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Objetivos/ Objectives

Identificar y atender las necesidades de información, adquisición, organización, almacenamiento, 
generación, uso y difusión de la información en salud pública veterinaria y proveer recursos 
bibliográficos técnicos-científicos al equipo de profesionales de la unidad y a los usuarios 
externos. 
 
Identify and take care of the needs of information, acquisition, organization, storage, generation, 
use and diffusion of the information in veterinary public health and provide technical scientific 
bibliographical resources to the professional staff of the unit and to the users external.  
  

Temas de interés general / Subjects of general interest
  

Perspectiva sobre a Análise de Risco na Segurança dos Alimentos: Curso de Sensibilização 
OPAS/OMS, ANVISA - 2008 

A publicação Perspectiva sobre a Análise de Risco na 
Segurança dos Alimentos: Curso de Sensibilização, é 
uma parceria realizada ente a Organização Pan-Americana da 
Saúde (OPAS) e a Agência Nacional de Vigilância Sanitária 
(ANVISA) que aborda as temáticas sobre análise de risco, 
gerenciamento de risco, avaliação de risco, comunicação de 
risco, representando uma valiosa fonte de informação  e de 
apoio para a área de vigilância sanitária, prevenção e controle 
de doenças. 

Informaciones disponibles en formato electrónico / Information available in electronic format
  

 Cambio Climático y Sanidad Animal / Climatic Change and Animal Health  

Climate change and animal diseases in South America 
Pinto J, Bonacic C, Hamilton-West C, Romero J, Lubroth J 



Climate strongly effects agriculture and livestock production and influences animal diseases, vectrors 
and pathogens, and their habitat. Global warning trendes predicted in the 2007 Intergovernmental Panel 
on Climatic Change (IPCC) report for South America are likely to change the temporal and geographical 
distribution of infectious diseases, including those that are vector-borne such as bluetongue, West Nile 
fever, vesicular stomatitis and New World screwworm. Changes in distribution Will be partially 
modulated by El Niño Southern Oscillation events, which Will become more frequnte and lead to a 
greater frequency of droughts and floods.  
Active disease surveillance for animal diseases in South America, particularly for vector-borne diseases, 
is very poor. Desease reporting is often lacking, which affects knowledge of disease distgribution and 
impact, and preparedness for early response. Improved reporting for animal diseases that may be 
affected by climate change is needed for better prevention and intervention measures in susceptible 
livestock, wildlife and vectors in South America. Theis requires contributions from multidisciplinary 
experts, including meteorologists, epidemiologists, biologists and ecologists, and from local communities.
Text in English 

This paper discusses impacts of climate change on the ecology of avian influenza viruses (AI viruses), 
which presumably co-evolved with migratory water birds, with virus also persisting outside the host in 
subarctic water bodies. Climate change would almost certainly alter BIRD migration, influence the AI 
virus transmission cycle and directly affect virus survival outside the host. The joint, net effects of these 
changes are rather unpredictable, but it is likely that AI viurs circulation in water BIRD populations Will 
continue with endless adaptation and evolution. In domestic poultry, tôo little is known about the direct 
effect of environmental factors on highly pathogenic avian influenza transmission and persistente to 
allow inference about the possible effect of climate change. However, possible indirect links tghrough 
changes in the distribution of duck-crop farming are discussed. 
Text in English  

Climate driven and other changes in landscape structure and texture, plus more general factors, may 
create favourable ecological niches for emerging diseases. Abiotic factors impacto n vectors, reservoirs 
and pathogen bionomics and their ability to establish in new ecosystems. Changes in climatic patterns 
and in seasonal conditions may affect disease behaviour in terms of spread pattern, diffusion range, 
amplification and persistence in novel habitats. Pathogen invasion range, amplification and persistence 
in novel habitats. Pathogen invasion may result in the emergence of novel diaseae complexes, 
presenting major challenges for the sustainability of future animal agriculture at the global level. In this 
paper, some of the ecological mechanisms underlying the impact of climate change on disease 
transmission and disease spread are further described. Potential effects of different climatic variables on 
pathogens and host population dynamics and distribution are complex to assess, and different 
approaches are used to describe the underlying epidemiological processes and the availability of 
ecological niches for pathogens and vectors. The invasion process can disrupt the long-term co-evolution 
of species. Pathogens adhering to an r-type strategy (e.g. RNA viruses) may be more inclined to 

