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Score Validation

1.000

H
H
H
HM
H
H
HM

HM

HM

HM

Locus

2R 4824837 4824929 -
2R 7674782 7674866 -
3L 21507860 21507959 +
3L 8545756 8545843 +
3R 121093 121174 +
3R 21414588 21414680 -
3R 25042907 25043002 +
3R 27091338 27091410 -
3R 6233855 6233952 +
X 15799886 15799976 -
X 17958301 17958382 +
2L 243037 243141 -
3L 22452052 22452119 -
X 1645021 1645108 -
2L 857543 857629 +
X 12896014 12896100 +
3L 4989729 4989829 +
X 12470276 12470364 +
2R 11580121 11580206 -
3R 17623951 17624051 -
3L 10936322 10936415 +
3R 23797295 23797385 -
2R 10136644 10136747 +
3R 22570390 22570454 +
3R 24822601 24822689 -
2L 5642112 5642202 +
3L 7188122 7188227 -
2L 11749802 11749899 -
3R 17447616 17447730 -
3R 16561652 16561725 +
3R 16281787 16281884 +
X 15110474 15110559 +
3R 21923504 21923596 +
X 18015331 18015398 -
2L 3858079 3858150 +
2R 13077473 13077566 +
2L 13747747 13747840 -
3R 9289945 9290028 -
2L 15654271 15654348 -
2L 6902071 6902141 +
3L 7528550 7528614 -
2L 15689264 15689348 -
2L 4619987 4620054 -
3L 6350062 6350154 +
3L 9127192 9127258 +
3L 21730200 21730286 +
3L 9012036 9012098 -
3R 12613411 12613480 +
2L 1874011 1874091 +
2L 19085162 19085240 +
2L 7353931 7354035 +
2L 6830213 6830284 +
3L 22603142 22603210 -
3R 26578594 26578708 -
3L 6852152 6852264 +
3R 18101312 18101398 -
3R 9325472 9325572 -
X 5706512 5706612 +
3L 15192270 15192352 -
2L 15687871 15687942 +
3R 10542272 10542384 -
2L 5640944 5641034 +
3R 15889921 15890038 +
X 136993 137094 -
X 16302471 16302558 +
X 21874753 21874825 -
X 15630523 15630609 -
2R 16734186 16734299 +
3L 209728 209818 -
3R 1827841 1827943 -
3R 8632321 8632428 -
X 10823380 10823458 -
3R 12697264 12697356 +
3R 27244322 27244420 +
3L 6871946 6872027 +
X 1824437 1824528 -
X'22051016 22051080 -
2L 1769436 1769534 +
2L 3941888 3941968 +
2R 10444392 10444493 -
3L 18823382 18823475 -
3L 6987670 6987774 -
3R 13414728 13414802 +

Name

Novel-1/miR-987
Novel-2/miR-988
Novel-3/miR-193
Novel-4/miR-190
Novel-5/miR-929
Novel-6/miR-1000
Novel-7/miR-996
Novel-8
Novel-9/miR-994
Novel-10/miR-927
Novel-11/miR-969
Novel-12/miR-965
Novel-13/miR-957
Novel-14/miR-981
Novel-15/miR-375
Novel-16/miR-971
Novel-17
Novel-18/miR-970
Novel-19/miR-137
Novel-20/miR-999
Novel-21
Novel-22
Novel-23
Novel-24
Novel-25
Novel-26/miR-964
Novel-27
Novel-28
Novel-29/miR-998
Novel-30/miR-995
Novel-31
Novel-32
Novel-33
Novel-34
Novel-35
Novel-36
Novel-37/miR-968
Novel-38/miR-252
Novel-39
Novel-40/miR-932
Novel-41
Novel-42
Novel-43
Novel-44
Novel-45
Novel-46
Novel-47
Novel-48
Novel-49
Novel-50
Novel-51
Novel-52
Novel-53/miR-958
Novel-54
Novel-55
Novel-56
Novel-57
Novel-58
Novel-59
Novel-60
Novel-61
Novel-62/miR-959
Novel-63
Novel-64/miR-980
Novel-65
Novel-66
Novel-67
Novel-68
Novel-69
Novel-70
Novel-71
Novel-72
Novel-73
Novel-74
Novel-75
Novel-76
Novel-77
Novel-78
Novel-79
Novel-80
Novel-81
Novel-82
Novel-83

Host Gene

CG8877
rhea

cpx
msi

kis

tomosyn
Caki
betaTub97EF

CG1443
CG31646

E2f
cdc2c

KIp54D
CG17025

neuroligin

Rdl

CG31663
Lim3

CG31632

CG31163

CG33967
CG31646

CG3777

para

CG18375
CG16971
Rm62

Gprk2

fog

fred

Species

12+
11+
12+
12+
12+
12+
12+
12+
12+
12+
12
12+
12+
12+
12+
11+
10+
12+
12+
12+
12+
9
12+
12+
12+
6+
5
8+
12+
10+
12+
11+
12+
10
12+
8+
6+
12+
11+
8+
12+
11+
12+
12+
8
12+
12+
12+
7+
12+
12
12+
12+
12+
o+
8+
8+
9+
10+
11+
5
9
12+
12+
7+
4
5
6+
o+
o+
12+
5+
12

12+

12+

© oA~

Mature Sequence
UAAAGUAAAUAGUCUGGAUUGAUG

CCCCUUGUUGCAAACCUCACGC
UACUGGCCUACUAAGUCCCAAC

AGAUAUGUUUGAUAUUCUUGGUUG

CUCCCUAACGGAGUCAGAUUG
AUAUUGUCCUGUCACAGCAGU
UGACUAGAUUUCAUGCUCGUCU
CAAAUUAACUGCGACAUGGC
CUAAGGAAAUAGUAGCCGUGAU
UUUAGAAUUCCUACGCUUUACC
GAGUUCCACUAAGCAAGUUUU
UAAGCGUAUAGCUUUUCCCCUU
UGAAACCGUCCAAAACUGAGG
UUCGUUGUCGACGAAACCUGCA
UUUGUUCGUUUGGCUUAAGUUA
UUGGUGUUACUUCUUACAGUGA
AAAAUUAUGCGGAAACGGAAGC
UCAUAAGACACACGCGGCUAU
UAUUGCUUGAGAAUACACGUAG
UGUUAACUGUAAGACUGUGUCU
UCGUCGCAUGCGCGUGAUCAAC
UUUAUUGCGGCCUGGCCUGACA
GAAAGAAUAAGAACGGCCAACU
UCAAUCAAAUCACAUGACUGCU
UGCAUUUAAGCCAAUUAGCAUA
UUAGAAUAGGGGAGCUUAACUU
UGAGUCCUUUCACUGGCCACUC
UGCUUUGAGGUUUAUUAGCUGC
UAGCACCAUGAGAUUCAGCUC
UAGCACCACAUGAUUCGGCUU
AAUGUCAUUAAAUUCUCAUACA
UUUUAUUUGUGUCACUGAGUGG
UUUGUUCGAGUUGACGUUUGGA
UACAUAAUGUCUCUGUAGGCC
AAUUUAAUGUGUCGGCGUGUUU
UGUUCUCUCCCAUUUCUGACUC
UAAGUAGUAUCCAUUAAAGGGUUG
CUAAGUACUAGUGCCGCAGGAG
UAAUUGCCUGUAAACAUAAAGG
UCAAUUCCGUAGUGCAUUGCAG
UACUUUUACUUUCAUUUAUCAA
UAAUUGCCUGUAAACAUAAAGG
AAUCACAGAAAAGUGUUAUUAU
UAAUUGUUGCAUGUGUGGCGUA
UGACCCAAACUUGAGAGCUCCA
CAAUUAAUGACCAAAUUAGUGA
UACUAGUUGAGAUACUUAACGA
UAUCAAAUACGCAUAAAUAUCU
AAUAAAUGCCGGCUUUUAUGUA
UAAAUGCGUCCAUUUAGCGGCA
UGAGAUUUGCUUGUAUCUGAAG
UGUGUUUUCUGUUUUGUCAUGC
UGAGAUUCUUCUAUUCUACUUU
UGCAUUUAAGCCACUUUUACUG
UAACGACUGCGGCUGCAAUCCG
UGUUUGGCCUUUUCAUUAAAGG
UCUAAAUAAGCAUUGACUUGAA
UUUGCACAUUUGCGGUCAUGUU
ACUUUGGCCAACAAAUCUGUGU
UUUACAGGCAAUUAGCAUUUUA
UAAUUAACAUGGUAGGGAGGGG
UUGUCAUCGGGGGUAUUAUGAA
UGGCAAGUCAAGCUUAUUAGCU
UAGCUGCCUUGUGAAGGGCUUA
UAAGACAGUCCGCAUGGCCGUU
UCUUUGGUGUAACUAUUGGCAC
UGCGCUCCACCUCCUGGGAAUU
UAUAAUUGUACAUUGAAAGAUG
GCUGAUAUACCAAAUACCGUGU
UUUGGACCACGAGCUGCGCGCC
UCAUAAAACGGAAAUUGUACAC
UAAUGGCAUGUUUUGAUUCCGC
UAUUAACUCAUUUUAGGUGUUG
UAUACAAAUCGGACGUGGCUUU
UAAAAUAACGCGCUAACUUGGU
AAAAUUACGUAUACGUAAUAUG
UGUGGCAUCUUCUGGAGCGGA
ACAAUUUGUCAGCGGACAACCU
GAAGUACACGUUGACAAGUCGC
UCUUGUUACCCUGGCAUUGGAU
UGCACAUCAGUGUCAAAUACGA
UGGCCAAGUGGCGCCACUUUUG
UGCAUUUGCGGCACGUGUUGGG

Supplemental Table 1: Predicted miRNAs

Solexa

6
12060
14
12
3
1
1309

33992

18
16
1438
38
217

1114

6393

515
1422

1173

52

7687

205

454

793
1796
535
506
112

4478

57

519
1322

84
7130

1711

43

196

Targets

173
15
20
116
20
147
119
479
65
134

1399

265



Score Validation

Locus

X 3667807 3667904 -
2L 1813616 1813707 -
2L 7339686 7339797 -
3L 6657651 6657742 +
3L 9825046 9825123 -

Name

Novel-84
Novel-85
Novel-86
Novel-87
Novel-88

X 19392970 19393056 + Novel-89/miR-977

3L 625742 625820 + bantam*
2L 18467963 18468040 + let-7*
2L 20475034 20475124 + miR-1*
3R 2635223 2635309 - miR-10*
3R 17448218 17448294 - miR-11*
X 15343411 15343482 + miR-12*
2L 17562309 17562385 + miR-124*
2L 20604215 20604299 + miR-133
3R 11243259 11243343 - miR-13a*
3R 11243121 11243206 - miR-13b-1*
X 8936443 8936532 + miR-13b-2*
2R 5065561 5065650 + miR-14*
2R 8845317 8845400 - miR-184*
X 17962163 17962235 + miR-210*
3L 17280267 17280359 + miR-219
2L 11953414 11953499 - miR-263a
3L 15808674 15808746 - miR-263b*
3L 11630870 11630963 + miR-274
2L 7425801 7425886 + miR-275*
3L 10339177 10339259 + miR-276a*
3L 10293737 10293827 + miR-276b*
3R 5925744 5925839 + miR-277*
3R 25041316 25041404 + miR-279*
2R 7686280 7686369 - miR-281-1*
2R 7686061 7686150 - miR-281-2*
3L 3234555 3234649 + miR-282
X 15341899 15341993 + miR-283
3R 8377236 8377341 - miR-284
3L 11920047 11920134 - miR-285*
2R 15176285 15176387 - miR-286*
2L 19565824 19565903 - miR-2a-1*
2L 19565419 19565490 - miR-2a-2*
2L 8258612 8258696 - miR-2b-1*
2L 19566106 19566198 - miR-2b-2*
2R 15176452 15176532 - miR-3*
X 15342890 15342990 + miR-304*
2L 7425966 7426051 + miR-305*
2L 16694323 16694425 + miR-306*
2R 5133062 5133153 - miR-307*
2R 9730653 9730740 - miR-308*
3L 18826231 18826312 + miR-315*
3L 21602554 21602644 - miR-316*
3R 5916853 5916932 + miR-317*
3R 6234025 6234090 + miR-318*
2R 13298658 13298749 - miR-31a*
3L 19731817 19731898 + miR-33
3R 5926660 5926759 + miR-34*
2R 15176151 15176233 - miR-4*
2R 15176008 15176098 - miR-5*
2R 15175862 15175950 - miR-6-1*
2R 15175570 15175671 - miR-6-3*
2R 16120930 16121017 + miR-7*
2L 16694495 16694567 + miR-79*
2R 12346295 12346381 + miR-8*
2L 9950419 9950518 - miR-87
3R 21472230 21472315 + miR-92a*
3R 21477135 21477201 + miR-92b*
3L 19530386 19530475 + miR-9a*
2L 16694680 16694754 + miR-9b*
2L 16693853 16693944 + miR-9¢c*
3R 12681996 12682065 + miR-iab-4*
2R 11171939 11172014 + miR-278*
2L 18468243 18468354 + miR-125
2R 16098913 16098990 - miR-312*
2R 3809920 3809997 + miR-280
2L 20605951 20606060 - miR-288
2R 15176569 15176637 - miR-309*
2R 15175726 15175813 - miR-6-2*
3R 11243462 11243573 - miR-2¢
2R 16098606 16098716 - miR-310
2L 18467369 18467437 + miR-100
X 8838541 8838640 - miR-31b*
2R 16098739 16098824 - miR-311*
3L 13594772 13594863 + miR-289
3L 11746959 11747048 + miR-314*
2R 16099047 16099130 - miR-313
X 4211411 4211490 - miR-303*

