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Enteric infections leading to acute gastroenteritis rank

together with respiratory tract infections as the most

common infectious disease syndromes of humans and

animals affecting all age groups worldwide. It has been

estimated that nearly 5 billion diarrheic episodes occur

every year globally and 15–30 % of severely affected

patients succumb to it, which is generally higher at the

extreme ages of life, particularly in low-income settings of

developing countries. The clinical illness caused by enteric

pathogens varies but usually involves diarrhea, vomiting

and fever, of differing length and severity. Many microbial

pathogens are main causes of infectious gastroenteritis and

amid them bacterial and parasitic infections have dimin-

ished in occurrence as a result of progresses in public

health. However, viral gastroenteritis has not dropped in an

analogous manner from these interventions.

Enteric viral pathogens recognized since 1970 include

viruses mainly belonging to the four families Reoviridae

(rotavirus), Caliciviridae (calicivirus), Astroviridae (astro-

virus) and Adenoviridae (adenovirus) and are known to

cause billions of cases of enteric viral infection severy

year. During the last decade, the availability of next-gen-

eration sequencing as a new research tool to explore

unknown viruses of human and veterinary importance has

aided in the detection of putative novel pathogens and the

documentation of the etiologic agents of numerous

infections, cracking the long-standing anonymities of many

genetically diverse and rapidly evolving viruses. This

metagenomic approach has been employed in several

studies probing fecal samples of livestock and companion

animal species, providing evidence on the diversity of the

animal fecal virome, helping the elucidation of the etiology

of diarrheal disease in animals and identifying potential

zoonotic and emerging viruses in humans. In the past few

decades, the molecular characterization of many of these

gastroenteritis viruses has led to advances both in our

understanding of the pathogens themselves as well asin

development of state-of-art diagnostics. Although, the use

of these highly accurate, reliable and sensitive approaches

to identify and characterize individual viral pathogens is in

its infancy, it has lightened-up new avenues to review

disease burden and contemplate new directions for adopt-

ing vaccination, improvements in public health measures

and sanitary practices. In particular, the implementation of

public health control measures are crucial to reduce disease

affliction in developing countries.

With the introduction of novel molecular techniques,

many novel viruses have been identified in feces of patients

suffering from gastroenteritis including toroviruses, pico-

birnaviruses, enterovirus and kobuviruses which empha-

sizes the importance of surveillance. With the exception of

a few viruses, the association of the majority of these new

viruses with disease causing gastrointestinal infections has

not been firmly established. As a result, data on the biol-

ogy, pathology, as well as epidemiology of these newly

identified enteric viruses are still limited. Comprehensive

global investigations of the prevalence and diversity of

these viruses are required and will be helpful to provide

further insight into the pathogenicity, genetic heterogene-

ity, interspecies transmission potential, and global distri-

bution of these viruses. The probable role of these novel
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viruses as either a ‘primary diarrheal agent’ in ‘immuno-

competent hosts’; a ‘potential pathogen’ in ‘immunocom-

promised individuals’ or an ‘innocuous virus’ in the

intestine remains elusive and needs to be investigated

despite the reports of the presence of virus in faecal sam-

ples of various species of domestic mammals or humans.

Unlike some bacterial pathogens, there are no national

notifiable diseases data on the prevalence of enteric viruses.

The possible transmissibility of such viruses between ani-

mals and humans should be assessed as a number of known

and emerging viruses have been associated with enteric

infections in animals. These viruses may affect people of all

age groups, are often conveyed by fecal contaminated food

or water, and thus dependent on control through public health

hygienic measures. To better understand and tackle such

existing and emerging enteric viral infections there is an

urgent need to acquire more scientific knowledge of these

pathogens including their reservoir hosts, immunopathobi-

ology, genetic diversity and the development of state-of-art

diagnostic tools. Molecular analysis has led to huge advances

and whole genome sequence studies of various viruses that

are now being regularly published. Against few of the known

viral infections vaccines are now being licensed and are in-

use. The accumulation of data on pre-and post-vaccine sur-

veillance studies is providing important evidences concern-

ing viral evolution and adaptation. Although progress in the

development of improved diagnostic methods are constantly

being made, the inaccessibility of preventive and therapeutic

measures in various areas of the world is still very

worrisome.

This special issue of the Virus Disease journal has a

number of articles reviewing rotaviruses, astroviruses, ko-

buviruses and picobirnaviruses. This issue also includes a

review on ‘‘exotic rotaviruses’’ which are most likely derived

from various interspecies transmissions coupled with reas-

sortment events, whilst a few other strains exhibit novel

genotypes/genetic constellations rarely found in other host

species. For example, the surveillance of rotavirus infections

in small ruminants (i.e. lambs, goats and camelids) has been a

neglected research area in the past. Therefore, a review on

‘‘rotaviruses in neglected animal species’’ was included in

the present issue. The prevailing central dogma of rotavirus

infection states that the infection is confined in the gastro-

intestinal tract. However, increasing evidences indicate that

rotavirus infections also can be systemic. Experiments on

animal models provide pathological and molecular evi-

dences for extra intestinal infection of rotaviruses. To cover

this emerging topic a review was invited to highlight the

extra-intestinal spread of rotavirus infection. This review has

provided data to gain a better understanding of the extra-

intestinal infections due to rotaviruses.

This special issue on ‘‘Enteric Viral infection of

Human and Animal’’ is aimed at providing insights on

epidemiology, pathogenesis, diagnosis, prevention, exotic

viruses, vaccines, extra-intestinal infections of enteric viral

diseases affecting humans and animals. It is hoped that the

research and the reviews published in this issue will be a

valuable source of scientific information on enteric viral

diseases of humans and animals to the scientific commu-

nity. The Editors of the special issue thanks all the con-

tributors and reviewers for their valuable support.
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