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High	throughput	deep	sequencing	revealed	different	molecular	mechanisms	in	cereals	are	mediated	by	miRNAs
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: ناگدنسیون
	و شزومآ 	، تاقیقحت 	 نامزاس 	، ناتسیس 	 یعیبط 	 عبانم 	و	 یزرواشک 	 شزومآ 	و	 تاقیقحت 	 زکرم 	، یغاب 	و	 یعارز 	 تاقیقحت 	 شخب ۱ 	-	 یشخب 	 مانهب

ناریا 	، لباز 	، یزرواشک 	 جیورت

ناجنز 	، ناجنز 	 هاگشناد 	، یزرواشک 	 هدکشناد 	، تاتابن 	 حلاصا 	و	 تعارز 	 هورگ ۲ 	-	 درف 	 ینسحم 	 ناسحا

جیورت 	و	 شزومآ 	، تاقیقحت 	 نامزاس 	، ناریا 	 یزرواشک 	 یژولونکتویب 	 هاگشهوژپ 	، اه 	 هناماس 	 یسانش 	 تسیز 	 هورگ ۳ 	-	 هدکلاس 	 ینیسح 	 مساق
ناریا 	، جرک 	، یزرواشک

ناریا 	، جرک 	، نارهت 	 هاگشناد 	 یعیبط 	 عبانم 	و	 یزرواشک 	 سیدرپ 	، تاتابن 	 حلاصا 	 هورگ ۴ 	-	 اتمه 	 یب 	 اضردمحم

: هلاقم 	 هصلاخ
In	 the	 current	 study	 cereal	 (including	 wheat,	 barley	 and	 rice)	 miRNAs	 have	 been	 investigated	 using	 small	 RNA
extraction,	 high	 throughput	 deep	 sequencing	 and	 bioinformatics	 analysis.	 In	 this	 study	 28175274,	 28404511	 and
27515162	miRNA	reads	have	been	observed	for	wheat,	barley	and	rice,	respectively.	53%,	60%	and	76%	of	 these
reads	were	matched	with	their	genomes,	respectively.1814	reads	of	known	miRNAs	and	105	reads	of	novel	miRNAs
have	been	 identified	 for	wheat.	Likewise,	782	reads	of	known	miRNAs	and	131	reads	of	novel	miRNAs	have	been
explored	for	barley.	Furthermore,	338	reads	of	known	miRNAs	and	31	reads	of	novel	miRNAs	have	been	recognized
for	barley.	MiR156	and	Novel_1290	(in	wheat),	miR168	and	Novel_1290	(in	barley)	and	miR166	and	Novel_1290	(in
rice)	 were	 the	most	 frequent	miRNAs	 in	 the	 investigated	 cereals.	 Thus	 different	 frequent	miRNAs	 are	 involved	 in
cereals.	Furthermore,	differential	expression	of	cereal	miRNAs	has	been	observed	for	many	of	expressed	miRNAs.
Additionally,	 target	 prediction	and	gene	ontology	 analysis	 indicated	 that	 although	 some	of	miRNAs	are	 involved	 in
same	pathways	among	cereals	but	could	 regulate	 them	 through	another	ways	 that	could	 led	 to	different	molecular
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