Supplementary Data 1. Nematostella miRNAs. miRNA (red), miRNA* (blue) and
variant miRNA-miRNA* pairs (green) are highlighted. All sequences mapping to
locus are included, together with predicted fold. Scaffold and coordinate values
reference the Nematostella genome®®. The location of each miRNA with respect to
predicted genes (intergenic or overlapping) is indicated, together with the gene
identifier for any overlapping genes. Pairs of miRNAs located close (<50 kb) to each
other and deriving from the same strand are noted as potential miRNA clusters. The
three columns to the right of each sequence are: (i) length of sequence, (ii) number of
reads for that sequence, and (iii) number of matches to the genome.

AUCGACCCGUAGAUCCGAACUUGUGGAGUUUCACCACAGGCUCGUUUCUACGGAUCAAAAC
O N N O O N O N N N G 2000 ))) ) ) L)) e

Total cloned: 4973 shared 5' end with miRNA: 428 shared 3' end with miRNA: 25

Scaffold: scaffold 82 Coordinates: 122023-122084 Strand: Plus Location: Intergenic

miRNA

+ .. . ACCCGUAGAUCCGAACUUGUGG. + + v vt vttt st st tese s tetnsannennnnn 22 3583 1

Shared 5' Terminus

... .ACCCGUAGAUCCGAA. . . ittt it ittt sttt ettt et e e 15 5 4

o .. ACCCGUAGAUCCGAAC . & ot ittt ittt sttt et ettt e it 16 11 4

... .ACCCGUAGAUCCGAACU. . . ittt ittt sttt et e it e et i 17 6 1

... . ACCCGUAGAUCCGAACUU. . . ittt it te it it st et ettt ee e 18 6 1

... . ACCCGUAGAUCCGAACUUG. . . & st ittt tete et st ieee et i en e 19 20 1

... .ACCCGUAGAUCCGAACUUGU. . . .ttt ittt it st et e e et i e e ens 20 64 1

.. .ACCCGUAGAUCCGAACUUGUG. . . s ittt te it it et ee s et e 21 82 1

... .ACCCGUAGAUCCGAACUUGUGGA. . . . sttt ittt ittt ettt e i eeens 23 234 1

Shared 3' Terminus

........ GUAGAUCCGAACUUGUGG . &« + vttt ot ie it it ieee e e i e e 18 1 1

....... CGUAGAUCCGAACUUGUGG . &« + vttt vt ie it e et ie e e i eeen e 19 1 1

...... CCGUAGAUCCGAACUUGUGG. + + v vttt vt te it it it eeiiene e 20 6 1

..... CCCGUAGAUCCGAACUUGUGG . &+« v v vttt ie et et ieseeeeieee e 21 17 1

Subsequence

..... CCCGUAGAUCCGAACUUGU. . .\ttt ittt te it e et e e et e e 19 3 1
22 1 1
17 3 1
18 11 1
19 93 1
20 243 1
21 70 1
22 483 1
23 1 1
24 1 1
17 2 1
18 3 1
19 5 1
21 5 1
20 12 1
18 1 1

miR-2022

GAUAAGAUCGCCUGAAAGUCGGGAUAAAUCAACUGUCAAGUGGUUGUCAUUUGCUAGUUGCUUUUGUCCCGCCUUUUCUGCGAAUUGAUCAC

COCa COCC 00O Ceeeeeee ceeeee ceeeete e )3))))))))))-)))))))) ) ))))) e )))) ) .

Total cloned: 192 shared 5' end with miRNA: 7 shared 3' end with miRNA: 4

Scaffold: scaffold 148 Coordinates: 501354-501446 Strand: Plus Location: Intergenic

miRNA

................................................. UUUGCUAGUUGCUUUUGUCCCGC. . . v vt i i ie i ennen 23

Shared 5' Terminus

................................................. UUUGCUAGUUGCUUUUGUCC. . . . oot e i e ieee e e 20

................................................. UUUGCUAGUUGCUUUUGUCCCG. + « v v v v ee v iee e s 22

e



Shared 3' Terminus

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA GCUAGUUGCUUUUGUCCCGC. .« vt vt ii i ee e e e et 20 1 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UGCUAGUUGCUUUUGUCCCGC. . v v v e v e ee e ie e e a s 21 1 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UUGCUAGUUGCUUUUGUCCCGC. . . oo v e i e ie e e 22 2 1
Subsequence
Others
AAAAAAAAAAAAAAAAAAAA GGGAUARAUCAACUGU . . o ittt et it et ettt et et et e et et ettt et et e 16 3 1
.. .. .. . . .GGGAUAAAUCAACUGUCAAGU. . .. .. .. .. .. .. .. .. .. P 21 1 1
AAAAAAAAAAAAAAAAA GGGAUARAUCAACUGUCAAGUG . &t vttt it it ettt e et ettt et et ettt ettt e et e 22 15 1
miR-2023
GAGUUGCGUGACAUACCUGUGUCUGCCACCUGUAUUUCUAUCACGUCAGAUGAAAGAAGUACAAGUGGUAGGGAAGGGUGUGUCGAUUGACAA
A e N N N N R e R D D RS R R R R R R R R RS DR R R R R D RS RO DR R DR D DR R B RN
Total cloned: 28994 shared 5' end with miRNA: 7716 shared 3' end with miRNA: 434
Scaffold: scaffold 294 Coordinates: 142037-142130 Strand: Plus Location: Intergenic
miRNA
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AAAGAAGUACAAGUGGUAGGG. + v vt vt v i v e v ieen e ns 21 20458 1
Shared 5' Terminus
AAAGAAGUACAAGUG. . . vttt it it e i ie e e e i ea e as 15 2 2
.AAAGAAGUACAAGUGG. . . .. .. .. .. 16 15 1
AAAGAAGUACAAGUGGU. . . ot it it i i i e e e i e a s 17 74 1
AAAGAAGUACAAGUGGUA. . .ttt it it ie i i e i eaens 18 250 1
. .AAAGAAGUACAAGUGGUAG .. 19 2838 1
. .AAAGAAGUACAAGUGGUAGG. . . . 20 4242 1
. AAAGAAGUACAAGUGGUAGGGA. . .. .. .. 22 286 1
AAAGAAGUACAAGUGGUAGGGAA. . . vt i i i i e ieea e ns 23 9 1
. . .GUACAAGUGGUAGGG. . . 15 15 1
. .AGUACAAGUGGUAGGG. . . 16 18 1
.AAGUACAAGUGGUAGGG. . . 17 105 1
.. GAAGUACAAGUGGUAGGG. . . 18 8 1
.. .. ... .AGAAGUACAAGUGGUAGGG. . . 19 39 1
AAAAAAAAAAAA AAGAAGUACAAGUGGUAGGG. . . 20 248 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CGUCAGAUGAAAGAAGUACAAGUGGUAGGG 30 1 1
Subsequence
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AAGAAGUACAAGUGG. .« v vttt it i i i eeeie e e 15 2 3
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AAGAAGUACAAGUGGU. . o vt it it i i i ee e e e 16 1 3
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AAGAAGUACAAGUGGUA. . . ittt i it i e ei i e e 17 3 3
.. .. .. .. .. .. .. o .. .. . . .AAGAAGUACAAGUGGUAG 18 66 3
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AAGAAGUACAAGUGGUAGG 19 52 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AGAAGUACAAGUGGU. . ..ttt it ii e i i et 15 8 3
.AGAAGUACAAGUGGUA. 16 6 3
.AGAAGUACAAGUGGUAG 17 45 3
. AGAAGUACAAGUGGUAGG 18 26 1
. .GAAGUACAAGUGGUAG . 16 4 3
GAAGUACAAGUGGUAGG 17 2 1
.AAGUACAAGUGGUAG. 15 7 3
.. .. .. .. .. .. .. o .. .. .. . AAGUACAAGUGGUAGG 16 20 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AGUACAAGUGGUAGG 15 7 1
UCUGCCACCUGUAUUUCUAUC . .« ot ittt ettt e it ettt et et et et et et ettt et 21 1 1
UCUGCCACCUGUAUUUCUAUCA .. .. .. .. .. .. .. .. .. .. 22 1 1
CUGCCACCUGUAUUUCUA. . & ittt ettt it ettt e e et ettt e et et et ettt et 18 1 1
CUGCCACCUGUAUUUCUAU . &+t ottt ettt it ettt i e et ettt e et et et e ettt et 19 1 1
CUGCCACCUGUAUUUCUAUC. .. .. .. .. o .. .. .. .. .. 20 32 1
CUGCCACCUGUAUUUCUAUCA . &ttt ittt it ettt it et ettt e et ettt ettt et 21 80 1
AAAAAAAAAAAAAAAAAAAAAAA UGCCACCUGUAUUUCUAUC . &ttt ettt it ettt et et et e i e et et ettt et e e 19 1 1
20 1 1
21 9 1
20 8 1
20 1 1
miR-2024a
UUCAGAAUAUUGGUGCUGGGCAAAAGGUCACAUUUUGCACAACACCAAUAUUCUGAGG
P O O G G O O G O G O G G P G O O O (PR )))))))))))))))))))))) ..
Total cloned: 5576 shared 5' end with miRNA: 641 shared 3' end with miRNA: 47
Scaffold: scaffold 126 Coordinates: 91276-91334 Strand: Minus Location: Intergenic; likely part of a miRNA cluster with miR-2024b,c,d,e
miRNA

