Miller I, Gunson R, Carman WF. (2002). Norwalk like virus by light cycler PCR. J 
Clin Virol.  Aug;25(2):231-2. 

Mitamura K. (2007). [Antiviral agents for influenza] Nippon Rinsho. Feb 28;65 Suppl 
2 Pt. 1:401-6. 

Mitchell DB, Both GW. (1988). Simian rotavirus SA11 segment 11 contains 
overlapping reading frames. Nucleic Acids Res Jul 11;16(13):6244. 

Mitchell DK, Monroe SS, Jiang X, Matson DO, Glass RI, Pickering LK. (1995) 
Virologic features of an astrovirus diarrhoea outbreak in a day centre revealed by RT-
PCR. Journal of Infectious Diseases, 172, 1437-1444. 

MMWR. (2001) Updated Guidelines for Evaluating Public Health Surveillance 
Systems. Recommendations from the Guidelines Working Group, 50,1-13. 

Moalla H, Fendri C. (1994) Etiology of acute diarrhea in Children. Tunis Med, 72,  
25-8. 

Moe CL et al. Abstract P4-6, International Workshop on Human Caliciviruses. 
Atlanta, Georgia, USA, 1999. 

Moe CL, Allen JR, Monroe SS, Gary HE Jr, Humphrey CD, Herrmann JE, Blacklow 
NR, Carcamo C, Koch M, Kim KH, et al. (1991) Detection of astrovirus in pediatric 
stool samples by immunoassay and RNA probe. Journal of Clincial Microbiology, 29, 
2390-5. 

Monceyron C, Grinde B, Jonassen TO. (1997). Molecular characterisation of the 3'-
end of the astrovirus genome. Arch Virol.;142(4):699-706. 



 262 

Monroe SS, Holmes JL, Belliot GM. (2001) Molecular Epidemiology of Human 
astroviruses. Novartis Found Symp, 238, 237-45. 

Monroe SS, Stine SE, Gorelkin L, Herrmann JE, Blacklow NR, Glass RI. (1991). 
Temporal synthesis of proteins and RNAs during human astrovirus infection of 
cultured cells. J Virol. Feb;65(2):641-8. 

Moore C, Clark EM, Gallimore CI, Corden SA, Gray JJ, Westmoreland D. (2004). 
Evaluation of a broadly reactive nucleic acid sequence based amplification assay for 
the detection of noroviruses in faecal material. J Clin Virol. Apr;29(4):290-6. 

Moore PL, Steele AD, Alexander JJ. (2000) Relevance of commercial diagnostic tests 
to detection of enteric adenovirus infections in South Africa, Journal of Clinical 
Microbiology, 38, 1661-3. 

Mori I, Matsumoto K, Sugimoto K, Kimura M, Daimon N, Yokochi T, Kimura Y. 
Prolonged shedding of rotavirus in a geriatric patient. (2002) Journal of Medical 
Virology, 67, 613-15. 

Morris DJ, Cooper RJ, Barr T, Bailey AS. (1996. Polymerase chain reaction for rapid 
diagnosis of respiratory adenovirus infection. J Infect. Mar;32(2):113-7. 

Mossel EC, Ramig RF. (2002). Rotavirus genome segment 7 (NSP3) is a determinant 
of extraintestinal spread in the neonatal mouse. J Virol. Jul;76(13):6502-9. 

Mounts AW, Ando T, Koopmans M, Bresee JS, Noel J, Glass RI. (2000) Cold 
weather seasonality of gastroenteritis associated with Norwalk like viruses. Journal of 
Infectious Diseases, 181, s284-87. 

Mulcahy DL, Kamath KR, de Silva LM, Hodges S, Carter IW, Cloonan MJ. (1982) A 
two part study of the aetiological role of rotavirus in intussesception. Journal of 
Medical virology, 982, 9, 51-5. 

Muller J, Eis-Hubinger AM, Daumer M, Kaiser R, Rox JM, Gurtler L, Hanfland P, 
Potzsch B. (2007). A novel internally controlled real-time reverse transcription-PCR 
assay for HIV-1 RNA targeting the pol integrase genomic region.J Virol Methods. 
Jun;142(1-2):127-35. Epub 2007 Feb 26. 

Mullis KB, Faloona F. (1987)  Specific synthisis of DNA in vitro via a polymerase 
catalysed chain reaction. Methods Enzymol, 155, 335-350. 

Murphy A. (1981) Aetiology of viral gastroenteritis, a review. Med J Aust, 2, 177-82. 

Murphy TV, Gargiullo PM, Massoudi MS, Nelson DB, Jumaan AO, Okoro CA, 
Zanardi LR, Setia S, Fair E, LeBaron CW, Wharton M, Livengood JR. (2001) 
Rotavirus Intussusception Investigation Team. Intusussception among infants given 
an oral rotavirus vaccine. New England Journal Mediciene, 344, 564-72. 

Muscatello DJ, Churches T, Kaldor J, Zheng W, Chiu C, Correll P, Jorm L. (2005) An 
automated, broad-based, near real-time public health surveillance system using 
presentations to hospital Emergency Departments in New South Wales, Australia. 
BMC Public Health. Dec 22,5,141. 



 263 

Mustafa H, Palombo EA, Bishop RF. (2000) Epidemiology of astrovirus infection n 
young children hospitalised with acute gastroenteritis in Melbourne, Australia, over a 
period of four consecutive years, 1995-98. Journal of Clinical Microbiology, 38, 
1058-62. 

Myrmel M, Rimstad E, Wasteson Y, Skjerve E. (1999). Detection of small round 
structured viruses in artificially contaminated water using filter adsorption and reverse 
transcription polymerase chain reaction. Int J Food Microbiol. Aug 1;49(1-2):85-94. 

Na BK, Kim JH, Shin GC, Lee JY, Lee JS, Kang C, Kim WJ. (2002). Detection and 
typing of respiratory adenoviruses in a single-tube multiplex polymerase chain 
reaction. J Med Virol Apr;66(4):512-7. 

Nakagomi O, Isegawa Y, Ward RL, Knowlton DR, Kaga E, Nakagomi T, Ueda S. 
(1994) Naturally occurring dual infection with human and bovine rotaviruses as 
suggested by the recovery of G1P(8) and G1P(5) rotaviruses from a single patient. 
Arch Virol, 137, 381-388. 

Nakagomi T, Nakagomi O. (1993) Interspecies transmission of rotavirus studies from 
the perspective of genogroup. Microbiology and Immunology, 37, 337-348. 

Nakajima H, Nakagomi T, Kamisawa T, Sakaki N, Muramoto K, Mikami T, Nara H, 
Nakagomi O. (2001) Winter seasonality and rotavirus diarrhoea in adults. Lancet, 
357, 1950. 

Nakata S, Estes MK, Chiba S. (1988) Detection of human calicivirus antigen and 
antibody by enzyme linked immunosorbent assays. Journal of Clinical Microbiology, 
26, 2001-5. 

Nelson EA, Tam JS, Glass RI, Parashar UD, Fok TF. (2002) Incidence of rotavirus 
diarrhoea and intussesception in Hong Kong using standardized hospital discharge 
data. Pediatr Infect Dis J, 21, 701-3. 

Neofytos D, Ojha A, Mookerjee B, Wagner J, Filicko J, Ferber A, Dessain S, Grosso 
D, Brunner J, Flomenberg N, Flomenberg P. (2007) Treatment of adenovirus disease 
in stem cell transplant recipients with cidofovir. Biol Blood Marrow Transplant. 2007 
Jan;13(1):74-81. 

Ng KK, Pendas-Franco N, Rojo J, Boga JA, Machin A, Alonso JM, Parra F. (2004). 
Crystal structure of norwalk virus polymerase reveals the carboxyl terminus in the 
active site cleft. J Biol Chem. Apr 16;279(16):16638-45. Epub 2004 Feb 5. 

Niesters HG.(2002). Clinical virology in real time. J Clin Virol. Dec;25 Suppl 3:S3-
12. 

Nilsson M, Hedlund KO, Thorhagen M, Larson G, Johansen K, Ekspong A, Svensson 
L. (2003) Evolution of human calicivirus RNA in vivo, accumulation of mutations in 
the protruding P2 domain of the capsid leads to structural changes and possibly a new 
phenotype. Journal of Virology, 77, 13117-24. 

Nilsson M, Svenungsson B, Hedlund KO, Uhnoo I, Lagergren A, Akre T, Svensson 
L. (2000) Incidence and genetic diversity of group C rotavirus among adults. The 
Journal of Infectious Diseases, 182, 678-84. 



 264 

Nilsson M, Svenungsson B, Hedlund KO, Uhnoo I, Lagergren A, Akre T, Svensson 
L. (2000) Incidence and diveristy of group C rotavirus among adults. Journal of 
Infectious Diseases, 182, 678-84. 

Nishio O, Ooseto M, Takagi K, Yamasita Y, Ishihara Y, Isomura S. (1990) Enzyme 
linked immunosorbant assay employing monoclonal anitbodies for direct 
identification of enteric adenoviruses (Ad40-41) in feces. Microbiol immunol, 34, 
871-7. 

