Table S1. Annotated genes with a similar change in transcript abundance in C. albicans after a co-incubation with either BMDM or RAW264.7 macrophages.

A. Up-regulated transcripts

	Systematic
	Common
	Description

	orf19.7094
	HGT12
	glucose sensor or transporter protein

	orf19.4033
	PRP22
	RNA-dependent ATPase

	orf19.3707
	YHB1
	flavohemoglobin;dihydropteridine reductase

	orf19.4869
	SFU1
	Transcriptional regulator of iron-responsive genes

	orf19.6229
	CAT1
	catalase A, peroxisomal

	orf19.638
	FDH1
	formate dehydrogenase

	orf19.238
	CCP1
	cytochrome-c peroxidase

	orf19.7314
	CDG1
	cysteine dioxygenase

	orf19.1585
	ZRT2
	low affinity zinc transporter

	orf19.3733
	IDP2
	NADP-dependent isocitrate dehydrogenase

	orf19.3111
	PRA1
	pH-regulated antigen

	orf19.7514
	PCK1
	phosphoenolpyruvate carboxykinase

	orf19.3112
	ZRT1
	high affinity zinc transporter

	orf19.6257
	GLT1
	glutamate synthase

	orf19.3433
	OYE23
	NAPDH dehydrogenase (old yellow enzyme), isoform 2

	orf19.2262
	ZTA1
	NADPH:quinone reductase;zeta-crystallin

	orf19.4384
	HXT5
	fructose symporter

	orf19.6109
	TUP1
	general transcription repressor

	orf19.3131
	OYE32
	NADPH dehydrogenase

	orf19.4066
	
	glycerol-3-phosphate acyltransferase

	orf19.5288
	IFE2
	Zn-containing alcohol dehydrogenase

	orf19.6601.1
	YKE2
	non-native actin binding complex polypeptide

	orf19.2768
	AMS1
	vacuolar alpha mannosidase

	orf19.113
	CIP1
	closely related to cadmium-induced protein CIP1

	orf19.539
	LAP3
	DNA-binding cysteine-type protease; bleomycin hydrolase

	orf19.5228
	RIB3
	3,4-dihydroxy-2-butanone 4- phosphate synthase, riboflavin biosynthesis

	orf19.3668
	HGT2
	hexose transporter

	orf19.4477
	CSH1
	aryl-alcohol dehydrogenase

	orf19.7585
	INO1
	myo-inositol-1- phosphate synthase

	orf19.5307
	JEN2
	carboxylic acid transporter

	orf19.2613
	ECM4
	involved in cell wall biogenesis and architecture

	orf19.499
	
	S-adenosylmethionine-dependent methyltransferase

	orf19.2107.1
	STF2
	ATP synthase regulatory factor

	orf19.1709
	PXP18
	sterol carrier protein

	orf19.1124
	
	phytanoyl-CoA dioxygenase (PhyH)

	orf19.176
	OPT4
	oligopeptide transporter

	orf19.4980
	HSP70
	heat shock protein 70

	orf19.734
	GLK1
	aldohexose specific glucokinase

	orf19.6116
	GLK4
	aldohexose specific glucokinase

	orf19.1288
	FOX2
	multifunctional peroxisomal beta-oxidation protein

	orf19.7329
	QRI8
	E2 ubiquitin-conjugation enzyme

	orf19.1743
	ACS1
	acetyl-coenzyme A synthetase

	orf19.4716
	GDH3
	NADP-glutamate dehydrogenase

	orf19.2192
	GDH2
	NAD-specific glutamate dehydrogenase

	orf19.6844
	ICL1
	isocitrate lyase

	orf19.742
	ALD6
	mitochondrial aldehyde dehydrogenase

	orf19.2156
	NAG1
	glucosamine-6-phosphate deaminase

	orf19.2809
	CTN3
	carnitine acetyltransferase;alcohol metabolism

	orf19.7676
	XYL2
	sorbitol dehydrogenase

	orf19.1655
	PXP2
	fatty-acyl coenzyme A oxidase

	orf19.6869
	AST2
	mitochondrial inner membrane protease;involved in targeting of plasma membrane [H+] ATPase

	orf19.1847
	ARO10
	pyruvate decarboxylase

	orf19.7668
	MAL2
	alpha-glucosidase (maltase)

	orf19.3522
	REV3
	reverse transcriptase

	orf19.4633
	
	NADP(+)-dependent dehydrogenase; acts on serine, L-allo-threonine, and other 3-hydroxy acids

	orf19.1187
	CPH2
	bHLH DNA-binding protein that promotes hyphal development

	orf19.3670
	GAL1
	galactokinase

	orf19.3981
	MAL31
	maltose permease

	orf19.3931
	SFC1
	mitochondrial succinate-fumarate transporter

	orf19.4409
	
	phosphodiesterase

	orf19.2608
	ADH5
	alcohol dehydrogenase II

	orf19.1224
	FRP3
	putative transmembrane transporter

	orf19.376
	BDE99
	1,4-butanediol diacrylate esterase

	orf19.2425
	HGT18
	Putative glucose transporter protein

	orf19.2241
	PST1
	1,4-benzoquinone reductase;brefeldin A resistance protein;Protoplast-SecreTed protein