UUGCACAACACCAAUAUUCUGA. . 22 4808 1

UUGCACAACACCAAU. ........ 15 1 10
UUGCACAACACCAAUA. .. ..... 16 1 7




AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UUGCACAACACCAAUAU. ...... 17 5 7
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UUGCACAACACCAAUAUU. .. ... 18 14 7
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UUGCACAACACCAAUAUUC. . ... 19 15 7
.. .UUGCACAACACCAAUAUUCU. ... 20 215 7
.. .UUGCACAACACCAAUAUUCUG. . . 21 379 1
UUGCACAACACCAAUAUUCUGAG . 23 11 1
Shared 3' Terminus
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CAACACCAAUAUUCUGA. . 17 1 1
. CACAACACCAAUAUUCUGA. . 19 13 1
.. GCACAACACCAAUAUUCUGA. . 20 3 1
....UGCACAACACCAAUAUUCUGA. . 21 29 1
.. .. . UUUUGCACAACACCAAUAUUCUGA. . 24 1 1
Subsequence
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UGCACAACACCAAUAUUCU. . .. 19 4 7
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UGCACAACACCAAUAUUCUG. . . 20 2 1
17 3 2
20 1 2
21 5 2
22 63 2
21 1 2
20 1 2
miR-2024b
CAUCAGGUAGACUUGCUUCAGAAUAUUGGUGCUGGGCAAAAGGUCACAUUUUGCACAAUUCCAAUAUUCUGAGGCACUUCUGCUGAA
P O O G G G O O G G O O O O O O O G O o O O O G (PP )))))) ) )))))))))))))))) ) )))))) ).
Total cloned: 360 shared 5' end with miRNA: 26 shared 3' end with miRNA: 1
Scaffold: scaffold 126 Coordinates: 87406-87493 Strand: Minus Location:
miRNA
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UUGCACAAUUCCAAUAUUCUGA. . .ot v v v e e e ns
Shared 5' Terminus
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UUGCACAAUUCCAAUAUU. . . .ot vtii e ieea et
.. .. .. .. .. .. .. .. .. ... .UUGCACAAUUCCAAUAUUCU. .. .. ..
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UUGCACAAUUCCAAUAUUCUG. . . .o v v ve e e e
Shared 3' Terminus
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UGCACAAUUCCAAUAUUCUGA. . . ..o v e en
Others
CAUCAGGUAGACUUGCU . . o o ittt ettt ettt e e it e ettt e ettt ettt e it e ettt ettt ettt enee e
CAUCAGGUAGACUUGCUUC
. AUCAGGUAGACUUGCUUC
.. .CAGGUAGACUUGCUUC
. AGGUAGACUUGCUUC
AAAAAAAAAAAAAAAA AGAAUAUUGGUGCUGGG. . ..
. .AGAAUAUUGGUGCUGGGCAA. . . .
. .AGAAUAUUGGUGCUGGGCAAA. . .
. .AGAAUAUUGGUGCUGGGCAAAA. .
.. .GAAUAUUGGUGCUGGGCARAA . . . ..t v i e ina e
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AAAGGUCACAUUUUGCACAA
miR-2024c
UGCUUCAAAAUAUCGGUGUUGGGUAAARAGGUCACAUUUUACACAGUACCGAUAUUGUGAAGCA
OO O et ))))))))))))))))))))))))) .
Total cloned: 7053 shared 5' end with miRNA: 2480 shared 3' end with miRNA:
Scaffold: scaffold 126 Coordinates: 87171-87234 Strand: Minus Location:
miRNA
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UUACACAGUACCGAUAUUGUGA. . .. 22 4252
Shared 5' Terminus
UUACACAGUACCGAU. . ......... 15 2
UUACACAGUACCGAUA. .. ....... 16 1
UUACACAGUACCGAUAU. . ....... 17 6
. UUACACAGUACCGAUAUU. . 18 45
. UUACACAGUACCGAUAUUG. 19 46
.UUACACAGUACCGAUAUUGU. . .... 20 284
. UUACACAGUACCGAUAUUGUG. . ... 21 1378
. UUACACAGUACCGAUAUUGUGAA. . . 23 715
UUACACAGUACCGAUAUUGUGAAG. . 24 3
Shared 3' Terminus
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA GUACCGAUAUUGUGA. . .. 15 2
. .AGUACCGAUAUUGUGA. . .. 16 1
.CAGUACCGAUAUUGUGA. . .. 17 1
.ACAGUACCGAUAUUGUGA. . . . 18 4
ACACAGUACCGAUAUUGUGA. . . . 20 6

Intergenic;
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AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UACACAGUACCGAUAUUGUGA. . .. 21 21 3
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UACACAGUACCGAUAUUGU. . .. .. 19 5 3
. .UACACAGUACCGAUAUUGUG. 20 5 3
.. .. .. .. .. .. .. .. .ACACAGUACCGAUAUUGU. . .... 18 1 7
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CAGUACCGAUAUUGU. . . ... 15 1 9
AAAAAA AAAAUAUCGGUGUUGGG . &« v v ot it ot ettt e et ie it et et ie e e i en e 17 1 9
. . .AAAAUAUCGGUGUUGGGUAA. . . 20 20 8
. . .AAAAUAUCGGUGUUGGGUAAA. . 21 55 7
. . .AAAAUAUCGGUGUUGGGUAARA . 22 165 7
... .AAAUAUCGGUGUUGGGUAA. . . 19 1 8
AAAUAUCGGUGUUGGGUAARA . 21 3 7
.. .AAUAUCGGUGUUGGGUARA. . 19 1 7
AAAAAAAA AAUAUCGGUGUUGGGUAAAA 20 1 7
AAAAAAAAA AUAUCGGUGUUGGGUAAAA 19 1 7
. .UAUCGGUGUUGGGUAARA . .. .. .. .. .. .. N 18 3 7
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 16 1 7
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 17 1 7
.. ... .UUUUACACAGUACCGAUAUUG. N 21 1 3
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UUUACACAGUACCGAUAUUGUG. . . .. 22 1 3
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UACACAGUACCGAUAUUGUGAA. . . 22 19 3
miR-2024d
AAAGAGCAGGUAGACUUGCUUCAGAAUAUUGGUACUGGGCAAAAGGUCACGUUUUGCACAUCACCAAUGUUCUGAGGCACUUCUGCUGAAGGAACUAGGAAAUUACAAGA
F O O O O L O P O L N G G S A N N N S N R e S D R R R R S B S DR DR DR DR DR DB B I I I I B R
Total cloned: 4294 shared 5' end with miRNA: 1266 shared 3' end with miRNA: 4
Scaffold: scaffold 126 Coordinates: 84451-84561 Strand: Minus Location: Intergenic; likely part of a miRNA cluster with miR-2024a,b,c,e
miRNA
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UUGCACAUCACCAAUGUUCUGA . &+ttt ettt it it et te et it en e 22 2865 2
Shared 5' Terminus
UUGCACAUCACCAAU . & o ittt ittt ettt et it et e et et et e e e e 15 4 2
. UUGCACAUCACCAAUG. . .. .. .. o .. .. .. . 16 1 2
UUGCACAUCACCAAUGU. & o\ttt ittt it et et et et et e e e et 17 11 2
UUGCACAUCACCAAUGUU. . . ittt ettt et it it et et et i e e e 18 104 2
. UUGCACAUCACCAAUGUUC. . .. .. .. o .. .. .. . 19 100 2
UUGCACAUCACCAAUGUUCU. . . ittt e it it et et e et et et i e e i et 20 690 2
UUGCACAUCACCAAUGUUCUG . .« .« v ittt it it e it et et et eeee e i e 21 347 2
UUGCACAUCACCAAUGUUCUGAG . + v vttt it ittt it it et ieee e i eae s 23 9 2
Shared 3' Terminus
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UGCACAUCACCAAUGUUCUGA. . . ¢ttt ittt it ettt e it e it ee e enen 21 3 2
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA GCACAUCACCAAUGUUCUGA. .« i it ittt it it et e e et e ie e e eaen 20 1 2
. UGCACAUCACCAAUGUU. .. 17
.. .. .. .. .. .. .. o .. .. ... .UGCACAUCACCAAUGUUCU. . . .. .. o .. .. .. . 19 6 2
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UGCACAUCACCAAUGUUCUG. .+ttt ottt it ittt ie et ie et ee i enen 20 2 2
. . .GAGCAGGUAGACUUGCUUC 19 1 1
.AGCAGGUAGACUUGCUUC. . 18 1 1
. .GCAGGUAGACUUGCUUC. . 17 1 1
.. .CAGGUAGACUUGCUUC. . 16 13 8
... .AGGUAGACUUGCUUC 15 1 8
16 1 2
17 1 2
AGAAUAUUGGUACUGGGCAA. .. .. .. .. o .. .. .. .. .. .. .. .. . 20 1 2
AGAAUAUUGGUACUGGGCARA . .« o ottt e ettt it et et et e et et et e et et et e et et ettt et et et e 21 6 2
AGAAUAUUGGUACUGGGCAAAA 22 115 2
. .AAUAUUGGUACUGGGCAA . .. .. .. .. .. .. .. .. .. .. .. .. .. N 18 1 2
19 1 2
21 1 2
21 1 2
22 1 2
16 1 8
20 1 5
miR-2024e
AGUGCUACUGCUUCAAAAUAUCGGUGUUGGGUAAAAGGUCACAUUUUCAACAGUACCGAUAUUGUGAAGCACGUUUGCAAAUUAA
OO OO Coeeeeeeeeeet e (00t )))) )00 ) ) ))))))))) ) ) ) e
Total cloned: 6248 shared 5' end with miRNA: 1224 shared 3' end with miRNA: 37
Scaffold: scaffold 126 Coordinates: 84222-84307 Strand: Minus Location: Intergenic; likely part of a miRNA cluster with miR-2024a,b,c,d
miRNA

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UUCAACAGUACCGAUAUUGUGA. . . .t v v v v ieve e et 22 4711 1



Shared 5' Terminus

UUCAACAGUACCGAU. . . vttt ittt i i i eeeieea e 15 1 1
UUCAACAGUACCGAUA. . . ottt it i it ieiie e 16 3 1
UUCAACAGUACCGAUAU .. 17 2 1
UUCAACAGUACCGAUAUU. .. . 18 43 1
UUCAACAGUACCGAUAUUG. . . 19 58 1
UUCAACAGUACCGAUAUUGU. . .. .. .. . 20 205 1
UUCAACAGUACCGAUAUUGUG. . . . . .. .. . 21 418 1
UUCAACAGUACCGAUAUUGUGAA 23 494 1
Shared 3' Terminus
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA GUACCGAUAUUGUGA 15 2 9
.. .AGUACCGAUAUUGUGA.. . . . 16 1 9
....CAGUACCGAUAUUGUGA. .. . 17 1 9
.. .ACAGUACCGAUAUUGUGA. . . . 18 4 8
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AACAGUACCGAUAUUGUGA 19 12 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CAACAGUACCGAUAUUGUGA 20 6 1
UCAACAGUACCGAUAUUGUGA 21 11 1
UCAACAGUACCGAUAUUG. . .ttt iiie e i ieee e n e 18 1 1
UCAACAGUACCGAUAUUGU. . .. .. .. . 19 3 1
UCAACAGUACCGAUAUUGUG. . . .o vvi i ie e enns 20 6 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AACAGUACCGAUAUUGU. . ... i i it i i ieea e 17 1 1
.. .. .. .. .. .. .. .. .. . .AACAGUACCGAUAUUGUG. .. .. .. . 18 3 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CAGUACCGAUAUUGU. . . .t i i ieiiii e 15 1 9
AAAAUAUCGGUGUUGGG . &« 4 vttt et it it ettt et et i e et et et e e et et i et et 17 1 9
. .AAAAUAUCGGUGUUGGGUAA. . . . 20 20 8
. .AAAAUAUCGGUGUUGGGUAAA. . . 21 55 7
. .AAAAUAUCGGUGUUGGGUAAAA. . 22 165 7
. . .AAAUAUCGGUGUUGGGUAA. . . . 19 1 8
. . .AAAUAUCGGUGUUGGGUAAAA. . 21 3 7
. . .AAUAUCGGUGUUGGGUAAA. . . 19 1 7
.. .. ... .AAUAUCGGUGUUGGGUAAAA. . .. .. .. .. .. .. .. .. .. . 20 1 7
AAAAAAAAAAAAAAAAA AUAUCGGUGUUGGGUARRA . &« « vttt ettt it et e te et et et e et et ettt et et e e 19 1 7
AAAAAAAAAAAAAAAAAA UAUCGGUGUUGGGUARRRA . .« & e ettt ettt e it ettt et et et et e et et i et et 18 3 7
.. .. .. . .AUCGGUGUUGGGUAAA. . . .. .. .. .. .. .. .. .. .. . 16 1 7
AAAAAAAAAAAAAAAAAAA AUCGGUGUUGGGUARRA . & o vttt ettt it et it et et et e et et ettt et et e e 17 1 7
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UCAACAGUACCGAUAUUGUGAA. . . . v v ieee v 22 6 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AACAGUACCGAUAUUGUGAA. . . . v ii e ieea e 20 2 1
miR-2024f
ACAUCAGGUAGACUUGCUUCAGAGUAUUGGCGCUGGGCAAAAGGUCACAUUUUGCACAUUACCAAUAUUCUGAGGCACUUCUGCUGAAGGAACU
PO O O G O G G O O G O O G O G G G S O G O O O O O QPRSP 1))))) ) ))))))))))II)) II))))) e
Total cloned: 4331 shared 5' end with miRNA: 343 shared 3' end with miRNA: 14
Scaffold: scaffold 282 Coordinates: 93286-93380 Strand: Minus Location: Intergenic; likely part of a miRNA cluster with miR-2024g
miRNA
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UUGCACAUUACCAAUAUUCUGA. .« vttt v it ieiieieeaen 22 3839 3
Shared 5' Terminus
UUGCACAUUACCAAUAU. . .ttt it i i ieieee e i eaens 17 1 3
. UUGCACAUUACCAAUAUU. . 18 6 3
. UUGCACAUUACCAAUAUUC. 19 4 3
. UUGCACAUUACCAAUAUUCU .. .. .. .. . 20 135 3
UUGCACAUUACCAAUAUUCUG. . . .t it ieieie e ieeaens 21 187 3
UUGCACAUUACCAAUAUUCUGAG. . . v v v eeveeieeaens 23 10 3
Shared 3' Terminus
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AUUACCAAUAUUCUGA. . . i ottt ieiieieea e 16 4 3
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA ACAUUACCAAUAUUCUGA. . .t ottt it i ieee et 18 1 3
.. .. .. .. .. .. .. .. .. .. ....CACAUUACCAAUAUUCUGA. . . .. .. .. . 19 2 3
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UGCACAUUACCAAUAUUCUGA. . . .t ot vt ieieiieen e 21 7 3
Subsequence
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 20 6 3
Others
ACAUCAGGUAGACUUGCUUC. 20 6
. CAUCAGGUAGACUUGCU. . . 17 1 6
. CAUCAGGUAGACUUGCUUC. 19 63 6
. .AUCAGGUAGACUUGCUUC. 18 2 7
. CAGGUAGACUUGCUUC. 16 13 8
. .AGGUAGACUUGCUUC 15 1 8
AAAAAAAAAAAAAAAAA AGAGUAUUGGCGCUGGGCARA. . 21 1 3
.. .. .. . . .AGAGUAUUGGCGCUGGGCAARA . .. .. .. .. . 22 44 3
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 22 1 3