Rev sci tech Off int Epiz. 2008 Aug; 27 (2): 599-613

Climate change and avian influenza 
Gilbert M, Slingenbergh J, Xiao X 
Rev sci tech Off int Epiz. 2008 Aug; 27 (2): 459-66

Climate change: effects on animal diseases systems and implications for surveillance 
and control 
de La Rocque S, Rioux JA, Slingenbergh J 
Rev sci tech Off int Epiz. 2008 Aug; 27 (2): 339-54



encroach on a novel niche resulting from climate change. However, even when linkage between disease 
dynamics and climate change are relatively strong, there are other factors changing disease behaviour, 
and these should be accounted for as well. Overall vulnerability of a given ecosystem is a key variable in 
this regard. The impacto f climate-driven changes Áries in different parts of the world and in different 
agro-climatic zones. Perphaps priority should go to those geographical áreas where the integrity of the 
ecosystem is most severely affected and the adaptability, in terms of robustness and sustainability of 
response, relatively low. 
Text in English 

Spatio-temporal modelling of the distribution of the leishmaniases and their sandfly vectors in reviewed 
in relation to climate change. Many leishmaniases are rural zoonoses, and so there is a foundation of 
descriptive ecology and qualitative risk assessment. Dogs are widspread reservoir hosts of veterinary 
importance. Recent statistical modelling has not always produced novel general conclusions, 
exemplifying  the difficult of applying models outside the original geographical region. Case studies are 
given for transmission cycles involving both cutaneous and visceral leishmaniasis in the Old World and 
the Américas. An importance challenge is to integrate statistical models. Ecological niche models pose 
difficulties because of the number of assumptions. A positiv e association has been reported betweeen 
the El Niño cycle and the annual incidence of visceral leishmaniasis in Brazil, but more basic research is 
needed before tackling other climate-change scenarios, including leishmaniasis emergence in northern 
Europe. 
Text in English 

 Enfermedades Tropicales Desatendidas / Neglected Tropical Diseases 

The neglected tropical diseases (NTDs) represent some of the most common infections of the poorest 
people living in the Latin American and Caribbean region (LAC). Because they primarily afflict the 
disenfranchised poor as well as selected indigenous populations and people of African descent, the NTDs 
in LAC are largely forgotten diseases even though their collective disease burden may exceed better 
known conditions such as of HIV/AIDS, tuberculosis, or malaria. Based on their prevalence and healthy 
life years lost from disability, hookworm infection, other soil-transmitted helminth infections, and Chagas 
disease are the most important NTDs in LAC, followed by dengue, schistosomiasis, leishmaniasis, 
trachoma, leprosy, and lymphatic filariasis. On the other hand, for some important NTDs, such as 
leptospirosis and cysticercosis, complete disease burden estimates are not available. The NTDs in LAC 
geographically concentrate in 11 different sub-regions, each with a distinctive human and environmental 
ecology. In the coming years, schistosomiasis could be eliminated in the Caribbean and transmission of 
lymphatic filariasis and onchocerciasis could be eliminated in Latin America. However, the highest 
disease burden NTDs, such as Chagas disease, soil-transmitted helminth infections, and hookworm and 
schistosomiasis co-infections, may first require scale-up of existing resources or the development of new 
control tools in order to achieve control or elimination. Ultimately, the roadmap for the control and 
elimination of the more widespread NTDs will require an inter-sectoral approach that bridges public 
health, social services, and environmental interventions. 
Text in English 
http://www.plosntds.org/article/info%3Adoi%2F10.1371%2Fjournal.pntd.0000300 

Leishmaniasis emergence and climate change 
Ready PD 
Rev sci tech Off int Epiz. 2008 Aug; 27 (2): 399-412

Neglected tropical diseases of Latin America and the Caribbean: a review of disease
burden and distribution and a roadmap for control and elimination 
Hotez PJ, Bottazzi ME, Franco-Paredes C, Ault SK, Periago MR 
PLoS Negl Trop Dis. 2008; 2 (9): e300 

http://www.plosntds.org/article/info%3Adoi%2F10.1371%2Fjournal.pntd.0000300


Epidemiología, Evaluación de Riesgo / Epidemiology, Risk Assessment

Although cumulative risk assessment by definition evaluates the joint effects of chemical and 
nonchemical stressors, studies to date have not considered both dimensions, in part because 
toxicological studies cannot capture many stressors of interest. Epidemiology can potentially include all 
relevant stressors, but developing and extracting the necessary information is challenging given some of 
the inherent limitations of epidemiology. In this article, I propose a conceptual framework within which 
epidemiological studies could be evaluated for their inclusion into cumulative risk assessment, including 
a problem formulation/planning and scoping step that focuses on stressors meaningful for risk 
management decisions, extension of the chemical mixtures framework to include nonchemical stressors, 
and formal consideration of vulnerability characteristics of the population. In the long term, broadening 
the applicability and informativeness of cumulative risk assessment will require enhanced communication 
and collaboration between epidemiologists and risk assessors, in which the structure of social and 
environmental epidemiological analyses may be informed in part by the needs of cumulative risk 
assessment. 
Text in English (article in press) 

