Figure S2. Locations, structures, sequences and scores of tested mammalian miRNA
target sites and mutants and 1lin-41 controls.

miRNA: mir-26a

Human predicted target: ENSG00000170365

Mouse predicted target: ENSMUSG00000031681

Rat predicted target: ENSRNOG00000018483

Hs Gene description: MOTHERS AGAINST DECAPENTAPLEGIC HOMOLOG 1 (SMAD 1) (MOTHERS
AGAINST DPP HOMOLOG 1) (MAD-RELATED PROTEIN 1) (

TRANSFORMING GROWTH FACTOR- BETA SIGNALING PROTEIN-1) (BSP-1) (HSMAD1l) (JVv4-1)

mir-26a ENSG00000170365 2160 nt UTR 2 hits 46 103
U
>ENSG00000170365 hs-mir-26a 46 53
UUCAAGUAAUCCAGGAUAGGCU&GCAUCUGCCUCUGGAAAACUAUUGAGCCUUGCAUGUACUUGAAG

OO O O O G O G O G O (P O O G QPO S D)D) ) e )))))))) . —21.80
>ENSG00000170365 hs-mir-26a 103 110
UUCAAGUAAUCCAGGAUAGGCU&GACACGAUUGAGAACUGACAAAGGAGCCUUGAUAAUACUUGAC

S O O O O O O O G G G O G )))))))).))))))) . -17.00
mir-26a ENSMUSG00000031681 3248 nt UTR 2 hits 46 103

-]l
>ENSMUSG00000031681 hs-mir-26a 46 53
UUCAAGUAAUCCAGGAUAGGCU&GCUUCCGUCUCUUGCAAACUAUCGAGCCUUGCAUGUACUUGAAG

OO O O O G G G G (o (0 )))))eee)))))))))) . —19.50
>ENSMUSG00000031681 hs-mir-26a 103 110
UUCAAGUAAUCCAGGAUAGGCU&GACAGGAUGGAGACCUGACGAAGGAGCCACGAUAAUACUUGAC

S O O O O O G (PP S G G )))) ) et ))))))). =15.60
mir-26a ENSRNOG00000018483 2285 nt UTR 2 hits 49 102

-]l
>ENSRNOG00000018483 hs-mir-26a 49 56
UUCAAGUAAUCCAGGAUAGGCU&GCUUCUGUCUCUUGCAAACUAUUGGGCCUUGCAUGUACUUGAAG

OO O O O G G G G (o (0 )))))eee)))))))))) . —19.50
>ENSRNOG00000018483 hs-mir-26a 102 109
UUCAAGUAAUCCAGGAUAGGCU&GUCAGACAGGAUGGGGAGCUGUAAAGGAGCCGUGAUACUUGAC

B O O O O G G O O (O O G G 2 T T )))) e ))..))))))))) . -16.20

Wild type PCR fragment:
CACAACgagctcGGCATCTGCCTCTGGAAAACTATTGAGCCTTGCATGTACTTGAAGGATGGATGAGTCAGACACGATTG
AGAACTGACAAAGGAGCCTTGATAATACTTGACCTCTGtctagaGTTGTG

Mutant PCR fragment:
GGCATCTGCCTCTGGAAAACTATTGAGCCTTGCATGTtCgTtAAGGATGGATGAGTCAGACACGATTGAGAACTGACAAA
GGAGCCTTGATAATtCgTtACCTCTG

miRNA: mir-23a

Human predicted target: ENSG00000107562

Mouse predicted target: ENSMUSG00000030130

Rat predicted target: ENSRNOG00000013589

Hs Gene description: STROMAL CELL-DERIVED FACTOR 1 PRECURSOR (SDF-1) (CXCL12)
(PRE-B CELL GROWTH STIMULATING FACTOR) (PBSF) (HIRH)

mir-23a ENSG00000107562 3504 nt UTR 3 hits 1387 1452 1976
_______________________________________________________ 1--1-—-———————— - — =

>ENSG00000107562 hs-mir-23a 1387 1394



AUCACAUUGCCAGGGAUUUCC&ACUGGCAAUUUGUAAAGAAAUAUAUAUGAUAUAUAAAUGUGAUU

GO O O O O O G (O (O P e ) ) ) ) ) e e e e e e e e e e )))))))). -17.65
>ENSG00000107562 hs-mir-23a 1452 1459
AUCACAUUGCCAGGGAUUUCC&CAGUGUAUUUUUUCACUUGUACUAAAAUUGUAUCAAAUGUGAC

PO O O G G (O e G (O (O G (P ))))) ) e..u))))))) . —13.00
>ENSG00000107562 hs-mir-23a 1976 1983
AUCACAUUGCCAGGGAUUUCC&UAAAUCAUUAAAUACCAUUCAGCUUGAAUCAUUUUAAUGUGAC

S O O O O O O OGP O )))))...)))))))) . —-15.10

mir-23a ENSMUSG00000030130 3486 nt UTR 3 hits 830 1888 2470

—— i 1=—=—-
__________________ l————

>ENSMUSG00000030130 hs-mir-23a 830 837
AUCACAUUGCCAGGGAUUUCC&GGCCUCCUGUAGAAUGGAGCCAGACCAUCCUGGAUAAUGUGAG

B O O O O O O O O O O O O O PRI G e e e e )))))))))))))) . —24.00

>ENSMUSGO00000030130 hs-mir-23a 1888 1895
AUCACAUUGCCAGGGAUUUCC&UAAAUCAUUAAAUACCAUUCAGCUUGAAUCAUUUUAAUGUGAC

S O O O O G O O (PP GG P )))))-.22)))))))) . -15.10
>ENSMUSG00000030130 hs-mir-23a 2470 2477

AUCACAUUGCCAGGGAUUUCC&GUGGGAACUGAGAUAGAUACACUCCUCUAUGUUGCAAUGUGAUU

COCOCCEEOOEEOE&aaa))))) e i, ))))ee)).)))))))))) . —20.56
mir-23a ENSRNOGO0000013589 3497 nt UTR 3 hits 847 1895 2465

—— i 1=—=—-
__________________ l————

>ENSRNOG00000013589 hs-mir-23a 847 854
AUCACAUUGCCAGGGAUUUCC&GGCCUCCUGUAGAAUGGAGCCAGCCCCUCCUGGAUAAUGUGAG

T O O O O O O O O O O O O O PRI G e e e )))))))))))))) . =23.80

>ENSRNOGO00000013589 hs-mir-23a 1895 1902
AUCACAUUGCCAGGGAUUUCC&UAAAUCAUUAAAUACCAUUCAGCUUGAAUCAUUUUAAUGUGAC

D O O O O O G QPP GG G G ))))).e..)))))))) . —15.10
>ENSRNOG00000013589 hs-mir-23a 2465 2472
AUCACAUUGCCAGGGAUUUCC&GUGGGAACUGAGAGAGAUACCCUCCCAUAUGUUGCAAUGUGAUU

OO O O O O G G P O O O G O G G (P 1I))))))) e )))))))))) . —24.40

Wild type PCR fragment:
AAACTACTGGCAATTTGTAAAGAAATATATATGATATATAAATGTGATTGCAGCTTTTCAATGTTAGCCACAGTGTATTT
TTTCACTTGTACTAAAATTGTATCAAATGTGACATTATATGCACTAGCAATAAAATGCTAATTGTTTCATGGTATAAACG
TCCTACTGTATGTGGGAATTTATTTACCTGAAATAAAATTCATTAGTTGTTAGTGATGGAGCTTATAGACGTTTCTGGTT
TATATAGTTAAGCCTGCCTGCAGTCAGGTGTCTGAGACCCCTTCTCACAGCCCATGTGTGACAGTGTATGGGCTTTTCTC
ACGAGCAGATTAGATCTGCAGCTCAAGTTTTTGGATCTTTTTTTTTTTTTTTTAACCCGATTGAAATAGCAGTGCTGGTT
TTCTGAAGAATAATATTTGACTCACTAATTCGTCTTCCCTCCCTCCTCCTCCTTGGTTCTCCTAACTTCCCCATGTAATC
CCCAGAGACTCAACCCTAGTAATATCAACCTTTTACATTTTCCCATGTAAAAATCCCATGACTCCAGGCCATGGTTAATA
TGAAGCTTTCACAGGGACAGGTGGCCTCACCCCATAAATCATTAAATACCATTCAGCTTGAATCATTTTAATGTGACAGT
CA

Mutant PCR fragment:
AAACTACTGGCAATTTGTAAAGAAATATATATGATATATAAGTCTtATTGCAGCTTTTCAATGTTAGCCACAGTGTATTT
TTTCACTTGTACTAAAATTGTATCAAATGTGACATTATATGCACTAGCAATAAAATGCTAATTGTTTCATGGTATAAACG
TCCTACTGTATGTGGGAATTTATTTACCTGAAATAAAATTCATTAGTTGTTAGTGATGGAGCTTATAGACGTTTCTGGTT
TATATAGTTAAGCCTGCCTGCAGTCAGGTGTCTGAGACCCCTTCTCACAGCCCATGTGTGACAGTGTATGGGCTTTTCTC
ACGAGCAGATTAGATCTGCAGCTCAAGTTTTTGGATCTTTTTTTTTTTTTTTTAACCCGATTGAAATAGCAGTGCTGGTT
TTCTGAAGAATAATATTTGACTCACTAATTCGTCTTCCCTCCCTCCTCCTCCTTGGTTCTCCTAACTTCCCCATGTAATC
CCCAGAGACTCAACCCTAGTAATATCAACCTTTTACATTTTCCCATGTAAAAATCCCATGACTCCAGGCCATGGTTAATA
TGAAGCTTTCACAGGGACAGGTGGCCTCACCCCATAAATCATTAAATACCATTCAGCTTGAATCATTTTAGTCTEACAGT
CA

miRNA: mir-23a
Human predicted target: ENSG00000151615
Mouse predicted target: ENSMUSG00000031688



Rat predicted target: ENSRNOGO0000012167
Hs Gene description: POU DOMAIN, CLASS 4, TRANSCRIPTION FACTOR 2 (BRAIN-SPECIFIC
HOMEOBOX/POU DOMAIN PROTEIN 3B) (BRN-3B)

mir-23a ENSG00000151615 3663 nt UTR 4 hits 102 173 463 1665
-—1-1----—————=- 1I--------———— l-———————————
>ENSG00000151615 hs-mir-23a 102 109
AUCACAUUGCCAGGGAUUUCC&CUUUUCACUUUUGGCGACUAGAAACAAUUCCAGUAAAUGUGAA

DO (O (O O P O O G O (P ))))))eea))))))) . -17.50
>ENSG00000151615 hs-mir-23a 173 180
AUCACAUUGCCAGGGAUUUCC&GCGAACGAGCGAACAACUGAGCCCAAGCCGGUGAGAAUGUGAA

