Supplementary Figure Legends:
Figure S1: Interpretations of the ‘1% culturability paradigm’. Proportion of articles applying the different interpretations of the paradigm [1% of cells (H1), 1% of taxa (H2), or 1% grow on plates (H3)]. To determine the distribution of articles applying specific versions of the ‘1% culturability paradigm’, I examined all articles published so far in 2017 that cited Amman and co-workers [4] using Google Scholar on 09/20/2017. If the citing article used a statement describing limited culturability of microorganisms, I then classified the statement into H1, H2, and H3. In addition, some articles were ambiguous in whether the statement referred to limited community coverage vs. richness and these were classified as mixed between H1 and H2.

Figure S2: Histogram of 16S rRNA similarity between amplicon sequences and known isolates across forty samples and six biomes. The samples are listed in Table S1.

Figure S3: Histogram of 16S rRNA similarity between taxa and known isolates across forty samples and six biomes. The samples are listed in Table S1. 

Figure S4: Relationship between alpha-diversity and degree of culturability across samples. A) Relationship between alpha-diversity and median sequence similarity of all sequences. B) Relationship between alpha-diversity and median sequence similarity of all taxa. C) Relationship between alpha-diversity and proportion of sequences with a close cultured relative. D) Relationship between alpha-diversity and proportion of taxa with a close cultured relative. A taxon as well as a close cultured relative are here defined as 16S rRNA sequences sharing > 97% similarity. The samples are listed in Table S1.

Figure S5: Relationship between library size and degree of culturability across biomes. A) Relationship between library size and proportion of sequences with a close cultured relative. B) Relationship between library size and proportion of taxa with a close cultured relative. A taxon as well as a close cultured relative are here defined as 16S rRNA sequences sharing > 97% similarity. The samples are listed in Table S1.
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