Fiebre Aftosa /Foot-and-Mouth Disease 

Foot-and-mouth disease virus (FMDV) and classical swine fever virus (CSFV) are highly contagious and 
can cause great economic losses when introduced into disease-free regions. Accurate estimates of 
diagnostic specificity (Sp) are important when considering the implementation of surveillance for these 
agents. The purpose of this study was to estimate diagnostic Sp of a real-time reverse-transcriptase PCR 
assay developed for detection of FMDV in cattle and domestic swine and CSFV in domestic swine based 
on non-invasive specimen collection. One thousand and eighty-eight range beef cattle were sampled 
from thirteen geographic locations throughout Texas. One thousand and one hundred market hogs and 
cull sows were sampled. Results for both FMDV and CSFV were considered positive if amplification 
occurred at or before 40 PCR cycles, inconclusive between 40 and 45 cycles and negative otherwise. Ten 
cattle had nonspecific PCR amplifications for FMDV, but none were classified as positive and only one as 
inconclusive. Specificity (95% confidence interval) was estimated as 100% (99.7, 100). There were 19 
nonspecific PCR amplifications for FMDV in sampled swine with 1 classified as positive, 6 as inconclusive, 
and 12 as negative. Specificity (95% confidence interval) was estimated as 99.9% (99.5, 100). There 
were 21 nonspecific PCR amplifications for CSFV, and 1 was classified as positive. Specificity (95% 
confidence interval) was estimated as 99.9% (99.5, 100). These assays have high Sp, but nonspecific 
PCR amplifications can occur. 
Text in English 

Is Epidemiology the Key to Cumulative Risk Assessment?  
Levy JI 
Risk Anal. 2008 Sep

  

Diagnostic specificity of a real-time RT-PCR in cattle for foot-and-mouth disease and 
swine for foot-and-mouth disease and classical swine fever based on non-invasive 
specimen collection 
Fosgate GT, Tavornpanich S, Hunter D, Pugh R, Sterle JÁ, Schumann KR, Eberling AJ, Beckham 
TR, Martin BM, Clarke NP, Adams LG 
Vet Microbiol. 2008 Nov; 132 (1-2): 158-64 

The evolution of foot-and-mouth disease virus: Impacts of recombination and 
selection 
Lewis-Rogers N, McClellan DA, Crandall KA 
Infect Genet Evol. 2008



Foot-and-mouth disease virus is an economically important animal virus that exhibits extensive genetic 
and antigenic heterogeneity. To examine the evolutionary forces that have influenced the population 
dynamics of foot-and-mouth disease virus, individual genes and the coding genomes for the Eurasian 
(Asia1, A, C, and O) serotypes were examined for phylogenetic relationships, recombination, genetic 
diversity and selection. Our analyses demonstrate that paraphyletic relationships among serotypes are 
not as prevalent as previously proposed and suggest that convergent evolution might be obscuring 
phylogenetic relationships. We provide evidence that identification of recombinant sequences and 
recombination breakpoint patterns among and within serotypes are heavily dependent on the level of 
genetic diversity and convergent characters present in a particular data set as well as the methods used 
to detect recombination. Here, we also investigate the impact of adaptive positive selection on the 
capsid proteins and the non-structural genes 2B, 2C, 3A, and 3C(pro) to identify genome regions 
involved in genetic diversity and antigenic variation. Two different categories of positive selection at the 
amino acid level were examined; conservative (stabilizing) selection that maintains particular phenotypic 
properties of an amino acid residue and radical (destabilizing), and selection that dramatically alters the 
phenotype and potentially the functional and/or structural features of the protein. Approximately, 29% 
of residues in the capsid proteins were under positive selection. Of those, 64% were under the influence 
of destabilizing selection, 80% were under the influence of stabilizing selection, and 44% had 
phenotypic properties influenced by both selection types. The majority of residues under selection 
(74%) were located outside of known antigenic sites; suggestive of additional uncharacterized epitopes 
and genomic regions involved in antigenic drift. 
Text in English (article in press) 

