
	

	

Additional	file	2:	Note	on	incorrectly	predicted	gene	models.	
	
	 In	the	course	of	this	study	it	was	noted	that	EPDR	gene	models	within	
whole	genome	databases	are	frequently	incorrect	(Fig.	S1).	
	

	

Fig.	S1.	Incorrectly	predicted	EPDR	gene	models	in	three	different	genomes.	
Automated	gene	model	predictions	are	depicted	in	red,	and	manually	
curated	models	are	presented	in	blue.	



	

	

	 Observed	errors	include	1)	multiple	genes	within	one	gene	model,	2)	
single	gene	split	into	multiple	gene	models,	3)	incorrect	exon	boundaries	(often	
leading	to	missed	stop	codons),	4)	incorrect	start	sites,	and	5)	missed	exons.		
Gene	model	prediction	for	each	of	the	genomes	investigated	(Acanthaster	planci,	
Amphimedon	queenslandica,	and	Branchiostoma	belcheri)	utilised	ab	initio	
prediction,	transcriptome-based	evidence,	and	homology	modelling	[1-3].	Given	
that	there	is	good	transcriptome	evidence	for	the	manually-curated	gene	models,	
at	least	for	A.	planci	[1],	it	is	unclear	why	the	automated	gene	prediction	
performed	so	poorly	(21	EPDRs	found	within	automated	gene	models;	12	of	
these	found	to	be	incorrect	upon	manual	curation).	
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