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	0800 – 0820
	Introduction

	0820 – 0900
	(40) FISCHER, J.R.; Nettles, V.F.  Disease interactions between wildlife and livestock.

	0900 – 0940
	(40) BENGIS, R.G.; Keet, D.F.  Some South African ungulate diseases and their economic importance.

	0940 – 1000
	RHYAN, J.C.  Brucellosis in wildlife.

	1000 – 1030
	Morning tea

	1030 – 1050
	CREEKMORE, L.H.  Chronic wasting disease of deer and elk.

	1050 – 1110
	GRIFFIN, F.; Rodgers, C.R.; O’Brien, R.  Johne’s disease: An increasingly widespread phenomenon in wildlife, with origins in domestic livestock.

	1110 – 1130
	McLEAN, R.G.  West Nile Virus in North America: Emergence of a mosquito-borne disease of major importance.

	1130 – 1150
	FISCHER, J.R.; Stallknecht, D.E.  Hemorrhagic disease of wild ruminants.

	1150 – 1210
	CLARK, L.  Avian diseases of agricultural and human health concern.

	1210 – 1320
	Lunch

	1320 – 1340
	CULLY, J.F. Jnr.  The ecology of plague in rodent populations.

	1340 – 1420
	WOBESER, G.  Technical Approaches to disease management.

	1420 – 1440
	MORRISON, B.L.; Fischer, J.R.  Coordination and planning for wildlife disease issues in the United States.

	1440 – 1500
	SLATE, D.; Chipman, R.B.; Rupprecht, C.; DeLiberto, T.J.; McLean, R.G.  Management intervention for wildlife rabies in the US.

	1500 – 1520
	Discussion / Summary of Session

	1520 – 1550
	Afternoon tea

	1550 – 1630
	(40) LIVINGSTONE, P.G; Bosson, M.A.J.; Crews, K.B.; Knowles, G.J.E.  The integral role of wildlife management to the success of New Zealand’s TB control programme

	1630 – 1650
	HICKLING, G.J.; Schmitt, S.M.; O’Brien, D.J.  Spatial and temporal spread of bovine tuberculosis in wild white-tailed deer in Michigan

	1650 – 1710
	COUSINS, D.V.  Eradication of bovine tuberculosis under Australian conditions: a story of challenge and success

	1710 – 1730
	BENGIS, R.G.; Keet, D.F. Bovine tuberculosis in free-ranging wildlife in the Kruger National Park, South Africa.


FISCHER, John R. XE "FISCHER, John R."  and Victor F. NETTLES

Southeastern Cooperative Wildlife Disease Study, College of Veterinary Medicine, The University of Georgia, Athens, Georgia 30602 USA.

Disease interactions between wildlife and livestock

Agriculture and wildlife groups are concerned about the impact of infectious disease on their animals, and each group has apprehension about possible disease introduction from the other's animals. When a disease moves from wildlife to domestic animals, there is a direct threat due to morbidity and mortality. Livestock producers may also be impacted by quarantines, surveillance and vaccination programs, special husbandry practices to segregate domestic animals from wildlife, or loss of export markets due to endemic disease in wildlife despite its absence among domestic animals. When disease spreads from domestic to wild animals, there also is a direct threat to wildlife health, and wild populations have been decimated by disease in some cases.  Indirect effects on wildlife can be even greater because depopulation of thousands of animals, intolerance of wildlife on farms, and habitat destruction may occur if wild animals are determined or perceived to be hosts, disseminators, or amplifiers of an introduced disease agent. Therefore, it is essential to recognize disease transmission between domestic and wild animals as a "two way street" where failure to control pathogen movement in either direction can produce long term problems. For example, bovine tuberculosis and brucellosis that became established in North American wild ruminants following introduction via domestic cattle now jeopardize the success of national programs to eradicate the diseases from livestock. Thus, measures taken to prevent disease transmission in either direction benefit both wildlife and livestock and offer the most efficient route to follow when compared to the efforts necessary to eliminate an established disease from domestic or wild animals.

