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name sequence precursor H. sapiens C. elegans M. musculus D. melanogaster F. rubripes D. rerio

let-7a-1 UGAGGUAGUAGGUUGUAUAGUU
    UG     U                     UUAGG   ACA    C 
  CAC  UGGGA GAGGUAGUAGGUUGUAUAGUU     GUC   CCCA C
  GUG  AUCCU UUCUGUCAUCUAACAUAUCAA     UAG   GGGU A
    CA     -                     -----   A--    C 

AC007924 Chr9 ti|108513271 

let-7a-2 UGAGGUAGUAGGUUGUAUAGUU
   UU   G   U             UAGAAUUAC   AA     
 AGG  GAG UAG AGGUUGUAUAGUU         AUC  G    
 UCC  UUC AUC UCCGACAUGUCAA         UAG  G    
   U-   G   C             ---------   AG     

AP001359 Chr11

let-7a-3 UGAGGUAGUAGGUUGUAUAGUU
      U                     ---------      U     
   GGG GAGGUAGUAGGUUGUAUAGUU         UGGGGC \    
   UCC UUCUGUCAUCUAACAUAUCAA         GUCCCG C    
      U                     UAGGGUAUC      U     

AL049853 Chr22 AF274345 
chrX with 
diff. 
precursor

AE003659 diff. 
precursor

let-7b UGAGGUAGUAGGUUGUGUGGUU
           U                     -  A------      UG     
      CGGGG GAGGUAGUAGGUUGUGUGGUU UC       GGGCAG  \    
      GUCCC UUCCGUCAUCCAACAUAUCAA AG       CCCGUU  A    
           -                     U  AAGGCUC      GU     

AL049853 Chr22 EST AI481799.1 with 
slightly 
diff 
precursor

ti|106211630 

let-7c UGAGGUAGUAGGUUGUAUGGUU
      A      UU   G   U             UA  G UA AC     
    GC UCCGGG  GAG UAG AGGUUGUAUGGUU  GA U  C  \    
    CG AGGUUC  UUC AUC UCCAACAUGUCAA  UU A  G  C    
      -      CU   G   U             --  G GG UC     

AP001667 Chr21 EST AI614897 ti|107286511 

let-7d AGAGGUAGUAGGUUGCAUAGU
            A              C      UUA-------      GG 
     CCUAGGA GAGGUAGUAGGUUG AUAGUU          GGGCAG  \
     GGAUUCU UUCCGUCGUCCAGC UAUCAA          CCCGUU  A
            -              A      UGGAGGAACA      UU 

AC007924.3 Chr9  mmtrace 83587042 

new 
variant

AGAGGUAGUAGUUUGCAUAGU 
only predicted, not 
cloned

        G  A     A    U   C      UUA-------       G 
     CUA GA GAGGU GUAG UUG AUAGUU          GGGCAAA \
     GAU UU UUCCG CGUC AGC UAUCGA          CCCGUUU A
        G  -     A    C   A      UUGAUGAACA       U 

EST BB051239

let-7e UGAGGUAGGAGGUUGUAUAGU
      C   CU   G                U  GGA----  A     
    CC GGG  GAG UAGGAGGUUGUAUAGU GA       GG C    
    GG CCC  UUC AUCCUCCGGCAUAUCA CU       CC A    
      A   CU   G                -  AGAGGAA  C     

AC018755 Chr19

let-7f-1 UGAGGUAGUAGAUUGUAUAGUU
        AGU                       ---------       UG 
    UCAG   GAGGUAGUAGAUUGUAUAGUUGU         GGGGUAG  \
    AGUC   UUCCGUUAUCUAACAUAUCAAUA         UCCCAUU  A
        CC-                       GAGGACUUG       UU 

AC007924 Chr9  mmtrace 64945869 ti|108513271 

let-7f-2 UGAGGUAGUAGAUUGUAUAGUU
            U                     ----      UCAU 
    CUGUGGGA GAGGUAGUAGAUUGUAUAGUU    UUAGGG    A
    GGCACCCU UUCUGUCAUCUGACAUAUCAA    GGUUCU    C
            -                     UAGA      ACCC 

AL592046 ChrX mmtrace 18713911

let-7g UGAGGUAGUAGUUUGUACAGUA
      A   U        A            UGAGG    A-  A    A 
    CC GGC GAGGUAGU GUUUGUACAGUU     GUCU  UG UACC C
    GG CCG UUCCGUCA CGGACAUGUCAA     UAGA  AC AUGG C
      A   -        C            -----    GG  -    C 

precursor ident. 
to mouse in 
AC092045.2 Chr3

mmtrace 62173215

let-7h UGAGGUAGUAGUGUGUACAGUU

let-7i UGAGGUAGUAGUUUGUGCU
        U                 U   --------  U     UGUG 
   CUGGC GAGGUAGUAGUUUGUGC GUU        GG CGGGU    \
   GAUCG UUCCGUCAUCGAACGCG CAA        UC GCCCG    A
        -                 U   UAGAGGUG  -     UUAC 

AC048341.22 Chr12 
(also 
AL117383.19)precu
rsor identical to 
mouse

EST BB661268

lin-4 UCCCUGAGACCUCAAGUGUGA
     G    UU-   U    C    A       U   CUA 
  CCG CCUG   CCC GAGA CUCA GUGUGAG GUA   \
  GGC GGAC   GGG CUCU GGGU CACACUU CGU   U
     A    CAU   C    C    C       -   AGU    C.elegans

U01830.1

miR-1 UGGAAUGUAAAGAAGUAUGGAG
       A   UUUGAGA            C        A   -   AUA     
    UUC GCC       GUUCCAUGCUUC UUGCAUUC AUA GUU   \    
    GAG CGG       CGAGGUAUGAAG AAUGUAAG UAU CGA   U    
       -   UCUAAAG            A        G   A   ACU   D.m.

