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... so you can focus on more 
important things

Upload raw sequencing
reads (FASTQ)

Alchemist
INTELLIGENT ASSEMBLY

human-reads-removed genome data

Consensus 
sequences (FASTA) 

on GISAID





Question:
Any phenotypically important 
mutation in my sequences (host 
specificity, antibody binding, drug 
resistance, glycosylation, 
virulence)?

Question:
Any mutation affecting 
common or my primers?

Question:
Which clades are currently 
dominant or rising in my 
country/region?

Question:
Which sequences in the database 
are most similar to my own 
sequence?

Question:
Any emerging variant with 
unique constellation of 
mutations?

Question:
Summary of phylogenetic 
evolution in subsampled tree?

Question:
Can I browse, 
search and filter 
entries in the 
database?

Question:
How can I create summary graphs 
for hits from a custom database 
search?

Empowering Actionable Data– Answering YOUR Questions 
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An Ecosystem of integrated tools supporting scale-free view of virus evolution



EpiPox – Tracking Variants



Submission Volumes and Lineage Frequencies Over Time

Global

WHO AFRO



EpiCharts – beta version to create custom charts



Phylogenetic tree Clade I



Tracking Emerging Variants



Tracking Emerging Variants




