Marine fungus Aspergillus chevalieri TM2-S6 Extract

protects skin fibroblasts from oxidative stress
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Supplementary Material

Species Section Genbank (Samson et al. 2014) strain

A. pseudoglaucus Aspergillus EF652050 NRRL 40
A. neocarnoyi Aspergillus EF652057 NRRL 126
A. cibarius Aspergillus JQ918177 KACC 46346
A. brunneus Aspergillus EF652060 NRRL 131
A. glaucus Aspergillus EF652052 NRRL 116
A. tonophilus Aspergillus EF652081 NRRL 5124
A. niveoglaucus Aspergillus EF652058 NRRL 127
A. proliferans Aspergillus EF652064 NRRL 1908
A. appendiculatus Aspergillus HE615132 CBS 374.75
A. ruber Aspergillus EF652066 NRRL 52
A. montevidensis Aspergillus EF652077 NRRL 108
A. cristatus Aspergillus EF652078 NRRL 4222
A. chevalieri Aspergillus EF652068 NRRL 78
A. costiformis Aspergillus HE615136 CBS 101749
A. intermedius Aspergillus EF652074 NRRL 82
A. xerophilus Aspergillus EF652085 NRRL 6131
A. osmophilus Aspergillus KC473921 IRAN 2090C
A. leucocarpus Aspergillus EF652087 NRRL 3497
A. restrictus Restricti EF652042 NRRL 154
A. caesiellus Restricti EF652044 NRRL 5061
A. vitricola Restricti EF652046 NRRL 5125
A. chevalieri Restricti MT256106 (Genbank, this paper) TM2-56

Table S1. Aspergillus species of the section Aspergillus restricti witn Genbank numbers




Analytical HPLC system consisted of an Alliance Waters 2695 co ntroller coupled with a PhotoDiode
Array Waters 2996, an evaporative light-scattering detector ELSD Waters 2424 detector and a mass
detector Waters QDa (Waters SAS, Saint-Quentin-en-Yvelines, France). Sunfire Cis column (4.6 x 150 mm,
3.5 um) was used with a flow rate of 0.7 mL/min. The elution gradient consisted of a linear gradient from
100 % solvent A to 100% solvent B in 40 min, then 10 min at 100% B (Solvent A: H20 + 0,1 HCOOH,
Solvent B: ACN + 0,1% HCOOH).

Preparative HPLC was performed on a semi-preparative Sunfire Cis column (10 x 250 mm, 5 pm) using a
Waters autosampler 717, a pump 600, a photodiode array detector 2996 and an ELSD detector 2420
((Waters SAS, Saint-Quentin-en-Yvelines, France). ACCB medium of Aspergillus chevalieri TM2-56 was
extracted with ethyl acetate leading to the mixture of two main compounds reported in the results
section.

NMR experiments were performed using a Bruker Avance III 600 MHz spectrometer equipped with a
TCi cryo-probe head for compounds 8, 9 and 10, and a Bruker Avance 500 MHz spectrometer for
compounds 1 to 7 (Bruker, Vienna, Austria). The spectra were acquired in CD3OD (du 3.31 ppm and dc
49.15 ppm), in CD2Cl2 (01 5.32 ppm and dc 53.10 ppm) or in Acetone-ds (du 2.04 ppm and dc 29.8 ppm
and 206.5 ppm) at 300K.

High-resolution mass spectra were obtained on a Waters LCT Premier XE spectrometer equipped with an
ESI-TOF (electrospray-time of flight) by direct infusion of the purified compounds (Waters SAS, Saint-
Quentin-en-Yvelines, France).

Table S2. Materials and methods used for analytical and structural characterization
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Relative mRNA expression ration versus control P
Gene Gene ID | NHDF treated with ACCB NHDEF treated NHDF treated with H202 value
0.05 pg/ml with H2O» and ACCB 0.05 pg/ml

CXCLS8 3576 1.34 1.83 2.07 | 0.03
CD44 960 1.23 1.01 1.49 | 0.04
COL1A1 1277 3.13 0.89 4.60 | 0.02
COL3A1 1281 2.62 0.97 3.68 | 0.02
FOXO3 2309 2.17 0.92 1.58 | 0.04
GPX1 2876 1.16 1.49 1.54 | 0.04
MMP14 4323 2.26 0.84 6.08 | 0.01
NREF2 4780 1.59 0.74 1.54 | 0.04
SIRT1 23411 1.32 1.20 3.75 | 0.02
SIRT2 22933 1.43 0.97 3.53 | 0.02
SOD1 6646 1.10 1.66 2.16 | 0.03
VEGFA 7422 0.74 1.23 1.50 | 0.04
TGFB3 7043 1.24 1.23 1.88 | 0.04

Table S3. Relative mRNA expression ration versus control into three different treatments




Gene Gene Name Accession No KEGG Primmer F (5'-3") Primmer R (5'-3")
Symbol pathway

ACTB actin. beta NM_001101.3 hsa04810 gz(ézi%A:Tc(;:r ¢ ?ggﬁgéfg,CGG
GAPDI | phosphate | NMLO0s92 | meaoizo | TTOCCCTCAACG. | CACCCTGITGET

dehydrogenase

Cou | Ctsmolcul NML06103 | magastz | CCAGAAGGAAC | ACTGTCCTCTG
COL1A1 | collagen. type I. alpha 1 NM_000088.3 hsa04512 gg;%?é?gZGTG EZZ?(?[TF%GCAT
COL3A1 | collagen. typeIll alphal | NM_001303110.1 | hsa04512 Sgégggi??éAG iiééé?grc (;ng
FOXO3 forkhead box O3 NM_001455.3 hsa04068 ii?ggéfg? (;FS ?’ﬁfT(é%i?CA : G
o | P | s [t | IO TGS
GPX1 glutathione peroxidase 1 NM_000581.2 hsa00480 giiz?riigigTG é;"géiié’lgé%T
Bl L v P
MMP14 ;T‘trix metallopeptidase |\ 0049942 | hsa04668 iggﬁgggigfc (T;é(égzgﬁgéﬁ
SIRTI | sein NM_o0m12981 | o | GOAGCAGATIA | GCGCCATGGAA
STz | s NM_o011972561 | maourets | TGACGCCCAAGT | ATACAGGAGAA
SOD1 superoxide dismutase 1 NM_000454.4 hsa04146 ggéi(;éﬁf GAG(ZA éé(éigigélﬁ(;

Table S4. Characteristics and references of the investigated genes