BENGIS, Roy G. XE "BENGIS, Roy G."  and Dewald F. KEET

Veterinary Investigation Centre, P.O. Box 12, Skukuza, Kruger National Park, 1350, South Africa.

Some South African Ungulate diseases and their Economic Importance

Several “Africa endemic” viral infections persistently cycle in free-ranging ungulate populations on the African continent. These infections are generally “silent” in their traditional hosts, but may cause considerable morbidity and mortality in domestic livestock. Certain of these diseases are OIE listed and may hinder the trade in domestic animals and their products, with the attendant economic consequences. For example, the SAT group of foot-and-mouth disease viruses are limited to the African continent, and persistently cycle without clinical signs in infected African buffalo populations. Separation of buffalo from domestic livestock by barrier fences or exclusion zones at the interface, has been successfully practiced in certain southern African countries. In the pastoral systems in eastern Africa, where no separation of wildlife and livestock is practiced, the resultant diffuse interface makes renders foot-and-mouth disease control impossible. Other “Africa endemic” infections for which barrier separation of wildlife and livestock is effective include African swine fever, Alcelaphine malignant catarrhal fever, and theileriosis. Where disease transmission occurs through the agency of a winged biological or mechanical vector, e.g. African horsesickness, trypanosomiasis and anthrax, barrier fences and exclusion zones are not effective, and vector control or vaccination are the major control options. Conversely, several foreign animal diseases, which have entered the African continent with imported domestic animals, have infected indigenous wildlife causing major mortality, with associated ecological and eco-tourism implications. Examples are bovine tuberculosis, rinderpest and canine distemper. This presentation will focus mainly on foot-and-mouth disease and anthrax as examples of indigenous diseases of economic importance at the wildlife/livestock interface.

RHYAN, Jack C. XE "RHYAN, Jack C." 
USDA, APHIS, VS, NCAHP, National Wildlife Research Center, 4101 LaPorte Avenue, Fort Collins, CO 80521 USA.

Brucellosis in wildlife

Brucellosis is an infectious disease of animals and man caused by several species of bacteria belonging to the genus Brucella. The disease is usually acquired by humans through contact with infected animals at parturition or slaughter, or through consumption of infected animal products.  In animals, Brucella spp. produce abortions, retained placentas, metritis, weak young, arthritis, tendonitis, hygromas, fistulous abscesses, and lesions of the male reproductive tract. Depending on the species, brucellosis is transmitted between animals through contact with products of parturition, ingestion of milk, or venereal exposure. Bovine and swine brucellosis have been largely eradicated from domestic animal populations of several countries including the United States and Canada, leaving only focal reservoirs of infection in wild ungulates and feral swine.  These reservoirs and their potential to influence interstate and global agricultural markets have recently focused increased public attention on the disease in wildlife. Examples of significant reservoirs of brucellosis in wildlife populations include the following. Brucella abortus is present in wild elk and bison in the Greater Yellowstone Area in the US, in bison in Wood Buffalo Park, Canada, and in African buffalo in South Africa and Zimbabwe. Various biovars of Brucella suis are common in some populations of wild swine in several areas of the world, hares in Europe, and in caribou in the Arctic. Recently, a group of Brucella has been identified in marine mammals.  Little is known about the pathogenic or public health potential of these marine organisms. As eradication efforts continue to decrease the prevalence of brucellosis in domestic animal populations, the presence of the disease in wildlife and strategies to control or eliminate it from wildlife populations will likely gain importance.

CREEKMORE, Lynn H. XE "CREEKMORE, Lynn H." 
USDA, APHIS, VS, National Center for Animal Health Programs, Eradication and Surveillance Team, 4101 Laporte Avenue, Fort Collins, Colorado, 80521, USA.

