Table S1. C. albicans strains used in this study.

Strain Genotype Source

C. albicans

SC5314 Wild type [1]

CAF2-1 ura3A::imm434/URA3 [2]

SPCa2 pmtlA::hisG/pmtlA::hisG ura3A::imm434/URA3 [3]

SPCa4 pmt2A::hisG/PMT2 ura3A::imm434/URA3 [3]

SPCab pmt4A::hisG/pmt4A::hisG ura3A::imm434/URA3 [3]

SPCa8 pmt6A::hisG/pmt6A::hisG ura3A::imm434/URA3 [3]

SPCal0 pmt5A::hisG/pmt5A::hisG ura3A::imm434/URA3 [3]

NGY152 ura3A: : imm434/ura3A: : imm434, RPS1/rpslA : : Clpl0 [4]

NGY145 ura3A : :immd34/ura3A : : imm434, mnt2A : : hisG/mnt2A ;. [5]
hisG, RPS1/rps1A : : Clpl0

NGY158 ura3A : :immd34/ura3A : : imm434, mntlA : : hisG/mntlA ;. [5]
hisG, RPS1/rps1A : : Clpl0

NGY337 ura3A : : imm434/ura3A : : imm434, mntl-mnt2A : : [5]
hisG/mntl-mnt2A : : hisG, RPS1/rpslA : : Clp10

NGY516 ura3A: : imm434/ura3A: : imm434, mnt4::hisG/mnt4A::hisG, [6]
mnt5A::dp1200/mnt5A::dp1200, RPS1/rps1A::Clp10

NGY1227 ura3A imm434/ura3A imm434, mnt3A [6]
dp1200/mnt3A : : dp1200, mnt5A : : hisG/mnt5A : : hisG,
RPS1/rpslA:: Clpl0

NGY357 ura3A : : imm434/ura3A : : imm434, ochlA : : hisG/ [7]
ochlA: : hisG, RPS1/rpslA: : CIp10

CDH15 ura3A imm434/ura3A imm434, mnn4A [8]
hisG/mnn4A : : hisG, RPS1/rpslA : : Clpl0

NGY355 ura3A: : imm434/ura3A : : imm434, pmrlA: : hisG/ [9]
pmrlA : : hisG, RPS1/rps1A: : CIpl0

SN250 Wild type [10]

ochl From Noble’s mutant library [10]
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P-113 P-113Tri

Figure S1. 3D structure of P -113 and P-113Tri predicted by I-TASSER (lterative
threading assembly refinement).

P-113 shows a coil structure, whereas P-113Tri exhibits an a-helical structure. I-TASSER
on-line platform (https://zhanglab.ccmb.med.umich.edu/I-TASSER/).
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Figure S2. Aniline blue binding to zymolyase-treated C. albicans.

C. albicans cells were treated with Zymolyase (2.5 mg/ml) for 1 h at 37°C. Then, the cells
were treated with aniline blue (500 pg/ml) for 5 min in a black 96-well microplate. *, p<0.05;
** p<0.01; *** p<0.001.
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