Table 3. Genes similarly differentially expressed in response to at least two of the four drugs studied.
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          AmB    KTZ    CPF    5-FC

	DDR48
	stress protein (by homology)
	8.5
	3.4
	6.7
	0.6

	FET33
	cell surface ferroxidase (by homology)
	0.5
	0.4
	0.1
	2*

	IPF19801
	unknown function
	1.8
	2.7
	2.0
	0.8

	IPF11123
	similar to Saccharomyces cerevisiae Sdh2p succinate dehydrogenase iron-sulfur protein subunit (by homology)
	1.2
	2.9
	2.2
	1.0

	ACO1
	aconitate hydratase (by homology)
	3.4*
	4.3
	2.6
	0.7

	CYC1
	cytochrome-c isoform 1
	1.5
	6.0
	2.3
	0.7

	FDH4.3f
	Formate dehydrogenase (by homology)
	1.3
	10.8
	2.0
	0.8

	RBT5
	repressed by TUP1 protein 5
	1.9
	0.2
	0.1
	1.3

	IPF14040
	probable transporter (by homology)
	0.8
	0.3
	0.2
	1.3

	OPI3
	Methylene-fatty-acyl-phospholipid synthase (by homology)
	1.1
	0.4
	0.5
	1.9

	MET13
	Methylene tetrahydrofolate reductase (by homology)
	0.8
	0.4
	0.3
	1.2

	ERG13
	3-hydroxy-3-methylglutaryl coenzyme A synthase (by homology)
	1.5
	0.4
	0.4
	3*

	ACC1
	acetyl-coenzyme-A carboxylase (by homology)
	0.7
	0.4
	0.5
	1.3

	FTH1
	iron transporter
	1.6
	0.4
	0.3
	2*

	IPF4905
	unknown function
	0.6
	0.4
	0.3
	1.4

	IPF2908
	unknown function
	0.6
	0.4
	0.4
	2*

	NHP6A
	nonhistone chromosomal protein related to HMG1
	1.6
	0.5
	0.3
	2.9*

	FAS1
	Fatty-acyl-CoA synthase, beta chain.
	1.1
	0.5
	0.4
	1.9

	LYS1.5eoc
	saccharopine dehydrogenase (by homology)
	1.0
	0.5
	0.4
	1.5

	AAT1
	aspartate aminotransferase (by homology)
	1.3
	0.5
	0.3
	2.0

	IPF6629
	unknown function
	1.6
	0.5
	0.2
	1.7

	IPF6298
	unknown function
	1.2
	0.5
	0.4
	0.6

	HRT2
	Similar to ScHRT2 (by homology)
	0.8
	0.5
	0.5
	1.4

	IPF2053
	unknown function
	2.0
	0.5
	0.4
	1.4

	TUB2.3
	Beta-tubulin
	1.5
	0.5
	0.5
	1.4

	ERG9
	farnesyl-diphosphate farnesyltransferase
	1.4
	0.5
	0.5
	1.2

	HMO1
	High-mobility protein 1 by homology
	0.7
	0.5
	0.5
	1.2

	IPF2795
	unknown function
	0.9
	0.5
	0.4
	0.7

	SSH1.3
	involved in co-translational pathway of protein transport (by homology)
	1.2
	0.5
	0.5
	1.4

