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Figure S1: One-step growth curve of phage K infecting NRS384wr and rpoCci7p. Cultures of NRS384wr and rpoCci7p
grown to an ODew of ~ 0.3 at 30° C were infected with phage K at an MOI of 0.01. Unadsorbed phage were removed
by centrifugation, and the bacteria were resuspended in fresh media. Samples were collected at the noted timepoints
to calculate the number of phages assembled within the infected cells (with CHCI3) and released into the supernatant
after lysis. (without CHCls)
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Figure S2 : Sequence analysis of the IncRNA regions in Kayviruses. Multiple sequence alignment of IncRNA1 (top)
and IncRNA2 (bottom) regions from different Kayvirus phages with their respective positions in each phage. Residues
are colored according to the Clustal color scheme and same color at each position across different phages indicates
conserved positions.