miR-2024g
ACCAAUAAGUGCUACUGCUUCAAAAUAUCGGUGUUGGGUAARAAGGUCACCUUUUAACACAGUACCGAUAUUGUGAAGCACGUUUGCAAA
AAAAAAAAA COC OO e cCeeeCaa))IND) =) )))))))I)))))))))))))a))) ..

Total cloned: 2396 shared 5' end with miRNA: 501 shared 3' end with miRNA: 45
Scaffold: scaffold 282 Coordinates: 93046-93135 Strand: Minus Location: Intergenic; likely part of a miRNA cluster with miR-2024f
miRNA
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UAACACAGUACCGAUAUUGUGA. . ..o v v v v v e 22 1570 4
Shared 5' Terminus
.. . .UAACACAGUACCGAUAU. 17 1 4
. .UAACACAGUACCGAUAUU .. 18 7 4
. .UAACACAGUACCGAUAUUG. . . . 19 24 4
. .UAACACAGUACCGAUAUUGU. . . 20 80 4
. UAACACAGUACCGAUAUUGUG. . 21 248 4
UAACACAGUACCGAUAUUGUGAA 23 141 4
Shared 3' Terminus
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA GUACCGAUAUUGUGA 15 2 9
.. .. .. .. .. .. .. .. .. .. .. ... .AGUACCGAUAUUGUGA. 16 1 9
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CAGUACCGAUAUUGUGA 17 1 9
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA ACAGUACCGAUAUUGUGA 18 4 8
.. .. .. .. .. .. .. .. .. .. .. ACACAGUACCGAUAUUGUGA . 20 6 7
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AACACAGUACCGAUAUUGUGA 21 27 4
UUAACACAGUACCGAUAUUGUGA 23 4 4
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AACACAGUACCGAUAUUG. . . .ot v i iiiie e 18 1 4
.AACACAGUACCGAUAUUGUG. . 20 1 4
.. .. .. .. .. .. .. .. .. .. .. ACACAGUACCGAUAUUGU. . . .. .. . 18 1 7
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CAGUACCGAUAUUGU. . . ... ov i ieenen 15 1 9
. CCAAUAAGUGCUACUGCUUC. &« ittt ettt it e ettt e et et e et et et e it et et e et et et et et et i et e 20 1 5
. .CAAUAAGUGCUACUGCUUC. . . 19 2 5
. .UAAGUGCUACUGCUUC. . . .. .. .. 16 1 5
.. .AAGUGCUACUGCUUC. . . ... v v ie e en 15 1 8
.. .. .. .. .. .. .. .. .. . 17 1 9
AAAAUAUCGGUGUUGGGUARR. « .« ittt ittt ittt i e et et et e et et ettt et et e e 20 20 8
AAAAUAUCGGUGUUGGGUARRA . .« o ottt it it it e te it et et e et et et ettt 21 55 7
.. .. .. ... .AAAAUAUCGGUGUUGGGUAAAA .. .. .. .. .. .. .. .. .. . 22 165 7
AAAAAAAAAAAAAAAAAAAAAA AAAUAUCGGUGUUGGGUAA . &ttt ittt it it ettt et et et e e e et et i et e e 19 1 8
AAAAAAAAAAAAAAAAAAAAAA AAAUAUCGGUGUUGGGUAARA 21 3 7
.. .. .. .. .AAUAUCGGUGUUGGGUARA . 19 1 7
AAAAAAAAAAAAAAAAAAAAAAA AAUAUCGGUGUUGGGUAAAA 20 1 7
AAAAAAAAAAAAAAAAAAAAAAAA AUAUCGGUGUUGGGUAAAA 19 1 7
. . .UAUCGGUGUUGGGUAAAA 18 3 7
... .AUCGGUGUUGGGUARA. 16 1 7
AUCGGUGUUGGGUAAAA 17 1 7
. UUUAACACAGUACCGAUAUUGUG. . 23 1 4
. .UUAACACAGUACCGAUAUU. . ... 19 2 4
. .UUAACACAGUACCGAUAUUGU. . . 21 4 4
.. .. .. .. .. .. .. .. .. .. . .UUAACACAGUACCGAUAUUGUG. . 22 3 4
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AACACAGUACCGAUAUUGUGAA 22 8 4
miR-2025
AACAAUUAGGCCACAUACAAAGCUUUCGAUGGCUAGAAAAUCCUUAGUGAUUUUUUAGCCCGCGGAAGUUGUGUUGCCUGGCCAAUAUUACCAUU
AAAAAAAA COCCCa o COC OO CeeeeeeeCCCeaeea))) NI e )))))))) ) )) e e D)) ) ) e e
Total cloned: 6681 shared 5' end with miRNA: 329 shared 3' end with miRNA: 98
Scaffold: scaffold 51 Coordinates: 151655-151750 Strand: Minus Location: Intergenic
miRNA
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UUUUUUAGCCCGCGGAAGUUGU. + v vt vt veve v i ieea e nns 22 6210 1
Shared 5' Terminus
UUUUUUAGCCCGCGGA . « vt it it it it i e e i ee e e 16 2 1
UUUUUUAGCCCGCGGARA . & vttt it it e i e i e e e 17 5 1
. .UUUUUUAGCCCGCGGAAG. . . 18 9 1
. .UUUUUUAGCCCGCGGAAGU. . 19 22 1
. . UUUUUUAGCCCGCGGAAGUU. 20 65 1
. UUUUUUAGCCCGCGGAAGUUG. 21 225 1
UUUUUUAGCCCGCGGAAGUUGUG 23 1 1
Shared 3' Terminus
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UAGCCCGCGGAAGUUGU 17 1 1
... .UUAGCCCGCGGAAGUUGU 18 1 1
. . .UUUAGCCCGCGGAAGUUGU 19 3 1
.. .. .. .. .. .. .. o o .. . . UUUUAGCCCGCGGAAGUUGU 20 13 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UUUUUAGCCCGCGGAAGUUGU 21 80 1

Subsequence



AGCUUUCGAUGGCUAGA . & ¢ttt ettt it et ettt et et et e et et et et et ettt et et ee e
. .AGCUUUCGAUGGCUAGAAAA. . .
. .AGCUUUCGAUGGCUAGAAAAU. .
. AGCUUUCGAUGGCUAGAAAAUC.

AAAAAAAAAAAAAAAAAAAAA GCUUUCGAUGGCUAGAARAUC . & ittt e it ettt et et et e et et ettt et et e e et ee e
miR-2026
ACUUGUGUCCCCCCGUUUCAAAUGUCUACUGAUGGAAGUUGGUUCCAUCAGUGGGUAUUUGAAGUUGAGAGACGCAGAA
SCCCOCOC GG OO Ceeeeeeeeeee e ))))))))))))-)))))))) ) ) ))))))) ..
Total cloned: 3319 shared 5' end with miRNA: 1460 shared 3' end with miRNA: 41
Scaffold: scaffold 61 Coordinates: 667308-667387 Strand: Minus Location: Intergenic
miRNA
AAAAAAAAAAAAAAA UUUCAAAUGUCUACUGAUGGA . « « v et ettt it it ittt ettt i et it 21 1680
Shared 5' Terminus
AAAAAAAAAAAAAAA UUUCARAUGUCUACUGAU . .« & ittt ettt it ettt e et et ettt et et e e e eaeas 18 1
AAAAAAAAAAAAAAA UUUCARAUGUCUACUGAUG . &+ttt ittt it it et e it et et et e et et et et e et i eneas 19 3
.. .. .. .UUUCAAAUGUCUACUGAUGG. . . 20 20
AAAAAAAAAAAAAAA UUUCAAAUGUCUACUGAUGGAA 22 1436
Shared 3' Terminus
AAAAAAAAAAAAAAAAAAAAA AUGUCUACUGAUGGA . .« ottt it ottt it et ettt et et et et et ea 15 6
. .AAAUGUCUACUGAUGGA. . 17 1
. CAAAUGUCUACUGAUGGA. . 18 2
UCAAAUGUCUACUGAUGGA. . .. .. .. .. .. .. .. .. 19 3
UUCAAAUGUCUACUGAUGGA . . & it ittt ettt e et ie e ettt et eeee e 20 29
UUCAAAUGUCUACUGAUG . .+ & vttt ittt it it ettt e et et et e e et i e e e ene 18 2
UUCAAAUGUCUACUGAUGGAA 21 13
UCAAAUGUCUACUGAUGGAA . 20 1
.. .. .. . CAAAUGUCUACUGAUGGAA . 19 4
AAAAAAAAAAAAAAAAAAA AAAUGUCUACUGAUGGAA 18 1
AAAAAAAAAAAAAAAAAAAAA AUGUCUACUGAUGGAA 16 1
UGUCUACUGAUGGAA. 15 3
16 1
19 1
.. .. .. .. .. .. .. .. .. .CCAUCAGUGGGUAUUUGAAG. . . .. .. 20 10
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CCAUCAGUGGGUAUUUGAAGU. . . ... oo v vnn . 21 38
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CCAUCAGUGGGUAUUUGAAGUU. . . .. ..o vvn . 22 59
... .CAUCAGUGGGUAUUUGAAGUU. 21 2
. .CAGUGGGUAUUUGAAG. . . .. .. 16 1
AGUGGGUAUUUGAAGU. . . ..o v v en e 16 1

miR-2027

AAUCCGAGAGCCUUAAGGCUUGCUUGUUGGUAAUUUUGCAUCUGUUGCACAUGCGAUUUUACCAAAAUGCAAUUCUUAUGGUUCAGUGAUCAGGAA
OGO OO COCC e COCCOCCe . (e e a))))))))e))))))) ee)))) e ))))a))))) (o))

