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Table S1. Socio-demographic and clinical-pathological features of COVID-19 patients 

 

 

 

 

 

 

 

 



Figure S1. SARS-CoV 2 viral extraction from pulmonary tissues work flow.

 

  



Figure S2. A) RT-qPCR detection of SARS-CoV-2 N2 gene in non-infected samples. B) RT-qPCR detection of human 

GAPDH in control samples and lung tissues to assess the validity of the extraction protocol. 

A) 

 Name Ct 
A SARS-CoV2 N2 Lung Method 1 NA 
B SARS-CoV2 N2 Lung Method 1 NA 
C SARS-CoV2 N2 Primers CTRL Pos 20.21 
D SARS-CoV2 N2 Primers CTRL Pos 18,29 
E SARS-CoV2 N2 NTC NA 
 

 

 

 
Legend: A-B) Analysis of SARS-CoV-2 N2 gene expression in normal lung (performed in duplicate); C-D) Analysis of 

SARS-CoV-2 N2 genes in a positive control obtained for a patient with a confirmed diagnosis of COVID-19 infection 

(performed in duplicate); E) Non-Template Control. 

B) 

 Name Ct 
A GAPDH Negative Sample 1 NA 
B GAPDH Negative Sample 1 NA 
C GAPDH Lung Method 2  34.80 
D GAPDH Lung Method 2 36.86 
G GAPDH Lung Method 1  27.98 
H GAPDH Lung Method 1  26.67 
I GAPDH MG-63 Human Cell Line 17.46 
F GAPDH NTC NA 

 

Legend: A-B) Negative samples consisting of all the buffers and components used during the extractions, tested to 

verify any possible cross-contamination. C-D-G-H) RNA extracted from a lung specimen obtained using two different 
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methods (i.e. samples kept at room temperature or in ice) and obtained from a patient negative to COVID-19 

infection. 

 

Figure S3. A) Pearson’s correlation matrix between the cDNA amount and the ddPCR results obtained for GAPDH and 

SARS-CoV-2 N2 gene, from red to blue the increasing statistical significance and B) p-value relative to the matrix, p-

value ≤0.05. 

 

  



Figure S4. Electropherograms of SARS-CoV-2 fragments. A) SARS-CoV-2 N gene sequence; B) SARS-CoV-2 Spike 

gene sequence; SARS-CoV-2 c) Spike/Orf3a gene sequence. N and Spike sequences were aligned with the reference 

genome MW041156, while the Spike/Orf3a sequence was aligned with the reference genome MT077125. 

 


