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

	rno_miR_9a_5p
	AABR07030366.1
	58744
	-12.70
	ACAGAGACAGAGAGA--CACAGAGA
 ||   ||||  |||    ||:|||
AGT--ATGTCGATCTATTGGTTTCT
	0E0

	rno_miR_9a_5p
	AABR07030366.1
	58760
	-12.70
	ACAGAGACAGAGAGA--CACAGAGA
 ||   ||||  |||    ||:|||
AGT--ATGTCGATCTATTGGTTTCT
	0E0

	rno_miR_9a_5p
	AABR07030366.1
	58776
	-12.70
	ACAGAGACAGAGAGA--CACAGAGA
 ||   ||||  |||    ||:|||
AGT--ATGTCGATCTATTGGTTTCT
	0E0

	rno_miR_9a_5p
	AABR07030366.1
	58792
	-12.70
	ACAGAGACAGAGAGA--CACAGAGA
 ||   ||||  |||    ||:|||
AGT--ATGTCGATCTATTGGTTTCT
	0E0

	rno_miR_150_3p
	AABR07030366.1
	47430
	-13.30
	TCTCTTAACCACTGAGCCAT
||:|::|  | ||| :||| 
AGGGGGTCCG-GACATGGTC
	1E-5

	rno_miR_9a_5p
	AABR07030366.1
	14498
	-17.70
	ACATACAGATTGAT--CCAAGGA
 |||||||   |||  ||||:||
AGTATGTCGATCTATTGGTTTCT
	5.67E-4

	rno_miR_29a_3p
	AABR07030366.1
	14504
	-16.30
	AGATTGATCCAAGGATGGTGGTA
 :|::|||    :||||||| | 
ATTGGCTA-AAGTCTACCACGAT
	5.67E-4

	rno_miR_9a_5p
	AABR07030366.1
	12074
	-12.00
	GTCCTGAGT-AGGTTGCTAGAGA
      ||: ||:| :|:|:|||
AGTATGTCGATCTATTGGTTTCT
	1.33E-3

	rno_miR_150_3p
	AABR07030366.1
	48951
	-21.70
	ACCCCC--TCCTGTCCCAC
 |||||   ||||| ||| 
AGGGGGTCCGGACATGGTC
	2.02E-3

	rno_miR_9a_5p
	AABR07030366.1
	69030
	-15.60
	GCATAGCAGTAGGCAGGGCCAGGGC
 |||| |||: :|   ::|||::| 
AGTAT-GTCGATC-TATTGGTTTCT
	7.28E-3

	rno_miR_9a_5p
	AABR07030366.1
	60225
	-12.30
	TC-TACAGGAGTGAGTTCCAAGGC
|| |||||    ||   ||||:| 
AGTATGTC-GATCTATTGGTTTCT
	7.75E-3

	rno_miR_150_3p
	AABR07058170.1
	27233
	-15.30
	ACCTCT-TGC-ATTACCAG
 ||:|:  ||   ||||||
AGGGGGTCCGGACATGGTC
	1.37E-3

	rno_miR_150_3p
	AABR07058170.1
	73814
	-16.10
	ACCCTCA--CCT-TACTAG
 |||:||  ||| |||:||
AGGGGGTCCGGACATGGTC
	1.49E-3

	rno_miR_9a_5p
	AABR07058170.1
	57455
	-12.60
	ACAGACAGACAGACAGACAGAGA
 || ||||  |||    ||:|||
AGTATGTCGATCTATTGGTTTCT
	1.87E-3

	rno_miR_150_3p
	AABR07058170.1
	6860
	-16.60
	GCTTTCAGATTTGTTCCAG
 |:  |||  :||| ||||
AGGGGGTCCGGACATGGTC
	3.51E-3

	rno_miR_150_3p
	AABR07058170.1
	66164
	-12.30
	GGGAGTAGGTTATGTTCCAG
     :|||:: ||| ||||
AGGGGGTCCGG-ACATGGTC
	5.97E-3

	rno_miR_9a_5p
	AABR07058170.1
	10294
	-13.10
	AGAGACAGAGAGA--GACAGAGA
    ||||  |||    ||:|||
AGTATGTCGATCTATTGGTTTCT
	8.61E-3

