
  
  
  
   

Titel: 
 
ASTRONAUT: A Spatial TranscriptOmics Novel Analysis and simUlation Tool 
 
 
 
 
 
Abstract: 
 
Spatial transcriptomics (ST) technologies allow the gene expression profiling of cells in 
a spatial context. Most of these technologies do not have a single cell resolution so 
computational analysis such as deconvolution is required to infer the cell type 
composition of each spot. ASTRONAUT is a tool for simulating spatial transcriptomics 
data with known ground truth cell type proportions, based on public or own single cell 
data, in order to benchmark the current deconvolution tools. It allows for extensive 
options to customize the simulated data to assess the limitations of different tools and 
to provide guidelines for choosing the best algorithm to deconvolute your data. 


