Supplemental Table 1.  Genes regulated by SSD1-V.  Microarray analysis of SSD1-V (Cy5) cells relative to ssd1-d (Cy3) cells was performed.  As a control, microarray analysis was also performed on cells deleted for the SSD1 locus (ssd1( = Cy5) relative to ssd1-d (Cy3) cells.  Genes with average changes in transcript levels >1.5-fold in SSD1-V cells across three independent experiments are shown.  Fold change is shown as observed average fold change (standard deviation).  
Genes upregulated by SSD1-V.
	ORF
	Gene
	SSD1-V fold change
	ssd1( fold change
	Molecular Function


	YJL116C
	NCA3
	3.7 (1.4)
	1.1 (0.1)
	mitochondrion organization and biogenesis


	YOL153C
	
	2.7 (1.5)
	-1.3 (0.2)
	biological_process unknown


	YOR382W
	FIT2
	2.3 (0.8)
	-1.3 (0.3)
	siderochrome transport


	YDR180W
	SCC2
	2.2 (0.8)
	-1.3 (0.7)
	mitotic sister chromatid cohesion


	YDR534C
	FIT1
	2 (0.6)
	1.2 (0.1)
	siderochrome transport


	YOR383C
	FIT3
	2 (0.7)
	1.2 (0.1)
	siderochrome transport


	YIR034C
	LYS1
	1.9 (0.8)
	1.4 (1.3)
	lysine biosynthesis, aminoadipic pathway


	YLR108C
	
	1.9 (0.7)
	-1.2 (0.5)
	biological_process unknown


	YOL151W
	GRE2
	1.9 (0.5)
	-1.2 (0.2)
	response to stress


	YJR147W
	HMS2
	1.8 (0.7)
	1.5 (0.1)
	pseudohyphal growth


	YMR182C
	RGM1
	1.8 (0.5)
	1.3 (0.1)
	negative regulation of transcription from Pol II promoter


	YLL053C
	
	1.7 (0.2)
	1.1 (0.3)
	biological_process unknown


	YGL211W
	
	1.7 (0.5)
	1.1 (0.1)
	biological_process unknown


	YBR115C
	LYS2
	1.7 (0.5)
	1 (0.2)
	lysine biosynthesis, aminoadipic pathway


	YNL160W
	YGP1
	1.7 (0.5)
	1.3 (0.2)
	response to stress*


	YGL263W
	COS12
	1.7 (0.4)
	1.4 (0.2)
	biological_process unknown


	YHL040C
	ARN1
	1.6 (0.3)
	1.1 (0.1)
	iron-siderochrome transport


	YDR089W
	
	1.6 (0.4)
	1.2 (0.1)
	membrane organization and biogenesis


	YDL048C
	STP4
	1.6 (0.3)
	1.2 (0)
	biological_process unknown


	YGL209W
	MIG2
	1.6 (0.3)
	1.1 (0.2)
	regulation of transcription from Pol II promoter*


	YGL090W
	LIF1
	1.6 (0.4)
	1.3 (0.3)
	double-strand break repair via nonhomologous end-joining


	YBR131W
	CCZ1
	1.6 (0.1)
	-1.1 (0.1)
	protein-vacuolar targeting*


	YGR014W
	MSB2
	1.6 (0.2)
	1.2 (0.1)
	establishment of cell polarity (sensu Saccharomyces)*


	YIL160C
	POT1
	1.6 (0.5)
	1.4 (0.2)
	fatty acid beta-oxidation


	YJL082W
	IML2
	1.6 (0.5)
	1.2 (0.1)
	biological_process unknown


	YOL104C
	NDJ1
	1.6 (0.3)
	-1 (0)
	synapsis*


	YER060W
	FCY21
	1.6 (0.6)
	1.1 (0)
	biological_process unknown


	YGL089C
	MF(ALPHA)2
	1.6 (0.1)
	1.1 (0.2)
	response to pheromone during conjugation with cellular fusion


