o5 NR 138275 Fusarium annulatum CBS 258.54 ITS region

= NR 182426 Fusarium phyllophilum NRRL 13617 ITS region

0.0021

—mm R 130698 Fusarium nygamai NRRL 13448 ITS region

0.004

NR 171109 Fusarium hostae NRRL 29888 ITS region

0.0145

NR 111889 Fusarium fujikuroi CBS 221.76 ITS region

5 NR 111142 Fusarium acutatum CBS 402.97 ITS region

0.0021

NR 182425 Fusarium dlaminii NRRL 13164 ITS region

0.0021

0.0000

= NR 111886 Fusarium concentricum NRRL 25181 ITS region

0.0043 NR 182845 Fusarium elaesagni CGMCC 3.20822 ITS region

— = Fusarium proliferatum isolate (ITS1-2|F.sp T42-079

NR 182846 Fusarium hechiense CGMCC 3.20824 ITS region

0.0209

Figure S1. Phylogenetic tree constructed using the Maximum Likelihood (ML) method based on the ITS region
sequences of Fusarium spp. The tree was generated with MEGA software, and the branch labels represent genetic
distances (substitutions per site) between sequences. The isolate "Fusarium proliferatum isolate (ITS1-2|F.sp T42-
079)" is highlighted in red and shows its evolutionary relationship with closely related Fusarium species. The

sequences are labeled with GenBank accession numbers and species names.



299681.1 Sclerotium cepivorum rRNAs and internal transcribed spacers

—-— Stromatinia cepivora isolate (ITS1-2|S.c_T42-079)

— > KY682090.1 Stromatinia cepivora strain 1953 185 rRNA gene

Z99682.1 Sclerotium cepivorum ribosomal RNAs and internal transcribed spacers

LC441039.1 Sclerotium cepivorum Kamikanzo1 genes for 185 rRNA

KP257580.1 Sclerotium cepivorum strain KACC 47821 18S rRNA gene

FJ460433.1 Sclerotium cepivorum voucher NKI 286 18S rRNA gene

MHB861892.1 Stromatinia cepivora culture CBS:402.85 strain CBS 402.85 small subunit rRNA gene

04137 20073

MH855138.1 Sclerotium perniciosum culture CBS:268.30 strain CBS 268.30 small subunit rRNA gene

MZ048352.1 Stromatinia rapulum voucher WU 43986 small subunit rRNA gene

0.0010

LN852380.1 Sclerotium cepivorum genomic DNA sequence contains 18S rRNA gene

04297

Figure S2. Phylogenetic tree constructed using the Maximum Likelihood (ML) method based on the ITS region
sequences of Stromatinia spp. (Sclerotium spp.). The tree was generated with MEGA software, and the branch labels
represent genetic distances (substitutions per site) between sequences. The isolate "Stromatinia cepivora isolate (ITS1-
21S.c T42-079)" is highlighted in red and shows its evolutionary relationship with closely related Fusarium species.

The sequences are labeled with GenBank accession numbers and species names



