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Abstract

In order to isolate and study on genetic diversity of Azotobacteria by PCR-RFLP, first of all soil samples from
different land usages were collected. In this research after isolation of Azotobacteria, nearly 30 isolates were
selected to study restriction fragment length polymorphism (RFLP) pattern of amplified 16S rRNA gene. The
gene encoding 16S rRNA was amplified using universal primers (1525R/24F), then RFLP of this gene was
investigated by restriction enzyme such as Mspl and Hindlll. Our results revealed that, besides Azotobacter
there are other genera including Klebsiella, Beijerinckia, Pseudomonas, Rhizobium and Agrobacterium in the
isolated bacteria. Although molecular identification showed that all Azotobacters belonged to the same species
namely A. chroococcum, but from the point of PCR-RFLP view they separated in three different groups.
Furthermore, results displayed that Azotobacters had similar RFLP pattern with other genera such as Klebsiella,
Beijerinckia and Pseudomonas.
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