	rno_miR_150_3p
	AABR07058170.1
	68612
	-18.60
	GCTGCCACATTTGTACCAG
 |: |||  ::||||||||
AGGGGGTCCGGACATGGTC
	8.7E-3

	rno_miR_150_3p
	AC128610.3
	193386
	-26.80
	TCCACCT--GCCTGTGCCAG
||| ||:  ||||||:||||
AGG-GGGTCCGGACATGGTC
	3.72E-4

	rno_miR_9a_5p
	AC128610.3
	104808
	-13.90
	GGTTGCAAGAATAGGAAGCCAAGGA
    :||    |||: |:||||:||
AGTATGT--CGATCTATTGGTTTCT
	4.33E-4

	rno_miR_150_3p
	AC128610.3
	11740
	-21.50
	TGTGCCAGAGCACTGTACCAA
| : |||| || |||||||| 
AGGGGGTC-CG-GACATGGTC
	4.5E-4

	rno_miR_9a_5p
	AC128610.3
	181389
	-13.10
	TCACAGCAGC-AGGCCAGCAGGGG
|||  :|||| ||:  | ||::|:
AGT-ATGTCGATCTATTGGTTTCT
	7.16E-4

	rno_miR_9a_5p
	AC128610.3
	138155
	-12.60
	GAGCACAGAAGGAGGAAGCAAAGG
    ||||  :||  || |||||:
AGTATGTCGATCT-ATTGGTTTCT
	1.14E-3

	rno_miR_9a_5p
	AC128610.3
	125416
	-12.80
	ACAGAGACAGACAGA--GACAGAGA
 ||   ||||  |||    ||:|||
AGT--ATGTCGATCTATTGGTTTCT
	1.39E-3

	rno_miR_9a_5p
	AC128610.3
	181491
	-12.20
	CAGGGGGGCT-TTAGGCGGGAGG
    : :|||    ::| ::|| 
AGTATGTCGATCTATTGGTTTCT
	2.15E-3

	rno_miR_9a_5p
	AC128610.3
	181501
	-12.60
	TTAGGCGGGAGGAGGGCCAGCGG
|:| :|:|  :||  :|||: |:
AGTATGTCGATCTATTGGTTTCT
	2.15E-3

	rno_miR_9a_5p
	AC128610.3
	184669
	-13.70
	GACAGCTTCCTGGA-GGCCAAGGG
    :|   ||:|| ::||||:|:
AGTATG-TCGATCTATTGGTTTCT
	2.49E-3

	rno_miR_9a_5p
	AC128610.3
	140447
	-14.60
	GAGGCCAGCCTGGTATACAGAGA
     ||||  |:||  ||:|||
AGTATGTCGATCTATTGGTTTCT
	2.96E-3

	rno_miR_9a_5p
	AC128610.3
	140459
	-13.10
	GTATACAGAGAGA-GTTCTAGGA
 :||||||  |||   :| |:||
AGTATGTCGATCTATTGGTTTCT
	2.96E-3

	rno_miR_9a_5p
	AC128610.3
	140467
	-13.60
	AGAGAGTTCTAGGACAGCCAGAGA
        ||||:  |:|||:|||
AGTATGTCGATCT-ATTGGTTTCT
	2.96E-3

	rno_miR_9a_5p
	AC128610.3
	3262
	-14.60
	TGGAGAAGCACAAGTAACCAGAGA
      |||    :||||||:|||
AGTATGTCG-ATCTATTGGTTTCT
	4.84E-3

	rno_miR_9a_5p
	AC128610.3
	41176
	-12.30
	GAATAGGGCCAAGTGACTATGGA
  ||| :|| |  |:||:| :||
AGTATGTCGATCTATTGGTTTCT
	7.21E-3

	rno_miR_9a_5p
	AC128610.3
	188545
	-13.29
	TTATACAAGCCTTTTCCCCCCAAAGA
|:||||| ||         |||||||
AGTATGT-CG--ATCTATTGGTTTCT
	7.21E-3

	rno_miR_9a_5p
	AC128610.3
	35673
	-15.40
	GCAAGCAAGCTAGA-AACAAAAGA
 || :|| |||||| ||| |||||
AGTATGT-CGATCTATTGGTTTCT
	8.52E-3

