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	Table S1.  Hyper-GCR mutants identified in the genome-wide screen

	Genetic
background
	Essential genes
	Non-essential genes
	Mutants recreated

	
	yTHC
	DAmP
	YKO
	

	Double strand breaks repair genes

	mre11
	
	
	+a
	*b

	rad50
	
	
	+
	*

	xrs2
	
	
	+
	

	sae2
	
	
	+
	*

	Replication genes

	orc2
	+
	
	
	*

	orc4
	+
	
	
	*

	mcm4
	+
	
	
	*

	mcm5
	+
	
	
	

	mcm7
	+
	
	
	

	rfa2
	+
	+
	
	*

	pol12
	+
	
	
	

	pri2
	+
	
	
	*

	pol1
	+
	+
	
	*

	pol2
	
	
	
	*

	pol3
	+
	
	+
	*

	pol32
	
	
	
	*

	pol30
	+
	+
	
	*

	rfc2
	+
	
	
	*

	rfc3
	+
	
	
	

	rfc4
	+
	
	
	

	rfc5
	+
	
	
	

	dna2
	+
	
	
	*

	rad27
	
	
	+
	*

	yhr122w
	+
	
	
	*

	mms19
	
	
	
	*

	Checkpoint response genes

	tof1
	
	
	+
	*

	mrc1
	
	
	+
	

	csm3
	
	
	+
	*

	rad17
	
	
	+
	*

	mec3
	
	
	+
	

	ddc1
	
	
	+
	

	rad24
	
	
	+
	*

	dun1
	
	
	+
	+

	Telomere maintenance genes

	ten1
	
	+
	
	*

	cdc13
	
	
	
	*

	Sgs1-Top3-Rmi1 dissolvosome

	sgs1
	
	
	+
	*

	rmi1
	
	
	+
	

	ylr235c
	
	
	
	



a+ shows mutants identified as hyper-GCR alleles from the libraries indicated.
b* shows mutant alleles whose effect on Alu-IR- mediated GCRs were determined by fluctuation tests.
