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Table S1. Culture media used for the morphological characterization of the plant
endophyte E_15.1.

PDA g/L
Papa (infusion) 200
Dextrose 20
Agar 15
MEA

Malt 20
Glucose 20
Peptone 1
Agar 15
CYA

Saccharose 30
Yeast extract 5
KoHPO, 1
NaNO; 0.3
KCl1 0.05
MgSO, 0.05
FeSO, 0.001
ZnS0O, 0.001
CuSO, 0.0005
Agar 15

Table S2. A. brasiliensis E_15.1 genome assembly statistics and general annotation features.

Total length (nt) 36°964,423
Total contigs 828
Average contig length (nt) 38,475.2
Longest contig (nt) 4/546,351
N50 sequence length (nt) 1’968,182
N90 sequence length (nt) 384,767
Predicted CDS’s 10,992

GC-content (%) 49.4




Table S3. Average Nucleotide Identity values for several A. brasiliensis reference strains

including E-15.1 in the bottom line. Mb genome size in Megabases.

Genome Genome ANI % Mb

Asperguillus_sp_E_15.1.tnha |Asperguillus brasiliensis_ GCA_001889945.1.tha 96.8459 |[85.8

Asperguillus_sp_E_15.1.tna |Asperguillus_brasiliensis GCA_027924045.1.fna  |96.4616 |36

Asperguillus_sp_E_15.1.tna |Asperguillus brasiliensis_ GCA_027924065.1.tha 96.876 36.1

Asperguillus_sp_E_15.1.fna |Asperguillus_brasiliensis GCA_027924085.1.fha [96.9041 [35.4

Asperguillus_sp_E_15.1.tnha |Asperguillus sp_E_15.1.fha 99 36.9




