[bookmark: _GoBack]Table S1. List of genes whose expression levels were increased more than twice by iron limitation for 4 h.

	C. glabrata locus tag
	S. cerevisiae ortholog
	Fold changes

	CAGL0H09592g
	TIR1
	18.4

	CAGL0H09614g
	TIR1
	17.8

	CAGL0B04675g
	DOM34
	16.3

	CAGL0J00451g
	TDH3
	15.3

	CAGL0L11990g
	GRX4
	12.6

	CAGL0L05258g
	SRX1
	10.4

	CAGL0H09966g
	FMP23
	9.8

	CAGL0G06798g
	PUS6
	8.9

	CAGL0F00715g
	MAK16
	7.8

	CAGL0B04455g
	AVT4
	7.2

	CAGL0D00946g
	CSR1
	6.8

	CAGL0F01485g
	TIR1
	6.4

	CAGL0C03872g
	TIR3
	6.2

	CAGL0E01727g
	YAP3
	6

	CAGL0K08756g
	YAP5
	5.9

	CAGL0F00187g
	FET4
	5.1

	CAGL0M06435g
	PCH2
	4.7

	CAGL0J03916g
	OSH4
	4.4

	CAGL0G04499g
	SET4
	4.1

	CAGL0I10791g
	ARG3
	4.1

	CAGL0A01089g
	YPL272C
	4

	CAGL0F01419g
	AUS1
	3.9

	CAGL0K07678g
	No similarity
	3.9

	CAGL0M05401g
	No similarity
	3.8

	CAGL0J05082g
	IKS1
	3.6

	CAGL0J07980g
	ATX1
	3.4

	CAGL0M07942g
	FRE8
	3.3

	CAGL0B02079g
	AZR1
	3.3

	CAGL0A03905g
	HMX1
	3.2

	CAGL0A01826g
	HXT5
	3.2

	CAGL0H06545g
	ATG32
	3.2

	CAGL0I02596g
	No similarity
	3.2

	CAGL0F07865g
	UPC2/ECM22
	3.1

	CAGL0D04686g
	AXL1
	3.1

	CAGL0G04279g
	MNT3
	2.9

	CAGL0C00209g
	DAN4
	2.9

	CAGL0I02508g
	CTR2
	2.9

	CAGL0J05060g
	ZAP1 
	2.9

	CAGL0I01166g
	TRR1
	2.9

	CAGL0B01727g
	YDR109C
	2.8

	CAGL0B00462g
	KAR4
	2.8

	CAGL0K06259g
	TSA1
	2.8

	CAGL0G04455g
	IME2
	2.7

	CAGL0F01793g
	ERG3
	2.7

	CAGL0H08844g
	DDR48
	2.6

	CAGL0F05687g
	SND1/YDR186C
	2.6

	YMR244W
	No similarity
	2.6

	CAGL0F01727g
	YNT20
	2.6

	CAGL0E01243g
	CTH1 or TIS11
	2.6

	CAGL0H03487g
	AFT1
	2.6

	CAGL0H09636g
	YER010C
	2.6

	CAGL0K11484g
	No similarity
	2.5

	CAGL0C03333g
	FRE6 or FRE4
	2.5

	CAGL0D04708g
	CTR1
	2.5

	CAGL0F06809g
	YVH1
	2.4

	CAGL0G02255g
	HBS1
	2.4

	CAGL0H09944g
	ZTA1
	2.4

	CAGL0H00759g
	SGS1
	2.4

	CAGL0B01507g
	ARG8
	2.4

	CAGL0G00792g
	REC102
	2.4

	CAGL0M05907g
	OAF3 
	2.4

	CAGL0B00990g
	YCL026C-B
	2.4

	CAGL0I09086g
	ESBP6
	2.4

	CAGL0A01804g
	HXT3 or HXT1
	2.4

	CAGL0L06930g
	YDL085C-A 
	2.3

	CAGL0E00187g
	No similarity
	2.3

	CAGL0K00781g
	YGR210C
	2.3

	CAGL0D03762g
	GIC2
	2.3

	CAGL0M04103g
	HXT1
	2.3

	CAGL0F00341g
	No similarity
	2.3

	CAGL0K12716g
	YFL040W
	2.3

	CAGL0I00726g
	OSW5
	2.3

	CAGL0M04213g
	YLR126C
	2.3

	CAGL0G06006g
	YHR138C
	2.3

	CAGL0E06402g
	No similarity
	2.3

	CAGL0I07469g
	TPT1
	2.3

	CAGL0E01771g
	MKC7
	2.3

	CAGL0H00572g
	TDA4
	2.3

	CAGL0J00363g
	YHK8
	2.3

	CAGL0C02981g
	ARE1 or ARE2
	2.3

	CAGL0M06281g
	DTR1
	2.3

	CAGL0M07359g
	LEE1
	2.2

	CAGL0E04092g
	ARN1
	2.2

	CAGL0D02728g
	AIM46
	2.2

	CAGL0E01353g
	ZRT2
	2.2

	CAGL0M05819g
	No similarity
	2.2

	CAGL0J10824g
	ERG7
	2.2

	CAGL0I10340g
	FLO9
	2.2

	CAGL0A02255g
	YCL049C
	2.2

	CAGL0M02541g
	No similarity
	2.2

	CAGL0M05885g
	LAS1
	2.2

