Table S1. C.glabrata genes upregulated ≥ twofold in the petite mutant BPY41
	Biological Process 
	C. glabrata ORF designation
	S. cerevisiae homologue
	Description
	Expression BPY41/BPY40

	
	
	
	
	

	mitochondrion organisation & cellular respiration
	CAGL0L05434g
	UTH1
	SUN family member required for mitochondrial autophagy; involved in oxidative stress response 
	7.1

	
	CAGL0L08426g
	SUE1
	Mitochondrial protein required for degradation of unstable forms of cytochrome c
	3.1

	
	CAGL0G00946g
	ERV1
	Mitochondrial flavin-linked sulfhydryl oxidase of the intermembrane space 
	3.1

	
	CAGL0H08602g
	MSF1
	Mitochondrial phenylalanyl-tRNA synthetase alpha subunit
	3.0

	
	CAGL0F08107g
	LSC2
	Mitochondrial beta subunit of succinyl-CoA ligase implicated in the TCA cycle 
	2.9

	
	CAGL0D05632g
	COX17
	Copper metallochaperone that transfers copper to Sco1p and Cox11p 
	2.8

	
	CAGL0F01529g
	MEF1
	Mitochondrial elongation factor involved in translational elongation
	2.8

	
	CAGL0M13761g
	YME2
	Mitochondrial protein with a role in maintaining mitochondrial nucleoid structure and number 
	2.7

	
	CAGL0K11341g
	COX20
	Mitochondrial protein, required for processing of Cox2p and its assembly into cytochrome c oxidase
	2.6

	
	CAGL0G08195g
	UPS2
	Mitochondrial protein regulating mitochondrial cardiolipin and phosphatidylethanolamine levels
	2.5

	
	CAGL0I01496g
	SSC1
	Mitochondrial matrix ATPase
	2.4

	
	CAGL0I10472g
	PHB1
	Subunit of the prohibitin complex (Phb1p-Phb2p), a mitochondrial membrane chaperone
	2.3

	
	CAGL0G02695g
	FMC1
	Mitochondrial matrix protein required for assembly of the F1 sector of F1F0 ATP synthase
	2.2

	
	CAGL0F04851g
	NCA2
	Involved in regulation of mitochondrial expression of subunits 6 and 8 of the Fo-F1 ATP synthase
	2.2

	
	CAGL0K10120g
	PET100
	Chaperone that facilitates the assembly of cytochrome c oxidase
	2.2

	
	CAGL0J02926g
	PET117
	Protein required for assembly of cytochrome c oxidase
	2.2

	
	CAGL0J10230g
	MSK1
	Mitochondrial lysine-tRNA synthetase
	2.2

	
	CAGL0H07029g
	MRPL35
	Mitochondrial ribosomal protein of the large subunit
	2.2

	
	CAGL0L09086g
	CIT3
	Dual specificity mitochondrial citrate and methylcitrate synthase
	2.2

	
	CAGL0L05280g
	CYT2
	Cytochrome c1 heme lyase, involved in maturation of cytochrome c1 
	2.2

	
	CAGL0E02387g
	COQ10
	Coenzyme Q binding protein implicated in electron transport during respiration 
	2.1

	
	CAGL0H05907g
	MSD1
	Mitochondrial aspartyl-tRNA synthetase, required for acylation of aspartyl-tRNA
	2.1

	
	CAGL0J04224g
	MDJ1
	Co-chaperone involved in protein folding in the mitochodrial matrix 
	2.1

	
	CAGL0F07469g
	YBR238c 
	Mitochondrial membrane protein with similarity to Rmd9p; regulated by TOR 
	2.1

	
	CAGL0C04697g
	RSM26
	Mitochondrial ribosomal protein of the small subunit
	2.1

	
	CAGL0L06490g
	PHB2
	Subunit of the prohibitin complex (Phb1p-Phb2p), a mitochondrial membrane chaperone 
	2.1

	
	CAGL0C02871g
	PNT1
	Mitochondrial protein involved in membrane insertion of Cox2p, interacts with Cox18p
	2.1

	
	CAGL0K04521g
	COX18
	Mitochondrial inner membrane protein required for membrane insertion of C-terminus of Cox2p
	2.1

	
	CAGL0I00990g
	CYC2
	Mitochondrial protein contains a FAD cofactor in a domain exposed in the intermembrane space
	2.1

	
	CAGL0H02739g
	MAS1
	Smaller subunit of the mitochondrial processing protease
	2.0

	
	CAGL0F02695g
	MRP20
	Mitochondrial ribosomal protein of the large subunit
	2.0

	
	CAGL0L03652g
	MEF2
	Mitochondrial elongation factor involved in translational elongation
	2.0