Total cloned: 2543 shared 5' end with miRNA: 1047 shared 3' end with miRNA: 113

Scaffold: scaffold 241 Coordinates: 295171-295267 Strand: Plus Location: Intergenic

miRNA

Shared 5' Terminus

AUGCGAUUUUACCARARA . &t vttt it ot ie e e ee et i e
.AUGCGAUUUUACCAAAAU. . . .. .. .. .. ..
AUGCGAUUUUACCARAAUG . &« v it ottt ieee i ieea e
AUGCGAUUUUACCARAAUGC. « . vt it it it i e e i e ea s
.AUGCGAUUUUACCAAAAUGCA. .. .. .. .. ..
AUGCGAUUUUACCAAAAUGCAAU. . . ottt i e ie e i ieee s
AUGCGAUUUUACCAAAAUGCAAUU. . ..ttt i it e i ieee e
AUGCGAUUUUACCAAAAUGCAAUUC. . . .ottt i i i i ieea e n et

AAAAA AUUUUACCAAAAUGCAA
.. .. .. .. .. .. .. o o .. . .GCGAUUUUACCAAAAUGCAA
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UGCGAUUUUACCAAAAUGCAA

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UGCGAUUUUACCAAAAUGCA
. .GCGAUUUUACCAAAAUGCA
.. .. .. .. .. .. .. o o .. ... .GAUUUUACCAAAAUGCA
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UUUUACCAAAAUGCA
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AAAAAAAAAAAAAAAAAAAA UGCUUGUUGGUAAUUUUG . . & e vttt ettt ettt it et et e it et et et et et et et et
AAAAAAAAAAAAAAAAAAAA UGCUUGUUGGUAAUUUUGC . &« vttt et it ettt e i e et et e i e et et et et et et et e
AAAAAAAAAAAAAAAAAAAA UGCUUGUUGGUARAUUUUGCA. & & it ittt it ettt i e et ettt e et et et et et et et e

. . .UGCUUGUUGGUAAUUUUGCAU. .
. . .UGCUUGUUGGUAAUUUUGCAUC.
. . .UGCUUGUUGGUAAUUUUGCAUCU
... .GCUUGUUGGUAAUUUUGCAU. .
GCUUGUUGGUAAUUUUGCAUCU
CUUGUUGGUAAUUUUGCAUCU
UCUGUUGCACAUGCGAUUUUACCARAA. . . .
CAUGCGAUUUUACCAAAAU. . . . ..
AAAAA UGCGAUUUUACCAAAAUGCAAU. . .
. UGCGAUUUUACCAAAAUGCAAUU. .

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA GCGAUUUUACCAARAUGCAAU. . . vt i it i i ieie et

miR-2028
AGGACGAUGGAGUCUUAAUGUUCCUGCUUGUUCCUAUAUAUUAGGAACUAGCAGGAGCAUUAAGAUUACAGUCGUCAAUAAAC

P O O O O O G O G O G O G O O O O G G O O O O G QPO ))))))) )0 ) ) ) e
Total cloned: 1643 shared 5' end with miRNA: 835 shared 3' end with miRNA: 4
Scaffold: scaffold 6 Coordinates: 334196-334279 Strand: Minus Location:
miRNA

AAAAAAAAAAAAAAA UAAUGUUCCUGCUUGUUCCUAR. « &ttt ettt it ettt it et ettt ettt en s
Shared 5' Terminus

.. .. . . .UAAUGUUCCUGCUUG. . .
. UAAUGUUCCUGCUUGU. .
. UAAUGUUCCUGCUUGUU .
. UAAUGUUCCUGCUUGUUC . ..
. UAAUGUUCCUGCUUGUUCC. . ..
. UAAUGUUCCUGCUUGUUCCU. . .
. UAAUGUUCCUGCUUGUUCCUAU.
. UAAUGUUCCUGCUUGUUCCUAUA ..
. UAAUGUUCCUGCUUGUUCCUAUAU. . . . .. .. .. .. .. .. .. ..
UAAUGUUCCUGCUUGUUCCUAUAUA. . & o vttt ettt ittt te et et ie et et et ea e
Shared 3' Terminus

AAAAAAAAAAAAAAAA AAUGUUCCUGCUUGUUC. & o\ ittt it it ettt et et et et e et et i et et
AAAAAAAAAAAAAAAA AAUGUUCCUGCUUGUUCCU . &t vttt ettt it ettt it et et e i e et et i e et e
AAAAAAAAAAAAAAAAAAA GUUCCUGCUUGUUCCU. . . ittt e et it it et ittt et et ettt et et ee e

AAUGUUCCUGCUUGUUCCUAU . . v ittt e it ittt et et ie e e et et e e et i i
. . .UAUAUAUUAGGAACUAGCAGGAGCAUUAAG. . .
. .UAUAUUAGGAACUAGCAGGAGCAUUAAG. . .
. AUAUUAGGAACUAGCAGGAGCAUUAAG. . .
. .UAUUAGGAACUAGCAGGAGCAU. . ..
. .UAUUAGGAACUAGCAGGAGCAUUAA. . ..
. .UAUUAGGAACUAGCAGGAGCAUUAAG. . .
. . .AUUAGGAACUAGCAGGAGCAUUA. .. ..
. . .AUUAGGAACUAGCAGGAGCAUUAA. . ..
. . .AUUAGGAACUAGCAGGAGCAUUAAG. . . .. .. ..
UUAGGAACUAGCAGGAGCAUUA. . . o ittt ieii e i eaens
UUAGGAACUAGCAGGAGCAUUAA. . . .ttt iieii e i eaens
UUAGGAACUAGCAGGAGCAUUAAG. . . .. .. ..
UAGGAACUAGCAGGAGCA . . . ittt it it i e i e e
UAGGAACUAGCAGGAGCAUU. . .ttt it i i i iiei e e
UAGGAACUAGCAGGAGCAUUA o .. .. ..
UAGGAACUAGCAGGAGCAUUAA. . . o vt ieieiieenen
UAGGAACUAGCAGGAGCAUUAAG. . . v v v e ie i e ea e
UAGGAACUAGCAGGAGCAUUAAGA. . ..
UAGGAACUAGCAGGAGCAUUAAGAU. .. ..
UAGGAACUAGCAGGAGCAUUAAGAUUA. . .
.AGGAACUAGCAGGAGCAUUA. . .......
.AGGAACUAGCAGGAGCAUUAA. . . .
.AGGAACUAGCAGGAGCAUUAAG. . .
. .GGAACUAGCAGGAGCAU. . . .
. .GGAACUAGCAGGAGCAUUA. . ...
. .GGAACUAGCAGGAGCAUUAAG. . .
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miR-2029
CAUAGUGUGGCAUUUAGGUGAUACGCAAUCCCUAGGUUACCAUGUCAGAUGGUAAACUAUGGAUUGCGCUUCUCCUAACUUGCCUAACUGCAAUGCU
P O O G G O O O O G G O O O O O O O O O P O G S G S G (P )))))))))))))))))) ) ))))) e )))) ) ) ) e

Total cloned: 1607 shared 5' end with miRNA: 377 shared 3' end with miRNA: 6
Scaffold: scaffold 83 Coordinates: 157639-157736 Strand: Plus Location: Intronic; overlapping gene (186367) is encoded on same (plus) strand
miRNA
UACGCAAUCCCUAGGUUACCAU 22 720 1
.UACGCAAUCCCUAGG. . 15 1 1
UACGCAAUCCCUAGGU. 16 2 1
UACGCAAUCCCUAGGUU 17 4 1
UACGCAAUCCCUAGGUUA. .. . 18 13 1
UACGCAAUCCCUAGGUUAC. . . 19 39 1
UACGCAAUCCCUAGGUUACC. . .. .. .. .. .. .. .. .. .. .. .. 20 69 1
UACGCAAUCCCUAGGUUACCA . &« it ittt it e it et et et e et et ettt et ettt et e e 21 247 1
UACGCAAUCCCUAGGUUACCAUGU 24 1 1
UACGCAAUCCCUAGGUUACCAUGUCAGA 28 1 1
Shared 3' Terminus
ACGCAAUCCCUAGGUUACCAU 21 6 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 18 1 1
ACGCAAUCCCUAGGUUACCA . « & ittt e it et et e et et et et e et et et et et ettt et et ee e 20 3 1
AUACGCAAUCCCUAGGUUACCA . &t ittt it it ettt et et et et e et et et et et et et et et e e 22 2 1
.. .. .. .. CAUGUCAGAUGGUAAACUAUGGAUUG. 26 1 1
UGGUAAACUAUGGAUU. . .. 16 1 1
. .UGGUAAACUAUGGAUUG. .. .. 17 6 1
. .UGGUAAACUAUGGAUUGC. . .. 18 2 1
. .UGGUAAACUAUGGAUUGCG. . . 19 34 1
. .UGGUAAACUAUGGAUUGCGC. . 20 16 1
. .UGGUAAACUAUGGAUUGCGCU. 21 31 1
. . UGGUAAACUAUGGAUUGCGCUU .. 22 27 1
.. .. .. .. .. .. .. .. .. . . .UGGUAAACUAUGGAUUGCGCUUC. . . . 23 11 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UGGUAAACUAUGGAUUGCGCUUCU 24 11 1
GGUAAACUAUGGAUU. . o ottt it it et ettt e ieeie i e 15 1 1
. GGUAAACUAUGGAUUG .. .. .. .. .. 16 1 1
GGUAAACUAUGGAUUGC. . . o vttt it it ittt i e e i e ee s 17 1 1
GGUAAACUAUGGAUUGCG. &+ vt vt it ittt ieieeieieea e 18 1 1
. GGUAAACUAUGGAUUGCGC. . .. .. .. o .. 19 3 1
GGUAAACUAUGGAUUGCGCU. .« vttt it it it eeeieeeee s 20 7 1
GGUAAACUAUGGAUUGCGCUU. . .ttt ie it ee e i ee e 21 5 1
. .GGUAAACUAUGGAUUGCGCUUC. . . . 22 21 1
.GGUAAACUAUGGAUUGCGCUUCU. . . 23 7 1
.GUAAACUAUGGAUUGC. . . . 16 2 1
. GUAAACUAUGGAUUGCG. . . 17 1 1
. GUAAACUAUGGAUUGCGC. . 18 7 1
. GUAAACUAUGGAUUGCGCU. 19 39 1
. GUAAACUAUGGAUUGCGCUU .. 20 38 1
.GUAAACUAUGGAUUGCGCUUC. . . . 21 29 1
. GUAAACUAUGGAUUGCGCUUCU. . . 22 84 1
. .UAAACUAUGGAUUGCGCUU. . ... 19 4 1
.. .. .. .. .. .. .. .. .. .. . .UAAACUAUGGAUUGCGCUUC. . . . 20 7 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UAAACUAUGGAUUGCGCUUCU 21 83 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AAACUAUGGAUUGCGCUU. . .ttt it ie i e e i ieea s 18 2 1
. . .AAACUAUGGAUUGCGCUUC. . . . 19 1 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AAACUAUGGAUUGCGCUUCU 20 12 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CUAUGGAUUGCGCUU. . . vt ittt it ie i i ieei s 15 1 2
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UAUGGAUUGCGCUUCU. . . .ot i i it i i ieee e e e 16 1 1
miR-2030
ACACCCACAGUAUGGCCGUAUAGCAUAACAUUGUAAGAGAUUGUAAGAACCUCUUUACAUUGUUGUGCUGUACGGAUAUGCUGAAUAGU
AAAAAAA COCCCCCCOCCCECeeeeee OO0 Ceeenaaaaaa)))>)))I)I)>))))))I)))N)))))))))) e
Total cloned: 1349 shared 5' end with miRNA: 317 shared 3' end with miRNA: 22
Scaffold: scaffold 507 Coordinates: 85571-85660 Strand: Minus Location: Intergenic
miRNA
AAAAAAAAAAAAAAAAAAAA UAGCAUAACAUUGUAAGAGAUU . &« ot ittt it it ettt it it ie et it et it et 22 999 1
Shared 5' Terminus
UAGCAUAACAUUGUAAG . &« vttt ettt it ettt i e et ettt e et et et et et i et enean 17 3 1
. .UAGCAUAACAUUGUAAGA .. 18 2 1
. .UAGCAUAACAUUGUAAGAG. . . . 19 7 1
. UAGCAUAACAUUGUAAGAGA. . . .. .. .. .. .. .. .. .. .. . 20 124 1
UAGCAUAACAUUGUAAGAGAU . &« vttt it ittt it et ettt et ettt et et e et 21 177 1