DO O O O O O O P G G G G G (P )))))) ... )))...))))))). -16.00
>ENSG00000151615 hs-mir-23a 463 470
AUCACAUUGCCAGGGAUUUCC&UUCAGGACUAAAACUUUAAACUAGAGUUGAUGCUUAAUGUGAUA

GO O G G O P P (O G G (P ))))).)).))))))))) . -15.80

>ENSG00000151615 hs-mir-23a 1665 1672
AUCACAUUGCCAGGGAUUUCC&AUUAAAAUAUGCUAUUAAAAUUAAAUGGCUUUUAAAAUGUGAUG

O O O O O O O O G P G G G (O (P ))))) o)) e )))))))). -18.60
mir-23a ENSMUSG00000031688 2000 nt UTR 2 hits 113 490

____1 ______________ l ____________________________________________________________
>ENSMUSG00000031688 hs-mir-23a 113 120
AUCACAUUGCCAGGGAUUUCC&CUUUCUACUUUGGCUAUCAGAAAACAAUUCCGGUAAAUGUGAA

DO O O O O O O P G O G O G )))))))))a))))))) . —21.00
>ENSMUSG00000031688 hs-mir-23a 490 497
AUCACAUUGCCAGGGAUUUCC&UUCAGGACUGAAACUCGAAGCUAGAGUUGAUGCUUAAUGUGAUA

GO O G G O P P (O G (P ))))).)).))))))))) . -15.80
mir-23a ENSRNOGO0000012167 3709 nt UTR 2 hits 114 489

____1 ______________ l ____________________________________________________________
>ENSRNOG00000012167 hs-mir-23a 114 121
AUCACAUUGCCAGGGAUUUCC&UCUUUCUACUUUGGCUAUCAGAAACAAUUCCGGUAAAUGUGAA

DO O O O O O O P G O G O G )))))))))a))))))) . —21.00
>ENSRNOG00000012167 hs-mir-23a 489 496
AUCACAUUGCCAGGGAUUUCC&UUCAGGACUGAAACUCGAAGCUAGAGUUGAUGCUUAAUGUGAC

B G G GO O O O P O P G G (P ))))).))ea)))))))) . —14.80

Wild type PCR fragment:
ACTAGAAACAATTCCAGTAAATGTGAATCTCGACAAATCGAGGACTGAAGAGGGAGCGAACGAGCGAACAACTGAGCCCA
AGCCGGTGAGAATGTGAAACAGTTTCTCAAAGGAAAGAATAACAAAAGATGGTATTTGTCTGTTGTAGCAAAGTTGTCCC
TTTGAACCCCACCTCGGCTTCTTCAGAGGAAGTGTGGAGATGGCTGTTTGCAGGAAGGCAGACGAGACAGTGTTTAAAAA
GTCCACAAGAATGATCAAGTAAGATTTGTTTTTATTCTTACAGACATCACCCGTGTTCAAGTTTAAAAGTACACTTTGCA
ACTATTTTTCAGAAATAGAAATTGATTCAGGACTAAAACTTTAAACTAGAGTTGATGCTTAATGTGATAGAGAC
Mutant PCR fragment:
ACTAGAAACAATTCCAGTAAGTcTtAATCTCGACAAATCGAGGACTGAAGAGGGAGCGAACGAGCGAACAACTGAGCCCA
AGCCGGTGAGAATGTGAAACAGTTTCTCAAAGGAAAGAATAACAAAAGATGGTATTTGTCTGTTGTAGCAAAGTTGTCCC
TTTGAACCCCACCTCGGCTTCTTCAGAGGAAGTGTGGAGATGGCTGTTTGCAGGAAGGCAGACGAGACAGTGTTTAAAAA
GTCCACAAGAATGATCAAGTAAGATTTGTTTTTATTCTTACAGACATCACCCGTGTTCAAGTTTAAAAGTACACTTTGCA
ACTATTTTTCAGAAATAGAAATTGATTCAGGACTAAAACTTTAAACTAGAGTTGATGCTTAGTCcTEATAGAGAC

miRNA: mir-101

Human predicted target: ENSG00000106462

Mouse predicted target: ENSMUSG00000029687

Rat predicted target: ENSRNOG0O0000006048

Hs Gene description: ENHANCER OF ZESTE HOMOLOG 2 (ENX-1)

mir-101 ENSG00000106462 2000 nt UTR 2 hits 59 114

__1_1 ___________________________________________________________________________
>ENSG00000106462 hs-mir-101 59 66



UACAGUACUGUGAUAACUGA&CUCUGAAACAGCUGCCUUAGCUUCAGGAACCUCGAGUACUGUGG

OO O O G G G G O G (S O G G )))) e )))))))))))) . —20.20
>ENSG00000106462 hs-mir-101 114 121
UACAGUACUGUGAUAACUGA&AAAGAACAUGCAGUUUGAAAUUCUGAAUUUGCAAAGUACUGUAA

OO O O O O G G P O G G O G G T D)D) ) e ))))))))))) . =19.77

mir-101 ENSMUSG00000029687 2260 nt UTR 2 hits 59 114

—— -]
>ENSMUSG00000029687 hs-mir-101 59 66
UACAGUACUGUGAUAACUGA&CUCUGAAACAGCUGCCUUAGCUUCAGGAACCUUGAGUACUGUGG

OO O O O G O O (PP (O G )))) e ))))))))) . -18.76
>ENSMUSG00000029687 hs-mir-101 114 121
UACAGUACUGUGAUAACUGA&AACGGAAAUGCAGUUUGAAAUUCUGAAUUUGCAAAGUACUGUAA

OO O O O O G G P O G G O G G T D)D) ) e ))))))))))) . =19.77

mir-101 ENSRNOG00000006048 2000 nt UTR 2 hits 60 115

—— -]
>ENSRNOG00000006048 hs-mir-101 60 67
UACAGUACUGUGAUAACUGA&CUCUCAAACAGCUGCCUUAGCUUCAGGAACCUUGAGUACUGUGG

OO O O O G O O (PP (O G )))) e ))))))))) . -18.76
>ENSRNOG00000006048 hs-mir-101 115 122
UACAGUACUGUGAUAACUGA&AAAGGAAAUGCAGUUUGAAAUUUUGAAUUUGCAAAGUACUGUAA

OO O O O O O G P O G G O G G T D)D) ) e ))))))))))) . =19.77

Wild type PCR fragment:
CACAACgagctcTTAGCTTCAGGAACCTCGAGTACTGTGGGCAATTTAGAAAAAGAACATGCAGTTTGAAATTCTGAATT
TGCAAAGTACTGTAAGAATAtctagaGTTGTG

Mutant PCR fragment:
TTAGCTTCAGGAACCTCGAGgAgTtTGGGCAATTTAGAAAAAGAACATGCAGTTTGAAATTCTGAATTTGCAAAGGAGTL
TAAGAATA

miRNA: mir-101

Human predicted target: ENSG00000134323

Mouse predicted target: ENSMUSG00000037169

Rat predicted target: ENSRNOG00000006308

Hs Gene description: N-MYC PROTO-ONCOGENE PROTEIN

NOTE: N-MYC is also a predicted target of miR-202. The construct below was
designed to potentially test the ability of both miRNAs to regulate N-MYC. Thus
it contains two seed matches each to miR-101 and miR-202, and one seed hit of
each was mutated in the mutant PCR fragment. However, because miR-202 does not
appear to be expressed in Hela cells (i.e. it has never been cloned from Hela
cells), we have not yet tested the ability of miR-202 to regulate to N-MYC UTR.

mir-101 ENSG00000134323 2907 nt UTR 2 hits 494 563

___________________ L m ] e e __
>ENSG00000134323 hs-mir-101 494 501
UACAGUACUGUGAUAACUGA&UUGCGGCCAGUAUUAGACUGGAAGUUCAUACCUAAGUACUGUAA

OO O G G G G G G O ))))-)))ee))))))))) . —17.90
>ENSG00000134323 hs-mir-101 563 570
UACAGUACUGUGAUAACUGA&GUUUUGUAUACAAAUAUAUUGUUAAUCUCUGUUAUGUACUGUAC

OO O G G O O G (S )).2)))))))))))))) . -17.00

mir-101 ENSMUSG00000037169 2911 nt UTR 3 hits 489 556 2017
___________________ I e i
1 ____________________________________

>ENSMUSG00000037169 hs-mir-101 489 496
UACAGUACUGUGAUAACUGA&UUGCGGCCAGUAUUAGACUGGAAGUUCACACCUAAGUACUGUAA

OO O G O P (o (P ))))-)))..))))))))) . —19.70

>ENSMUSG00000037169 hs-mir-101 556 563



UACAGUACUGUGAUAACUGA&AUGUUUUGUAUACAAAUAUAUUGUUAAUCUGUUAUGUACUGUAC

OO O O O O O PO O O O X (N (P Bt e e e )))))))))))))) . —17.50
>ENSMUSG00000037169 hs-mir-101 2017 2024
UACAGUACUGUGAUAACUGA&AGCCCAAGGGUCCAGACAGCUUUGCUUGUGUGGCUGUACUGUC

S O O O O O G O G O G (PP Bt e e )))))))))))) . —17.30

mir-101 ENSRNOG0O0000006308 2915 nt UTR 4 hits 484 551 1414 1481
——————————————————— 1--1----—————————————— =] -] ===
>ENSRNOG00000006308 hs-mir-101 484 491
UACAGUACUGUGAUAACUGA&CUCGGGCCAGUAUUAGACUGGAAGUUCACACCUAAGUACUGUAA

OO O G G G G G (o )))).)))e.a))))))))) . —19.70
>ENSRNOG00000006308 hs-mir-101 551 558
UACAGUACUGUGAUAACUGA&AUGUUUUGUAUACAAAUACAUUGUUAAUCUGUUAUGUACUGUAC

OO O O O O O PO O O O X (N (P Bt e e e )))))))))))))) . —17.50

>ENSRNOG00000006308 hs-mir-101 1414 1421
UACAGUACUGUGAUAACUGA&CUCGGGCCAGUAUUAGACUGGAAGUUCACACCUAAGUACUGUAA

O O G O G O (o (A )))).)))ea))))))))) . —19.70
>ENSRNOG00000006308 hs-mir-101 1481 1488
UACAGUACUGUGAUAACUGA&AUGUUUUGUAUACAAAUACAUUGUUAAUCUGUUAUGUACUGUAC