Chronic Wasting Disease of Deer and Elk

Chronic wasting disease (CWD) is a transmissible spongiform encephalopathy of North American deer (Odocoileus spp.) and elk (Cervus elaphus nelsoni). CWD has been detected in wild cervid populations in the U.S. and Canada and in farmed cervids in the U.S., Canada, and South Korea. CWD was first discovered in wildlife research facilities in Colorado and Wyoming in the late 1960’s and early 1970’s and first detected in wildlife in these States in the 1980’s. For many years CWD was only known to exist in wildlife in this core endemic area. However, since 2000 CWD has been found in wild cervids in an additional six states (Illinois, Nebraska, New Mexico, South Dakota, Utah and Wisconsin) and the Canadian province of Saskatchewan. CWD was first detected in farmed animals in Canada in 1996 and in the U.S. in 1997. Since then the disease has been identified in farmed elk herds and two farmed white-tailed deer herds in eight States (Colorado, Kansas, Minnesota, Montana, Nebraska, Oklahoma, South Dakota, and Wisconsin) and in farmed elk herds in two Canadian provinces (Saskatchewan and Alberta).  CWD was identified in a South Korea farmed elk herd in 2001. USDA is working with States and the farmed cervid industry to develop a CWD herd certification program in the U.S. with the goal of eliminating CWD from farmed cervids.  USDA is working with the U.S. Department of the Interior and State, Federal, and Tribal wildlife agencies in surveillance and disease management efforts. CWD presents unique disease management and regulatory challenges. These challenges, as well as the current distribution and status of CWD in the U.S., will be summarized.

GRIFFIN, Frank XE "GRIFFIN, Frank" , Christie R. RODGERS and Rory O’BRIEN

Disease Research Laboratory, Microbiology Department, University of Otago, P.O. Box 56, Dunedin, New Zealand.

Johne's disease: AN increasingly widespread phenomenon in wildlife, with origins in domestic livestock

Johne’s disease caused by infection with Mycobacterium paratuberculosis is one of the commonest infectious diseases affecting farmed cattle, deer, goats and sheep worldwide.  It causes a chronic enteritis that results in gut maladsorption, protein loss, scouring and ultimately death.  In recent times Johne’s disease has been diagnosed in a number of wildlife species including, bison, water buffalo, red deer, roe deer, fallow deer, pigs, moufflon, llama, fox, stoat, weasel, rat, wood mouse, rabbit, hare, badger, crow, rook and jackdaw.  The infection of wildlife may produce a spectrum of pathological outcomes ranging from an absence of pathology or clinical disease, to disease similar to that found in domesticated animals.  It is not been completely established which species act as a ‘reservior’ and which may be ‘spillover’ hosts. Molecular typing of the isolated bacteria suggests that infected livestock are the most likely cause of transmission of Mycobacterium paratuberculosis infection to wildlife. This paper will discuss the likely impacts of Johne’s disease in free ranging wildlife populations and diagnostic, prophylactic and preventive strategies that could be used to control Johne’s disease in affected wildlife.  The putative, though as yet unproven, link between Mycobacterium paratuberculosis in domestic livestock and Crohn’s disease in humans, suggests that in the future the zoonotic implications of this disease will need to be considered for affected wildlife populations.

McLEAN, Robert G. XE "McLEAN, Robert G." 
USDA/APHIS, Wildlife Services, National Wildlife Research Center, Fort Collins, Colorado  80521 USA.

West Nile virus in North America: Emergence of a mosquito-borne disease of major importance

The establishment and rapid expansion of the invasive West Nile (WN) virus throughout North America following its introduction into New York City, USA, in 1999 is unprecedented for a mosquito-borne virus. There are a number of environmental and biological factors that influenced the ease at which the virus became established, but the increased virulence of the virus strain introduced played a significant role. Some of the naïve avian hosts for this bird-associated pathogen, particularly Corvidae, were especially susceptible to WN virus infection and experienced significant mortality. This avian mortality was used by public health officials to detect the presence of the virus and monitor its spread. Within 4 years, WN virus spread across the USA and Canada reaching the West Coast in Washington by the end of 2002, affecting 44 states and 5 Canadian provinces. In its path it left behind nearly 4000 human cases, 15,000 equine cases, and more than a hundred thousand wild bird deaths in 2002 alone. The virus continued its expansion in 2003 affecting the remaining continental states and western provinces and expanded into Latin American countries to the south. As WN virus spread into varying habitats, different avian host species and mosquito vectors became involved in primary transmission cycles and new mammalian and other vertebrate hosts were affected. New routes of transmission among humans and animals became apparent and present new challenges for prevention and control. The pattern and rapidity of spread suggests that migratory birds are involved in disseminating the virus and additional countries in the Western Hemisphere may soon be threatened.