AAAAAAAAAAAAAAAAAAAA UAGCAUAACAUUGUAAGAGAUUG . . & ittt ittt it et et e et et ettt et et e e e en e
AAAAAAAAAAAAAAAAAAAA UAGCAUAACAUUGUAAGAGAUUGU . . . .ttt it it et et e et et ettt et et i et e en e
AAAAAAAAAAAAAAAAAAAA UAGCAUAACAUUGUAAGAGAUUGUAAG . « & vt vttt it ittt i e ettt e et et ie et e ie e
. . .UAGCAUAACAUUGUAAGAGAUUGUAAGAA . .« « t i ittt it et ittt et et e e et et ee e
Shared 3' Terminus

AAAAA ACAUUGUAAGAGAUU.
. .AUAACAUUGUAAGAGAUU.
. CAUAACAUUGUAAGAGAUU.
.GCAUAACAUUGUAAGAGAUU.
AGCAUAACAUUGUAAGAGAUU
AGCAUAACAUUGUAAGAGAU . & & i ittt it et ettt e et et et e et et ettt et et ee e
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CCUCUUUACAUUGUUGUGCU. . . .t ei v ieie e e
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CCUCUUUACAUUGUUGUGCUGUA. . . .ot v v ii i e e
miR-2031
AGACCACCUAAAAUACGGCACUCUAUUUAUGGUACUUUUAAGUACCAUAAAUAGAGUGCCGUAUUUUAGGUGGUUAA
SCCCCCCCEEEEeeeeeeeeeeeeeeeeceeeeeCCaaaa)d)NNIIIIIIIIIIIIIIIIIIIIIIIIII)D)) ..
Total cloned: 785 shared 5' end with miRNA: 253 shared 3' end with miRNA: 30
Scaffold: scaffold 48 Coordinates: 869416-869493 Strand: Plus Location:
miRNA

AAAAAAAAAAAAA UACGGCACUCUAUUUAUGGUACU . & & vttt it it it ittt it ittt et it en e
Shared 5' Terminus

.. . UACGGCACUCUAUUUAUGG .
. UACGGCACUCUAUUUAUGGU ..
. UACGGCACUCUAUUUAUGGUA. . . .
. UACGGCACUCUAUUUAUGGUAC. . .
UACGGCACUCUAUUUAUGGUACUUU
Shared 3' Terminus

. UACCAUAAAUAGAGUGCCG. .. o .
UACCAUAAAUAGAGUGCCGU. . . ..o vv i e
UACCAUAAAUAGAGUGCCGUA. . ... ..o vvn.n
. UACCAUAAAUAGAGUGCCGUAU. . .
. UACCAUARAUAGAGUGCCGUAUU. . ..
. UACCAUAAAUAGAGUGCCGUAUUU. . ...
. UACCAUAAAUAGAGUGCCGUAUUUU. . . .
. .ACCAUAAAUAGAGUGCCGU. . .......
. .ACCAUAAAUAGAGUGCCGUA. . . .
. .ACCAUAAAUAGAGUGCCGUAU. . .
. . .CCAUAAAUAGAGUGCCGUAU. . .
....CAUAAAUAGAGUGCCGUAU. . .
CAUAAAUAGAGUGCCGUAUU. .
CAUAAAUAGAGUGCCGUAUUU.

miR-2032a

Intronic;
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P G O G G G O G G G G G O G O O G O (O (O O G (PP ))) )00 ) ) a)))) ) ) ) )) .
Total cloned: 184 shared 5' end with miRNA: 71 shared 3' end with miRNA: 0
Scaffold: scaffold 161 Coordinates: 473284-473375 Strand: Minus Location:
miRNA

Shared 5' Terminus
UCGCUGCGACAGUUAGCU . &+ &ttt it it ettt e e et et et et ettt et et e e e
. .UCGCUGCGACAGUUAGCUA. . . .
. .UCGCUGCGACAGUUAGCUAGC. .
. .UCGCUGCGACAGUUAGCUAGCA.
. . UCGCUGCGACAGUUAGCUAGCAU
. UCGCUGCGACAGUUAGCUAGCAUU.

Others

Intergenic;
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CGAGGUAACUGUUGCAGCA. . .ttt it it i ieeieee e 19 3 3
CGAGGUAACUGUUGCAGCAU. . .ttt it it i eeei e ea e 20 7 3
CGAGGUAACUGUUGCAGCAUCC. . . vt v v i i e ieei e ea e 22 13 3
. .GAGGUAACUGUUGCAG. . . . . 16 1 4
. .GAGGUAACUGUUGCAGCAU. . 19 15 3
. .GAGGUAACUGUUGCAGCAUC. 20 1 3
. .GAGGUAACUGUUGCAGCAUCC 21 16 3
. GAGGUAACUGUUGCAGCAUCCA 22 1 3
.AGGUAACUGUUGCAGCAU. . 18 4 3
.AGGUAACUGUUGCAGCAUC. 19 1 3
.AGGUAACUGUUGCAGCAUCC 20 2 3
.AGGUAACUGUUGCAGCAUCCA. 21 1 3
miR-2032b
GCGAGCUCACCGUUGCUGUCGCUGCAACAGUUAGCUAGCAUUUAUUGCGAGGUAACUGUUGCAGCAUCCAUGACUGUGAGG
P O G O G G G O G G G G G O O O G O P O (PO O (Y (P )))2))))))))))))))) ) e)))) ) ))) ).
Total cloned: 119 shared 5' end with miRNA: 23 shared 3' end with miRNA: 1
Scaffold: scaffold 161 Coordinates: 427058-427139 Strand: Minus Location: Intronic; likely part of a miRNA cluster with miR-2032a;
overlapping gene (119389) is encoded on same (minus) strand
miRNA
AAAAAAAAAAAAAAAAAA UCGCUGCAACAGUUAGCUAG . & v v ettt ittt e ittt et ittt et et in et 20 27 2
Shared 5' Terminus
AAAAAAAAAAAAAAAAAA UCGCUGCAACAGUUAGCUA . &t vttt ittt et et ettt e et ettt e et eaen 19 4 2
.UCGCUGCAACAGUUAGCUAGC. . . . 21 3 2
.UCGCUGCAACAGUUAGCUAGCA. . . .. .. .. .. .. .. .. .. 22 15 2
.UCGCUGCAACAGUUAGCUAGCAU. . & ittt ittt ettt e et et et et e e e 23 1 2
Shared 3' Terminus
AAAAAAAAAAAAAAAAAAA CGCUGCAACAGUUAGCUAG . &« 4ttt it ottt it et et et e et et e et e i e 19 1 2
Subsequence
Others
CGAGGUAACUGUUGCA. . . .. v i i ieii e e 16 1 3
. CGAGGUAACUGUUGCAGC. . .. 18 2 3
. CGAGGUAACUGUUGCAGCA. . . .. .. .. 19 3 3
CGAGGUAACUGUUGCAGCAU. . . ... ov v vn e 20 7 3
CGAGGUAACUGUUGCAGCAUCC. .. ......... 22 13 3
.. .. .. .. .. .. .. .. .. . .GAGGUAACUGUUGCAG .. .. 16 1 4
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA GAGGUAACUGUUGCAGCAU. . . ..o vv i vn e 19 15 3
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA GAGGUAACUGUUGCAGCAUC. . .. ... vv e 20 1 3
.. .. .. .. .. .. .. o .. . .GAGGUAACUGUUGCAGCAUCC. . .. .. 21 16 3
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA GAGGUAACUGUUGCAGCAUCCA. . . ........ 22 1 3
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AGGUAACUGUUGCAGCAU. . . ..o vv v en e 18 4 3
. . .AGGUAACUGUUGCAGCAUC. . . 19 1 3
.. .. .. .. .. .. .. o .. . . .AGGUAACUGUUGCAGCAUCC. . .. .. 20 2 3
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AGGUAACUGUUGCAGCAUCCA. . ......... 21 1 3
miR-2033
CGACAUAUCUUUCUGACUCUGAGCUAAUGAUGAGAGAAUCAAACAUUGCCUGAUAUGCUAAAUGUAGACAAUCUUGAAUUCCUCGUUACUGAAGUUCAUGAGCUCGUGUCCUUUCUGCCUU
P O GO O O O G O O G G O O G O O G O (O (P O G O (PP 3))))) )00 ))) )0 ) e )))))) )N ) ))))) ) e
Total cloned: 154 shared 5' end with miRNA: 59 shared 3' end with miRNA: 5
Scaffold: scaffold 127 Coordinates: 217396-217517 Strand: Plus Location: Intronic; overlapping gene (114611) is encoded on same (plus) strand
miRNA
AAAAAAAAAAAAAAAAAAAAA AGCUAAUGAUGAGAGARAU . « &ttt ittt it ettt e it et et te ettt te et et te et ettt et ettt et ittt et i e 18 15
Shared 5' Terminus
AGCURAAUGAUGAGAG . &« ottt ettt e ettt e et ettt e et ettt et ettt et e e e e e 15 1
AGCUAAUGAUGAGAGA . .. .. .. .. .. .. .. .. .. .. .. .. .. .. .. .. .. 16 10
AGCUAAUGAUGAGAGARA . &« vttt ittt it et et e e et et et e et ettt et et e e e e e e e e 17 12
AGCUAAUGAUGAGAGARAUC . &t ¢ttt et ittt it it et et e e et ettt et et et e et ettt et ettt et e e e e 19 4
AGCUAAUGAUGAGAGAAUCA. . .. .. .. .. .. .. .. .. .. .. .. .. .. .. .. .. 20 5
AGCUAAUGAUGAGAGARAUCRA . .« o ittt e ettt e et ettt e et ettt et ettt et ettt et ettt et ettt et e 21 7
AGCUAAUGAUGAGAGARAUCARA . & o ottt ettt e et ettt e ettt e et ettt et ettt et ettt et et et ettt e 22 12
AGCUAAUGAUGAGAGAAUCAAAC. . .. 23 3
AGCUAAUGAUGAGAGAAUCAAACA. . . .. .. .. .. .. .. .. .. .. .. .. .. .. .. .. 24 1
AGCUAAUGAUGAGAGAAUCAAACAUU . &« vttt et it e e it ettt et et et e it et ettt et ettt et ettt et et et e 26 4
Shared 3' Terminus
GCURAUGAUGAGAGARAU . .« & ittt ettt it ettt et et et e et ettt et et ettt et ettt et ettt e e e 17 4
GAGCUAAUGAUGAGAGARAU . & ittt ittt it ettt e et et e et et et e e et ettt et ettt et ettt et et e e 19 1
GCURAUGAUGAGAGA . &« .« o ittt it it ettt et et et e et et et e et et et e e e et ettt et e e e e e 15 4
GCUAAUGAUGAGAGAA 16 4
GAGCURAAUGAUGAGAG . &« vttt ettt it ettt e et et e e e ettt e et et e e et ettt e e e e e 16 1

GAGCURAAUGAUGAGAGA . .« & ottt ettt e et e e e et ettt ettt et et ettt et ettt et et et e e e 17 2

DN O NNNNNONNNDW N
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GAGCUAAUGAUGAGAGARA . &« ettt ettt it et e e e et et et e ettt e et ettt et ettt et e e e e
GAGCUAAUGAUGAGAGARAUC . &« i ittt e it ettt it et et et e et et e et et et e et ettt et ettt et ettt et e

AAAAAAAAAAAAAAAAAAAAAA GCURAUGAUGAGAGARAUC . &t ittt it et ettt et et et e et ettt et et et e it et ettt et ettt et e e

GCUAAUGAUGAGAGAAUCA. .
GCUAAUGAUGAGAGAAUCAAA ..
GCUAAUGAUGAGAGAAUCAAAC. . ..
GCUAAUGAUGAGAGAAUCAAACA. . .
GCUAAUGAUGAGAGAAUCAAACAU. .

