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	Tie1
	p12
	PPH0
	PPH1
	PPH2
	PPH3
	PPH4
	PPH4/PPH3
	PPH4/(PPH3+PPH4)

	
	
	
	
	
	
	
	
	

	
	p12 = 1e-5
	1.21E-120
	2.83E-123
	0.894
	0.002
	0.104
	52.5
	0.98

	
	
	
	
	
	
	
	
	

	
	p12 = 5e-5
	8.56E-121
	2.00E-123
	0.632
	0.001
	0.367
	262.1
	0.997

	
	
	
	
	
	
	
	
	

	TEK
	p12
	PPH0
	PPH1
	PPH2
	PPH3
	PPH4
	PPH4/PPH3
	PPH4/(PPH3+PPH4)

	
	
	
	
	
	
	
	
	

	
	p12 = 1e-5
	1.67E-102
	6.46E-103
	0.646
	0.250
	0.105
	0.4
	0.30

	
	
	
	
	
	
	
	
	

	
	p12 = 5e-5
	1.18E-102
	4.55E-103
	0.455
	0.176
	0.369
	2.1
	0.68











p12 represents the prior probability of a shared causal variant underlying the drug target (Tie1 or TEK signalling) and IOP
PPH0 = posterior probability of there being no causal variant/association underlying the drug target or IOP
PPH1 = posterior probability that there is an association/causal variant underlying the drug target, but not IOP
PPH2 = posterior probability that there is an association/causal variant underlying IOP, but not the drug target
PPH3 = PPdistinct = posterior probability of distinct causal variants underlying the drug target and IOP
PPH4 = PPshared = posterior probability of a shared causal variant underlying the drug target and IOP
PPH4/(PPH3+PPH4) = the probability of a shared causal variant conditional on the presence of a causal variant (shared or distinct) underlying the drug target and IOP.
rs4660729 was the variant with the highest PPshared for TIE1 and rs682632 was the variant with the highest PPshared for TEK
