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Figure S1. Phylogenetic tree based on 5,280 orthogroups obtained by STAG algorithm in

OrthoFinder [1] of Candida glabrata strains sequenced and publicly available in the NCBI

database. Saccharomyces cerevisiae S288c was used as outgroup. Tree was drawn with R and

ggtree package [2].
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Figure S2. ARO8 gene expression in MM with ammonium as sole nitrogen source. Gene
expression of ARO8 and GAPI was determined through qPCR of cDNA synthesized from 5 pg of
total RNA extracted from yeast cultures on MM with ammonium as sole nitrogen source. GAP1
gene expression was used as a control according to [17]. AROS and GAP1 expressions are relative
to ACTI gene expression. Relative gene expression represents the mean of three independent
experiments and two technical replicates + standard deviation. ** Gene expression is significantly

different from the one calculated in the WT strains, alpha < 0.01 in a two-tailed t-test.
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Figure S3. AROS gene expression in MM with histidine or AAA as nitrogen sources. Gene
expression of AROS was determined through qPCR of cDNA synthesized from 5 pg of total RNA
extracted from yeast cultures on MM with the indicated nitrogen sources. AROS expression is
relative to ACTI gene expression, and showed non-significant difference between the WT and
gln3A strains in a two-tailed t-test. Relative gene expression represents the mean of three

independent experiments and two technical replicates + standard deviation.
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Figure S4. CDRI and CDR2 gene expression in MM with ammonium as sole nitrogen source.
Gene expression of CDRI and CDR2 was determined in 5 pg of total RNA extracted from yeast
cultures on MM with ammonium as sole nitrogen source. The reported gene expression is relative
to ACT1 and was measured through qPCR. Relative gene expression represents the mean of three
independent experiments and six technical replicates + standard deviation. **** Gene expression
is significantly different from the calculated in the BG14 strain, alpha < 0.000001 in a two-tailed

t-test.
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Additional File 1. Primers used in the present study.

Systematic name

S. cerevisiae

Primer sequence (5 - 3’)

ortholog

Fw CGCCGGTGACGATGCTCC
CAGLOK12694g ACTI Rv CTTGGATTGAGCTTCGT

Fw TCCACCAGATGCTAACCCAG
CAGLOMO1760g CDRT Rv CTCGTTGGACATCCACTCCA

Fw ATGCTGGGATAACGCTACGA
CAGLOF027179 CDR2/PDR15 Rv GAGATTGTAGGCGTCTTGCG

Fw ACTGCATCTCCCTTATCGGG
CAGLOADD451g PDR1 Rv ATGGAACGTTGATCTCCCCA

Fw CACTACCTATGCCACGAGATTC
CAGLOL032679 GAPT Rv TCACCGTAACCTTTCACACC

Fw TCTTTCTTGGTGGTGGTCTTC
CAGL0G01254g AROS

Rv GTCTTCTTGAGAGCCGGTTATAG
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