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Figure S1 Principal component (PC) analysis of the RNAseq data obtained from stress treated and untreated cultures of 4. nidulans (A) and 4. wentii (B) strains.
The analysis was carried out using the rlog data generated by the DESeq2 software.
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Figure S2 Overlap between the stress responses of the A. nidulans THS30 and the
AgfdB strains. Venn-diagrams show the upregulated/downregulated genes observed
under sorbitol (A), NaCl (B), and NaCl + sorbitol (C) treatments in the two strain.
Percentages presented in the intersections show the number of genes
upregulated/downregulated in both strains relative to the number of genes
upregulated/downregulated in either of the two strains.
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Figures S3A and S3B Gene set enrichment analyses of the effect of sorbitol (A) and NaCl (B) treatments on 4. nidulans AgfdB.
Selected significantly enriched (p adjusted < 0.05) GO and KEGG pathway terms are presented. The full list of the enriched terms are available in Table S3. Letters in
parentheses indicate the studied gene set: “A”— all DEGs, “B”— DEGs with [log,FC| > 1, “C”— DEGs with |log,FC| > 2. If a selected term was enriched in more than

one gene set, only the set with the strongest criteria is presented.

Py A

2

3

Enrichment

4

~logo(adj. p)
I 20

15

0

5

No. of genes
® s
® w
@ =



C Nac(l + sorbitol

Mitotic cell cycle (A)] @

Cellular response to DNA damage stimulus (B)
DNA repair (B)

Base excision repair(B)1

Double—strand break repair (B)
Recombinational repair (A)A

pamTmANLIS

Mismatch repair(A)-
UV-damage excision repair (A)
Cellular amino acid catabolic process (C)1 —logo(adj. p)
Amino acid transport (B)1 .

Ubiquitin mediated proteolysis(A)

w s a e

Asexual sporulation (A)
Fungal—type cell wall organization or biogenesis (A)1

2

Aerobic respiration (A)1 ® No. of genes
Oxidative phosphorylation (A) ® : 0
Tricarboxylic acid cycle (A)q ®
Sulfur compound biosynthetic process (A)1 @
. : Ll_pld blosymhém N e ea (A)] z Figure S3C Gene set enrichment analyses of the effect of NaCl + sorbitol (C)
Protein processing in endoplasmic reticulum(A) £ treatment on 4. nidulans AgfdB
Response to osmotic stress (A) R ) ’ .
Response to unfolded protein (A)- Selected significantly enrlcheq (» adjusted.< 0.05) GO and KEGG pathway
Protein refolding (B)] terms are presented. The full list of the enriched terms are available in Table
Cation transport (A)- S3. Letters in parentheses indicate the studied gene set: “A”— all DEGs,
P—type potassium:proton transporter activity (B)1 “B”— DEGs with |10g2FC| > 1, “C”— DEGs with |10g2FC| > 2. If a selected
Secondary metabolite biosynthetic process (B)- term was enriched in more than one gene set, only the set with the strongest
3 6 9 criteria is presented.

Enrichment



A Sorbitol vs. Untreated (2662/1619) B NaCl vs. Untreated (3383/1921)
A. wentii CBS141173 (2031/945) A wentii *c gfdB (1432/991)  A. wentii CBS141173 (2465/1504)  A. wentii *c gfdB (2369/877)

1230/628 801/317 1014/1044 1451/460 918/417

30% /20% 43% /24%

C Sorbitol + NaCl vs. Untreated (1910/1565)
A. wentii CBS141173 (1192/1006) A. wentii *c gfdB (1301/983)

Figure S4 Overlap between the stress responses of the 4. wentii CBS141173 and the ’c
609/582 583/424 gfdB strains. Venn-diagrams show the upregulated/downregulated genes observed under

31% / 28% sorbitol (A), NaCl (B), and NaCl + sorbitol (C) treatments in the two strain. Percentages
presented in the intersections show the number of genes upregulated/downregulated in
both strains relative to the number of genes upregulated/downregulated in either of the two
strains.
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Figures SS5A and S5B Gene set enrichment analyses of the effect of sorbitol (A) and NaCl (B) treatments on 4. wentii ’c gfdB.
Selected significantly enriched (p adjusted < 0.05) GO and KEGG pathway terms are presented. The full list of the enriched terms are available in Table S3. Letters in
parentheses indicate the studied gene set: “A”— all DEGs, “B”— DEGs with [log,FC| > 1, “C”— DEGs with [log,FC| > 2. If a selected term was enriched in more than

one gene set, only the set with the strongest criteria is presented.
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Figure S5C Gene set enrichment analyses of the effect of NaCl + sorbitol (C)
treatment on A. wentii ’c gfdB.

Selected significantly enriched (p adjusted < 0.05) GO and KEGG pathway terms are
presented. The full list of the enriched terms are available in Table S3. Letters in
parentheses indicate the studied gene set: “A”— all DEGs, “B”— DEGs with [log,FC|
> 1, “C”— DEGs with |log,FC| > 2. If a selected term was enriched in more than one
gene set, only the set with the strongest criteria is presented.



