A B

1.00E+08 5.0
E-gene
45 P/ e e e e
1.00E+07 — o N-gene
Expon. (E-gene) 4.0 ®
— 1.00+06 " ll Expon. (N-gene) x o
€ O 9 35
< P— — — a a.
o =
@ 1.00E+05 Hi r@H 'n_: 3,
o x [
S 9 @ 3 9 ® g
™ 1.00E+04 o — 8 2)5; —*
3 25 .
8 o = 0:-' d:.) 2.0 °
v 1.00E+03 R2=0.9862 @ o o
oc o N
< 24 1.5
B A = L
=0
1.00E+02 _ O
1.0
1.00E+01 oo
0.5
[
1.00E+00 0.0
22 23 24 25 26 27 28 29 30 31 32 33 34 35 36 37 38 39 40 41 25 27 29 31 33 35 37
Ct Mean Ct of both methods

Figure S1: Linearity (A) and agreement (B) of the SARS-CoV-2 signal in the E- and N-gene triplex RT-PCRs. Two EQA-samples with pre-known
SARS-CoV-2 load were diluted in a SARS-CoV-2 free human respiratory sample to obtain clinical specimens with defined SARS-CoV-2 copies/ml.
Mean threshold cycle (Ct) values (and standard deviations) from up to six runs are given (A). The Bland-Altman-Plot (B) shows the bias (mean
difference between the Ct values of both methods, solid line) with the 95% limits of agreement (dashed lines).