2L, AE003667

miR-1b  UGGAAUGUAAAGAAGUAUGUAA 
               C                AC     UGA  AU 
      UACUCAGAG ACAUACUUCUUUAUGU  CCAUA   AC  \
      AUGGGUUUU UGUAUGAAGAAAUGUA  GGUAU   UG  U
               A                A-     CG-  AC

AL449263.5 Chr20 
nt1-21 

U97405.1 nt 
1-21 (22G)

mmtrace 19673694 
(A22U)

ti|30081664 

miR-1c UGGAAUGUAAAGAAGUAUGUAC

miR-1d UGGAAUGUAAAGAAGUAUGUAUU
                C                GC     UGAACC 
        GCUUGGGA ACAUACUUCUUUAUAU  CCAUA      U
        CGGACUUU UGUAUGAAGAAAUGUA  GGUAU      G
                A                A-     CGAAUC 

AL449263.5 Chr20 
nt1-22 
(23G);AC116916.2 
Chr18 (23U) 
similar precursor

mmtrace 91523974 BF157601.1 
with C23 
(diff. 
precursor)

miR-2a-1 UAUCACAGCCAGCUUUGAUGAGC
                -      -         A    AUUUC   UU    
       GCUGGGCUC UCAAAG UGGUUGUGA AUGC     CGC  \   
       CGAUUCGAG AGUUUC ACCGACACU UACG     GCG  U   
                U      G         A    -----   CG    

2L, AE003663

miR-2a-2 UAUCACAGCCAGCUUUGAUGAGC
              A   C        --             GAUAC    
          AUCU AGC UCAUCAAG  UGGUUGUGAUAUG     \   
          UAGG UCG AGUAGUUU  ACCGACACUAUAC     C   
              A   -        CG             GCAAC    

2L, AE003663

miR-2b-1 UAUCACAGCCAGCUUUGAGGAGC
         U    UG         -    A    C----      U    
       CU CAAC  UCUUCAAAG UGGC GUGA     AUGUUG C   
       GG GUUG  AGGAGUUUC ACCG CACU     UAUAAC A   
         C    CG         G    A    AUACU      A    

2L, AE003620

miR-2b-2 UAUCACAGCCAGCUUUGAGGAGC
               A          -         A   UUU--  CUU    
        UUGUGUC UUCUUCAAAG UGGUUGUGA AUG     GC   U   
        AGCGCAG GAGGAGUUUC ACCGACACU UAC     CG   U   
               C          G         A   UUAUC  UAU    

2L, AE003663

miR-3 UCACUGGGCAAAGUGUGUCUCA
         C          C    G    U    UUCA     
     GAUC UGGGAUGCAU UUGU CAGU AUGU    \    
     CUAG ACUCUGUGUG AACG GUCA UACA    A    
         A          A    G    C    CUCU     

2R, AE003795

miR-4 AUAAAGCUAGACAACCAUUGA
          U      UU    C   C   C   GG     UU     
   UUGCAAU AGUUUC  UGGU GUC AGC UUA  UGAUU  \    
   GGUGUUG UUGAAG  ACCA CAG UCG AAU  ACUGG  U    
          C      UU    A   A   A   --     CC     

2R, AE003795

miR-5 AAAGGAACGAUCGUUGUGAUAUG
         UA---       C               AGUUGU     
       GC     AAAGGAA GAUCGUUGUGAUAUG      \    
       CG     UUUCCUU UUAGUGACACUAUAC      U    
         CAAUA       -               AAUCCU     

2R, AE003795

miR-6-1 UAUCACAGUGGCUGUUCUUUUU
       A-                      C    AG UAAUA    
   UUUA  UGUAGAGGGAAUAGUUGCUGUG UGUA  U     \   
   AAAU  AUGUUUUUCUUGUCGGUGACAC AUAU  A     U   
       CC                      U    CU UACCA    

2R, AE003795

miR-6-2 UAUCACAGUGGCUGUUCUUUUU
                  C        UU UG   C       U  -  G     
             UAACC AAGGGAAC  C  CUG UGAUAUA UA UU A    
             GUUGG UUUUCUUG  G  GAC ACUAUAU AU AA A    
                  U        UC GU   -       C  C  A     

2R, AE00379

miR-6-3 UAUCACAGUGGCUGUUCUUUUU
               A                  A        U   AAAC     
           CAAA AGAAGGGAACGGUUGCUG UGAUGUAG UUG    \    
           GUUU UUUUUUCUUGUCGGUGAC ACUAUAUU AAC    U    
               G                  -        U   ACUC     

2R, AE00379

miR-7 UGGAAGACUAGUGAUUUUGUUGU
           U     U       U  U     --       UGGUC      
   GAGUGCAU CCGUA GGAAGAC AG GAUUU  UGUUGUU     \     
   UUUACGUG GGCAU UCUUCUG UC CUAAA  ACAAUAA     U     
           C     -       U  C     UA       UGGUU      

EST BF373391 not cloned, but 
mouse EST predicts 
precursor similar 
to human

2R, AE003791

miR-8 UAAUACUGUCAGGUAAAGAUGUC
              CUGUUC       -   G     C      UCCUUU      
      AAGGACAU      ACAUCUU ACC GGCAG AUUAGA      \     
      UUCCUGUG      UGUAGAA UGG CUGUC UAAUCU      U     
              CCUGC-       A   A     A      CAAUAU      

2R, AE003805

miR-9 UCUUUGGUUAUCUAGCUGUAUGA
         -     U       UAU      G     -  GAU     
     GCUA UGUUG CUUUGGU   CUAGCU UAUGA GU   A    
     CGAU AUAAU GAAGCCA   GAUCGA AUACU CA   A    
         U     U       UUC      A     G  AUA     

