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Genetic analysis of novel microorganisms detected from bronchial lavage fluid of
patients with chronic lower respiratory tract infection
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The genomic sequence of a novel microorganism I0LA detected from a bronchial
lavage fluid (BALF) specimen derived from a chronic lower respiratory tract infection patient was
determined without isolating of I0LA with culture methods. The genome of I0LA is extremely small
(303,838 bp), and there are only 310 CDSs. The genes involved in cell wall synthesis were not found
on the genome. In addition, the phylogenetic analysis of 16S, 23S rRNA gene and 29 universal protein
molecules revealed that IOLA is a novel bacterium at phylum level. The results of IOLA specific PCR
analyses showed that I0LA was statistically significantly detected only from patients with
bacterial infections. I0LA should be categorized in a new linage of bacteria and would be recognized
as an infectious organism, not as a commensal bacterium of human.
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