	orf19.5773
	
	possible dipeptidyl peptidase III

	orf19.1652
	POX1-3
	fatty-acyl coenzyme A oxidase

	orf19.6443
	ECI12
	enoyl-CoA isomerase;delta3-cis-delta2-trans-enoyl- CoA isomerase

	orf19.5250
	
	predicted CoA-binding protein

	orf19.2242
	PRB1
	subtilisin-like endoprotease B

	orf19.7242
	NCR1
	polytopic membrane protein involved in sterol homeostasis and trafficking

	orf19.5645
	MET15
	O-acetylhomoserine sulfhydrylase

	orf19.7118
	ADK2
	adenylate kinase

	orf19.7196
	PRB1
	vacuolar protease B

	orf19.7566
	GNP1
	high-affinity glutamine permease

	orf19.7106
	VPS70
	membrane protein involved in vacuolar protein sorting

	orf19.4432
	KSP1
	serine/threonine protein kinase

	orf19.637
	SDH2
	succinate dehydrogenase subunit

	orf19.6948
	CCC1
	transmembrane Ca2+ transporter

	orf19.2821
	
	putative NADH-ubiquinone oxidoreductase

	orf19.7498
	LEU1
	3-isopropylmalate dehydratase

	orf19.6514
	CUP9
	copper homeostasis, peptide import regulation

	orf19.3526
	ITR1
	myo-inositol transporter

	orf19.4082
	DDR48
	flocculent specific protein;contains NNDDNSYG motif

	orf19.7111.1
	SOD3
	superoxide dismutase

	orf19.3797
	MPRL11
	mitochondrial ribosomal protein (YmL11)


B. Down-regulated transcripts

	Systematic
	Common
	Description

	orf19.5351
	TIF11
	translation initiation factor eIF1A

	orf19.6696
	TIM9
	mitochondrial inner membrane translocase

	orf19.4587
	HGH1
	putative DNA-binding protein of the HMG family

	orf19.6090
	NSR1
	nuclear localization sequence binding protein

	orf19.1199
	NOP5
	part of small (ribosomal) subunit (SSU) processosome; U3 snoRNP protein

	orf19.7569
	SIK1
	nucleolar protein involved in pre- rRNA processing

	orf19.7392
	DBP1
	ATP-dependent RNA helicase of DEAD box family

	orf19.2115
	
	putative molybdopterin-converting factor

	orf19.1633
	UTP4
	U3 snoRNP protein

	orf19.7664
	
	zinc finger protein

	orf19.4093
	NOP7
	pescadillo homolog;nucleolar protein required for rRNA processing

	orf19.3962
	HAS1
	RNA-dependent helicase

	orf19.5500
	MAK16
	nuclear protein with HMG-like acidic region

	orf19.172
	RPC19
	RNA polymerase I and III subunit

	orf19.1030
	FPR3
	peptidyl-prolyl cis-trans isomerases (PPIase)| FK506-rapamycin binding protein

	orf19.3138
	NOP1
	U3 snoRNP protein similar to mammalian fibrillarin

	orf19.7384
	NOG1
	nucleolar G-protein

	orf19.5912
	MAK21
	required for 60S ribosomal subunit biogenesis

	orf19.2917
	NUG1
	GTPase involved in ribosome biogenesis

	orf19.512
	KRE33
	highly conserved essential protein

	orf19.7062
	RPA135
	DNA-directed RNA polymerase I

	orf19.3276
	PWP2
	periodic tryptophan protein

	orf19.7398
	
	Killer toxin Resistant;ribosome biogenesis

	orf19.4029
	SQT1
	ribosomal assembly

	orf19.543
	FUM1
	fumarase

	orf19.2183
	KRE30
	ABC transporter;best homolog of Killer toxin REsistant

	orf19.1886
	RCL1
	RNA 3 -terminal phosphate cyclase

	orf19.3556
	KAP104
	karyopherin beta 2;transportin

	orf19.1264
	CFL2
	ferric reductase

	orf19.5032
	SIM1
	protein invovled in control of DNA replication

	orf19.1164
	GAR1
	nucleolar rRNA processing protein

	orf19.932
	DNF1
	phopholipid transporting ATPase

	orf19.7197
	NOC3
	nuclear export of pre-ribosomes

	orf19.5517
	ADH7
	alcohol dehydrogenase

	orf19.7112
	FRP2
	transmembrane subunit of ferric reductase

	orf19.4211
	FET3
	multicopper ferro-O2- oxidoreductase involved in high-affinity iron uptake

	orf19.825
	GCD7
	translation initiation factor eIF2b

	orf19.1978
	GIT2
	glycerophosphoinositol permease

	orf19.2179
	SIT1
	iron-siderophore transporter

	orf19.5634
	FRP1
	ferric reductase
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