Supplemental Table 1 Upregulated genes of known function during fluconazole exposure
	Standard Gene Name
	Systematic Name
	Fold Change
	Function
	Product

	CCL1
	orf19.4542
	1.50
	Cell Cycle
	Cyclin associated with protein kinase

	FMP45
	orf19.6489
	1.50
	Cell Wall/Membrane
	cell wall organization and biogenesis

	ERG4
	orf19.5379
	2.10
	
	C-24 reductase

	ERG11
	orf19.922
	2.57
	
	Lanosterol 14-alpha-demethylase

	ERG26
	orf19.2909
	1.68
	
	C-3 sterol dehydrogenase

	ERG6
	orf19.1631
	3.95
	
	Delta(24)-sterol C-methyltransferase

	ERG3
	orf19.767
	3.82
	
	C-5 sterol desaturase

	ERG24
	orf19.1598
	1.58
	
	C-14 sterol reductase

	ERG1
	orf19.406
	2.12
	
	Squalene epoxidase

	PCT1
	orf19.4186
	1.53
	
	Cholinephosphate cytidylyltransferase

	ERG5
	orf19.5178
	1.65
	
	C-22 sterol desaturase

	ARH1
	orf19.410
	1.50
	
	Oxidoreductase

	ERG12
	orf19.4809
	1.53
	
	Mevalonate kinase

	CHT1
	orf19.7517
	1.54
	
	Chitinase

	BTS1
	orf19.6674
	1.59
	
	Geranylgeranyl diphosphate synthase

	HMG1
	orf19.1031
	1.51
	
	HMG-CoA reductase

	NUM1
	orf19.4715
	1.60
	Cytoskeleton
	tubulin binding

	ARC15
	orf19.6151
	1.61
	
	Subunit of the ARP2/3 complex

	POL2
	orf19.2365
	1.66
	DNA
	Catalytic subunit of DNA polymerase epsilon

	RNH1
	orf19.5614
	1.52
	
	Ribonuclease H1

	ECI1
	orf19.6443
	1.60
	Energy
	dodecenoyl-CoA delta-isomerase

	LIP5
	orf19.2774
	1.52
	
	lipoic acid synthase

	ENO1
	orf19.395
	1.50
	
	Enolase

	SNF8
	orf19.6296
	1.58
	
	ESCRT-II complex

	APH1
	orf19.4584
	1.82
	
	acid phosphatase

	PPM2
	orf19.3303
	1.77
	Protein Synthesis
	carboxyl methyl transferase

	MAK3
	orf19.4617
	1.50
	
	Catalytic subunit of N-terminal acetyltransferase

	WBP1
	orf19.2298
	1.51
	
	oligosaccharyl transferase

	RRD2
	orf19.6933
	1.52
	Stress
	phosphotyrosyl phosphatase

	AOX1
	orf19.4774
	1.57
	
	Alternative oxidase

	ATR1
	orf19.2350
	1.52
	
	Stress response

	GXR3
	orf19.2727
	1.81
	
	Glutaredoxin

	GRE2
	orf19.4781
	1.54
	
	oxidoreductase activity

	DAK2
	orf19.4777
	1.60
	
	Dihydroxyacetone kinase

	RNA15
	orf19.4538
	2.10
	Transcription
	Cleavage and polyadenylation factor I

	TFB4
	orf19.4194
	1.87
	
	Subunit of TFIIH complex

	FGR17
	orf19.5729
	1.54
	
	DNA-binding transcription factor

	HGT1
	orf19.4527
	1.54
	Transport
	glucose transporter

	TIM22
	orf19.1352
	1.53
	
	protein transporter

	FEN2
	orf19.5535
	1.60
	
	Plasma membrane H+-pantothenate symporter

	FRE9
	orf19.3538
	1.65
	
	iron-siderophore transport

	SMF1
	orf19.4690
	1.70
	
	manganese ion transport

	TNA1
	orf19.4335
	1.61
	
	nicotinamide mononucleotide permease

	YHR113
	orf19.2335
	1.53
	Vacuole/Vesicle
	Metalloprotease


Supplemental Table 2 Down-regulated genes of known function during fluconazole exposure

	Standard Gene Name
	Systematic Name
	Fold Change
	Function
	Product

	PUT1
	orf19.4274
	0.46
	Amino Acid
	Proline oxidase

	HIS7
	orf19.5505
	0.63
	
	Imidazole glycerol phosphate synthase

	CAR2
	orf19.5641
	0.60
	
	L-ornithine transaminase

	THR1
	orf19.923
	0.66
	
	Homoserine kinase

	ILV3
	orf19.4040
	0.61
	
	Dihydroxyacid dehydratase

	HOM2
	orf19.1559
	0.62
	
	Aspartic beta semi-aldehyde dehydrogenase

	ARG81
	orf19.4766
	0.66
	
	Zinc-finger transcription factor

	MEU1
	orf19.6938
	0.64
	
	Methylthioadenosine phosphorylase

	MET12
	orf19.5321
	0.63
	
	methylenetetrahydrofolate reductase

	CLB2
	orf19.1446
	0.66
	Cell Cycle
	cyclin-dependent protein kinase

	CYR1
	orf19.5151
	0.65
	
	Adenylate cyclase

	SRP68
	orf19.6804
	0.62
	Cell Signalling
	signal recognition particle

	CMK1
	orf19.5911
	0.66
	
	calmodulin-dependent protein kinase I

	FLO1
	orf19.2765
	0.54
	Cell Wall/Membrane
	GPI-anchored protein;