	
	CAGL0I06831g
	COX15
	Protein required for the hydroxylation of heme O to heme A
	2.0

	
	CAGL0G07931g
	MRPS12
	Similar to E. coli and human mitochondrial S12 ribosomal proteins
	2.0

	Cell surface & cell wall
	CAGL0E01815g
	YPS1 (YPS8)
	GPI-anchored aspartic protease
	11.7

	
	CAGL0C03916g
	MNT3
	Alpha-1,3-mannosyltransferase involved in O-glycosylation
	11.3

	
	CAGL0C03982g
	MNT3
	Alpha-1,3-mannosyltransferase involved in O-glycosylation
	8.3

	
	CAGL0H09262g
	MNT3
	Alpha-1,3-mannosyltransferase involved in O-glycosylation
	6.1

	
	CAGL0I04378g
	KTR2
	Mannosyltransferase involved in N-linked protein glycosylation 
	5.1

	
	CAGL0K13002g
	AGA1
	Anchorage subunit of a-agglutinin of a-cells, linked to adhesion subunit Aga2p 
	4.6

	
	CAGL0I04840g
	CHS3
	Chitin synthase III, catalyzes the transfer of N-acetylglucosamine to chitin
	4.5

	
	CAGL0L10802g
	RRT12
	Probable subtilisin-family protease 
	4.3

	
	CAGL0K13024g
	MUC1
	GPI-anchored protein required for pseudohyphal formation, invasive growth, flocculation and biofilms
	4.0

	
	CAGL0E01859g
	YPS1 (YPS10)
	GPI-anchored aspartic protease
	4.0

	
	CAGL0F04521g
	ECM13
	Protein of unknown function; possibly involved in cell wall structure 
	3.9

	
	CAGL0C00847g
	MUC1
	GPI-anchored protein required for pseudohyphal formation, invasive growth, flocculation and biofilms
	3.5

	
	CAGL0C03960g
	MNT3
	Alpha-1,3-mannosyltransferase involved in O-glycosylation
	3.3

	
	CAGL0M13827g
	FKS3
	Involved in spore wall assembly, similar to 1,3-beta-D-glucan synthase catalytic subunits Fks1p 
	3.2

	
	CAGL0A01584g
	AGA2
	Adhesion subunit of a-agglutinin of a-cells, linked to anchorage subunit Aga1p 
	3.2

	
	CAGL0B00616g
	SPS22
	Redundant with Sps2p for the organization of the beta-glucan layer of the spore wall
	3.1

	
	CAGL0C04026g
	MNT3
	Alpha-1,3-mannosyltransferase involved in O-glycosylation
	3.0

	
	CAGL0G04279g
	MNT3
	Alpha-1,3-mannosyltransferase involved in O-glycosylation
	2.9

	
	CAGL0C04004g
	MNT3
	Alpha-1,3-mannosyltransferase involved in O-glycosylation
	2.8

	
	CAGL0C03872g
	TIR3
	Cell wall mannoprotein of the Srp1p/Tip1p family of serine-alanine-rich proteins 
	2.5

	
	CAGL0H01661g
	SPS2
	Protein implicated in the spore wall organization
	2.5

	
	CAGL0E01727g
	YPS1 (YPS3)
	GPI-anchored aspartic protease
	2.3

	
	CAGL0J02508g
	
	Some similarities with C. albicans HYR1, a GPI anchored cell wall protein 
	2.1

	
	CAGL0M00132g
	MUC1
	GPI-anchored protein required for pseudohyphal formation, invasive growth, flocculation and biofilms
	2.1

	
	CAGL0E01837g
	MKC7 (YPS9)
	GPI-anchored aspartyl protease (yapsin) involved in protein processing
	2.1

	
	CAGL0J11968g
	MUC1
	GPI-anchored protein required for pseudohyphal formation, invasive growth, flocculation and biofilms
	2.0

	Amino acid & carbohydrate metabolism
	CAGL0I06050g
	INO1
	Inositol 1-phosphate synthase, involved in synthesis of inositol phosphates 
	24.3

	
	CAGL0F00605g
	GLK1
	Glucokinase
	12.7

	
	CAGL0K06677g
	MET8
	Bifunctional dehydrogenase and ferrochelatase involved in methionine biosynthesis 
	4.5

	
	CAGL0I00506g
	ECM38
	Gamma-glutamyltranspeptidase; involved in electrophilic xenobiotics detoxification 
	4.4

