	miR Name
	LncRNA name
	leftmost position of
predicted target site
	folding energy
(in -Kcal/mol)
	heteroduplex
	p value

	rno_miR_181c_5p
	AABR07039483.1
	15715
	-12.70
	CAATGTGGGCAGTGTGAGAGTGTA
     : |:||| ||  ||:||| 
TGAGTGGCTGTC-CA-ACTTACAA
	0E0

	rno_miR_30c_5p
	AABR07039483.1
	43855
	-12.10
	TGTGTGTGTGTGTGTGTGTGTACA
  || | ||||: |  ||| ||||
CGACTCTCACAT-CCTACAAATGT
	0E0

	rno_miR_30c_5p
	AABR07015015.1
	23960
	-12.40
	TGTAGGGGTGTGTATGTGTGTACT
    :|:||||:   :||| ||| 
CGACTCTCACAT-CCTACAAATGT
	7.86E-4

	rno_miR_30c_5p
	AC128610.3
	114815
	-12.10
	TGTGTGTGTGTGTGTGTGTGTGCA
  || | ||||: |  ||| |:||
CGACTCTCACAT-CCTACAAATGT
	0E0

	rno_miR_30c_5p
	AC128610.3
	14529
	-15.50
	GGTTTGGCACAGGGATGTTTGCA
           :||||||||:||
CGACTCTCACATCCTACAAATGT
	2.06E-3

	rno_miR_361_3p
	AC128610.3
	184661
	-13.40
	TCACACTAGA-CAGCTTCCTGGAGG
      :|||   :|  ||||| ||
TGCTTAGTCTTAGTG-TGGACCCCC
	2.49E-3

	rno_miR_30c_5p
	AC128610.3
	48985
	-15.90
	TCTGGGAGTG-AGAACTGTTCACC
 |||:||||| ||   |||| || 
CGACTCTCACATC-CTACAAATGT
	4.45E-3

	rno_miR_30c_5p
	AC128610.3
	62267
	-13.20
	GCTCAGTG-GTAGAGTGCTTGCC
||| || | ||||  || ||:| 
CGACTCTCACATCCTACAAATGT
	8.34E-3

	rno_miR_361_3p
	AABR07030366.1
	704
	-13.50
	AGGAAGAGAAGGA-GGGGGTTGGGGA
| |||    ||:|  : : :||||| 
TGCTT--AGTCTTAGTGTGGACCCCC
	1.1E-5

	rno_miR_30c_5p
	AABR07057997.1
	18354
	-17.30
	GCTGGGGAGGAAAGGGTTTATTTACA
||||:| ||   |||:|   ||||||
CGACTC-TCACATCCTA--CAAATGT
	1.72E-3

	rno_miR_361_3p
	AABR07057997.1
	18339
	-13.30
	ATGA-CCA-AAAAACAAGCTGGGGA
|:||  ||     |||  |||||| 
TGCTTAGTCTTAGTGT-GGACCCCC
	1.72E-3

	rno_miR_181c_5p
	AABR07057997.1
	61590
	-13.20
	ACTAGAAGGGCACATTGAATGTT
|||     |:||  |||||||||
TGA-GTGGCTGTCCAACTTACAA
	2.81E-3

	rno_miR_181c_5p
	AABR07057997.1
	68216
	-15.80
	GTGAACAGACAGGTGTAATGTT
    || |||||||  ||||||
TGAGTGGCTGTCCAACTTACAA
	7E-3

	rno_miR_361_3p
	AABR07057997.1
	22558
	-18.70
	CCAAGTCAG--CATTATCTGGGGC
   |:||||     :|:|||||| 
TGCTTAGTCTTAGTGTGGACCCCC
	8.08E-3

	rno_miR_181c_5p
	AABR07045217.1
	14957
	-12.50
	TCTCTCTG--TGTGTGAGTGTG
 ||| |:|   |  |||:||| 
TGAGTGGCTGTCCAACTTACAA
	0E0

	rno_miR_30c_5p
	AABR07045217.1
	31258
	-12.40
	AACTGCTGTATGGGATGTGTACT
       || |:|||||| ||| 
CGACTCTCACATCCTACAAATGT
	4.53E-3

	rno_miR_30c_5p
	AABR07071969.1
	98097
	-15.10
	TTTATGAGTGT--TTTGTTTGCA
     ||||||    |||||:||
CGACTCTCACATCCTACAAATGT
	6.28E-4

	rno_miR_361_3p
	AABR07071969.1
	36786
	-15.10
	GGCCTCTGGGCTC-C-CGTGGGGG
       :|  || | | ||||||
TGCTTAGTCTTAGTGTGGACCCCC
	3.83E-3

	rno_miR_361_3p
	AABR07071969.1
	82307
	-21.60
	ATGGAT-ATAATTACATGGTTGGGGG
|:|:||   |||:|||:  :||||||
TGCTTAGTCTTAGTGTG--GACCCCC
	4.53E-3

	rno_miR_361_3p
	AABR07071969.1
	25464
	-14.90
	GTAGGCCAGAGGACAACTTGAGGG
      ||||:    ||:|| |||
TGCTTAGTCTTAGTGTGGACCCCC
	6.86E-3

	rno_miR_30c_5p
	AABR07044418.1
	13825
	-13.80
	CCTGGGATAGCAGGGAGTTCACA
 |||:||  | |||  ||| |||
CGACTCTCACATCCTACAAATGT
	4.74E-4

	rno_miR_361_3p
	AABR07044418.1
	3034
	-18.90
	AGGAGGGCAGAGGGAGCACTTAGGGA
| ||:  ||||:   :|||:| ||| 
TGCTT-AGTCTT-AGTGTGGACCCCC
	8.08E-3



