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FIGURE S1.—Alignment of ScPho4 with CgPho4 and CePho4. Utilizing a tree-assisted alignment of OG9983 which is the
orthogroup of Pho4, we removed the other 16 species after CLUSTAL alignment, removed gaps common to all three proteins and
colored residues according to the clustal option in Jalview. The most conserved portion of the proteins is in the C-terminal DNA
binding domain. The known phosphorylation sites of S¢Pho4 are surrounded by boxes.
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FIGURE S2.—Semi-quantitative phosphatase assay demonstrating that PHO4 and PHOZ2 plasmids are
functional. S. cerevisiae and C. glabrata mutants lacking the Pho4 transcription factor (pho4A) contain either
empty vector (pRS313), ScPHO4, or CgPHO4 plasmids. S. cerevisiae and C. glabrata mutants lacking the Pho2
transcription factor (pho2A) contain either empty vector (pRS313), SePHOZ2, or CgPHO2 plasmids. These
strains were grown on solid media lacking phosphate and overlaid with phosphatase substrate.
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TABLE S1

Primers used in this study

58I

Primer Sequence Purpose

OD16 tgactgggattccgtgagacggac Delete C. glabrata PHO4 with KANMX6
OD17 ttaattaacccggggatccgacctgttcacccatcactaacag

OD18 ctgttagtgatgggtgaacaggtcggatccccgggttaattaa

OD19 gtttaaacgagctcgaattctacagatactccaagacaaaac

OD20 gttttgtcttggagtatctgtagaattcgagetegtttaaac

OD21 atcttgtgccctccaaacagaactg

OD25 gctecgetctecattgectattgtag Delete C. glabrata PHOZ2 with KANMX6
OD26 ttaattaacccggggatccgecatccatttaactacaaagttgge

OD27 gccaactttgtagttaaatggatggcggatcecegggttaattaa

OD28 gtttaaacgagctcgaattcgctacgaatattcatgtacat

OD29 atgtacatgaatattcgtagcgaattcgagctegtttaaac

OD30 tcccatccaatcttatecggtge

Ol gacagtcaaagtggtaaaggg Delete C. glabrata PHOS81 with KANMX6
02 ttaattaacccggggatccgeagatatttaccaaacttcat

03 atgaagtttggtaaatatctgeggatcecegggttaattaa

O4 GTTTAAACGAGCTCGAATT Cgacgataaaaacctgatgcett

(0F] aagcatcaggtttttatcgtcGAATTCGAGCTCGTTTAAAC

06 taatctagatcttcaaacgtc

o7 ctgteetggtettggtgtgge

O15 caccagacatccttagtggat Delete C. glabrata PHO80 with NATMX6
O16 ttaattaacccggggatcegetgageatcttggggagteat



6 SI

O17
018
019
020
021

029
030
031
032
033
034
035

OD18
OD20

DWOI
DWO2

DWO7
DWO8

DWO5
DWO6

DWOI1
DWO12

atgactccccaagatgetcageggatceccgggttaattaa
GTTTAAACGAGCTCGAATT Cagcatatatccttcatctata
tatagatgaaggatatatgct GAATTCGAGCTCGTTTAAAC
cgtgtgaaatacacacctctg

cgtgtcaaaacttgattccag

ggcacttaatgtaatatattc
ttaattaacccggggatcegactggecaacttetecttta
taaaggagaagttggccagteggateccegggttaattaa
GTTTAAACGAGCTCGAATT Cctgatagcgatggcetggtte
gaaccagccatcgetatcagGAATTCGAGCTCGTTTAAAC
acacgagcaccataaatcca

atgaatgtcggggctaatcaag

ctgttagtgatgggtgaacaggtcggatccccgggttaattaa

gttttgtcttggagtatctgtagaattcgagetegtttaaac

CGATCGGCGGCCGCTGCATTATTTAGATCGGAAAAAGTC
CGACACTTAATTAACGTGCTCACGTTCTGCTGTAGGTG

CGATCGGCGGCCGCGATGAGCTCTTTTCATCACTTCTCG
CGACACTTAATTAATATCCATCTATGCTCGTCAGTTAG

CGATCGGCGGCCGCGTATGCATTACCTTCTCAATTAGG
CGACACTTAATTAATTTCTTGTACTGCTCAAGCTCTTCG

CGATCGGCGGCCGCAGCAACCACCCTGGCGTCCTGCGC
CGACACTTAATTAATATCCAACGGTTGTCTTCGTTTAC
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Delete C. glabrata MSN5 with NATMX6

Delete C. glabrata PHO4 with NATMX6 in DG3

Amplify S. cerevisiae PHO4 with 5' Notl and 3' Pacl restriction sites
for cloning into pRS313-13myc

Amplify S. cerevisiae PHOZ2 with 5' Notl and 3' Pacl restriction sites
for cloning into pRS313-13myc

Amplify C. glabrata PHO4 with 5' Notl and 3' Pacl restriction sites
for cloning into pRS313-13myc

Amplify C. glabrata PHO2 with 5' Notl and 3' Pacl restriction sites
for cloning into pRS313-13myc



0163
0164

0128
0161

O174
0175

0167
0168

0157
0158

0155
0156
0153
O154
0151
0152

075
076
078
079
081
082

CGATCGGCGGCCGCtgcattatttagatcggaaaaagtc
CGACACTTAATTAACtcacgtgctcacgttetgetgtaggtg

CGATCGGCGGCCGCtagtgaagecagtecttcacgeeca
CGACACTTAATTAAtcacgtgcteccattcegttgtagatga

CGATCGGCGGCCGCaggtagaggaggaggeagag
CGACACTTAATTAAggaatttgcttagattcctaatcg

CGATCGGCGGCCGCCgtatgeattaccttctcaattagg
CGACACTTAATTAACcatttcttgtactgctcaagetettcg

CGATCGGCGGCCGCcagccatgtactcatgatactg
CGACACTTAATTAAttacttccttectttcaactcctcaac

TCCTACGAACTTCCAGATGGT
GGCAGATTCCAAACCCAAAA
GCCGGTTCCAAAAACGTTTA
GACAGTGAAGACGGATACCCA
TGCTTGTAACTCATGTCCTGC
TTGAGGTCAAGTTCAAACCCT

gaccaaactacttacaactcc
ccactttcgtcgtattcttgettg
gccttgggtactctgatcgace
gtgctgtcggegacagtaac
ggttaacgccacaccagtaagagc

gatagtggacaattcactctcgtc
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Amplify S. cerevisiae PHO4 with 5' Notl and 3' Pacl restriction sites for cloning into

pRS313-13myc, with stop codon

Amplify S. mikatae PHO4 with 5' Notl and 3' Pacl restriction sites for cloning into
pRS313-13myc, with stop codon

Amplify S. castellii PHO4 with 5' Notl and 3' Pacl restriction sites for cloning into
pRS313-13myc, with stop codon

Amplify C. glabrata PHO4 with 5' Notl and 3' Pacl restriction sites for cloning into
pRS313-13myc, with stop codon

Amplify C. albicans PHO4 with 5' Notl and 3' Pacl restriction sites for cloning into
pRS313-13myc, with stop codon

Quantify S. cerevisiae ACTI with quantitative reverse-transcription PCR

Quantify S. cerevisiae PHO84 with quantitative reverse-transcription PCR

Quantify S. cerevisiae PHOS with quantitative reverse-transcription PCR

Quantify C. glabrata ACTI with quantitative reverse-transcription PCR

Quantify C. glabrata PHO84 with quantitative reverse-transcription PCR

Quantify C. glabrata GITI with quantitative reverse-transcription PCR
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