O O O G O G O O G O G (PP G e e e e e e e )))))))))))))) . —17.50

Wild type PCR fragment:
AGACTGGAAGTTCATACCTAAGTACTGTAATAATACCTCAATGTTTGAGGAGCATGTTTTGTATACAAATATATTGTTAA
TCTCTGTTATGTACTGTACTAATTCTTACACTGCCTGTATACTTTAGTATGACGCTGATACATAACTAAATTTGATACTT
ATATTTTCGTATGAAAATGAGTTGTGAAAGTTTTGAGTAGATATTACTTTATCACTTTTTGAACTAAGAAACTTTTGTAA
AGAAATTTACTATATATATATGCCTTTTTCCTAGCCTGTTTCTTCCTGTTAATGTATTTGTTCATGTTTGGTGCATAGAA
CTGGGTAAATGCAAAGTTCTGTGTTTAATTTCTTCAAAATGTATATATTTAGTGCTGCATCTTATAGCACTTTGAAATAC
CTCATGTTT

Mutant PCR fragment:
AGACTGGAAGTTCATACCTAAGgAgTtTAATAATACCTCAATGTTTGAGGAGCATGTTTTGTATACAAATATATTGTTAA
TCTCTGTTATGTACTGTACTAATTCTTACACTGCCTGTATACTTTAGTATGACGCTGATACATAACTAAATTTGATACTT
ATATTTTCGTATGAAAATGAGTTGTGAAAGTTTTGAGTAGATATTACTTTATCACTTTTTGAACTAAGAAACTTTTGTAA
AGAAATTTACTATATATATATGCCTTTTTCCTAGCCTGTTTCTTCCTGTTAATGTATTTGTTCATGTTTGGTGCATAGAA
CTGGGTAAATGCAAAGTTCTGTGTTTAATTTCTTCAAAATGTATATATTTAGTGCTGCATCTTATAGCACTTTGAAAAAC
TcCATGTTT

miRNA: mir-19a

Human predicted target: ENSG00000106004

Mouse predicted target: ENSMUSG00000038253

Rat predicted target: ENSRNOG00000006466

Hs Gene description: HOMEOBOX PROTEIN HOX-A5 (HOX-1C)
mir-19a ENSG00000106004 2458 nt UTR 2 hits 583 1350

>ENSG00000106004 hs-mir-19a 583 590
UGUGCAAAUCUAUGCAAAACUGA&CAAGCGGUGUGUCCCUGCGUGCCUUUAUAGGACCCUUUGCACGA

OO O O G G G O O O G G O O P O O O (P S 1D 10 1 B ))) e )))))eee)))))))) . —18.12
>ENSG00000106004 hs-mir-19a 1350 1357
UGUGCAAAUCUAUGCAAAACUGA&GAAACUCCUCAGAGCAGCUAAAGCGCAACUAGAGAUUUGCACAU

OO O O O G G G G O P O G P O O )))) ) ) e ))))))))))) . -22.53
mir-19a ENSMUSG00000038253 2827 nt UTR 2 hits 603 1344
________________________ l1l-——————— e e
>ENSMUSG00000038253 hs-mir-19a 603 610
UGUGCAAAUCUAUGCAAAACUGA&CAAGCGGUGUGUCCCUGCGUGCCUUUGUAGGACCCUUUGCACGA

OO O O O G G O O O P O O O G (PP Bt e e e ))))))))).-)))))))) . —18.20

>ENSMUSG00000038253 hs-mir-19a 1344 1351



UGUGCAAAUCUAUGCAAAACUGA&GAAACUCCUCAGAGCAGCUAAAGCCCAACUAGAGAUUUGCACAU

OO O O O G G G G O P O G P O O )))) ) ) e ))))))))))) . -22.53
mir-19a ENSRNOG00000006466 2000 nt UTR 3 hits 619 1367 1798
———————————————————————— 1I----------————————-—-———-]-————— =]
>ENSRNOG00000006466 hs-mir-19a 619 626
UGUGCAAAUCUAUGCAAAACUGA&CAAGCGGUGUGUCCCUGCGUGCCUUUGUAGGACCCUUUGCACGA
COCOCCEa e, B e e e ))))))))).-)))))))) . —18.20

>ENSRNOG00000006466 hs-mir-19a 1367 1374
UGUGCAAAUCUAUGCAAAACUGA&GAAACUCCUCAGAGCAGCUAAAGCCCAACUAGAGAUUUGCACAU

O O O G G O (P O G S O G (U )))) ) ) ) e ))))))))))) . —22.53
>ENSRNOG00000006466 hs-mir-19a 1798 1805
UGUGCAAAUCUAUGCAAAACUGA&CCAUGUUAAGGUAAGCUCGCCUCCUCUUGAGUUUAUUUGCACC

PO G O O G G G (o P G O (PP e e e e e e e e e e ))))).)))))))) . -15.60

Wild type PCR fragment:
CCCTGCGTGCCTTTATAGGACCCTTTGCACGAACTCTGGAAGTGGCTCTTATAAGCGCAGCTTCAGTGATGTATGTTTTT
GTGAACAAAGTTACAAATATTGTCCAAGTCTGGCTGTTTTAAGCAAACTGTGATCAGCTTTTTTTTTTTTTTTTTTTTTT
TTGTATTTGTTTTTAAGGAAAAAATACTGACTGGAACAAAAAATAAACTTTCTATTGTAAGTTCTCTTGGTCTGGTTTGT
GCCAAATAGTGAGCGGCTCTGTCTGCTTTTCTGTCTGTCTGTGCAGTCTTGGAAGCTGTTGGGTCTGAGGCTACCTGAGC
AGATGACCTGTGCAGGGAGACCTCATACCAACACTGTCCCATCGCTTCCCTACCTCTGACCCATTGCAAAGTTCAGGGCA
GAAGGTGGAAAAAGCTGTAGGCTGTTCCAAAGCCCCAGAACACCCTGTCCATCTCTGAGGAAACCAAGTTAACTTGCTGG
GTACAAAAAAGAGAGAAAGAGCAAGAAAAAAGGAGAAAAAACCCAGGGCTTTGTTAGCCGCCCTCAGGCCACACAGATCC
TGCCTCTTTCCTAAGGCTGTCCTAGGCCTCCACTTGCTGAAGACGCTGCTATGTCTGTCTGTGGACCCCAAACCCTCTGC
CCTTAACCCATCCCAGCACCCCTTCCCCACTCTTCACCCGGGACCCAGTTGGCTTCTTTTGCTACAATTAATTTGCTACA
AATTGAAGGTACTTACCCCATCCTAGCTCGATTGGGAAACTCCTCAGAGCAGCTAAAGCGCAACTAGAGATTTGCACATT
TACC

Mutant PCR fragment:
CCCTGCGTGCCTTTATAGGACCCTgTtCtCGAACTCTGGAAGTGGCTCTTATAAGCGCAGCTTCAGTGATGTATGTTTTT
GTGAACAAAGTTACAAATATTGTCCAAGTCTGGCTGTTTTAAGCAAACTGTGATCAGCTTTTTTTTTTTTTTTTTTTTTT
TTGTATTTGTTTTTAAGGAAAAAATACTGACTGGAACAAAAAATAAACTTTCTATTGTAAGTTCTCTTGGTCTGGTTTGT
GCCAAATAGTGAGCGGCTCTGTCTGCTTTTCTGTCTGTCTGTGCAGTCTTGGAAGCTGTTGGGTCTGAGGCTACCTGAGC
AGATGACCTGTGCAGGGAGACCTCATACCAACACTGTCCCATCGCTTCCCTACCTCTGACCCATTGCAAAGTTCAGGGCA
GAAGGTGGAAAAAGCTGTAGGCTGTTCCAAAGCCCCAGAACACCCTGTCCATCTCTGAGGAAACCAAGTTAACTTGCTGG
GTACAAAAAAGAGAGAAAGAGCAAGAAAAAAGGAGAAAAAACCCAGGGCTTTGTTAGCCGCCCTCAGGCCACACAGATCC
TGCCTCTTTCCTAAGGCTGTCCTAGGCCTCCACTTGCTGAAGACGCTGCTATGTCTGTCTGTGGACCCCAAACCCTCTGC
CCTTAACCCATCCCAGCACCCCTTCCCCACTCTTCACCCGGGACCCAGTTGGCTTCTTTTGCTACAATTAATTTGCTACA
AATTGAAGGTACTTACCCCATCCTAGCTCGATTGGGAAACTCCTCAGAGCAGCTAAAGCGCAACTAGAGATGTtCLCATT
TACC

miRNA: mir-19a

Human predicted target: ENSG00000169057

Mouse predicted target: ENSMUSG00000031393

Rat predicted target: ENSRNOG00000019947

Hs Gene description: METHYL-CPG-BINDING PROTEIN 2 (MECP-2 PROTEIN) (MECP2)

mir-19a ENSG00000169057 10554 nt UTR 4 hits 239 975 5757 8723
_________ 1____________________________1_________________________________________
______________________________________________________________________ 1_________
____________________________ 1___________________________________________________
>ENSG00000169057 hs-mir-19a 239 246
UGUGCAAAUCUAUGCAAAACUGA&GUCAGGUUGAAGACCUAACCAGGGCCAGAAGUAGCUUUGCACU

B G G G G O O P O O O G G (P ))) ) e )))).))))))). -19.90
>ENSG00000169057 hs-mir-19a 975 982

UGUGCAAAUCUAUGCAAAACUGA&CUUUCCAAUUCUCCUUUAGGGACAGCUUAGAAUUAUUUGCACU
D O O G G G O G O O G G G (Y )))) .. )))))-..)))))))) . —17.80



>ENSG00000169057 hs-mir-19a 5757 5764
UGUGCAAAUCUAUGCAAAACUGA&UGCCAGGUGAAGGAGGCUCCAGGCAGCACCCAGGUUUUGCACU

B O O O G G G G G (S G (G )))..)))..)))))))))) . -19.40
>ENSG00000169057 hs-mir-19a 8723 8730
UGUGCAAAUCUAUGCAAAACUGA&CAAAGAAUACUCAGCAUGCCUUUCUAAGUGACGCGUUUGCACC

B O O O O O P G QP O ( (P )))) e )) ) )))))))) . -15.61
mir-19a ENSMUSG00000031393 10591 nt UTR 4 hits 238 946 5093 8754
_________ l1-—-———————— e
___________________________________________ 11—
______________________________ I
>ENSMUSG00000031393 hs-mir-19a 238 245
UGUGCAAAUCUAUGCAAAACUGA&GUCAGGUUGAAGACCUAACCAGGGCCAGAAGUAGCUUUGCACU

D O O O G G O G G (e (O (O ))) ) ) e )))).))))))) . -19.90
>ENSMUSG00000031393 hs-mir-19a 946 953
UGUGCAAAUCUAUGCAAAACUGA&CUUUCCAGUUCUCCUUUAGGGACAGCUUAGAAUUAUUUGCACU