	rno_miR_9a_5p
	AC128610.3
	166190
	-15.20
	TTCCACAGC--CAAAACCGAAGA
    |||||     ||||:||||
AGTATGTCGATCTATTGGTTTCT
	8.98E-3

	rno_miR_150_3p
	AC128610.3
	161105
	-12.70
	TATGCCATGT-TGTGCCAA
  : ||| |: |||:||| 
AGGGGGTCCGGACATGGTC
	9.57E-3

	rno_miR_150_3p
	AABR07057997.1
	37921
	-15.90
	TCCTTAAGGGAAATACCAG
|||:  |||    ||||||
AGGGGGTCCGGACATGGTC
	7.25E-4

	rno_miR_150_3p
	AABR07057997.1
	59686
	-14.40
	ATTTTCAGGACAGTGGCAG
 ::  ||||   ||: |||
AGGGGGTCCGGACATGGTC
	1.37E-3

	rno_miR_9a_5p
	AABR07057997.1
	46005
	-16.10
	AAGGGCAG-AGGAAAGCCAGGGA
    :|||  :|| |:|||::||
AGTATGTCGATCTATTGGTTTCT
	3.7E-3

	rno_miR_9a_5p
	AABR07057997.1
	16568
	-12.40
	CAATACAGTT-GA-AACAGAAGG
  ||||||:| || ||| :|||:
AGTATGTCGATCTATTGGTTTCT
	3.89E-3

	rno_miR_150_3p
	AABR07057997.1
	54185
	-17.10
	ACGCTCAGAGCCACTGTGCAGG
 | |:||| |||  |||:| :|
AGGGGGTC-CGG--ACATGGTC
	5.02E-3

	rno_miR_29a_3p
	AABR07057997.1
	54224
	-12.60
	CTACTGGAGACTCAGAATGGTACTT
  ||:|:    ||||| |||| || 
ATTGGCT--AAAGTCT-ACCACGAT
	5.02E-3

	rno_miR_150_3p
	AABR07057997.1
	13304
	-18.50
	TCTTCAGGGGCTGTCCCAT
||::| :|| |||| ||| 
AGGGGGTCCGGACATGGTC
	6.52E-3

	rno_miR_150_3p
	AABR07057997.1
	1100
	-13.30
	AACTCCAAATCCATGCCAG
  |:|||  :|  |:||||
AGGGGGTCCGGACATGGTC
	6.79E-3

	rno_miR_9a_5p
	AABR07015015.1
	51227
	-12.30
	TCAAGCATGTCAGA-GATGAAAGA
||| :|| |  ||| :|: |||||
AGTATGT-CGATCTATTGGTTTCT
	0E0

	rno_miR_9a_5p
	AABR07015015.1
	18338
	-14.20
	CAATGGGGC-AGA-GGCCAAGGC
    : :|| ||| ::||||:| 
AGTATGTCGATCTATTGGTTTCT
	1.21E-4

	rno_miR_150_3p
	AABR07015015.1
	46301
	-17.30
	TTAATCAGACCTGTGCTAT
|:  :||| |||||:|:| 
AGGGGGTCCGGACATGGTC
	1.2E-3

	rno_miR_9a_5p
	AABR07015015.1
	5522
	-12.60
	TCCTGAGGCTGCAGAGCGGAAGA
|| |: :|||:   |:| :||||
AGTATGTCGATCTATTGGTTTCT
	3.22E-3

	rno_miR_150_3p
	AABR07015015.1
	5581
	-15.00
	GCCCAAGAGGAAACTGTATAAG
 |||   |||   |||||: ||
AGGG-GGTCC--GGACATGGTC
	3.22E-3

	rno_miR_9a_5p
	AABR07015015.1
	28844
	-12.60
	AATAGCAGC-AGA-CTTTAAAGA
    :|||| |||   ::|||||
AGTATGTCGATCTATTGGTTTCT
	3.96E-3

	rno_miR_9a_5p
	AABR07015015.1
	6737
	-12.70
	TCAGGAGCAG-AAGAT-TCCATAGA
|||   :|||  ||||  ||| |||
AGT--ATGTCGATCTATTGGTTTCT
	5.41E-3

