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	Signal category
	Criteria

	Sequence composition
	Criteria:
1.S2* >=0.267
2.WIsH score>= -1.392
3.Codon usage score
<=0.084

	CRISPR
	Criteria 1:
Mismatch<=2
Coverage>=0.95
E-value<=1e-2

	
	Criteria 2:
Mismatch<=2
Coverage>=0.7
E-value<=1e-2

	Prophage
	Criteria 1:
Blastn:identity>=0.8,
Coverage of prophage >=0.75
Blastp:homolgy percent of prophage>=0.7

	
	Criteria 2:
Blastn:identity>=0.7,
Coverage of prophage >= 0.3
Blastp:homolgy protein percent of prophage>=0.3

	Genetic homology
	Criteria 1:
Blastn:identity>=0.8
Coverage of phage>=0.75
Blastp:homolgy protein percent of phage>=0.7

	
	Criteria 2:
Blastn:identity>=0.7,
Coverage of phage >=0.3
Blastp:homolgy protein percent of phage>=0.3

	Protein-protein interactions
	Criteria:
PPInum >0
DDInum >=5



