length sequence

19 CGACGTGGTAGAAGCGGGC

22 CGACTTTACTATGACAGATGTA

24 CGTACAACTCCCGCGTGATCCGGT
22 CGTACACTTTGGAAAAGTCCGA

20 CGTGTCGGCCGAGCAGGAGC

22 CTAAGTACTAGTGCCGCAGGAG
22 CTAGCACTGTGGCTGTGACTGT

21 CTCATCGGCAACATCGGAGCT

22 CTCCCTAATCGAGTCAGGTTGA

22 CTCTCTCGCCTCCATGACCTGA

22 CTGCTGCGTCCGGACAAGCGGG
20 CTTAGGTGGATTTCGGGCGT

23 CTTGGCACTGGGAGAATTCACAG
23 CTTGGTTTGGAATCGCCTATGAT
22 GAAGGTACGGAAAGCAGACTCC
21 GAATTATTCGTTGGCACAGCA

21 GACCCGGCCTTTGGACTGTAC
23 GACCCTGTACTTCCGGAGGACAT
22 GAGCATCAGTTGGACTACGCGC
22 GAGCCTCGGACAAGTCGGTGAT
19 GATCCGGCTCGAAGGACCA

22 AAGAGAGCTATCCGTCGACAGT
20 GCCGCCGGGATCGGCCCACA

23 GGCAAAAGCGATCATCGTTGGAC
24 GGCACTTGTCTTGGAATGGGGAAC
20 GGCTACTAGCGCTTGTCGGC

23 GGGGATGTAACTCAGTGGTAGAG

24 GGGGGCGTAGCTCAGATGGTAGAG
21 GGTAACTCCACCACCGTTGGC

20 GGTGAATGCCAACGGATTTC

24 GGTGCAGCAACTGGCTCCGGAACC
21 GGTTAACTATACGCGGACGAC

19 GGTTCAAGTTCGTCGTGAC

23 GTAAAGTTTCGTCGTCGTTCGGC
22 AAGGCCACGTAGGTCACGTCGA
20 GTAGCGGCGTACGTGAGTGT

19 GTCAAGTGGACCGCGAGAA

22 GTCAGTCAAGAGATCGATCGGC
23 GTCCGTGCACGATCGGTTGGGAC
22 GTGAGCAAACTTTCAGGTGTGT
21 GTGCATTGTAGTTGCATTGCA

22 GTGCGAAGCAGCTATCGTCGGC
22 GTGTGTGGACTACGCGGGCGGA
24 GTTAAACTGTAGGTCCCGGCTGTC
20 GTTGAGTGATGACGTAGCGG

21 GTTGTTGGACCTTGAAGCGGC

22 GTTTGTGAAGCAGGAGAACTTT
19 GTTTTCATAAAACGACTGT

22 TAAATTCGTGAAATCGGACGTT

21 TAAGGCACGCGGTGAATGCCA
22 TAAGTAGATTTTGTTTGGATTT

24 TAATGTCACTTTGACGGCAAACCA
22 TACCCTGTAGATCCGAATTTGT
23 TACCCTGTAGATCCGGGCTTTTG
23 TACCCTGTAGGGCCATGTGGGAT
23 TACGCAAGCGGTGTGGCCTGTCT
22 TACTGGCCTGCTAAGTCCCAAG
22 TAGCACCATGGGATTCAGCTCA
22 TAGCACCATTCGAATTCAGTGC
22 TAGCCTCTCCTTGGCTTTGTCT
23 TAGCTCAGTCGATATGTATAGCA
22 TATCACAGCCACTTTGATGTGG

21 TATCACAGCCAGCTTTGATGA

23 TATCACAGCCAGCTTTGTTGACT
23 TATTCGAGACCTCTGCTGATCCT
22 TATTGCACCAGTCCCGGCCTAT
22 TATTGCTTGAGAATACACGTAG
22 TATTTGCGACTGTAGTTTGGTC

