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Figure S1: RNA-Seq cross-species coverage levels. Here, the Spalax and rat orthologs of 

the genes BRCA2 and Nit1 are used as examples.  These genes were tested also in qPCR (Fig. 

3, main text). Rat is denoted by “r”, and Spalax by “s”. Main panel (a,b): RNA-seq coverage 

levels in ~300, and ~50 intervals of 25bp of Spalax vs. rat comparable exon regions. Left 

(a,b): Interspecies coverage relationships. In this case, the Pearson correlation of average 

coverage between species is ~0.77 and ~0.7, for the two genes, respectively. The green to red 

weight gradient reflects distance from a regression line found using RLM function. Right 

(a,b):  average coverage levels. In this gene, Spalax average coverage is lower than that of rat 

in most sub-regions, as indicated by a significant Sign-test. For all genes, the DE analysis 

itself was conducted using EdgeR. 

 



 

Figure S2: Frequency distribution of Pearson correlations of RNA-Seq coverage, along 

comparable gene regions of orthologs, based on all tested genes. Spalax vs. rat brain 

transcriptomes were tested. The X axis represents correlation levels. The Y axis represents the 

counts of genes within each correlation category. 

 

 



 

Figure S3: Upregulated/downregulated Spalax vs. rat genes, in the brain, within the 
ECM-receptor interaction group, (fold change > 2 or < -2). DE genes, with at least 2 fold 

change, in Spalax vs. rat are superimposed on the KEGG ECM-receptor interaction pathway 

of rat (kegg 04512). Color scale represents fold change value. 

 



 

Figure S4: Comparison of RNA-Seq normalized read counts, to the total Real time 

Quantitative PCR copy numbers. The upper panel shows the RNA-Seq FPKM levels for 

seven genes, five of them upregulated in Spalax vs. rat in the brain, and two downregulated. 

The lower panel shows to total (not normalized) Real time Quantitative PCR copy numbers 

for the same genes, in Spalax vs. rat brain samples. In six out of seven tests, the results of 

both tests show the same trend, with significant DE. 

 



 

 

Figure S5: Genes that are significantly differentially expressed, at any fold change, in 

Spalax compared to rat whole brain tissues and are related to Base Excision Repair 

pathway. Genes with adjusted p-value <0.05 (see Table S5) were superimposed on the Base 

Excision Repair pathway of rat (rno03410, obtained by KEGG, Kanehisa Laboratories). Color 

scale represents log2FC value. 



 

Figure S6: Genes that are significantly differentially expressed, at any fold change, in 

Spalax compared to rat whole brain tissues and are related to Cell Cycle pathway. Genes 

with adjusted p-value <0.05 (see Table S5) are superimposed on the Cell Cycle pathway of rat 

(rno04110, obtained by KEGG, Kanehisa Laboratories). Color scale represents log2FC value. 

 

 

 

 



 

Figure S7: Genes that are significantly differentially expressed, at any fold change, in 

Spalax compared to rat whole brain tissues and are related to Oxidative 
Phosphorylation pathway. Genes with adjusted p-value <0.05 (see Table S5) are 

superimposed on the Oxidative Phosphorylation pathway of rat (rno00190, obtained by 

KEGG, Kanehisa Laboratories). Color scale represents log2FC value. 
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Table S4:  Functional enrichment of differentially expressed genes in Spalax vs. rat - 

brain tissues, using the tool Gorilla. A zip file should be decompressed first. HTML files 

represent the results of Gorilla, including GO terms hierarchy figures which allow searching 

for functionally related terms.  

 