Noel JS, Ando T, Leite JP, Green KY, Dingle KE, Estes MK, Seto Y, Monroe SS, 
Glass RI. (1997) Correlation of patient immune responses with genetically 
characterised small round structured viruses involved in outbreaks of nonbacterial 
acute gastroenteritis in the United States, 1990-95. Journal of Medical Virology, 53, 
372-83. 

Noel JS, Fankhauser R, Ando T, Monroe SS, Glass RI. (1999) Identification of a 
Distinct common strain of “Norwalk like virus” having a global distribution. The 
Journal of Infectious Diseases, 179, 1334-44. 

Noel JS, Lee TW, Kurtz JB, Glass RI, Monroe SS. (1995) Typing of human 
astroviruses from clinical isolates by enzyme immunoassay and nucleotide 
sequencing. Journal of Clinical Microbiology, 33, 797-801. 

Nuovo GJ, Owor G, Andrew T, Magro C. (2002) Histologic distribution of fatal 
rotavirus pneumonitis, an immunohistological and RT in situ PCR analysis. Diag Mol 
Pathol, 11, 140-5. 

O’Neil HJ, McCaughey C, Coyle PV, Wyatt DE, Mitchell F. (2002) Clinical utility of 
nested multiplex RT-PCR for group F adenovirus, rotavirus and norwalk like viruses 
in acute viral gastroenteritis in children and adults. Journal of Clinical Virology, 25, 
335-43. 

O’Ryan Ml, Matson DO, Estes MK, Pickering LK. (1994) Anti-rotavirus G type 
specific antibodies in children with natural rotavirus infections. Journal of Infectious 
Diseases, 169, 504-11. 

Oh DY, Gaedicke G, Schreier E. (2003) Viral agents of acute gastroenteritis in 
German children, prevalence and molecular diversity. Journal of Medical Virology, 
71, 82-93. 

Ohyashiki JH, Suzuki A, Aritaki K, Nagate A, Shoji N, Ohyashiki K, Ojima T, Abe 
K, Yamamoto K. (2000). Use of real-time PCR to monitor human herpesvirus 6 
reactivation after allogeneic bone marrow transplantation. Int J Mol Med. 
Oct;6(4):427-32. 

Oishi I, Yamazaki K, Kimoto T, Minekawa Y, Utagawa E, Yamazaki S, Inouye S, 
Grohmann GS, Monroe SS, Stine SE, et al. (1994) A large outbreak of acute 
gastroenteritis associated with astrovirus among students and teachers in Osaka, 
Japan. Journal of Infectious Diseases, 170, 439-43. 

Oka T, Katayama K, Ogawa S, Hansman GS, Kageyama T, Ushijima H, Miyamura T, 
Takeda N. (2005). Proteolytic processing of sapovirus ORF1 polyprotein. J Virol. 
Jun;79(12):7283-90. 



 265 

Okada M, Shinozaki K, Ogawa T, Kaiho I. (2002). Molecular epidemiology and 
phylogenetic analysis of Sapporo-like viruses. Arch Virol. Jul;147(7):1445-51. 

Okada M, Yamashita Y, Oseto M, Ogawa T, Kaiho I, Shinozaki K.(2006). Genetic 
variability in the sapovirus capsid protein. Virus Genes. Oct;33(2):157-61. 

Okano M, Gross TG. (2007). Advanced therapeutic and prophylactic strategies for 
Epstein-Barr virus infection in immunocompromised patients. Expert Rev Anti Infect 
Ther. Jun;5(3):403-13. 

Oliver B, Ng S, Marshall J, Greenberg H, Gust ID, Cresswell V, Ward B, Kennett M, 
Birch C. (1985) Prolonged outbreak of Norwalk gastroenteritis in an isolated guest 
house.  Medical Journal of Australia, 142, 391-395. 

O'Shea R. (2007). Chronic hepatitis B virus infection: issues in treatment. Cleve Clin 
J Med. Aug;74(8):557-60. 

Otsu R. (1998) A mass outbreak of gastroenteritis associated with group C rotaviral 
infection in school children. Comp Immunol Microbiol Infect Dis, 21, 75-80. 

Paez Jimenez A, Pimentel R, Martinez de Aragon MV, Hernandez Pezzi G, Mateo 
Ontanon S, Martinez Navarro JF. (2004) Waterborne outbreak among Spanish tourists 
in a holiday resort in the domincan republic, August 2002. European Surveillance, 9, 
21-3. 

Pager C, Steele D, Gwamanda P, Driessen M. (2000) A neonatal death associated 
with rotavirus infection-detection of rotavirus dsRNA in the cerebrospinal fluid. South 
African Medical Journal, 90, 364-5. 

Palombo EA, Bishop Rf. (1996) Annual incidence, serotype distribution and genetic 
diversity of human astrovirus isolates from hospitalised children in melbourne, 
Australia. Journal of Clinical Microbiology, 34, 1750-3. 

Palombo EA. (2002) Genetic analysis of group A rotaviruses, evidence for 
interspecies transmission of rotavirus genes. Virus Genes, 24, 11-20. 

Pang X, Honma S, Nakata S, Vesikari  T. (2000) Human caliciviruses in acute 
gastroenteritis of young children in the community. The Journal of Infectious 
Diseases, 181, 288-94. 

Pang X, Lee B, Boroumand N, Leblanc B, Preiksaitis JK, Ip CCY. (2004) Increased 
detection of rotavirus using a real time reverse transcription polymerase chain reaction 
(RT-PCR) assay in stool specimens from children with diarrhea. Journal of Medical 
Virology, 72, 496-501. 

Pang X, Lee B, Chui I, Preiksaitis JK, Monroe SS. (2004) Evaluation and validation 
of real time reverse transcription pcr assay using the LightCycler™  system for 
detection and quantitation of norovirus.  Journal of Clinical Microbiology, 42, 4679-
85. 

Pang X, Lee B, Chui L, Preiksaitis JK, Monroe SS. (2004) Evaluation and validation 
of real time reverse transcription PCR assay using the LightCycler™  system for the 
detection and quantification of norovirus. Journal of Clinical Microbiology, 42, 4679-
85. 



 266 

Pang X, Lee B, Chui L, Preiksaitis JK, Monroe SS. (2004). Evaluation and validation 
of real-time reverse transcription-pcr assay using the LightCycler system for detection 
and quantitation of norovirus. J Clin Microbiol. Oct;42(10):4679-85. 

Pang XL, Vesikari T. (1999) Human astrovirus associated gastroenteritis in children 
under 2 years of age followed prospectively during a rotavirus vaccine trial. Acta 
Paediatr, 88, 532-536. 

Pang XL, Zeng SQ, Honma S, Nakata S, Vesikari T. (2001) Effect of rotavirus 
vaccine on Sapporo virus gastroenteritis in Finnish infants. Pediatric Infectious 
Disease Journal, 20, 295-300. 

Pang XL,, Joensuu J, Hoshino Y, Kapikian AZ, Vesikari T. (1999) Rotaviruses 
detected by reverse transcription polymerase chain reaction in acute gastroenteritis 
during a trial of rhesus human assortment rotavirus tetravalent vaccine, implications 
for vaccine efficacy analysis. Journal of Clinical Virology, 13, 9-16. 

Parashar UD, Hummelman EG, Bresee JS, Miller MA, Glass RI. (2003) Global 
illness and deaths caused by rotavirus disease in children. Emerging Infectious 
Diseases, 9, 565-572. 

Parr RD, Storey SM, Mitchell DM, McIntosh AL, Zhou M, Mir KD, Ball JM. (2006). 
The rotavirus enterotoxin NSP4 directly interacts with the caveolar structural protein 
caveolin-1. J Virol. Mar;80(6):2842-54. 

Parrino TA, Schreiber DS, Trier JS, Kapikian AZ, Blacklow NR. (1997) Clinical 
immunity in acute gastroenteritis caused by Norwalk agent. New England Journal of 
Infection, 297, 86-89. 

Parry SD, Stansfield R, Jelley D, Gregory W, Phillips E, Barton JR, Welfare MR. 
(2003) Does bacterial gastroenteritis predispose people to functional gastrointestinal 
disorders? A prospective, community based study. American Journal of 
Gastroenterology, 98, 1970-5. 

Parshionikar SU, Willian-True S, Fout GS, Robbins DE, Seys SA, Cassady JD, Harris 
R. (2003) Waterborne outbreak of gastroenteritis associated with norovirus. Applied 
Environmental Microbiology, 69, 5263-8. 

Patel JR, Daniel J and Mathan VI. (1985) An epidemic of acute diarrhoea in rural 
southern india associated with echovirus type 11 infection. Journal of Hygiene, 95, 
482-92. 

Patterson SS, Smith MW, Casper ET, Huffman D, Stark L, Fries D, Paul JH. (2006). 
A nucleic acid sequence-based amplification assay for real-time detection of 
norovirus genogroup II. J Appl Microbiol. Oct;101(4):956-63. 