	rno_miR_9a_5p
	AABR07015015.1
	1347
	-12.00
	AGAGACAGAGAGA--GGCAGAGA
    ||||  |||    ||:|||
AGTATGTCGATCTATTGGTTTCT
	6.03E-3

	rno_miR_9a_5p
	AABR07015015.1
	35608
	-12.20
	ACAGACAG-GAGCTGCTCCAAAGA
 || ||||  || |:  |||||||
AGTATGTCGATCTAT-TGGTTTCT
	7.07E-3

	rno_miR_9a_5p
	AABR07015015.1
	31505
	-12.00
	AACACCAGACAGAAACCACCAAAGG
     |||  |||    |||||||:
AGTATGTCGATCT--ATTGGTTTCT
	8.52E-3

	rno_miR_9a_5p
	AABR07015015.1
	31541
	-12.00
	TCTTTTGGCTCATGAT-TCCAGAGC
||   ::|||   |||  |||:|| 
AGTATGTCGA--TCTATTGGTTTCT
	8.52E-3

	rno_miR_9a_5p
	AABR07015015.1
	31558
	-12.50
	CCAGAGCAGCTTGGT--TCAGGGC
 ||  :||||| |:|  :||::| 
AGT-ATGTCGATCTATTGGTTTCT
	8.52E-3

	rno_miR_29a_3p
	AABR07054855.1
	1027
	-12.90
	GTGGTGGT--GGGGTGGTGGTG
    :|:|   :|:||||| |:
ATTGGCTAAAGTCTACCACGAT
	0E0

	rno_miR_9a_5p
	AABR07054855.1
	26351
	-13.90
	AACAACAGT--AACAACCAAAGA
    ||||:     |||||||||
AGTATGTCGATCTATTGGTTTCT
	4.4E-4

	rno_miR_9a_5p
	AABR07054855.1
	16240
	-13.50
	ACAGACAGC-CCATTCCCAAAGC
 || |||||   ||  |||||| 
AGTATGTCGATCTATTGGTTTCT
	8.2E-4

	rno_miR_9a_5p
	AABR07054855.1
	11150
	-12.40
	TC-TGCTGCT-GAGAACCTGAGC
|| |:| ||| || |||| :|| 
AGTATGTCGATCTATTGGTTTCT
	6.59E-3

	no_miR_9a_5p
	AABR07026483.1 
	43001
	-14.70
	TCTAACACCT-GATGATCCAGAGA
||  ||| || |||:| |||:|||
AGTATGTCGATCTATT-GGTTTCT
	2.21E-3

	rno_miR_150_3p
	AABR07026483.1 
	37774
	-12.50
	TGGCTTGGGTTACATATCAG
   |:  ||::   ||:|||
AGGGGGTCCGG-ACATGGTC
	3.92E-3

	rno_miR_150_3p
	AABR07026483.1 
	116780
	-22.00
	CTTTCCAGCCCCTGTACCAC
 :  ||||  ||||||||| 
AGGGGGTC-CGGACATGGTC
	4.03E-3

	rno_miR_9a_5p
	AABR07026483.1 
	73025
	-12.90
	ACAACCAGCT-GA-AAGCAAAGG
 ||  ||||| || || |||||:
AGTATGTCGATCTATTGGTTTCT
	4.18E-3

	rno_miR_9a_5p
	AABR07026483.1 
	47120
	-12.30
	TC-CTTAGCTCAGTGTGACTCAGGA
||   :|||| || :|:||: |:||
AGTATGTCGA-TC-TATTGGTTTCT
	4.41E-3

	rno_miR_150_3p
	AABR07026483.1 
	138311
	-25.70
	TTTCCCAGGTCTGCACCAT
 ::||||||:||| |||| 
AGGGGGTCCGGACATGGTC
	7.36E-3

	rno_miR_150_3p
	AABR07026483.1 
	36655
	-21.20
	TCCTCC-TGTCTGTTCTAG
|||:||  |:|||| |:||
AGGGGGTCCGGACATGGTC
	7.51E-3

	rno_miR_9a_5p
	AABR07026483.1 
	41073
	-16.10
	GCAGACAACTGGTAGACCAAGGA
    ||| ||:|  :|||||:||
AGTATGTCGATCTATTGGTTTCT
	9.57E-3

