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Supplementary Material

Supplementary Figures and Table

Supplementary Table 1 List of primers of RT-qPCR used in this work.

Gene/isoform Sequence Concentration Reference

pb2 F: TGCAGGAGGTTTGATGAAGA 300nM ;?)Clozb etal,

R: GCTGGGAGGTACTGTTTGATCAA
gapdh F: GCGTGACCCAGCGATGTAGT 200 nM ;?)Clozb etal,
R: CGGTGGACTCGACGATGTAGT
- n”z“?ct i | FTTICTATTGTGGTGTGCTCA 100 nM This work
on-z retentio R: TAATACTGTGGTGGAGGGT
Total [e)zcrission F: ACTCCAGAGACTACGTGACTATG 200nM This work
p : R: AGTCTTCCTGCTTGTCTTCG
n tmn_g””;emion F: TGCTGTCTCTCTCCTATCTAC 300nM This work
r R: CTGCACACTCCACCAAGAT
Total Zi” r7 ession F: CTCCTGGTGGTTTGGTCTAT 100 nM This work
p * | R: GCCCTGACCATAAGGAGAATG
ntron fﬁ] ention | F: CGTAAGTGTCTTCTGAGCCTT 300nM This work
on-1 retentio R: GAGCTTTCCGTTTCTATGACC
ol ! ssion. | F: CCTCCCTAAGGACGATCA 100 nM This work
P * | R: CCAGAACAAATCAGGTGGA
Iiﬁiﬁiif;ﬂigi F: CCCAGACACAGTCTCATCATTA 100 nM This work
R: GTGGGAAGAGGAACGTCATAC

TERG 06830 c6 300 nM This work
Total expression F: CTGAGATTCTTGGCGATCTTCT

R: GTCTTCCCACCGATCCAAAT

TEI?S};%WO F: AAAGTCATCATCGTCTCTAACCAAC 100 nM This work

R: GGATCATAGGCTCGCAGTTT
TER(:—S; 157 F: CGTACTCGACCTGGGAAATG 200nM This work

prp R: ATCCAGAACCGTGGAAGATAAG
TER(:—SE%S F: GCCCAGCAGATCGAAATA 200nM This work

prp R: GCTCCGTTGCGTAGATTA
TERG_O13261 F- AGAGAACATCCGCCTCAA 100 nM This work
prp R: GCTTCGATCCAGAGTCTAGT




TERG_03861 - C2H2 franscription factor

TERG_07079 - C6 transcription factor

TERG_07279 - RNA polymerase |l franscription factor B subunit 1
TERG_08262 - C6 transcription factor

TERG_04860 - hypothetical protein

TERG_00166 - NF-X1 finger transcription factor
TERG_01117 - stress response transcription factor SrrA/Skn7
TERG_08626 - C6 transcription factor

TERG_06222 - MYB DNA-binding domain-containing protein
TERG_06830 - C6 transcription factor

TERG_02061 - C2H2 transcription factor (Acel)
TERG_06884 - C8 transcription factor (War1)

TERG_05117 - transcription factor TFIIH subunit Tfb4
TERG_08022 - bZIP transcription factor CpcA
TERG_01186 - SWI/SNF family DNA-dependent ATPase
TERG_04261 - C6 transcription factor

TERG_05675 - transcription factor Tfb2

TERG_12505 - C6 transcription factor

TERG_01794 - C6 zinc finger domain-containing protein
TERG_05100 - TFIID and SAGA complex TAF10 subunit
TERG_05658 - hypothetical protein

TERG_08427 - C6 transcription factor

TERG_12506 - C6 transcription factor

TERG_04032 - DNA repair and transcription factor Ada
TERG_00838 - pH-response transcription factor pacC/RIM101
TERG_03130 - C2H2 transcription factor (Rpn4)
TERG_08000 - HLH transcription factor

TERG_11642 - forkhead transcription factor

TERG_00118 - C6 transcription factor

TERG_03596 - HLH transcription factor

TERG_07407 - C6 transcription factor

TERG_02972 - SRF-type transcription factor rimA
TERG_07137 - C6 finger domain-containing protein
TERG_11508 - C6 finger domain protein

TERG_04059 - C2H2 transcription factor

TERG_11507 - C6 finger domain-containing protein
TERG_07021 - helix-loop-helix DNA-binding domain-containing protein
TERG_12695 - C6 transcription factor

TERG 03279 - C6 finger domain-containing protein
TERG_01028 - bZIP transcription factor (Fcr3)

TERG_04118 - hypothetical protein

TERG_01310 - nascent polypeptide-associated complex subunit beta
TERG_12646 - hypothetical protein

TERG_01513 - hypothetical protein

TERG_02532 - C6 transcription factor

TERG_02841 - AURR1 aurofusarin regulatory protein
TERG_07077 - C6 transcription factor

TERG_05032 - C6 transcription factor

TERG_07427 - homeobox and C2H2 transcription factor
TERG_02843 - C6 transcription factor

TERG_00615 - HLH transcription factor

TERG_08437 - C2H2 transcription factor (Egr2)
TERG_00218 - C2H2 transcription factor (Swi5)
TERG_02152 - hypothetical protein

TERG_03221 - C6 transcription factor

TERG_07184 - HMG box transcriptional regulator
TERG_03087 - C2H2 transcription factor (Con7)

Supplementary Figure 1

Heatmap and hierarchical clustering of gene expression data. Gene encoding transcription factors of
Trichophyton rubrum that are differentially expressed in response to keratin (24, 48, and 96 h of
culture). The color scale from green to red indicates the lowest to the highest gene expression.
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Supplementary Figure 2

Prediction of phosphorylation sites in protein isoforms of transcription factors in 7richophyton rubrum.
The amino acid sequences of different transcription factor isoforms are presented. The amino acids
highlighted in color (red and blue) are putative phosphorylation residues on serine (S), threonine (T),
and tyrosine (Y). The residues in red are those already found in conventional isoforms, whereas those
in blue are new residues presented in alternative isoforms.



