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The whole genome sequence was determined by PacBioRSIl / Sequel from blood
culture bacterial samples of 301 cases of sepsis. Bacterial species are E. coli (136 cases), K.
pneumoniae (94), P. aeruginosa (44), K. oxytoca (11), E. cloacae (7), and rare cases, Aeromonas. Spp

(3), E. aerogenes (2), R. ornithololytica (1), S. maltophilia (1), S. marcescens (1). The

simultaneous detection of E. coli and K. pneumoniae (2) was also observed. All strains were able to
determine the entire novel genome, and several structural mutations associated with sepsis were
detected from the E. coli K. pneumoniae group. These were made into a database, and it was set as
the situation which a critical care worker can read.
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