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Supplementary Figure S4:  Detection of presence of actively replicating phages in SAGs by comparing Cp with genome completeness. 
In SAGs with actively replicatiny phages, the value of crossing point (Cp) of the qPCR used for monitoring the whole genome amplification
should be significantly lower than in normal cells, and the genome completeness of the hosts should be also significantly lower. Our data 
indicate that none of the SAGs with detected viral contigs (red dots) was an outlier compared to the SAGs without viral contigs, indicating
that the viruses in the SAGs were integrated prophage. The red line indicates a linear regression fit. 
    