Over the years numerous research workers have measured the aerosol emission from animals infected 
with foot-and-mouth disease virus (FMDV). These data have in turn been used to assess the likely 
spread of the virus through the airborne route. This paper harmonises the results of published material 
and includes unpublished data in which the authors have been personally involved. Overall the message 
is clear, whilst considerable effort has been expended measuring the aerosol created by animals 
experimentally infected with FMDV, great care must be taken when extrapolating these findings to 
outbreaks of disease in the field. Most data are available for pigs where there is strong evidence to 
support the view that they emit more virus than either cattle or sheep. However, it has not been 
possible to demonstrate statistically the commonly held view that virus emission is dependent on virus 
strain. Large variations in emissions have been recorded between animals infected with the same virus 
and housed and sampled under almost identical conditions. Whilst in most instances infected pigs start 
exhaling virus simultaneously with the appearance of clinical signs, such virus shedding has been 
detected the day prior to and several days after the onset of disease, and the duration of virus emission 
can vary from 1 to 5 days. The commencement of virus emission is less clear with cattle and sheep. 
Moreover, there is minimal or no knowledge with regard to aerosol emissions for currently circulating 
viruses such as O Pan Asia 2, A Iran 05 and A Egypt 06, Asia1, SAT1 and 2 and types O and A in South 
America. 
Text in English (article in press) 

Foot-and-mouth disease (FMD) is a contagious viral disease of cloven-hoofed animals that occasionally 
causes outbreaks in Europe. We aim to develop an immunotherapy that confers rapid protection against 
FMD in outbreak situations. For this purpose, we previously isolated llama single-domain antibody 

Foot-and-mouth disease: How much airborne virus do animals exhale? 
Gloster J, Ryan E, Wright C, Doel C, Parida S, Cox S, Barnett P, Schley D, Gubbins S, Paton D 
Vet J. 2008 Sep

Passive immunization of pigs with bispecific llama single-domain antibody 
fragments against foot-and-mouth disease and porcine immunoglobulin 
Harmsen MM, Fijten HP, Dekker A, Eblé PL 
Vet Microbiol. 2008 Nov; 132 (1-2): 56-64 



fragments (VHHs) binding to FMDV or porcine immunoglobulin (pIg). The pIg binding VHHs can be 
genetically fused to other VHHs, resulting in so-called VHH2s. As compared to non-pIg binding VHHs 
such VHH2s have a 100-fold increased serum half-life which is essential for effective immunotherapy. 
We have now produced three bispecific VHH2s by fusion of three FMDV binding VHHs (clones M3, M8 
and M23) to a pIg binding VHH (VI-4). The resulting yeast-produced VHH2s bound FMDV and pIg with 
high affinity (K(D) about 1nM) and neutralized FMDV in vitro as efficiently as their monovalent 
counterparts. To evaluate their therapeutic potential all three VHH2s were intramuscularly injected into 
pigs that were challenge infected with FMDV 24h later. Administration of one of these VHH2s 
(M23ggsVI-4) reduced the viremia significantly (P=0.0034) and reduced viral shedding almost 
significantly (P=0.11). However, it did not prevent development of clinical signs or transmission of 
FMDV. These results suggest that immunotherapy using bispecific VHH2s binding to FMDV and pIg is 
possible in principle, but should be improved by increasing VHH2 dosage or using more potent VHH2s. 
Text in English 

Engineered RNAs carrying substitutions in the integrin receptor-binding Arg-Gly-Asp (RGD) region of 
foot-and-mouth disease virus (FMDV) were constructed (aa 141-147 of VP1 capsid protein) and their 
infectivity was assayed in cultured cells and suckling mice. The effect of these changes was studied in 
the capsid proteins of two FMDVs, C-S8c1, which enters cells through integrins, and 213hs(-), a 
derivative highly adapted to cell culture whose ability to infect cells using the glycosaminoglycan 
heparan sulfate (HS) as receptor, acquired by multiple passage on BHK-21 cells, has been abolished. 
The capsid sequence context determined infectivity in cultured cells and directed the selection of 
additional replacements in structural proteins. Interestingly, a viral population derived from a C-
S8c1/L144A mutant, carrying only three substitutions in the capsid, was able to expand tropism to wild-
type (wt) and mutant (mt) glycosaminoglycan-deficient CHO cells. In contrast, the 213hs(-) capsid 
tolerated all substitutions analysed with no additional mutations, and the viruses recovered maintained 
the ability of the 213hs(-) parental virus to infect wt and mt CHO cells. Viruses derived from C-S8c1 with 
atypical RGD regions were virulent and transmissible for mice with no other changes in the capsid. 
Substitution of Asp143 for Ala in the C-S8c1 capsid eliminated infectivity in cultured cells and mice. Co-
inoculation with a neutralizing monoclonal antibody directed against the type C FMDV RGD region 
abolished infectivity of C-S8c1 virus on suckling mice, suggesting that FMDV can infect mice using 
integrins. Sequence requirements imposed for viral entry in vitro and in vivo are discussed. 
Text in English 

