
Serological and molecular identification of equine infectious 
anemia in wandering equids of Semi-arid region of Rio Grande do 

Norte, Brazil 

 
 
Rebeca J. F. Câmara1,2; Fernanda G. Oliveira3; Bruna L. Bueno3; Bruno V. S. 

Araújo2; Telissa C. Kassar3; Cláudia F. Resende3; Sidnei M. Sakamoto2; 
Rômulo C. Leite3; Jenner K. P. Reis3 

 
1
Programa de Pós-Graduação em Ciência Animal. Universidade Federal Rural do Semi-Árido 

(UFERSA), Caixa Postal 137, 59625-900, Mossoró, RN, Brasil. Email: rebeca_jfc@hotmail.com. 
2
Laboratório de Biologia Molecular da Reprodução, Departamento de Ciências Animais, 

Universidade Federal Rural do Semi-Árido (UFERSA), Caixa Postal 137, 59625-900, Mossoró, RN, 
Brasil.  

3
Laboratório de Retroviroses, Escola de Veterinária. Universidade Federal de Minas Gerais 

(UFMG), Caixa Postal 567, 31270-901, Belo Horizonte, MG, Brasil.  
 

Equine infectious anemia (EIA) is a disease that affects the Equidae family. Most 
of infected animals are asymptomatic, making diagnosis challenging. The infected 
equids are potential source of virus transmission therefore, establishment of EIA 
status is necessary for the development of equine industry. The control of EIA is 
based on laboratorial diagnosis followed by identification, isolation and euthanasia 
of the infected animals. The aim of this research was to identify the presence of 
EIA in wandering equid population in Semi-Arid region of Rio Grande do Norte, 
Brazil, through serologic and molecular diagnostic. It was collected 409 blood 
samples from wandering equines from September to December 2014, in the 
gathering sanctuary of Apodi, Rio Grande do Norte, Brazil. Three serological tests 
were made as follows: ELISA, using synthetic peptide pgp45 as antigen and agar 
gel immunodiffusion (AGID) were used in all samples simultaneously. The 
immunoblot (IB) was used as confirmatory in samples with conflicting results 
between ELISA and AGID. Additionally, the nested PCR to EIAV gag region was 
done in the serological positive blood samples followed by phylogenetic analysis of 
the amplified products. A total of 409 samples tested 407 showed concordant 
results between AGID and ELISA being 405 negative and two positive. The other 
two samples were positive only in ELISA. From these two samples, only one was 
confirmed as positive by IB test. The EIAV proviral DNA was also detected in the 
two equids with EIA positive serology in the classical tests (one donkey and one 
horse). Moreover the phylogenetic analysis of the amplified fragment of gene gag 
from both animals showed similarity with the same genomic region of EIAV 
Wyoming strain and their clones. Based on our  results, the frequency of EIA 
seropositive animals in wandering equids of Semi-arid region of Rio Grande do 
Norte is low (0.98%) and and it seems that the same virus strain affects this equid 
population. 
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