	
	CAGL0F07029g
	MET13
	Major isozyme of methylenetetrahydrofolate reductase, in the methionine biosynthesis pathway
	4.4

	
	CAGL0H01089g
	INM2
	Inositol monophosphatase, involved in biosynthesis of inositol
	3.7

	
	CAGL0K08800g
	ADI1
	Acireductone dioxygenease involved in the methionine salvage pathway
	3.4

	
	CAGL0G02717g
	SGA1
	Intracellular sporulation-specific glucoamylase involved in glycogen degradation 
	3.1

	
	CAGL0J08316g
	MET2
	L-homoserine-O-acetyltransferase implicated in the methionine biosynthetic pathway
	2.8

	
	CAGL0J03058g
	ICL1
	Isocitrate lyase, an enzyme of the glyoxylate cycle
	2.8

	
	CAGL0I09009g
	HIS2
	Histidinolphosphatase implicated in histidine biosynthesis
	2.7

	
	CAGL0D03982g
	PUT2
	Mitochondrial delta-1-pyrroline-5-carboxylate dehydrogenase
	2.6

	
	CAGL0F07777g
	ALD2
	Aldehyde dehydrogenase, involved in ethanol oxidation and beta-alanine biosynthesis; stress induced
	2.6

	
	CAGL0D06402g
	MET17
	Methionine and cysteine synthase required for sulfur amino acid synthesis
	2.5

	
	CAGL0G09977g
	GDB1
	Glycogen debranching enzyme required for glycogen degradation
	2.5

	
	CAGL0K05775g
	ACN9
	Mitochondrial protein for acetate utilization and gluconeogenesis
	2.5

	
	CAGL0K10626g
	GSY1
	Glycogen synthase with similarity to Gsy2p
	2.4

	
	CAGL0I04048g
	FBP1
	Fructose-1,6-bisphosphatase 
	2.4

	
	CAGL0B00726g
	GLK1
	Glucokinase
	2.3

	
	CAGL0F04719g
	GSY2
	Glycogen synthase, similar to Gsy1p
	2.3

	
	CAGL0D04092g
	DOG2
	2-deoxyglucose-6-phosphate induced by oxidative and osmotic stress
	2.2

	
	CAGL0M13497g
	ABZ2
	Aminodeoxychorismate lyase  involved in folic acid biosynthesis 
	2.1

	
	CAGL0A04829g
	HXK2
	Hexokinase isoenzyme 2 that catalyzes phosphorylation of glucose in the cytosol
	2.1

	
	CAGL0I06094g
	FBP26
	Fructose-2,6-bisphosphatase
	2.1

	
	CAGL0K10978g
	LYS4
	Homoaconitase involved in the lysine biosynthesis pathway
	2.1

	
	CAGL0E05610g
	CDC19
	Pyruvate kinase
	2.0

	small molecules transport
	CAGL0G00242g
	YOR1
	ABC transporter involved in multidrug efflux 
	22.2

	
	CAGL0F02717g
	PDR15 (CDR2)
	ABC transporter involved in azole/multidrug efflux
	17.6

	
	CAGL0C03289g
	YBT1
	ABC transporter involved in bile acid transport
	5.0

	
	CAGL0A01826g
	HXT5
	Hexose transporter induced in the presence of non-fermentable carbon sources
	3.8

	
	CAGL0B02475g
	PHO84
	High-affinity inorganic phosphate (Pi) transporter 
	3.8

	
	CAGL0M01760g
	PDR5 (CDR1)
	ABC transporter involved in azole/multidrug efflux
	3.7

	
	CAGL0I00286g
	HXT2
	High-affinity glucose transporter of the major facilitator superfamily
	3.7

	
	CAGL0E03894g
	FPS1
	Plasma membrane channel involved in efflux of glycerol and in uptake of acetic acid 
	3.0

	
	CAGL0I04862g
	SNQ2
	ABC transporter involved in azole/multidrug efflux
	2.9

	
	CAGL0J09020g
	SNF3
	Glucose sensor that regulates glucose transport
	2.4

	
	CAGL0B04367g
	SCO2
	Mitochondrial protein involved in copper delivery to cytochrome c oxidase; interacts with Cox2p 
	2.4

	
	CAGL0G08624g
	QDR2
	MFS transporter involved in quinidine/multidrug efflux 
	2.3

	
	CAGL0J01661g
	YPR011c
	Putative transporter of the mitochondrial carrier family
	2.3

	
	CAGL0K04367g
	MUP1
	High affinity methionine permease
	2.2

	
	CAGL0B01012g
	AGP1
	Low-affinity amino acid permease
	2.2

	
	CAGL0A01243g
	GIT1
	Membrane permease involved in glycerophosphoinositol and glycerophosphocholine uptake
	2.2