24h - RPMI

24h - Glucose 24h - Keratin 96h - Glucose 96h — Keratin 96h - Nails 24h - RPMI K
+ Keratinocytes
600 hxw 2500 = 4000 5000 AX 25+ 10 104
2000 3000 4000

5 g 5130 3 2000 B A B0 Bo & o
0E 20 <1908 < 1000 g1 S 8 g

68 £ & 8 £ £15 S 8 6

Qo O 15 O 15 o 15 O 15 o o, 9
g o - ke’ - 10 ke ey o
Qx DT 19 3 10 2 40 s 10 3 5 o

<] o 2 2
F 2 s L 5 L 5 L 5 w5 IS I

0 - 0 0 0 0 0 0-

N
]
3

Eey

*
nxk
*

M

15- rex 10+

15+ 25+

-
o
1
-
o
1
-
o

wxn
o gl
jo)) 8

-
o
n
=
o
N
-
=)
-
ind

con7
TERG_03087
Fold Change
Fold Change
s w = &
Fold Change
T = SN & O @ ;
Fold Change
on 2o @3
Fold Change
°c9 3338 o033k
Fold Change
- - NN
c U e OO Wv
Fold Change
°c9 338

s B o
()

% 5 o o 2 g
52 § & & [ 5154 g T 6
"L (8] o o G 104 o O 4l

& 5 5 5- 5 o 5 T 5 k)

= o o o = o <] (=]

¢ 2 2 g ] : 2] o B
o o 0- 0- ol -l 0 ol -l 0
1)
© 10 10+ 154 10 10 15+ 10
e L8 R [} 8 8 wrn @ = o g
_ o 8 % i

§s ¢, w2 £ 101 X 2 2 210 e .
S8 < s o o °1 g 6 £ 6
2S O 8} o 5 s (5] o
To o4 - 4 5 94 9,4 o 54 41
OE o S 2 ko) kel o e
2'»5 L 2 £ 21 2 ° 2+ S 2 S 2 21
I 0 0 0 0- 0 o= L 0-
s
8 I Atternative isoform —IR Intron retention [ Total expression

Supplementary Figure 3

Direct comparison between total gene expression and intron-retaining (IR) isoforms of transcription
factor genes in Trichophyton rubrum under distinct experimental conditions. Total gene expression
(green bars) was compared to IR isoforms (blue bars) for pacC, con7, apl, and c6 transcripts. IR was
used as the paired reference for each condition. Statistical analysis was performed using #-test. *p <
0.05, **p <0.01, ***p < 0.001.
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. ) ) ) A.nidulans -~~~ - -MLGAMAEEAVAPV -----13
Protein PacC in Aspergillus nidulans T rubrum ISSTQDQDHSAL-'\QHQQQHPPSQHQQQSQQQQHQHQQA.\AGSQSEQTQAQAQQF‘FSQ 1QS 60
‘ﬂ_ 678 aa A. nidulans -----AVPTTQEQPTS - --------- QPAAAQUTTVTSPSVTATAAAATAAVASPQANG 57
Participation on T rubrum APSLQQQPPQQQQPQQQGQQGQQGQQQQPTSQTVQSVP\/QASLQHAAAAAAAVAPPGVQ 119
proteolytic processing i - ~ 2

254 aa p X " | ZnF1 | ; | | "

A. nidulans NAASPVAPASSTSRPAEELTCMWQGCSEKLPTPESLYEHVCERHVGRKSTNNLNLTCQWG 117
e V- -APSSPNAPGSL ECQWQGCQELCPTPEALYEHVCERHVGRKSTNNLNLTCGWS 173

Active form T. rubrum Q Q QG Q WS 17

‘ ZnFz II ZnF3
A. nidulans SCRTTTVKRDHITSHIRVHVPLKPHKCDFCGKAFKRPQDLKKHVKTHADDSVLVRSPEPG 177
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Supplementary Figure 4

Schematization and alignment of PacC protein resulting from proteolytic processing and alternative
splicing (AS) in Aspergillus nidulans and Trichophyton rubrum, respectively. (A) Activation of PacC
protein in A. nidulans following proteolytic processing is mediated by PalB, resulting in a minor protein
with three zinc-finger domains. (B) Putative activation of PacC protein resulting from AS (IR-2 in T.
rubrum). The two processes generate similar proteins in terms of size, conservation, and number of
DNA-binding domains (zinc finger domain). (C) Alignment of PacC proteins originated from these
two molecular processes. The blue, orange, and green rectangles represent the location of zinc fingers
1, 2, and 3 DNA-binding domains, respectively.
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