Patterson W, Haswell P, Fryers PT, Green J. (1997). Outbreak of small round 
structured virus gastroenteritis arose after kitchen assistant vomited. Commun Dis 
Rep CDR Rev. Jun 27;7(7):R101-3. 

Patton JT, Salter-Cid L, Kalbach A, Mansell EA, Kattoura M. (1993). Nucleotide and 
amino acid sequence analysis of the rotavirus nonstructural RNA-binding protein 
NS35. Virology Feb;192(2):438-46.# 



 267 

Payne Cm, ray CG, Borduin V, Minnich LL, Leboqitz MD. (1987) An eight year 
study of the viral agents of acute gastroenteritis in humans, ultrastructural 
observations and seasonal distribution with a major emphasis on coronavirus like 
particles. Adv Exp Med Biol, 218, 579-80. 

Payne CM, Ray CG, Borduin V, Minnich LL, Lebowitz MD. (1986) An eight year 
study of the viral agents of acute gastroenteritis in humans, ultrastructural 
observations and seasonal distribution with a major emphasis on coronavirus like 
particles. Diagn Microbiol Infect Dis, 5, 39-54. 

Perez-Shael I, Linhares A, Guerro M et al. Protective efficacy of an oral human 
rotavirus (HRV) vaccine in latin american infants (abstract) 41st Interscience 
Conference on Antimicrobial Agents and Chemotherapy 2002. 

Pfaffl M. In Meuer S, Wittwer C and Nakagawara K (eds). Rapid Cycle Real time 
PCR, Methods and Applications. Springer, Berlinn, pp281-291. 

Pfister T, Wimmer E. (2001). Polypeptide p41 of a Norwalk-like virus is a nucleic 
acid-independent nucleoside triphosphatase. J Virol.  Feb;75(4):1611-9. 

Phan TG, Nguyen TA, Kuroiwa T, Kaneshi K, Ueda Y, Nakaya S, Nishimura S, 
Nishimura T, Yamamoto A, Okitsu S, Ushijima H. (2005) Viral Diarrhoea in 
Japanease children. Results from a one year epidemiologic study. Clin Lab, 51, 183-
91. 

Phan TG, Nguyen TA, Nishimura S, Nishimura T, Yamamoto A, Okitsu S, Ushijima 
H. (2005) Etiologic agents of acute gastroenteritis among Japanese infants and 
children, Virus diversity and genetic analysis of sapovirus. Archives of Virology, 
Jul,150(7),1415-24. 

Phan TG, Nishimura S, Okame M, Nguyen TA, Khamrin P, Okitsu S, Manekkarn N, 
Ushijima H. (2004) Virus diversity and an outbreak of group C rotavirus among 
infants and children with diarrhoea in Maizuru city, Japan during 2002-2003. Journal 
of Medical Virology, 74, 173-9. 

Phan TG, Okame M, Nguyen TA, Maneekarn N, Nishio O, Okitsu S, Ushijima H. 
(2004) Human astrovirus, norovirus (G1, G2) and sapovirus infections in Pakistani 
children with diarrhea. Journal of Medical Virology, 73, 256-261. 

Pinot Rm, Diez JM, Bosch A. (1994) Use of the colonic carcinoma cell line CaCO-2 
for in vivo amplification and detection of enteric viruses. Journal of Medical 
Virology, 44, 310-5. 

Pinto RM, Villena C, Le Guyader F, Guix S, Caballero S, Pommepuy M, Bosch A.. 
(2001) Astrovirus detection in wastewater samples. Water Science Technology, 43, 
73-76. 

Prasad BV, Hardy ME, Dokland T, Bella J, Rossmann MG, Estes MK. (1999). X-ray 
crystallographic structure of the Norwalk virus capsid. Science. Oct 8;286(5438):287-
90. 

Prasad BV, Hardy ME, Jiang X, Estes MK. (1996). Structure of Norwalk virus. Arch 
Virol Suppl.;12:237-42. 



 268 

Prasad BV, Rothnagel R, Jiang X, Estes MK. (1994). Three-dimensional structure of 
baculovirus-expressed Norwalk virus capsids. J Virol. Aug;68(8):5117-25. 

Prasad BV, Wang GJ, Clerx JP, Chiu W.(1988). Three-dimensional structure of 
rotavirus. Mol Biol. Jan 20;199(2):269-75. 

Prince DS, Astry C, Vonderfecht S, Jakab G, Shen FM, Yolken RH. (1986) Aerosol 
transmission of experimental rotaviurs infection. Pediatric Infectious Diseases, 5, 218-
22. 

Pring-Akerblom P, Trijssenaar FE, Adrian T, Hoyer H. (1999). Multiplex polymerase 
chain reaction for subgenus-specific detection of human adenoviruses in clinical 
samples. J Med Virol. May;58(1):87-92. 

Purdham Dr, Purdham PA, Evans N, McNeish AS. (1975) Letter, Isolation of human 
rotavirus using human embryonic gut monolayers. Lancet, 15, 977. 

Putzker M, Sauer H, Kirchner G, Keksel O, Malic A. (2000) Community acquired 
diarrhoea-the incidence of astrovirus infections in Germany. Clin Lab, 46, 269-73. 

Qiao H, Nilsson M, Abreu ER, Hedlund KO, Johansen K, Zaori G, Svensson L. 
(1999) Viral diarrhea in children in Beijing, China. Journal of Medical Virology, 57, 
390-6. 

Rabenau H, Knoll B, Allwinn R, Doerr HW, Weber B. (1998) Improvement of the 
specificity of enzyme immunoassays for the detection of rotavirus and adenovirus in 
fecal specimens. Intervirology, 41, 55-62. 

Rabenau HF, Sturmer M, Buxbaum S, Walczok A, Preiser W, Doerr HW. (2003) 
Laboratory diagnosis of norovirus, which method is best? Intervirology, 46, 232-8. 

Ramig RF. (1997) Genetics of the rotaviruses. Annual Reviews Microbiology, 51, 
225-255. 

Rao CD, Das M, Ilango P, Lalwani R, Rao BS, Gowda K. (1995). Comparative 
nucleotide and amino acid sequence analysis of the sequence-specific RNA-binding 
rotavirus nonstructural protein NSP3. Virology. Feb 20;207(1):327-33. 

Rao CD, Gowda K, Reddy BSY. (2000) Sequence analysis of VP4 and VP7 genes of 
nontypeable strains identifies a new pair of outer capsid proteins representing novel P 
and G genotypess in bovine rotavirueses. Virology, 276, 104-113. 

Rao GG. (1995) Control of outbreaks of viral diarrhoea in hospitals-a practical 
approach. Journal of Hospital Infection, 30, 1-6. 

Rasool NBG, Monroe SS, Glass RI. (2002) Determination of a universal nucleic acid 
extraction procedure for PCR detection of gastroenteritis viruses in faecal specimens. 
Journal of Virological Methods, 100, 1-16. 

Rennels MB, Glass RI, Dennehy PH, Bernstein DI, Pichichero ME, Zito ET, Mack 
ME, Davidson BL, Kapikian AZ. (1996) Safety and efficacy of high dose rhesus 
human reassortment rotavirus vaccines-report of the national multicentre trial united 
states rotavirus vaccine efficacy group. Pediatrics, 97, 7-13. 



 269 

Rennels MB, Parashar UD, Holman RC, Le CT, Chang HG, Glass RI. (1998) Lack of 
an apparent associatiojn between intussesception and wild or vaccine rotavirus 
infection. Pediatr Infect Dis J, 17, 924-5. 

Retter M, Middleton PJ, Tam JS, Petric M. (1979) Enteric adenoviruses, detection, 
replication and significance. Journal of Clincal Microbiology, 10, 574-8. 

Richards AF, Lopman B, Gunn A, Curry A, Ellis D, Cotterill H, Ratcliffe S, Jenkins 
M, Appleton H, Gallimore CI, Gray JJ, Brown DW.  (2003) Evaluation of a 
commercial ELISA for detecting Norwalk like virus antigen in faeces. Journal of 
Clinical Virology, 26, 109-15. 

Richards Gp, Watson MA, Fankhauser RL, Monroe SS. (2004) Genogroup I and II 
norovirus detected in stool samples by real time reverse transcription PCR using 
highly degenerate universal primers. Appl Environ Microbiol, 70, 7179-84. 

Richards GP, Watson MA, Fankhauser RL, Monroe SS. (2004). Genogroup I and II 
noroviruses detected in stool samples by real-time reverse transcription-PCR using 
highly degenerate universal primers. Appl Environ Microbiol. Dec;70(12):7179-84. 

Richardson S, Grimwood K, Gorrell R, Palombo E, Barnes G, Bishop R. (1998) 
Extended excretion of rotavirus after severe diarrhoea in young children. The Lancet, 
351, 1844-1848. 

Richmond SJ, Caul Eo, Dunn SM, Ashley CR, Clarke SK, Seymour NR. (1979) An 
outbreak of gastroenteritis in young children caused by adenovirus. Lancet, 1, 1178-
81. 

