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: هلاقم 	 هصلاخ
With	rapid	advancements	in	sequencing	technologies,	a	large	amount	of	data	was	generated	in	various	data	sources
with	the	goal	of	accessing,	analyzing	and	organizing	them.	To	using	of	this	valuable	information	for	achieve	a	specific
goal,	we	 should	 integrate	data	 from	huge,	 heterogeneous,	 distributed	data	 source	 into	 efficient	way.[1],	 [2].	 In	 this
study,	we	provide	an	appropriate	data	integration	approach	for	fetching	and	analyzing	data.	We	apply	this	method	to
drought	 stress	 data	 in	 grains.Various	 approaches	 have	 been	 proposed	 for	 data	 integration.	 [1][4].	 Each	 of	 these
approaches	 follow	 different	 priorities.	 But,	 there	 may	 be	 different	 priorities	 for	 different	 data,	 one	 of	 the	 flexible
methods	 that	 allows	 each	 of	 these	 approaches	 to	 be	 used	 according	 to	 their	 priorities	 is	 a	 hybrid	 approach.[5][6]
Among	all	existing	approaches	to	data	integration,	we	have	developed	a	special	form	of	hybrid	approach.[7].Biological
information	has	complex	structures,	which	means	that	they	are	unpredictable	and	have	different	relationships.	These
features	make	the	data	models	such	as	graphs	to	be	suitable	for	displaying	and	querying	these	structures.	We	can
extract	hidden	 relationships	 from	 this	graph	 layer,	and	we	conclude	 that	 the	hypergraph	 is	suitable	 for	 this	second
layer.[8],	[9].In	graph,	relations	are	represented	using	the	edges	between	entities.	But	in	many	biological	processes,
there	are	more	than	two	entities,	so	these	relationships	can’t	be	represented	using	the	graph.	Hypergraph	provides	a

[framework	that	can	display	such	relationships	without	any	limitations.[10
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