	
	CAGL0L06402g
	YCF1
	Vacuolar glutathione S-conjugate ABC transporter involved in metal detoxification 
	2.1

	
	CAGL0L02079g
	CTP1
	Mitochondrial citrate transporter
	2.1

	
	CAGL0C01771g
	YBR241c
	Putative sugar transporter 
	2.0

	response to stress
	CAGL0K12958g
	YML131w
	Similar to medium chain dehydrogenase/reductases; induced by stresses and DNA damaging agents 
	22.0

	
	CAGL0J04202g
	HSP12
	Plasma membrane localized protein that protects membranes from desiccation
	8.1

	
	CAGL0C00275g
	HSP31
	Possible chaperone and cysteine protease with similarity to E. coli Hsp31
	7.9

	
	CAGL0F04917g
	GAC1
	Regulatory subunit for Glc7p type-1 protein phosphatase, implicated in heat shock response
	7.0

	
	CAGL0L10186g
	YOR052c
	Protein of unknown function;  induced by nitrogen limitation and by weak acid stress
	4.8

	
	CAGL0J00561g
	YHI9
	Protein of unknown function; possibly involved in a membrane regulation metabolic pathway
	4.0

	
	CAGL0C04323g
	NTH1
	Neutral trehalase; required for thermotolerance and may mediate resistance to other cellular stresses
	3.4

	
	CAGL0H02387g
	TPS3
	Subunit of trehalose-6-phosphate synthase/phosphatase complex; induced by stress conditions
	3.2

	
	CAGL0L11990g
	GRX4
	Hydroperoxide and superoxide-radical oxidoreductase;; protects cells from oxidative damage
	3.1

	
	CAGL0L05258g
	SRX1
	Sulfiredoxin, contributes to oxidative stress resistance 
	3.0

	
	CAGL0D04026g
	UGA1
	GABA transaminase; required for normal oxidative stress tolerance and nitrogen utilization 
	2.9

	
	CAGL0M11704g
	AHP1
	Thiol-specific peroxiredoxin protecting against oxidative damage
	2.8

	
	CAGL0J07502g
	YNL234w
	Protein of unknown function; transcription is induced by hypoxia and other stress conditions 
	2.8

	
	CAGL0E00803g
	HSP42
	Small heat shock protein (sHSP) with chaperone activity
	2.3

	
	CAGL0K07337g
	HSP30
	Stress-responsive protein that negatively regulates the H(+)-ATPase Pma1p
	2.2

	
	CAGL0J07612g
	ZWF1
	Glucose-6-phosphate dehydrogenase involved in adapting to oxidatve stress 
	2.2

	
	CAGL0K00803g
	TRX2
	Cytoplasmic thioredoxin isoenzyme protecting cells against oxidative and reductive stress
	2.1

	
	CAGL0J08613g
	YVC1
	Vacuolar Ca(2+) cation channel, involved in hyperosmotic shock response
	2.1

	
	CAGL0H09944g
	ZTA1
	NADPH-dependent quinone reductase
	2.0

	Protein synthesis, modification & degradation
	CAGL0G01540g
	NCE3
	Carbonic anhydrase
	6.9

	
	CAGL0G02849g
	UIP4
	Interacts with the Ulp1p protease; detected in a phosphorylated state in the mitochondrial outer membrane
	5. 3

	
	CAGL0K03333g
	MUB1
	Protein required for ubiquitylation and degradation of Rpn4p
	4.9

	
	CAGL0G05247g
	DOA4
	Ubiquitin isopeptidase, required for recycling ubiquitin 
	4.3

	
	CAGL0I09482g
	UBX7
	UBX (ubiquitin regulatory X) domain-containing protein that interacts with Cdc48p 
	3.6

	
	CAGL0F03157g
	CYM1
	Mitochondrial metalloprotease; degrades proteins and peptides cleaved from imported proteins
	3.3

	
	CAGL0K12782g
	OTU1
	Deubiquitylation enzyme that binds to the chaperone-ATPase Cdc48p
	3.0

	
	CAGL0G02321g
	OMA1
	Mitochondrial metalloendopeptidase involved in turnover of membrane-embedded proteins
	3.0

	
	CAGL0H04785g
	UBX2
	Protein involved in ER-associated protein degradation 
	2.9

	
	CAGL0C04719g
	VPS25
	Component of the ESCRT-II complex; protein trafficking
	2.6

	
	CAGL0C04609g
	YUH1
	Ubiquitin C-terminal hydrolase 
	2.6

	
	CAGL0H09548g
	PRE1
	Beta 4 subunit of the 20S proteasome
	2.2

	
	CAGL0B03619g
	PRB1
	Vacuolar proteinase B involved in protein degradation in the vacuole 
	2.2

