Mass molecular testing for COVID19 using NGS-based technology and
a highly scalable workflow
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Table S1: Detailed description of turn-around times and lab analyst requested in each step of the workflow proposed in this work. We provide three different scenarios regarding the total number of
samples in a 48h workflow.

Step 11 - Pool
Step 1 - Sample Step 2 - Extraction | Step 3 - Sample Step4 - RNA Step 5 - cDNA + Step 6 - Library Step 7 - Library Step 8 - Library Step 9 - Library Step 10 - Library anF:'tat'on (RT Step 12 - Sten 13 -Analysis Total
uantitati - - i
) screenig plate preparation distribution extraction DNA amplification preparation purification quantitation normalization Pooling q Sequencing P v ota
Sample size qPCR) process
N N . N N N N N N - N . N time (hour)
Lab Time Lab Time Lab Time Lab Time Lab Time Robot Time Robot Time Lab Time Lab Time Robot Time Lab Time Lab Time Lab Time
Analyst  (hour) Analyst (hour) Analyst (hour) Analyst (hour) Analyst (hour) (hour) (hour)  Analyst (hour) Analyst (hour) (hour)  Analyst (hour) Analyst (hour) Analyst (hour)
1.500
2 10.0 1 0.8 4 0.7 1 0.3 1 0.5 1 1.0 1 0.6 3 2.3 2 2.0 1 0.3 1 2.3 1 31.0 1 0.1 51.9
Samples
3.000
11.0 2 0.8 10 0.7 3 0.3 3 0.5 2 13 2 0.6 6 2.3 6 2.0 2 0.3 1 23 1 22.0 1 0.20 44.3
Samples
6.000
11 11.0 4 0.8 18 0.7 5 0.3 6 0.5 2 2.6 2 1.2 9 2.3 9 2.0 2 0.6 1 2.3 1 22.0 1 0.50 46.8

Sample