AC005316 Chr15 
AC026701 Chr5 
each with diff. 
precursor; 
AL139130.28 chr1

AF155142.1 chr19 
diff. precursor

3L, AE003516
2diff 
precurs 
scaffold_38
68 and 2417

ti|102744571 

miR-10a  ACCCUGUAGAUCCGAAUUUGU
              CU   -  G    U             AUACU     
        CCACGU  ACC CU UAGA CCGAAUUUGUUUU     A    
        GGUGUG  UGG GA AUCU GGCUUAAACAGGA     G    
              UU   A  G    U             AUUUC     

AF287967 Chr17 
HOXB cluster

AC011194 chr.11  
diff. precursor

AE001574 U92575.1 
HOXB-4

ti|123068104 

miR-10b CCCUGUAGAACCGAAUUUGUGU
         A    G     C          UG-  AC 
    UAUAU CCCU UAGAA CGAAUUUGUG   GU  C
    AUAUA GGGG AUCUU GCUUAGACAC   UA  C
         A    -     A          UGA  CA 

Chr2 gi|22044651  
HOXD cluster

Chr2 U77364.1, 
intronic location 
Hoxd4 gene

scaffold_ 
82

3 copies, similar 
precursors mmtrace:  
20316581 49561783 
48365244

miR-2 
ortholog in 
C. elegans 
(Lau et al. 
SCIENCE 
2001, 
294:858)
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miR-11 CAUCACAGUCUGAGUUCUUGC 
             U         UCU      CCC   U  ACU    
      GCACUUG CAAGAACUU   CUGUGA   GCG GU   U   
      CGUGAGU GUUCUUGAG   GACACU   CGC CG   A   
             C         UCU      A--   -  AAA    

3R, AE003735

miR-12 UGAGUAUUACAUCAGGUACUGGU
                  UG     U    C          -  GCCUU     
            UACGGU  AGUAU ACAU AGGUACUGGU GU     A    
            GUGCCG  UCAUA UGUA UUCAUGACCA CA     A    
                  CA     C    -          A  ACCUA     

X, AE003499

miR-13a UAUCACAGCCAUUUUGAUGAGU
                 U     C      -        A   UC--  CU    
             UACG AACUC UCAAAG GGUUGUGA AUG    GA  A   
             GUGC UUGAG AGUUUU CCGACACU UAC    CU  U   
                 U     U      A        A   UCAU  AU    

3R, AE003708

miR-13b-1 UAUCACAGCCAUUUUGACGAGU
            UG-           U      ACU    UAUU    
         CCA   UCGUUAAAAUG UUGUGA   UAUG    C   
         GGU   AGCAGUUUUAC GACACU   AUAC    A   
            UUG           C      ---    UAAC    

3R, AE003708

miR-13b-2 UAUCACAGCCAUUUUGACGAGU
          G          A      GCUA      UU    
       AAC CGUCAAAAUG CUGUGA    UGUGGA  U   
       UUG GCAGUUUUAC GACACU    AUACUU  G   
          A          C      ----      CA    

X, AE003446

miR-14 UCAGUCUUUUUCUCUCUCCUA
                C    C       C     GCUU    
        UGUGGGAG GAGA GGGGACU ACUGU    \   
        AUAUCCUC CUCU UUUCUGA UGAUA    A   
                U    U       C     AAUU    

2R, AE003833

miR-15a UAGCAGCACAUAAUGGUUUGUG
          GAGUAAAGUA        UA          GA   U     
     CCUUG          GCAGCACA  AUGGUUUGUG  UUU \    
     GGAAC          CGUCGUGU  UACCGGACGU  AAA G    
          AUAAAAACUC        UA          GG   A        

Chr13, AC069475 
interesting 
leukemia locus

mmtrace 72137197  
diff. precursor

miR-15b UAGCAGCACAUCAUGGUUUACA
        U       C  C       A   A  ACA 
     CUG AGCAGCA AU AUGGUUU CAU CU   \
     GAU UCGUCGU UA UACUAAG GUA GA   G
        C       U  U       C   -  ACU

mmtrace 79105069 ti|42632568 

miR-16-1 UAGCAGCACGUAAAUAUUGGCG   
            AG   C          -  A        CGUUA    UCUA     
      GUCAGC  UGC UUAGCAGCAC GU AAUAUUGG     AGAU    \    
      CAGUUG  AUG AGUCGUCGUG CA UUAUGACC     UCUA    A    
            GA   A          U  A        -----    UUAA     

Chr13, AC069475 
interesting 
leukemia locus

2 genomic hits with 
diff precursors. 
Mmtrace 
50293836,78368680

AL606727 
diff precurs

miR-16-2 UAGCAGCACGUAAAUAUUGGCG  
     UC    CU         UA        C  AG   AAU 
   GU  CACU  AGCAGCACG  AAUAUUGG GU  UGA   A
   CA  GUGA  UCGUCGUGU  UUAUAACC CA  AUU   U
     GU    UU         CA        A  A-   AUA 

 mmtrace 
79105069;nearly 
ident prec. as in 
human

miR-17 ACUGCAGUGAAGGCACUUGU
       GA       CA-        A  G     G   -  AUA     
   GUCA  AUAAUGU   AAGUGCUU CA UGCAG UAG UG   \    
   CAGU  UAUUACG   UUCACGGA GU ACGUC AUC AC   U    
       GG       AUG        A  G     -   U  GUG     

Chr13, AL138714 Chr14 gi|20882784 
with A11G

miR-18 UAAGGUGCAUCUAGUGCAGAUA
           CU    U    C   U    A   UGAA  AG     
       UGUU  AAGG GCAU UAG GCAG UAG    GU  A    
       ACGG  UUCC CGUG AUC CGUC AUC    CG  U    
           UC    U    A   C    -   UA--  AU     