Host Gene

Gap1

E2f
(1)G0168

CG7033

CG32150
CG32085

Oda
Oda

(1)G0168

spi
spi

spi
1(1)G0168
grp

Mmp2
RpS23

HLH106

bl
grp

CG17383

grp
grp

CG10962;rdgA

bru-3

Species

8
8
12+
11+
7+
5
12+
12+
12+
12+
10+
11+
12+
12+
12+
12+
12+
12+
12+
12+
12+
12+
11+
11+
12+
12+
12+
12+
12+
12+
12+
12+
12+
12+
11+
12+
12+
12+
12+
12+
8+
11+
12+
7+
12+
12+
12+
12+
12+
12+
12+
12+
12+
12+
12+
12+
12+
12+
11+
12+
12+
12+
12+
12+
11+
11+
12+

12+
12+

Mature Sequence

UUUGAUUGCCAUUGUCUCGCAG
ACAAUUUGUCAGCGGACAACCU
AAACAAAUCAACGACUUAAACC
UCAUAAAAAUGCAUUUUUAUUG
UACUUUGAUGUUGUUGACUUCA
UGAGAUAUUCACGUUGUCUAA
UGAGAUCAUUUUGAAAGCUGAUU
UGAGGUAGUAGGUUGUAUAGU
UGGAAUGUAAAGAAGUAUGGAG
CAAAUUCGGUUCUAGAGAGGUUU
CAUCACAGUCUGAGUUcCUUGCU
UGAGUAUUACAUCAGGUACUGGU
UAAGGCACGCGGUGAAUGCCA
UUGGUCCCCUUCAACCAGCUGU
UAUCACAGCCAUUUUGAUGAGUU
UAUCACAGCCAUUUUGACGAGUU
UAUCACAGCCAUUUUGACGAGUU
UCAGUCUUUUUCUCUCUCCUAU
UGGACGGAGAACUGAUAAGGGC
CUUGUGCGUGUGACAGCGGCUAU
UGAUUGUCCAAACGCAAUUCU
AAUGGCACUGGAAGAAUUCACGGG
CUUGGCACUGGGAGAAUUCAC
UUUGUGACCGACACUAACGGGUA
UCAGGUACCUGAAGUAGCGCG
UAGGAACUUCAUACCGUGCUCU
UAGGAACUUAAUACCGUGCUCU
UAAAUGCACUAUCUGGUACGACA
UGACUAGAUCCACACUCAUUAA
UGUCAUGGAAUUGCUCUCUUUGU
AAGAGAGCUAUCCGUCGACAGUC
UAGCCUCUACUAGGCUUUGUCU
AAAUAUCAGCUGGUAAUUCUGGG
GUCAGCAACUUGAUUCCAGCA
UAGCACCAUUCGAAAUCAGUGCU
UGACUAGACCGAACACUCGUGCU
UAUCACAGCCAGCUUUGAUGAGCU
UCACAGCCAGCUUUGAUGAGCUA
UAUCACAGCCAGCUUUGAGGAGCG
UAUCACAGCCAGCUUUGAGGAGCG
UCACUGGGCAAAGUGUGUCUCA
UAAUCUCAAUUUGUAAAUGUGAG
AUUGUACUUCAUCAGGUGCUCU
UCAGGUACUUAGUGACUCUCA
UCACAACCUCCUUGAGUGAGCGA
AAUCACAGGAUUAUACUGUGAG
UUUUGAUUGUUGCUCAGAAAGCC
UGUCUUUUUCCGCUUACUGGCG
UGAACACAGCUGGUGGUAUCC
UCACUGGGCUUUGUUUAUCUCA
UGGCAAGAUGUCGGCAUAGCUG
GUGCAUUGUAGUCGCAUUGUC
UGGCAGUGUGGUUAGCUGGUU
AUAAAGCUAGACAACCAUUGAA
AAAGGAACGAUCGUUGUGAUAUG
UAUCACAGUGGCUGUUCUUUUU
UAUCACAGUGGCUGUUCUUUUU
UGGAAGACUAGUGAUUUUGUUGUU
UAAAGCUAGAUUACCAAAGCAU
UAAUACUGUCAGGUAAAGAUGUC
UUGAGCAAAAUUUCAGGUGUGUGA
CAUUGCACUUGUCCCGGCCUAU
AAUUGCACUAGUCCCGGCCUGC
UCUUUGGUUAUCUAGCUGUAUGA
UCUUUGGUGAUUUUAGCUGUAU
UCUUUGGUAUUCUAGCUGUAGA
ACGUAUACUGAAUGUAUCCUGA

UCGGUGGGACUUUCGUCCGUUU
UCCCUGAGACCCUAACUUGUGA
UAUUGCACUUGAGACGGCCUGA
UAUUUACGUUGCAUAUGAAAUG
UCACGUUGGUUUCAUGUCGAUU
GCACUGGGUAAAGUUUGUCCUA
UAUCACAGUGGCUGUUCUUUUU
UCACAGCCAGCUUUGAUGGGCA
UAUUGCACACUUCCCGGCCUUU
AACCCGUAAAUCCGAACUUGUG

UGGCAAGAUGUCGGAAUAGCUGA
UAUUGCACAUUCACCGGCCUGA
UAAAUAUUUAAGUGGAGCCUGC

UAUUCGAGCCAAUAAGUUCGG

UAUUGCACUUUUCACAGCCCGA
UAGGUUUCACAGGAAACUGGUU

Supplemental Table 1: Predicted miRNAs (cont.)

Solexa

1195
686
135871
54
11896
7249
7108
30569
7917
6

2799
3533
4577

431
6808
286
983
8311

22
855
71

454

1118
184

1383
2531
1019

878
5220
332
1367
130
212
664

216

56

Targets
378

363
528

52
299

295

68
295

131

48



Supplemental Table 2: miRNA hairpin features

Feature

Correlation to average conservation profile of known miRNAs

Match fraction for the less conserved arm

Z-score of the minimum free energy (MFE) with respect to the length and GC content
Match fraction for the more conserved arm

Mismatch fraction for the region flanking the more conserved arm

Mismatch fraction for the loop

Number genomes the hairpin is present in (range 2..12)

Mismatch fraction for the region flanking the less conserved arm

MFE of the consensus fold

Average difference between the MFE of the consensus fold and the individual fold
(less conserved arm conservation)/(loop conservation)

Number of bases conserved in the longest stretch of perfectly conserved base pairs in an arm
Match fraction for the region flanking the less conserved arm

(more conserved arm conservation)/(loop conservation)

Match fraction for the loop

(MFE of consensus fold/average MFE of the individual ortholog folds)

Match fraction for the region flanking the more conserved arm

Mismatch fraction in less conserved arm

(# of symmetric bulges)/(# of asymmetric bulges)

Mismatch fraction in more conserved arm

Number of paired bases in the best stretch of 22 base pairs

Indel fraction for the loop

Percent of arm bases that are paired

Number of bases that need to be removed to make all internal bulges symmetric
Indel fraction for the region flanking more conserved arm

Less conserved arm length

More conserved arm length

Indel fraction for the less conserved arm

Indel fraction for the region flanking less conserved arm

Loop length

Structure length

Number of substructures

Indel fraction for the more conserved arm

Number of internal bulges

Known miRNAs
0.75-0.97
59-12
27-6.2
6.1-12
19-64
0.33-55
7-12
24-6.2
-41--20
0.59-94
0.99-17
20-39
3.9-86
1-18
4.1-12
0.68 - 1
3.9-87
0.036-1.8
0.33-7
0-13
18-22
0-0.16
0.77-0.9
1-7
0.012-0.17
31-47
31-47
0-0.036
0.018-0.17
4-26
73-100
0-0
0-0.02
3-8

Range (5% - 95%)

miRNA-like
hairpins
-0.28-0.7
1.8-8.9
0.11-34
25-10
0.05-3.7
0-22
3-12
0.1-46
-30--2.5
1.9-22
0.63-1.2
5-29
1.7-79
0.86-1.4
2-10
0.15-0.96
2-88
0.19-34
0.000025 - 3
0-14
16-21
0-0.17
0.72-0.86
1-13
0-0.14
21-52
21-52
0-0.23
0-0.2
4-64
65-120
0-1
0-0.078
2-9

Random hairpins
-0.28 - 0.77
16-8.1
-25-25
25-10
0.05-3.7
0-21
3-12
0.09-4.7
-27--1.6
13-21
0.53-1.2
1-22
1.7-76
0.87-13
22-97
0.12-0.97
19-86
0-44
0.00005 - 10000
0-18
3-19
0-0.14
0.67 -1
0-10
0-0.15
3-42
3-42
0-0.26
0-0.2
4-110
47 -120
0-2
0-0.07
0-6

Known
enrichment
327.54
42.32
39.25
16.14
13.38
10.87
9.56
6.56
6.32
6.24
5.18
5.00
4.68
4.1
3.94
3.74
3.37
3.28
3.01
2.60
2.56
244
2.32
1.99
1.97
1.72
1.72
1.66
1.49
1.37
1.36
1.36
1.21
1.20



Supplemental Table 3: Mature miRNA features

Range (5% - 95%) or
Faction 1 (for binary features)

Feature Known 5' Other positions
Target 7mer conservation profile correlation -0.12-0.94 -0.49-0.65
Target 7mer conservation score 59-110 -0.54-24
Target 7mer avoidance score -1.5-4.6 -3.5-37
Length of perfect conservation that follows, including start 15-32 0-32
20mer conservation 0.99 -1 0.83-1
0/1 presence of U 0.78 0.30
0/1 start of perfect 20mer conservation 0.95 0.42
0/1 start of perfectly conserved 8-mer followed by a 95%-

conserved 12-mer 0.97 0.45
Size of symmetric loop 0-2 0-2
Distance from terminal loop 0-9 -5-20
Distance from start of the hairpin 3-16 -2-23
Overlap length with the loop region 0-0 0-5
0/1 loop at 1 position 0.27 0.22
Number of paired bases in window of 7 3-7 2-7
0/1 loop at 2 position 0.08 0.21
0/1 loop at -2 position 0.18 0.26
Size of overlapping bulged loop 0-0 0-6
0/1 loop at -1 position 0.22 0.25
Number of paired bases in window of 3 1-3 0-3
Number of paired bases in window of 5 2-5 1-5