Richmond SJ, Caul EO, Dunn SM, Ashley CR, Clarke SK, Syemour NR. (1979) An 
outbreak of gastroenteritis in young children caused by adenoviruses. Lancet, 1, 1178-
81. 

Roberts JA, Cumberland P, Sockett PN, Wheeler J, Rodrigues LC, Sethi D, Roderick 
PJ, Infectious Intestinal Disease Study Executive. (2003) The Study of Infectious 
Intestinal Disease in England, Socio-economic impact. Epidemiology and Infection, 
130, 1-11. 

Roberts L. (2004) Rotavirus Vaccines Second Chance. Science, 305, 1890-93. 

Robinson CG, Hernanz-Schulman M, Zhu Y, Griffin MR, Gruber W, Edwards KM. 
(2004) Evaluation of anatomic changes in young childfren with natural rotavirus 
infection, is intussesception biologically plausable? Journal of Infectious Diseases, 
189, 1382-7. 

Rockx B, De Wit M, Vennema H, Vinje J, De Bruin E, Van Duynhoven Y, 
Koopmans M. (2002) Natural History of Human calicivirus infection. A prospective 
cohort study. Clinical Infectious Diseases, 35, 246-53. 

Rockx BH, Vennema H, Hoebe CJ, Duizer E, Koopmans MP. (2005) Association of 
Histo-Blood Group Antigens and Susceptibility to Norovirus Infections. The Journal 
Of Infectious Diseases, 191, 749-54. 



 270 

Rodriguez-Baez N, O’Brien R, Qiu SQ, Bass DM. (2002) Astrovirus, adenovirus and 
rotavirus in hospitalised children, prevalence and association with gastroenteritis. 
Journal of Pediatric Gastroenterology and Nutrition, 35, 64-68. 

Rodriguez-Guillen L, Vizzii E, Alcala AC, Pujol FH, Liprandi F, Ludert JE. (2005) 
Calicivirus infection in human immunodeficiency virus seropositive children and 
adults. Journal of Clinical Virology, Jun,33 (2),104-9. 

Rohayem J, Berger S, Juretzek T, Herchenroder O, Mogel M, Poppe M, Henker J, 
Rethwilm A. (2004) A simple and rapid single step multiplex RT-PCR to detect 
norovirus, astrovirus, and adenvirus in clinical stool samples. Journal of Virological 
Methods, 118, 49-59. 

Rohayem J, Munch J, Rethwilm A. (2005) Evidence of recombination in the 
norovirus capsid gene. Journal of Virology, 79, 4977-90. 

Roman E, Wilhelmi I, Colomina J, Villar J, Cilleruelo ML, Nebreda V, Del Alamo M, 
Sanchez-Fauquier A. (2003) Acute viral gastroenteritis, proportion and clinical 
relevance of multiple infections in Spanish children. Journal Of Medical 
Microbiology, 52, 435-40. 

Rossignol JF, Abu-Zekry M, Hussein A, Santoro MG. (2005). Effect of nitazoxanide 
for treatment of severe rotavirus diarrhoea: randomised double-blind placebo-
controlled trial. Lancet. Jul 8;368(9530):124-9. 

Rossignol JF, El-Gohary YM. (2006). Nitazoxanide in the treatment of viral 
gastroenteritis: a randomized double-blind placebo-controlled clinical trial. Aliment 
Pharmacol Ther. Nov 15;24(10):1423-30. 

Rotbart HA, Levin MJ. (1983) How contagious is necrotising enterocolitis? Pediatric 
Infectious Diseases, 2, 406-13. 

Rousell J, Zajdel ME, Howdle PD, Blair GE. (1993). Rapid detection of enteric 
adenoviruses by means of the polymerase chain reaction. J Infect. Nov;27(3):271-5. 

Rutjes SA, van den Berg HH, Lodder WJ, de Roda Husman AM. (2006). Real-time 
detection of noroviruses in surface water by use of a broadly reactive nucleic acid 
sequence-based amplification assay. Appl Environ Microbiol. Aug;72(8):5349-58. 

Ruuska T, Vesikari T. (1990) Rotavirus disease in Finnish children, use of numerical 
scores for clinical severity of diarrhoeal episodes. Scand J Infect Dis, 22, 259-67. 

Ruuska T, Vesikari T. (1991) A prospective study of acute diarrhoea in Finnish 
children from birth to 2 ½ years of age. Acta Paediatr Scand, 80, 500-7. 

Ryder RW, Singh N, Reeves WC, Kapikian AZ, Greenberg HB, Sack RB. (1985) 
Evidence of immunity induced by naturally acquired rotavirus and norwalk virus 
infection on two remote panamanian isalnds. Journal of infectious Diseases, 151, 99-
105. 

Sachdev HP. (1996)  Oral Hydration Therapy. J Indian Med Assoc, 94, 298-305. 



 271 

Sakai Y, Nakata S, Honma S, Tatsumi M, Numata-kinoshita K, Chiba S. (2001) 
Clinical severity of Norwalk virus and Sapporo virus gastroenteritis in childre in 
Hokkaido, Japan. Pediatric Infectious Disease Journal, 20, 849-53. 

Samadi AR, Huq MI, Ahmed QS. (1983) Detection of rotavirus in handwashings of 
attendents of children with diarrhoea. BMJ, 286, 188. 

Sanchez G, Joosten H, Meyer R. (2005) Presence of norovirus sequences in bottled 
waters is questionable. Appl Environ Microbiol, 71, 2203. 

Sanchez-Fauquier A, Roman E, Colomina J, Wilhelmi I, Glass Ri, Jiang B. (2003) 
First detection of group C rotavirus in children with acute diarrhoea in Spain. Arch 
Virol, 148, 399-404. 

Sandrock C, Kelly T. (2007). Clinical review: Update of avian influenza A infections 
in humans. Crit Care.  Mar 22;11(2):209 

Sanekata T, Ahmed MU, Kader A, Taniguchi K, Kobayashi N. (2003) Human group 
B rotavirus infections cause severe diarrhoea in children and adults in Bangladesh. 
Journal of Clinical Microbiology, 41, 2187-90. 

Sanekata T, Taniguchi K, Demura M, Fujinaga K. (1990) Detection of adenovirus 
type 41 in stool samples by a latex agglutination method. Journal of Immunological 
Methods, 127, 235-9. 

Santos N, Gouvea V. (1994) Improved method for purification of viral RNA from 
fecal specimens for rotavirus detection. Journal of Virological Methods, 46, 11-21. 

Santos N, Hoshino Y. (2005) Global Distribution of rotavirus serotypes and 
genotypes and its implication for the development and implementation of an effective 
rotavirus vaccine. Reviews in Medical Virology, 15, 29-56. 

Santosham M, Moulton LH, Reid R, Croll J, Weatherholt R, Ward R, Forro J, Zito E, 
Mack M, Brenneman G, Davidson BL. (1997) Efficacy and safety of high dose rhesus 
human re-assortment rotavirus vaccine in native american populations. J Pediatr, 131, 
632-8. 

Sattaer SA, Lloyd-Evans N, Springthorpe VS, Nair RC. (1986) Institutional outbreaks 
of rotavirus diarrhoea, potential role of fomites and environmental surfaces as 
vehicles for virus transmission. Journal of Hygiene, 96, 277-89. 

Sattar SA, jacobsen H, Rahman H, Cusack TM, Rubino JR. (1994) Interruption of 
rotavirus spread through chemical disinfection. Infection Control Hospital 
Epidemiology, 15, 751-6. 

Sattar SA. (2004) Microbicides and the environmental control of nosocomial viral 
infections. Journal of Hospital Infection, 56, s64-69. 

Saulsbury Ft, Winkelstein JA, Yolken RH. (1980) Chronic rotavirus infection in 
immunodeficiency. Journal of Pediatrics , 97, 61-65. 

Schaffer FL, Soergel ME, Black JW, Skilling DE, Smith AW, Cubitt WD. (1985). 
Characterization of a new calicivirus isolated from feces of a dog. Arch Virol.;84(3-
4):181-95. 



 272 

Schalasta G, Eggers M, Schmid M, Enders G. (2000). Analysis of human 
cytomegalovirus DNA in urines of newborns and infants by means of a new ultrarapid 
real-time PCR-system. J Clin Virol. Dec;19(3):175-85. 

Schmid M, Oehme R, Schalasta G, Brockmann S, Kimmig P, Enders G. (2004). Fast 
detection of Noroviruses using a real-time PCR assay and automated sample 
preparation. BMC Infect Dis. Jun 9;4:15. 

Schnagl RD, Boniface K, Cardwell P, McCarthy D, Ondracek C, Coulson B, Erlich J, 
Morey F. (2004) Incidence of group C rotavirus in central Australia and sequence 
variation of the VP7 and VP4 genes. Journal of Clincial Microbiology, 42, 2127-33. 

Schoub BD, Prozeskky OW, Lecatsas G, Oosthuizen R. (1978) The role of breast 
feeding in the prevention of rotavirus infection. Journal of Medical Microbiology, 11, 
25-31. 

Schuffenecker I, Ando T, Thouvenot D, Lina B, Aymard M. (2001). Genetic 
classification of "Sapporo-like viruses". Arch Virol.; 146(11):2115-32. 

