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Supplementary data 
 

Suppl. Dataset#1. Sequences of the two IVT RNA used in the study. 

Highlighted in blue: primers 
Highlighted in green: probe 
Bold underlined, T7 promoter sequence 
Italicized, T7 termination sequence 
 
>IVT_E gene 
TAATACGACTCACTATAGGGAGAACATGAGGATCACCCATGTACAGGTACGTTAATAGTTAATAGCGTACTTCTTTTTCTTATTATAGCGGCCGCTTATTAAGTTACACTA
GCCATCCTTACTGCGCTTCGATTGTGTGCGTACTGCTGCAATATACATGAGGATCACCCATGTgcaataactagcataaccccttggggcctctaaacgggtcttgaggggttttttgctga 
 
>IVT_RdRp-IP4 
TAATACGACTCACTATAGGGAGAACATGAGGATCACCCATGTCAAGTATTGAATTATAGCGGCCGCTTATTACGAAATGCTGGTATTGTTGGTGTACTGACATTAG
ATAATCAAGATCTCAATGGTAACTGGTATGATTTCGGTGATTTCATACAAACCACGCCAGGTAGTGGAGTTCCTGTTGTAGATTCTTATTATTCATTGTTAATGCC
TATATTAACCTTGACCAGGGCTTACATGAGGATCACCCATGTgcaataactagcataaccccttggggcctctaaacgggtcttgaggggttttttgctga 
 

 

 



Suppl. Figure 1. Flowchart of molecular testing on clinical samples using E-Sarbeco, RdRp-IP4 and Duo SARS-CoV-2 assays. 
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Table 1. Results of RT-qPCR on clinical samples with E-Sarbeco, RdRp-IP4 and Duo SARS-CoV-2 assays. Highlighted in grey, samples with discrepant results 
obtained with the three assays.  

Sample nb 
Sample 
name 

Days between onset of 
symptoms and sampling 

(sera and nasopharyngeal 
swabs) 

E-Sarbeco assay RdRp-IP4 assay Duo SARS-CoV-2 VNT Titre VNT 

1 COVID-0002 16 Positive 35,2 Positive 34,9 Positive 35,2 Positive 80 
2 COVID-0004 9 Positive 31,4 Positive 31,2 Positive 31,2 Positive >160 
3 COVID-0006 11 Negative >40 Negative >40 Negative >40 Negative - 
4 COVID-0008 13 Negative >40 Negative >40 Negative >40 Positive 80 
5 COVID-0010 13 Positive 31 Positive 30,4 Positive 30,8 Positive 80 
6 COVID-0012 9 Positive 31 Positive 30,8 Positive 31 Positive 80 
7 COVID-0016 17 Negative >40 Negative >40 Positive 38,1 Positive >160 
8 COVID-0018 15 Negative >40 Negative >40 Positive 37,2 Positive >160 
9 COVID-0020 12 Positive 35,4 Positive 37,4 Positive 35,8 Positive >160 

10 COVID-0022 16 Positive 32,8 Positive 34,2 Positive 33,1 Positive 40 
11 COVID-0024 13 Positive 34 Positive 35,8 Positive 34,4 Positive 40 
12 COVID-0026 15 Positive 37,1 Positive 36,4 Positive 35,9 Positive 40 
13 COVID-0029 13 Positive 21,5 Positive 22,5 Positive 21,9 Positive >160 
14 COVID-0031 14 Positive 36,2 Positive 34,7 Positive 34,8 Negative - 
15 COVID-0033 7 Negative >40 Positive 35,2 Positive 36,8 Positive >160 
16 COVID-0035 9 Negative >40 Positive 36,6 Positive 38,9 Positive 80 

 

 

 

 

 

 

 

 



Suppl Figure 2. Detection curves of samples with discrepant results obtained with the three RT-qPCR assays. 

 

 



 

 

 

 

 



 

Suppl. Dataset#2. In silico analysis of the genetic heterogeneity in the target regions of the assay included in the Duo SARS-CoV-2 assay 

 

Analysis #A: Based on 14,277 complete genome sequences of SARS-CoV-2 from COG-UK Consortium (Regions: Scotland, England, Wales, Northern Ireland) 

 

A1. IP4-RdRp 

99,16% of sequences (14,156 sequences): no mismatch with IP4-RdRp primers and probe set 

0,84% of sequences (121 sequences): 1 or more mismatches with IP4-RdRp primers and probe set 

 8 sequences: 1 or more mismatches with Fw primer 
 37 sequences: 1 or more mismatches with probe 
 76 sequences: 1 or more mismatches with Rev primer 

 

A2. E gene (Charité, Berlin) 

99,83% of sequences (14,252 sequences): no mismatch with E gene(Charité) primers and probe set 

0,17% of sequences (25 sequences): 1 or more mismatches with E gene(Charité) primers and probe set 

 4 sequences: 1 or more mismatches with Fw primer 
 19 sequences: 1 or more mismatches with probe 
 2 sequences: 1 or more mismatches with Rev primer 

 

 

 

 



 

 

Analysis #B: Based on 14,277 complete genome sequences of SARS-CoV-2 from COG-UK Consortium (Regions: Scotland, England, Wales, Northern Ireland) 

B1. E-Sarbeco assay regions corresponding to the primers and the probe (73 sequences) 

 

 

 

 



 

B2. IP4-RdRp assay regions corresponding to the primers and the probe (73 sequences) 

 

 

 