21 TCAATTCCGTAGTGCATTGCA

24 TCACAGTGCGATCGCGGGGATTAG
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135 dme-miR-285
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0
0 dme-miR-932
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bmo-miR-137

bmo-miR-932
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Ap-mir-252

Ap-mir-263b

Ap-mir-X7

Ap-mir-124

Ap-mir-10
Ap-mir-10c

Ap-mir-13a
Ap-mir-2a-1a
Ap-mir-2a-1b

Ap-mir-137

tcas_miR-id

tca-miR-33

tca-miR-124

tca-miR-10

tca-miR-282

tca-miR-13a
tca-miR-2

tca-miR-137

tca-miR-932

aga_miR-id

aga-miR-263b

aga-miR-124

aga-miR-10

aga-miR-2
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22 TCGGTGGGATCTTCGTCCGTTT
24 AATGGCACTGGAAGAATTCACGGG
21 TCTCACTACCTTGTCTTTCAT

23 TCTTTGGTTATCTAGCTGTATGA -+

24 TGAAATCTGGATAGAAGGTTGCTT
19 TGAACACAGCTGGTGGTAT

23 TGAACACAGCTGGTGGTATCTCA
22 TGACTAGATCCACACTCATCCA

22 TGACTAGATCTACACTCATTGA
22 TGACTAGATTATCACTTATCCT
23 TGAGATCATTGTGAAAGCTGATT
20 TGAGGTAGTAGGTTGTATAG

20 TGCTGTCGCCGCCGTGCTGT

22 AATTGCACCAATCCCGGCCTGC
20 TGGAAGACTAGTGATTTTGT

22 TGGAATGTAAAGAAGTATGGAG
22 TGGACGGAGAACTGATAAGGGC
22 TGGACTTGGAGGTACAGGCTCC
21 TGGCAGTGTGGTTAGCTGGTT
21 TGTGATGTGACGTAGTGGAAG
22 TTAGGTGTGAGGGTCACAGCAT
24 TTCAGTTTGGGAGCTCACGTCGTT
22 TTCGTTGTCGACGAAACCTGCA
19 TTCTTCGAGCTGGACGCGC

20 TTGAAATGATGGACTGACGG

22 TTTAGAATTCCTACGCTTTACC

23 TTTGTTCGCCCCGGCTCGAGTCG
21 ACAGTCTACCCGGACAGGCCG
22 ACCCTGTAGCTGCTAAGGGGCG
20 ACCGGTTTTTCTTAAAACAA

21 ACGACGGTTATACTATCGGTG

22 AAAAAAAATTGCAACTGTCGGT
21 ACTGGGTGTAGTGATGATAGT

24 ACTTAAACATCTGTTGAACACTTG
24 AGATATGTTTGATATTCTTGGTTG
23 AGCAGTTGGCGAAGTACTCCAGG
22 AGCGAGGTATAGAGTTCCTACG
23 AGGCAAGAAGTCGGCATAGCTGT
24 AGGGGCTTTGGAAGCTGGAGCAGA
21 AGTGGTAACTGTCATGCACCT

22 ATAAAGCTAGATTACCAAAGCA
21 ATAAGACGATTGGTGAGCGTA
23 ATAAGTAGATATTGTCTGGCTTT

20 ATATTGATAGTATACTCGAA

24 ATCAACACGAGGATCGGTACGGAC
20 AAACTGTAGGTCCCGGCTGT

24 AAACTGTAGGTCCCGGCTGTCATT
21 ATCTCGCTAGAACGTTCGGCT

23 ATGATCCATGCTGATCTGTCGGA
24 ATGCACACGATTAGAGCCATGTAA
22 ATGTTAGCTCTGATAGATGACG

22 ATTAGAATCAGTACGCTTTGTC

24 ATTCGTGCTGTATTTAACGGATTT
22 CAAGCTCGCCGTGCTGTTTCAT
23 CAAGTGAAGTACCTCGGTCTGAT
24 CACATCCTTGATAGAATTGTCGGA
23 CACCCTGTCAGACCATACTTGTT
24 CACGTCATCTGTAACGAATGGTAT
22 CACGTGTATCATGTGGTTGAGA
22 AAATATCAGCTGGTAATTCTGG

23 CAGCTGCCTAGCGAAGGGCAACA
20 CAGTGAGGACTTGCAGCGGC

18 CATCCGGCTCGAAGGACCA

22 CATCTTACCGGGCAGCATTAGA
20 CATGAACTGTGCGGCGAACA

23 CATGAGGACTGCCTGAAGTGCGG
21 CATGGATTGTCCGGACAACGC

22 CATGGTAGTAACCGAACCACCC

22 CCATCAAAGTCGGCTTGTTATA
22 CCATCCCTCGCATGACGTAACT
22 CCCCTTGTTGCAAACCTCACTT
23 CCCGCACGAAATATCTCATCAGT
21 TGTTAGCTCTGATAGATGACG
18 CTTGCGGACTGTTGGCGGA

