
Sharan	et	al.,	Supplementary	Figure	S2	

	
S2.	A	snapshot	of	HTML	table	generated	by	APRICOT	to	list	the	resulting	RBPs	with	statistical	values	of	different	
parameters	and	annotations	
	

	
	
S2	(A)	The	annotation	of	proteins	retrieved	from	UniProt	Knowledgebase	which	lists	information	like	length	of	
protein,	gene	names,	Gene	Ontology,	cross-reference	to	EMBL,	PDB,	KEGG	etc.	
	

	
	

	



	
S2	(B)	The	annotation	of	the	domain	entries	selected	by	APRICOT	consisting	of	the	information	like	resource	of	
domain	 entry,	 domain	 id,	 name,	 the	 user-provided	 term	 that	 selected	 this	 domain,	 another	 member	 in	 the	
domain	database	with	similar	motif,	length	of	domain,	the	start	and	end	location	in	the	query	protein	indicating	
the	region	where	the	domain	was	detected.	
	

	
	

	
	
S2	(C)	The	statistical	result	of	the	domain	predicted	by	APRICOT	analysis,	comprising	of	the	values	for	different	
parameters	 like	 E-values,	 bit-scores,	 domain	 coverage,	 residue	 identity,	 sequence	 similarity,	 gap	 and	 their	
values	 in	 percentage.	 It	 also	 tags	 each	 domain	 entries	 with	 ‘ParameterSelected’	 if	 it	 passes	 or	
‘ParameterDiscarded’	if	it	does	not	pass	the	parameter	cut-offs	(default	or	if	defined	by	the	users).		
	



	
	

	


