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Identification of Pathogen and Pathogenicity of

Maize Ear Rot in Qiqihaer City
LIU Zhen—ku', JIA Jiao®, SU Qian—fu’, MENG Ling—min’, JIN Qi—ming’*
(1. Jilin Seed Management Station, Changchun 130033;
2. Institute of Plant Protection, Jilin Academy of Agricultural Sciences, Gongzhuling 136100, China)

Abstract To identify pathogens of maize ear rot in Qiqgihaer city, samples were collected from maize fields in
Qigihaer City in December, 2013. These pathogens were isolated and identified, and their pathogenicity tested. The
results showed that colony morphology and conidial morphology of the isolated pathogen Q-1 was similar with Fusar-
ium graminearum, but it did not secrete pigment. The ITS sequence max similarity was 100% with Fusarium gra-
minearum (Genebank No: HQ671191.1). The phylogenetic tree showed that the Q—1 was in the same cluster as F.
graminearum. The pathogenicity test of Q—1 indicated that Q—1 was verified to maize ear according to Koch’ s Pos-
tulot. So the Q-1 was named as Fusarium graminearum Qiqihaer.
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