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Figure S3 Three gene clusters potentially involved in the metabolism of oxalate. 

Heat map showing the expression pattern of genes belonging to different clusters 

presumed to be involved in the degradation and uptake of oxalate at three different time 

points (T1, T2 and T3) The heat map was constructed based on normalized read counts. 

The standardized normalized read counts, denoted as the row Z‒score, is plotted in color 

scale (red indicates higher expression and blue indicates lower expression). The names 

of the putative gene products are given in front of each gene with their respective locus 

tags. 
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