FISCHER, John R. XE "FISCHER, John R."  and David E. STALLKNECHT

Southeastern Cooperative Wildlife Disease Study, College of Veterinary Medicine, The University of Georgia, Athens, Georgia 30602 USA.

Hemorrhagic disease of wild ruminants

Hemorrhagic disease (HD) was first described from a 1955 outbreak in New Jersey, USA, but suspected HD-related mortality was reported as early as 1901. Hemorrhagic disease in free-ranging wildlife populations has been reported only in North America and is the most important viral disease of white-tailed deer (Odocoileus virginanus) throughout their range in the USA.  The disease primarily affects white-tailed deer and mule deer (O. hemionus), but pronghorn (Antilocapra americana) mortality has been observed and clinical HD has been reported in desert bighorn sheep (Ovis canadensis). HD is caused by viruses in the epizootic hemorrhagic disease (EHD) and Bluetongue (BT) serogroups of the genus Orbivirus in the Reoviridae family. In North America, there are two EHD virus serotypes (EHDV-1 and EHDV-2) and five BT virus serotypes (BTV-2, BTV-10, BTV-11, BTV-13, and BTV-17). All of these viruses have been associated with HD in white-tailed deer, with the exception of BTV-2. The viruses are vectored by Culicoides midges with disease occurring during late summer and early autumn. There is variation in the frequency and severity of HD outbreaks throughout the USA with sporadic occurrence of large mortality events. Generally, the frequency of HD reports decreases as latitude increases, although there is greater likelihood that the reports will include mortality. In contrast, most HD reports in the southern USA do not involve mortality and the majority of deer survive infection. Factors associated with variation in the frequency of HD reports and the clinical outcome are not understood but may relate to acquired and innate herd immunity, virulence factors associated with the viruses, and vector species composition and activity.

CLARK, Larry XE "CLARK, Larry" 
United States Department of Agriculture, Animal and Plant Health Inspection Service, Wildlife Services, National Wildlife Research Center, 4101 LaPorte Ave., Fort Collins, CO  80521.

Avian diseases of agricultural and human health concern

Because of their frequent close association with humans and agriculture the role of birds in disease transmission has been of concern.  Unfortunately few systematic and quantitative studies have been carried out that bear on this issue.  Herein I review the extant literature on zoonoses and pathogens of agricultural concern where wild birds have been implicated as a reservoir or involved in disease transmission.  However, I have not endeavored to list all diseases of suspected zoonotic or animal health concern, principally because the role of wild birds in transmission is not known.  However, absence of reporting should not be construed that a potential relationship does not exist.  Rather, it reflects an absence of credible research on the topic. Nonetheless, it is clear from existing studies that wild birds can exacerbate levels of risk for failures in agricultural biosecurity and human health.  To what degree these levels of risk are raised is largely unknown and should be the focus of future studies because this information will prove vital in the assessment of management options.

CULLY, Jack F. Jr. XE "CULLY, Jack F. Jr." 
United States Geological Survey, Kansas Cooperative Fish and Wildlife Research Unit, Division of Biology, Kansas State University, 204 Leasure Hall, Manhattan, Kansas  66506, U.S.A.  (785) 532-6534, email: bcully@ksu.edu.