	LYS1.3eoc
	Saccharopine dehydrogenase
	0.8
	0.5
	0.4
	1.6

	MLS1
	malate synthase
	1.3
	0.5
	0.4
	0.8

	GPX2
	glutathione peroxidase (by homology)
	0.8
	0.3
	0.2
	3.6

	HHF21
	histone H4
	0.7
	0.3
	0.4
	2.6

	HHT21
	Histone H3
	0.6
	0.3
	0.4
	2.9

	HHF22
	histone H4 (by homology)
	0.6
	0.3
	0.4
	2.4

	RNR21
	ribonucleoside-diphosphate reductase (by homology)
	0.6
	0.3
	0.2
	2.4

	HTA1
	Histone H2A   (by homology)
	0.9
	0.4
	0.4
	2.9

	IPF11725
	unknown function
	0.8
	0.4
	0.5
	2.2

	CFL1
	ferric reductase
	0.9
	0.4
	0.3
	2.1

	CFL2
	ferric reductase (by homology)
	1.2
	0.4
	0.2
	3.9

	HHT3
	histone H3
	3.1*
	0.4
	0.3
	2.4

	FTR1
	high affinity iron permease
	0.7
	0.4
	0.2
	2.7

	IPF13493
	Unknown function
	1.4
	0.4
	0.3
	4.1

	RPS3
	Ribosomal protein S3.e (by homology)
	1.2
	0.4
	0.5
	5.2

	FTR2
	high affinity iron permease
	0.7
	0.5
	0.2
	2.6

	RPS10
	Ribosomal protein 10
	1.0
	0.5
	0.5
	3.1

	HTB1
	Histone H2B (by homology)
	0.7
	0.5
	0.4
	2.6

	CTP1
	Citrate transport protein (by homology)
	0.9
	0.5
	0.4
	2.8

	RBP1
	rapamycin-binding protein
	1.2
	0.5
	0.4
	3.0

	IPF10558
	unknown function
	1.8
	0.5
	0.4
	11.6

	TYE7
	Basic helix-loop-helix transcription factor by homology
	0.9
	0.5
	0.3
	2.3

	RPL38
	ribosomal protein L38 (by homology)
	0.9
	0.5
	0.5
	7.1

	IPF11625
	unknown function
	0.7
	0.5
	0.5
	3.5

	MET6
	5-methyltetrahydropteroyltriglutamate-homocysteine methyltransferase (by homology)
	1.5
	0.5
	0.5
	2.0

	RBT5
	repressed by TUP1 protein 5
	2.1
	0.2
	0.1
	1.8

	IPF12297
	mycelial surface antigen (by homology)
	3.2
	0.3
	0.2
	1.3

	ERG251
	C-4 sterol methyl oxidase (by homology)
	2.7
	0.4
	0.2
	2.3*

	SAH1
	S-adenosyl-L-homocysteine hydrolase by homology
	2.2
	0.5
	0.3
	1.1

	ERG3
	C5,6 desaturase
	2.1
	0.3
	0.3
	1.4

	IPF20169
	unknown function
	2.1
	0.3
	0.2
	1.4

	ERG25
	C-4 sterol methyl oxidase
	2.5
	0.4
	0.5
	2.7

	MAM33
	Mitochondrial acidic matrix protein (by homology)
	1.2
	2.1
	0.9
	2.2

	QCR8
	ubiquinol-cytochrome-c reductase chain VIII (by homology)
	1.4
	2.3
	1.1
	2.2

	ENA21.3
	P-type ATPase (by homology)
	1.7
	2.8
	1.0
	2.4

	PET9
	ADP/ATP carrier protein (by homology)
	2.7
	0.9
	0.7
	2.6

	RTA2
	Unknown function
	2.8
	0.9
	4.1
	1.0

	CRH11
	Probable membrane protein (by homology)
	2.2
	0.9
	2.7
	1.9

	PHR1
	GPI-anchored pH responsive glycosyl transferase
	2.7
	1.1
	2.5
	1.5

	CTR1
	copper transport protein
	0.5
	0.2
	0.5*
	1.9

	GPD1
	Glycerol-3-phosphate dehydrogenase (by homology)
	0.5
	0.6
	0.5
	3.1

	LYS21
	homocitrate synthase (by homology)
	0.5
	0.7
	0.4
	1.8

	IPF16795
	glycerate/formate-dehydrogenase (by homology)
	0.4
	0.7
	0.5
	0.9

	SKS1
	serine/threonine kinase by homology
	0.5
	0.9
	0.3
	0.8

	CAN2
	amino acid permease (by homology)
	0.9
	0.9
	2.2
	2.5

	IPF3912
	unknown function
	2.2
	0.9
	0.4
	2.9

	IPF12101
	mycelial surface antigen precursor (by homology to Candida gene CSA1)
	1.9
	0.6
	0.5
	2.2



Dark Gray = transcript level increased


Light Gray = transcript level decreased


White = transcript level not modulated in a cut-off of 1.5-fold


Asterisk = did not pass inclusion criteria of being differentially expressed by 1.5-fold in both experiments.