Chr13, AL138714 Chr14 gi|20882784

miR-19a UGUGCAAAUCUAUGCAAAACUGA
       U  U                 --      ---    AGA     
   GCAG CC CUGUUAGUUUUGCAUAG  UUGCAC   UACA   \    
   CGUC GG GGUAGUCAAAACGUAUC  AACGUG   AUGU   A    
       C  U                 UA      UUG    AAG     

Chr13, AL138714 Chr14 gi|20882784

miR-19b-1 UGUGCAAAUCCAUGCAAAACUGA
     UU                 -  -      UC    UGUGUG     
CACUG  CUAUGGUUAGUUUUGCA GG UUUGCA  CAGC      \    
GUGAU  GGUGUCAGUCAAAACGU CC AAACGU  GUCG      A    
     --                 A  U      --    UCUUAU     

Chr13, AL138714 Chr14 gi|20882784 
with C11U

G46757 with 
a U9C

miR-19b-2 UGUGCAAAUCCAUGCAAAACUGA
         CUAC                 -  -       UUCA       U     
   ACAUUG    UUACAAUUAGUUUUGCA GG UUUGCAU    GCGUAUA A    
   UGUAAU    AGUGUUAGUCAAAACGU CC AAACGUG    UGUAUAU U    
         ----                 A  U       UCGG       G     

X, AC002407

miR-20 UAAAGUGCUUAUAGUGCAGGUAG
         C   A-                 G   -  UU     
     GUAG ACU  AAGUGCUUAUAGUGCAG UAG UG  U    
     CGUC UGA  UUCACGAGUAUUACGUC AUC AU  A    
         A   AA                 -   U  UG     

Chr13, AL138714 gi|20882784 
[NW_000101; nt 
16913861-883] Chr14

miR-21 UAGCUUAUCAGACUGAUGUUGA
                   A     A     A    U AA     
   UGUCGGGUAGCUUAUC GACUG UGUUG CUGU G  \    
   ACAGUCUGUCGGGUAG CUGAC ACAAC GGUA C  U    
                   -     C     -    - UC     

Chr17, AC004686 AL604063 
chr11,nearly ident 
precursor

miR-22 AAGCUGCCAGUUGAAGAACUGU
          U   CC               -     A      U  CCUG 
       GGC GAG  GCAGUAGUUCUUCAG UGGCA GCUUUA GU    \
       CCG CUC  CGUUGUCAAGAAGUU ACCGU CGAAAU CG    A
          U   C-               G     -      -  ACCC 

several highly 
similar ESTs: 
AW961681 shown

AK008813 
(cDNA),prec ident 
to human

miR-23a AUCACAUUGCCAGGGAUUUCC
        C   C     -       G    G      CUUC     
      GG CGG UGGGG UUCCUGG GAUG GAUUUG    C    
      CC GCC ACCUU AGGGACC UUAC CUAAAC    U    
        A   A     U       G    A      ACUG     

Chr19, AC020916 mmtrace 62540691 
diff. Precursor

three hits 
in db

ti|70109732 

miR-23b AUCACAUUGCCAGGGAUUACCAC
      C   U   --          -  C      GUGACU 
    GG UGC UGG  GUUCCUGGCA UG UGAUUU      U
    CC ACG ACC  UAGGGACCGU AC ACUAAA      G
      A   C   AU          U  -      AUUAGA

AL354893 EST AW124037 and 
AI848465 cerebellum

ti|45808187 

miR-24-1 UGGCUCAGUUCAGCAGGAACAG
             G  G   A         UA     UCUCAU     
         CUCC GU CCU CUGAGCUGA  UCAGU      \    
         GAGG CA GGA GACUUGACU  GGUCA      U    
             A  A   C         C-     CACAUU     

Chr9, AF043896 ti|137648976 

miR-24-2 UGGCUCAGUUCAGCAGGAACAG
            CC   CG   CU-         AA--      UU     
       CUCUG  UCC  UGC   ACUGAGCUG    ACACAG  \    
       GGGAC  AGG  ACG   UGACUCGGU    UGUGUU  G    
            A-   --   ACU         CACA      UG     

Chr19, AC020916

miR-25 CAUUGCACUUGUCUCGGUCUGA
         A      AG    G     UU G     UG    ACG 
     GGCC GUGUUG  AGGC GAGAC  G GCAAU  CUGG   C
     CCGG CGUGAC  UCUG CUCUG  C CGUUA  GGUC   U
         C      AG    G     UU A     CG    CCG

Chr7, AC073842 
second ident.copy 
found in chr7

predicted in mouse 
(EST AI595464), but 
not cloned 

G46757 
similar 
precursor

miR-26a UUCAAGUAAUCCAGGAUAGGCU
         -   G      U       U              GCAG     
    AGGCC GUG CCUCGU CAAGUAA CCAGGAUAGGCUGU    G    
    UCCGG CGC GGGGCA GUUCAUU GGUUCUAUCCGGUA    U    
         G   A      C       -              ACCC     

Chr3, AP000497 AC055818.9,mmtrace 
88471973 precursor 
diff. from human

Scaffold_40
97 
different 
precursor

ti|109895676 

miR-26b UUCAAGUAAUUCAGGAUAGGUU
                GA   -   U        UC           UGUG    
            CCGG  CCC AGU CAAGUAAU  AGGAUAGGUUG    \   
            GGCC  GGG UCG GUUCAUUA  UCUUGUCCGAC    C   
                AG   C   -        CC           CUGU    