D O O G G G O G O O G G G (Y )))) . )))))-..)))))))) . —17.80

>ENSMUSG00000031393 hs-mir-19a 5093 5100
UGUGCAAAUCUAUGCAAAACUGA&AAAAAGGCUCUGGGAGGAAAGACAGCCUCCUAGGCUUUGCACAA
OO0 Connn G )))--2))))))))))))) . —17.90
>ENSMUSG00000031393 hs-mir-19a 8754 8761
UGUGCAAAUCUAUGCAAAACUGA&CAAAGAAUACUCAGCAUGCCUUUCUAAGUGAUGCGUUUGCACC

DO (O (O O O P O G (O I )))-2))))))))))). —-18.30
mir-19a ENSRNOGO0000019947 2028 nt UTR 2 hits 241 951

_________ 1____________________________1_________________________________________
>ENSRNOG00000019947 hs-mir-19a 241 248
UGUGCAAAUCUAUGCAAAACUGA&GUCAGGUUGAAGACCUAACCAGGGCCAGAAGUAGCUUUGCACU

B G G G GO O O P O O G O G G (P ))) ) ... )))).))))))) . -19.90
>ENSRNOG00000019947 hs-mir-19a 951 958
UGUGCAAAUCUAUGCAAAACUGA&CUUUCCAGUUCUCCUUUAGGGACAGCUUAGAAUUAUUUGCACU

S G GO G GO O O O O P G e G G G (2 1)) ) e )))))eea)))))))). —17.80

Wild type PCR fragment:
ACCTAACCAGGGCCAGAAGTAGCTTTGCACTTTTCTAAACTAGGCTCCTTCAACAAGGCTTGCTGCAGATACTACTGACC
AGACAAGCTGTTGACCAGGCACCTCCCCTCCCGCCCAAACCTTTCCCCCATGTGGTCGTTAGAGACAGAGCGACAGAGCA
GTTGAGAGGACACTCCCGTTTTCGGTGCCATCAGTGCCCCGTCTACAGCTCCCCCAGCTCCCCCCACCTCCCCCACTCCC
AACCACGTTGGGACAGGGAGGTGTGAGGCAGGAGAGACAGTTGGATTCTTTAGAGAAGATGGATATGACCAGTGGCTATG
GCCTGTGCGATCCCACCCGTGGTGGCTCAAGTCTGGCCCCACACCAGCCCCAATCCAAAACTGGCAAGGACGCTTCACAG
GACAGGAAAGTGGCACCTGTCTGCTCCAGCTCTGGCATGGCTAGGAGGGGGGAGTCCCTTGAACTACTGGGTGTAGACTG
GCCTGAACCACAGGAGAGGATGGCCCAGGGTGAGGTGGCATGGTCCATTCTCAAGGGACGTCCTCCAACGGGTGGCGCTA
GAGGCCATGGAGGCAGTAGGACAAGGTGCAGGCAGGCTGGCCTGGGGTCAGGCCGGGCAGAGCACAGCGGGGTGAGAGGG
ATTCCTAATCACTCAGAGCAGTCTGTGACTTAGTGGACAGGGGAGGGGGCAAAGGGGGAGGAGAAGAAAATGTTCTTCCA
GTTACTTTCCAATTCTCCTTTAGGGACAGCTTAGAATTATTTGCACTATTGAG

Mutant PCR fragment:
ACCTAACCAGGGCCAGAAGTAGCTgTtCtCTTTTCTAAACTAGGCTCCTTCAACAAGGCTTGCTGCAGATACTACTGACC
AGACAAGCTGTTGACCAGGCACCTCCCCTCCCGCCCAAACCTTTCCCCCATGTGGTCGTTAGAGACAGAGCGACAGAGCA
GTTGAGAGGACACTCCCGTTTTCGGTGCCATCAGTGCCCCGTCTACAGCTCCCCCAGCTCCCCCCACCTCCCCCACTCCC
AACCACGTTGGGACAGGGAGGTGTGAGGCAGGAGAGACAGTTGGATTCTTTAGAGAAGATGGATATGACCAGTGGCTATG
GCCTGTGCGATCCCACCCGTGGTGGCTCAAGTCTGGCCCCACACCAGCCCCAATCCAAAACTGGCAAGGACGCTTCACAG
GACAGGAAAGTGGCACCTGTCTGCTCCAGCTCTGGCATGGCTAGGAGGGGGGAGTCCCTTGAACTACTGGGTGTAGACTG
GCCTGAACCACAGGAGAGGATGGCCCAGGGTGAGGTGGCATGGTCCATTCTCAAGGGACGTCCTCCAACGGGTGGCGCTA
GAGGCCATGGAGGCAGTAGGACAAGGTGCAGGCAGGCTGGCCTGGGGTCAGGCCGGGCAGAGCACAGCGGGGTGAGAGGG
ATTCCTAATCACTCAGAGCAGTCTGTGACTTAGTGGACAGGGGAGGGGGCAAAGGGGGAGGAGAAGAAAATGTTCTTCCA
GTTACTTTCCAATTCTCCTTTAGGGACAGCTTAGAATTATGTECECTATTGAG



miRNA: mir-19a

Human predicted target: ENSG00000171862

Mouse predicted target: ENSMUSG00000013663

Rat predicted target: ENSRNOG00000020723

Hs Gene description: PHOSPHATIDYLINOSITOL-3,4,5-TRISPHOSPHATE 3-PHOSPHATASE PTEN
(EC 3.1.3.67) (MUTATED IN MULTIPLE ADVANCED CANCERS 1)

mir-19a ENSG00000171862 2904 nt UTR 3 hits 411 1221 2252

________________ 1_______________________________1_______________________________
__________ 1__________________________

>ENSG00000171862 hs-mir-19a 411 418
UGUGCAAAUCUAUGCAAAACUGA&AGAGCUUUGUGAUAUACUGGUUCACAUCCUACCCCUUUGCACU

B (O G (O (O (O (N G e e e ettt e e e e e e e ))))))). -13.00

>ENSG00000171862 hs-mir-19a 1221 1228
UGUGCAAAUCUAUGCAAAACUGA&GACCUUACACAUUCUAUUACAAUGAAUUUUGCAGUUUUGCACAU

OO G O G (S G (G (P ))))))).)))))))) . —21.80
>ENSG00000171862 hs-mir-19a 2252 2259
UGUGCAAAUCUAUGCAAAACUGA&GGGCCAGGUCAUAAAUAAUGACAUUAUAAUGGGCUUUUGCACU

B O O O O G O O O G B et e e e )))))..))))))) . —-15.20
mir-19a ENSMUSG00000013663 2073 nt UTR 2 hits 425 1236
________________ l-—————— e
>ENSMUSG00000013663 hs-mir-19a 425 432
UGUGCAAAUCUAUGCAAAACUGA&GAAGAGCUCUGAUUCCCGGGUUCACGUCCUACCCCUUUGCACU

B O O G G O (O G e e et e e e e et e e, ))))))). =13.00

>ENSMUSG00000013663 hs-mir-19a 1236 1243
UGUGCAAAUCUAUGCAAAACUGA&GACCUUACACAUUCUAUUACAAUGAGUUUUGCAGUUUUGCACAU

OO O O O G G G G G G O G G G G )-)))))))))-)))))))) . —26.00
mir-19a ENSRNOG00000020723 3882 nt UTR 2 hits 1184 2564

>ENSRNOG00000020723 hs-mir-19a 1184 1191
UGUGCAAAUCUAUGCAAAACUGA&GACCUUACACAUUCUAUUACAAUGAGUUUUGCAGUUUUGCACAU

O O G G (S G (o O G (O G Ut ).))))))))).)))))))) . —26.00
>ENSRNOG00000020723 hs-mir-19a 2564 2571
UGUGCAAAUCUAUGCAAAACUGA&GACCUUACACAUUCUAUUACAAUGAGUUUUGCAGUUUUGCACAU

O O G G (S G G O G (O (P Ut )2))))))))).)))))))) . —26.00

Wild type PCR fragment:
GGCTAAAGAGCTTTGTGATATACTGGTTCACATCCTACCCCTTTGCACTTGTGGCAACAGATAAGTTTGCAGTTGGCTAA
GAGAGGTTTCCGAAGGGTTTTGCTACATTCTAATGCATGTATTCGGGTTAGGGGAATGGAGGGAATGCTCAGAAAGGAAA
TAATTTTATGCTGGACTCTGGACCATATACCATCTCCAGCTATTTACACACACCTTTCTTTAGCATGCTACAGTTATTAA
TCTGGACATTCGAGGAATTGGCCGCTGTCACTGCTTGTTGTTTGCGCATTTTTTTTTAAAGCATATTGGTGCTAGAAAAG
GCAGCTAAAGGAAGTGAATCTGTATTGGGGTACAGGAATGAACCTTCTGCAACATCTTAAGATCCACAAATGAAGGGATA
TAAAAATAATGTCATAGGTAAGAAACACAGCAACAATGACTTAACCATATAAATGTGGAGGCTATCAACAAAGAATGGGC
TTGAAACATTATAAAAATTGACAATGATTTATTAAATATGTTTTCTCAATTGTAACGACTTCTCCATCTCCTGTGTAATC
AAGGCCAGTGCTAAAATTCAGATGCTGTTAGTACCTACATCAGTCAACAACTTACACTTATTTTACTAGTTTTCAATCAT
AATACCTGCTGTGGATGCTTCATGTGCTGCCTGCAAGCTTCTTTTTTCTCATTAAATATAAAATATTTTGTAATGCTGCA
CAGAAATTTTCAATTTGAGATTCTACAGTAAGCGTTTTTTTTCTTTGAAGATTTATGATGCACTTATTCAATAGCTGTCA
GCCGTTCCACCCTTTTGACCTTACACATTCTATTACAATGAATTTTGCAGTTTTGCACATTTTTT

Mutant PCR fragment:
GGCTAAAGAGCTTTGTGATATACTGGTTCACATCCTACCCCTgTtCLtCTTGTGGCAACAGATAAGTTTGCAGTTGGCTAA
GAGAGGTTTCCGAAGGGTTTTGCTACATTCTAATGCATGTATTCGGGTTAGGGGAATGGAGGGAATGCTCAGAAAGGAAA
TAATTTTATGCTGGACTCTGGACCATATACCATCTCCAGCTATTTACACACACCTTTCTTTAGCATGCTACAGTTATTAA
TCTGGACATTCGAGGAATTGGCCGCTGTCACTGCTTGTTGTTTGCGCATTTTTTTTTAAAGCATATTGGTGCTAGAAAAG
GCAGCTAAAGGAAGTGAATCTGTATTGGGGTACAGGAATGAACCTTCTGCAACATCTTAAGATCCACAAATGAAGGGATA
TAAAAATAATGTCATAGGTAAGAAACACAGCAACAATGACTTAACCATATAAATGTGGAGGCTATCAACAAAGAATGGGC
TTGAAACATTATAAAAATTGACAATGATTTATTAAATATGTTTTCTCAATTGTAACGACTTCTCCATCTCCTGTGTAATC



