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Targeted assemblies of cas1 suggest CRISPR-Cas’s response to soil warming
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Method 
To generate a unique set of cas1-mapped de-novo assembled contigs, we used the single linkage clustering to cluster the de-novo assembled contigs by a cutoff of 100% average amino acid identity (AAI). AAI distance matrix of all the orthologous ORFs between each pair of de-novo assembled contigs was calculated using envenomics package (1). 

Results
[bookmark: _GoBack]To assess the sequence redundancy of the mapped de-novo assembled contigs and considering the degeneracy of amino acid sequences, the cas1-mapped de-novo assemblies were grouped into 25 clusters at 100% AAI. Among the 147 cas1-mapped de-novo assemblies, the 110 assigned with the consistent host phyla were detected in 15 clusters. Of the 110 de-novo assembled contigs, there were 102 grouped into seven clusters annotated as Euryarchaeota or Thermotogae (Supplementary T4), suggesting that these were the two dominant phyla with cas1 and shared high contig similarity within each phylum. 
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