Chr2, AC021016 mmtrace 69866494

miR-27a UUCACAGUGGCUAAGUUCCGCU
       A  A  A             U       G  UCCAC     
    CUG GG GC GGGCUUAGCUGCU GUGAGCA GG     \    
    GAC CC CG CUUGAAUCGGUGA CACUUGU CU     A    
       C  C  C             -       G  GAACC     

Chr19, AC020916 ti|45777014 

miR-27b UUCACAGUGGCUAAGUUCUG
                      AUUG        UGAU   U 
    AGGUGCAGAGCUUAGCUG    GUGAACAG    UGG \
    UCCACGUCUUGAAUCGGU    CACUUGUU    GCC U
                      GA--        UC--   U     

XM_098943.1 chr9 
identical 
precursor

Chr13 MGSC mmtrace 
44671617

miR-28 AAGGAGCUCACAGUCUAUUGAG
       C         A                U  ----     CC     
    GGU CUUGCCCUC AGGAGCUCACAGUCUA UG    AGUUA  U    
    UCA GGACGGGAG UCCUCGAGUGUUAGAU AC    UCAGU  U    
       C         G                C  CCUU     CU     

Chr3, AC063932

miR-29a CUAGCACCAUCUGAAAUCGGUU
                  UUU       C    UCAAU    
      AUGACUGAUUUC   UGGUGUU AGAG     \   
      UAUUGGCUAAAG   ACCACGA UCUU     A   
                  UCU       -    UUAAU    

AF017104.1 Chr7, 
cluster of human 
miR-29a/29b 

AC024913.32  mouse 
miR-29a/29b 
cluster! 

miR-29b  UAGCACCAUUUGAAAUCAGUGUU
        A          U      GU      UUAAAU 
    AGGA GCUGGUUUCA AUGGUG  UUAGAU      \
    UCUU UGACUAAAGU UACCAC  GAUCUG      A
        G          U      --      UUAGUG 

AL513470.8 Chr1 
mouse miR-29b/29c 
cluster.  BG342396 
diff. precursor

ti|46254927 

miR-29c  UAGCACCAUUUGAAAUCGGUUA

ti|46254927 

miR-30a-s UGUAAACAUCCUCGACUGGAAGC
       A            UC           -----   A 
    GCG CUGUAAACAUCC  GACUGGAAGCU     GUG A
    CGU GACGUUUGUAGG  CUGACUUUCGG     CAC G
       C            --           GUAAA   C

nearly ident fold 
in AL035467.23 
chr6 

ESTs,mmtrace 
68023889 

ti|16009376 

miR-30a-
as CUUUCAGUCGGAUGUUUGCAGC

        A            UC           -----   A     
     GCG CUGUAAACAUCC  GACUGGAAGCU     GUG A    
     CGU GACGUUUGUAGG  CUGACUUUCGG     CAC G    
        C            --           GUAGA   C     

6, AL035467 mmtrace 85261735 ti|16009376 

miR-30b UGUAAACAUCCUACACUCAGC
                   U   -        UCAUA 
       AUGUAAACAUCC ACA CUCAGCUG     C
       UGCAUUUGUAGG UGU GGGUCGGU     A
                   -   A        UGCGU 

human AF159227.6 
Chr8,different 
precursor

trace#72329251 Scaffold_34
83,diff 
precursor

ti|15929506 

Scaffold_ 
17670 has 
29b/29c 
cluster and 
2nd 29c 
copy

AL035209.1 Chr1 
CLUSTER of miR-29-
b and 29-c; same 
cluster also in 
AC084393.20 chr 
12.   miRNA 
similar to miR-83

EST AI286629 
(thymus): nearly 
ident. to miR-24-1; 
EST AA111466 
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miR-30c UGUAAACAUCCUACACUCUCAGC
     UACU       U   ACA         GUGGAA 
  AGA    GUAAACA CCU   CUCUCAGCU      A
  UCU    CAUUUGU GGA   GAGGGUCGA      G
     UUCU       C   A--         AAGAAU     

AL136164.8 Chr.6 
supported by ESTs 
(BF594736.1)

Chr4 AL606904.11 ti|100083938 

miR-30d UGUAAACAUCCCCGACUGGAAG
     U  U         CCC           GUAAGA 
   GU GU GUAAACAUC   GACUGGAAGCU      C
   CA CG CGUUUGUAG   CUGACUUUCGA      A
     U  U         A--           AUCGAC         

AF159227.5 Chr8 AC108837.4 Scaffold 
3483,diff 
fold

ti|15929506 

miR-30e UGUAAACAUCCUUGACUGGA
               UU           GUAAGGU 
   CUGUAAACAUCC  GACUGGAAGCU       G
   GACAUUUGUAGG  CUGACUUUCGA       U
               --           GGAGAGU

chr1 AL354914.9 
ident.precursor

mmtrace 23457381

miR-31 GGCAAGAUGCUGGCAUAGCUG
           GA     G   C         U-   GAA     
     GGAGAG  GGCAA AUG UGGCAUAGC  GUU   C    
     CCUUUC  CCGUU UAC ACCGUAUCG  CAA   U    
           UA     A   A         UC   GGG     

9, AL353732 Chr4 NW_000209.1  
[nt 27207638-618]

miR-32 UAUUGCACAUUACUAAGUUGC
                  U            - UU  C     
   GGAGAUAUUGCACAU ACUAAGUUGCAU G  GU A    
   CUUUUAUAGUGUGUG UGAUUUAACGUA C  CG C    
                  -            A UC  G     

9, AL354797 Chr4 NW_000208.1 
[nt 7525224-204]

miR-33 GUGCAUUGUAGUUGCAUUG
                 A UU          UUCU  UG     
   CUGUGGUGCAUUGU G  GCAUUGCAUG    GG  \    
   GACACUACGUGACA C  UGUAACGUAC    CC  G    
                 C UU          ----  AU     