21 AAACTGTAGGTCCCGGCTGTC
22 TCACTGGGAGCGTGATGACTAC

18 CGTGTAAACGATTGTTGGT

20 CTCCTTTTTGGGAAGTCGGT

19 CGCAGCAGCATGTTCGGAC

24 TCGAACTACTCGTAGAAGGCTTCA
20 CTTTTGATGAAGAAACTGGC

24 TGGAATGTAAAGAAGTATGGAGTT
22 AACCCGTAGATCCGAACTTGTG
22 ATATTGTCCTGTCACAGCAGTA

21 TGAGTATTACTTCAGGTAATG

22 TCCCTGAGACCCTAACTTGTGA
20 TTGGTCCCCTTCAACCAGCA

190
4808

sl

L O WON-2 020N

OI—‘UI(A)OO—I—lOI—lgNO

w
©
~ N
WwWooo

209

20234
12194

1 23.45

6.7

6.7
16.756

0
6783.75
2154.05
0

3.35
2747

0

0

0

6.7
100.5
3.35
16.75
3.35
3.35

0

0
10.06
16.756
3.36
16.75
131521
0

0

244 .55
700.15

123.95
2211
3.35

10.05
134

30.15
3969.75
3.35
16.75
335
3.35

53.6
10.05
43.55

3.35

3.35
391.95

6.7

~n e

= [+]
N ~N O — N
WOO -2 MO WOOOOO MO

w o

o2
COMOO MO MOOODOOMOO

1027.5
1195 dme-miR-263a
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2.5 dme-miR-1

1692.5 dme-miR-100

0 dme-miR-1000
0

715 dme-miR-125
0 dme-miR-133
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bmo-miR-278

bmo-miR-263a Ap-mir-263b

bmo-miR-9 Ap-mir-9a

bmo-miR-317 Apmir-317

bmo-miR-317 Apmir-317

bmo-miR-279 Ap-mir-279a
Ap-mir-279b

bmo-bantam Ap-bantam

bmo-let-7

bmo-miR-92

bmo-miR-7 Ap-mir-7

bmo-miR-184 Ap-mir-184b

bmo-miR-34

bmo-miR-927 Ap-mir-927

bmo-miR-190 Ap-mir-190

bmo-miR-276 Ap-mir-276

bmo-miR-31

bmo-miR-79 Ap-mir-79

bmo-miR-283

bmo-miR-1 Ap-mir-1
Ap-mir-100
Ap-mir-1000

bmo-miR-12

bmo-miR-133
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tca-miR-263b
tca-miR-9a
tca-miR-317

tca-miR-317
tca-miR-279a

tca-bantam
tca-let-7

tca-miR-7

tca-miR-184

tca-miR-34

tca-miR-981

tca-miR-927

tca-miR-180

tca-miR-8b

tca-miR-283

tca-miR-1
tca-miR-100
tca-miR-1000

tca-miR-125
tca-mIR-133

aga-miR-263
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aga-miR-317
aga-miR-279

aga-miR-7

aga-miR-34
aga-miR-989

aga-miR-981

aga-miR-927

aga-miR-190

aga-miR-276-5p

aga-miR-79

aga-miR-283

aga-miR-988

aga-miR-1
aga-miR-100
aga-miR-1000

aga-miR-125
aga-miR-133 -

ame-miR-1
ame-miR-100

ame-miR-125
ame-miR-133
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22 TCCCTGAGACCCTAACTTGTGA
20 TTGGTCCCCTTCAACCAGCA

24 TATCACAGCCATTTTTGACGAGTT
21 TCAGTCTTTTTCTCTCTCCTA

22 TGGACGGAGAACTGATAAGGGT
23 GGACGGAGAACTGATAAGGGCTT
24 GCCAACGTCCATACCATGTTGAAA
22 TTGTGCGTGTGACAGCGGTTAT
23 TGATTGTCCAAACGCAATTCTCG
24 AATGGCACTGAAAGAATTCACGGG
23 TCAGGTACCTGAAGTAGCGCGCG
21 TCAGGTACCTGAAGTAGCGCG
22 TCAGGTACCTGAAGTAGCGCGC
21 TAGGAACTTCATACCGTGCTC

