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Fig. S3. FvCyp1, FvScp1, FvSel1 Protein blast results

Fig. S3. Comparison of conserved domains in F. 
verticillioides (Fv), Magnaporthe grisea (Mg), 
Botrytis cinerea (Bc), Homo sapiens (Hs), 
Arabidodpsis thaliana (At) and Aspergillus nidulans
(An). (A) Schematic representation of protein 
orthologues shows the location and alignment of 
conserved domains. Physical map of FvCyp1, 
FvScp1, FvSel1, FvHex1 and FvPex14 and their 
homologs showing putative domains (black box): 
cyclophilin-like domain (CLD) (PF04126), sperm-
coating protein (SCP)-like extracellular protein 
domain (PF00188), Sel1-like repeat (SLR) 
(PF08238 ), Hex1(cd04469) and a Pex14_N 
(pfam04695). (B) Amino acid alignment of four 
fungal FvStp1 homologs by using CLUSTAL O 
(1.2.2) multiple sequence alignment. 
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