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The original version [1] of this article contains errors in 
Tables 2 and 3 as follows:

In Table 2: Because of a formatting error, the mean val-
ues of three peptides in Set 2 were listed under Set 1 and 
the mean values for Set 3 were listed under Set 2.

In Table 3: The values under “Positive” and “Negative” 
columns for the row describing “SARS-CoV-2 negative 
nasopharyngeal swab samples (n = 30)” were switched 
and the “Specificity” was incorrectly represented as 
“~ 100%” instead of “100%.”

The authors regret these errors, which have now been 
corrected. The corrected Tables 2 and 3 are given.
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The original article can be found online at https://​doi.​org/​10.​1186/​s12014-​
021-​09331-z.
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Table 2  Variability (reported as CV) for SISCAPA assay performed on 3 separate sets of pooled RT-PCR positive nasopharyngeal swab 
samples (Ct value < 24)

The total area was considered for calculating the mean and standard deviation
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Set 1

 Mean 1.64E+08 4.90E+07 6.04E+06

 SD 2.63E+07 3.37E+06 6.28E+05

 CV 16.04 6.88 10.38

Set 2

 Mean 1.62E+08 5.15E+07 5.69E+06

 SD 2.13E+07 4.30E+06 5.50E+05

 CV 13.14 8.34 9.66

Set 3

 Mean 1.87E+08 4.28E+07 6.27E+06

 SD 1.06E+07 3.60E+06 3.90E+05

 CV 5.64 8.41 6.21

Table 3  Summary of MS-based detection of SARS-CoV-2 viral 
peptides from clinical nasopharyngeal swab samples using the 
SISCAPA workflow

Detection of SARS-
CoV-2 viral peptides by 
SISCAPA approach

Positive Negative

SARS-CoV-2 positive 
nasopharyngeal swab 
samples (n = 41)

38 3 Sensitivity—92.68%

SARS-CoV-2 negative 
nasopharyngeal swab 
samples (n = 30)

0 30 Specificity—100%
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