Seah EL, Gunesekere IC, Marshall JA, Wright PJ. (1999). Variation in ORF3 of 
genogroup 2 Norwalk-like viruses. Arch Virol. 144(5):1007-14. 

Sen A, Kobayashi N, Das  S, krishnan T, Bhattacharya SK, Nail TN. (2001) The 
evolution of human group B rotavirues. The Lancet, 357, 198-99. 

Sethi SK, Khuffash FA, al-Nakib W. (1989) Microbial etiology of acute 
gastroenteritis in hospitalised children in Kuwait. Pediatric Infection Disease Journal, 
8, 593-7. 

Shannon KE, Lee DY, Trevors JT, Beaudette LA. (2007). Application of real-time 
quantitative PCR for the detection of selected bacterial pathogens during municipal 
wastewater treatment. Sci Total Environ. Aug 15;382(1):121-9. Epub 2007 Apr 25. 

Sharma R, Garrison RD, Tepas JJ 3rd, Mollitt DL, Pieper P, Hudak ML, Bradshaw 
JA, Stevens G, Premachandra BR. (2004) Rotavirus associated necrotising 
enterocolitis, an insight into a potentially preventable disease. Journal of Pediatric 
Surgery, 39, 453-7. 

Sharma R, Hudak ML, Premachandra BR, Stevens G, Monteiro CB, Bradshaw JA, 
Kaunitz AM, Hollister RA. (2002) Clinical manifestations of rotavirus infection in the 
neonatal intensive care unit. Pediatr Infect Dis J, 21, 1099-105. 

Sharma R, Hudak ML, Premachandra BR, Stevens G, Monteiro CB, Bradshaw JA, 
Kaunitz AM, Hollister RA. (2002) Clinical manifestations of rotavirus infeciton in the 
neonatal intensive care unit. Pediatric Infectious Disease Journal, 21, 1099-105. 

Shenk T, Flint J. (1991). Transcriptional and transforming activities of the adenovirus 
E1A proteins. Adv Cancer Res;57:47-85. 

Shenk T. Adenoviridae, the viruses and their replication. In, Fields BN, Knipe DM, 
Howley PM, eds. Virology, 3rd edn. Philadelphia, Lippincott-Raven 1996, 2111-48. 



 273 

Shenk, T. (2001). Adenoviridae: the viruses and their replication. In Fields Virology, 
4th edn, vol. 2, pp. 2265–2300. Edited by D. M. Knipe & P. M. Howley. Philadelphia: 
Lippincott Williams & Wilkins.  

Simpson R, Aliyu S, Iturriza-Gomara M, Desselberger U, Gray J. (2003) Infantile 
viral gastroenteritis, On the way to closing the diagnostic gap. Journal Of Medical 
Virology, 70, 258-262. 

Slatter MA, Read S, Taylor CE, Crooks BN, Abinun M, Flood TJ, Cant AJ, Wright C, 
Gennery AR. (2005) Adenovirus type F subtype 41 causing disseminated disease 
following bone marrow transplantation for immunodeficiency. Journal of Clincial 
Microbiology, 43, 1462-4. 

Slutsker L, Ries AA, Greene KD, Wells JG, Hutwagner L, Griffin PM. (1997) E coli 
1057, H7 diarrhoea in the United States, clinical and epidemiological features. Ann 
Intern Med, 126, 505-13. 

Snodgrass DR, Ojeh CK, Campbell I, Herring AJ. (1984) Bovine rotavirus serotypes 
and their significance for immunization. Journal of Clinical Microbiology, 20,   342-6. 

Stafford R, Strain D, Heymer M, Smith C, Trent M, Beard J. (1997)  An outbreak of 
Norwalk virus gastroenteritis following consumption of oysters. Communicable 
Disease Intelligence, 21, 317-20. 

Steele AD, James VL. (1999) Seroepidemiology of human group C rotavirus in South 
Africa. Journal of Clinical Microbiology, 37, 4142-4. 

Steele AD, Mnisi YN, Williams MM, Bos P, Aspinall S. (1993) Electrophoretic 
typing of nosocomial rotavirus infection in a general pediatric unit showing the 
continual introduction of community strains. Journal of Medical Virology, 40, 126-32. 

Steffen R, Collard F, Tornieporth N, Campbell-Forrester S, Ashley D, Thompson S, 
Mathewson JJ, Maes E, Stephenson B, DuPont HL, von Sonnenburg F. (1999) 
Epidemiology, etiology and impact of travellers diarrhoea in Jamaica. JAMA, 281, 
811-117. 

Steinmann J. (2004) Surrogate viruses for testing virucidal efficacy of chemical 
disinfectants. Journal of Hospital Infection, 56, s49-54. 

Stelzmueller I, Dunst KM, Hengster P, Wykypiel H, Steurer W, Wiesmayr S, 
Margreiter R, Bonatti H. (2005) A cluster of rotavirus enteritis in adult transplant 
recipients. Transpl Int, 18, 470-4. 

Stratidis J, Bia FJ, Edberg SC. (2007). Use of real-time polymerase chain reaction for 
identification of methicillin-resistant Staphylococcus aureus directly from positive 
blood culture bottles. Diagn Microbiol Infect Dis. Jun;58(2):199-202. 

Subekti D, Lesmana M, Tjaniadi P, Safari N, Frazier E, Simanjuntak C, Komalarini S, 
Taslim J, Campbell JR, Oyofo BA. (2002) Incidence of Norwalk like viruses, 
rotavirus and adenovirus infection in patients with acute gastroenteritis in Jakarta, 
Indonesia. FEMS Immunology Medical Microbiology, 33, 27-33. 

Suzuki H, Sakai T, Tanabe N, Okabe N. (2005) Peak rotavirus activity shifted from 
winter to early spring in Japan. Pediatr Infect Dis J, 24, 257-60. 



 274 

Svensson L, Grandien M, Pettersson CA. (1983) Comparison of solid phase immune 
electron microscopy by use of protein A with direct electron microscopy and enzyme 
linked immunosorbent assay for detection of rotavirus in stool. Journal of Clinical 
Microbiology, 18, 1244-9. 

Svensson L, von Bonsdorff CH. (1982) Solid phase immune electron microscopy by 
use of protein A and its application for characterisatioon of selected adenovirus 
serotypes. Journal of Medical Virology, 10, 243-53. 

Szajewska H, Mrukowicz JZ. (2001) Probiotics in the treatment and prevention of 
acute infectious diarrhoea in infants and children, A systematic review of published 
randomised, double blind, placebo controlled trials. Journal of Pediatric 
Gastroenterology and Nutrition, 33, S17-25. 

Szucs G, Uj M. (1998) First isolation of enteric adenoviruses type 41 from children 
with acute gastroenteritis in Hungary. Acta Microbiol Immunol Hung, 45, 425-31. 

Tacket CO. (2005) Plant derived vaccines against diarrhoeal diseases. Vaccine, 23, 
1866-9. 

Takahashi H, Fujii H, Shindo N, Taniguchi K. (2001) Evaluation of the Japanese 
school health surveillance system for influenza. Jpn J Infect Dis. Feb,54(1),27-30. 

Takeuchi S, Itoh N, Uchio E, Aoki K, Ohno S. (1999). Serotyping of adenoviruses on 
conjunctival scrapings by PCR and sequence analysis. J Clin Microbiol. 
Jun;37(6):1839-45. 

Tan M, Huang P, Meller J, Zhong W, Farkas T, Jiang X. (2003). Mutations within the 
P2 domain of norovirus capsid affect binding to human histo-blood group antigens: 
evidence for a binding pocket. J Virol. Dec;77(23):12562-71. Erratum in: J Virol. 
2004 Mar;78(6):3200. 

Taylor CE, Greenough WB. (1989) Control of Diarrhoeal diseases. Annual Reviews 
Public Health, 10, 221-44. 

Taylor MB, Cox N, Very MA, Grabow WO. (2001) The occurance of hepatitis A and 
astrovirus in selected river and dam waters in South Africa. Water Research, 35, 
2653-2660. 

Taylor MB, Walter J, Berke T, Cubitt WD, Mitchell DK, Matson Do. (2001) 
Characterisation of a south African human astrovirus as type 8 by antigenic and 
genetic analysis. Journal of Medical Virology, 64, 256-61. 

Teixeira JM, Camara GN, Pimentel PF, Ferreira MN, Ferreira MS, Alfieri AA, 
Gentsch JR, Leite JP.  (1998) Human group C rotavirus in children with diarrhoea in 
Federal District Brazil. Braz J Med Biol Res, 31, 1397-403. 

Teodoroff TA, Tsunemitsu H, Okamoto K, Katsuda K, Kohmoto M, Kawashima K, 
Nakagomi T, Nakagomi O. (2005) Predominance of porcine rotavirus G9 in Japanese 
piglets with diarrhoea, close relationship of their VP7 genes with those of recent 
human G9 strains. Journal of Clinical Microbiology, 43, 1377-84. 

