
 
	
Figure.	Arsenic	sensitive	phenotype	of	wild-type	and	two	mutants	altered	in	arsenic	transport	(phr1)	and	
detoxification	(cad1)	(Upper	panel).	Protein	modeling	of	a	transcription	factor	showing	a	predicted	arsenic	
binding	pocket	(lower	panel).	 