AAGGCCAGTGCTAAAATTCAGATGCTGTTAGTACCTACATCAGTCAACAACTTACACTTATTTTACTAGTTTTCAATCAT
AATACCTGCTGTGGATGCTTCATGTGCTGCCTGCAAGCTTCTTTTTTCTCATTAAATATAAAATATTTTGTAATGCTGCA
CAGAAATTTTCAATTTGAGATTCTACAGTAAGCGTTTTTTTTCTTTGAAGATTTATGATGCACTTATTCAATAGCTGTCA
GCCGTTCCACCCTTTTGACCTTACACATTCTATTACAATGAATTTTGCAGTTgTECLtCATTTTTT

miRNA: mir-34

Human predicted target: ENSG00000112577

Mouse predicted target: ENSMUSG00000014773

Rat predicted target: ENSRNOG00000014667

Hs Gene description: DELTA-LIKE PROTEIN 1 PRECURSOR (DROSOPHILA DELTA HOMOLOG 1)
(DELTA1l) (H-DELTA-1)

mir-34 ENSG00000112577 2661 nt UTR 3 hits 197 293 356

——————— l1---1--1--——— === ==~
>ENSG00000112577 hs-mir-34 197 204
UGGCAGUGUCUUAGCUGGUUGU&CUGCCGACAGCCUGUCGCGGCCCGGCCGCCUGCGGCACUGCCU

B O O O O O G G G o O G G O G G )))))))))))))))))) . =31.30
>ENSG00000112577 hs-mir-34 293 300
UGGCAGUGUCUUAGCUGGUUGU&UAAAUGGGUGAACUGAAUUACGCAUAAGAAGCAUGCACUGCCU

B O G O G G G G (O G ))))e)))-)))))))) . —22.80
>ENSG00000112577 hs-mir-34 356 363
UGGCAGUGUCUUAGCUGGUUGU&UAUGAGCCAGUCUUUUCUUGAAUUAGAAACACAAACACUGCCU

S O O O S G G O G O G G O G (O - B B I I T B )))))))) . —24.35

mir-34 ENSMUSG00000014773 2675 nt UTR 3 hits 165 290 1214

—————— e e B e
>ENSMUSG00000014773 hs-mir-34 165 172
UGGCAGUGUCUUAGCUGGUUGU&AAGCUGGUUCUCUCAGAGUUAGCAGAGGCGCCCGACACUGCCAG

OO O G G G G e G G (O G G (0 )))))))eee)))))))))) . —29.20
>ENSMUSG00000014773 hs-mir-34 290 297
UGGCAGUGUCUUAGCUGGUUGU&AAUGGACGAGUGACUUGAUUCAUAUAGGAAGCACGCACUGCCC

B O G O G G G G (O G ))))e)))-)))))))) . —22.00

>ENSMUSG00000014773 hs-mir-34 1214 1221
UGGCAGUGUCUUAGCUGGUUGU&UGACAGGAGAGAAAAAUGGAGUUAGUGGGUGAAGUCACUGCCAC

OO O G G G O O (G G G G (O )))-2)))))))))))))) . —25.10
mir-34 ENSRNOG00000014667 2366 nt UTR 2 hits 170 295

______ 1-——=] =
>ENSRNOG00000014667 hs-mir-34 170 177

UGGCAGUGUCUUAGCUGGUUGU &GAGCUGGUUCUCUCGGAGUUAGCAGAGGCGCCGGACACUGCCAG

OO O O G G G G P G G (O G G G )))))))..))))))))))) . =31.00
>ENSRNOG00000014667 hs-mir-34 295 302

UGGCAGUGUCUUAGCUGGUUGU &AAUGGACGAGUGACUUGAUUCACACAGGAAGCACGCACUGCCGG

OO G O O G G G G G O (G G ))))e))).))))))))) . —24.90

Wild type PCR fragment:
CGCGGCCCGGCCGCCTGCGGCACTGCCTTCCGTGACGTCGCCGTTGCACTATGGACAGTTGCTCTTAAGAGAATATATAT
TTAAATGGGTGAACTGAATTACGCATAAGAAGCATGCACTGCCTGAGTGTATATTTTGGATTCTTATGAGCCAGTCTTTT
CTTGAATTAGAAACACAAACACTGCCTTTATT

Mutant PCR fragment:
CGCGGCCCGGCCGCCTGCGGCECaGgCTTCCGTGACGTCGCCGTTGCACTATGGACAGTTGCTCTTAAGAGAATATATAT
TTAAATGGGTGAACTGAATTACGCATAAGAAGCATGCACTGCCTGAGTGTATATTTTGGATTCTTATGAGCCAGTCTTTT
CTTGAATTAGAAACACAAACtCaGgCTTTATT

miRNA: mir-34
Human predicted target: ENSG00000148400
Mouse predicted target: ENSMUSG00000026923



Rat predicted target: ENSRNOG00000019322

Hs Gene description: NEUROGENIC LOCUS NOTCH HOMOLOG PROTEIN 1 PRECURSOR (NOTCH
1) (HN1) (TRANSLOCATION-ASSOCIATED NOTCH PROTEIN TAN-1)

mir-34 ENSG00000148400 3627 nt UTR 4 hits 909 2299 2398 2714

>ENSG00000148400 hs-mir-34 909 916
UGGCAGUGUCUUAGCUGGUUGU&CACACGGAGGCAUCCUACCCUUUUCUGGGGAAAGACACUGCCU

B O O G O G O G G P (A ).2)ee))))))))))) . =25.90
>ENSG00000148400 hs-mir-34 2299 2306
UGGCAGUGUCUUAGCUGGUUGU&GCCAGCCUCACACAAGGGUGGGCCCCUUCUCUCCCCACUGCCU
OO e e&) )N ) e )))) e e ))))))) . -21.86
>ENSG00000148400 hs-mir-34 2398 2405
UGGCAGUGUCUUAGCUGGUUGU&GUGGGGAGUCUGAGAUCCCUCUUUGGAUUGCAAAGCACUGCCU

S O O O O O O G G G O O (R QPR (PR % RS R 1 D 1 10 1 1 )))))))) . —21.55
>ENSG00000148400 hs-mir-34 2714 2721
UGGCAGUGUCUUAGCUGGUUGU&CAUCACUCAGUACAGCCACAGACAGCCUGAGCGUCCACUGCCAA

OO O O O G G G O O O O G G G G G O ))))))))))))...)))))))) . —28.20
mir-34 ENSMUSG00000026923 3625 nt UTR 3 hits 187 458 800
——————— 1-------—1l--——————---l--—— -
>ENSMUSG00000026923 hs-mir-34 187 194
UGGCAGUGUCUUAGCUGGUUGU&AGUAUUUAUUUAUGUACUUUUAUUUUCCACAGAAACACUGCCU

B O O G O G G G P (G P )))))))))))))) . —21.60
>ENSMUSG00000026923 hs-mir-34 458 465
UGGCAGUGUCUUAGCUGGUUGU&AACUGCCAUGGCCAGAAUUGCCCCUCCCCCACACUCACUGCCC

T O O O O O O (PP (CCCCe e (&evennnn ) e ) ) ) ) ) e ))))))) . —23.57
>ENSMUSG00000026923 hs-mir-34 800 807
UGGCAGUGUCUUAGCUGGUUGU&UAAGCCAUGCAGGGUGUGGUGCCUCCUAGAGAAAACACUGCCU
SCCCCOCCCCE 000000 0ae&aa)))) ) ) ) v e)) oo )))))))) . —25.05
mir-34 ENSRNOG00000019322 2384 nt UTR 3 hits 193 523 890
——————— 1-------—-1l--——————————- -
>ENSRNOG00000019322 hs-mir-34 193 200
UGGCAGUGUCUUAGCUGGUUGU&AGUAUUUAUUUAUGUACUUUUAUUUUCCACAGAAACACUGCCU

B O O G O G G G (G P )))))))))))))) . —21.60
>ENSRNOG00000019322 hs-mir-34 523 530
UGGCAGUGUCUUAGCUGGUUGU&AGAUUUCCCCCUCCCCAGAUGCCUGCUACCCCACUCACUGCCC

B O G G G O G G (o o (O (G (P ))))))) et ))))))). —-23.50
>ENSRNOG00000019322 hs-mir-34 890 897
UGGCAGUGUCUUAGCUGGUUGU&AAGCCAAGUGGGGUGUGGUGCCUCCUGGAGAAUGACACUGCCU

S O O O S O G G G G G P (G G P G (2P ))-2))))e))))))))))) . —25.50

Wild type PCR fragment:

AGAGCTGCCAGCCTCACACAAGGGTGGGCCCCTTCTCTCCCCACTGCCTGGGCCTCTGCCCAGCCCCAGACCTTCAGGGC
AGGCCAGTGGCTTCAAACCAGAGCGGTGGGGAGTCTGAGATCCCTCTTTGGATTGCAAAGCACTGCCTGCCCTGGGCCCA
GTCTCTCCAAGGAGGGATGTGAGCCCGAGGCCTCTACTATGGCTGGGGGCTGCGTCTGCCAGCCAGCGCTGGGCACCAGG
ACCAGGAGGGGCCACCGTGGAACTGCAGTGAGTGGCCTGACTCTTGTCTTCAAAGGGGGTGACCCAGCCGGAGTCCTGCC
CATAAAACTCCCAGCACCCTGAAATTCCACTCCTGGGGGTCTGTCCGAAAGAAGTGAAAACAGGGACTCAAACAAACGCA

CGTGGCCACTTGCTGTCCCGGCATCACTCAGTACAGCCACAGACAGCCTGAGCGTCCACTGCCAACGACG
Mutant PCR fragment:

AGAGCTGCCAGCCTCACACAAGGGTGGGCCCCTTCTCTCCCCtCaGgCTGGGCCTCTGCCCAGCCCCAGACCTTCAGGGC
AGGCCAGTGGCTTCAAACCAGAGCGGTGGGGAGTCTGAGATCCCTCTTTGGATTGCAAAGCACTGCCTGCCCTGGGCCCA
GTCTCTCCAAGGAGGGATGTGAGCCCGAGGCCTCTACTATGGCTGGGGGCTGCGTCTGCCAGCCAGCGCTGGGCACCAGG
ACCAGGAGGGGCCACCGTGGAACTGCAGTGAGTGGCCTGACTCTTGTCTTCAAAGGGGGTGACCCAGCCGGAGTCCTGCC
CATAAAACTCCCAGCACCCTGAAATTCCACTCCTGGGGGTCTGTCCGAAAGAAGTGAAAACAGGGACTCAAACAAACGCA

CGTGGCCACTTGCTGTCCCGGCATCACTCAGTACAGCCACAGACAGCCTGAGCGTCCtCaGgCAACGALG



miRNA: mir-34

Human predicted target: ENSG00000179036

Mouse predicted target: ENSMUSG00000020894

Rat predicted target: ENSRNOG00000006989

Hs Gene description: VESICLE-ASSOCIATED MEMBRANE PROTEIN 2 (VAMP-2)