Theil KW. Group A rotaviruses. In,  Said LJ, Theil KW, editors. Viral diarrhoea of 
man and animals. West Palm Beach, FL, CRC Press, 1990.p. 35-72. 



 275 

Thiel HJ, Konig M. (1999) Caliciviruses, an overview. Vet Microbiol, 69, 55-62. 

Thomas EE, Puterman ML, Kawano E, Curran M. (1988) Evaluation of seven 
immunoassays for detection of rotavirus in pediatric stool samples. Journal of Clinical 
Microbiology, 26, 1189-93. 

Thomas EE, Roscoe Dl, Book L, Bone B, Browne L, Mah V. (1994) The utility of 
latex agglutination assays in the diagnosis of pediatric viral gastroenteritis. American 
Journal of Clinical Pathology, 101, 742-6. 

Thomas PD, Pollock RC, Gazzard BG. (1999) Enteric viral infections as a cause of 
diarrhoea in the acquired immunodeficiency syndrome. HIV Med, 1, 19-24. 

Thornton SA, Sherman SS, Farkas T, Zhong W, Torres P, Jiang X. (2005) 
Gastroenteritis in US marines during operation Iraqi freedom. Clin Infect Dis, 40, 
519-25. 

Tian P, Estes MK, Hu Y, Ball JM, Zeng CQ, Schilling WP (1995). The rotavirus 
nonstructural glycoprotein NSP4 mobilizes Ca2+ from the endoplasmic reticulum. J 
Virol. Sep;69(9):5763-72. 

Timenetsky Mdo C, Kisielius JJ, Grisi SJ, Excobar AM, Ueda M, Tanaka H. (1993) 
Rotavirus, adenovirus, astrovirus, calicivirus and small round virus particles in feces 
of children with and without diarrhoea from 1987 to 1988 in the greater Sao Paulo. 
Rev Inst Med Trop Sao Paulo, 35, 275-80. 

Todd EC. (1989) Costs of acute bacterial foodborne disease in Canada and the United 
States. International Journal of Food and Microbiology, 9, 313-26. 

Townsend TR, Bolyard EA, Yolken RH, Beschorner WE, Bishop CA, Burns WH, 
Santos GW, Saral R. (1982) Outbreak of coxsackie A1 in gastroenteritis a 
complication of bone marrow transplantation. Lancet, 820-823. 

Traore O, Arnal C, Mignotte B, Maul A, Laveran H, Billaudel S, Schwartzbrod L. 
(1998) Reverese transcriptase PCR detection of astrovirus, hepatitis A and poliovirus 
in experimentally contaminated mussels, comparison of several extraction and 
concentration methods. Applied Environmental Microbiology, 64, 3118-22. 

Traore O, Belliot G, Mollat C, Piloquet H, Chamoux C, Laveran H, Monroe SS, 
Billaudel S. (2000) RT-PCR identification and typing of Norwalk like viruses in 
hospitalised patients with gastroenteritis, evidence of nosocomial infections. Journal 
of Clinical Virology, 17, 151-158. 

Traore O, Belliot G, Mollat C, Piloquet H, Chamoux C, Laveran H, Monroe SS, 
Billaudel S. (2000) RT-PCR indentification and typing of astroviruses and Norwalk 
like viruses in hospitalised patients with gastroenteritis, evidence of nosocomial 
infections. Journal of Clinical Virology, 17, 151-8. 

Troussard X, Bauduer F, Gallet E, Freymuth F, Boutard P, Ballet JJ, Reman O, 
Leporrier M. (2000) Virus recovery from stool patients undergoing bone marrow 
transplantation. Bone Marrow Transplant, 26, 299-303. 



 276 

Turcios RM, Widdowson MA, Sulka AC, Mead PS, Glass RI. (2006) Reevaluation of 
epidemiological criteria for identifying outbreaks of acute gastroenteritis due to 
norovirus: United States, 1998-2000. Clin Infect Dis. Apr 1;42(7):964-9. 

Tyler KL, Fields BN. Reoviruses. In Fields Virology (eds Fields BN, Knipe DM, 
Howley PM et al)., 3rd Edition,pp 1597-1623. Lippincott-Raven, Philedelphia. 

Uhnoo I, Wadell G, Svensson L, Johansson ME. (1984) Importance of enteric 
adenovirus 40 and 41 in acute gastroenteritis in infants and young children. Journal of 
Clinical Microbiology, 20, 365-72. 

Uhnoo I, Wadell G, Svensson L, Olding-Stenkvist E, Ekwall E, Molby R. (1986) 
Aetiology and epidemiology of acute gastroenteritis in Swedish Children. Journal of 
infection, 13, 73-89. 

Unicomb LE, Podder G, Gentsch JR, Woods PA, Hasan KZ, Faruque AS, Albert MJ, 
Glass RI. (1999) Evidence of high frequency genomic reassortment of group A 
rotavirus strains in Bangladesh, emergence of type G9 in 1995. Journal of Clinical 
Microbiology, 37, 1885-1891. 

Urasawa T, Urasawa S, Taniguchu K. (1981) Sequential passages of human rotavirus 
in MA-104 cells. Microbiol Immunol, 25, 1025-35. 

Utagawa ET, Nakazawa E, Matsuo  K, Oishi I, Takeda N, Miyamura T. (2002) 
Application of an automated specimen search system installed in a transmission 
electron microscope for the detection of calicivirus in clinical specimens. Journal of 
Virological Methods, 100, 49-56. 

Valenzuela S, Pizarro J, Sandino AM, Vásquez M, Fernández J, Hernández O, Patton 
J, Spencer E.(1991) Photoaffinity labeling of rotavirus VP1 with 8-azido-ATP: 
identification of the viral RNA polymerase. J Virol.  Jul;65(7):3964-7. 

Van der Berg H, Lodder W, van der Poel W, Vennema H, de Road Husman AM. 
(2005) Genetic Diversity of noroviruses in raw and treated sewage water. Res 
Microbiol, 156, 532-40. 

van der Heide R, Koopmans MP, Shekary N, Houwers DJ, van Duynhoven YT, van 
der Poel WH. (2005) Molecular characterisations of human and animal group A 
rotaviruses in the Netherlands. Journal of Clinical Microbiology, 43, 669-75. 

Van der Poel WH, van der Heide R, Verschoor F, Gelderblom H, Vinje J, Koopmans 
MP. (2003) Epidemiology of Norwalk like virus infections in cattle in the 
Netherlands. Vet Microbiol, 92, 297-309. 

Van der Poel WH, Vinje J, van Der Heide R, Herrera MI, Vivo A, Koopmans MP. 
(2000) Norwalk like calicivirus genes in farm animals. Emerging Infectious Diseases, 
6, 36-41. 

Van der Vliet GME, Hermans CJ, Klatser PR. (1993) Simple colorimetric microtiter 
plate hybridisation assay for detection of amplified mycobacterium leprae DNA. 
Journal of Clinical Microbiology, 31, 665-670. 



 277 

van Duynhoven YT, de Jager CM, Kortbeek LM, Vennema H, Koopmans MP, van 
Leusden F, van der Poel WH, van den Broek MJ, eXplosie Project Team. (2005) A 
one year intensified study of outbreak of gastroenteritis in the Netherlands. 
Epidemiology and Infection, 133, 9-21. 

van Kraaij MG, Dekker AW, Verdonck LF, van Loon AM, Vinje J, Koopmans MP, 
Rozenberg-Arska M. (2000) Infectious gastroenteritis, an uncommon cause of 
diarrhoea in adult allogeneic and autologus stem cell transplant recipients. Bone 
Marrow Transplant, 26, 299-303. 

van Oostrum J, Burnett RM.(1985). Molecular composition of the adenovirus type 2 
virion. J Virol. 1985 Nov;56(2):439-48. 

Velazquez FR, Matson DO, Calva JJ, Guerrero L, Morrow AL, Carter-Campbell S, 
Glass RI, Estes MK, Pickering LK, Ruiz-Palacios GM. (1996) Rotavirus infection in 
infants as protection against subsequent infections. New England Journal of Medicine, 
335, 1022-8. 

Velazquez FR, Matson DO, Guerrero ML, Shults J, Calva JJ, Morrow AL, Glass RI, 
Pickering LK, Ruiz-Palacios GM. (2000) Serum antibody as a marker of protection 
against natural rotavirus infection and disease. Journal of Infectious Diseases, 182, 
1602-9. 

Vennema H, de Bruin E, Koopmans M. (2002) Rational optimisation of generic 
primers used for Norwalk like virus detection by reverse transcriptase polymerase 
chain reaction. Journal of Clinical Virology, 25, 233-35. 

Vesikari T, Isolauri E, Delem A, D'Hondt E, Andre FE, Zissis G. (1983) 
Immunogenicity and safety of liver oral attenuated bovine rotavirus vaccine strain 
RIT 4237 in adults and young children. Lancet, 2, 807-11. 

Vesikari T, Maki M, Sarkkinen HK, Arstila PP, Halonen PE. (1981) Rotavirus, 
adenovirus and non-viral enteropathogens in diarrhoea. Arch Dis Child, 56, 264-70. 

