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GeneLab an open-access omics database created specifically for spaceflight studies. GeneLab also offers 
a leading-edge Sample Processing Laboratory (SPL) that is responsible for genera�ng data from biological 
experiments conducted in space. While the GeneLab SPL typically uses its capabili�es to process unused 
samples returned to Earth from space, it aims to serve a broader scien�fic community. One example 
effort involves analysis of soil microbial communi�es. The GeneLab soil workflow consists of DNA 
extrac�on, bacterial 16S (rRNA) and fungal ITS library genera�on, sequencing, and data processing. Here 
we show that this workflow can extract enough high-quality DNA from soil samples taken from burned 
and unburned plots, and that the 16S/ITS sequencing accurately captures the composi�on of mock 
community controls. In addi�on, we show a preliminary analysis of samples collected from the LNU 
Lightning Complex fires.