	
	CAGL0M14003g
	PRE5
	Alpha 6 subunit of the 20S proteasome
	2.1

	
	CAGL0J08096g
	UFD1
	Involved in protein presentation to the 26S proteasome for degradation and in protein trafficking 
	2.1

	
	CAGL0M06105g
	NPL4
	Involved in protein presentation to the proteasome for degradation 
	2.0

	
	CAGL0L12276g
	XDJ1
	Putative mitochondrial chaperone, homolog of E. coli DnaJ
	2.0

	
	CAGL0E03003g
	NAT2
	Protein with an apparent role in acetylation of N-terminal methionine residues 
	2.0

	DNA replication & damage response
	CAGL0I08943g
	PES4
	Poly(A) binding protein, suppressor of DNA polymerase epsilon mutation
	21.0

	
	CAGL0M09713g
	YIM1
	Protein of unknown function implicated in DNA damage response 
	15.4

	
	CAGL0M09735g
	MEC3
	DNA damage and meiotic pachytene checkpoint protein
	8.8

	
	CAGL0I06809g
	MAG1
	3-methyl-adenine DNA glycosylase involved in protecting DNA against alkylating agents
	8.1

	
	CAGL0J05852g
	IRC24
	Putative benzil reductase induced by the DNA-damaging agent f 
	7.8

	
	CAGL0K09702g
	YNL134c
	Putative protein of unknown function induced by the DNA-damaging agent 
	7.5

	
	CAGL0L06050g
	MND1
	Protein involved in chromosome pairing and repair of meiotic double-strand breaks 
	2.9

	
	CAGL0D06006g
	RAD7
	Protein that recognizes and binds damaged DNA during nucleotide excision repair
	2.8

	
	CAGL0I09460g
	HSM3
	Proteasome-interacting protein involved in DNA mismatch repair during slow growth 
	2.7

	
	CAGL0A02002g
	YFR017c
	Putative protein of unknown function induced in response to the DNA-damaging agent 
	2.5

	
	CAGL0A01606g
	HOP2
	Meiosis-specific protein preventing synapsis between nonhomologous chromosomes 
	2.5

	
	CAGL0I06787g
	DDI1
	DNA damage-inducible v-SNARE binding protein
	2.3

	
	CAGL0E05588g
	REV1
	Deoxycytidyl transferase involved in repair of abasic sites in damaged DNA 
	2.2

	
	CAGL0M07139g
	YHR192w
	Putative protein of unknown function induced in response to the DNA-damaging agent 
	2.1

	
	CAGL0C04543g
	YJR096w
	Putative xylose and arabinose reductase induced in response to the DNA-damaging agent 
	2.1

	Lipid, fatty acid & sterol metabolism
	CAGL0K00715g
	RTA1
	Protein involved in 7-aminocholesterol resistance
	12.2

	
	CAGL0D05918g
	ATF2
	Alcohol acetyltransferase, may play a role in steroid detoxification
	9.9

	
	CAGL0M06347g
	YPC1
	Alkaline ceramidase catalyzes both breakdown and synthesis of phytoceramide 
	7.6

	
	CAGL0D00946g
	CSR1
	Phosphatidylinositol transfer protein 
	6.9

	
	CAGL0L10142g
	RSB1
	Putative integral membrane transporter or flippase 
	6.8

	
	CAGL0L09537g
	OYE2
	NADPH oxidoreductase involved in sterol metabolism 
	3.8

	
	CAGL0K03355g
	SRT1
	Cis-prenyltransferase involved in synthesis of long-chain dolichols 
	3.6

	
	CAGL0K05995g
	LCB5
	Minor sphingoid long-chain base kinase
	3.5

	
	CAGL0J02970g
	CEM1
	Mitochondrial beta-keto-acyl synthase with possible role in fatty acid synthesis
	2.8

	
	CAGL0J07436g
	PDR16
	Phosphatidylinositol transfer protein regulated by Pdr1p
	2.6

	
	CAGL0A03740g
	POX1
	Fatty-acyl coenzyme A oxidase, involved in the fatty acid beta-oxidation pathway
	2.5

	
	CAGL0I09812g
	DGK1
	Diacylglycerol kinase
	2.0

	
	CAGL0M10219g
	LAC1
	Ceramide synthase component
	2.0

	Transcription
	CAGL0K12540g
	HAC1
	bZIP transcription factor involved in unfolded protein response and membrane biogenesis
	15.7

