Table S2. C.glabrata genes downregulated ≥ twofold in the petite mutant BPY41
	Biological Process 
	C. glabrata ORF designation
	S. cerevisiae homologue
	Description
	Expression BPY41/BPY40

	
	
	
	
	

	Cellular respiration
	CAD54426.1
	COX2
	Mitochondrially-encoded subunit II of cytochrome c oxidase 
	123.1

	
	CAD54424.1
	ATP6
	Mitochondrially encoded subunit a of the F0 sector of mitochondrial F1F0 ATP synthase 
	118.4

	
	CAD54425.1
	OLI1 (ATP9)
	Mitochondrially-encoded F0-ATP synthase subunit c (ATPase-associated proteolipid) 
	69.1

	
	CAD54427.1
	COX3
	Mitochondrially-encoded subunit III of cytochrome c oxidase 
	55.9

	
	CAD54419.1
	COX1
	Mitochondrially-encoded subunit I of cytochrome c oxidase 
	47.7

	
	CAGL0H03993g
	CIT1
	Mitochondrial citrate synthase implicated in the TCA cycle 
	3.2

	
	CAGL0C03223g
	SDH2
	Iron-sulfur protein subunit of succinate dehydrogenase
	2.7

	
	CAGL0C01325g
	COX5B
	Subunit Vb of cytochrome c oxidase
	2.6

	
	CAGL0J06380g
	STF1
	Protein involved in regulation of the mitochondrial F1F0-ATP synthase 
	2.4

	
	CAGL0D05192g
	QCR6
	Subunit 6 of the ubiquinol cytochrome-c reductase complex
	2.3

	
	CAGL0I06380g
	
	Mitochondrial RNase P
	2.2

	
	CAGL0H00506g
	ATP2
	Beta subunit of the F1 sector of mitochondrial F1F0 ATP synthase
	2.1

	
	CAGL0M09581g
	ATP1
	Alpha subunit of the F1 sector of mitochondrial F1F0 ATP synthase
	2.1

	
	CAGL0L06204g
	COX13
	Subunit VIa of cytochrome c oxidase
	2.0

	Small molecule transport
	CAGL0L10912g
	TPO4
	MFS transporter involved in polyamine transport
	6.2

	
	CAGL0M07293g
	PDR12
	ABC multidrug transporter of weak organic acids
	5.1

	
	CAGL0A02321g
	HXT3
	Low affinity glucose transporter of the major facilitator superfamily
	3.0

	
	CAGL0A03212g
	ATO3
	Plasma membrane protein possibly involved in ammonia export 
	3.0

	
	CAGL0J00363g
	YHK8
	Presumed antiporter of the DHA1 family of multidrug resistance transporters 
	2.9

	
	CAGL0L00671g
	FCY2
	Purine-cytosine permease 
	2.7

	
	CAGL0A01199g
	DIP5
	Dicarboxylic amino acid permease,involved L-glutamate and L-aspartate transport
	2.4

	
	CAGL0F04499g
	FUI1
	High affinity uridine permease
	2.1

	
	CAGL0E02035g
	MCH4
	Protein with similarity to mammalian monocarboxylate permeases 
	2.1

	
	CAGL0H05687g
	SSU1
	MFS transporter involved in sulfite metabolism and required for efficient sulfite efflux 
	2.0

	Amino acid & carbohydrate metabolism
	CAGL0A03102g
	ARO10
	Phenylpyruvate decarboxylase implicated in the Ehrlich pathway
	22.8

	
	CAGL0H06633g
	PCK1
	Phosphoenolpyruvate carboxykinase, key enzyme in gluconeogenesis
	3.8

	
	CAGL0L00429g
	GCV2
	P subunit of the mitochondrial glycine decarboxylase complex, required for the catabolism of glycine 
	2.8

	
	CAGL0H04939g
	FBP1
	Fructose-1,6-bisphosphatase, key regulatory enzyme in the gluconeogenesis pathway
	2.6

	
	CAGL0D04356g
	GCV1
	T subunit of the mitochondrial glycine decarboxylase complex, required for the catabolism of glycine 
	2.2

	
	CAGL0B00902g
	HIS4
	Multifunctional enzyme of the histidine biosynthetic pathway
	2.2

	
	CAGL0M12925g
	DOG2
	2-deoxyglucose-6-phosphate phosphatase, induced by oxidative and osmotic stress
	2.1

	
	CAGL0M00176g
	BAT2
	Cytosolic branched-chain amino acid aminotransferase, homolog of murine ECA39
	2.1