The ecology of plague in rodent populations

Plague, caused by the bacterium Yersinia pestis and transmitted by fleas has been responsible for millions of human deaths during the past 1,500 years. Despite its importance as a human health risk, plague is primarily a disease of wild mammals, particularly rodents. Plague probably originated in central Asia and spread through the Near East and from there into sub-Saharan Africa. At the ancient focal sites in central Asia, strains of Y. pestis appear to have specialized to infect particular rodent species: Great Gerbil (Rhombomys opimus) in Kazakhstan, Siberian Marmots (Marmota sibirica) in Mongolia, and Black Rats (Rattus rattus) in southern China. Despite the specialized parasite-host relationships at these sites, other rodent species also become infected.  During the late 19th and early 20th century, plague was introduced by shipping to ports around the world and is now established on all continents except Australia and Antarctica. In North America, from 1900-1950 plague spread from the west coast to approximately the 100th meridian. Specialized monohostal systems between Y. pestis and a particular host species have not been reported at new foci in North America; rather, Y. pestis parasitizes a number of rodent species. More than 70 species of mammals in the U.S. have been documented with plague or evidence of past exposure. The four species of prairie dogs (Cynomys spp.) in the U.S. are highly susceptible to plague infection.  Prairie dogs modify habitat in ways that are attractive to other rodent hosts. Prairie dogs are likely amplification hosts that enhance interspecific transmission of plague to other host species, thereby maintaining plague in the rodent community.

WOBESER, Gary XE "WOBESER, Gary" 
Canadian Cooperative Wildlife Health Centre, Department of Veterinary Pathology, Western College of Veterinary Medicine, University of Saskatchewan, Saskatoon, SK, S7N 5B4, Canada.

Technical approaches to disease management

Disease management should consist of a series of steps. The first is to define the reason(s) for management and the population(s) of concern (“target population”). The target population might be human, domestic animal or free-living species. The objective (prevention, control or eradication of disease) must be defined. It is then necessary to determine how disease reaches the target population, and particularly whether it is sustained within that population or sustained within a single or multiple sources in other populations or environmental factors (“reservoirs”). Several basic management strategies are then available including attacking the causative factor directly, manipulating target or reservoir populations, and manipulating other environmental features. Combinations of these may be used simultaneously or consecutively. Methods for assessing effectiveness of management should be included at all stages of the process.

MORRISON, Bruce L. XE "MORRISON, Bruce L."  and John R. FISCHER

Nebraska Game and Parks Commission, 2200 N. 33rd St., Lincoln, NE, 68503 (BLM); Southeastern Cooperative Wildlife Disease Study, College of Veterinary Medicine, The University of Georgia Athens, Georgia 30602 (JRF).

Coordination and Planning for Wildlife Disease Issues in the United States

Until recently, wildlife disease issues in North America have been of local or regional concern. This has changed with the rapid spread of West Nile Virus (WNV) and the discovery of Chronic Wasting Disease (CWD) in 12 states and 2 Canadian provinces. Both have gained national attention and the response to them highlights the need for a national approach to wildlife disease issues. A regional response developed after recognition of WNV in wild birds and humans in the New York City area in 1999. The Centers for Disease Control and Prevention (CDC) provided financial and technical support to states considered likely to acquire WNV and programs were initiated comprising various combinations of surveillance. Subsequently, the regional approach expanded to a national program with federal support available to all states. Following the recognition of CWD in several new locations, officials from across the USA developed a national plan for managing CWD. Additional animal diseases that impact wildlife are of concern. Some of these, e.g., Avian Vacuolar Myelinopathy, are poorly understood and a national effort is needed to develop more complete scientific knowledge to develop management actions to limit their impact on wildlife. The Southeastern Cooperative Wildlife Disease Study has tracked selected wildlife diseases, such as CWD and hemorrhagic disease on a national scale for a number of years, and the National Wildlife Health Center has investigated diseases of federally protected wildlife since the 1970s.

SLATE, Dennis, XE "SLATE, Dennis,"  Richard B. CHIPMAN, Charles RUPPRECHT, Thomas J. DELIBERTO and Robert G. MCLEAN

USDA/APHIS, Wildlife Services, 59 Chenell Drive, Suite 7, Concord, NH USA (DS); USDA/APHIS, Wildlife Services, 1930 Route 9, Castleton, NY 12033, USA (RBC); Centers for Disease Control and Prevention, 1600 Clifton Rd., G-33, Atlanta, GA 30333 USA (CR); USDA/APHIS, Wildlife Services, National Wildlife Research Center, 4101 LaPorte Ave., Ft. Collins, CO 80521 USA (TJD and RGM)