The role of contact parameters in a complex spatial simulation model of foot-and-mouth disease spread 
was determined by comparing predictions of number of infected premises, epidemic duration, and 
relative infection risk for different production sectors between a model that included the Full, 
heterogeneous (differing by production type) type-specific information about animal, vehicle and 
personnel movement between premises, and models that used partial and homogeneous (similar across 
production types) weighted-mean or proxy parameter sets for contacts between premises of all types. 
The model was run using a dataset of known premises locations in a three-county area in the Central 
Valley of California and categorized into 13 premises types and six production sectors. Results from 
models run with homogeneous contact parameters were always different from those obtained from the 
Full model, demonstrating that model predictions are affected by heterogeneity in contact parameters. 

Tolerance to mutations in the foot-and-mouth disease virus integrin-binding RGD 
region is different in cultured cells and in vivo and depends on the capsid sequence 
context 
Gutiérrez-Rivas M, Pulido MR, Baranowski E, Sobrino F, Sáiz M 
J Gen Virol. 2008 Oct; 89 (Pt 10): 2531-9

Use of heterogeneous operation-specific contact parameters changes predictions for
foot-and-mouth disease outbreaks in complex simulation models 
Dickey BF, Carpenter TE, Bartell SM 
Prev Vet Med. 2008; 87 (3-4): 272-87 



Models simplified by using weighted-mean parameters predicted fewer infected premises. Models that 
were simplified by using medium dairy farm or large swine operation proxy parameters predicted longer 
epidemics with more infected premises, while those using small beef operation proxy parameters 
predicted shorter epidemics with fewer infected premises. Simplified-parameter models underestimated 
the impact on the economically important dairy sector, while overestimating the impact on beef and 
backyard operations. Results establish a need for heterogeneous, operation-specific contact parameters 
in complex stochastic simulation models that must be weighed against the cost of obtaining and coding 
premises type-specific contact information. 
Text in English 

Influenza Aviar /Avian Influenza 

There have been remarkable advances in the molecular diagnosis and characterization of avian influenza 
virus infections in domestic poultry and free-living birds in the past two decades. Rapid pathotyping 
became possible with the recognition that the amino acid sequence of the connecting peptide of the 
haemagglutinin precursor, HA(0), is a major virulence determinant for H5 and H7 subtype viruses. This 
in turn resulted in nucleic acid sequencing as a relatively routine method for identifying highly 
pathogenic avian influenza virus isolates. Subsequent development of diagnostic methods based on 
reverse transcription-polymerase chain reaction (RT-PCR), real-time RT-PCR, nucleic acid sequence-
based amplification and loop-mediated isothermal amplification has made the rapid detection of group A 
influenza and H5 and H7 subtype viruses possible. Further development of these assay platforms has 
enabled the specific detection of H5N1 Eurasian subtype viruses and the inference of their HA(0) 
cleavage sites. Identification of additional virulence determinants of influenza A viruses for birds and 
mammals will allow the emerging area of microarray technology to further extend our understanding of 
their ecology, epidemiology and pathogenesis. 
Text in English 

