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Abstract: Objective

were used to analysis sequences harboring armA submitted to the GenBank database. Results

To analysis the genetic context of armA gene identified in different species. Methods

BLASTN searches

armA gene was mostly found down-

stream of ISCR1 element and was most commonly detected in Enterobacter spp. . Its flanking sequences were highly conserved in

Enterobacter spp. . Conclusion
cations share some common characteristics.
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