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Figure	S3.		Abundance	analysis	and	cluster	analysis	of	transcripBon	factors	in	Rafflesia	cantleyi	transcriptome.	(A)	
Abundance	analysis	of	transcripBon	factors.	(B)	Cluster	analysis	of	differenBally	expressed	transcripBon	factors	from	the	
expression	profiles	during	the	flowering	process.	Purple	lines	indicate	the	average	expression	level	of	transcripts	grouped	
into	the	same	cluster	under	different	flowering	stages.	
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