Management Intervention for Wildlife Rabies in the US 

Intervention strategies to manage wildlife rabies to protect humans and other animals range from collection and testing of a single suspect animal to the distribution of oral rabies vaccine on a broad geographic scale.  Implementation of rabies control strategies in the US typically involves cooperation among several agencies and groups, including: state departments of health, agriculture and wildlife; the Centers for Disease Control and Prevention; USDA, Wildlife Services; and a variety of nuisance wildlife control and animal welfare entities. Since the mid-1990’s, oral rabies vaccination (ORV) has increased in scope as an adjunct to other rabies control methods, with emphasis on containing and eliminating specific terrestrial variants of the rabies virus.  In Texas, ORV campaigns have had good success in eliminating canine rabies in coyotes.  Campaigns continue for a variant of the rabies virus adapted to gray foxes in west central Texas.  In the eastern US, a coordinated State-Federal-Canadian Provincial cooperative ORV program is in place to prevent the westward and northward spread of raccoon rabies.  Currently there is no licensed vaccine to effectively immunize skunks, the dominant terrestrial reservoir for the rabies virus in the mid-western and western US.  The striped skunk, in particular, appears to act as a surrogate reservoir in maintaining some other strains of the rabies virus, confounding the effectiveness of species specific rabies control.

LIVINGSTONE, Paul G. XE "LIVINGSTONE, Paul G." , Mark A. J. BOSSON, Kevin B. CREWS and Garry J. E. KNOWLES

Animal Health Board, P.O. Box 3412 Wellington, New Zealand.

The integral role of wildlife management to the success of New Zealand’s Tb control programme

The prevalence of tuberculosis (Tb) in New Zealand’s cattle and farmed deer populations during the 1990s posed a potential threat to trade in primary produce. The source of infection for more than 90% of infected cattle and deer herds is tuberculous wild animals. Wild animals that transmit infection to domestic livestock and other wild animals are known as Tb vectors. Defined areas where Tb vectors are present are known as Tb Vector Risk Areas (VRAs). The introduced Australian brushtail possum (Trichosurus vulpecula) is the major Tb vector, with ferrets (Mustela putorius) taking a lesser role. Tb has also been identified in other wild animal populations. Preventing the transmission of infection from infected wild animals to domestic animals is critical to New Zealand’s Tb control programme. This is achieved by reducing the vector populations within a VRA by more than 90% and then maintaining it at this very low density. This management approach has been the major factor responsible for reducing the number of infected cattle and deer herds by 78% since 1994. However, the area of New Zealand classified as a VRA expanded by 25% between 1996 and 2002. VRAs now account for 36% or 100,000 km2 of New Zealand’s land area. Expansion has occurred largely through outward migration of infected young animals. Vector populations in areas adjacent to VRAs are therefore controlled to reduce the probability of infection establishing in these wild animal populations. Wild animal surveillance programmes are also implemented to detect the spread of infection, and the location of remnant Tb wild animal foci within VRAs following sustained vector control.

HICKLING, Graham J. XE "HICKLING, Graham J." , Stephen M. SCHMITT and Daniel J. O’BRIEN

Department of Fisheries and Wildlife, Michigan State University, East Lansing, Michigan 48824-1222 (GJH); Michigan Department of Natural Resources, Rose Lake Wildlife Disease Laboratory, 8562 East Stoll Road, East Lansing, Michigan 48823-9421 (SMS, DJO).

Spatial and temporal spread of bovine tuberculosis in wild white-tailed deer in Michigan