22, Z99716 Chr15 NW_000106.1 
[nt 43886572-590]

G44780 with 
diff.precurs
or

miR-34 AGGCAGUGUGGUUAGCUGGUUG

miR-35 UCACCGGGUGGAAACUAGCAGU

miR-36 UCACCGGGUGAAAAUUCGCAUG

miR-37 UCACCGGGUGAACACUUGCA

miR-38 UCACCGGGAGAAAAACUGGAGU

miR-39 UCACCGGGUGUAAAUCAGCUUG

miR-39 
predicted 
only,con-
firmed by 
Northern

miR-40 UCACCGGGUGUACAUCAGCUAA

miR-41 UCACCGGGUGAAAAAUCACCUA

miR-42 CACCGGGUUAACAUCUACAG

miR-43 UAUCACAGUUUACUUGCUGUCGC

miR-44 UGACUAGAGACACAUUCAGCU

miR-46 UGUCAUGGAGUCGCUCUCUUCA

miR-47 UGUCAUGGAGGCGCUCUCUUCA

miR-48 UGAGGUAGGCUCAGUAGAUGCGA

miR-49 AAGCACCACGAGAAGCUGCAGA

miR-50 UGAUAUGUCUGGUAUUCUUGGGUU

miR-51 UACCCGUAGCUCCUAUCCAUGUU

miR-52 CACCCGUACAUAUGUUUCCGUGCU

miR-53 CACCCGUACAUUUGUUUCCGUGCU

miR-54 UACCCGUAAUCUUCAUAAUCCGAG

miR-55 UACCCGUAUAAGUUUCUGCUGAG

miR-56-s UACCCGUAAUGUUUCCGCUGAG

miR-56-as UGGCGGAUCCAUUUUGGGUUGUA

miR-57 UACCCUGUAGAUCGAGCUGUGUGU

miR-58 UGAGAUCGUUCAGUACGGCAAU

miR-59 UCGAAUCGUUUAUCAGGAUGAUG

miR-60 UAUUAUGCACAUUUUCUAGUUCA

miR-61 UGACUAGAACCGUUACUCAUC

miR-62 UGAUAUGUAAUCUAGCUUACAG

The 
C.elegans 
microRNAs 
miR-34 to 
miR-86 are 
from 
Lau,Lim, 
Weinstein, 
Bartel 2001 
SCIENCE 
294:858-862
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miR-63 UAUGACACUGAAGCGAGUUGGAAA

miR-64 UAUGACACUGAAGCGUUACCGAA

miR-65 UAUGACACUGAAGCGUAACCGAA

miR-65 
predicted 
only

miR-66 CAUGACACUGAUUAGGGAUGUGA

miR-67 UCACAACCUCCUAGAAAGAGUAGA

miR-68 UCGAAGACUCAAAAGUGUAGA

miR-69 UCGAAAAUUAAAAAGUGUAGA

miR-69 
predicted 
only,con-
firmed by 
Northern 

miR-70 UAAUACGUCGUUGGUGUUUCCAU

miR-71 UGAAAGACAUGGGUAGUGA

miR-72 AGGCAAGAUGUUGGCAUAGC

miR-73 UGGCAAGAUGUAGGCAGUUCAGU

miR-74 UGGCAAGAAAUGGCAGUCUACA

miR-75 UUAAAGCUACCAACCGGCUUCA

miR-76 UUCGUUGUUGAUGAAGCCUUGA

miR-77 UUCAUCAgGCCAUAGCUGUCCA

miR-78 UGGAGGCCUGGUUGUUUGUGC

miR-79 AUAAAGCUAGGUUACCAAAGCU mouse miR-131 potential ortholog

miR-80 UGAGAUCAUUAGUUGAAAGCCGA

miR-81 UGAGAUCAUCGUGAAAGCUAGU

miR-82 UGAGAUCAUCGUGAAAGCCAGU

miR-83 UAGCACCAUAUAAAUUCAGuAA

miRNA is 
similar to 
miR-29

miR-84 UGAGGUAGUAUGUAAUAUUGUA

miR-85 UACAAAGUAUUUGAAAAGUCGUGC

miR-86 UAAGUGAAUGCUUUGCCACAGUC

miR-87 GUGAGCAAAGUUUCAGGUGU

miR-88 UCUUUGACGUCGGGACUGGAG

miR-89 AACACUCAAUUUCCAAUCAAAUAAA

miR-90 UGAUAUGUUGUUUGAAUGCCCC

miR-91 CAAAGUGCUUACAGUGCAGGUAGU   
very similar to miR-106

Chr13 AL138714 ti|45862242 

miR-92 UAUUGCACUUGUCCCGGCCUGU   
reltd to miR-25  

ti|42820713 

miR-93 AAAGUGCUGUUCGUGCAGGUAG    

miR-94 AAAGUGCUGACAGUGCAGAU      
related to miR-20

miR-95 UUCAACGGGUAUUUAUUGAGCA

AC097381.3 chr4

miR-96 UUUGGCACUAGCACAUUUUUGC

ti|45862242 

miR-97 UGUAAACAUCCUCGACUGGAAGC  
=miR-30a-s 

miR-87 to 
miR-90 from 
Lee,Ambros 
SCIENCE 
2001 
294:862-864

Sequences miR-91 to miR-121 are from 
Mourelatos,Dostie,Paushkin,Sharma,Charroux,Abel,Rappsilber
, Mann and Dreyfuss miRNPs:a novel class of 
ribonucleoproteins containing numerous microRNAs, 2002, 
Genes & Development,16:720-728.miR-91, miR-95, miR-99a, 
miR-99b, miR-101, miR-105 and miR-106 were also cloned in 
our lab and we adopted the numbers of Mourelatos et al. 
for these microRNAs.
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miR-98 UGAGGUAGUAAGUUGUAUUGUU    
a let-7 variant

miR-99a ACCCGUAGAUCCGAUCUUGU 
variant of miR-100   

          A         UC   U      G  AAG 
      CAUA ACCCGUAGA  CGA CUUGUG UG   U
      GUGU UGGGUAUCU  GCU GAACGC GC   G
          C         UU   C      -  CAG 