	rno_miR_29a_3p
	AC125847.4
	166580
	-14.10
	AGGAAGA--GCAGTCGGTGCTC
 ::  ||   |||  |||||| 
ATTGGCTAAAGTCTACCACGAT
	1.9E-5

	rno_miR_150_3p
	AC125847.4
	103806
	-15.00
	ATCCTCAG--AATTACCAG
 :||:|||     ||||||
AGGGGGTCCGGACATGGTC
	1.18E-4

	rno_miR_29a_3p
	AC125847.4
	83314
	-16.30
	TTGCCCAGCTTTCTCATGGTGCTC
  :||    ||||  |||||||| 
ATTGG--CTAAAGTCTACCACGAT
	3.66E-4

	rno_miR_9a_5p
	AC125847.4
	184955
	-14.50
	GTGAGCAGC-AGAGGGATGGGGGA
    :|||| |||  :|: :::||
AGTATGTCGATCT-ATTGGTTTCT
	4.23E-4

	rno_miR_9a_5p
	AC125847.4
	173699
	-13.50
	TCA-GCA-CTGGGGAGGCAGAGG
||| :|| ||:|  |: ||:||:
AGTATGTCGATCTATTGGTTTCT
	8.96E-4

	rno_miR_150_3p
	AC125847.4
	91217
	-14.20
	TCTCCTTCTCTTCTATCAG
||:||:   |:| ||:|||
AGGGGGTCCGGACATGGTC
	1.18E-3

	rno_miR_9a_5p
	AC125847.4
	58717
	-18.30
	CCATACAGCCTTAGATGAGCAAAGA
     ||||  |||||:| ||||||
AGTATGTCG--ATCTATTGGTTTCT
	1.47E-3

	rno_miR_9a_5p
	AC125847.4
	13041
	-13.10
	CCATAAATTGCTTCTATACCAGAGT
 ||||    |||     ||||:|| 
AGTAT--GTCGATCTATTGGTTTCT
	1.95E-3

	rno_miR_9a_5p
	AC125847.4
	40555
	-15.70
	AGCAACAGCTAACCTCCCAAAGG
    |||||||     ||||||:
AGTATGTCGATCTATTGGTTTCT
	2.13E-3

	rno_miR_9a_5p
	AC125847.4
	59159
	-13.10
	ATGTACATG-ATGATCACACCAGAGA
  :|||| |   |||   ||||:|||
AGTATGT-CGATCTA--TTGGTTTCT
	4.37E-3

	rno_miR_150_3p
	AC125847.4
	59205
	-13.00
	TCCTCATCAGAATAGTCCCAG
|||:|  |||  : || ||||
AGGGG--GTCCGGACATGGTC
	4.37E-3

	rno_miR_150_3p
	AC125847.4
	77978
	-15.70
	GCCTGCA-ACCTGAGCCAC
 ||: ||  |||| :||| 
AGGGGGTCCGGACATGGTC
	5.12E-3

	rno_miR_150_3p
	AC125847.4
	120466
	-15.70
	GCTCTTAACCACTGTGCCAT
 |:|::|  | ||||:||| 
AGGGGGTCCG-GACATGGTC
	5.17E-3

	rno_miR_150_3p
	AC125847.4
	24909
	-14.00
	CTCTGCAGTGGGGTGGCAG
 :|: |||    ||: |||
AGGGGGTCCGGACATGGTC
	7.21E-3

	rno_miR_29a_3p
	AC125847.4
	24985
	-15.90
	TGGCCTCGGTTCAGAACAAGTGCTG
 ::||    ||||||    |||||:
ATTGG-CTAAAGTCT--ACCACGAT
	7.21E-3

	rno_miR_9a_5p
	AC125847.4
	92430
	-12.60
	CCACACAGC-AG-TGATCATGGT
 || ||||| || |:|:|| :| 
AGTATGTCGATCTATTGGTTTCT
	7.36E-3