.GCCUGAUAUGCUAAAUGUAGACAAU. . . . ..
CUAAAUGUAGACAAUCU. ... ...
AAAAA AAUGUAGACAAUCUUGAAUUCC

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AAUCUUGAAUUCCUCGUUACUGAAGUUC. . . . vt i e it i i ieieei e
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AUCUUGAAUUCCUCGUUACUGAAGUU . .+« v et et ieei i ieeaenns

. . .CUUGAAUUCCUCGUUACUGAAGUU. . ..

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CUUGAAUUCCUCGUUACUGAAGUUC. . . .ottt i i i ieeeii e e
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UUGAAUUCCUCGUUACUGAAGUU. . . oot it it it ieieeieeaeas

.. .. .. .. .. .. .. .. .. .. .. .. .. .. ... .UUGAAUUCCUCGUUACUGAAGUUC. .
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UUGAAUUCCUCGUUACUGAAGUUCA

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UGAAUUCCUCGUUACUGAA . .« v et ettt it it et eeeneeen

UGAAUUCCUCGUUACUGAAGUUC. . .
UGAAUUCCUCGUUACUGAAGUUCA. .
.GAAUUCCUCGUUACUGAAGUU. . . .
.GAAUUCCUCGUUACUGAAGUUC. . .
. .AAUUCCUCGUUACUGAAGU. . ...
. . .AUUCCUCGUUACUGAAGUU. ...
. . .AUUCCUCGUUACUGAAGUUCA. .
... .UUCCUCGUUACUGAAGUU. ...
UUCCUCGUUACUGAAGUUC. . .
UCCUCGUUACUGAAGUUCA. .
. CCUCGUUACUGAAGUUC. . .

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CUCGUUACUGAAGUU. . .ttt iie e iie e iee et
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CUCGUUACUGAAGUUC. . . .t i et iie e iiee et
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CUCGUUACUGAAGUUCA. . . . ittt iie e iiie et
miR-2034
GUGAAAAGAGUGUAGUUUUACUGAUGUUUUUAGAAUUAGCCCCCUAARAUGAAGGGCUAAUGCAAAAAAUGUCAGUGCAAAUGCAUGAAACUUACAA
[ COCCC OO 0O ooty 3))))))) ) ))))))))))))) L)) ) ) e )))) ..
Total cloned: 138 shared 5' end with miRNA: 69 shared 3' end with miRNA: 1
Scaffold: scaffold 4 Coordinates: 1299750-1299846 Strand: Minus Location: Intergenic
miRNA
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA GCUAAUGCAAAAAAUGUCAGU. « .t vt v it it i i e i en e ns 21 59
Shared 5' Terminus
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA GCUAAUGCAAAAAAUGUCA. « .ttt it it ieei e ieea et 19 4
.. .. .. .. .. .. .. . ...GCUAAUGCAAAAAAUGUCAG. . .. .. .. N 20 34
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA GCUAAUGCAAAAAAUGUCAGUG. . v vt v v i i vi e i en e ns 22 31
Shared 3' Terminus
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CUAAUGCAAAAAAUGUCAGU. . . vt it i i i i ie e n et 20 1
Subsequence
Others
AAAAAAAAAAAAAAAAAAAA CUGAUGUUUUUAGAAUUAG . &+ 4 v ettt ettt e it ettt et ettt e e et ettt et et e et e 19 2
AAAAAAAAAAAAAAAAAAAA CUGAUGUUUUUAGAAUUAGCC . & o vttt ettt it ettt it et et e et et et et et ettt e i 21 1
.. .. .. . . . CUGAUGUUUUUAGAAUUAGCCC. .. .. .. .. .. .. .. .. .. .. N 22 2
AAAAAAAAAAAAAAAAAAAAA UGAUGUUUUUAGAAUUAG . .« & e vttt ettt ettt et et et et e et et ettt et ettt et et ee e 18 3
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UAAUGCAAAAAAUGUCAGUG. . . .t v vi i iiiiii e 20 1
miR-2035
GUGGCGUAUUACAUGGUCUGUUACAAGGGAUGAAGUGCUCGAGUUUCGAGUUCCCUUGUGACAGCCCAUGGGAGAAUU
AAAAAAAA O P O O O P O O O O O O O O (X G Y S N A S N G D R R R DD DR R R DR DR DR RN DR D RIS B I
Total cloned: 132 shared 5' end with miRNA: 44 shared 3' end with miRNA: 3
Scaffold: scaffold 153 Coordinates: 549189-549267 Strand: Plus Location: Intergenic
miRNA
AAAAAAAAAA ACAUGGUCUGUUACAAGGGA . « « i et ittt it it te it ittt it ettt it 20 37 2
Shared 5' Terminus
ACAUGGUCUGUUACARAG . &« vttt it te et et e i e et et et e et et et ettt et e 17 1 2
. .ACAUGGUCUGUUACAAGG. . . .. 18 6 2
. .ACAUGGUCUGUUACAAGGG. . . . 19 6 2
. .ACAUGGUCUGUUACAAGGGAU. . 21 29 2
.ACAUGGUCUGUUACAAGGGAUG. . 22 1 2
ACAUGGUCUGUUACAAGGGAUGAAG 25 1 2
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Shared 3' Terminus

AAAAAAAAAAAAA UGGUCUGUUACARAGGGA . & o vttt ettt it et ettt e et et e et et ettt ea s 17 2 2
AAAAAAAAAAA CAUGGUCUGUUACAAGGGA . &t vttt ittt et ettt e et et et et et ettt ea s 19 1 2
Subsequence
Others
.. . . .CAUGGUCUGUUACAAGGGAU. . .. 20 1 2
AAAAAAAA UCUGUUACAAGGGAUGA. . . .. 17 1 2
. UCUGUUACAAGGGAUGAAGUGCU. .. 23 1 2
.. .. .. .. .. ... .UUCCCUUGUGACAGCCCAUGGGA. . . 23 1 2
AAAAA UCCCUUGUGACAGCCCAU. . . 18 4 2
. UCCCUUGUGACAGCCCAUG. 19 1 2
. UCCCUUGUGACAGCCCAUGG .. 20 1 2
. UCCCUUGUGACAGCCCAUGGGA. . . 22 5 2
.. .. .. .. .. .. .. .. .. .. . . .CCUUGUGACAGCCCAUG. . .. 17 3 2
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CCUUGUGACAGCCCAUGG. .. .... 18 9 2
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CCUUGUGACAGCCCAUGGG. . .. .. 19 5 2
.. .. .. .. .. .. .. .. .. .. .. .CCUUGUGACAGCCCAUGGGA. . . 20 12 2
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CCUUGUGACAGCCCAUGGGAG. . . . 21 1 2
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CUUGUGACAGCCCAUGGGA. . . .. 19 3 2
miR-2036
AUAAGAGUCGUGCCAGGACCCGGUGAGAACGUACAGUAAGCACUUGACGAUGUAUAUUGUACGACUCUCAUCGUAUCCUGCACGGCAAUGAACA
AAAAAA COCCCOC OO0 O e e e a))))N)))-)))))))) D)) ))) e
Total cloned: 117 shared 5' end with miRNA: 47 shared 3' end with miRNA: 3
Scaffold: scaffold 24 Coordinates: 1097560-1097654 Strand: Minus Location: Intergenic
miRNA
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UAUAUUGUACGACUCUCAUCGUA. . . v vt vt ve e ieeaens 23 51 1
Shared 5' Terminus
UAUAUUGUACGACUCUCA. . .t ottt it i i ieieeee e e 18 10 1
. . UAUAUUGUACGACUCUCAU 19 9 1
. .UAUAUUGUACGACUCUCAUC. . .. 20 8 1
. .UAUAUUGUACGACUCUCAUCG. . . 21 3 1
. UAUAUUGUACGACUCUCAUCGU. . 22 11 1
UAUAUUGUACGACUCUCAUCGUAU 24 6 1
Shared 3' Terminus
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UAUUGUACGACUCUCAUCGUA. . . .. i i iiiiiie e 21 1 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AUAUUGUACGACUCUCAUCGUA. . . . vt iiii e ieea e ns 22 2 1
Subsequence
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UAUUGUACGACUCUCAU. . . v ot it i i ieeeeie e e 17 1 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UAUUGUACGACUCUCAUCGU. . . . v i iiei i e 20 1 1
Others
AAAAAAAAAAAAAAAAAAAA CGGUGAGAACGUACAGUARAGC . &ttt ittt it ettt et et ettt et et et e et ettt e e 21 3 1
AAAAAAAAAAAAAAAAAAAA CGGUGAGAACGUACAGUARAG A . « v ittt ittt it ettt e et ettt et et et et et et e e 22 11 1
miR-2037
AGCUAGGUCUUGGUCACCGUGGUAAAAGCCGUCCAAGCACCCUCUUGGCAGUGUGAUUGGAGACUUUUACCGUGGUCUGAGAUCAGUCAUAC
N N T e N N N S N P e N N A N A )))))) )00 ) ))))))) )Y ) )))))) ee
Total cloned: 116 shared 5' end with miRNA: 21 shared 3' end with miRNA: 4
Scaffold: scaffold 433 Coordinates: 29618-29710 Strand: Plus Location: Intergenic
miRNA
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UGUGAUUGGAGACUUUUACCGU. + v vt v vt ve e e eee e 22 86 1
Shared 5' Terminus
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UGUGAUUGGAGACUUU. . . .ottt it it ieee e i eaeas 16 1 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UGUGAUUGGAGACUUUU. . . .ttt e i it ieee e ieea e a s 17 1 1
.. .. .. .. .. .. .. .. .. .. . UGUGAUUGGAGACUUUUA. . .. .. .. P 18 3 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UGUGAUUGGAGACUUUUAC. .« vt et ieee e ieea e as 19 4 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UGUGAUUGGAGACUUUUACC . & v vt vt v i ie e e e ie e 20 2 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UGUGAUUGGAGACUUUUACCG. . . v v v e v e ee i ea e a s 21 10 1
Shared 3' Terminus
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA GUGAUUGGAGACUUUUACCGU. . . v v v v v v ieee e e et 21 4 1
Others
AAAAAAAAAAAAAAAAAAAA GGUARARAAGCCGUCCARAG A . .+t it ettt et et et e et et et e et et ettt et e 19 1 1
.. .. .. . . .GGUAAAAGCCGUCCAAGCACCCU .. .. .. .. .. .. .. .. .. P 23 2 1
AAAAAAAAAAAAAAAAAAAAAA UAARAAGCCGUCCARAGCACC .+ i it et ettt et ettt et ettt et it et et e 19 2 1
miR-2038
AACCUGAUGAGCCUUAGUGUCACCCUGAUGACCUUAGUGUCACCCUGAUGACCUUAAUGUCACCAUGAUGACCUUAGUGUCACCCUGAUGA
AAAAAAA COCo OO 0O G 0O 0O CCCCeaaea)))) )0 ) ) ) )))))) ) ) e ))) e
Total cloned: 116 shared 5' end with miRNA: 52 shared 3' end with miRNA: 1
Scaffold: scaffold 3 Coordinates: 358418-358509 Strand: Plus Location: Intronic; overlapping gene (238021) is encoded on same (plus) strand
miRNA

