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Old Taxonomic Order 
 Order  
 Family   
 Genus   Mimivirus 
 Type Species   Acanthamoeba polyphaga mimivirus 
 Species in the Genus   Acanthamoeba polyphaga mimivirus 
 Tentative Species in the Genus   
 Unassigned Species in the family   

New Taxonomic Order 
 Order  
 Family  Mimiviridae 
 Genus   Mimivirus 
 Type Species   Acanthamoeba polyphaga mimivirus 
 Species in the Genus   Acanthamoeba polyphaga mimivirus 
 Tentative Species in the Genus   
 Unassigned Species in the family   
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Acanthamoeba polyphaga mimivirus ( AY653733 ) is an emerging virus characterized in 2002-

2004. It is a nucleocytoplasmic large DNA virus (NCLDV) (virions are 600 nm in diameter) the 

complete genome of which has been sequenced (Raoult et al., 2005, Science 306(5700):1344-

50 ). The genome size is 1.2 Mb and contains 1261 ORFs (greater than 300 nt), including 911 

very likely protein coding genes. The virus exhibits many original features such as numerous 

translation apparatus-related genes (e.g. 4 aminoacyltRNA synthetases, 4 translation factors, 

enzymes for all DNA repair mechanism, and 3 types of topoisomerase 1a, 1b, and 2). 

Phylogenetic trees derived from a concatenation of the sequences of 7 NCLDV conserved 

gene sequences indicate that it occupies an intermediate position between Iridoviridae, and 

Phycodnaviridae. 

Mimiviridae, mimi-for “microbe mimicking” because of its particle size that makes it visible 

under the light microscope, ressembling to a small Gram-positive coccus on Gram staining 

(mimicking microbe). 



 


