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Motivation
Deriving transcriptomic 
signatures helps understanding 
of vaccine-induced immunity

Previous studies identified 
common signatures of vaccines [1]

Analytical flexibility can 
lead to diverging results

Need for tools to evaluate 
robustness to investigator 
choices

Complex analyses → more choices
→ results variability 
Specification analysis allows to 
identify robust signals which
are common to many vaccines

Future work: larger range of 
choices (normalisation, 
batch corrections, differential
methods...)

Specification analysis : 
view results as a function of 
combinations of investigator 
choices [2]

Differential Geneset Analysis 
of vaccinees at 1 day post- 
vacination

Focus on reasonable choices 
of statistical parameters: 

Significance level  
α =(1e⁻⁴,1e⁻³, 0.01, 0.05, 0.1) 

Differential analysis method
(dearseq, QuSAGE) 

p-value adjustment procedure
(BH, bonferroni, holm,...) 

Fold-change threshold
(0, 0.5, 1) 

Visualising results as a 
function of all specifications 
assesses robustness of 
biological conclusions

Investigator parameters have 
a large impact on results!


