SAG contigs

Average Nucleotide
Identity calculated for
all SAGs against all
Reference genomes

32 Reference
Genomes

4

>

Base Pair Coverage
calculated for each ANI

T~

Single cell
SAGs

Probable single
cell SAGs but not
classified

ANI/BPC pairs removed if
either ANI<70% or BPC <5%
of SAG genome

>2 reference
species
>91%ANI

species 295%

reference
species 295%
ANland <
30%BPC

Unclassified
SAGs

Supplemental Figure 3. Schematic overview of the logic pipeline used to classify single
amplified genomes (SAG). The average nucleotide identity (ANI) was calculated using the
script provided here (https://github.com/chjp/ANI) and the base pair coverage (BPC) was
calculated using a custom perl script. Numbers in parenthesis indicate the number of SAGs

at each step of the pipeline.