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA ACCUUAAUGUCACCAUGAUGA. . v vttt vt vi e ieeaens 21 36 2



Shared 5' Terminus

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA ACCUUAAUGUCACCAUGAU. .+ « v vt vt ieeeeieeaens 19 8 2
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA ACCUUAAUGUCACCAUGAUG. .« vttt eveveeieenens 20 8 2
.. .. .. .. .. .. .. .. .. ... .ACCUUAAUGUCACCAUGAUGAC. ... .. .. . 22 35 2
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA ACCUUAAUGUCACCAUGAUGACC. . . vt i i v i e i e e e a s 23 1 2
Shared 3' Terminus
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CCUUAAUGUCACCAUGAUGA. .+ttt vt i ieie e e 20 1 2
Subsequence
Others
CACCCUGAUGACCUUAGUG . &« 4ttt ettt it ittt it et ettt e et ettt et et i e e 19 2 6
. .CACCCUGAUGACCUUAGUG. . . . 19 2 6
. .CACCCUGAUGACCUUAGUGU. . . 20 3 6
. .CACCCUGAUGACCUUAGUGU. . . 20 3 6
. CACCCUGAUGACCUUAGUGUCA. .. .. .. .. .. .. .. .. .. . 22 2 6
CACCCUGAUGACCUUAGUGUCA. . & i ittt it ettt it et ettt e et ettt et et e e en et 22 2 6
ACCCUGAUGACCUUAGUGU . &« vttt it it ettt et et et e et et et et et et e e 19 5 6
ACCCUGAUGACCUUAGUGU. . . .. .. .. .. .. .. .. .. .. . 19 5 6
ACCCUGAUGACCUUAGUGUCA . .« .« ittt ittt et ittt et et e e e et et et et et et e e 21 1 6
ACCCUGAUGACCUUAGUGUCA . .« &ttt ittt it et et e et et et e e et et et et et e e 21 1 6
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CCUUAAUGUCACCAUGAUGAC. .« v vt v e ieee e 21 1 2
miR-2039
UUGUAUAAGCCUACCUUUAUUUUAUUUUAUAUGUAAAUAAAAUAAAGGUAGGCUCUCUAA
AAAAAAA COCCCCCECCEEECCCCCCeeeeea))))NDIIIIIIIII))) eeenn
Total cloned: 85 shared 5' end with miRNA: 33 shared 3' end with miRNA: 1
Scaffold: scaffold 264 Coordinates: 119656-119716 Strand: Minus Location: Intronic; overlapping gene (40331) is encoded on same (minus) strand
miRNA
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AUAAAAUAAAGGUAGGCUCU. . .. 20 43 1
Shared 5' Terminus
AUAAAAUAAAGGUAGGCU. .. ... 18 9 2
AUAAAAUAAAGGUAGGCUC. . 19 4 1
AUAAAAUAAAGGUAGGCUCUC. . . 21 7 1
AUAAAAUAAAGGUAGGCUCUCU. . 22 13 1
Shared 3' Terminus
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AAAUAAAAUAAAGGUAGGCUCU. . . . 22 1 1
Subsequence
Others
AAAAA UAAGCCUACCUUUAUUUUAUU. . . ettt it et ettt ee et ieeieieeneas 21 1 1
. .UAAGCCUACCUUUAUUUUAUUU. . .. .. .. .. .. .. 22 1 1
AAAAA UAAGCCUACCUUUAUUUUAUUUU. . . ottt et i e it et e ieieeieie e ens 23 1 1
AAAAAA AAGCCUACCUUUAUUUUAUUU. . . vttt it ettt it et ei i eeeee e 21 2 1
. . .AAGCCUACCUUUAUUUUAUUUU. 22 1 1
... .AGCCUACCUUUAUUUUAUUU. . .. 20 1 2
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 21 1 1
miR-2040a
GAUCGUGAUGCCUACAACCUUCGGGUCAGCUACGACAUGAGCGCUCCUCGUUUGUCUCGUAACUGCCCUGAAGGUAGUCCUGGCGUCUUUAC
AAAAAA COCOCC O CeeeeeeC e e Con (O e )))) e ) ) ) )0 )20 )))))))) ) ) e )))))) e
Total cloned: 75 shared 5' end with miRNA: 5 shared 3' end with miRNA: 5
Scaffold: scaffold 108 Coordinates: 81029-81121 Strand: Minus Location: Intergenic
miRNA
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 23 39 2
Shared 5' Terminus
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 21 1 2
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 22 4 2
Shared 3' Terminus
21 3 2
22 1 2
30 1 2
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UGUCUCGUAACUGCCCU. . .t i i it i i ieeeiee e 17 1 2
.. .. .. .. .. .. .. o o .. . .UGUCUCGUAACUGCCCUGA 19 3 2
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UGUCUCGUAACUGCCCUGAA 20 8 2
UCGGGUCAGCUACGACAU . « & ittt e it et et e et et et e et ettt et ettt e e 18 1 2
. .UCGGGUCAGCUACGACAUGA. . . 20 3 2
. .UCGGGUCAGCUACGACAUGAG. . 21 8 2
. .UCGGGUCAGCUACGACAUGAGC. 22 1 2
. UCGGGUCAGCUACGACAUGAGCG 23 1 2




miR-2040b
AGAUCAUGAUACCUACCACCUUCAGGUCAGCUACGACACGAGCGCUCCUCGUUCGUCUCGUAACUGCCCUGAAGGUGGUCCUGGCGUCUUUA

AAAAAAA (O CO OO e e o)) )Y ))) ) )))))))))) ) ee)) ) e
Total cloned: 71 shared 5' end with miRNA: 14 shared 3' end with miRNA:
Scaffold: scaffold 82 Coordinates: 49686-49778 Strand: Plus Location: Intergenic
miRNA
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UUCGUCUCGUAACUGCCCUGAAG . « v vttt e e e vne e 23 27 2
Shared 5' Terminus
.. . UUCGUCUCGUAACUGCCCU. .. ... .. .. P 19 3 2
UUCGUCUCGUAACUGCCCUGAA. . . ot vt ieve e ieea e ns 22 11 2
Shared 3' Terminus
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UCGUCUCGUAACUGCCCUGAAG. « + v vt v e eeii e en e 22 2 2
Subsequence
Others
AAAAAAAAAAAAAAAAAAAA UUCAGGUCAGCUACGACACGA . &« it ittt it et et e e et et e e et et et et ettt e e 21 2 2
AAAAAAAAAAAAAAAAAAAA UUCAGGUCAGCUACGACACGAGC . & ittt ittt it et ettt et ettt et et ettt e e e 23 10 2
....UCAGGUCAGCUACGACACGA. . .. .. .. .. .. .. .. .. .. P 20 1 2
UCAGGUCAGCUACGACACGAG . & v v vttt it et ettt et et et e et et et et et et i et e 21 3 2
UCAGGUCAGCUACGACACGAG . « v it ittt it ittt et ettt et et et e et et i e e 22 4 2
.. .. .. ....UCAGGUCAGCUACGACACGAGCG. . .. .. .. .. .. .. .. .. .. P 23 1 2
AAAAAAAAAAAAAAAAAAAAAA CAGGUCAGCUACGACACGAG . « &ttt it ittt it ettt et et et et et et e e et e 20 1 2
AAAAAAAAAAAAAAAAAAAAAA CAGGUCAGCUACGACACGAGC . & vt i ittt it et ettt et et et et et et e e et 21 2 2
CAGGUCAGCUACGACACGAGCG. 22 1 2
.. .. .. .. .AGGUCAGCUACGACACGAGC .. .. .. PR 20 1 2
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 23 2 2
miR-2041
AUCCUCGGAAACCCAGGGGUAUUUUGCUCUUACGUUUCACUCGCGAGUGAAACGUUAGAGCAAAAUACUCCUGGGUUUCCGAGGAUGA
COCCCCCEEEEeeeeeeeeeeeeeeeeee ceeeeeeCCaaa))NNIIIII)IIIIIIIIIIIIIIIIIIIINIIDDD)))) ..
Total cloned: 72 shared 5' end with miRNA: 0 shared 3' end with miRNA: 7
Scaffold: scaffold 19 Coordinates: 418368-418456 Strand: Minus Location: Intergenic
miRNA
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UGAAACGUUAGAGCAAAAUACU. . v vt v v i e e e e i e 22 57 2
Shared 3' Terminus
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA GAAACGUUAGAGCAARAUACU. . . v v v vt v i ieee e e 21 7 2
Others
AAAAAAAAAAAAAAAAAAAA AUUUUGCUCUUACGUUUCA . &ttt ittt it ettt i e it et et e et et et ettt et ee e 19 4 1
AAAAAAAAAAAAAAAAAAAA AUUUUGCUCUUACGUUUCACU . .« o ittt it ettt ittt et et e et et et et et et ee e 21 4 1
miR-2042
UUUACAAUGACGACACACCCUUAUAAAUCAUCCUUGCACUACUUAUGUCGUACAUUGAUGAUUUAUGAAGGUGUGUUGCUGACUCUGC
AAAAAAAAAA COCCCOCOE e o)) a))a)) ) ) )N )) e
Total cloned: 72 shared 5' end with miRNA: 4 shared 3' end with miRNA: 0
Scaffold: scaffold 231 Coordinates: 5525-5613 Strand: Minus Location: Intergenic; likely part of a miRNA cluster with miR-2043
miRNA
AAAAAAAAAAAAAAAAAAAA UUAUAAAUCAUCCUUGCACUAC . &« v v ettt it et ie it it ettt et et i et 22 24 1
Shared 5' Terminus
AAAAAAAAAAAAAAAAAAAA UUAUARAUCAUCCUUGCACUACU . &« &ttt it e it et it et e et et ettt e et ee e 23 4 1
Shared 3' Terminus
Subsequence
Others
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CGUACAUUGAUGAUUUAUGA. . . vt vv e veeeee e e 20 5 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CGUACAUUGAUGAUUUAUGAA . . . .t v vt ieeie e 21 20 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CGUACAUUGAUGAUUUAUGAAG. « « v vt v v e veee e e e 22 19 1
miR-2043
AUGUACGGGCCCGCCUAUGAAAAUAGAAAAGCUUCCGGUUUUUUGACAUCGCAAUACCGGAGUCUUUUCUGUGUCCAUAUUCGUGACCAGAAUC
AAAAAA CO O OO OO e e e (e )))>)))))) )0 )) ) e )))) ) ) ) e e
Total cloned: 10 shared 5' end with miRNA: 5 shared 3' end with miRNA: 0
Scaffold: scaffold 231 Coordinates: 5179-5273 Strand: Minus Location: Intergenic; likely part of a miRNA cluster with miR-2042
miRNA
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UACCGGAGUCUUUUCUGUG. . . v vt vt ve v i enee e nns 19 3 1
Shared 5' Terminus
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UACCGGAGUCUUUUCUGUGU. . . . v vi i eie e e 20 3 1
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UACCGGAGUCUUUUCUGUGUCC. . v v v vv v veee e wns 22 2 1
Others
AAAAAAAAAAAAAAAAAAAA AAAUAGAAAAGCUUCCGGUUUU . &ttt ittt it ettt it ettt it et ettt et ettt et et 22 1 1
AAAAAAAAAAAAAAAAAAAAA AAUAGAAAAGCUUCCGGUUU. & . ittt ittt it et it et et et et et ettt et et ee e 20 1 1



miR-2044a

GUAUCUGAUAUCGAAUCUCUUAUAUCGCCUUUUGAGGUUAUUUUCUUAAUGCCCUCAAAAGACGGUAUUAGAGAUUACACAGCUGGACA
[ G PP COCCCOC COCeeE ceeeeeeee et ))))2))))))))))))))) ) )))) ...

