
Cha�ron et al., Figure S9

Strategy A:
considering all 16S genes in a genome, 
mapping genomes to OTU by best identity hit
(min. length 700 nt, min. identity 97%)
599 genomes mapped

Strategy B:
considering all 16S genes in a genome,
best-reciprocal-hit mapping with OTUs
(based on identity, min. 05%; min. length 700 nt)
447 genomes mapped

p-value = 9.86e-07

p-value = 3.47e-23 p-value = 3.12e-05

p-value = 0.046

p-value < 1.00e-20 p-value < 1.00e-20
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