	Nucleotide biosynthesis
	CAGL0G02189g
	MTD1
	NAD-dependent 5,10-methylenetetrahydrafolate dehydrogenase 
	5.1

	
	CAGL0I04444g
	ADE1
	Succinyl-aminoimidazole-carboxamide ribotide synthetase involved in purine nucleotide biosynthesis
	3.2

	
	CAGL0K05027g
	ADE12
	Adenylosuccinate synthase involved in de novo purine nucleotide biosynthesis
	3.1

	
	CAGL0H07887g
	ADE5,7
	Bifunctional enzyme of the de novo purine nucleotide biosynthetic pathway
	2.9

	
	CAGL0F02563g
	HPT1
	Dimeric hypoxanthine-guanine phosphoribosyltransferase of the IMP/GMP salvage pathway
	2.9

	
	CAGL0K04499g
	ADE6
	Formylglycinamidine-ribonucleotide-synthetase involved in de novo purine nucleotide biosynthesis
	2.5

	
	CAGL0B02794g
	ADE13
	Adenylosuccinate lyase involved in de novo purine nucleotide biosynthesis
	2.4

	
	CAGL0I05654g
	URK1
	Uridine/cytidine kinase, component of the pyrimidine ribonucleotide salvage pathway 
	2.2

	Cell surface & cell wall
	CAGL0K00110g
	HPF1
	Haze-protective mannoprotein that reduces the particle size of aggregated proteins in white wines 
	4.4

	
	CAGL0E01771g
	MKC7 (YPS5)
	GPI-anchored aspartyl protease
	3.6

	
	CAGL0C00110g
	FLO10 (EPA6)
	Lectin-like protein with similarity to Flo1p, thought to be involved in flocculation
	3.1

	
	CAGL0C02211g
	UTR2
	Chitin transglycosylase involved in cell wall organization
	2.3

	
	CAGL0H07997g
	
	Protein involved in cell wall synthesis
	2.3

	
	CAGL0I10340g
	FLO9
	Lectin-like protein with similarity to Flo1p, thought to be expressed and involved in flocculation
	2.0

	Response to stress
	CAGL0D01270g
	CRS5
	Copper-binding metallothionein, required for wild-type copper resistance
	18.2

	
	CAGL0F05709g
	ATC1
	Nuclear protein, possibly involved in regulation of cation stress responses 
	2.9

	
	CAGL0B00836g
	MXR2
	Methionine-R-sulfoxide reductase involved in the response to oxidative stress 
	2.4

	
	CAGL0G03795g
	SSA2
	HSP70 protein involved in protein folding and vacuolar import of proteins 
	2.1

	
	CAGL0M08030g
	CPR7
	Peptidyl-prolyl cis-trans isomerase (cyclophilin), binds to Hsp82p and contributes to chaperone activity 
	2.0

	Signal transduction
	CAGL0E02255g
	ZEO1
	Plasmal membrane protein regulating the cell integrity pathway mediated by Pkc1p and Slt2p 
	3.7

	
	CAGL0M07634g
	SOK2
	Involved in the cyclic AMP-dependent protein kinase (PKA) signal transduction pathway
	3.1

	
	CAGL0G05764g
	RHO5
	Small GTPase likely involved in Pkc1p signal transduction pathway that controls cell integrity
	2.2

	
	CAGL0G04763g
	RGS2
	Negative regulator of glucose-induced cAMP signaling
	2.2

	
	CAGL0J00715g
	RAS1
	GTPase involved in G-protein signaling in the adenylate cyclase activating pathway
	2.0

	Transcription
	CAGL0K07634g
	GAT1
	Transcriptional activator of genes involved in nitrogen catabolite repression
	6.8

	
	CAGL0L07480g
	NRG2
	Transcriptional repressor that mediates glucose repression and negatively regulates filamentous growth
	4.7

	
	CAGL0H08173g
	CIN5
	bZIP transcriptional factor of the yAP-1 family involved in pleiotropic drug resistance and salt tolerance
	2.4

	
	CAGL0C02519g
	MIG3
	Probable transcriptional repressor involved in response to toxic agents such as hydroxyurea 
	2.2

	Lipid, fatty acid & sterol metabolism
	CAGL0J03916g
	KES1
	Member of the oxysterol binding protein family, which includes seven yeast homologs
	2.5

	
	CAGL0H05005g
	CSR1
	Phosphatidylinositol transfer protein with a potential role in regulating lipid and fatty acid metabolism 
	2.5