	
	CAGL0D05434g
	ROX1
	Heme-dependent repressor of hypoxic genes
	6.4

	
	CAGL0A00451g
	PDR1
	Zinc cluster transcription factor involved in multidrug resistance 
	5.1

	
	CAGL0M03025g
	CAT8
	Zinc cluster transcription factor involved in diauxic shift
	4.9

	
	CAGL0K03003g
	MOT3
	Nuclear transcription factor with two Cys2-His2 zinc fingers
	3.6

	
	CAGL0K05841g
	HAP1
	Zinc finger transcription factor regulating gene expression in response to levels of heme and oxygen
	2.9

	
	CAGL0B01947g
	INO2
	Component Ino2p/Ino4p transcription activator required for phospholipid biosynthesis 
	2.9

	
	CAGL0K01727g
	RPN4
	Transcription factor that stimulates expression of proteasome genes
	2.6

	
	CAGL0M06325g
	RLM1
	MADS-box transcription factor involved in the maintenance of cell integrity
	2.6

	
	CAGL0E03762g
	RIM101
	Transcriptional repressor involved in response to pH and in cell wall construction
	2.5

	
	CAGL0I04246g
	SUT1
	Transcription factor of the Zn[II]2Cys6 family involved in sterol uptake
	2.4

	
	CAGL0G02739g
	XBP1
	Stress-induced transcriptional repressor 
	2.3

	Cell cycle & meiosis control
	CAGL0M11044g
	CLB2
	B-type cyclin involved in cell cycle progression
	7.7

	
	CAGL0M12815g
	SPO22
	Meiosis-specific protein involved in completion of nuclear divisions during meiosis
	6.7

	
	CAGL0M13365g
	SSP1
	Involved in the control of meiotic nuclear division 
	4.2

	
	CAGL0D06512g
	CDC25
	Guanine nucleotide exchange factor required for progression through G1 
	3.7

	
	CAGL0E03630g
	RIM4
	Putative RNA-binding protein required for the expression of sporulation genes
	3.3

	
	CAGL0L06578g
	AMA1
	Activator of meiotic anaphase promoting complex 
	2.1

	
	CAGL0L06512g
	BNS1
	Protein with some similarity to Spo12p
	2.0

	Vesicular & protein transport
	CAGL0L01485g
	GSF2
	ER integral membrane protein that may promote secretion of certain hexose transporters
	3.3

	
	CAGL0G07689g
	YPT52
	GTPase required for vacuolar protein sorting and endocytosis 
	2.2

	
	CAGL0J07194g
	PEX22
	Putative peroxisomal membrane protein required for import of peroxisomal proteins 
	2.1

	
	CAGL0I02134g
	PEX18
	Peroxin required for targeting of peroxisomal matrix proteins; interacts with Pex7p 
	2.1

	
	CAGL0L06292g
	TVP15
	Integral membrane protein localized to late Golgi vesicles along with the v-SNARE Tlg2p 
	2.1

	RNA metabolism
	CAGL0E02871g
	FMT1
	Methionyl-tRNA formyltransferase, catalyzes the formylation of initiator Met-tRNA in mitochondria 
	3.8

	
	CAGL0L07040g
	LUC7
	Protein associated with the U1 snRNP complex; splicing factor involved in recognition of 5' splice site
	2.7

	
	CAGL0B04675g
	DOM34
	Endoribonuclease; required for meiotic cell division
	2.7

	
	CAGL0K09504g
	SPP2
	Protein implicated in splicing and required for the final stages of spliceosome maturation 
	2.3

	
	CAGL0M13585g
	HER2
	Subunit of the trimeric GatFAB AmidoTransferase complex; involved in the formation of Q-tRNAQ 
	2.1

	Signal transduction
	CAGL0F07117g
	GPG1
	Proposed gamma subunit of the heterotrimeric G protein 
	9.3

	
	CAGL0I07249g
	SAC7
	GTPase activating protein involved in signaling to the actin cytoskeleton
	6.0

	
	CAGL0K10604g
	CMK1
	Calmodulin-dependent protein kinase 
	2.2

	Other metabolisms
	CAGL0M12947g
	YIL077c
	Mitochondrial protein involved in drug response
	57.3

	
	CAGL0M14047g
	ADH6
	NADPH-dependent medium chain alcohol dehydrogenase 
	18.6

	
	CAGL0K03509g
	HFD1
	Putative mitochondrial fatty aldehyde dehydrogenase
	6.7

	
	CAGL0A03905g
	HMX1
	Heme-binding peroxidase involved in the degradation of heme
	6.4