Vinje J, Deijl H, van der Heide R, Lewis D, Hedlund KO, Svensson L, Koopmans 
MP. (2000) Molecular detection and epidemiology of Sapporo like viruses. Journal of 
Clinical Microbiology, 38, 530-36. 

Vinje J, Green J, Lewis DC, Gallimore CI, Brown DW, Koopmans MP. (2000) 
Genetic polymorphism across regions of the three open reading frames of Norwalk 
like viruses. Archives of Virology, 145, 223-41. 

Vinje J, Hamidjaja RA, Sobsey MD. (2004). Development and application of a capsid 
VP1 (region D) based reverse transcription PCR assay for genotyping of genogroup I 
and II noroviruses. J Virol Methods. Mar 15;116(2):109-17. 

Vinje J, Koopmans MPG. (2000) Simultaneous detection and genotyping of Norwalk 
like viruses by oligonucleotide array in a reverse line blot hybridisation format. 
Journal of Clinical Microbiology, 38, 2595-2601. 



 278 

Vinje J, Vennema H, Maunula L, von Bonsdorff CH, Hoehne M, Schreier E, Richards 
A, Green J, Brown D, Beard SS, Monroe SS, de Bruin E, Svensson L, Koopmans MP. 
(2003) International Collaborative study to compare reverse transcriptase PCR assays 
for the detection and genotyping of noroviruses. Journal of Clinical Microbiology, 41, 
1423-1433. 

Vinje, altena SA, Koopmans M. (1997) The incidence and genetic variability of small 
round structured viruses in outbreaks of gastroenterits in the Netherlands. Journal of 
Infectious Diseases, 176, 1374-8. 

Vipond IB, Pelosi E, Williams J, Ashley CR, Lambden PR, Clarke In, Caul Eo. 
(2000) A diagnostic EIA for detection of the prevalent SRSV strain in United 
Kingdom outbreaks of gastroenteritis. Journal of Medical Virology, 61, 132-7. 

Vipond IB. (2001) The role of viruses in gastrointestinal disease in the home. Journal 
of Infection, 43, 38-40. 

Viral Taxonomy, Seventh report on the international committee on taxonomy of 
viruses. Van Regenmortel, MHV Fauquet, CM Boshop et al. 2000. Academic press. 

Vizzi E, Ferraro D, Cascio A, Di Stefano R, Arista S.  (1996) Detection of enteric 
adenovirus 40 and 41 in stool specimens by monoclonal antibody based enzyme 
immunoassays. Res Virol, 147, 333-9. 

Vollet JJ, Ericsson CD, Gibson G, Pickering LK, DuPont HL, Kohl S, Conklin RH. 
(1979) Human rotavirus in an adult population with travellers diarrhoea and its 
relationship to the location of food consumption. Journal of Medical Virology, 4, 81-
87. 

Walter JE, Briggs J, Guerrero ML, Matson DO, Pickering LK, Ruiz-Palacios G, 
Berke T, Mitchell DK. (2001) Molecular characterisation of a novel recombinant 
strain of human astrovirus associated with gastroenteritis in children. Archives of 
Virology, 146, 2357-67. 

Walter JE, Mitchell DK. (2000) Role of astroviruses  in childhood diarrhea. Current 
Opinion in Pediatrics, 12, 275-79. 

Walter JE, Mitchell DK. (2003) Astrovirus infection in children. Current Opinion in 
Infectious Diseases, 16, 247-53. 

Wang L, Li Y, Mustaphai A. (2007). Rapid and simultaneous quantitation of 
Escherichia coli 0157:H7, Salmonella, and Shigella in ground beef by multiplex real-
time PCR and immunomagnetic separation. J Food Prot. Jun;70(6):1366-72. 

Wang QH, Kakizawa J, Wen LY, Shimizu M, Nishio O, Fang ZY, Ushijima H. 
(2001). Genetic analysis of the capsid region of astroviruses. J Med Virol. 
Jul;64(3):245-55. 

Ward R, Bernstein D, Shukla R. (1989) Effects of antibody to rotavirus on protection 
of adults challenged with a human rotavirus. Journal of Infectious Diseases, 159, 79-
88. 



 279 

Ward Rl, Bernstein DI, for the US rotavirus vaccine efficacy group. (1994) Protection 
against rotavirus disease after natural rotavirus infection. Journal Of Infectious 
Diseases, 169, 900-4. 

Ward RL, Bernstein DI, Shukla R, McNeal MM, Sherwood JR, Young EC, Schiff 
GM. (1990)  Protection of adults rechallenged with a human rotavirus.  Journal of 
Infectious Diseases, 161, 440-45. 

Ward RL, Bernstein DI, Young EC, Sherwood JR, Knowlton DR, Schiff GM. (1986) 
Human rotavirus studies in volunteers, determination of infectious dose and 
serological response to infection. Journal of Infectious Diseases, 154, 871-80. 

Ward RL, Mason BB, Bernstein DI, Sander DS, Smith VE, Zandle GA, Rappaport 
RS. (1997). Attenuation of a human rotavirus vaccine candidate did not correlate with 
mutations in the NSP4 protein gene. J Virol. Aug;71(8):6267-70. 

Watanabe M, Kohdera U, Kino M, Haruta T, Nukuzuma S, Suga T, Akiyoshi K, Ito 
M, Suga S, Komada Y. (2005) Detection of adenovirus DNA in clinical samples by 
SYBR green real time PCR. Pediatrics Int, 47, 286-91. 

Waters V, Ford-Jones EL, Petric M, Fearon M, Corey P, Moineddein R. (2000) 
Etiology of community acquired pediatric viral diarrhoea, a prospective longitudinal 
study in hospitals. Emergency departments, pediatric practices and child care centers 
during the winter rotavirus outbreak 1997-98. The Pediatric Infectious Disease 
Journal, 19, 843-848. 

Watt PG, de Louvois J, Gilbert R.J, Rowe B. (1996) Food poisoning, notifications, 
laboratory reports and outbreaks-where do the statistics come from and what do they 
mean. Communicable Disease Report, 6, 93-100. 

Waugh SM, Pillay D, Carrington D, Carman WF.(2002). Antiviral prophylaxis and 
treatment (excluding HIV therapy). J Clin Virol. Dec;25(3):241-66. Review. 

Wenman WM, Hinde D, Feltham S, Gurwith M. (1979) Rotavirus infection in adults, 
results of a prospective family study. New England Journal of Medicine, 301, 303. 

Wenman WM, Hinde D, Feltham S, Gurwith M. (1979) Rotavirus infection in adults. 
Results of a prospective family study. New England Journal of Medicine, 301, 303-6. 

Wheeler JG, Sethi D, Cowden JM, Wall PG, Rodrigues LC, Tompkins DS, Hudson 
MJ, Roderick PJ. (1999) Study of infectious intestinal disease in England, rates in the 
community, presenting to GPs and reported to national surveillance. BMJ, 318, 1046-
50. 

Whiley DM, Mackay IM, Syrmis MW, Witt MJ, Sloots TP. (2004). Detection and 
differentiation of herpes simplex virus types 1 and 2 by a duplex LightCycler PCR 
that incorporates an internal control PCR reaction. 
J Clin Virol. May;30(1):32-8. 

White KE, Osterholm MT, Mariotti JA, Korrlath JA, Lawrence DH, Ristinen TL, 
Greenberg HB. (1986) A foodborne outbreak of Norwalk virus gastroenteritis. 
Evidence for post recovery transmission. American Journal of Epidemiology. Jul, 
124, 120-6. 



 280 

White LJ, Ball JM, Hardy ME, Tanaka TN, Kitamoto N, Estes MK. (1986) 
Attachment and entry of recombinant Norwalk virus capsids to cultured human and 
animal cell lines. Journal of Virology, 70, 6589-6597. 

Whitelaw A, Davies H, Parry J. (1977) Electron Microscopy of fatal adenovirus 
gastroenteritis. Lancet, 12, 361. 

Whitelaw A, Davies H, Parry J. (1977) Electron Microscopy of fatal adenovirus 
gastroenteritis. Lancet, 12, 361. 

WHO Surveillance Programme for Control of Foodborne Infections and intoxications 
in Europe 7th report. 2000. 

Widdowson MA, Glass R, Monroe S, Beard RS, Bateman JW, Lurie P, Johnson C. 
(2005) Probable transmission of norovirus on an airplance. JAMA, 293, 1859-60. 

Widdowson MA, Rockx B, Schepp R, van der Poel WH, Vinje J, van Duynhoven YT, 
Koopmans MP. (2005) Detection of serum antibodies to bovine norovirus in 
veterinarians and the general population in the Netherlands. Journal of Medical 
Virology, 76, 119-28. 

Widdowson MA, van Doornum GJJ, van der Poel WHM, de Boer AS, Mahidi U, 
Koopmans M. (2000)  Emerging group A rotavirus and a nosocomial outbreak of 
diarrhoea. The Lancet, 356, 1161. 

Wilde J, Van R, Pickering L, Eiden J, Yolken R. (1992) Detection of rotaviruses in 
the day care environment by reverse transcriptase polymerase chain reaction. Journal 
of Infectious Diseases, 166, 507-511. 