(SYNAPTOBREVIN 2). [Source:SWISSPROT;Acc:P19065] NM7014232

mir-34 ENSG00000179036 3727 nt UTR 6 hits 1129 1256 1309 3456 3583 3636
————————————————————————————————————————————— 1mmmml=l e
T 1-—=-1-1----

>ENSG00000179036 hs-mir-34 1129 1136
UGGCAGUGUCUUAGCUGGUUGU&AGAGGGGUGGCUACCAGUGUGUGUGUGGGGGUCAUCACUGCCU
SOCCCOOC 0O 0 ((&evvoennn ))))))) ) el )))....))))))) . —25.80
>ENSG00000179036 hs-mir-34 1256 1263
UGGCAGUGUCUUAGCUGGUUGU&AACCCUCCUCCCCAAUUUGGGGGGUGUUGCCCCAUCACUGCCC

S O O G O G G G P (O G (P )I)) ee) e ) ) ) e ))))))) . -18.70
>ENSG00000179036 hs-mir-34 1309 1316
UGGCAGUGUCUUAGCUGGUUGU&ACUGCCCCCCCUGAAUUUAGGGUGGGGGUACUAGUCACUGCCAA

OO O O O O O (PP G e )))))))))))))) . —22.80
>ENSG00000179036 hs-mir-34 3456 3463
UGGCAGUGUCUUAGCUGGUUGU&AGAGGGGUGGCUACCAGUGUGUGUGUGGGGGUCAUCACUGCCU
SOCCCOOC 0O 00 ((&evvoennn ))))))) ) el )))....))))))) . —25.80
>ENSG00000179036 hs-mir-34 3583 3590
UGGCAGUGUCUUAGCUGGUUGU&AACCCUCCUCCCCAAUUUGGGGGGUGUUGCCCCAUCACUGCCC

B O O O G O G G G P (O (P )I)) ee) e ) ) ) e ))))))) . -18.70
>ENSG00000179036 hs-mir-34 3636 3643
UGGCAGUGUCUUAGCUGGUUGU&ACUGCCCCCCCUGAAUUUAGGGUGGGGGUACUAGUCACUGCCAA
(CCCCCCCeann G )))))))))))))) . —22.80
mir-34 ENSMUSG00000020894 3731 nt UTR 3 hits 1116 1246 1298
———————————————————————————————————————————— 1---—-1-1-- - ===
>ENSMUSG00000020894 hs-mir-34 1116 1123
UGGCAGUGUCUUAGCUGGUUGU&UUUGAGGAGGGGUGGCUCCAGUGUGUGGGGGUCAUCACUGCCU

B O O O G G G O G P G G G G P (2 )) ) e ))))e.o))))))) . —24.40
>ENSMUSG00000020894 hs-mir-34 1246 1253
UGGCAGUGUCUUAGCUGGUUGU&UCCUCCCCAGUCUGGGGGGGGGGUAUUACCCCCAUCACUGCCC

B O O O O O O G O O O O O O O O (PP PR D)) ))))) ) e ))))))) . -25.16
>ENSMUSG00000020894 hs-mir-34 1298 1305
UGGCAGUGUCUUAGCUGGUUGU&GACUGCCCCCCUGUAUUCAGGGUGGGGGUACUAGUCACUGCCAA

OO O O O O O (PP O )))))))))))))) . —22.80
mir-34 ENSRNOG00000006989 4248 nt UTR 4 hits 1629 1761 1813 2899
————————————————————————————————————————————————————————————————— 1--—-1-1--————-

>ENSRNOG00000006989 hs-mir-34 1629 1636
UGGCAGUGUCUUAGCUGGUUGU&UGAGGAGGGGUGGCUCUAGUGUGUGUGGGGGUCAUCACUGCCU

S O O O O G O G P G O O G G O ))))))) e )))...2))))))) . —21.40
>ENSRNOG00000006989 hs-mir-34 1761 1768
UGGCAGUGUCUUAGCUGGUUGU&CCUCCCCAAUCCUGGGGGGGGGUAUUACCCCCCAUCACUGCCC

O O O O O O G O O O O G O O O G (P PR DINIIII)))) e ))))))) . -21.16
>ENSRNOG00000006989 hs-mir-34 1813 1820
UGGCAGUGUCUUAGCUGGUUGU&GACUGCCCCCCUGUAUUCAGGGUGGGGGUACUAGUCACUGCCAA

OO O O O O G (PP G )))))))))))))) . —22.80
>ENSRNOG00000006989 hs-mir-34 2899 2906
UGGCAGUGUCUUAGCUGGUUGU&GGUUGCCCUCUGUAUUCAGGUCAUGAGGGACUAGUCACUGCCAG

OO O O O O G (PP O G G (P 2 )2))))))))))))))) . —24.50
Wild type PCR fragment:



GGGGTGGCTACCAGTGTGTGTGTGGGGGTCATCACTGCCTTGGGGAGGAGTGGGGCAGGGCAGAGAATCCCCCCAATTCC
TGCCTGAAATCTCTGGCCTCACCCCTGCTGGGGGTTGGACTGAAAACCCTCCTCCCCAATTTGGGGGGTGTTGCCCCATC
ACTGCCCAGCTCCTCTGACTGCCCCCCCTGAATTTAGGGTGGGGGTACTAGTCACTGCCAATGTGT

Mutant PCR fragment:
GGGGTGGCTACCAGTGTGTGTGTGGGGGTCATCtCaGgCTTGGGGAGGAGTGGGGCAGGGCAGAGAATCCCCCCAATTCC
TGCCTGAAATCTCTGGCCTCACCCCTGCTGGGGGTTGGACTGAAAACCCTCCTCCCCAATTTGGGGGGTGTTGCCCCATC
ACTGCCCAGCTCCTCTGACTGCCCCCCCTGAATTTAGGGTGGGGGTACTAGTCtCaGgCAATGTGT

miRNA: mir-1b

Human predicted target: ENSG00000160211

Mouse predicted target: ENSMUSG00000031400

Rat predicted target: ENSRNOG00000020508

Hs Gene description: GLUCOSE-6-PHOSPHATE 1-DEHYDROGENASE (EC 1.1.1.49) (G6PD)
mir-1b ENSG00000160211 2609 nt UTR 3 hits 97 165 433

>ENSG00000160211 hs-mir-1b 97 104
UGGAAUGUAAAGAAGUAUGUAU&GUCGGGAGGACUCCGGGACCAUUGACCUCAGCUGCACAUUCCU

B O O O O G e (P Bt e e e e ))..))))))) . -14.90
>ENSG00000160211 hs-mir-1b 165 172
UGGAAUGUAAAGAAGUAUGUAU&CCGCCCCUCGCUGCUGCUACUACCCGAGCCCAGCUACAUUCCU

B O O O O G G G P O O O O O G (P PP DININ)) ) ) e )))))))) . -15.84
>ENSG00000160211 hs-mir-1b 433 440
UGGAAUGUAAAGAAGUAUGUAU&CCUGUGGCCUUGCCCGCCAGCCUCAGUGCCACUUGACAUUCCU

T G G (G ))))..))).))))))) . -18.60
mir-1b ENSMUSG00000031400 2721 nt UTR 2 hits 210 527

>ENSMUSG00000031400 hs-mir-1b 210 217
UGGAAUGUAAAGAAGUAUGUAU&UGCUGCUGCCACUGCCACCACCAGUAAACCCAGCUACAUUCCU

B O O G G O (O G G e e e e e e e e e e et e e )))))))) . -14.90
>ENSMUSG00000031400 hs-mir-1b 527 534
UGGAAUGUAAAGAAGUAUGUAU&CCUGCCCAUGGCCACACUAGCCUCAGUGCUACUAGACAUUCCU

PO G G G O O (o G o G (o (O (O (O ))))))).))))))) . —20.00

mir-1b ENSRNOG00000020508 2000 nt UTR 2 hits 214 535

________ l____________1__________________________________________________________
>ENSRNOG00000020508 hs-mir-1b 214 221
UGGAAUGUAAAGAAGUAUGUAU&UGCUGCUGCCACUGCCACUACCACUAAGCCCAGCUACAUUCCU

B O O G G O (O G G e e e e e e e e e e et e e )))))))) . -14.90
>ENSRNOG00000020508 hs-mir-1b 535 542
UGGAAUGUAAAGAAGUAUGUAU&CCUGCCCAUAGCCACACUAGCCUUAGUGCUACUUGACAUUCCU

B O G G O G G o (O ))))))))))))))) . —20.90

Wild type PCR fragment:
CCCCGAGTCGGGAGGACTCCGGGACCATTGACCTCAGCTGCACATTCCTGGCCCCGGGCTCTGGCCACCCTGGCCCGLCC
CTCGCTGCTGCTACTACCCGAGCCCAGCTACATTCCTCAGCTGCCAAGCACTCGAGACCATCCTGGCCCCTCCAGACCCT
GCCTGAGCCCAGGAGCTGAGTCACCTCCTCCACTCACTCCAGCCCAACAGAAGGAAGGAGGAGGGCGCCCATTCGTCTGT
CCCAGAGCTTATTGGCCACTGGGTCTCACTCCTGAGTGGGGCCAGGGTGGGAGGGAGGGACAAGGGGGAGGAAAGGGGCG
AGCACCCACGTGAGAGAATCTGCCTGTGGCCTTGCCCGCCAGCCTCAGTGCCACTTGACATTCCTTGTCA

Mutant PCR fragment:
CCCCGAGTCGGGAGGACTCCGGGACCATTGACCTCAGCTGCAgAaTgCTGGCCCCGGGCTCTGGCCACCCTGGCCCGLCC
CTCGCTGCTGCTACTACCCGAGCCCAGCTACATTCCTCAGCTGCCAAGCACTCGAGACCATCCTGGCCCCTCCAGACCCT
GCCTGAGCCCAGGAGCTGAGTCACCTCCTCCACTCACTCCAGCCCAACAGAAGGAAGGAGGAGGGCGCCCATTCGTCTGT
CCCAGAGCTTATTGGCCACTGGGTCTCACTCCTGAGTGGGGCCAGGGTGGGAGGGAGGGACAAGGGGGAGGAAAGGGGCG
AGCACCCACGTGAGAGAATCTGCCTGTGGCCTTGCCCGCCAGCCTCAGTGCCACTTGAgAAaTgCTTGTCA



miRNA: mir-1b

Human predicted target: ENSG00000176697

Mouse predicted target: ENSMUSG00000048482

Rat predicted target: ENSRNOGO0000005051

Hs Gene description: BRAIN-DERIVED NEUROTROPHIC FACTOR PRECURSOR (BDNF)

mir-1b ENSG00000176697 2498 nt UTR 3 hits 220 390 1322

———————— e e e, B e
>ENSG00000176697 hs-mir-1b 220 227
UGGAAUGUAAAGAAGUAUGUAU&ACAGUCAUUUGCGCACAACUUAAAAAGUCUGCAUUACAUUCCU

