
 Table S3. Comparative mock community composition. 

 
* Shotgun sequencing was performed using the Illumina® MiSeq™ (2x150bp) and with 
sequencing library prepared with Kapa HyperPlus. The composition in terms of genomic 

DNA abundance was calculated by summarizing the raw sequencing reads mapped to the 

genome of each strain. 

** 16S rRNA Amplicon - Illumina MiSeq (2x 250bp) and Sequencing Library prepared 

with Schloss Primers - 2 step PCR approach and Sequences at the Genomics Facility at 

Cornell University. 

 


