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SARS-CoV-2 Clades in Continents

The SARS-CoV-2 virus causing the COVID-19 pandemic, has been sequenced in patients over 4.5 million times with over 2 million genomes 
belong to Delta while 1 million genomes belong to Alpha variant. This increase in the sequencing efforts is due to WHO call on stepping up 
sequencing to actively track the rise of mutations or variants of concern related to increased infectivity and evasion of antibodies. Here, we 
present a daily updated geographic sequencing effort and genomic "mutation fingerprints" based COVID-19 virus mutation tracking system 
(CovMT) that processes publicly available genome data from GISAID. The CovMT interactive resource is available online for scientists, 
general public and public health authorities at https://www.cbrc.kaust.edu.sa/covmt.

COVID-19 disease severity information 
(Asymptomatic, Mild Symptomatic or Deadly)

An example MF signature showing Delta Plus variant (AY.4.2)

SARS-CoV-2 Clades, a timeline in UK, USA, Saudi Arabia

Summary:

The CovMT system provides an easy to use 
online resource for scientists, general public 
and public health authorities to track 
sequencing efforts and landscape of 
SARS-CoV-2 mutations at the global level, 
continent level and for each country. 

Mutation Fingerprint based classification of 
SARS-CoV-2 isolates, augmented with RBD 
labelled clades and other information is 
available for download from the CovMT 
website, https://www.cbrc.kaust.edu.sa/covmt 

A new feature in CovMT for rapid detection 
of mutations and variant information for user 
provided full or partial genomes is now 
available at 

https://www.cbrc.kaust.edu.sa/rapidcovariant/ 

A mutation fingerprint (MF) groups isolate genomes showing the same set of mutations. An isolate is labelled as local or foreign variant considering the country where the associated 
MF was first detected. SARS-CoV-2 clades (G (GRY (Alpha), GK (Delta), GH), S, V, O) are augmented with RBD label if mutations are found in the RBD region of Spike protein and a 
timeline of these clades is shown for each country on the geographic map (top left) where sequencing effort is available. A timeline of top 10 most abundant RBD mutations are 
shown as special focus (top right). The COVID-19 disease severity information is shown in an interactive circular graph based on actual patient status and MF based projected status.  
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Timeline growth of top 10 mutations in the 
Spike protein Receptor Binding Domain (RBD).
The N501Y mutation (~300,000 isolates) can be 
switched on.

Geographic analysis of SARS-CoV-2 sequencing efforts and mutation fingerprint variants

Geographic analysis of SARS-CoV-2 sequencing efforts and mutation fingerprint variants

A story on CovMT in 
Nature Middle East
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