S O G O G G G O G P G P G O G (P I )))) ) e )) e ))))))))) . -16.51
>ENSG00000176697 hs-mir-1b 390 397
UGGAAUGUAAAGAAGUAUGUAUS&AAACACACACACACACAACAAAAAUUUGAACCAAAACAUUCCGU
P B e et e e e )))))))) . -14.00

>ENSG00000176697 hs-mir-1b 1322 1329
UGGAAUGUAAAGAAGUAUGUAU&CAAGGUCUAGGUGGAGGUGGGGCAUGGUAUUUGAGACAUUCCAA

O O G G G O G (G O G (O P ))))) ) )))--)))))))) . —20.00
mir-1b ENSMUSG00000048482 4854 nt UTR 2 hits 213 1306

________ l-—————— e
>ENSMUSG00000048482 hs-mir-1b 213 220
UGGAAUGUAAAGAAGUAUGUAU&ACAGUCAUUUGCGCACAACUUUAAAAGUCUGCAUUACAUUCCU

S O O O O G G O G G PO O O G (PO "I )))) ) ) ) e ))))))))) . -16.51

>ENSMUSG00000048482 hs-mir-1b 1306 1313
UGGAAUGUAAAGAAGUAUGUAU&AAGGUCUAGGAUGGAGGUGGGGAAUGGUACUUGAGACAUUCCU

T O G O G (e (o O G (O (U ))))))-.))))))) . —18.70

mir-1b ENSRNOG0O0000005051 2266 nt UTR 2 hits 217 1298

________ l-—————— e
>ENSRNOG00000005051 hs-mir-1b 217 224
UGGAAUGUAAAGAAGUAUGUAU&ACAGUCAUUUGCGCACAACUUUAAAAGUCUGCAUUACAUUCCU

S O O O O G G O G G G P O O G (PO "I )))) ) ) ) e ))))))))) . -16.51

>ENSRNOG00000005051 hs-mir-1b 1298 1305
UGGAAUGUAAAGAAGUAUGUAU&UGAGGUCUAGAUGGAGGUGGGGAAUGGUACUUGAGACAUUCCU

T G G G O O (o (e O (O (O GO ))))))..))))))) . —18.70

Wild type PCR fragment:
CAGTCATTTGCGCACAACTTAAAAAGTCTGCATTACATTCCTTGATAATGTTGTGGTTTGTTGCCGTTGCCAAGAACTGA
AAACATAAAAAGTTAAAAAAAATAATAAATTGCATGCTGCTTTAATTGTGAATTGATAATAAACTGTCCTCTTTCAGAAA
ACAGAAAAAAAACACACACACACACAACAAAAATTTGAACCAAAACATTCCGTTTACATTTTAGACAGTAAGTATCTTCG
TTCTTGTTAGTACTATATCTGTTTTACTGCTTTTAACTTCTGATAGCGTTGGAATTAAAACAATGTCAAGGTGCTGTTGT
CATTGCTTTACTGGCTTAGGGGATGGGGGATGGGGGGTATATTTTTGTTTGTTTTGTGTTTTTTTTTCGTTTGTTTGTTT
TGTTTTTTAGTTCCCACAGGGAGTAGAGATGGGGAAAGAATTCCTACAATATATATTCTGGCTGATAAAAGATACATTTG
TATGTTGTGAAGATGTTTGCAATATCGATCAGATGACTAGAAAGTGAATAAAAATTAAGGCAACTGAACAAAAAAATGCT
CACACTCCACATCCCGTGATGCACCTCCCAGGCCCCGCTCATTCTTTGGGCGTTGGTCAGAGTAAGCTGCTTTTGACGGA
AGGACCTATGTTTGCTCAGAACACATTCTTTCCCCCCCTCCCCCTCTGGTCTCCTCTTTGTTTTGTTTTAAGGAAGAAAA
ATCAGTTGCGCGTTCTGAAATATTTTACCACTGCTGTGAACAAGTGAACACATTGTGTCACATCATGACACTCGTATAAG
CATGGAGAACAGTGATTTTTTTTTAGAACAGAAAACAACAAAAAATAACCCCAAAATGAAGATTATTTTTTATGAGGAGT
GAACATTTGGGTAAATCATGGCTAAGCTTAAAAAAAACTCATGGTGAGGCTTAACAATGTCTTGTAAGCAAAAGGTAGAG
CCCTGTATCAACCCAGAAACACCTAGATCAGAACAGGAATCCACATTGCCAGTGACATGAGACTGAACAGCCAAATGGAG
GCTATGTGGAGTTGGCATTGCATTTACCGGCAGTGCGGGAGGAATTTCTGAGTGGCCATCCCAAGGTCTAGGTGGAGGTG
GGGCATGGTATTTGAGACATTCCAAAACGA

Mutant PCR fragment:
CAGTCATTTGCGCACAACTTAAAAAGTCTGCATTAgAATgCTTGATAATGTTGTGGTTTGTTGCCGTTGCCAAGAACTGA
AAACATAAAAAGTTAAAAAAAATAATAAATTGCATGCTGCTTTAATTGTGAATTGATAATAAACTGTCCTCTTTCAGAAA
ACAGAAAAAAAACACACACACACACAACAAAAATTTGAACCAAAACATTCCGTTTACATTTTAGACAGTAAGTATCTTCG
TTCTTGTTAGTACTATATCTGTTTTACTGCTTTTAACTTCTGATAGCGTTGGAATTAAAACAATGTCAAGGTGCTGTTGT



CATTGCTTTACTGGCTTAGGGGATGGGGGATGGGGGGTATATTTTTGTTTGTTTTGTGTTTTTTTTTCGTTTGTTTGTTT
TGTTTTTTAGTTCCCACAGGGAGTAGAGATGGGGAAAGAATTCCTACAATATATATTCTGGCTGATAAAAGATACATTTG
TATGTTGTGAAGATGTTTGCAATATCGATCAGATGACTAGAAAGTGAATAAAAAT TAAGGCAACTGAACAAAAAAATGCT
CACACTCCACATCCCGTGATGCACCTCCCAGGCCCCGCTCATTCT TTGGGCGT TGGTCAGAGTAAGCTGCTTTTGACGGA
AGGACCTATGTTTGCTCAGAACACATTCTTTCCCCCCCTCCCCCTCTGGTCTCCTCTTTGTTTTGTTTTAAGGAAGAAAA
ATCAGTTGCGCGTTCTGAAATATTTTACCACTGCTGTGAACAAGTGAACACATTGTGTCACATCATGACACTCGTATAAG
CATGGAGAACAGTGATTTTTTTTTAGAACAGAAAACAACAAAAAATAACCCCAAAATGAAGATTATTTTTTATGAGGAGT
GAACATTTGGGTAAATCATGGCTAAGCTTAAAAAAAACTCATGGTGAGGCTTAACAATGTCTTGTAAGCAAAAGGTAGAG
CCCTGTATCAACCCAGAAACACCTAGATCAGAACAGGAATCCACATTGCCAGTGACATGAGACTGAACAGCCAAATGGAG
GCTATGTGGAGTTGGCATTGCATTTACCGGCAGTGCGGGAGGAATTTCTGAGTGGCCATCCCAAGGTCTAGGTGGAGGTG
GGGCATGGTATTTGAGAgAaTgCAAAACGA

miRNA: mir-130

Human predicted target: ENSG00000130164

Mouse predicted target: ENSMUSG00000032193

Rat predicted target: ENSRNOG00000009946

Hs Gene description: LOW-DENSITY LIPOPROTEIN RECEPTOR PRECURSOR (LDL RECEPTOR)

mir-130 ENSG00000130164 2207 nt UTR 4 hits 813 871 1970 2161
———————————————————————————————— 1-1-------—-————————————— =1 -
—_—————— 1--

>ENSG00000130164 hs-mir-130 813 820
CAGUGCAAUGUUAAAAGGGC&CCCGACCCCUACCCACUUCCAUUCCCGUGGUCUCCUUGCACUU

S O O O O O O PO (PP O ))) el ).))))))) . =17.22
>ENSG00000130164 hs-mir-130 871 878
CAGUGCAAUGUUAAAAGGGC&GUACACUGUGUACAUUUGGCAUUUGUGUUAUUAUUUUGCACUGU

OO O O O G O O G O O O O O (P (PO PP ) o)) ) e )))))))) . —-17.93

>ENSG00000130164 hs-mir-130 1970 1977
CAGUGCAAUGUUAAAAGGGC&GACUUCAGGUUCUUUCUGAAAUCGCCGUGUUACUGUUGCACUGA

O O G G G P G G (O (o (Y )))))))-))))))))) . —24.00
>ENSG00000130164 hs-mir-130 2161 2168
CAGUGCAAUGUUAAAAGGGC&GUCCCUGUACAGAUAGUGGGGAUUUUUUGUUAUGUUUGCACUU

T O G G O G G G G s G (o o QP AP 1 B I L e ))))))) . -16.75

mir-130 ENSMUSG00000032193 3530 nt UTR 2 hits 571 642
______________________ I e b
>ENSMUSG00000032193 hs-mir-130 571 578
CAGUGCAAUGUUAAAAGGGC&GUCCUGUGCCCAGCCCCCGAGUCUCCGAGUGAGGCUUGCACUU

B O O O O O G G G G D)) ) e ))))))))))) . -17.59
>ENSMUSG00000032193 hs-mir-130 642 649
CAGUGCAAUGUUAAAAGGGC&UGGGCACCCACGUGGUCCACAUUUGUACUCCUAGGUUGCACUGA

OO G O O G G G S e (P )))))))))))))) . =20.20

mir-130 ENSRNOG0O0000009946 2000 nt UTR 2 hits 1479 1548
___________________________________________________________ 1-1-— e — — —

>ENSRNOG00000009946 hs-mir-130 1479 1486
CAGUGCAAUGUUAAAAGGGC&CGUCUCAUGCCCAGCCCCUACUGUCCAUGGGAGAUUUGCACUU

B G G G G G O (S G (O P )))) ) -)) ) ))))))) . —17.20
>ENSRNOG00000009946 hs-mir-130 1548 1555
CAGUGCAAUGUUAAAAGGGC&UGGGCACCCACGUGGCCCGCGUCUGUACUCCUAGGUUGCACUGU