AP000962.2 
Chr21,ident to 
mouse;[similar to 
miR-10 and miR-
51]

mmtrace 48910714 ti|42883792 

miR-99b CACCCGUAGAACCGACCUUGCG
          CC         AC   C  ----     -  C 
     GGCAC  ACCCGUAGA  CGA CU    UGCGG GG \
     CUGUG  UGGGUGUCU  GCU GA    ACGCC CU C
          CC         GU   C  ACAC     G  U 

AC018755.3 chr19; 
[similar to miR-
10 and miR-51]

mmtrace 92340982

miR-100 AACCCGUAGAUCCGAACUUGUG    
variant of miR-99a

AP001359.4 chr11 ti|133428833 

miR-101 UACAGUACUGUGAUAACUGA
                            A    GUCCA 
          UCAGUUAUCACAGUGCUG UGCU     U
          AGUCAAUAGUGUCAUGAC AUGG     U
                            -    AAAUC 

AL158147.17 chr9 
diff precursor

AK021368.1 cDNA 
eyeball. gi 
20842708 ! 

U53213.1 
T.fluviatil
is

ti|25839635 

miR-102 UAGCACCAUUUGAAAUCAGU       
=miR-29b

miR-103 AGCAGCAUUGUACAGGGCUAUGA   
variant of miR-107

AC020894.5 chr5

miR-104
UCAACAUCAGUCUGAUAAGCUA 
this is just the reverse 
complement of miR-21

AF480502.1

miR-105 UCAAAUGCUCAGACUCCUGU
ChrX AF274857.2 
two copies

miR-106 AAAAGUGCUUACAGUGCAGGUAGC  
variant of miR-91

ChrX AC002407.1

miR-107 AGCAGCAUUGUACAGGGCUAUCA    
variant of  miR-103                 

miR-108 AUAAGGAUUUUUAGGGGCAUU

Chr11 NW_000039.1 
[38206860-840], 
Chr16 NW_000107.1 
[9938964-944]

miR-109 CUGGUCGAGUCGGCCUGCGC

miR-110 UCGAGCGGCCGACGUCG

miR-111 UGUGCAAAUCUAUGCAAAACUGU   
=miR-19a

miR-112 GGUCCUGACAUCCACGGAA

miR-113 UCGAGCCCUGGUGCGCCCACCA

miR-114 UAGCUGCACGUAAAUAUUGGCG    
1 nt. Diff. from miR-16

miR-115 UGAAGCGGAGCUGGAA

miR-116 UUGAUCCUGGCUCAGGACGAACGCUG

miR-117 UUCAGCAGGAACAGUU          
related to miR-24

miR-118 AUGCCUUGAGUGUAGGAU

chrX 
gi|20983083:411451-
427706, good 
precursor, terminal 
C

miR-119 AUUGCCAGGGAUUACCAU         
=miR-23b

miR-120 GGCGGGACGCAGCGUGU

miR-121 UGAACCACCUGAUCCCUUCCCGAA

miR-122a UGGAGUGUGACAAUGGUGUUUGU
        GG       C           -  UCC 
  AGCUGU  AGUGUGA AAUGGUGUUUG UG   \
  UCGAUA  UCACACU UUACCGCAAAC AC   A
        AA       A           U  CAA 

AL355858.14 (nt 1-
20)

chr18 NW_000134.1 
[nt 62584664-686]

ti|89843692 

miR-122b UGGAGUGUGACAAUGGUGUUUGA

chr18 gi|20881247

miR-
123/miR-
126-s

CAUUAUUACUUUUGGUACGCG
         A  A           U       CGCUG   C 
     UGAC GC CAUUAUUACUU UGGUACG     UGA A
     ACUG CG GUAAUAAUGAG GCCAUGC     ACU C
         G  C           U       UCAA-   U 

Chr9 AL590226.23 mmtrace 6108147 Scaffold_32
95

ti|45858477 

miR-
126/miR-
123-as

UCGUACCGUGAGUAAUAAUGC
    A  A           U       CGCUG   C 
UGAC GC CAUUAUUACUU UGGUACG     UGA A     
ACUG CG GUAAUAAUGAG GCCAUGC     ACU C
    G  C           U       UCAA-   U 

AL590226.23 chr9 mmtrace 3521597 with diff 
precursor 
Scaffold_32
95

miR-124a UUAAGGCACGCGGUGAAUGCCA
          - C        A   GA        UAAUG 
      CUCU G GUGUUCAC GCG  CCUUGAUU     U
      GAGA C CGUAAGUG CGC  GGAAUUAA     C
          A -        G   AC        CAUAU 

nearly ident. 
precursor in 
chr8[AC021518] 
chr20[AL096828]

found in 
Z72504.1 
chrIV 
intron,diff 
precursor

mmtrace 
21097008,11737241

slightly diff 
precursor 
AC009251 chr2L

Scaffold_14
98

ti|110845148 

miR-124b UUAAGGCACGCGGGUGAAUGC
      CC        A   GA        UAAUG 
  CUCU  GUGUUCAC GCG  CCUUGAUU     \
  GAGA  CGUAAGUG CGC  GGAAUUAA     U
      AC        G   AC        CAUAC      