0/1 loop at current position 0.23 0.23

Known
Enrichment
15.2
11.04
4.11
3.54
2.85
2.62
2.24

215
1.9
1.46
1.43
1.24
1.21
1.18
1.16
1.1
1.08
1.04
1.03
1.02
1



ATGTAAAGAAGTATGGAG

1.0000 M 2L 11953414 11953499 - miR-263a
1.0000 e 2L 20604215 20604299 + miR-133
AATGGCACTGGAAGAATT +2 1
AATGGCACTGGAAGAATTC 41 1 AGCTGGTTGACATCGGGTCAGAT +1
AATGGCACTGGAAGAATTCA +21 1 TTGGTCCCCTTCAACCAGET +1
AATGGCACTGGAAGAATTCAC + 69 1 TTGGTCCCCTTCAACCAGCTS +3
AATGGCACTGGAAGAATTCACG + 251 1 TTGGTCCCCTTCAACCAGCTGT +1
AATGGCACTGG! oG + 85 1
2 :AAGAATTCACGGG + 385 1
ATGGCACTCE? +2 1 1.0000 mt 2L 7425801 7425886 +  miR-275+
TGGCACTGGRAGAATTCACG 41 1
ATGGCACTGGAAGAATTCACGGG 41 1 \TCAGTGACCG 42
ACTGGAAGAATTCACGGG +1 1 CGCGCTAATCAGTGACCGG + 16
CGTGATCTCTTAGTGGCATCT +12 1 CGCGCTAATCAGTGACCGGE +39
CGTGATCTCTTAGTGGCATCTA + 91 1 CGCGCTAATCAGTGACCGGEE + 156
GTGATCTCTTAGTGGCAT +1 1 CGCGCTAATCAGTGAC + 110
TAATCAGTGACCGGGGCT + 211
GCGCTAATCAGIGACCGGG 41
1.0000 e 2L 16693853 16693944 + miR-9c* TCAGGTACCTGAAGTAGE 41
TCAGGTACCTGAAGTAGCG +28
GTTICTTTGGTATICTAG +1 1 TCAGGTACCTGAAGTAGCGC + 61
TCTTTGGTATTCTAG + 210 2 TCAGGTACCTGAAGTAGCGCG + 396
TCTTTGGTATTCTAGCT +1 1 TCAGGTACCTGRAAGTAGC + 426
TCTTTGGTATTCTAGCTGT +17 1 TCAGGTACCTGAAGTAGCGCGCG + 338
TCTTTGGTATTCT: n + 49 1 TCAGGTACCTGAAGTAGCGCGCGT +9
TCTTTGGTATTCTAGCTGTAG + 3158 1 CAGGTACCTGRAGTAGCGCG 41
TCTTTGGTATTCTAGCTGTAGA + 4294 1 CAGGTACCTGAAGTAGCGCGCG. +2
TCTTTGCTATTCTAGCTGTAGAT 4174 1
TCTTTGGTATTCT: 1 1
CTTTGGTATTCTAGCTGTAG 7 1 1.0000 L 2L 9950419 9950518 -  miR-87
CTTIGGTATICT; +13 1
TTTGGTATTCTAG +3 1 TCGCGCCTGTATCTTGCTGAAC +
TTTGGTATTCTAGCTGTAGATT +2 1 TCGCGCCTGTATCTIGCTGAACC +
TTGGTATTCTAGCTC +1 1 TTGAGCARRAT +
TTGGTATTCTAGCTGTAGA +3 1 TTGAGCAARATTTCAGGTGTGT +
GGTATTCTAGCTGTAG +1 1 ‘GAGCAAAATTTCAGGTGTGTG +
GGTATTCTAGCTGT? +2 1 TTGAGCAARATTTCAGGTGTGTGA +
TTGTTTCACGCACATTGTATATCAT +1 1 ‘TGAGCAAAATTTCAGGTGTGTG +
CAAAGCTTTTATACCARAGCT 41 1 \TTTCAGGTGTGTGA +
TAAMGCTTTTATACCARAGCT + 11 1
TARAGCTTTTATACCAAAGC! + 16 1
"TATACCAAAGCTC 41 1 1.0000 i 2R 15175570 15175671 - miR-6-3*
1.0000 g 2L 16694495 16694567 + miR-79%
1.0000 1 2R 15175862 15175950 - miR-6-1%
GCTTTGGCGCTTTAGCTGTA +5 1
GCTTTGGCGCTTTAGCTGTAT +a 1
GCTTTGGCGCTTTAGCTGTATG + 26 1
GCTTTGGCGCTTTAGCTGTATGA +17 1 1.0000 L 2R 15176008 15176098 ~ miR-5%
CTTTGGCGCTTTAGCTGTATG +3 1
CTTTGGCGCTTTAGCTGTATGA +6 1 TATCACAGTGATTTTCCTTTAT
TTT "TAGCTGTATG +1 1
TTIGGCGCTTTAGCTGTATGA +5 1
ATAAAGCTAGATTAC +3 1 1.0000 1 2R 15176151 15176233 - miR-4*
ATAAAGCTAGATTACCARAGC +6 1
ATAAAGCTAGATTACCAAAGCA +17 1 ATAAAGCTAGACAACCATTGAA 41
ATAMAGCTAGATTACCAAAGCAT  + 228 1
TARAGCTAGATTAC +3 1
TARAGCTAGATT! +6 1 1.0000 1 2R 15176285 15176387 - miR-286%
TAAAGCTAGATT! +13 1
TAAAGCTAGATTACCAAMGCAT  + 663 1 TGACTAGACCGAACACTCGTG
ARAGCTAGATTACCAAAGCATT  + 1 1 TGACTAGACCGAACACTCGTGE
TAGATTACCAAAGCAT ~ + 3 1
AAGCTAGATTACCARA +1 1
1.0000 2R 4824837 4824929 - Novel-1/miR-987
1.0000 M 2L 17562309 17562385 + miR-124% TAAAGTAAATAGICTGGATTG +1
TAAAGTAAATAGTCTGGATTGA +1
TAAGGCACGCGGTGAATG +a 1 TAAMGTAAATAGTCTGGATTGAT 41
TAAGGCACGCGGTGAATGCC +3 1 AAAGTAAATAGTCTGGATTGA 41
TAAGGCACGCGGTGAATGCCA +122 1 TAAAGTARATAGTCTGGATTGATGA +2
TAAGGCACGCGGTGAATGCCAA +22 1 CATCAACAGGCATTTACTTCAA +1
1.0000 e 2L 19566106 19566198 ~ miR-2b-2+ 1.0000 m1 2R 5065561 5065650 +  miR-14%
TTCTTCARAGTGGTTGTGAA +3 1 TATGTGGGAGCGAGACGGGGAC
TTCTTCAAAGTGGTTG! +8 1 crea
TTCTTCAAAGTGGTTGTGARAT +14 1 c
TTCTTCAAAGTGGTTGTGARATG +38 1 GGGAGCGAGACGGGGACTCA
TCTTCARAGTGGTTGTGARATG +6 1 GGGAGCGAGACGGGGACTCACT
TTTGCCTTTTTATGCCTATT +3 1 TCacT
TTTGCCTTITTATGCCTATTC +6 1 TCAGTCTTTTTCTCTCTC
TTTGCCTTTTTATGCCTATICA + 32 1 TCAGTCTTTTTCTCTCTCC
ATATCACAGCCAGCTTTGAGGAG +5 2 TCAGTCTTTTTCTCTCTCCT
ATATCACAGCCAGCTTTGAGGAGC +3 2 TCAGTCTTTTTCTCTCTCCTA
ATATCACAC TTTGAGGAGCG. +1 2 TCAGTCTTTTTCTCTCTCCTAT
‘ATCACAGCCAGCTTTGA +a 5 TCAGTCTTTTTCTCTCTCCTATA
PATCACAGCCAGCTTTGAG +10 2 CAGICTTTTICTCTCTC +
TATCACAGCCAGCTTTGAGG + 45 2 CAGICTTTTTCTCTCTCCT: 47
TATCACAGCCAGCTTTGAGGA + 505 2 CAGTCTTTTTCTCICTCCTAT + 24
TATCACAGCCAGCTTTGAGGAG + 9349 2 CAGICTTTTTCTCTCTCCTATA +8
TATCACAGCCAGCTTTGAGGAGC + 3888 2 AGTCTTTTTCTCTCTCCTA +3
TATCACAGCCAGCTTTGAGGAGCG +122 2 AGTCTTTTTCTCTCTCCTAT +3
TATCACAGCCAGCTTTGAGGAGCGA +1 1 GTCTTTTTCTCTCTCCTA +2
ATCACAGCCAGCTTTGAGGAG +2 2 GICTTTTTCTCTCTCCTAT +7
CCAGCTTTGAGGAGC +3 2 TCTTTTTCTCTCTCCTAT +2
ATCACAGCCAGCTTTGAGGAGCG 41 2 TCTCTCTCCTA w7
TCACAGCCAGCTTTGAGGA +5 2 CTTTTTCTCTCTCCTAT +31
TCACAGCCAGCTTTGAGGAG + 88 2 CTTTTTCTCTCTCCTATA 41
TCACAGCCAGCTTTGAGGAGE +36 2 TTTTTCTCTCTCCTS 41
AGCTTTGAGGAG +6 2 TTTTTCTCTCTCCTAT +2
ACAGCCAGCTTTGAGGAG +a 2
AGCTTTGAGGAGC +2 2
CAGCCAGCTTTGAGGAG +3 2 1.0000 I 2R 5133062 5133153 - miR-307%
AGCCAGCTTTGAGGAGE 41 2
ACTCACTCAACCTGGGTGT +1
ACTCACTCAACCTGGGTGTGA +1
1.0000 M 2L 20475034 20475124 + miR-1% ACTCACTCAACCTGGGTGTGAT +5
ACTCACTCAACCTGGGTGTGATG +3
CCATGCTTCCTTGCATTCAAT +1 1 TCACAACCTCCTTGAGTGA +1
TGGAATGTAAAGAAGTAT +2 1 TCACAACCTCCTTGAGTGAGC +9
TGGAATGTAAAGAAGTATG +1 1 TCACAACCTCCTTGAGIGAGCG + 10
TGGAATGTAAAGAAGTATGGA +38 1 TCACAACCTCCTTGAGTGAGCGA + 16
TGGAATGTAAAGAAGTATGGAG + 283 1 CACAACCTCCTTGAGTGAGC +6
TGGAATGTAAAGAAGTATGGAGE +1 1 CACAACCTCCTTGAGTGAGCG +1
ATGTAAAGAAGTATGGA +2 1 CACAACCTCCTTGAGTGAGCGA + 12



CACAACCTCCTTGAGTGAGCGAT +3
ACAACCTCCTTGAGTGAGCGA +1
1.0000 1 2R 7674782 7674866 -  Novel-2/miR-988
GTGTGATTTGTAGCARAGTG +6
GTGTGATTTGTAGCAAAGTGA + 10
GTGTGATTTGTAGCAAAGTGA + 10
GTGTGATTTGTAGCAAAGTGATA +3
TGATTTGTAGCAAAG! +1
'AGCAMAGTGAT +2
TGTIGC + 16
TCCCCTTGTTGCARACCTCACGE +4
cccerrerTec 41
CCCCTTGTTGCARAC +2
CCCCTTGTTGCARACCTCA +173
CCCCTTGTTGCAARCCTCAC + 510
CCCCTTGTTGCARACCTCACG + 5617
CCCCTTGTTGCAAACCTCACGE + 5747
CCCCTTGTTGCAAACCTCACGCE + 10
CCCTTGTTGCARACCTCACG +1
CCCTTGTTGCARACCTCACGS + 12
CCTTGTTGCARACCTCACG +2
CCTTGTTGCABACCTCACGE + 15
CCTTGTTGCARACCTCACGCC +5
CTIGTTGCARACCTCACG +1
CTTGTTGCARACCTCACGE +6
TTGTTGCAAACCTCACGE +2
GTTGCARACCTCACGS +1
1.0000 ® 2R 7686061 7686150 -  miR-281-2+
\GAGCTATCCGTCGAC +3
AAGAGAGCTATCCGTCGACAG 44
AAGAGAGCTATCCGTCGACAGT 41
AAGAGAGCTATCCG! e +20
AAGAGAGCTATCCGTCGACAGTCA +1
‘GAGCTATCCGTCGACAGT +1
ACTGTCATGGAATTGCTCICTTTG 41
CTGTCATGGAATTGCT 41
CTGTCATGGARTTGCTCTCT + 4
CTGTCATGGAATTGCTCTCTT +19
CTGTCATGGAATTGCTCTCTTT + 42
CTGTCATGGAATTGCTCTCTTTG +311
CTGTCATGGAATTGCTCTCTTTGT +3
‘TGTCATGGAATTGCTCTCT +1
TGTCATGGAATTGCTCTC +3
TGTCATGGAATTGCTCTCTTT + 77
TGICATGGAATTGCTCTCTTTG + 232
TGTCATCGAATTGCTCTCTTTGT + 126
‘GGAATTGCTCTCTTTG
1.0000 mt 2R 7686280 7686369 -  miR-281-1+
ARAGAGAGCTGTCCGTCGA 41
AAAGAGAGCTGTCCGTCGAC +a
ARAGAGAGCTGTCCGTCGACA +a
ACTGTCATGGAATTGCTCTCTTTG +1
CTGTCATGGAATTGCTC +1
CTGTCATGGAA! v
CTGICATGGAATTGCTCTCTT + 19
CTGTCATGGAATTGCTCTCTTT + a2
CTGTCATGGAATTGCTCTCTTTG 4311
CTGTCATGGAATTGCTCTCTTTGT +3
TGTCATGGAATTGCTCTCT +1
TGTCATGGAATTGCTCTCTT +3
TGTCATGGAATTGCTCTCTTT + 77
TGTCATGGAATTGCTCICTTIG + 232
TGTCATGGAATTGCTCICTTIGT + 126
GICATGGAATTGCTCTCTTTG 41
1.0000 3L 10293737 10293827 + miR-276b*
AGCGAGGTATAGAGTTC +1
AGCGAGGTATAGAGTTCC +2
AGCGAGGTATAGAGTTCCTA + 38
AGCGAGGTATAGAGTTCCTAC + 66
'AGCGAGGTATAGAGTTCCTACG + 218
AGCGAGGTATAGAGTTCCTACGT + 15
AGCGAGGTATAGAGTTCCTACGTT +1
‘GCGAGGTATAGAGTTCCTACG +3
CGAGGTATAGAGTTCCTACG +7
‘GAGGTATAGAGTTCCTACG +2
AGGTATAGAGTTCCTACG 41
TAGGAACTTAATACCGTGCTCT +6
‘TAGGAACTTAATACCGTGCTCTT +1
1.0000 § 3L 11920047 11920134 - miR-285¢
1.0000 M 3L 17280267 17280359 + miR-219
TGATTGTCCAAACGCAATTCTTG +1
1.0000 3L 18826231 18826312 + miR-315%
TTTTGATTGTTGCTCAGAA 41 1
TTTTGATTGTTGCTCAGAAA +2 1
TTTTGATTGTTGCTCAGARAG +5 1
TTTTGATTGTTGCTCAGARAGE +2 1
TTTTGATIGTTGCTCAGARAGCC +3 1
1.0000 3L 21507860 21507959 + Novel-3/miR-193
TTGGGATTTTTTAGATCAGCAG
TACTGGCCTACTAAGTCCC
TACTGGCCTACTAAGTCCC
TACTGGCCTACTAAGTCCCAR
TACTGGCCTACTAAGTCCCAAC
ACTGGCCTACTAAGTCCCAACAT
TGGCCTACTAAGTCCCAACAT