O O O O O O G (P (PP (C(C(& e e i )))) e ).))))))))) . —22.21

Wild type PCR fragment:
TTCCATTCCCGTGGTCTCCTTGCACTTTCTCAGTTCAGAGTTGTACACTGTGTACATTTGGCATTTGTGTTATTATTTTG
CACTGTTTTCT

Mutant PCR fragment:
TTCCATTCCCGTGGTCTCCTaGgAgTTTCTCAGTTCAGAGTTGTACACTGTGTACATTTGGCATTTGTGTTATTATTTaG
gAgTGTTTTCT



miRNA: mir-130

Human predicted target: ENSG00000184371

Mouse predicted target: ENSMUSG00000014599

Rat predicted target: ENSRNOG00000018659

Hs Gene description: MACROPHAGE COLONY STIMULATING FACTOR-1 PRECURSOR (CSF-1)
(MCSF) (M-CSF). [Source:SWISSPROT;Acc:P09603] NM 17

2211

mir-130 ENSG00000184371 4161 nt UTR 2 hits 800 1064

>ENSG00000184371 hs-mir-130 800 807
CAGUGCAAUGUUAAAAGGGC&AGGCCAAGCAGAGGCUCCCCUCAUGAAGGAAGCCAUUGCACUGU

OO O O O G G O O O G G G (P )I)) e ))) et )))))))))) . —23.01
>ENSG00000184371 hs-mir-130 1064 1071
CAGUGCAAUGUUAAAAGGGC&CUUUAGGCUGUGUUGUUCGCCCAGGUUUCUGCAUCUUGCACUU

B O O O O O G G G G G (O ))))ee)))e)))ea))))))) . —20.50

mir-130 ENSMUSG00000014599 4102 nt UTR 3 hits 787 896 1057
——————————————————————————————— l1---1-———-1l-———
>ENSMUSG00000014599 hs-mir-130 787 794
CAGUGCAAUGUUAAAAGGGC&UUGCCCAGCAGAGGCACCCCUCAUGAAGGAAGCCAUUGCACUGU

OO O O O G G O O O G G G (P )I)) e ))) et )))))))))) . —23.01
>ENSMUSG00000014599 hs-mir-130 896 903
CAGUGCAAUGUUAAAAGGGC&UGUUCUCCCACUUCCUUCAGCCUCUCCUCGGCUUCUUGCACUGA

OO O O O G O G G (O o O QG P ))) ) e)a))ea)))))))) . —21.60

>ENSMUSG00000014599 hs-mir-130 1057 1064
CAGUGCAAUGUUAAAAGGGC&CUUUGGGCUGUGUUCCUUGCCCAGGUUUCUGCAUCUUGCACUU

B O O O O G G G G G ))))ee)))e)))ea))))))) . —20.20

mir-130 ENSRNOG00000018659 3232 nt UTR 3 hits 831 940 1100
————————————————————————————————— 1---1-- -1
>ENSRNOG00000018659 hs-mir-130 831 838
CAGUGCAAUGUUAAAAGGGC&UUUGCCAGCAGAGGCACCCCUCAUGAAGGAAGCCAUUGCACUGU

OO O O O G O O O O G G QG P )I)) e ))) et )))))))))) . —23.01
>ENSRNOG00000018659 hs-mir-130 940 947
CAGUGCAAUGUUAAAAGGGC&UGUUCUCCCACUUCCUUCAACCUCUCCUCAGCUUCUUGCACUGA

O O G G G (S (O G (R P )))))))..)))))))) . —19.30

>ENSRNOG00000018659 hs-mir-130 1100 1107
CAGUGCAAUGUUAAAAGGGC&CUUUAGGCUGUGUUCCUUACCCAGGUUUUUGCAUCUUGCACUU

T O G O G G G P O G O G (A )))e.))))))).))))))) . —18.30

Wild type PCR fragment:
GAGGCTCCCCTCATGAAGGAAGCCATTGCACTGTGAACACTGTACCTGCCTGCTGAACAGCCTGCCCCCGTCCATCCATG
AGCCAGCATCCGTCCGTCCTCCACTCTCCAGCCTCTCCCCAGCCTCCTGCACTGAGCTGGCCTCACCAGTCGACTGAGGG
AGCCCCTCAGCCCTGACCTTCTCCTGACCTGGCCTTTGACTCCCCGGAGTGGAGTGGGGTGGGAGAACCTCCTGGGCCGC
CAGCCAGAGCCGGTCTTTAGGCTGTGTTGTTCGCCCAGGTTTCTGCATCTTGCACTTTGAC

Mutant PCR fragment:
GAGGCTCCCCTCATGAAGGAAGCCATaGgAgTGTGAACACTGTACCTGCCTGCTGAACAGCCTGCCCCCGTCCATCCATG
AGCCAGCATCCGTCCGTCCTCCACTCTCCAGCCTCTCCCCAGCCTCCTGCACTGAGCTGGCCTCACCAGTCGACTGAGGG
AGCCCCTCAGCCCTGACCTTCTCCTGACCTGGCCTTTGACTCCCCGGAGTGGAGTGGGGTGGGAGAACCTCCTGGGCCGC
CAGCCAGAGCCGGTCTTTAGGCTGTGTTGTTCGCCCAGGTTTCTGCATCTaGgAgTTTGAC

1in-41 CONTROL (known target of C. elegans let-7 RNA)

miRNA:let-7
Lin-41 full-length wildtype



CACTTTCTTCTTGCTCTTTACCCATTTCAGATTGTTTTTTAAAATAATCTTTTGATCCCTTGATCCTTCTTGCATCTAGA
GTACAGTTCAACTTGTACTTTCTTTCTTTTTCCCCCACTCCTAGTCGATGATCGGCCCCATCAAATCGGGCGCAAAGCAC
ACACATTCCAGAAATGTTCCCTTTTTTCCCCCCGAGTATTGTCCTTTTCCCCTTTTCTACACAGGTTAATTAAGAGTTAT
GTATTTCATATAGTATTTGTGTAATGTTTATTTTCCTGTGCTTCTACCCGGTAGAACATCCAAAAAGCTCCCCCGTCCCC
CCAAATCCATGTTCCATCTGTATATCCCAGTTTTTTGTCTGTTTTATCTTCTCTCGAGCGCTTCAGCCAAATCCCCTTCC
CCTCGTAATTATCCTTGTTTTTCATACATTTATGCAAGTTTTCTCTCACCATTTTAATGGTTTCCCATCCATTCATATGG
CTCCGCCCCTTCCCTGTGCACTTTTTATCTGAAAATTCTTTGATATTTAGAGAAATTTGAGAATATTTCGATGAGATTCA
TGTAGGTTTTTCCAAAAAATCGAACGAATTTTGTCGGAATATTTGAAATCTCAGGAAAAGTCTAAAGAATTAAAACACCC
ACAATAGCACCTCTTTTCCTCAAATTGCACCAACTCAAGTATACCTTTTATACAACCGTTCTACACTCAACGCGATGTAA
ATATCGCAATCCCTTTTTATACAACCATTCTGCCTCTGAACCATTGAAACCTTCTCCCGTACTCCCACCAATAGATTATT
GCACTTTTCTGAGAGTTTTTCTGTGTTGGAATCATAATTTTCTAAACTGATTCGCATAATTTCCAACACTGAAAAACTTT
CTCAACACCTCTGGTGACTATTTTCTTTTCCGGTGTTAATTGTCCCAATTGCCTAATGTCCCCAGTGTTCATTTAAGCTC
CCCATTTATTTTTATTTCACTGTCTTGGTTTTTGTGCCCTAGCGCTAAATATTGTTTTATTTTAATGCATGCTTCCTGCA
CGCCCCTCCCCCTTCTTGCGCACCCAATTTTACAACAATTTGTAATTTAAATTCGCAAATTTCACTGCGAAATTTGAAAT
ATATTGCTGATAACATAATTGGAATAAATTGTTTTTTTTAAAAAAAAAAAAAAAAAARA

Lin-41 full-length mutant
CACTTTCTTCTTGCTCTTTACCCATTTCAGATTGTTTTTTAAAATAATCTTTTGATCCCTTGATCCTTCTTGCATCTAGA
GTACAGTTCAACTTGTACTTTCTTTCTTTTTCCCCCACTCCTAGTCGATGATCGGCCCCATCAAATCGGGCGCAAAGCAC
ACACATTCCAGAAATGTTCCCTTTTTTCCCCCCGAGTATTGTCCTTTTCCCCTTTTCTACACAGGTTAATTAAGAGTTAT
GTATTTCATATAGTATTTGTGTAATGTTTATTTTCCTGTGCTTCTACCCGGTAGAACATCCAAAAAGCTCCCCCGTCCCC
CCAAATCCATGTTCCATCTGTATATCCCAGTTTTTTGTCTGTTTTATCTTCTCTCGAGCGCTTCAGCCAAATCCCCTTCC
CCTCGTAATTATCCTTGTTTTTCATACATTTATGCAAGTTTTCTCTCACCATTTTAATGGTTTCCCATCCATTCATATGG
CTCCGCCCCTTCCCTGTGCACTTTTTATCTGAAAATTCTTTGATATTTAGAGAAATTTGAGAATATTTCGATGAGATTCA
TGTAGGTTTTTCCAAAAAATCGAACGAATTTTGTCGGAATATTTGAAATCTCAGGAAAAGTCTAAAGAATTAAAACACCC
ACAATAGCACCTCTTTTCCTCAAATTGCACCAACTCAAGTATACCTTTTATACALCCGTTCTcaACTCAACGCGATGTAA
ATATCGCAATCCCTTTTTATACAtCCATTCTcgCTCTGAACCATTGAAACCTTCTCCCGTACTCCCACCAATAGATTATT
GCACTTTTCTGAGAGTTTTTCTGTGTTGGAATCATAATTTTCTAAACTGATTCGCATAATTTCCAACACTGAAAAACTTT
CTCAACACCTCTGGTGACTATTTTCTTTTCCGGTGTTAATTGTCCCAATTGCCTAATGTCCCCAGTGTTCATTTAAGCTC
CCCATTTATTTTTATTTCACTGTCTTGGTTTTTGTGCCCTAGCGCTAAATATTGTTTTATTTTAATGCATGCTTCCTGCA
CGCCCCTCCCCCTTCTTGCGCACCCAATTTTACAACAATTTGTAATTTAAATTCGCAAATTTCACTGCGAAATTTGAAAT
ATATTGCTGATAACATAATTGGAATAAATTGTTTTTTTTAAAAAAAAAAAAAAAAAARA

1in-41 segment wildtype
TTTCCTCAAATTGCACCAACTCAAGTATACCTTTTATACAACCGTTCTACACTCAACGCGATGTAAATATCGCAATCCCT
TTTTATACAACCATTCTGCCTCTGAACCATTGAAACCTTCTCCC

1in-41 segment mutant
TTTCCTCAAATTGCACCAACTCAAGTATACCTTTTATACAtCCGTTCTcaACTCAACGCGATGTAAATATCGCAATCCCT
TTTTATACAtCCATTCTcgCTCTGAACCATTGAAACCTTCTCCCG




