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Overview

• PANGOLin (https://pangolin.cog-uk.io/)

• Covdb tool (https://covdb.stanford.edu/sierra/sars2/by-
sequences/)

• GISAID (https://www.gisaid.org/)

https://pangolin.cog-uk.io/
https://covdb.stanford.edu/sierra/sars2/by-sequences/
https://www.gisaid.org/


PANGOLin (PANGO lineages)

 PHYLOGENETIC ASSIGNMENT OF NAMED GLOBAL OUTBREAK LINEAGES

 Lineages are sequences of biological entities connected by ancestry-descent
relationships.

 Pangolin was developed to implement the dynamic nomenclature of SARS-CoV-2
lineages, known as the Pango nomenclature.

 It allows a user to assign a SARS-CoV-2 genome sequence the most likely lineage (Pango
lineage) to SARS-CoV-2 query sequences.

 Web-based and command line tool.
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Web-Interface (https://pangolin.cog-uk.io/)

https://pangolin.cog-uk.io/


Uploading files and start analysis



Analysis and Interpretation



Downloading Results and Quality Calling

Quality Calling:
 Passed_qc
 Failed_qc

Coverage vs Quality Calling
 N_content
 Sequence length



Downloading Results and Quality Calling

Quality Calling:
 Passed_qc
 Failed_qc

Coverage (threshold) vs Quality Calling
 N_content
 Sequence length



Stanford tool (https://covdb.stanford.edu/sierra/sars2/by-sequences/)

 Different options for inputs

https://covdb.stanford.edu/sierra/sars2/by-sequences/


Stanford tool (https://covdb.stanford.edu/sierra/sars2/by-sequences/)

Outputs
 Sequence summary (Information on the specific genes coverage)

 Pangolin lineage assignment

 Outbreak information

 Sequence quality assessment (graphical visualization)

 Mutation list

 Mutation comments

 MAb susceptibility summary

 Convalescent plasma susceptibility summary

 Plasma from vaccinated persons susceptibility summary

https://covdb.stanford.edu/sierra/sars2/by-sequences/


Stanford tool (https://covdb.stanford.edu/sierra/sars2/by-sequences/)

Outputs
 Sequence summary (Information on the specific genes coverage)

 Pangolin lineage assignment

 Outbreak information

 Sequence quality assessment (graphical visualization)

 Mutation list

 Mutation comments

 MAb susceptibility summary

 Convalescent plasma susceptibility summary

 Plasma from vaccinated persons susceptibility summary

https://covdb.stanford.edu/sierra/sars2/by-sequences/


INPUT SEQUENCES AND ANALYSE



OUTPUTS





SARS-CoV-2-related Database- GISAID (https://www.gisaid.org/)

https://www.gisaid.org/


GISAID (General Overview)

• EpiCoV

• Search 

• Downloads

• Upload

• BLAST tool

• PrimerChecker



Using BLAST tool for Lineage confirmation



Identifying similar sequences



Searching for the similar sequences



Confirming the set of mutations in the specific lineage



Identified a new lineage

What next?
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