
Table S6. 

A. C. elegans strains. 

	Name 
	Relevant genotype 
	Source 
	Reference 

	AU0157 
	agEx39[myo-2::mCherry,clec-60::gfp] 
	  
	this study 

	BC11374 
	dpy-5(e907)I; sEx11374 [F53A9.8::gfp,dpy-5+] 
	BC C. elegans Gene Expression Consortium 
	  

	CF512 
	fer-15(b26)II; fem-1(hc17)IV 
	CGC 
	[3]

	N2 Bristol 
	wild type 
	CGC 
	[8]

	SD1164 
	pha-1(e2123)III; Ex [clec-52::gfp,pha-1+ (pC1)] 
	S. Kim 
	[11]

	AU0279 
	agEx97[myo-2::mCherry,clec-70::gfp] 
	  
	this study 

	AU0280 
	agEx98[myo-2::mCherry,fmo-2::gfp] 
	  
	this study 

	AU0281 
	agEx99[myo-2::mCherry,ilys-3::gfp] 
	  
	this study 

	AU0172
	tol-1(nr2033)I, backcrossed 1X
	  
	[1]

	AU0282 
	agEx100[myo-2::mCherry, lys-4,5] 
	  
	this study 

	AU0283 
	agEx101[myo-2::mCherry, clec-60,61] 
	  
	this study 

	AU0283 
	agEx102[myo-2::mCherry,clec-70,71] 
	  
	this study 

	MH37 
	mpk-1(ku1),unc-32(e189)III 
	CGC 
	  

	CB189 
	unc-32(e189)III 
	CGC 
	  

	AU0285
	bar-1 (ga80)X, backcrossed 3X 
	CGC 
	[10]

	AU0286
	egl-5 (n486)III, backcrossed 3X 
	CGC 
	[2]

	AU0066
	pmk-1(km25)IV, backcrossed 3X 
	K. Matsumoto 
	[3]

	GR1373
	eri-1(mg366)IV 
	G. Ruvkun 
	[9]

	AU0287
	agIs38[myo-2::mCherry, clec-70,71] 
	
	this study 


  

B. Bacterial strains. 

	Strain 
	Notes 
	Reference 

	E. coli OP50 
	Ura- StrR 
	[8]

	P. aeruginosa PA14 
	Pathogenic isolate 
	[4]

	P. aeruginosa gacA 
	PA14 gacA::GmR
	[4]

	S. aureus NCTC8325 
	Wild-type strain; rsbU mutant 
	[6]

	M. nematophilum CBX102 
	Wild-type strain 
	[5]

	S. aureus ALC1435 
	RN6390 (pALC1420, CmR) sarA P1 promoter::gfpuv 
	[6]

	S. aureus RN6390 
	NCTC8325-4; Prophage-cured derivative of NCTC8325 
	[6]

	S. aureus DU5938
	NCTC8325-4 hla::EmR hlb::Φ42E hlg::TcR
	[7]

	S. aureus DU5720
	NCTC8325-4 hla::EmR hlb::Φ42E
	[7]

	S. aureus DU5945
	NCTC8325-4 hla::EmR hlg::TcR
	[7]

	S. aureus DU5946
	NCTC8325-4 hlb::Φ42E hlg::TcR
	[7]

	S. aureus NCTC8325-4
	Prophage-cured derivative of NCTC8325 
	[7]

	P. aeruginosa PA14 - GFP 
	GFP-expressing strain 
	[4]
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