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Genetic Analysis of Avian Paramyxoviruses Isolated from

Wild Birds and Domestic Poultry from 2012 to 2017

Yu-Pin Liu

Abstract
Avian paramyxovirus (APMV) serotype 1 (Newcastle disease, ND) is the most
commonly detected serotype in Taiwan. Nevertheless, information regarding the
distribution of all APMVs serotypes 1-13 in domestic poultry, wild birds, imported
birds and pet birds is limited. This study used molecular analytical techniques to
determine the serotype and distribution of APMVs in birds from 2012 to 2017.
Fifty-six APMV isolates were characterized, including 43 APMV-1, 5 APMV-4, 3
APMV-6, 3 APMV-7, 1 APMV-9-like, and 1 APMV-12-like. The results of the
phylogenetic analysis of fusion protein genes demonstrated that 43 APMV-1 strains
belonged to the linage of class I, and the linage of genotype I, 11, VI, VII of class II,
respectively. The present study suggests that in addition to ND, there are at least five
more serotypes of APMVs circulating among poultry and wild birds in Taiwan and
these results will serve as a valuable resource for any future  relevant

epidemiological investigations.



