
ORAL T C M Bin 00011
PRLK01000001 1 Candidatus Saccharibacteria bacterium TM7 CMJM G6 1 HOT 870 G6CMJM 1 whole genome shotgun sequence
G6 32 bin 33 unicycler
Candidatus Nanogingivalaceae FGB1 strain JCVI 1 bin 12
GCA 015257795 2 ASM1525779v2 JB001 complete genome
JB003 complete genome
JB002 complete genome
ORAL T C M Bin 00022
ORAL T B F Bin 00010
ORAL T A F MAG 00016
ORAL T B F Bin 00014
CP040010 1 Candidatus Saccharibacteria bacterium oral taxon 488 strain CM003 chromosome complete genome
CP040008 1 Candidatus Saccharibacteria bacterium oral taxon 955 strain PM004 chromosome complete genome
CP040009 1 Candidatus Saccharibacteria bacterium oral taxon 955 strain CM009 chromosome complete genome
SDRW01000018 1 TM7 phylum sp oral taxon 348 strain TM7 HOT 348 SAG2 348SAG2 NODE 103 2 whole genome shotgun sequence
TM7c JB
CP047917 1 Candidatus Saccharibacteria bacterium oral taxon 488 strain FS15P chromosome complete genome
CP040003 1 Candidatus Saccharibacteria bacterium oral taxon 488 strain AC001 chromosome complete genome
CP058260 1 Candidatus Saccharibacteria bacterium oral taxon 488 strain HB001 chromosome complete genome
SDRT01000065 1 TM7 phylum sp oral taxon 349 strain TM7 HOT 349 SAG1 349SAG1 NODE 101 4 whole genome shotgun sequence
SDRL01000060 1 TM7 phylum sp oral taxon 353 strain TM7 HOT 353 SAG1 952SAG1 NODE 101 2 whole genome shotgun sequence
SDRZ01000008 1 TM7 phylum sp oral taxon 346 strain TM7 HOT 346 SAG2 346SAG2 NODE 10 28 whole genome shotgun sequence
CP040004 1 Candidatus Saccharibacteria bacterium oral taxon 957 strain BB001 chromosome complete genome
CP040011 1 TM7 phylum sp oral taxon 952 strain TM7x chromosome complete genome
SDRM01000010 1 TM7 phylum sp oral taxon 352 strain TM7 HOT 352 SAG8 352SAG8 NODE 10 21 whole genome shotgun sequence
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