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Abstract Candidate phyla radiation ( CPR) bacteria and DPANN superphyla archaea are important microbial dark
matter accounting for approximately half of all the bacterial and archaeal diversity of the planet. At present their re—
searches are in the initial stage. Only a few cultured strains in laboratory of CPR and DPANN have been obtained so
far. They represent rich resource of strains and genes while their ecological functions are unknown representing great
opportunities for new discovery in the future. Based on introduction of the existing methods of microbial isolation and
culture and common characteristics of CPR and DPANN the CPR and DPANN strains that have been realized in culti-
vation in laboratory were summarized and analyzed and some suggestions for the isolation and cultivation of the two
groups were put forward so as to provide reference for the future isolation and cultivation. The cultivation study on
CPR and DPANN is helpful to deepen the understanding of the two groups clarify their lifestyle and evolution rules
reveal their unique metabolic pathway and functional genes and discover new natural active products which has im—
portant scientific significance and application value.
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