FRr——

1.0000 M 3L 21602554 21602644 - miR-316%
TTGICTTTTICCGCTTACTGGE 1 1
TTGICTTITICCGCTTACTGGCE +1 1
TGTCTTTTTCCGE! 41 1
TGTCTTTTTCCGCTTACT +1 1
TGTCTTTTTCCGCTTACTG +9 1
TGTCTTTTTCCGCTTACTGG + 96
TGTCTTTTTCCGCTT? +1273
TGTCTTTTTCCGE! + 3421
TGTCTTTTTCCGCTTS +122
TGTCTTTTTCCGCTTACTGGCGTT +3 1
GreTTTTTCCECT” +1 1
TCTTTTTCCGCTTACTGGC +1 1
CTTTTTCCGCTTACTEGCG +6 1
TTTTTCCGCTTACTGECG +8 1
TTTICCGCTTACTGECG +1 1
GACAGGAAMGGGAAAAAGGCGTA +1 1
ACAGGAAAGGGAAAMAGGCGT 41 1
ACAGGAAAGGGAAAAAGGCGTA +5 1
1.0000 3L 3234555 3234649 +  miR-282
CTAGCCTCTACTAGGCTTTIGIC 41
‘TAGCCTCTACTAGGCTTTG +5
TAGCCTCTACTAGGCTTTGT + 558
TAGCCTCTACTAGGCTTTGTC + 3322
TAGCCTCTACTAGGCTTTGTCT +13223
TAGCCTCTACTAGGCTTTGTCTG. + 56
TAGCCTCTACTAGGCTTTGTCTGT +1
AGCCTCTACTAGGCTTTG +1
ACTAGGCTTTGIC 41
AGCCTCTACTAGGCTTTGICT 42
TCTACTAGGCTTIGTCTG +a
AGCCTCTACTAGGCTTTGTCTGT 41
GCCTCTACTAGGCTT" +8
GCCTCTACTAGGCTTTGTCT +27
TAGGCTTTG! +5
CTCTACTAGGCTTTGICT + 16
TCTACTAGGCTTIGTCT +2
GTGCATTCGARAGCCGATCAG 46
GACATAGCCTATAAGAGGT 41
GACATAGCCTATAAGAGGTTAG +30
\TAGCCTATAAGAGGTTAGE +2
ACATAGCCTATAAGAGGT +1
ACATAGCCTAT; T +8
ACATAGCCTATAAGAGGTTA +9
ACATAGCCTATARGAGGTTAG + 62
ACATAGCCTATAAGAGGT + 50
ACATAGCCTATAAGAGGTTAGGT +9
\TAGCCTATAAGAGGTTAG +3
CATAGCCTATAAGAGGTT: +7
ATAGCCTATAAGAGGTTAG +6
\TAAGAGETT: 41
‘TAGCCTATANGAGGTTAG +2
1.0000 HM 3L 8545756 8545843 +  Novel-4/miR-190
AGATATGTTTGATATICTIG 1 1
AGATATGTTTGAT? 41 1
AGATATGTTTGATA! +2 1
AGATATGTTTGATATTCTTGGTTG +5 1
ATGTTTGATATTCTTGGT 41 1
CCCAGGAATCARACATATTA 41 1
CCCAGGAATCARACATATTATT +1 1
CCCAGGAATCARACATATTATTA + 10 1
‘CAGGAATCAAACATATTATTA +1 1
1.0000 3R 121093 121174 + Novel-5/miR-929
AAATTGACTCTAGTAGGGAG +1 1
CTCCCTAACGGAGTCAGATTG +3 1
1.0000 1 3R 21414588 21414680 - Novel-6/miR-1000
ATATTGTCCTGTCACAGCAG 41
1.0000 s 3R 25041316 25041404 + miR-279%
+2 1
GTGGGTGGGGRTCCAGTCT +2 1
AGTGGGTGGGGGTCCAGTGTT +1 1
AGTGGGTGGGEAT T +5 1
'AGTGGGTGGGEGTCCAGTETTTC +1 1
AGTGGGTGGGGGTCCAGTGTTICA +6 1
AGTGGGTGGGGGTCCAGTGTTICAC +1 1
TGGGGGTCCAGTGTTTCA +23 1
GTGGGTGGGCETCCAGTG +1 1
GTGGGTGGGGGTCCAGTGTTTCA +1 1
TTGATTTTCTTAGTATTT +1 1
TTGATTTTCTTAGTATTTG +1 1
TGTGACTAGATCCACACTCATT +2 1
XTCCACACTCAT + 57 1
TGACTAGATCCACACTCATT + 706 1
TGACTAGATCCACACTCATTA + 1114
TGACTAGATCCACACTCATT! + 1809
TGACTAGATCCACACTCATTAAT +1 1
‘GACTAGATCCACACTCAT +1 1
GACTAGATCCACACTCATTAA +1 1
ACTAGATCCACACTCAT" +1 1
ACTAGATCCACACTCATTA +1 1
"TAGATCCACACTCATTAR +1 1
CTAGAT T +2 1
CTAGATCCACACTCA! +1 1
“TAGATCCACACTCATTA +2 1
CTAGATCCACACTCATTAA +9 1
‘TAGATCCACACTCATTAA +3 1
1.0000 ms 3R 25042907 25043002 + Novel-7/miR-996
‘CGAACATGGATCTAGTGCAC +1
CGGCGAACATGGATCTAGTGCACG +1
GGCGAACATGGATCTAGTGC + 10



GGCGAACATGGATCTAGTGCA
GGCGAACATGGATCTAGTGCAC

PAGATTTCATGCT

3R 27091338 27091410 - Novel-8

ACTAGATTTCATGCTCGTCTA
CTAGATTTCATGCTCGT
CTAGATTTCATGCTCGTC
CTAGATTTCATGCTC
CTAGATTTCATGCTCGTCTA
\TTTCATGCTCGTCT
‘TAGATTTCATGCTCGTCTA
AGATTTCATGCTCGTCT
AGATTTCATGCTCGTCTA
1.0000 1 3R 2635223 2635309 - miR-10%
‘CCTGTAGATCCGARTTIGT
ACCCTGTAGATCCGAATTTG
ACCCTGTAGATCCGAATTTGTT
ACCCTGTAGATCCGAATTTGTTT
TGTAGATCCGAATTTGTT
\TCCGAATTTGTT
c T A
CAAMTTCGGTTCTAGAGAG
CAAATTCGGTTCTAGAGAGG
CAAATTCGGTTCTAGAGAGGT
CAAATTCGGTTCTAGAGAGGTT
CAAATTCGGTTCTAGAGAGGTTT

AAATTCGGTTCTAGAGAGETTT

1.0000

3R 5926660 5926759 +  miR-34*

1.0000 e 3R 5916853 5916932 +  miR-317*
TGGGATACACCCTGTGCTCG +1
TGGGATACACCCTGTGCTCGE + 14
TGGGATACACCCTGTGCTCGCT +53
TGGGATACACCCTGTGCTCGCTT! +2
TTGAATGAAATGCAAGCAAG +7
TTGAATGAAATGCAAGCAAGT +1
+2
GTGAACACAGCTGGTGGTATC +1
GTGAACACAG B +1
TGAACACAGCTGGT +1
\CAGCTGGTGGTA +37
TGAACACAGCTGGTGGTAT + 694
TGAACACAGCTGGTGETATC + 1226
‘TGGTATCC + 3062
TGGTATCCA + 273
TGAACACAGCTGGTGGTATCCAG +1
TGAACACAGCTGGTGGTATCCAGT +6
AACACAGCTGGTGGTATCC +1
ACACAGCTGGTGGTATCC +3
\GCTGGTCGTATCC +3
TGGTATCC +1
1.0000 ms 3R 5925744 5925839 +  miR-277+
TGCGTGTCAGGAGTGCATTTGE
GCGTGTCAGGAGTGCATTTS
CGTGTCAGGAGTGCATTTG
CGTGTCAGGAGTGCATTTGC
GTGTCAGGAGTGCA]
CGTGTCAGGAGTGCATTTGCACTGARACT
CTGAAACTATCT
CTGARACTATCTGAAGCATG
GTAAATGCACTATCTGGTACGAC
TaAA PATCTGGT
TARATGCACTATCTGGTA
TARATGCACTATCTGGTAC
TATCTGGTACG
TAAMTGCACTATCTGGTACGA
TARATGCACTATCTGGTACGAC

GCACTATCTGGTACGACA

PR ——

TGGCAGTGTGGTTACCTCETTGTG
A

TAGCCAATTATTGCCGTTGAC

ACAGCCACTATCTTCACTGCCGEC
‘T1CACTCC

TATCTTCACTGCCGCC

Ah AR bR e bbbt

1.0000 3R 6233855 6233952 +  Novel-9/miR-994
TATCTAAGGAAATAGTAGCCGTGA +1
\TCTAAGGARATAGTAGCCGTG +1
ATCTAAGGARATAGTAGCCGTGA +2
TCTAAGGARATAG: +6
TCTAMGGARATAG! +2
TCTAGGAATAGTAGCCGTG + 121
TCTAAGGAAATAGTAGCCGTGA + 2901
; \TAGTAGCCGTGAT + 140
TCTAAGGAAATAGTAGCCGTGATT +a
CTAAGGARATAGT: +3
CTAAGGAARTAGTAGCC + 36
CTAAGGAAATAGTAGCCG +29
CTAAGGARATAGT: + 32
CTAAGGARATAGTAGCCGTG + 319
CTAAGGAAATAGTAGCCGTGA + 3170
\TAGTAGCCGTGAT + 30184
CTAAGGAAATAGTAGCCGTGATT + 218
CTAAGGAARTAGTAGCCGTGATTT +1
TAAGGAAATAGTAGC( +2
TAAGGAAAT o + 30
TAAGGAAATAGTAGCCGTGA + 1537
TAAGGAAATAGTAGCCGTGAT + 6338
TAAGGAAATAGTAGCCGTGATT + 2514
TAAGGAAATAGTAGCCGTGATTT +3
TAAGGAAATAGTAGCCGTGATTTTACC +2
AAGGAAATAGTAGCCGTGA +a
AAGGAMATAGTAGCCGTGAT +17
‘GAAATAGTAGCCGTGATT +5
AAGGAAATAGTAGCCGTGATTT +12
AGGAAATAGTAGCCGTGA +5
PAGTAGCCGTGAT +a
‘GGAAATAGTAGCCGTGAT +5
GGAAATAGTAGCCGTGATT +1
GAAATAGTAGCCGTGAT +3
GAAATAGTAGCCGTGATT +2
ARATAGTAGCCGTGAT +a
AMTAGTAGCCGTGAT +2
\TAGTAGCCGTGATTT +1
"TACCCAAGAATTTTTCACATAT +1
ATATCACAGTTGCTGTTTCTTTT +1
TATCACAGTTGCTGTTTCT +3
TATCACAGTTGCTGTTICTT + 11
TATCACAGTTGCTGTTICTTT +122
TATCACAGTTGCTGTTTCTTTT + as6
TATCACAGTTGCTGTTTCTTTT: + 65
TATCACAGTTGCTGTTTCTTTTA +9
TTGCTGTTICTTTTAGA +2
TATCACAGTTGCTGTTICTT: + 10
\TCACAGTTGCTGT" +2
ATCACAGTTGCTGTTICTTTT +22
ATCACAGTTGCTGTTTCTTTTA + a1
ATCACAGTTGCTGTTICTTTTAG + 238
ATCACAGTTGCTGTTIC! +3
XTCACAGTTGCTGTTTCTTTTAGAT +6
TCACAGTTGCTGTTICTT +1
TGTTTCTTT +3
TCACAGTTGCTGITICTTTT +12
TCACAGITGCTGTTICTTTTA +21
TCACAGTTGCTGTTICTTTTAG + 219
TCACAGTTGCTGTTTCTTTTAGA + 155
TCACAGTTGCTGTTTCTTTTAGAT +8
CACAGTTGCTGTTICTTT +2
CACAGTTGCTGTTICTT: + 32
CACAGTTGCTGTTICTTTTA + 85
CACAGTTGCTGTTICTTTTAG + 652
CACAGTTGCTGTTTCTTTTAGA + 220
CACAGTTGCTGTTTCTTTTAGAT + 1511
CACAGTTGCTGTTTCTTTTAGATA +22
ACAGTTGCTGTTICTITTAG +a
ACAGTTGCTGTTICTTTTAGA +1
TGTTICTT: +9
ACAGTTGCTGTTICTTTTAGATA +6
GITICTT +1
AGTTGCTGTTICTTTTAG +1
AGTTGCTGTTTCTTTTAGAT +3
TTGCTGTTTCTTTTAGAT +2
1.0000 § X 15341899 15341993 +  miR-283

TAAATATCAGCTGGTAATT

AAATATCAGCTGGTAATTCTGG.

o

127



AAATATCAGCTGGTAATTCTGGG
AAATATCAGCTGGTAATTCTGGGA
AAATATCAGCTGGTAATTCTGGGAG

ATATCAGCTGGTAATICTG

AATATCAGCTGGTAATTCTGGG

TATCAGCTGGTAATTCTGGGAGE
AGCTAAGCCTAAATATGAAACAC
CGGAATTTCAGTTGGTATCG

1.0000 mt X 15342890 15342990 +  miR-304%

thrr et

ATAATCTCAATTTGTAAATGTGAG
TAATCTCAA

1.0000 X 15343411 15343482 +  miR-12%

TTGAGTATTACATCAGGTACT

CCAGTACTTATGICATACTACG
CAGTACTTATGTCATACTACG
CAGTACTTATGTCATACTACGC
CAGTACTTATGTCATACTACGCC
AGTACTTATGTCATACTACGC
CTTATGTCATACTACGS

1.0000 X 15799886 15799976 -  Novel-10/miR-927

1.0000 X 17958301 17958382 +  Novel-11/miR-969

0.9980 Hy 2R 12346295 12346381 + miR-8%
ACATCTTACCGGGCAGCATTAG
CATCTTACCGGGCAGCA
\TCTTACCGGGCAGCATT
CATCTTACCGGGCAGCATTA
CATCTTACCGGGCAGCATTAG
CATCTTACCGGGCAGCATTAGA
CATCTTACCGGGCAGCATTAGAT
CATCTTACCGGGCAGCATTAGATCC
ATCTTACCGGGCAGCA'
ATCTTACCGGGCAGCATTA
ATCTTACCGGGCAGCATTAG
ATCTTACCGGGCAGCATT:
'GGGCAGCATTAG
CTAATACTGTCAGGTARAGATGTC
‘GTCAGGTA
TAATACTGTCAGGTARA
TAATACTGTCAGGTARAG
TAATACTGTCAGGTARAGA
TAAT
TAATACTGICAGGT:
TAATACTGTCAGGTARAGATGT
b ‘GTCAGGTARAGATGTC
TAATACTGTCAGGTARAGATGTCG
AATACTGTCAGGTAAAGA!
BATACTGTCAGGTARAGATGT
AATACTGTCAGGTARAGATGTC
ATACTGTCAGGTARAGATG
ATACTGTCAGGTAAAGATGT
ATACTGTCAGGTAAAGATGTC
TACTGTCAGGTARAGAT
TACTGTCAGGTARAGATG