	ECM21
	orf19.4887
	0.63
	
	NA

	SUR2
	orf19.5818
	0.62
	
	Sphinganine C4-hydroxylase

	AMD1
	orf19.891
	0.66
	
	alpha-mannosidase

	WSC4
	orf19.7251
	0.64
	
	ER membrane protein

	ADE4
	orf19.1233
	0.63
	DNA
	Phosphoribosylpyrophosphate amidotransferase

	URA1
	orf19.4836
	0.53
	
	Dihydroorotate dehydrogenase

	RHC18
	orf19.6568
	0.65
	
	DNA repair

	SMC1
	orf19.4367
	0.63
	
	Subunit of the multiprotein cohesin complex

	RNR2
	orf19.5845
	0.63
	
	ribonucleotide reductase

	SPT7
	orf19.7572
	0.65
	
	chromatin modification

	GSY1
	orf19.3278
	0.63
	Energy
	glycogen synthase

	GLG2
	orf19.7434
	0.66
	
	glycogenin glucosyltransferase

	CDC19
	orf19.3575
	0.63
	
	pyruvate kinase

	ADK1
	orf19.683
	0.65
	
	adenylate kinase

	ACO1
	orf19.6385
	0.66
	
	aconitate hydratase

	IDH2
	orf19.5791
	0.66
	
	isocitrate dehydrogenase

	SCS2
	orf19.1212
	0.65
	Lipid Metabolism
	Integral ER membrane protein

	IPT1
	orf19.4770
	0.59
	
	Inositolphosphotransferase 1

	SUR4
	orf19.6007
	0.64
	
	fatty acid elongation

	SLC1
	orf19.250
	0.58
	
	1-acyl-sn-gylcerol-3-phosphate acyltransferase

	YDJ1
	orf19.6408
	0.65
	Mitochondria
	ATPase stimulator

	RPN9
	orf19.1993
	0.66
	Protein Synthesis
	Non-ATPase regulatory subunit of the 26S proteasome

	RPN7
	orf19.7286
	0.65
	
	Non-ATPase regulatory subunit of the 26S proteasome

	DED81
	orf19.6702
	0.66
	
	asparaginyl-tRNA synthetase

	CDC60
	orf19.2560
	0.66
	
	leucyl tRNA synthetase

	KRS1
	orf19.6749
	0.66
	
	lysine-tRNA ligase

	HCA4
	orf19.2712
	0.66
	
	RNA helicase

	SEN1
	orf19.5938
	0.63
	
	Helicase

	NMD3
	orf19.706
	0.66
	
	Protein involved in nuclear export of the large ribosomal subunit

	PRP5
	orf19.6831
	0.66
	
	Helicase

	TEF1
	orf19.1435
	0.61
	
	translation elongation factor

	RML2
	orf19.5420
	0.64
	
	ribosomal protein

	CLP1
	orf19.6931
	0.65
	
	cleavage factor I

	TIF34
	orf19.2967
	0.66
	
	translation initiation factor

	RPS15
	orf19.5927
	0.66
	
	small (40S) ribosomal subunit

	NAM9
	orf19.498
	0.63
	
	ribosomal component of the small subunit

	VAN1
	orf19.6738
	0.61
	Stress/Resistance
	mannan polymerase I

	SNF1
	orf19.2265
	0.66
	Transcription
	SWI/SNF chromatin remodeling complex

	TBF1
	orf19.801
	0.65
	
	Telobox-containing general regulatory factor

	SKO1
	orf19.1032
	0.65
	
	leucine zipper (bZIP) transcription factor

	MUD2
	orf19.5828
	0.61
	
	mRNA binding

	FCY21
	orf19.1357
	0.54
	Transport
	purine-cytosine permease

	MEX67
	orf19.488
	0.66
	
	Poly(A)RNA binding protein

	ZRT2
	orf19.1585
	0.59
	
	zinc transporter

	VMA6
	orf19.364
	0.64
	
	hydrogen-transporting ATPase

	SEC23
	orf19.1254
	0.66
	
	ER to Golgi transport

	FET3
	orf19.4213
	0.62
	
	iron ion transport

	FCY22
	orf19.333
	0.63
	
	purine-cytosine permease

	NUP170
	orf19.2485
	0.64
	
	nuclear pore complex

	PEP3
	orf19.1019
	0.63
	
	Golgi to endosome transport

	VPS11
	orf19.4403
	0.65
	
	Peripheral vacuolar membrane protein

	VPH1
	orf19.6863
	0.66
	
	vacuolar-ATPase