	
	CAGL0M06237g
	EHT1
	Acyl-coenzymeA:ethanol O-acyltransferase involved in medium-chain fatty acid ethyl ester biosynthesis
	2.1

	Zinc homeostasis
	CAGL0I07491g
	IZH1
	Membrane protein involved in zinc homeostasis; transcription is regulated by zinc and fatty acid levels
	4.3

	
	CAGL0G04631g
	IZH1
	Membrane protein involved in zinc homeostasis; transcription is regulated by zinc and fatty acid levels
	3.3

	
	CAGL0E02519g
	IZH2
	Membrane protein involved in zinc homeostasis and apoptosis; regulated by zinc and fatty acid levels
	3.1

	DNA replication & damage response
	CAGL0F05093g
	BER1
	Protein involved in microtubule-related processes; induced in response to the DNA-damaging agent 
	2.1

	
	CAGL0J11660g
	TOP1
	Topoisomerase I involved  in replication, transcription, and recombination 
	2.0

	Protein synthesis, modification & degradation
	CAGL0I05522g
	UBP9
	Ubiquitin carboxyl-terminal hydrolase, ubiquitin-specific protease that cleaves ubiquitin-protein fusions 
	3.5

	
	CAGL0B00792g
	SRO9
	Cytoplasmic RNA-binding protein that associates with translating ribosomes
	2.3

	Cell cycle & meiosis control
	CAGL0M11066g
	CLB6
	B-type cyclin involved in DNA replication during S phase
	3.7

	
	CAGL0D04642g
	CLB5
	B-type cyclin involved in DNA replication during S phase
	2.2

	RNA metabolism
	CAGL0C03355g
	ESF2
	Essential nucleolar protein involved in pre-18S rRNA processing
	2.1

	
	CAGL0L10934g
	MOD5
	Delta 2-isopentenyl pyrophosphate:tRNA isopentenyl transferase
	2.0

	Other metabolisms
	CAGL0M06963g
	SOL1
	Protein with a possible role in tRNA export
	6.1

	
	CAGL0H00594g
	BBP1
	Protein required for the spindle pole body duplication 
	3.2

	
	CAGL0G06006g
	YHR138c
	Similar to Pbi2p; possibly involved in vacuole fusion
	3.0

	
	CAGL0L01551g
	SUR7
	Plasma membrane protein associated with endocytosis 
	2.7

	
	CAGL0F01749g
	SHM2
	Serine hydroxymethyltransferase, involved in purine, pyrimidine, amino acid, and lipid biosynthesis 
	2.6

	
	CAGL0L13156g
	RFU1
	Protein contributing to ubiquitin homeostasis 
	2.6

	
	CAGL0J03894g
	DFR1
	Dihydrofolate reductase involved in folate metabolism, possibly required for mitochondrial function
	2.2

	Uncharacterized
	CAGL0E00165g
	
	Putative protein of unknown function; no similarity
	7.0

	
	CAGL0J05390g
	
	Putative protein of unknown function; no similarity
	5.5

	
	CAGL0F05687g
	YDR186c
	Putative protein of unknown function possibly interacting with ribosomes
	3.8

	
	CAGL0K07546g
	PMU1
	Putative phosphomutase 
	3.7

	
	CAGL0H00572g
	YJR116w
	Putative protein of unknown function 
	3.7

	
	CAGL0G08019g
	YDR090c
	Putative protein of unknown function
	3.4

	
	CAGL0D00418g
	YKL187c
	Putative mitochondrial protein of unknown function 
	3.0

	
	CAGL0J01699g
	
	Putative protein of unknown function; no similarity
	3.0

	
	CAGL0H01589g
	SNA2
	Protein of unknown function, has similarity to Pmp3p, which is involved in cation transport 
	2.9

	
	CAGL0G04499g
	SET4
	Protein of unknown function, contains a SET domain
	2.5

	
	CAGL0H08151g
	
	Putative protein of unknown function; no similarity
	2.4

	
	CAGL0G02871g
	
	Putative protein of unknown function; no similarity
	2.2

	
	CAGL0A03608g
	YLR042c
	Protein of unknown function; localizes to the cytoplasm
	2.1


Genes highlighted in grey are genes shown to be downregulated in the C. glabrata azole-resistant isolate F15 


(2) ADDIN EN.CITE 
Genes highlighted in blue are genes shown to be downregulated in S. cerevisiae petite mutant 


(1) ADDIN EN.CITE 
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