T

1610
1

‘GTCAGGTARAGATGT 1n
TACTGTCAGGTARAGATGTC +10
‘GTCAGGTARAGAT +2
ACTGTCAGGTAAAGATG +4
ACTGTCAGGTAAMGATGT + 16
ACTGTCAGGTARAGATGTC +17
CTGTCAGGTARAG! +5
CTGTCAGGTAAAGATGT +13
CTGTCAGGTARAGATGTC 2
0.9980 M 2R 16120930 16121017 + miR-7%
TATGGAAGACTAGTGATTTTGTTG 41
ATGGAAGACTAGTGATTTTCTTG +2
TGGAAGACTAGTG: +1
TGGAAGACTAGTGA +8
TGGAAGACTAGTGATTTTGT +a
TGGAAGACTAGTGATTTTGTT + 61
TGGAAGACTAGIGATTTIGY" + 100
TGGAAGACTAGTGATTTTGT" + 74
TGGAAGACTAGTGATTTTGTTGTT +43
TGGAAGACTAGTGATTTTCTTGTTT +a
GGAAGACTAGTGATTTIGTTG +1
GACTAGTGATTTIGTTG +2
CAATARATCCCTTGICTTCTTA +17
ATAATCCCTTGICTTCTTA +3
0.9980 1 2R 8845317 8845400 -  miR-184%
CCTTATCATTCTCTCGCCC +3
"TATCATTCT +2
CCTTATCATICTCTCGCCCCG + a1
CCTTATCATTCTCTCGECCCRT + 40
CCTTATCATTCTCTCGCCCCGTG +3
TTATCATTCTCTCGCCCCGTGT +1
CTGGACGGAGAACTGATAAGGGC +1
TGGACGGAGAACTGATAA +1
TGGACGGAGAACTGATAAG +23
TGGACGGAGAACTGATAA +175
‘GGAGAACTGATAAGGG + 996
c \CTGATAAGGGC + as62
TGGACGGAGAACTGATAAGGGCT +1
\CGGAGAAC! +2
ACGGAGAACTGATAAGGG +1
ACGGAGAACTGATAAGGGC +3
c TGATS +2
CGGAGAACTGATAAGGGC +8
\CTGATAAGGGC 41
‘GAGAACTGATAAGGGC +2
0.9980 mM 2R 9730653 9730740 -  miR-308*
TCGCAGTATATTTTIGIGTTTT 41
CGCAGTATATTTTIGIGT 42
CGCAGTATATTTTTGIGTT 42
CGCAGTATATTTTTGIGTTT 41
CGCAGTATATTTTTGTGTTTT +15
CGCAGTATATTTTTGTGTTTTG + 146
CGCAGTATATTTTTGIGTTTIGT +6
GTATATTITIGIGTTTTC 41
TTTCGTTITGCANTCCAA 41
ATCACAGGATTATACTG +5
AATCACAGGATTATACTGTGA +25
AATCACAGGATTATACTGTGAG +15
0.9980 my 3L 625742 625820 + bantam*
CCGGTTTTCGATTTGGTTT 41
CCGGTTTTCGATTTGGTTTG +8
c ‘CGATTTGGTTTGA +36
CCGGTTTTCGATTTGGTTTGAC + 82
CCGGTTTTCGATTTGGTTTGACT + 200
TTTICGATTTGGTTTGAC +7
CGGTTTTCGATTTGGTTTGACT +31
GTTTTCGATT 41
TITICGATTTGGTTTGAC 42
TGAGATCATT 41
TGAGATCATTTTGARAG +1
‘TGAGATCATTTTGARAGC +5
‘TGAGATCATTTTGARAGCT +9
TGAGATCATT + 86
\TCATTTTGAAAGCTGA +171
TGAGATCATTTTGARAGCTGAT + 165
TGAGATCATTTTGARAGCTGATT + 1066
TGAGATCATTTTGAAAGCTGATTT +a
TCATTTTGAAAGCTGA +1
ATCATTTTGARAGCTGATT +5
TCATTTTGAAAGCTGAT +2
TCATTTTGAAAGCTGATT 41
CATTTTGAAAGCTGATT +3
TTTTGARAGCTGATT +3
0.9980 HM 3R 11243121 11243206 - miR-13b-1+
CATATCACAGCCATTTTGACGAGT 41
\TATCACAGCCATTTIGACGAG 41
ATATCACAGCCATTTIGACG +3
ATATCACAGCCATTTTGACGAGTT +24
TATCACAGCCATT! +12
TATCACAGCCATTTTGACG +3
A3 CATTTTGACGA + 26
PATCACAGCCATTTIGACGAG + 299
'ATTTTGACGAGT + 4249
TATCACAGCCATTTIGACGAGTT + 18375
TATCACAGCCATTTTGACGAGTTT + 283
ATCACAGCCATTTTGACGAGT +7
ATCACAGCCATTTTGACGAGTT + a5
ATT: +21
TCACAGCCATTTIGACGAGTT + 45
TCACAGCCATTTTGACGAGTTT +1
CACAGCCATTTTGACGAGT 41
CACAGCCATTTT T +10
ACAGCCATTTTGACGAGT 47
ACAGCCATTTTGACGAGTT +107
ACAGCCATTTTGACGAGTTT +1



0.9980 Hy 3R 11243259 11243343 -

CAGCCATTTTGACGAGTT
CAGCCATTTTGACGAG!

T

GACGAG:
AGCCATTTTGACGAGTT

miR-13a*

PR

0.9980 m 3R 21472230 21472315 +

‘TATCACAGCCATTTTGATGA

ATCACAGCCATTTTGATGAGT

mir-92a*

AGGACGGGAAGGTGTCA
'AGGACGGGAAGGTGTCAA
AGGACGGGAAGGTGTCAAC
AGGACGGGAAGGTGTCAACG
AGGACGGGAAGGTGTCAACGT
AGGACGGGAAGGTGTCAACGTT
AGGACGGGAAGGTGTCAACGTTT
GACGGGAAGGTGTCAACGTT

0.9960 L 2L 19565419 19565490 -

ACATTGCACTTGTCCCGGCCTA
ACATTGCACTTGTCCCGGCCTAT
CATTGCACTTGTCCCGS

GCACTTGTCCCGGCCTA
GCACTTETCCCGGCCTAT

miR-2a-2+

CTCATCAAGTGGTTGTGATATG

0.9960 1 21 19565824 19565903 —

ATATCACAGCCAGCTTTGATGAG

5
]

g

g

g

4

E|

g

%

H

miR-2a-1%

ATATCACAGCCAGCTTTGATGAG

TATCACAGCCAGCTTTGATGAGCT
TATCACAGCCAGCTTTGATGAGCTT

223

A bR bbb e b

ATCACAGCCAGCTTTGATGAG +13 2
ATCACAGCCAGCTTTGATGAGE +37 2
ATCACAGCCAGCTTTGATGAGCT +7 2
TCACAGCCAGCTTTGAT +3 3
“ACAGCCAGCTTTGATG + 10 3
TCACAGCCAGCTTTGATGA + 165 2
TCACAGCCAGCTTTGATGAG + 1124 2
TCACAGCCAGCTTTGATG! + 3832 2
TCACAGCCAGCTTTGATGAGCT + 3627 2
‘CAGCTTTGATGAGCTT +93 1
CACAGCCAGCTTTGATGAG +4 2
CACAGCCAGCTTIGATGAGC +4 2
CACAGCCAGCTTIGATGAGCT +7 2
ACAGCCAGCTTTGATG! +12 2
ACAGCCAGCTTTGATG! +7 2
ACAGCCAGCTTTGATGAGCT +3 2
c “TTTGATGA +1 2
CAGCCAGCTTTGATGAG +a 2
CAGCCAGCTTTGATGAGE +2 2
“TTIGATGA +1 2
AGCCAGCTTTGATGAG +2 2
0.9940 HM 2L 243037 243141 - Novel-12/miR-965
TGCCCTTCTGTGATATTCA
TGCCCTTCTGTGATATICAT
TAAGCGTATAGCTTTTCCCCT
TAAGCGTATAGCTTTTCCCCTT
GCGTATAGCTTTTCCCCTT
0.9940 ® 2R 13298658 13298749 - miR-3la*
TGGCAAGATGTCGGCAT! +a
TGGCAAGATGTCGGCATAG +38
TGGCAAGATGTCGGCATAGE + 152
16GC; TCGGCATAGC: + 538
TGGCAAGATGTCGGCATAGCTG + 660
TGGCAAGATGTCGGCAT: + a8
‘GCAAGATGTCGGCATAGCT +1
CAAGATGTCGGCATAGCTG w1
AAGATGTCGGCATAGCT +1
AAGATGTCGGCATAGCTG 41
CGCTATGCTGCATCTAGTCAG +2
CGCTATGCTGCATCTAGTCAGT + 16
0.9940 mM 3L 22452052 22452119 - Novel-13/miR-957
0.9940 By X 1645021 1645108 - Novel-14/miR-981
TTCGTTGTCGACGARACCTG +5 1
TICG: cTac +5 1
TTCGITGTCGACGARACCTGCA 46 1
0.9920 H 2L 7425966 7426051 +  miR-305%
TATTGTACTTCATCAGGTGCTC +2 1
TATTGTACTTCATCAGGTGCTCT +1 1
TATTGTACTTCATCAGGTGCTCTGE 41 1
ATTGTACTTCATC 41 1
ATTGTACTTCATCAGGT +10 1
ATTGTACTTCATCAGETG +7 1
ATTGTACTTCATCAGETGC +a 1
ATTGTACTTCATCAGGTGCT + 657 1
ATTGTACTTCATCAGGTGCTC + 14761 1
ATTGTACTTCATCAGGTGCTCT + 33442 1
ATTGTACTTCATCAGGTGCTCTG + 1543 1
ATTGTACTTCATCAGGTGCTCTGG + 6764 1
ATTGTACTTCATCAGGTGCTCTGGT + 246 1
ATTGTACTTCATCAGGTGCTCTGETG +1 1
TTGTACTTCATCAGETGCT +2 1
TTGTACTTCATS + 47 1
TTGTACTTCATCAGGTGCTCT + 91 1
"TICATCAGGTGCTCTG +12 1
TTGTACTTCATCAGGTGCTCTGG + 54 1
TTGTACTTCATCAGGTGCTCTGET +2 1
TGTACTTCATCAGGTGCT +1 1
TGTACTTCATCAGGTGCTC +6 1
TGTACTTCATCAGGTGCTCT +7 1
TGTACTTCATC 1c: +1 1
TTCATCAGE! +2 1
TGTACTTCATCAGGTGCTCTGGT +5 1
GTACTTCATCAGG +10 1
GTACTTCATCAGGTGCTCT + a2 1
GTACTTCATCAGGTGCTCTS +a 1
GTACTTCATCAGGTGCTCTGG +12 1
™ \TCAGGTGCTC +3 1
TACTTCATCAGGTGCTCT +7 1
ACTTCATCAGGTGCTCT +3 1
CTTCATCAGGTGCTCT 42 1
CCGGCACATGTTGAAGTACAC +2 1
CCGGCACATGTTGAAGTACACT +2 1
CCGGCACATGTTGAAGTACACTC +2 1
CGGCACATGTTG! +2 1
CGGCACATGTTGAAGT: +1 1
CGGCACATGTTGAAGTACACT +13 1
CGGCACATGTTGAMGTACAC + 68 1
CGGCACATY 7 +75 1
CGGCACATGTTGAAGTACACTCAA +1 1
0.9920 my 3L 10339177 10339259 + miR-276a*
AGCGAGGTATAGAGTTC +1 2
AGCGAGGTATAGAGTTCG +2 2
AGCGAGGTATAGAGTTCCTA +38 2
AGCGAGGTATAGAGTTCCT? + 66 2
AGCGAGGTATAGAGTTCCTACG + 218 2
AGCGAGGTATAGAGTTCCTACGT + 15 2
AGCGAGGTATAGAGTTCCTACGTT 41 2
‘GCGAGGTATAGAGTTCCTACG +3 2
CGAGGTATAGAGTTCCTACG +7 2
GAGGTATAGAGTTCCT: 42 2
ATAGAGTTCCTACG 41 2
GTAGGAACTTCATACCGTGCTCT +1 1



