
FluSurver – an online tool to make sequence analysis and 

mutation detection/interpretation easier 
http://flusurver.bii.a-star.edu.sg/ or directly from GISAID EpiFluTM (in near future) 

Paste 

sequence 

data here! 
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FluSurver – an online tool to make sequence analysis and 

mutation detection/interpretation easier 

Find closest reference 

strain and database hits! 

http://flusurver.bii.a-star.edu.sg/ or directly from GISAID EpiFluTM  
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FluSurver – an online tool to make sequence analysis and 

mutation detection/interpretation easier 

Check alignment to reference hit! 

http://flusurver.bii.a-star.edu.sg/ or directly from GISAID EpiFluTM  
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FluSurver – an online tool to make sequence analysis and 

mutation detection/interpretation easier 

Check list of mutations! 

http://flusurver.bii.a-star.edu.sg/ or directly from GISAID EpiFluTM  
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FluSurver – an online tool to make sequence analysis and 

mutation detection/interpretation easier 

Click on mutation of interest for details! 
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FluSurver – an online tool to make sequence analysis and 

mutation detection/interpretation easier 

Check for geographic occurrence pattern! 
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FluSurver – an online tool to make sequence analysis and 

mutation detection/interpretation easier 

Check if there are other mutations 

at same position! 
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FluSurver – an online tool to make sequence analysis and 

mutation detection/interpretation easier 

Check for temporal 

occurrence patterns! 
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FluSurver – an online tool to make sequence analysis and 

mutation detection/interpretation easier 

Check for co-occurring mutations! 
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FluSurver – an online tool to make sequence analysis and 

mutation detection/interpretation easier 

Check for associated literature! 
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FluSurver – an online tool to make sequence analysis and 

mutation detection/interpretation easier 

Check for structural interactions! 
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FluSurver – an online tool to make sequence analysis and 

mutation detection/interpretation easier 

Check for stability  

or passage effect  

(if available)! 
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FluSurver – an online tool to make sequence analysis and 

mutation detection/interpretation easier 

View all mutations 

together in structure 

or homology model 

of reference strain! 
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FluSurver – an online tool to make sequence analysis and 

mutation detection/interpretation easier 

Check source and 

template similarity of 

structure/homology model!  
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FluSurver – an online tool to make sequence analysis and 

mutation detection/interpretation easier 

Check drug 

summary table! 
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Also useful for analysis of other segments!  

If WT residues in 

reference strains 

are associated with 

resistance it will be 

shown in drug 

summary table! 
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1568 self/oligomerization 

975 other small ligand 

268 antibody 

188 host protein 

182 
antigen-presenting  

MHC molecule 

132 other viral protein 

46 drug 

45 nucleic acids 

13 host cell receptor 

3417 
total interactions  
for 2062 positions 

Summary of FluSurver features 2013 
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250+  
reference 
homology  
models 

12 other 

21 host specificity shift 

74 antigenic drift / escape mutant 

68 virulence 

30 strong drug resistance 

19 mild drug resistance 

Literature-curated 
mutation effect database 

~250 entries 
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Glycosylation site changes 

Mutation numbering scheme 

conversion (e.g. H3, H1, H1pdm)  

and direct PubMed search link 
 

Passage bias  
(egg/cell adaptation)  

for ~1300 mutations 

FoldX stability calculations  
(for high frequency  

mutations in N1pdm) 

Interactions 

Temporal pattern 

Genomic co-occurrence 

Literature 

Structure 

Epidemiology 

Closest DB hits 



Coming up: FluSurver inside GISAID 

Contact: flusurver@gisaid.org 
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