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Endophytic bacteria play important roles in agriculture by improving plant 
performance and adaptation against biotic and abiotic stresses. Nevertheless, studies 
on endophytic communities in tropical ecosystems are still limited. Molecular methods 
were used for identifying endophytic bacteria from tropical maize (Zea mays L.). 
Electrophoretic profile (SDS-PAGE) of total protein extract revealed a high level of 
polymorphism with a high number of scrutinable bands. Among twenty-five colonies, 
six were identified as duplicates. Partial sequencing of 16S ribosomal gene was 
performed in attempt to verify the authenticity of SDS-PAGE. Among isolates with 
similar protein profile, four were confirmed as replicates and two were different 
strains. 16S rDNA sequences comparison in Genbank revealed nine unidentified 
species of bacteria, nine Bacillus subtilis, five B. pumilus, one B. licheniformis and 
one B. amyloliquefaciens. RAPD analysis using twenty random primers showed a 
high degree of polymorphism within and among  species. Phylogenetic relationship 
applying RAPD markers was in accordance with rDNA sequencing results. According 
to the present study SDS-PAGE may be used as a fast and cheap first step method 
for identifying inter-specific variation in maize endophytic bacteria, rDNA sequencing 
may be applied for identifying strains with similar protein profile and RAPD may be 
useful for phylogenetic studies. 
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