
Figure	 S1:	 Alignment	 of	 PKC	 amino	 acid	 sequences.	 Multiple	 sequence	
alignment	 using	 the	 ClustalW	 algorithm	 (https://www.genome.jp/tools-bin/
clustalw)	 was	performed	using	the	following	sequences:	BAU98542.1	protein	kinase	
C	 alpha	 [Homo	 sapiens];	 KAI4054112.1	 protein	 kinase	 C	 beta	 [Homo	 sapiens];	
ESS64742.1	 protein	 kinase	 [Trypanosoma	 cruzi	 Dm28c	 (TcPKC1)];	
PWV04907.1	 putative	 serine-threonine	 kinase	 [Trypanosoma	 cruzi	 TcPKC2];	
XP_809943.1	serine-threonine	kinase	[Trypanosoma	cruzi	strain	CL	Brener	TcPKC3];	
AAK64304.1	zinc	finger	protein	kinase	



[Trypanosoma	 brucei	 brucei];	 XP_845346.1	 putative	 serine-threonine	 kinase	
[Trypanosoma	brucei	brucei	TREU927].	
	
	
	
	
	
	