Highly pathogenic avian influenza (HPAI) virus subtype H5N1 threatens poultry production and human 
health. Understanding the role that migratory waterfowl play in introducing and maintaining this 
infection is critical to control the outbreaks. A study was conducted to determine if the occurrence of 
HPAI subtype H5N1 outbreaks in village poultry in Romania, 2005-2006, was associated with proximity 
to populations of migratory waterfowl. Reported outbreaks - which could be grouped into three epidemic 
phases - and migratory waterfowl sites were mapped. The migratory waterfowl site closest to each 
outbreak was identified. The distances between outbreaks occurring in phase 1 and 2 of the epidemic 
and the closest migratory waterfowl site were significantly (P < 0.001) less than in phase 3, but these 
distances were only useful in predicting when outbreaks occurred during phase 1 (October-December, 
2005) of the epidemic. A spatial lag (rho = 0.408, P = 0.041) model best fit the data, using distance and 
[distance]*[distance] as predictors (R(2) = 0.425). The correlation between when outbreaks were 
predicted to occur and when they were observed to occur was 0.55 (P = 0.006). Results support the 
hypothesis that HPAI virus subtype H5N1 infections of village poultry in Romania during the autumn of 
2005 might have occurred via exposure to migratory populations of waterfowl. 
Text in English (article in press) 

Rabia /Rabies  

Advances in the molecular based techniques for the diagnosis and characterization 
of avian influenza virus infections 
Pasick J 
Transbound Emerg Dis. 2008 Oct; 55 (8): 329-38

Association Between Outbreaks of Highly Pathogenic Avian Influenza Subtype
H5N1 and Migratory Waterfowl (Family Anatidae) Populations 
Ward MP, Maftei DN, Apostu CL, Suru AR 
Zoonoses Public Health 2008 



Rabies remains an important public health issue in Bolivia, South America. Public concern and fears are 
most focussed on dogs as the source of rabies. The objective of the present study was to assess 
immunity of an inactivated suckling mouse brain vaccine against canine rabies used for the official 
vaccination campaigns under field conditions in an endemic area of rabies in Bolivia. A total of 236 
vaccinated and 44 unvaccinated dogs in Santa Cruz de la Sierra, selected using stratified random 
sampling, were investigated in order to obtain owned dog characteristics and antibody titres against 
rabies in April 2007. The proportion of vaccinated dogs with an antibody titre exceeded the protection 
threshold value of 0.5 EU/ml was 58% [95% confidence intervals (CI): 52–65], indicating that 
vaccination is likely to elicit an antibody response (odds ratio 6.3, 95% CI: 1.2–11.5). The range of 
geometric mean of antibody titre for vaccinated dogs (0.89 EU/ml; 95% CI: 0.75–1.04) was considered 
to meet the minimal acceptable level indicating an adequate immune response to the vaccine. However, 
the titre level was not satisfactory in comparison with the results from other field investigations with 
inactivated tissue culture vaccines. It is recommended for public health authorities to (1) consider 
modernizing their vaccine manufacturing method because the level of immunity induced by the current 
vaccine is comparably low, (2) conduct frequent vaccination campaigns to maintain high levels of 
vaccination coverage, and (3) actively manage the domestic dog population in the study area, which is 
largely responsible for rabies maintenance. 
Text in English 

Zoonosis / Zoonoses 

Veterinary practices are unique environments that bring humans into close contact with many different 
species of animals; therefore, the risk of exposure to infectious pathogens is inherently different in 
veterinary medicine than in human medicine. In contrast to the risk of exposure to blood in human 
medicine, infections from zoonotic diseases in veterinary personnel are primarily related to exposure to 
animal faeces, infected skin, wounds, droplets and puncture wounds. Infection-control measures in 
veterinary practices are often insufficient to prevent zoonotic disease transmission. The Veterinary 
Standard Precautions (VSP) Compendium is designed to help prevent transmission of zoonotic 
pathogens from animal patients to veterinary personnel in private practice. 
Text in English 

Seminarios, Congresos, Eventos /Seminars, Congress, Events 

XXX PANVET (Congreso Panamericano de Ciencias Veterinarias) 
12-16 Octubre 2008 
Guadalajara, México 
http://www.fedmvz.com/panvet/1.html 

XXXV COVBRAVET (Congresso Brasileiro de Medicina Veterinária) 
19-22 Octubre 2008 
Gramado, RS, Brasil 
http://www.sovergs.com.br/conbravet2008/ 

Antibody Response to an Anti-rabies Vaccine in a Dog Population under Field
Conditions in Bolivia 
Suzuki K, González ET, Ascarrunz G, Loza A, Pérez M, Ruiz G, Rojas L, Mancilla K, Pereira JAC,
Guzman JA, Pecoraro MR 
Zoonoses and Public Health 2008 Oct; 55 (8-10): 414-20

Discussion of the Compendium of Veterinary Standard Precautions: Preventing
Zoonotic Disease Transmission in Veterinary Personnel 
Elchos B, Scheftel J 
Zoonoses Public Health 2008 Oct; 55 (8-10): 526-8 
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