Table 1: Template and target protein ID’s, Query coverage percent identity and the methods of protein modelling
	Target protein from Cryptococcus neoformans 
	UniProt ID 
	Length
	PDB ID of template protein 
	Template Organism 
	Query coverage 
	Percent identity 
	Method for modelling 

	Lanosterol 14 α demethylase 
	Q9P8P1 
	550 aminoacids 
	5V5Z 
	Candida albicans 
	93 
	46.25 
	SWISS modeling 

	C 14- sterol demethylase 
	J9VHT4 
	547 aminoacids 
	5HS1 
	Saccharomyces cerevisiae 
	90 
	45.83 
	SWISS modeling 

	C 14- sterol reductase 
	E6R000 
	459 aminoacids 
	4QUV 
	Methylotuvimicrobium alcaiphilum 
	78 
	42.47 
	SWISS modeling 

	Alcohol phosphotransferase 
	J9VNJ5 
	430 aminoacids 
	- 
	- 
	- 
	- 
	Alpha fold 

	Squalene epoxidase 
	Q5KHK9 
	523 aminoacids 
	- 
	- 
	- 
	- 
	Alpha fold 



