Table S3. Primers used in this study
	Name
	Sequence 5‘- 3‘

	point mutation constructs:
	

	YH-CDC7-D2A-forw
	ATG GCA CCG TCA AGT TAG CAg ccT TTG GCG TGT CAA CCA GCA C

	YH-CDC7-D2A-rev
	GTG CTG GTT GAC ACG CCA AAg gcT GCT AAC TTG ACG GTG CCA T

	YH-Mst1-D2A-forw
	CAG GTC AAG CTA GCT gct TTT GGT GTT TCC GG

	YH-Mst1-D2A-rev
	CCG GAA ACA CCA AAa gcA GCT AGC TTG ACC TG

	3xHA-tag constructs:
	

	AD0772_BamHI5
	gga tcc ATG GCC GAC CGC G

	AD0772_EcoRI3
	gaa ttc CTA ACC ACC ATG CCC

	GFP-fusion plasmids:
	

	AD0772_GFP_XbaI5 
	tct aga GGA TGG CCG ACC GC  

	AD0772_GFP_BamHI3 
	gga tcc CAC CAC CAT GCC C

	YH-POD-6-ATG-Spe
	act agt ATG GCG ACC CTA TCG

	YH-POD-6-Stop-Pac
	tta att aaG ACA CTC GTG TCC AC

	yeast two hybrid constructs:
	

	POD6 Nde-5
	GAT CAG cat atg GCG ACC CTA TCG GTA TAC

	POD6 Eco-3
	Gga att cCT ACC TCC CTC AGA CAC TCG TG

	AD6636_NdeI5
	cat atg GAG TCC CTA CTA TCG

	AD6636_EcoRI3
	gaa ttc TCA GCT CAA CAC ACC

	AD1335_NdeI5
	cat atg ATG GCG CCG AAC C

	AD1335_NdeI3
	cat atg CTA CGA CCA CCT CAT GTC C

	AD4096_EcoRI5
	gaa ttc ATG GCC GAC GAA GG

	AD4096_EcoRI3
	gaa ttc CTA AGA TCC CGC AAC G

	AD0772_NdeI5
	cat atg TGG GAC TTT GGC ACA G

	AD0772_EcoRI3
	gaa ttc CTA GTC CTC ATT GAT ATG

	SM9071  BamHI
	GCCggatccCTACAGCATCGTACCAAAATTG

	SM9071  EcoRI
	GCCgaattcATGTCTAGCTACTTGACAAACTTC

	SM1605  EcoRI
	GgaattcATGAGCTCCTTTCTTACGAGG

	SM1605  BamHI
	CGggatccCTAGTCGCTGCGTAACATGC
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