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The average (standard deviation) number of droplets in ten merged wells determined from a random subset of 8 samples was 190000 (6800).  Average number of copies per partition (λ) for SARS-CoV-2 RNA in the same subset was 7.2x10-4, the average of the number of copies per partition (λ) for PMMoV was 0.14, and 1.8x10-3 for BCoV. 
As the samples were extracted ten times and each extract analyzed in one of 10 replicate wells which were merged, the replicate variability incorporates variation from both RNA extraction and RT-dPCR with a heterogeneous solids sample.  Sample standard deviations for the SARS-CoV-2, PMMoV RNA, and BCoV RNA quantification estimated from the merged wells were, on average 21%, 17%, and 15% of the measurement. Assays were conducted in only one lab, so reproducibility was not assessed. 
The LOD of the assay was 3 positive droplets which translates into between 600 and 1000 copies/g dry weight depending on the percent dry weight of the solids used in the extraction which depends on the properties of the solid and how effectively it can be dewatered. 
Example fluorescence plots for the N, S, and ORF1a genes are provided in the associated reference by Topol et al. [1], additional fluorescence plots are shown below in Figures S1, S2, and S3. 
Additional MIQE guideline information is provided in Table S1. The references in the table are provided and numbered according to this Supporting Material document. 
Captions for all Figures and are provided with the associated file in the supporting material. 
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