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ABSTRACT

The objective for this research was to identify these secondary bacterial symbionts of Matsumuratettix
hiroglyphicus vector of sugarcane white leaf disease by isolation, culturing and analysis of the 16S rRNA bacterial
gene. The result from a total of 58 tested leathoppers, only female showed the bacteria colonies while male did not
produce any bacteria on media agar. The 38 bacteria colonies were sequenced and analyzed using National Center for
Biotechnology Information (NCBI). A total of 12 genus and 20 species were identified, including Microbacterium,
Bacillus, Arthrobacter, Brachybacterium, Pedobacter, Achromobacter, Ochrobactrum,  Sphingobacterium
Stenotrophomonas, Acinetobacter, Rhodococcus and Mycobacterium. Among these, three genera of Bacillus,
Microbacterium and Arthrobacter were found in the leathoppers from all collected sugarcane fields, so, they are

proposed as the secondary bacteria symbionts for this leathopper vector.
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