TAGGAACTTCATACCGTG +2 1 ATATCACAGCCATTTTGACGAG +1 2
TAGGAACTTCATACCGTGC +a 1 ATATCACAGCCATTTTGACGAGT +3 2
‘TAGGAACTTCATACCGTGCT +33 1 3 CATTTTGACGAGTT + 2 2
TAGGAACTTCATACCGTGCTC + 130 1 T3 CATTTTGAC +12 2
TAGGAACTTCATACCGTGCTCT + 6124 1 TATCACAGCCATTTTGACG +3 2
TAGGAACTTCATACCGTGCTCTT + 46 1 TATCACAGCCATTTTGACGA + 26 2
AGGAACTTCATACCGTGCTCT +1 1 TATCACAGCCATTTTGACGAG + 299
ATACCGTGCTCT +15 1 TATCACAGCCATTTTGACGAGT + 4249
AACTTCATACCGTGCTCT +1 1 TATCACAGCCATTTTGACGAC + 18375
\TACCGTGCTCT +1 1 PATCACAGCCATTTTGACGAGTTT + 283
CATTTTGAC +7 2
ATCACAGCCATTTTGACGAGTT + a5 2
0.9920 M 3R 6234025 6234090 +  miR-318% ‘CATTTTGACGAGT + 21 2
TCACAGCCATTTTGACGAGTT + 45 2
‘GGATACACACAGTTCAGTTTTG + 37 1 TCACAGCCATTTTGACGAGTTT 41 2
GATACACACAGTTCAGTTTTG +1 1 CACAGCCATTTTGACC +1 2
ATACACACAGTTCAGTTTTG +1 1 CACAGCCATTTTGACGAGTT + 10 2
TCACACTTCAAGCATCACT +2 1 CATTTTGAC +7 2
CATCACTGGGCTTIGITIAICTCA  + 2 1 CATTTTGAC + 107
ATCACTGGGCTTIGTTTATCTC  + 2 1 ACAGCCATTTTGACGAGTTT 41 2
ATCACTGGGCTTTGTTTATCTCA  + 18 1 CATTTTGACGAGTT +8 2
TCACTGGGCTTTGT" +2 1 CAGCCATTTTGACGAGTTT 41 2
TCACTGGGCTTTGTTTA + 35 1 AGCCATTTTGAC +1 2
TCACTGGGCTTTGITTATC + 63 1 AGCCATTTTGACGAGT +2 2
TCACTGGGCTTTGITTATCT + 816 1 AGCCATTTTGACGAGTT +7 2
TCACTGGGCTTTGTTTATG + 3711 1
TCACTGGGCTTTGITIATCICA  + 55630 1
TCACTGGGCTTTGITTATCICAT  + 36 1 0.9860 3L 4989729 4989829 +  Novel-17
CACTGGGCTTTGITTATCIC  + 2 1
CACTGGCCTTTGITTATCTCA  + 28 1
ACTGGGCTTTGTTIATCTCA  + 2 1
CTGGGCTTTGITIATCTC  + 3 1 0.9860 ® X 12470276 12470364 + Novel-18/miR-970
CTGGGCTTTGITIATCTICA  + 50 1
CTGGGCTTTGITIATCTCAT  + 1 1 “TAGCGGGTGTTTTATTIGGTA +2 1
CTGGGCTTTGITIATCTCATGA + 2 1 GCTAGCGGGTGTTTTATTIGGT +1 1
TTTATG +6 1 TATCATAAGACACACGCGGCTAT +1 1
CGGGCTTTGTTTATCTCA  + 12 1 ATCATAAGACACACGCGGCTAT +1 1
TCATAAGACACACGCGG +a 1
TCATAAGACACACGCGGCT +3 1
0.9900 Hy 2L 8258612 8258696 -  miR-2b-1* TCAT: GCGGCTA +17 1
TCATAAGACACACGCGGCT: + 187 1
AGC: +5 2 TCATANGACACACGCGGCTATA +6 1
ATATCACAGCCAGCTTTGAGGAGC +3 2 CATAAGACACACGCGGCTAT +1 1
ATATCACAGCCAGCTTTGAGGAGCG. +1 2
TATCACAGCCAGCTTTGA 4 5
TATCACAGCCAGCTTTGAG + 10 2 0.9820 1 2R 11580121 11580206 - Novel-19/miR-137
TATCACAGCCAGCTTTGAGG + a5 2
TATCACAGCCAGCTT: + 505 2 TATTGCTTGAGRATACACG +1 1
TATCACAGCCAGCTTTGAGGAG + 9349 2 TATTGCTTGAGRATACACGTA +2 1
TATCACAGCCAGCTTIGAGGAGC + 3888 2 TATIGCT \TACACGTAG + 32 1
TATCACAGCCAGC! + 122 2 TATTGCTTGAGAATACACGTAGT 41 1
TATCACAGCCAGCTTTGAGGAGCGT + 20 1
TATCACAGCCAGCTTTG +3 1
AGCTTTG? +2 2 0.9820 m 3R 17623951 17624051 - Novel-20/miR-999
ATCACAGCCAGCTTTGAGGAGC +3 2
ATCACAGCCAGCTTTGAGGAGCG 1 2 ACATAGTCATACGGTGAATGT +1
TCACAGCCAGCTT! +5 2 \18G: ‘6
TCACAGCCAGCTTTGAGGAG + 88 2 ACATAGTCATACGGTGAATGTTG +1
\CAGCCAGCTTTGAGGAGE +36 2 ATGITAACTGTAAGACTGTGTC +2
CACAGCCAGCTTTGAGGAG +6 2 ATGTTAACTGTAAGACTGTGTCT +1
\GCCAGCTTTGAGGAG 4 2 TGTTAACTGTAAGACTGTGT 11
CAGCTTTGAGGAGC +2 2 "TAACTGTAAGACTGTGTC + 19
CAGCCAGCTT +3 2 6T AAGACTGTGTCT + 1084
AGCCAGCTTTGAGGAGE +1 2 GTTACTGTAAGACTGTGTCT +4
0.9900 By 2L 857543 857629 + Novel-15/miR-375 0.9800 3L 10936322 10936415 + Novel-21
TACTTGGGCCAAGGGAATGCA +3 1
ACTTGGGCCAAGGGAATGCAR +1 1
ACTTGGGCCAAGGGAA! +1 1 0.9800 mM 3L 19530386 19530475 + miR-9a*
ACTTGGGCCAAGGGAATGCARACT +a 1
TTTGTTCGITTGGCTTAAG +27 1 TCTTTGGTTATCTAG +33 1
TTTGTTCGITTGGCTTAAGT +37 1 TCTTTGGTTATCTAGCTGT + a1 1
TTTCTTCGTTTGGCTTAAGTT + 609 1 TCTTTGGTTATCTAGCTGTA + 84 1
TGTTCGT AAGTTA + 761 1 TCTTTGGTTATCTAGCTGTAT + 1433
TTTGTTCGTTTGGCTTAAGT +2 1 TCTTTGGTTATCTAGCTGTATG + 3755
TTTGTTCGTTIGGCTTAAGTTATT +2 1 TCTTTGGTTATCTAGCTGTATGA + 1762
TTGITCGTTTGGCTTAAGT! +2 1 CTTIGGTTATCTAGCTGTAT v 1
TTGTTCGTTTGGCTTAAGTTA +8 1 CTTTGGTTATCTAGCTGTATGA +1 1
GTTCGTTTGGCTTAAGTT +2 1 TTTGGTTATCTAGCTGTAT 41 1
CGTTTGGCTTAAGTTA +2 1 TTTGGTTATCTAGCTGTA +3 1
GGTTATCTAGCTGTATG +3 1
GGTTATCTAGCTGTATGA +2 1
0.9900 ® X 17962163 17962235 +  miR-210% A 1T +1 1
A 17 +8 1
CTTGTGCGTGTGACAGCCGCTAT +2 1 TAMAGCTAGCTTACCGAAGTTA + 30 1
TTGTGCGTGTGACAGCGGCT +2 1 ATAAAGCTAGCTTAC 41 1
TTGTGCGTGTGACAGCGGCTA +a 1 b 'AGCTTACCGAAGT +5 1
TTTGCGTGTGACAGCGGCTAT +6 1 TAAAGCTAGCTTACCGAAGTT + 40 1
TGTGCGTGTGACAGCGGCTAT +1 1 ‘TAAAGCTAGCTTACCGAAGTTA +123
TAAAGCTAGCTTACCGAAGTTAA +2 1
AGCTAGCTTACCGAAGTTA +1 1
0.9880 ® 3L 15808674 15808746 - miR-263b*
CTTGGCACTGGGAGAATTCA +8 1 0.9800 3R 23797295 23797385 - Novel-22
CTTGGCACTGGGAGAATTG +1 1
CTTGGCACTGGGAGAATTCACA +5 1
cr: T +1 1
0.9780 2R 10136644 10136747 + Novel-23
0.9880 ® 3R 12681996 12682065 + miR-iab-d+ TTACTTGATGATIGTICTTTTT
AGTCGAGTGCCAAGTCGCA
ACGTATACTGAATGTATCCTG +1 TCGAGTGCCAAGTCGCAA
ACGTATACTGAATGTATCCTGA +5
CGGTATACCTTCAGTATACG +1
0.9780 M 2R 15176452 15176532 - miR-3+
0.9880 M X 12896014 12896100 + Novel-16/miR-971
TCACTGGGCARAGTGTGTCT +3
TTGGTGTTACTTCTTACAGTG TCACTGGGCAAAGTGTGTCTC +7 1
TTGGTGTTACTTCTTACAGTGA TCACTGGGCAAAGTGTGTCTCA +12
0.9880 mM X 8936443 8936532 +  miR-13b-2* 0.9780 1M 3L 11630870 11630963 + miR-274
‘GCGTCAARATGACTGTGAGCTA +3 1 TTTGTGACCGACACTAAC
GCGTCAARATGACTGTGAGCTAT 41 1 TTTGTGACCGACACTAACG
GCGTCAARATGACTGTGAGCTATG 41 1 TTTGTGACCGACACTAACGG
CATATCACAGCCATTTTGACGAGT +1 2 TTTGTGACCGACACTAACGGG