Wilhelmi de Cal I, Revilla A, del Alamo JM, Roman E, Moreno S, Sanchez-Fauquier 
A. (2007). Evaluation of two commercial enzyme immunoassays for the detection of 
norovirus in faecal samples from hospitalised children with sporadic acute 
gastroenteritis. Clin Microbiol Infect. Mar;13(3):341-3. 

Wilhelmi I, Colomina J, Martin-Rodrigo D, Roman E, Sanchez-Fauquier A. (2001) 
New immunochromatographic method for rapid detection of rotavirus in stool 
samples compared with standard enzyme immunoassay and latex  agglutination 
techniques. European Journal of Clinical Microbiology and Infectious Diseases, 20, 
741-3. 

Willcocks MM, Carter MJ, Silcock JG, Madeley CR. (1991) A dot blot hybridisation 
procedure for the detection of astroviruses in stool samples. Epidemiology and 
Infection, 107, 405-410. 

Wobus CE, Karst SM, Thackray LB, Chang KO, Sosnovtsev SV, Belliot G, Krug A, 
Mackenzie JM, Green KY, Virgin HW. (2004) Replication of norovirus in cell culture 
reveals a tropism for dendritic cells and macrophages. PLOS biology, 2, 2076-84. 

Wold WS, Gooding LR. (1991). Region E3 of adenovirus: a cassette of genes 
involved in host immunosurveillance and virus-cell interactions. Virology. 
Sep;184(1):1-8. 



 281 

Wood Dj, Bijlsma K, de Jong JCC, Tonkin C. (1989) Evaluation of a commercial 
monoclonal antibody based enzyme immunoassay for detection of adenovirus types 
40 and 41 in stool samples. Journal of Clinical Microbiology, 27, 1155-8. 

Wood DJ, de Jong JC, Bijlsma K, van der Avoort HG. (1989) Development and 
evaluation of monoclonal antibody based immune electron microscopy for diagnosis 
of adenovirus types 40 and 41. Journal of Virological Methods, 25, 241-50.  

Wood DJ, de Jong JC, Bijlsma K, van der Avoort HG. (1989) Development and 
evaluation of monclonal antibody based immune electron microscopy for diagnosis of 
adenovirus type 40 and 41. Journal of Virological Methods, 25, 241-50. 

Wood DJ, Longhurst D, Killough RI, David TJ. (1988) One year prospective cross 
seectional study to assess the importance of group F adenovirus infection in children 
under 2 years admitted to hospital. Journal of Medical Virology, 26, 429-35. 

World Health Organisation. Programme for control or diarrhoeal diseases, ninth 
programme report 1992-93. Geneva, World Health Organisation, 1994. 

World Health Organisation. Water and sanitation, fact sheet 112. World Health 
Organisation, November 1996. 

Wyatt RG, Dolin R, Blacklow NR et al. (1974) Comparison of three agents of acute 
non bacterial gastroenteritis by cross challenge in volunteers. Journal of Infectious 
Diseases, 129, 709-14. 

Wyn-Jones AP, Pallin R, Dedoussis C, Shore J, Sellwood J. (2000). The detection of 
small round-structured viruses in water and environmental materials. J Virol Methods. 
Jun;87(1-2):99-107. 

Xia M, Farkas T, Jiang X. (2007). Norovirus capsid protein expressed in yeast forms 
virus-like particles and stimulates systemic and mucosal immunity in mice following 
an oral administration of raw yeast extracts. 
J Med Virol. Jan;79(1):74-83. 

Xu L, Harbour D, Macrae MA. (1990) The application of polymerase chain reaction 
to the detection of rotavirus in faeces. Journal of Virological Methods, 27, 29-38. 

Xu L, Harbour D, McCrae MA. (1990). The application of polymerase chain reaction 
to the detection of rotaviruses in faeces. J Virol Methods. Jan;27(1):29-37. 

Xu L, Tian Y, Tarlow O, Harbour D, McCrae MA.(1994). Molecular biology of 
rotaviruses. IX. Conservation and divergence in genome segment 5. J Gen Virol.  
Dec;75 ( Pt 12):3413-21. 

Xu W, McDonough MC, Erdman DD. (2000) Species specific identification of human 
adenoviruses by multiplex PCR assay. Journal of Clinical Microbiology, 38, 4114-
4120. 

Xu W, McDonough MC, Erdman DD. (2000). Species-specific identification of 
human adenoviruses by a multiplex PCR assay. J Clin Microbiol. Nov;38(11):4114-
20. 



 282 

Yamashita T, Sakae K, Ishihara Y, Isomura S, Utagawa E. (1993) Prevalence of new 
isolated cytopathic small round virus (Aichi strain) in Japan. Journal of Clincal 
Microbiology, 31, 2939-2943. 

Yamashita T, Sakae K, Kobayashi S, Ishihara Y, Miyake T, Mubina A, Isomura S. 
(1995) Isolation of cytopathic small round virus (aichi virus) from Pakistani children 
and Japanese travellers from South East Asia. Microbiol Immunoology, 39, 433-435. 

Yamazaki K, Oseto M, Seto Y, Utagawa E, Kimoto T, Minekawa Y, Inouye S, 
Yamazaki S, Okuno Y, Oishi I. (1996). Reverse transcription-polymerase chain 
reaction detection and sequence analysis of small round-structured viruses in Japan. 
Arch Virol Suppl. 12:271-6. 

Yan H, Nguyen TA, Phan TG, Okitsu S, Li Y, Ushijima H. (2004) Development of 
RT multiplex PCR assay for the detection of adenovirus and group A and C 
rotaviruses in diarrhoeal fecal specimens from children in China. Kansenshogakuu 
Zasshi, 78, 699-709. 

Yan H, Nguyen TA, Phan TG, Okitsu S, Li Y, Ushijima H. (2004). Development of 
RT-multiplex PCR assay for detection of adenovirus and group A and C rotaviruses in 
diarrheal fecal specimens from children in China. Kansenshogaku Zasshi. 
Aug;78(8):699-709. 

Yan H, Yagyu F, Okitsu S, Nishio O, Ushijima H. (2003). Detection of norovirus (GI, 
GII), Sapovirus and astrovirus in fecal samples using reverse transcription single-
round multiplex PCR. J Virol Methods. Dec;114(1):37-44. 

Yang JH, Kobayashi N, Wang YH, Zhou X, Li Y, Zhou DJ, Hu ZH, Ishino M, Alam 
MM, Naik TN, Ahmed MU. (2004) Phylogenetic analysis of a human group B 
rotavirus WH-1 detected in China in 2002. Journal of Medical Virology, 74, 662-7. 

Yolken RH, Bishop CA, Townsend TR, Bolyard EA, Bartlett J, Santos GW, Saral R. 
(1982) Infectious gastroenteritis in bone marrow transplant recipients. New England 
Journal of Medicine, 306, 1010-12. 

Yolken RH, Lawrence F, Leister F, Takiff HE, Strauss SE. 91982) Gastroenteritis 
associated with enteric type adenovirus in hospitalised infants. J Pediatr, 101, 21-6. 

Yuen LKW, Catton MG, Cox BJ, Wright PJ, Marshall JA. (2001) Heminested 
multiplex RT-PCR for detection and differentiation of norwalk like virus genogroups 
1 and 2 in fecal specimens. Journal of Clinical Microbiology, 39, 2690-94. 

Zahorsky J. (1929) Hyperemesis heimie or the winter vomiting disease. Arch Pediat, 
46, 391-395 

Zhang X, Buehner NA, Hutson AM, Estes MK, Mason HS. (2006). Tomato is a 
highly effective vehicle for expression and oral immunization with Norwalk virus 
capsid protein. Plant Biotechnol J. Jul;4(4):419-32. 

Zhang Y, Yao Q, Xia C, Jiang X, Wang PG. (2006). Trapping norovirus by 
glycosylated hydrogels: a potential oral antiviral drug. ChemMedChem. 
Dec;1(12):1361-6. 



 283 

Zhang Z, Mitchell DK, Afflerbach C, Jakab F, Walter J, Zhang YJ, Staat MA, Azimi 
P, Matson DO. (2006) Quantitation of human astrovirus by real-time reverse-
transcription-polymerase chain reaction to examine correlation with clinical illness. J 
Virol Methods. Feb 18, [Epub ahead of print] 

Zheng DP, Ando T, Fankhauser RL, Beard RS, Glass RI, Monroe SS. (2005) 
Norovirus classification and proposed strain nomenclature. Virology. Dec 8, [Epub 
ahead of print] 

Zingg W, Colombo C, Jucker T, Bossart W, Ruef C. (2005) Impact of an outbreak of 
norovirus infection on hospital resources. Infect Control Hosp Epidemiology, 26, 263-
7. 

Zissis G, Lambert JP, Fonteyne J, de Kegel D. (1976) Letter, child-mother 
transmission of rotavirus. Lancet, 10, 96. 



 284 

 

 

 

 

Publications 

Gunson 

 

 