	YNL134C
	
	1.6 (0.2)
	1.1 (0)
	biological_process unknown


	YIL176C
	
	1.6 (0.3)
	1.4 (0.2)
	biological_process unknown


	YNL092W
	
	1.6 (0.5)
	-1.2 (0.1)
	biological_process unknown


	YER011W
	TIR1
	1.5 (0.5)
	1.3 (0)
	response to stress


	YLR099C
	ICT1
	1.5 (0.3)
	1.1 (0.1)
	biological_process unknown


	YNL232W
	CSL4
	1.5 (0.1)
	-1.7 (1.6)
	35S primary transcript processing*


	YNL237W
	YTP1
	1.5 (0.1)
	-1 (0.2)
	biological_process unknown


	YNL251C
	NRD1
	1.5 (0.4)
	1.4 (0.3)
	transcription termination from Pol II promoter, poly(A) independent


	YDR309C
	GIC2
	1.5 (0.2)
	1.1 (0.1)
	establishment of cell polarity (sensu Saccharomyces)*


	YOL053C-A
	
	1.5 (0.1)
	-1 (0.1)
	


	YOL058W
	ARG1
	1.5 (0.5)
	1.1 (0.1)
	arginine biosynthesis*


	YDL203C
	
	1.5 (0.5)
	1 (0.1)
	biological_process unknown


	YDL038C
	
	1.5 (0.3)
	1.2 (0.1)
	biological_process unknown


	YOR049C
	RSB1
	1.5 (0.4)
	1 (0)
	fatty acid transport


	YER065C
	ICL1
	1.5 (0.5)
	1.1 (0.1)
	glyoxylate cycle


	YHR095W
	
	1.5 (0.2)
	1.2 (0.1)
	


	YDL012C
	
	1.5 (0.2)
	1.1 (0)
	biological_process unknown


	YOR005C
	DNL4
	1.5 (0.4)
	1.1 (0.1)
	double-strand break repair via nonhomologous end-joining


	YKR075C
	
	1.5 (0.5)
	-1.2 (0)
	biological_process unknown


	YLR136C
	TIS11
	1.5 (0.4)
	1 (0.2)
	biological_process unknown


	YLR352W
	
	1.5 (0.2)
	1.1 (0.4)
	biological_process unknown



	Genes downregulated by SSD1-V.

ORF
	Gene
	SSD1-V fold change
	ssd1( fold change
	Molecular Function


	YKR091W
	SRL3
	-2 (0.3)
	1.1 (0)
	nucleobase, nucleoside, nucleotide and nucleic acid metabolism


	YKL161C
	
	-2 (0.3)
	1.1 (0.2)
	biological_process unknown


	YLR327C
	
	-1.9 (0.4)
	-1.7 (0.1)
	biological_process unknown


	YDR541C
	
	-1.8 (1.1)
	-1 (0.1)
	biological_process unknown


	YMR316C-A
	
	-1.8 (0.4)
	-1.5 (0.4)
	


	YGL260W
	
	-1.8 (0.7)
	-1.1 (0.3)
	


	YFL014W
	HSP12
	-1.8 (0.6)
	1 (0.2)
	response to oxidative stress*


	YOL162W
	
	-1.8 (0.2)
	-1.1 (0.2)
	transport


	YLR309C
	IMH1
	-1.7 (0.5)
	-1.2 (0.1)
	vesicle-mediated transport


	YLR200W
	YKE2
	-1.7 (0.2)
	-1.2 (0.1)
	protein folding*


	YMR030W
	RSF1
	-1.7 (0.3)
	-1.3 (0.1)
	aerobic respiration*


	YDL043C
	PRP11
	-1.7 (0.3)
	-1.4 (0.2)
	spliceosome assembly


	YLR170C
	APS1
	-1.7 (0.1)
	-1.4 (0.1)
	vesicle-mediated transport


	YMR193C-A
	
	-1.6 (0.6)
	-1.6 (0.2)
	