TTTGTGACCGACACTAACGGGT + 2829 1 GGGGGTCACTCTGTECCTETGE + 155
TTTGTGACCGACACTAACGGGTA + 3410 1
b ‘CGACACTAACGGGT: + 305 1
TTIGTGACCGACACTAACGGGT: +8 1 0.9680 2L 11749802 11749899 - Novel-28
TTTGTGACCGACACTAACGGGTAATT +1 1
TTGTGACCGACACTAAC +1 1
TTGTGACCGACACTAACGGG +1 1
TTCTGACCGAC +7 1 0.9680 H 3R 17447616 17447730 - Novel-29/miR-998
TTGTGACCGACACTAACGEGTA 7 1
1 1 ACTGAATTCTCGTGGGTC
CTCGTTTTTGCGATCACARATT +1 1 ACTGAATTCTCGIGEGTCTG
ACTGAATTCTCGTGGGT
ACTGATTCTCGIGGGTCTGCA
0.9780 ® 3L 19731817 19731898 + miR-33 CTGAATTCTCGTGGGTCTGCA
TTCTCGTGGGTCTGCA
GTGCATTGTAGTCGCATTG +5 1 ‘TAGCACCATGAGATTCAG
GTGCATTGTAGTC + 28 1 ‘TAGCACCATGAGATTCAGC
GTGCATTGTAGTCGCATTGTC + 302 1 ‘TAGCACCATGAGATTCAGCT
GTGCATTGTAGICGCATTGTCTG +3 1 TAGCACCATGAGATTC}
TGTAGTCGCATTGIC +1 1 TAGCACCATGAGATTCAGCTCT
ATTGTAGTCGCATTGTC +2 1 GCACCATGAGATTC!
TGTCCCAATTGCTTCAGG + a6 1 GCACCATGAGATTCAGCTC
‘GGCAATACAACTTCAGTGCAAG +1 1
GGCAAT: ‘CAGTGCAAGE +12 1
GCAATACAACTTCAGTGCAAG +2 1 0.9660 mM 3R 16561652 16561725 + Novel-30/miR-995
GCAATACAACTTCAGTGCAAGE +6 1
CAATACAACTTCAGTGCAA +1 1 GCCCGAATTATGTGGGAGCTGCG w1 1
CAATACAACTTCAGTGCAAG +21 1 CCCGAATTATGTGGGAGCTG 41 1
CAATACAACTTCAGTGCAAGC +73 1 CCCGAATTATGTGGGAGCTGCG +3 1
CAATACAACTTCAGTGCAAGCT + 373 1 TAGCACCACATGATTCGG +9 1
AATACAACTTCAGTGCAAGC +1 1 ‘TAGCACCACATGATTCGGC +57 1
ANTACAACTTCAGTGCAAGCT +1 1 ‘TAGCACCACATGATTCGGCT + 94 1
‘CAGTGCAAGCT +1 1 ‘TAGCACCACATGATTCGGCTT + 1259 1
TAGCACCACATGATTCGGCTTC +3 1
“ACATGATTCGGCT +2 1
0.9780 ® 3R 8377236 8377341 - miR-284 GCACCACATGATTCGGCTT! 42 1
CACCACATGATTCGECTT +1 1
CCTGGAATTAAGTTGACTGTG +3 1
CCTGGAATTAAGTTGACTGTGT +3 1
CCTGGAATTAAGTTGACTGTGTAG +1 1 0.9660 mM 3R 21477135 21477201 + miR-92b*
CCTGGAATTAAGTTGACTGTGT: +21 1
cc: AAGTTGACTGTGTAGCC +8 1 \GGCCGTGCCCAGTGCTTAT 41 1
CCTGGAATTAAGTTGACTGTGTAGCCTG +1 1 'AGGCCGTGCCCAGTGCTTATT +6 1
CCTGGAATTAAGTTGACTGTGTAGCCTGTG 41 1 AGGCCGTGCCCAGTGCTTATTT +27 1
GTCAGCAACTTGATTCCAGE +2 1 ‘GTGCCCAGTGCTTATTTG + 86 1
GTCAGCAACTTGATTCCAGCA +5 1 AGGCCGTGCCCAGTGCTTATTTGT +2 1
GTCAGCAACTTGATTCCAGCAA +a 1 GGCCGTGCCCAGTGCTTATTIG +1 1
‘TTGCATTTTCGAAATACA 41 1
TTGCATTTTCGAAMTACAA +8 1
0.9760 3R 22570390 22570454 + Novel-24 AAATTGCACTAGICCCGGCCTG  + 8 1
ARATTGCACTAGTCCCGGCCTGE  + 8 1
AATTGCACTAGTCCCG +1 1
AATTGCACTAGTCCCGGC +27 1
0.9760 3R 24822601 24822689 - Novel-25 AATTGCACTAGTCC + 11 1
BATTGCACTAGICCCGGCCT  + 290 1
AATTGCACTAGICCCGGCCTG  + 1905 1
AATTGCACTAGICCCGGCCTGE  + 4943 1
0.9740 B 2L 5642112 5642202 +  Novel-26/miR-964 AATTGCACTAGTC + 72 1
ATTGCACTAGTCCCGGCCT  + 5 1
TTAGAATAGGGGAGCT +2 1 ATTGCACTAGICCCGECCTG  + 12 1
TTAGAATAGGGGAGCTT +1 1 ATTGCACTAGTCCCGGCCTS  + 46 1
TTAGAATAGGGGAGCTTA + 7 1 ATTGCACTAGTCCCGGCCTGCA + 1 1
TTAGAATAGGGGAGCTTAA +127 1 TTGCACTAGTCCCGGCCTG  + 1 1
TTAGAATS nac + 271 1 TTGCACTAGTCCCGGCCTGE  + 30 1
TTAGAATAGGGGAGCTTAACT + 2137 1 nGTC +3 1
TTAGAATAGGGGAGCTTAACTT + 3746 1 TGCACTAGTCCCGGCCTGE  + 8 1
TTAGAATAGGGGAGCTTAACTTA + 38 1 GCACTAGTCCCGGCCTEE  + 7 1
TAGAATAGGGGAC +1 1 CACTAGTCCCGGCCTES  + 3 1
TAGAATAGGGGAGCTTA +2 1
TAGAATAGGGGAGCTTAR + 26 1
TAGAATAGGGGAGCTTAAC + 57 1 0.9640 3R 16281787 16281884 + Novel-31
TAGAATAGGGGAGCTTAACT + 753 1
TAGRATAGGGGAGCTTAACTT + 1635 1
e 71 + 985 1
TAGAATAGGGGAGCTTAACTTAT +2 1 0.9620 X 15110474 15110559 + Novel-32
AGAATAGGGGAGCTT? +2 1
AGAATAGGGGAGCTT? +a 1
AGAATAGGGGAGCTTAACTTA +1 1
GAATAGGGGAGCTT: +2 1 0.9600 3R 21923504 21923596 + Novel-33
GAATAGGGGAGCTTAACT" +1 1
GAATAGGGGAGCTTAACTTA +2 1
AATAGGGGAGCTTAACT" +1 1
+2 1 0.9600 X 18015331 18015398 -  Novel-3d
CTCTGTTCT +6 1
AGTTAAAAGCCTCTGTTCTA +6 1
AGTTAARAGCCTCTGTTCTAA +a 1
CTCIGTTCTAAG +17 1 0.9580 my 2L 18467963 18468040 + let-7+
GTTARAAGCCTCTGTTCTAAG + 14 1
GTTAAAAGCCTCTGTTCTAAGA +6 1 TTGAGGTAGTAGGTTGTATAG 41 1
TTAAAAGCCTCTGTTCTAAG +10 1 TGAGGTAGTAGGTTGTA +9 1
TTAAAAGCCTCTGTTCTAAGA +13 1 ‘TGAGGTAGTAGGTTGTAT 74 1
TTARAAGCCTCTGTTCT: +2 1 ‘TGAGGTAGTAGGTTGTATA + 116 1
TAAAMGCCTCTGTTCTAAGA +1 1 TGAGGTAGTAGGTTGTATAG + 4141 1
TAAAAGCCTCTGITCTAAGAC +1 1 TGAGGTAGTAGGTTGTATAGT + 6939 1
TGAGGTAGTAGGTTGTATAGTA + 1497 1
TGAGGTAGTAGGTTGTATAGTAG +2 1
0.9740 3L 7188122 7188227 - Novel-27 TAGTAGGTTGTATAG +5 1
GAGGTAGTAGGTTGTA! 4 1
GAGGTAGTAGGTTGTATAGTA +2 1
AGGTAGTAGGT" +2 1
0.9700 M 2L 16694323 16694425 + miR-306+ GGTAGTAGGTTGTATAGT +1 1
GGTAGTAGGTTGIATAG +2 1
GTTTAARAGICCACTCGATGGC +1 1 TAGGTTGTATAGT +3 1
TTAAAAGTCCACTCGATGGC +1 1 GTAGTAGGTTGTATAGT 44 1
TARAAGTCCACTCGATGGC +1 1 GTAGTAGGTTGTATAGTA +1 1
TCAGGTACTTAGTG? +3 1 ‘TAGTAGGTTGTATAG +1 1
CAGGTACTTAGTGACTC +1 1 TAGTAGGTTGTATAGT +1 1
TCAGGTACTTAG: +22 1 TAGTAGGTTGTATAGTA +3 1
TCAGGTACTTAGIGACTCTC + 185 1 CTATACAATGTGCTAGCTTT +2 1
‘CAGGTACTTAGTGACTCTCA + 1379 1 CTATACAATGTGCTAGCTTTC + 28 1
TCAGGTACTTAGTGACTCTCAA + 1657 1 CTATACAATGTGCTAGCTTTCT + 238 1
TCAGGTACTTAGTGACTCTCAAT + 14 1 TATACAATGTGCTAGCTTTCT +1 1
CAGGTACTTAGTG! +2 1
CAGGTACTTAGTGACTCTCAA +1 1
AGGTACTTAGTGACTCTCAA +1 1 0.9580 2L 3858079 3858150 +  Novel-35
GTACTTAGTGACTCTCAA +1 1
TACTTAGTGACTCTCAA +1 1
ACTTAGTGACTCTCAA +1 1
TTGGGGGTCACTCTGTGCCTG +1 1 0.9580 2R 13077473 13077566 + Novel-36
GGGGGTCACTCTGTECCTETS + 87 1

P



0.9560 mM 3R 17448218 17448294 - miR-11%
CAAGAACTTTCTCTGTGACC +2
CAAGAACTTTCTCTGTGACCC +2
CAAGAACTTTCTCTGTGACCCG +31
CATCACAGTCTGAGTT +1
CATCACAGTCTGAGTTCT +6
T + 60
CATCACAGTCTGAGTICT" + 1453
CATCACAGTCTGAGTTCTTGC + 10466
CATCACAGTCTGAGTTCTTGCT + 7107
ATCACAGTCTGAGTTCT" +6
TCACAGTCTGAGTTCTTGC +1
TCACAGTCTGAGTTCTTGCT +1
CACAGTCTGAGTTCTTGCT +2
CAGTCTGAGTTCTTGS +1
CAGTCTGAGTTCTTGCT +1
0.9540 B 2L 13747747 13747840 - Novel-37/miR-968
0.9540 ® 3R 9289945 9290028 -  Novel-38/miR-252
CTAAGTACTAGTGCCGCA +5
CTAAGTACTAGTGCC 47
CTAAGTACTAGTGCCGCAGE + a2
CTAAGTACTAGTGCCGCAGGA + 182
CTAAGTACTAGTGCCGCAGGAG + 909
CTAAGTACTAGTGCCGCAGGAGT + 28
TAAGTACTAGTGCCGCAGGA +2
TAAGTACTAGTGCCGCAGGAG +7
TAAGTACTAGTGCCGCAGGAGT +3
CTCCTGCTGCCCAAGTGCTTAT +1
TCCTGCTGCCCAAGTGCTTAT +3
TCCTGCTGCCCAAGTGCTTATT +15
TcC CCAAGTGCTTATTA +3
cc +5
CCTGCTGCCCARGTGCTTATTA +a
CTGCTGCCCAAGTGCTTATT 41
0.9520 2L 15654271 15654348 - Novel-39
0.9520 m 2L 6902071 6902141 +  Novel-40/miR-932
TCAATTCCGTAGTGCATTG +2 1
TCAATTCCGTAGTGCATTGC +6 1
TCAATTCCGTAGTGCATTGCAG + 40 1
TCAATTCCGTAGTGCATTGCAGT 4 1
0.9520 3L 7528550 7528614 -  Novel-41
0.9460 2L 15689264 15689348 - Novel-42
0.9460 2L 4619987 4620054 -  Novel-43
0.9460 3L 6350062 6350154 +  Novel-4d
0.9460 3L 9127192 9127258 +  Novel-45
0.9440 3L 21730200 21730286 + Novel-46
0.9420 3L 9012036 9012098 - Novel-47
0.9420 3R 12613411 12613480 + Novel-48
0.9380 1M 2L 16694680 16694754 + miR-9b*
TCTTTGGTGATTTTAG + 271
TCTTT T + 18
TCTTTGGTGATTTTAGCT + 10
TCTTTGGTGATTITAGCTG + 387
TCTTTGGTGATTTTAGCTGT + 740
TCTTTGGTGATTTTAGCTGTA + 1637
TCTTTGGTGATTTTAGCTG] + 16890
TCTTTGGTGATTTTAGCTETATG + 10376
TCTTTGGTGATTTTAGCTGTATGG + 227
TCTTTGGTGATTTT: +13
CTTIGGTGAT +2 1
CTTTGGTGATTTTAGCTG +1 1
CTTTGGTGATTTTAGCTGTAT +8 1
CTTTGGTGATTTTAGCTGTATG +13
CTTTGGTGATTTTAGCTGTATGG +7 1
"TGGTGATTTTAGCTGTA +1 1
"TGGTGATTTTAGCTGTAT +3 1
TTGGTGATTTTAGCT +1 1
TTGGTGATTTTAGCTG! +18
TTGGTGATTTTAGCTGTATG +1 1
TTTAGCTGTAT +3 1
TGGTGATTTTAGCTGTATG +1 1
GGTGATTTTAGCTGTAT +3 1
GTGATTTTAGCTGTATG +1 1
GATTTTAGCTGTATG +1 3
ATAGAGCTTTATTACCARARAC +1 1
ATAGAGCTTTATTACCAARAACC +3 1
TAGAGCTTTATTACCAARAA +1 1
PAGAGCTTTATTACC! + 16

TAGAGCTTTATTACCAARAACC + 1
TAGAGCTTTATTACCAAAAACCA  + 3
GAGCTTTATTACCAARAACC +2

0.9380 2L 1874011 1874091 +  Novel-49
0.9380 2L 19085162 19085240 + Novel-50
0.9340 2L 7353931 7354035 +  Novel-51
0.9320 2L 6830213 6830284 +  Novel-52
0.9320 Hy 3L 22603142 22603210 - Novel-53/miR-958
AGTAGAATAGCAGGCTTA +2 1
AGTAGAATAGCAGGCTTAT 41 1
AGTAGAATAGCAGGCTTATCA +2 1
AGTAGAATAGCAGGCTTATCACA w1 1
‘TAGAATAGCAGGCTTATCA +1 1
TGAGATTCTTCTATTCTACTTT + 2 1
0.9320 3R 26578594 26578708 - Novel-54
0.9300 3L 6852152 6852264 +  Novel-55
0.9300 3R 18101312 18101398 - Novel-56
0.9300 3R 9325472 9325572 - Novel-57
0.9300 X 5706512 5706612 +  Novel-58
0.9280 3L 15192270 15192352 - Novel-59
0.9260 2L 15687871 15687942 + Novel-60
0.9260 3R 10542272 10542384 - Novel-61
0.9240 1 2L 5640944 5641034 +  Novel-62/miR-959
TCTTAGTACTCGGGTTGA 41 1
TCTTAGTACTCGGGTTGAT +a 1
TCTTAGTACTCGGGTTGATA + 11 1
TCTTAGTACTCGGGTTGATAA +35 1
TCTTAGTACTCGGGTTGATARA + 24 1
TCTTAGTACTCGGGTTGATARAG +1 1
TTAGTACTCGGG! 41 1
CTTAGTACTCGGGTTGAT +8 1
CTTAGTACTCGGGTTGATA + 24 1
CTTAGTACTCGGGTTGATAA + 82 1
CTTAGTACTCGGGTTGATAAA +97 1
"TAGTACTCGGGTTGATARAG + 356 1
CTTAGTACTCGGGTTGATARAGA + a9 1
"TAGTACTCGGGTTGAT +3 1
TTAGTACTCGGGTTGATA + a8 1
TTAGTACTCGGGTTGATAA + 221 1
"TAGTACTCGGGTTGATAAA + 482 1
TTAGTACTCGGGTTGATARAG + 2349 1
TTAGTACTCGGGTTGATAAAGA + 1391 1
'ACTCGGGTTGATARAG +6 1
TAGTACTCGGGTTGAT! +6 1
GTACTCGGGTTGATAMAG 41 1
TTTGTCATCGGGGGTATT + 26 1
TTTGTCATCGGGGGTATTA +a7 1
TTTGTCATCGGGGGTATTAT + 115 1
TTTGTCATCGGGGGTATTATG + 897 1
TTTGICATCGGGGGTATTATGA + 653 1
TTTGICATCGGGGGTATTA] + 93 1
TTTGICATCGGGGGTATTATGARA +21 1
TTGTCATCGGGGGTA! +8 1
TTGTCATCGGGGGTATTA +39 1
TTGTCATCGGGGGTATTAT + 260 1
TTGTCATCGGGGGTATTATG + 2946 1
TTGTCATCGGGGGTATTATGA + 3205 1
TTGTCATCGGGGGTA + 1121 1
TTGICATCGGGGGT? + 106 1
TTGICATCGGGGGTATTATGARAT +2 1
TCATCGGGGGTAT +1 1
TGTCATCGGGEGTAY +1 1
TGTCATCGGGGGTATTAT +23 1
TGTCATCGGGGGTATTATG + 638 1
TGTCATCGGGGGTATTATGA + 614 1
TGTCATCGGGEGTA] + 252 1
TGTCATCGGGGGTATTATGARA + 167 1
\TCGGGGGTATTATG +2 1
TCATCGGGGGTATTA! +1 1
CATCGGGGGTATTATGAA +1 1
0.9240 3R 15889921 15890038 + Novel-63
0.9220 By X 136993 137094 - Novel-64/miR-980