In 1975, a wild white-tailed deer infected with bovine tuberculosis was shot in the northeastern Lower Peninsula, Michigan. The shooting of a second infected deer in the same area in 1994 triggered ongoing disease surveillance in the region. By 2002, bovine tuberculosis had been confirmed in 12 Michigan counties: from 449 deer; two elk; 41 non-cervid wildlife; one captive cervid facility and 28 cattle herds. We analyzed geographic spread of disease since the surveillance began and investigated factors influencing the prevalence of disease within the infected area. These analyses reveal that 78 percent of tuberculous deer came from within a 1560 km2 ‘core’ area, within which the prevalence of apparent disease averaged 2.5 percent.  Prevalence declined dramatically outside of the core and was an order of magnitude lower 30km from its boundary. This prevalence gradient was highly significant (P<0.0001) and did not alter over the 6-year surveillance period (P= 0.98). Within the core, deer density and supplemental feeding by hunters were positively and independently correlated with tuberculosis prevalence in deer. Together, these two factors explained 55 percent of the variation in prevalence. We conclude that bovine tuberculosis was already well-established in the deer population in 1994, that the infected area has not expanded significantly since that time, and that deer over-abundance and food supplementation have both contributed to ongoing transmission of disease. Managers are currently enforcing prohibitions on deer feeding in the core and are working to lower deer numbers there through increased hunting pressure.

Cousins, Debby V. XE "Cousins, Debby V." 
Australian Reference Laboratory for Bovine Tuberculosis, Department of Agriculture, South Perth 6151, Western Australia.

Eradication of bovine tuberculosis under Australian conditions: a story of challenges and success
Tuberculosis eradication began on a national basis in Australia in 1970, as a co-ordinated national Campaign to eliminate both brucellosis and tuberculosis from the cattle population The Campaign was funded and managed under a tripartite agreement by State/Territory and Commonwealth governments and Industry. The tuberculosis component of the Campaign relied on test and slaughter with surveillance for the disease in abattoirs and trace-back to property of origin an essential component. Because of the moderate sensitivity of the skin test (~70%), testing was repeated at prescribed intervals over a number of years. In the more hostile environment of northern Australia, novel strategies were developed to maximise musters and remove ‘at risk’ animals. Australia is fortunate it did not have a feral host for M. bovis (apart from buffalo, which were included in the Campaign) to complicate eradication, although infection was detected in feral pigs, deer and a single goat during the campaign. Tuberculosis in seals was considered to be of minimal significance to the eradication program in Australia. Surveillance for tuberculosis was intensified at abattoir by the implementation of the national granuloma submission program in 1992. Selective or total depopulation was used in some herds to achieve the requirements of the national Standard Definitions and Rules of the Campaign and achieve the status of ‘TB Free Area’ in December 1997. Monitoring for tuberculosis continued under the 5-year Tuberculosis Freedom Assurance Program (TFAP) to 2002 and several measures to further reduce the risk of new cases were implemented. Having completed 10 years of intensified monitoring, Australia begins to scale down it surveillance commencing in 2003 with the new TFAP2 program.

BENGIS, Roy G. XE "BENGIS, Roy G."  and Dewald F. KEET

Veterinary Investigation Centre, P.O. Box 12, Skukuza, Kruger National Park, 1350, South Africa.

Bovine Tuberculosis in free-ranging wildlife in the Kruger National Park, South Africa

All indications are that bovine tuberculosis was imported from Europe to the African continent with the livestock of colonial farmers. This disease, therefore, should be categorized as a foreign animal disease in free-ranging African wildlife. There is strong circumstantial evidence that Mycobacterium bovis entered the southern Kruger National Park in the late 1950’s, and found an ideal maintenance host in the gregarious African buffalo population. The infection has subsequently spread northwards between buffalo herds, and currently, only the far northern regions have escaped infection. “Spill over” of infection has occurred into several other potential maintenance hosts such as greater kudu and warthogs, as well as certain incidental hosts such as chacma baboons, lions, leopards, cheetahs, hyaenas, a honey badger and a common genet. Monitoring, control or containment of this slow, insidious but highly contagious disease, is a major challenge to regulatory authorities and conservation officials. Current activities and strategies include active and passive surveillance, genetic fingerprinting and research into environmental survival of the organism, development and evaluation of ante mortem diagnostic tests for a range of species, epidemiological investigations in affected species, evaluations of BCG vaccination efficacy and upgrading of boundary fences as disease barriers. The breeding of “disease free” buffalo, for translocation to other conservation areas outside the infected area, has been successfully done for the past five years. Other potential strategies that have been evaluated are targeted or zonal depopulation of buffalo, internal barrier fences, and selection of genetically resistant buffalo.