23 TAGGAACTTCATACCGTGCTCTT
23 TAAATGCACTATCTGGTACGACA
22 TGCCTAGATCCACACTCATCCA
22 CTGTCATGGAGTTGCTCTCTTT
22 TCACAGCCAGCTTTGATGAGCA
22 TGTACTTCATCAGGTGCTCTGG
23 TCACAACCTCCTTGAGTGAGCGA
23 TTTTGATTGTTGCTCAGAAGGCG
23 AGGCAAGAAGTCGGCATAGCTGA
22 TTTGTTCGTTCGGCTCGAGTTA
22 TGAAAGACATGGGTAGTGAGAT
23 TAATACTGTCAGGTAAAGATGTC
21 AAATTGACTCTAGTAGGGAGT

23 TATTGCACTTGTCCCGGCCTGTA
22 CTCGGCAGGACTGGGTGACGGC
20 CATAAGACACACGCGGCTCT

23 GAAGCTCGTCTCTACAGGTATCT
23 TCTTTGGTATCCTAGCTGTAGAA
21 CGGTATACCTTCAGTATACGT

19 TATACTGAATGTATCCTGA

23 CAAATTCGGTTCTAGAGAGGTTT
21 AGGCCGGCGGAAACTACTTGC
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715 dme-miR-125
0 dme-miR-133
0
12.5 dme-miR-14
50
7.5
0
2.5 dme-miR-210
25 dme-miR-219
0
6745 dme-miR-275
935 dme-miR-275
405 dme-miR-275
270 dme-miR-276a
145 dme-miR-276b
40 dme-miR-277
5
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105 dme-miR-2¢
0 dme-miR-305
10 dme-miR-307
365 dme-miR-315
2.5 dme-miR-31a
1235
140
2250 dme-miR-8
0
25 dme-miR-92a
0
10 dme-miR-970
17.5 dme-miR-993
40 dme-miR-9¢

45 dme-miR-iab-4-3p
0 dme-miR-iab-4-5p
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bmo-miR-133
bmo-miR-13b
bmo-miR-14

bmo-miR-1925
bmo-miR-210

bmo-miR-275
bmo-miR-275
bmo-miR-275

bmo-miR-277

bmo-miR-281
bmo-miR-2a

bmo-miR-305
bmo-miR-307

bmo-miR-31
bmo-miR-71

bmo-miR-8
bmo-miR-929

bmo-miR-lab-4-3p
bmo-miR-iab-4-5p

Ap-mir-14
Ap-mir-184a
Ap-mir-184b

Ap-mir-219
Ap-mir-228
Ap-mir-275
Ap-mir-275
Ap-mir-275
Ap-mir-276a
Ap-mir-276a
Ap-mir-277
Ap-mir-279a
Ap-mir-281
Ap-mir-2a-1a
Ap-mir-305
Ap-mir-307
Ap-mir315

Ap-mir-71
Ap-mir-8
Ap-mir-929

Ap-mir-X3
Ap-mir-X64

tca-miR-125
tca-miR-133

tca-miR-14

tca-miR-210
tca-miR-219

tca-miR-275
tca-miR-275
tca-miR-275
tca-miR-276
tca-miR-276
tca-miR-277
tca-miR-279b
tca-miR-281
tca-miR-2
tca-miR-305
tca-miR-307
tca-miR-315
tca-miR-31a

tca-miR-71
tca-miR-8
tca-miR-929
tca-miR-92b

tca-miR-970
tca-miR-993

tca-miR-lab-4-3p
tca-miR-iab-4-5p

aga-miR-125
aga-miR-133

aga-miR-14
aga-miR-184

aga-miR-219
aga-miR-275
aga-miR-275
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aga-miR-276-3p
aga-miR-277

aga-miR-2

aga-miR-305
aga-miR-307
aga-miR-315
aga-miR-375
aga-miR-8

aga-miR-92a
aga-miR-970

aga-miR-9¢

aga-miR-iab-4

ame-miR-125
ame-miR-133

ame-miR-14

ame-miR-210
ame-miR-219

ame-miR-275
ame-miR-275
ame-miR-275
ame-miR-276
ame-miR-276
ame-miR-277

ame-miR-281
ame-miR-2
ame-miR-305

ame-miR-315
ame-miR-31a
ame-miR-375
ame-miR-71
ame-miR-8
ame-miR-929
ame-miR-92a
ame-miR-931
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