AGTTTTTCATTTGECCTEGCT

+1 1 TGAGATATTCACGTTGTC +10 1
TAGCTGCCTTGTGAAGGG +1 1 TGAGATATTCACGTTGTCT + 50 1
TAGCTGCCTTGTGAAGGGE +a 1 TGAGATATTCACGTTGICTA + 1715 1
TAGCTGCCTTGTGAAGGGCT 411 1 TGAGATATTCACGTTGICTAR + 3046 1
TAGCTGCCTTGTGAAGGGCTT + 51 1 :AGATATTCACGTTGICTARA + 2728 1
TAGCTGCCTTGTGAAGGGCTTA +137 1 TGAGATATTCACGTTGTCTARAT + 10 1
TAGCTGCCTTGTGAAGGGCTTAC 41 1 ‘GAGATATTCACGTTGTCTAA +1 1
CTGCCTTGTGAAGGGCTTACGTGT +1 1 GAGATATTCACGTTGTCTAAA +1 1
AGATATTCACGTTGTCTAA +1 1
GATATTCACGTTGICTARA +1 1
0.9200 X 16302471 16302558 +  Novel-65 ATATTCACGTTGICTARA +3 1
> GTTGICTAAA +1 1
ATTCACGTTGTCTAA +1 1
0.9200 X 21874753 21874825 -  Novel-66
0.8780 B 2R 11171939 11172014 + miR-278%
AATTATTCTAGTGTCTTTGGT -1 19
TTATTCTAGTGTCTTTGE -1 74 CCGGATGATGGTTCACAACGAC 4 1
CCGGATGATGGTTCACAACGACC 411 1
‘GGTGGGACTTICG: +4 1
0.9180 X 15630523 15630609 -  Novel-67 TCGGTGGGACTTTCGTCCG +5 1
TCGGTGGGACTTTCGTCCGT +57 1
TCGGTGGGACTTTCGTCCGTT + 905 1
TCGGTGGGACTTTCGTCCGTTT + 1828 1
0.9160 2R 16734186 16734299 + Novel-68 CGGTGGEACTTTCGTCCGTT +1 1
0.7960 ® 2L 18468243 18468354 + miR-125
0.9140 3L 209728 209818 - Novel-69
ATTCCCTGAGACCCTAACTTGTG 41
TTTGGTATATCAGCTGCGRACAA - 1 1 TCCCTGAGACC +3
TCCCTGAGACCCTAACTTGT +5
TCCCTGAGACCCTAACTTGTG + 908
0.9140 3R 1827841 1827943 - Novel-70 TCCCTGAGACCCTAACTTGTGA + 2607
TCCCTGAGACCCTAACTTGTGAC +5
TCCCTGAGACCCTAACTTGTGAC +a
TCCCTGAGACCCTAACTTGTGACTTT +1
0.9140 3R 8632321 8632428 - Novel-71 CCCTGAGACCCTAACTTGTGA +2
CCTGAGACCCTAACTTGTGA +1
CTGAGACCCTAACTTGTG +6
\CCCTAACTTGTGA + 19
0.9140 X 10823380 10823458 -  Novel-72 \CCCTACTTGTGA +3
CACAAGTTTTGATCTCCGGTAT +1
ACAAGTTTTGATCTCCGGTAT +8
ACAAGTTTTGATCTCCGGTATT +1
0.9100 3R 12697264 12697356 + Novel-73
0.7520 mM 2R 16098913 16098990 - miR-312+
0.9100 3R 27244322 27244420 + Novel-74 TGGTTCGTCACAAGGGE +1 1
TGGTTCGTCACAAGGGCA +6 1
TGGTTCGTCACAAGGGCAA 17 1
TGGTTCETCACAAGGGCAAT + 4 1
0.9080 3L 6871946 6872027 +  Novel-75 TGGTTCGTCACAAGGGCAATT + 90 1
by TCACAAGGGCRATTC + 66 1
TGGTTCETCACAAGGGCAATTCT + 151 1
T TTGAGACG +1 1
0.9080 X 1824437 1824528 - Novel-76 TATTGCACTTGAGACGGC + 27 1
TATTGCACTTGAGACGGCC + 30 1
TATTGCACTTGAGACGGCCT + 225 1
TATTGCACTTGAGACGGCCTG + 1165 1
0.9080 X 22051016 22051080 -  Novel-77 TATTGCACTTGAGACGGCCTGA + 3027 1
TATTGCACTTGAGACGGCCTGAT + 94 1
TATTGCACTTGAGACGGCCTGATT +a 1
ATTGCACTTGAGACGGCCTG +3 1
0.9060 2L 1769436 1769534 +  Novel-78 ATTGCACTTGAGACGGCCTGA +18 1
ATTGCACTTGAGACGGCCTGAT +6 1
TTGCACTTGAGACGGCCTG +1 1
TTGCACTTGAGACGGCCTGA 4 1
0.9060 2L 3941888 3941968 +  Novel-79 TTGCACTTGAGACGGCCTGAT 1 1
TGCACTTGAGACGGCCT +2 1
TGCACTTGAGACGGCCTGA +2 1
CACTTGAGACGGCCTGA +1 1
0.9060 2R 10444392 10444493 - Novel-80 ATTGCCCTTGTGACGAACCAAAT -2 1
0.7400 2R 3809920 3809997 +  miR-280
0.9060 3L 18823382 18823475 - Novel-81
0.7040 2L 20605951 20606060 - miR-288
0.9040 3L 6987670 6987774 -  Novel-82
0.6760 M 2R 15176569 15176637 - miR-309%
0.9020 3R 13414728 13414802 + Novel-83
GCACTGGGTAMAGITIGICCTA  + 2 1
0.9020 X 3667807 3667904 - Novel-84 0.6040 By 2R 15175726 15175813 - miR-6-2%
0.9000 2L 1813616 1813707 - Novel-85 0.5560 mM 3R 11243462 11243573 - miR-2c
TATCACAGCCAGCTTTGA +a
TATCACAGCCAGCTTTGAT + 63
0.9000 2L 7339686 7339797 - Novel-86 TATCACAGCCAGCTTTGATG + 327
‘TATCACAGCCAGCTTTGATGS +2
TATC ‘CAGCTTTGAT + 19
TATCACAGCCAGCTTIGATGGGC + 20
0.9000 3L 6657651 6657742 +  Novel-87 ATCACAGCCAGCTTIGATGGGC +1
TCACAGCCAGCTTTGAT +3
TCACAGCCAGCTTTGATG + 10
TCACAGCCAGCTTTGATGGE +1
0.9000 3L 9825046 9825123 - Novel-88 TCACAGCCAGCTTTGATG +5
TCACAGCCAGCTTTGATGGGCA +1
0.9000 ® X 19392970 19393056 +  Novel-89/miR-977 0.5540 m 2R 16098606 16098716 - miR-310
TAGATAACTCGAATATCAC +1 1 'AGGGCGEGTCGTGTGTCAG +1
TAGATAACTCGAATATCACA +6 1 AGGGCGGGTCGTGTGTCAGTG +13
TAGATAACTCGAATATCACAT + 64 1 AGGGCGGGTCGTGTGTCAGTGT +17
TAGATAACTCGRATATCACATC + 93 1 AGGGCGGGTCTGTETCAGTGTA +17
TAGATAACTCGAATATCACATCTT +1 1 ATATTGCACACTTCCCGRCCT 41
‘GATAACTCGAATATCACAT +1 1 ATATTGCACACTTCCCGGCCTT 41
TTCAGTGTTCGAAAT +1 1 ATATTGCACACTTCCCGGCCTTT +14
ATGAGATATTCACGTTGTCTA +8 1 ATATTGCACACTTCCCGGCCTTTA +3
TGAGATATTCACGTTGT +2 1 T1CC +15



TATTGCACACTTCCCGGCC + a1 1 TAGGTTTCACAGGAAACTGET
TATTGCACACTTCCCGGCCT + 329 1 TAGGTTTCACAGGAAACTGGTT
TATTGCACACTTCCCGGCCTT + 786 1 TAGGT" cTeaT"
TATTGCACACTTCCCGGCCTTT + 4591 1 TAGGTTTCACAGGAMACTGGTTTA
TATTGCACACTTCCCGGCCTTTA + 862 1 \GGAAACTGGTT
TATTGCACACTTCCCGGCCTTTAA + 144 1 TTTCACAGGARACTGGTT
TATTGCACACTTCCCGGCCTTTARA + 40 1 ACTAGTTTCCTCTARAATCCTA
"TGCACACTTCCCGGCCTTT +9 1 CTAGTTTCCTCTAARATCC
\TTGCACACTTCCCGGCCTTTA +1 1 CTAGTTTCCTCTAARATCCTA
ATTGCACACTTCCCGGCCTTTAA +2 1 CTAGTTTCCTCTARAATG
cc +9 1 CTAGTTTCCTCTARAATCCTAAT
TTGCACACTTCCCGGCCTTTA +3 1 TAGTTTCCTCTAARATCCTAAT
TTGCACACTTCCCGGCCTTTAR 41 1 TAGTTTCCTCTAARATCCTARTC
GCACACTTCCCGGCCTTT 41 1
0.4400 1, 2L 18467369 18467437 + miR-100
AACCCGTARATCCGRACTTG 41 1
AACCCGTAMATCCGAACTTGT + 23 1
AACCCGTAAATCCGRACTTGTG + 262 1
ACCCGTAAATCCGAACTTGTG +2 1
CGTAAATCCGAACTTETG +1 1
CAAGACCGGCATTATGGG 41 1
CAAGACCGGCATTATGGGAG +9 1
CAAGACCGGCATTATGGGAGT  + 3 1
CAAGACCGGCATTATGGGAGTC  + 3 1
0.3620 By X 8838541 8838640 - miR-31b¥
TGGCAAGATGTCGGAATA +1 1
TGGCAAGATGTCGGAATAG +17 1
TGGCAAGATGTCGGAAT! +53 1
TGGCAAGATGTCGGAATAGCT + 374 1
TGGCAAGATGTCGGAATAGCTG + asg 1
TGGCAAGATGTCGGAATAGCTGA + 80 1
GGCAAGATGTCGGAATAGCTG +1 1
0.1660 mM 2R 16098739 16098824 - miR-311%
CGGACGGTATATGGGTTAA 411 1
GGACGGTATATGGGTTAA! +9 1
CGGACGGTATATGGGTTAATA +a 1
GGACGGTATATGGGTTAATAT +20 1
CGGACGGTATATGGGTTAATATT +29 1
ATATGGGTTARTATTT +2 1
ATATTGCACATTCACCGGCCT w1 1
ATATTGCACATTCACCGGCCTGA 47 1
ATATTGCACATTCACCGGCCTGAA +a 1
TATTGCACATTCACCGGC + 24 1
PATTGCACATTCACCGGCC + 51 1
TATTGCACATTCACCGGCCT + 398 1
TATTGCACATTCAC + 1015 1
TATTGCACATTCACCGGCCTGA + 5148 1
TATTGCACATTCACCGGCCTGAR + 1271 1
TATTGCACATTCACCGGCCTGARA + 363 1
TATTGCACATTCACCGGCCTGAARA + 40 1
(TTGCACATTCACCGGCCTGARAAT +1 1
ATTGCACATTCAC +1 1
ATTGCACATTCACCGGCCTG +8 1
ATTGCACATTCACCGGCCTGA + 47 1
B \TTCACCGGCCTGAR. + 35 1
\TTGCACATTCACCGGCCTGARA 46 1
ATTGCACATTCACCGGCCTGAAAA 41 1
"TGCACATTCACCGGCCTGA + 11 1
™ \TTCACCGGCC +2 1
TGCACATTCACCGGCCTGA +2 1
TGCACATTCACCGGCCTGAA +1 1
‘GCACATTCACCGGCCTGA +a 1
0.0480 3L 13594772 13594863 + miR-289
0.0180 m 3L 11746959 11747048 + miR-314%
TATTCGAGCCAATARGTT  + 2 1
TATTCGAGCCAATAAGTTCG + 7 1
TATTCGAGCCAATAAGTTCGG + 13 1
0.0120 mM 2R 16099047 16099130 - miR-313
CTGCTGCGGATGGEM! +7 1
TGCTGCGGATGGGGGCAGTA 41 1
CTGCTGCGGATGGGGGCACTAC +a 1
CTGCTGCGGATGGGECCACTACT +7 1
TGCTGCGGATEGGGEC +1 2
TGCGGATGGGGGCA. + 11 1
"TGCGGA" +1 1
TGCTGCGGATGGGGGCAGTA +3 1
TGCTGCGGATGGGGGCAGT! +15 1
TGCTGCGGATGGGGGCAGTACT +as 1
TGCTGCGGATERGGEC! +8 1
"TGCACTTTTCACAGCCCG +19 1
GTATTGCACTTTICACAGCC +11 1
GTATTGCACTTTICACAGCCCGAAA +1 1
TATTGCACTTTICACAGCC +a 1
TATTGCACTTTICACAGCC +3 1
TATTGCACTTTTCACAGCCCG + 59 1
TATTGCACTTTTCACAGCCCGA + 721 1
TAT" "TTCACAGCCCGAA +32 1
TATTGCACTTTTCACAGCC +33 1
TATTGCACTTTICACAGCCCGARAA +3 1
ATTGCACTTTICACAGCCCGA +1 1
i CACAGCCCG 41 1
TTGCACTTTTCACAGCCCGA 42 1
CACTTTTCACAGCCCGA +1 1
0.0000 T X 4211411 4211490 - miR-303*
TTAGGTTICACAGGARACTG
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