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The bacterium Bacillus anthracis is a major threat in biological warfare. Inhalation of spores causes 
inhalation anthrax, a serious infection leading to death in untreated cases. Rapid, secure identification 
and virulence characterization of the pathogen is therefore crucial for diagnosis determination and choice 
of an optimal treatment regimen. 
 
Sequence analysis of the 16S rRNA gene, commonly used for bacterial typing, cannot be used in this 
situation since B. anthracis and B. cereus have identical sequences.  A DNA sequence called Ba813 has 
been used instead as a specific chromosomal marker for B. anthracis, making it possible to distinguish 
this strain from other closely related soil-borne Bacillus species. Moreover, virulent strains of B. anthracis 
harbour two plasmids, pXO1, containing genes for production of anthrax toxin and pXO2, encoding 
products necessary for encapsulation and spore formation.  We employed PCR together with 
Pyrosequencing™ technology for species identity confirmation and virulence characterization of 10 B.  
anthracis isolates. 
 


