
Table S1. Predicted PaP3 related prophage in genome of P. tolaasii 2192T using various tools for prophage detection and 
manually predicted 
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Prophage in P. tolaasii (https://edwards.sdsu.edu/PhiSpy/upload.php?) 
Tool Coordinates Size (kbp)/proteins Score Completeness 
PHASTER1 6801317..6801790 54.6/76 140 intact 
Prophage Hunter2 6769076..6815378 46.3/67 0.87/1 active 

6815378..6810263 24.5/39 0.73 ambiguous 
Profinder3 6763248 - 6815387 52.1/73 41.2 N.A. 
Manually 
predicted4 

6762867.. 6815803 52.9/72 - - 



 