Total cloned: 13 shared 5' end with miRNA: 4 shared 3' end with miRNA: 0
Scaffold: scaffold 14 Coordinates: 1321782-1321871 Strand: Plus
miRNA

.. .UGCCCUCARAAGACGGUAU. . .
.. .UGCCCUCARAAGACGGUAUU. .

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UGCCCUCAAAAGACGGUAUUA. . . .o v i iiiiii e

miR-2044b
GUAUCUGAUAUCGAAUCUCUUAUAUCGCCUUUUGAGGUUAUUUUCUUAAUACCCUCAAAAGACGGUAUUAGAGAUUACACAGCUGGACA
[ O (P COCCCCC COCeC eeeeeeea e ))))))))))))))))))) ) ) ..

Total cloned: 69 shared 5' end with miRNA: 16 shared 3' end with miRNA: 0

Scaffold: scaffold 14 Coordinates: 1324935-1325024 Strand: Plus

overlapping gene (199356) is encoded on same (plus) strand

miRNA

. .UACCCUCAARAGACGGUA. . ..
. .UACCCUCAAARAGACGGUAU. . .
. UACCCUCAAAAGACGGUAUU. .

AAAAAAAAAAAAAAAAAAAA UAUAUCGCCUUUUGAGGUUA. & & ittt e it ettt e e et et e et ettt et et i et e enea

. . .UAUAUCGCCUUUUGAGGUUAUU.

miR-2045
AGGUUGAAUGAGCUUUAUCAAGAUAAAUGCCAUAAAAUGUUUUUAUGGCAUUUAUCUUGAUAAAGCUCAUUGGUACCA
Seccocccccccccccocococcccceeeeeeee )))))))9)))))))))))))))))))))N) ) ) )) .

Total cloned: 46 shared 5' end with miRNA: 5 shared 3' end with miRNA: 1
Scaffold: scaffold 23 Coordinates: 707879-707957 Strand: Minus
miRNA

Shared 5' Terminus

Shared 3' Terminus

Others

. UUUAUCAAGAUAAAUGCCAUA. . . .
. UUUAUCAAGAUAAAUGCCAUAA. . .
. .UUAUCAAGAUAAAUGCCAUA. . ..
. .UUAUCAAGAUAAAUGCCAUAA. . .
.. .. . .UUAUCAAGAUAAAUGCCAUAAA. . .. .. .. .. .. .. .. .
AAAAAAAAAAAAAA UUAUCAAGAUARAAUGCCAURRARA . &« ottt et ettt et et ettt et et e et e

))) o))

Location:

))) o))

Location:

UACCCUCAAAAGACGGUAUUA. . . .t i ieii i e
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miR-2046
UCUUAUUAAUGACAAUAGUUUUCCCAGAGUGUUGAGUUCAUACAAGAUUUCUUGUGCUUGUAUGGUAAUUAAUCUCUGGUACAUAGAUUCCAUAAAAUACA
AAAAAAAAAAAAAAAAAAAAAAA COCCCC OO0 eI )))))

Total cloned: 41 shared 5' end with miRNA: 11 shared 3' end with miRNA: 2

Scaffold: scaffold 43 Coordinates: 185998-186099 Strand: Plus

miRNA

Shared 5' Terminus

UCCCAGAGUGUUGAGUUCAUA.
UCCCAGAGUGUUGAGUUCAUAC ..
UCCCAGAGUGUUGAGUUCAUACA. . ..

Shared 3' Terminus

UCCCAGAGUGUUGAGUUCAU . & . ottt ittt e et et et e et et et e et et et et et ettt et e e

UCCCAGAGUGUUGAGUUCAUACAAG . « & v ittt it it ettt it et et e et et et e et et ettt et e e e

AAAAAAAAAAAAAAAAAAAAAAAAAAAA GUGUUGAGUUCAUACAA . .« & ittt ettt it et ettt e et et e et et et et et ettt e e e

.. .UUCCCAGAGUGUUGAGUUCAUACAA. . .

Subsequence

Others
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AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA GUAUGGUAAUUAAUCUCUGGUA. . . .. vt i iii i ia e ns
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA GUAUGGUAAUUAAUCUCUGGUACA
UAUGGUAAUUARAUCUCUGG . + « et vt v e veee e ieea e as

.. .. .. .. .. .. .. .. .. .. .. .. UAUGGUAAUUAAUCUCUGGUA

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA AUGGUAAUUAAUCUCUGGUA

miR-2047

AGAGUAAAUUUUAUGGCAUUACAUCACUUCAUAGCUAUUUACUCUUAAGAGUAAAUAGCUAUGAAGUGAUACAAUGCCAUAAARAUUUUGAC

AAAAA [ N e N N N N N N N N N A 2))))))))9))))))))))))) - )))))))))))IN)) ..

Total cloned: 36 shared 5' end with miRNA: 10 shared 3' end with miRNA:

Scaffold: scaffold 261 Coordinates: 230224-230315 Strand: Plus Location: Intergenic

miRNA

AAAAAAAAAAAAAAAAAAAAA CAUCACUUCAUAGCUAUUUACUCU . &t vttt it et et e it et et te et et ie et it et en e

Shared 5' Terminus

AAAAAAAAAAAAAAAAAAAAA CAUCACUUCAUAGCUAUUUAC . &« ¢t ittt it ettt i e et et et e et et ettt et et ea e

AAAAAAAAAAAAAAAAAAAAA CAUCACUUCAUAGCUAUUUACU . « &ttt e it et et e it et et te it et ettt it

AAAAAAAAAAAAAAAAAAAAA CAUCACUUCAUAGCUAUUUACUC . &« o ittt it et ettt et ettt et et et et et et ee e

Shared 3' Terminus

. UAAAUAGCUAUGAAGUGAUACA. . .
. UAAAUAGCUAUGAAGUGAUACAA. .

L (UNARUAGCUAUGAAGUGAUACAAU . L L ...
miR-2048
AUCCGGGAGUAAAUUCGUAACUGCUCAAUUCGCCGAGCAGAUGUCGGAGAGUUCAACUGUCAGACAUCUGCUCGGCGAAUUGAGCAGUUAUUUUGACCAAGA
F S P O O G O G O G G O O O G O G G O O O O O O O O O O O O P O PO Y (P ))2))2))))))))))))))))))))))))ININI))) L)) L))
Total cloned: 29 shared 5' end with miRNA: 11 shared 3' end with miRNA: 0
Scaffold: scaffold 3670 Coordinates: 1175-1277 Strand: Plus Location: Intergenic
miRNA
AAAAAAAAAAAAAAAAAAAAAAAAAAAA UUCGCCGAGCAGAUGUCGGAGA . &« vt ittt it ettt it it ettt et et ittt e et
Shared 5' Terminus
AAAAAAAAAAAAAAAAAAAAAAAAAAAA UUCGCCGAGCAGAUGU . . & vttt ettt e ettt e it e it e ettt e ettt e et et iiae e

. UUCGCCGAGCAGAUGUCG. .

.. .GUCAGACAUCUGCUCGGCGAAU.
....UCAGACAUCUGCUCGGCGA. . .
UCAGACAUCUGCUCGGCGAA. .
UCAGACAUCUGCUCGGCGAAU.

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UCAGACAUCUGCUCGGCGAAUU. . ..t v it iie e eiea et

miR-2049

GUAUAAAGGCGUUUUGUUUUAGAUGUCUUGAGGGAGAACAGUCGAGAAAGGUCUCCCUCAAGACACCUGAAACAAAACGCAAUGA

AAAAAAAA [ N N A S N N N A N N G e DR R R DR R DR R D SR D RE DR DR D DR I

Total cloned: 25 shared 5' end with miRNA: 1 shared 3' end with miRNA: 0

Scaffold: scaffold 26 Coordinates: 921450-921535 Strand: Plus Location: Intergenic

miRNA

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA ACACCUGAAACAAAACGCAA. .. 20

Shared 5' Terminus

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA ACACCUGAAACAAAACGCAAU. . 21

Others

AAAAAAA GGCGUUUUGUUUUAGAUGU . .« & vttt ettt it ettt e et et et e it et ettt e et et ettt et et ee e 19

AAAAAAA GGCGUUUUGUUUUAGAUGUCTU . & vttt ittt it et te it et ittt et it te et ettt it 21

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA UCUCCCUCAAGACACCUGARA. . ... vvvvnnn 21

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA CACCUGAAACAAAACGCAAU. . 20

miR-2050

AUCAUCCAUGAGCCGUAUUCAAUGCAAAUGCACGCAAAUGAAGAUGAAACAAUCGACUCGAUUCAUGUGCAUGCAUUUACAUUGAAUACGUCUCAUGGAU
PO O O O O O O G O G O O G G G G G G O O G O O O O O O P O O (P )))2)))))2)))2))))))))))))))))))))))))))

Total cloned: 22 shared 5' end with miRNA: 6 shared 3' end with miRNA: 3

Scaffold: scaffold 7 Coordinates: 126992-127092 Strand: Minus Location: Intergenic

miRNA

24

21
22
23

20

22
23
22
23
24

19

[

[y

22 1 1
24 1 1
19 1 1
21 2 1
20 1 1

11 1

1 1

4 1

5 1

1 2

2 1

1 1

6 1

2 1

3 1

22 5 2
16 1 4
18 3 3
19 4 3
21 3 2
22 1 2
21 1 1
22 2 1
19 2 1
20 3 1
21 1 1
22 2 1
1

1

1

1

1

1

23 8 3
20 3 5
21 2 3



Shared 3' Terminus

miR-2051

GUCAUUUCAUGGCGCGAGAACCCGGGUCCCAGUCAUCAAACGUCAUUGCACAUUUGAUUGCUGUGAUCUGGUUUUCCGUGUCGAUGUAUAAC

AAAAAA ))))))))))))))))))) ) ) ) ))) ) ) ) e

shared 5' end with miRNA: 7 shared 3' end with miRNA: 1

AAAAAAA COCCCOCOC e ceceeeececeaceceee. of
Total cloned: 21

Scaffold: scaffold 13 Coordinates:
miRNA

Shared 5' Terminus

Shared 3' Terminus

1048108-1048200 Strand: Plus Location: Intergenic

23

19
20

22

19
21
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22
19
19
22
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