	rno_miR_150_3p
	AC127140.5 
	137174
	-16.10
	TCTCTGTGAGTTTGAGCCAG
||:|:  | |::|| :||||
AGGGGGTC-CGGACATGGTC
	2.55E-4

	rno_miR_9a_5p
	AC127140.5 
	4514
	-14.50
	CCTTGCTAGCTTGGCACCCAGAGA
   |:| |||| |  | |||:|||
AGTATG-TCGATCTATTGGTTTCT
	3.95E-4

	rno_miR_9a_5p
	AC127140.5 
	93851
	-22.40
	CCAGGCAGAAGGGGTGGCCAAAGA
 || :|||   :|:|::|||||||
AGTATGTC-GATCTATTGGTTTCT
	3.95E-4

	rno_miR_150_3p
	AC127140.5 
	25415
	-20.60
	ACTGCTATGGGTTGTGCCAG
 |: |:| || :|||:||||
AGGGGGT-CCGGACATGGTC
	3.98E-4

	rno_miR_150_3p
	AC127140.5 
	97199
	-15.60
	TCTCCC--TTCTTTACCAA
||:|||   :|| ||||| 
AGGGGGTCCGGACATGGTC
	4.04E-4

	rno_miR_150_3p
	AC127140.5 
	97299
	-14.10
	ACCATACAAGGCAAGTATCAC
 ||   | ||||  |||:|| 
AGG--GGGTCCGGACATGGTC
	4.04E-4

	rno_miR_9a_5p
	AC127140.5 
	160597
	-12.80
	ACAGGGTGGCAATGGACTAAGCCAAGGC
 ||  :  ||  |:||   |:||||:| 
AGT-ATGTCG--ATCT--ATTGGTTTCT
	2.15E-3

	rno_miR_9a_5p
	AC127140.5 
	160616
	-14.30
	AGCCAAGGCCTTAGG-AGCCAAAGA
      :||  |||: |:|||||||
AGTATGTCG--ATCTATTGGTTTCT
	2.15E-3

	rno_miR_9a_5p
	AC127140.5 
	156196
	-13.70
	TCATTCTCAGGTGG-CATTCAAGGA
||||   ||| |:|    :|||:||
AGTA--TGTCGATCTATTGGTTTCT
	3.07E-3

	rno_miR_29a_3p
	AC127140.5 
	47261
	-13.40
	TTGCTGAAAATCAAATGCTGCTA
  :|:||   ||| ||| |||||
ATTGGCT-AAAGTCTACCACGAT
	4.75E-3

	rno_miR_9a_5p
	AC127140.5 
	1331
	-13.40
	CCCTCCAGCT--CCTGCCAAAGG
     |||||     :|||||| 
AGTATGTCGATCTATTGGTTTCT
	5.31E-3

	rno_miR_9a_5p
	AC127140.5 
	26476
	-12.70
	TCAGGAGCAG-AAGAT-TCCATAGA
|||   :|||  ||||  ||| |||
AGT--ATGTCGATCTATTGGTTTCT
	5.41E-3

	rno_miR_150_3p
	AC127140.5 
	171078
	-22.30
	TCCCCCTCCCCCATACCAG
||||||   ||  ||||||
AGGGGGTCCGGACATGGTC
	6.15E-3

	rno_miR_9a_5p
	AC127140.5 
	10559
	-17.10
	TAATGCAACTAGAAAACCTAGGA
  ||:|| ||||| |||| |:||
AGTATGTCGATCTATTGGTTTCT
	7.14E-3

	rno_miR_9a_5p
	AC127140.5 
	132139
	-12.50
	ACAT--TGTTAGAAAAAACCTGAGA
 |||   |:||||   |||| :|||
AGTATGTCGATCT--ATTGGTTTCT
	7.21E-3

	rno_miR_9a_5p
	AC127140.5 
	142312
	-16.40
	TCATGGAGGCCAGGATACACAGAGA
||||:  :||  :||||  ||:|||
AGTAT-GTCG-ATCTATTGGTTTCT
	8.89E-3

	rno_miR_9a_5p
	AC127140.5 
	172376
	-13.00
	AATTTCAGCTTTGGA-AGGCAGAGA
     |||||  :|| |: ||:|||
AGTATGTCGA--TCTATTGGTTTCT
	9.57E-3