	YPL020C
	ULP1
	-1.6 (0.2)
	-1.4 (0.3)
	G2/M transition of mitotic cell cycle*


	YOR195W
	SLK19
	-1.6 (0.1)
	-1.4 (0.4)
	meiosis*


	YJL218W
	
	-1.6 (0.4)
	-1.5 (0.2)
	biological_process unknown


	YPR116W
	
	-1.6 (0.1)
	1.1 (0.2)
	biological_process unknown


	YDL042C
	SIR2
	-1.6 (0.3)
	1 (0)
	chromatin silencing at telomere*


	YGL061C
	DUO1
	-1.6 (0.6)
	-1.5 (0.6)
	mitotic spindle assembly (sensu Saccharomyces)


	YGR067C
	
	-1.6 (0.6)
	-1.7 (1.2)
	biological_process unknown


	YKL009W
	MRT4
	-1.6 (0.1)
	-1.2 (0.4)
	rRNA processing*


	YPR194C
	OPT2
	-1.6 (0.2)
	1.2 (0.2)
	oligopeptide transport


	YIL117C
	PRM5
	-1.6 (0.4)
	1.2 (0.2)
	conjugation with cellular fusion


	YJR159W
	SOR1
	-1.6 (0.7)
	-1.4 (0.5)
	fructose metabolism*


	YNL225C
	CNM67
	-1.6 (0.2)
	-1.6 (0.8)
	microtubule nucleation


	YDR181C
	SAS4
	-1.6 (0.1)
	-1.2 (0.4)
	chromatin silencing at telomere


	YPR078C
	
	-1.6 (0.7)
	1.3 (0.4)
	meiosis*


	YMR128W
	ECM16
	-1.6 (0.3)
	1.2 (0.3)
	processing of 20S pre-rRNA*


	YJL189W
	RPL39
	-1.6 (0.4)
	-1.2 (0.1)
	protein biosynthesis


	YGL259W
	YPS5
	-1.6 (0.3)
	-1 (0.1)
	biological_process unknown


	YDR255C
	RMD5
	-1.6 (1.1)
	-1.3 (0.2)
	negative regulation of gluconeogenesis


	YKL096W
	CWP1
	-1.6 (0.7)
	1.5 (0.1)
	cell wall organization and biogenesis


	YOR028C
	CIN5
	-1.5 (0.1)
	-1 (0.2)
	regulation of transcription from Pol II promoter*


	YOR385W
	
	-1.5 (0.8)
	1 (0.4)
	biological_process unknown


	YPL019C
	VTC3
	-1.5 (0.2)
	1.3 (0.7)
	vacuole fusion (non-autophagic)


	YEL003W
	GIM4
	-1.5 (0.7)
	-1.2 (0.1)
	tubulin folding


	YDR473C
	PRP3
	-1.5 (0.3)
	-1.3 (0)
	nuclear mRNA splicing, via spliceosome


	YDR485C
	VPS72
	-1.5 (0.7)
	-1.8 (0.3)
	protein-vacuolar targeting


	YJL049W
	
	-1.5 (0.4)
	1 (0.1)
	biological_process unknown


	YJL155C
	FBP26
	-1.5 (0.3)
	-1.3 (0)
	gluconeogenesis


	YNL188W
	KAR1
	-1.5 (0.4)
	-1.2 (0)
	spindle pole body duplication (sensu Saccharomyces)*


	YGR272C
	
	-1.5 (0.1)
	-1.3 (0.1)
	processing of 20S pre-rRNA


	YMR137C
	PSO2
	-1.5 (0.5)
	-2 (1.4)
	DNA repair*


	YOR143C
	THI80
	-1.5 (0.1)
	-1.4 (0.2)
	thiamin biosynthesis


	YOL149W
	DCP1
	-1.5 (0.4)
	-1.2 (0.2)
	mRNA catabolism*