	
	CAGL0L12122g
	ISC10
	Protein required for sporulation, expected to play significant role in the formation of reproductive cells 
	2.9

	
	CAGL0A02145g
	YSC84
	Actin-binding protein involved in bundling of actin filaments and endocytosis of actin cortical patches 
	2.8

	
	CAGL0M02079g
	BEM4
	Protein involved in establishment of cell polarity and bud emergence
	2.7

	
	CAGL0J05126g
	BNA3
	Kynurenine aminotransferase
	2.5

	
	CAGL0M05687g
	NPY1
	NADH diphosphatase 
	2.5

	
	CAGL0K09218g
	YCR061w
	Protein of unknown function; induced by treatment with 8-methoxypsoralen and UVA irradiation
	2.5

	
	CAGL0L04268g
	ISN1
	Inosine 5'-monophosphate (IMP)-specific 5'-nucleotidase 
	2.4

	
	CAGL0D06600g
	KNS1
	Protein kinase of unknown cellular role; member of the LAMMER family serine/threonine kinases 
	2.1

	
	CAGL0L07898g
	MAK32
	Protein necessary for structural stability of L-A double-stranded RNA-containing particles 
	2.0

	Uncharacterized
	CAGL0M08426g
	YJL163c
	Putative protein of unknown function 
	51.1

	
	CAGL0D06380g
	
	Putative protein of unknown function; no similarity
	18.8

	
	CAGL0G01122g
	
	Putative protein of unknown function; no similarity
	17.0

	
	CAGL0A01650g
	
	Putative protein of unknown function; no similarity
	12.2

	
	CAGL0K10824g
	YLR149c
	Putative protein of unknown function
	11.4

	
	CAGL0L06072g
	YER130c
	Protein of unknown function
	7.4

	
	CAGL0G06798g
	YGR169c-a
	Putative protein of unknown function
	7.2

	
	CAGL0D05104g
	
	Putative protein of unknown function; no similarity
	6.6

	
	CAGL0M12551g
	YIL057c
	Protein of unknown function; induced under carbon limitation and repressed under high glucose 
	6.2

	
	CAGL0I08151g
	
	Protein with similarity to pirins; transcriptionally activated by Mnl1p under weak acid stress
	5.5

	
	CAGL0J05962g
	YNL155w
	Putative protein of unknown function predicted to have thiol-disulfide oxidoreductase activity 
	5.5

	
	CAGL0M07744g
	
	Putative protein of unknown function
	5.4

	
	CAGL0I02046g
	YPR127w
	Protein of unknown function, expressed during alcoholic fermentation 
	4.7

	
	CAGL0K04301g
	FMP48
	Putative mitochondrial protein of unknown function 
	4.6

	
	CAGL0B01078g
	YLR177w
	Putative protein of unknown function; phosphorylated by Dbf2p-Mob1p in vitro
	4.0

	
	CAGL0K04763g
	
	Putative protein of unknown function; no similarity
	3.7

	
	CAGL0E04554g
	
	Putative protein of unknown function; no similarity
	3.7

	
	CAGL0B00990g
	HBN1
	Putative protein of unknown function; similar to bacterial nitroreductases
	3.67

	
	CAGL0H02563g
	YDR524c-b
	Putative protein of unknown function 
	3.6

	
	CAGL0M05115g
	
	Putative protein of unknown function; 
	3.5

	
	CAGL0M09339g
	YBL107c
	Putative protein of unknown function
	3.5

	
	CAGL0B03201g
	YKR011c 
	Putative protein of unknown function
	3.3

	
	CAGL0K03377g
	YMR102c
	Protein of unknown function; co-regulated with genes involved in multidrug resistance by Yrm1p/Yrr1p 
	3.3

	
	CAGL0B02904g
	
	Protein of unknown function; weakly similar to D. hansenii DEHA0C03091g and C. albicans CA4636 
	3.3

	
	CAGL0F03641g
	YML018c
	Putative protein of unknown function; physical interaction with Atg27p suggesting a role in autophagy
	3.2

	
	CAGL0K03839g
	YMR130w
	Putative protein of unknown function
	3.1

	
	CAGL0C04631g
	AIM25
	Putative mitochondrial protein of unknown function; similar to murine NOR1
	3.0

	
	CAGL0F07975g
	YGR237c
	Putative protein of unknown function
	3.0

	
	CAGL0J04004g
	YOR228c
	Protein of unknown function, localized to the mitochondrial outer membrane 
	2.9

