Legends for Supplementary Figures and Tables

Fig S1. pH and Temperature gradients of three meromictic lakes. a) The change of pH across depth in meters. b) In dark blue, the temperature change across depth. 

Fig S2. Taxonomy of viral contigs identified in each sample sorted by lake and depth. Each bar represents one replicate, grouped by lake and depth, showing their relative abundance in (%). Relative abundance was calculated based on the proportion of viral contigs identified of a viral class. 

Fig S3. Viral diversity across lakes and depth. Bar plots show the average Shannon diversity index for viral taxonomy at class level based at each lake with error bars represent the standard deviation. Shannon diversity index was calculated based on rpkm values of viral contigs. 

Fig S4. AMGs identified through VIBRANT. The number of auxiliary metabolic genes (AMG) identified from VIBRANT. However, out of 19,120 input viral contigs, only 771 met the minimum size and ORF requirements for VIBRANT to analyze, therefore leading to only identifying 33 AMGs. 

Supplementary Table 1. Sampling information of three lakes, including coordinates, depth, number of replicates and sampling Volumes. Supplementary Table 2. Vertical profile measurements of three lakes for pH, Temperature, Light, salinity, and Dissolved Oxygen. Supplementary Table 3. Epifluorescence microscopy counts of viral like particles, bacteria and Virus-to-microbe ratio.  Supplementary Table 4. Bioinformatic information of the number of sequence reads before and after quality filtration steps and assembly. Supplementary Table 5. Viral taxonomy at the class level and their relative abundance in each sample. Abundance is given in percent and was based on the counts of viral transcript per class. Supplementary Table 6. The calculated average Shannon index for viral taxonomy at the class level, including standard deviation and number of samples per sample type. Shannon indexes were calculated based on viral transcript’s rpkm values. Supplementary Table 7. Calculation of active viruses per sample and the proportion of active viruses by sample. Supplementary Table 8. Gene annotation for the top 10 most abundant genes in each sample, including rpkm values and which rank the gene is (1-10). 