	CAGL0G02535g
	PCC1
	2.2

	CAGL0H05005g
	CSR1
	2.2

	CAGL0M13959g
	ELP6
	2.1

	CAGL0L07634g
	YML002W
	2.1

	CAGL0B00836g
	MXR2
	2.1

	CAGL0D05918g
	ATF2
	2.1

	CAGL0H00374g
	SST2
	2.1

	CAGL0B03531g
	CTO1
	2.1

	CAGL0E04840g
	SPR28
	2.1

	CAGL0K07392g
	ZRC1
	2.1

	CAGL0K01441g
	PRP11
	2.1

	CAGL0F05247g
	APD1
	2.1

	CAGL0K02739g
	LAG1
	2.1

	CAGL0K10428g
	IGD1
	2.1

	newGene11
	No similarity
	2.1

	CAGL0K01155g
	YGR079W
	2

	CAGL0A02299g
	No similarity
	2

	CAGL0J02288g
	BAR1
	2

	CAGL0L05610g
	SPT10
	2

	CAGL0M11638g
	REX3
	2

	CAGL0E01705g
	MDH2
	2

	CAGL0I04328g
	YJL133C-A
	2

	CAGL0C03828g
	EST3
	2

	CAGL0L10692g
	RAD14
	2

	CAGL0I00264g
	HYR1
	2



Total RNA was prepared using the same method as described above (see semi-quantitative RT-PCR). cDNA samples were labeled with Cy3 using the NimbleGen One-Color DNA Labeling Kit and subsequently hybridized to a custom-made 4×72 K C. glabrata array (Roche NimbleGen, Tokyo, Japan) wherein each chip measures the expression levels of 5,217 genes from C. glabrata CBS138 with 6 60-mer-probe pairs per gene, with 2-fold technical redundancy. The array was scanned with a NimbleGen MS 200 Microarray Scanner. Data were quantified using the NimbleScan v2.6 software.





Table S2. Primers used in this study.

	Primer name
	Sequence (5'-3')

	Southern blot analysis
	

	HIS3f
	TGATCCTGGAGTGTATAGGG

	HIS3r
	CTCAGTGGCGAAACTCTCCA

	TRP1f
	TTTGACGCCGTCAGTCTCTAC

	TRP1r
	AAGTTTGCGGGATTCAAACCG

	Semi-quantitative RT-PCR
	

	CgATG32-F
	GGGCCGGAGAGCTCAATT

	CgATG32-R
	CACTACCTTCCATTTGCCTTTGT

	Cg18S-F
	AATGCACCCGGGCCTTT

	Cg18S-R
	GCCGCCAAGCCACAAG

	Strain construction
	

	ATG32DF
	CAAATATAAACTTAAGTGATTTGAGTTTTTAAAGTGTTACAAATTGGTGGTTCAAGGGCCGCTGATCACG

	ATG32DR
	GAGATGAGGTAGAAAATCAAATAGATATTAGAAAGGAATAGGTGGGATTTTTCCTACATCGTGAGGCTGG

	ATG32CHR
	ATCTACCCGCCGTTACTCAG

	pTET12F
	AGAAAACCAGCCTCACGATG

	ATG1DF
	TAACGGATTTGCTAGTTAGGTCTTAAAAATTAGTACTCGAGATGAGCTCCCAAAAGGGCCGCTGATCACG

	ATG1DR
	TATTTTTAGGTTATTGTAAAACAACCAATTAATGCATCCCTTTTGGATGAATCTTACATCGTGAGGCTGG

	ATG1CHR
	TGTCATCAAGTGGTCGTAGG

	ATG11DF
	TGAACTTGATTTTTTTGAACTAGAGCTGATCTCTGCCATACCATCGCGCTGACACAGGCCGCTGATCACG

	ATG11DR
	GAATATATTTAATAATTTCTGTATCGAGAGTTCATTTAATCAAACTATTGACTTCACATCGTGAGGCTGG

	ATG11CHR
	TGGAGTAGGTTTGGCACCAC

	ATG32 compF/-1kb
	TTTTTTGGATCCTTCTCCCGAT GTGGCATACT

	ATG32 compR/1979r
	TTTTTCTCGAGATAACTGCCACTTAAATCA

	ATG32-Rev-F/-500
	ACTCTTGACCAATACAGTGT

	ATG32-Rev-R/-501r
	ATTTATATTATTTGTTTTTT

	ATG32 up -1050--1031
	AAATTTCTTCCGTGGTGTGG

	ATG32 ORF 20-1
	CCCCTCTGAAACCGCAGCAT

	HIS3 up -100--80
	TATAAAGCTGCGGATGCCTT 

	HIS3 down 100-81
	GGTAGTTCATGTAGTTAAGA

	GPD pro 200-180
	TTTAGTGGATGCCAGGAATA

	yeGFP 604- F seq
	ACACAATCTGCCCTTTCG
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