	
	CAGL0L10318g
	YOR059c
	Hypothetical protein 
	2.9

	
	CAGL0M07007g
	YCR076c
	Putative protein of unknown function
	2.9

	
	CAGL0D00990g
	YDL057w
	Putative protein of unknown function
	2.9

	
	CAGL0D02134g
	YKL133c
	Putative protein of unknown function; has similarity to Mgr3p
	2.9

	
	CAGL0C04785g
	YJR115w
	Putative protein of unknown function
	2.9

	
	CAGL0H10274g
	YBR062c
	Hypothetical protein
	2.9

	
	CAGL0A00649g
	
	Putative protein of unknown function; no similarity
	2.8

	
	CAGL0B03615g
	
	Putative protein of unknown function; no similarity
	2.7

	
	CAGL0G01925g
	YKR070w
	Putative mitochondrial protein of unknown function
	2.7

	
	CAGL0F04631g
	MOH1
	Protein of unknown function, has homology to kinase Snf7p 
	2.7

	
	CAGL0B01595g
	
	Putative protein of unknown function; similar to K. lactis KLLA0E12067g
	2.7

	
	CAGL0K04719g
	YNL208w
	Mitochondrial protein of unknown function
	2.7

	
	CAGL0J01331g
	YMR090w
	Putative protein of unknown function with similarity to DTDP-glucose 4,6-dehydratases 
	2.6

	
	CAGL0J05830g
	YNL144c
	Putative mitochondrial protein of unknown function
	2.6

	
	CAGL0H00704g
	
	Putative protein of unknown function; no similarity
	2.6

	
	CAGL0D01474g
	AIM3
	Protein interacting with Rvs167p 
	2.5

	
	CAGL0M04763g
	YOR289w
	Putative protein of unknown function induced by the unfolded protein response 
	2.5

	
	CAGL0I05104g
	AIM10
	Mitochondrial protein with similarity to tRNA synthetases
	2.4

	
	CAGL0D05654g
	
	Putative protein of unknown function; no similarity
	2.4

	
	CAGL0H03619g
	YNL011c
	Putative protein of unknown function
	2.3

	
	CAGL0K03113g
	YLF2
	Mitochondrial protein of unknown function, weakly similar to E. coli GTP-binding protein gtp1
	2.3

	
	CAGL0L10582g
	YMR196w
	Putative protein of unknown function 
	2.3

	
	CAGL0M02915g
	
	Putative protein of unknown function; no similarity
	2.2

	
	CAGL0L05720g
	YJL132w
	Putative protein of unknown function; possibly Zap1p-regulated and induced by zinc deficiency 
	2.2

	
	CAGL0F01815g
	
	Putative protein of unknown function; similar to K. lactis KLLA0D01243g 
	2.2

	
	CAGL0F06765g
	YIR024c
	Putative mitochondrial protein of unknown function; interacts with Arh1p 
	2.2

	
	CAGL0L02519g
	YOR378w
	Putative protein of unknown function; putative memberof the DHA2 family of drug:H+ antiporters
	2.2

	
	CAGL0A04851g
	
	Putative protein of unknown function; no similarity
	2.2

	
	CAGL0B04103g
	YPR109w
	Predicted membrane protein
	2.2

	
	CAGL0K04015g
	YGR031w
	Putative mitochondrial protein of unknown function
	2.1

	
	CAGL0M08932g
	YDR476c
	Putative protein of unknown function 
	2.1

	
	CAGL0M11000g
	YNR034w-a
	Putative protein of unknown function; expression is regulated by Msn2p/Msn4p 
	2.1

	
	CAGL0C00451g
	YBR137w
	Protein of unknown function; binds to Replication Protein A 
	2.1

	
	CAGL0H05819g
	AIM43
	Putative mitochondrial protein of unknown function
	2.1

	
	CAGL0I04004g
	YDL183c
	Putative protein of unknown function
	2.1

	
	CAGL0L12518g
	
	Putative protein of unknown function; no similarity
	2.1

	
	CAGL0L06974g
	YDL086w
	Putative mitochondrial protein of unknown function 
	2.1

	
	CAGL0D03806g
	FYV4
	Protein of unknown function, required for survival upon exposure to K1 killer toxin
	2.0

	
	CAGL0D04070g
	YGR021w
	Putative protein of unknown function
	2.0

	
	CAGL0L04070g
	YNL122c
	Putative mitochondrial protein of unknown function
	2.0

	
	CAGL0F09163g
	FMP10
	Putative mitochondrial protein of unknown function 
	2.0


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


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


(1) ADDIN EN.CITE 
Genes highlighted in red are genes shown to be upregulated in both studies 


(1, 2) ADDIN EN.CITE 
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