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“Cand. Jidaibacter acanthamoeba” --- Rickettsiales 16 10 (no Rickettsia species)
Sphingobium chlorophenolicum - Actinobacteria 12 2
Holosporales bacterium - Cyanobacteria >1000 >1000 (widespread)
Pseudomonas orientalis C4J97_0161 (33 %ID) Chloroflexi 4 1
Enterobacter sp. BIGb0383 EDF81_4644 (60 %ID); EDF81_3716 (29 %ID) Spirochaetes 12 5
Streptomyces luteoverticillatus - Widepsread in all proteobacterial classes and many

Sphaerisporangium krabiense - other non-proteobacterial groups



