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Accurate, fast, cost-efficient, sensitive and simple for SARS-CoV-2 detection 
and full length genome analysis

Three-step workflow converts viral RNA into sequenc-
ing-ready libraries in just 5 hours , all amplicons in one 
tube

Analyze samples with as low as 10 copies/ml viral load

Fast, Simple, Streamlined Workflow

Ultra-Sensitive Detection

 Ability to accuratly quantify viral load based on 
spike-in control

It covers >99% of the viral genome and variants in 
challenging sample

Accurate Quantification

Ultra-Sensitive Detection
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Multiple variants of SARS-CoV-2,including all five VOCs（Variant of Concern）currently 
designated by WHO, can be effectively detected by ATOPlex SARS-COV-2 Full Length 
Genome Panel.

Alpha Beta Gamma Delta Omicron

B.1.1.7 B.1.351 P.1 B.1.617.2 B.1.1.529
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Table2 Comparison of mPCR-based MPS and RT-PCR results

Figure 1. The overview of the study design

According to the results (Figure 2), Left, Basic performance 

statistics, >98% mapped rate (red), >97% targeted rate to three 

targeted regions (green), >92% 0.2X uniformity(yellow); Right, 

reproductivity of two repeat tests.  x, y-axis are normalized 

depth of each amplicon in two separate experiments (R2=0.97).

According to the results (Table 2), mPCR-based 

MPS can detect samples with 10-6 gradient 

dilutions (about ~10copies/ml).

Performance

1 ng of Human gDNA and an artificial DNA with 

known copy number were added to 6 serial 

dilutions of a cultured isolate and subjected to 

direct mPCR-based MPS and RT-PCR (Figure 1).

RNA of virus conversion to cDNA
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Figure 2 .Performance of mPCR-based MPS
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