Supplemental Table 4 Down-regulated genes of known function following fluconazole exposure

	Standard Gene Name
	Systematic Name
	Fold Change
	Function
	Product

	CEX12
	orf19.3488
	0.61
	Energy
	acyl-CoA dehydrogenase

	CTA1
	orf19.6229
	0.54
	
	Catalase

	TOP2
	orf19.6229
	0.64
	DNA
	type II topoisomerase

	HDE1
	orf19.6443
	0.53
	
	dodecenoyl-CoA delta-isomerase

	ICL1
	orf19.6844
	0.43
	
	Isocitrate lyase

	ADH5
	orf19.2608
	0.64
	
	alcohol dehydrogenase

	PCK1
	orf19.7514
	0.62
	
	Phosphoenolpyruvate carboxykinase

	GDH2
	orf19.2192
	0.63
	
	glutamate dehydrogenase

	RIP1
	orf19.5893
	0.66
	Mitochondria
	ubiquinol cytochrome c-reductase

	YAL60
	orf19.769
	0.63
	Other
	polyol dehydrogenase

	UGA3
	orf19.6038
	0.63
	Transcription
	zinc-finger protein

	SAP9
	orf19.6928
	0.58
	
	Secreted aspartyl proteinase

	RPS14
	orf19.6265.1
	0.64
	Protein Synthesis
	

	PRP3
	orf19.910
	0.61
	
	snRNP complex

	HSP30
	orf19.4526
	0.54
	Stress/Resistance
	heat shock protein

	GSC1
	orf19.3683
	0.62
	Transport
	ARF GTPase activator

	HGT1
	orf19.4527
	0.56
	
	glucose transporter

	JEN99
	orf19.7447
	0.54
	
	Lactate transporter


Supplemental Table 5. Primers Used in Northern Blotting and RT-PCR

Gene

Primer

Locationa
Sequence (5’ to 3’)

CDR1

Forward

-109 to –90
GAGATCTACCCTTTAAGATA



Reverse

261 to 280
TCTGAATCGGGATTCAATTG

CDR2

Forward

-113 to –94
GGTATATAAACTGGACAACA





255 to 274
CGGAATCTGGGTCTAATTGT

MDR1

Forward

451 to 476
GAGTCGTAGCTACATTGCCATTAACA



Reverse

1014 to 1040
GGTGATTTCTAATGGTCTCCATAATGT

ERG11

Forward

903 to 931
ATTGGTATTCTTATGGGTGGTCAACATAC



Reverse

1390 to 1416
CCCAATACATCTATGTCTACCACCACC

ACT1

Forward

975 to 1001
ACCGAAGCTCCAATGAATCCAAAATCC



Reverse

1465 to 1491
GTTTGGTCAATACCAGCAGCTTCCAAA

CDR1

Forward

3174
  
CCATTAACCATCAGCACTTA                             
   

Reverse 
3244

CCGTTCTACCACCTTTTTGCA                



Probe     
3197

AGTCTATCAAACTCAGCCA
             

CDR2

Forward

312

CCACATGTCCGACATACCTGG




Reverse

384

GGAATCTGGGTCTAATTGTTCATGA



Probe

340

CCATTCAACGGCAACAT

 


ACT1

Forward

779

AGCTTTGTTCAGACCAGCTGATT


Reverse

845

GGAGTTGAAAGTGGTTTGGTCAA


Probe

803

CCAGCAGCTTCCAAACCT




a Location refers to the nucleotide sequence within the respective C. albicans gene, with the “A” of the start codon (ATG) representing +1.