AC021518 
chr8,nearly ident 
chr20 AL096828.29

miR-125a UCCCUGAGACCCUUUAACCUGUG   
potential lin-4 ortholog

        C       C    UA        ----  A 
  CUGGGU CCUGAGA CCUU  ACCUGUGA    GG C
  GGUCCG GGGUUCU GGAG  UGGACACU    CC G
        A       U    --        GGGA  U 

ident precur in 
AC018755.3 chr19

mmtrace 33921945, 
48262259

miR-125b UCCCUGAGACCCUAACUUGUGA 
potential lin-4 ortholog

          UC       C   A        GG-   U 
    GCCUAG  CCUGAGA CCU ACUUGUGA   UAU U
    CGGAUC  GGGUUCU GGA UGAACACU   AUG U
          CA       U   C        ACA   A 

AP001359.4 chr11 
AP001667.1 
chr21(chr21 like 
mouse)

mmtrace 83985705 found in 
AC006590.11 with 
diff fold

Scaffold_23
58

ti|89843692 

miR-127 UCGGAUCCGUCUGAGCUUGGCU
    A   U   G         G  C      --  AG 
  CC GCC GCU AAGCUCAGA GG UCUGAU  UC  \
  GG UGG CGG UUCGAGUCU CC AGGCUA  AG  A
    C   U   -         G  U      CU  AA 

human AL117190.6 
Chr14 same 
precurs as in 
mouse

mmtrace 79514537
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miR-128 UCACAGUGAACCGGUCUCUUUU
         UUC       UAG      CU       U 
   GUUGGA   GGGGCCG   CACUGU  GAGAGGU U
   CGACUU   CUCUGGC   GUGACA  CUCUUUA A
         UUU       CAA      --       C 

ident. in 
AC016742.10 chr 
2;diff prec in 
AC016943.7 chr3

mmtrace 51670230 Scaffold_82
8,diff prec

ti|35780267 

miR-129 CUUUUUUCGGUCUGGGCUUGC
        -       C   CU      G   UUCCU  C 
    GGAU CUUUUUG GGU  GGGCUU CUG     CU A
    UCUA GAAAAAC CCA  CCCGAA GAC     GA A
        U       C   UU      G   UGAU-  C    

human AC018662.3 
chr7

miR-129b CUUUUUGCGGUCUGGGCUUGCU
        -       C   CU      G   UUUU  C 
   UGGAU CUUUUUG GGU  GGGCUU CUG    CU G
   AUCUA GAAAAAC CCA  CCCGAA GAC    GA A
        U       C   UU      G   UGAU  C

similar 
precurs.in chr7 
AC018662.3 

mmtrace 13885686 ti|111444617 

miR-130 CAGUGCAAUGUUAAAAGGGC
           -        C          A  GUCUAAC 
         GA GCUCUUUU ACAUUGUGCU CU       \
         CU CGGGAAAA UGUAACGUGA GA       G
           A        U          C  GCCAUGU 

AP000662.4 chr11 mmtrace 68479278 with diff 
fold 
AC091299.2

miR-131 UAAAGCUAGAUAACCGAAAGU
       G    C               G      U  A 
    GUU UUAU UUUGGUUAUCUAGCU UAUGAG GU U
    CAA AAUG AAGCCAAUAGAUCGA AUACUU UG U
       A    A               A      C  G 

AC005317.2 chr 15 
diff. precursor, 
AC026701.6 chr 5 
ident. precurs.

AF155142 ti|70118863 

miR-132 UAACAGUCUACAGCCAUGGUCGU
             A         UUC          G-   G 
         GGGC ACCGUGGCU   GAUUGUUACU  UGG \
         CCCG UGGUACCGA   CUGACAAUGG  GCC A
             C         CAU          AG   A 

AL137038.5 chr17 
diff. precursor 
from mouse

mmtrace 86984641 
U23C

ti|136388144 

miR-133 UUGGUCCCCUUCAACCAGCUGU
         A       AA  U  A        GCCUC 
     GCUA AGCUGGU  AA GG ACCAAAUC     U
     CGAU UCGACCA  UU CC UGGUUUAG     U
         G       AC  C  C        GUAAC 

AL391221.15 chr6 
diff. 
Precursor(ident 
to rat L33722.1)

mmtrace 62407955 AC093440.1 diff. 
Precursor

Scaffold_10
49;precu 
nearly like 
mouse

ti|108431634 

miR-134 UGUGACUGGUUGACCAGAGGGA
       GU        U  A-   G    GCGU  AC 
  AGGGU  GUGACUGG UG  CCA AGGG    GC  \
  UCCCA  CACUGAUC AC  GGU UCCC    UG  U
       AC        C  CG   G    ACU-  UC

AL132709.5 chr14 
similar precursor

mmtrace 64620311 
(A22G)

miR-135 UAUGGCUUUUUAUUCCUAUGUGAA
                 UU            UUCUAU 
       CUAUGGCUUU  AUUCCUAUGUGA      \
       GGUGCCGAGG  UAGGGAUAUACU      U
                 U-            CGCUCG 

AC092045.2 chr3 
AC018659.35 chr12 
(ident or simil 
to mouse)

trace#71495235 
(A24U);EST 
BF780995.1(kidn.,sp
leen)

Scaffold_21
25 with 
similar 
precurs

ti|124203848 

miR-136 ACUCCAUUUGUUUUGAUGAUGGA
            C     UUU          UUCU 
    GAGGACUC AUUUG   UGAUGAUGGA    \
    CUUCUGAG UAAAC   GCUACUACCU    U
            -     UCU          CGAA 

AL117190.6 chr14 
ident to mouse

mmtrace 86071753

miR-137 UAUUGCUUAAGAAUACGCGUAG
              G   G              A     -  GA 
       CUUCGGU ACG GUAUUCUUGGGUGG UAAUA CG  \
       GGAGCUG UGC CAUAAGAAUUCGUU AUUGU GC  U
              A   G              -     U  AU 

AC027691.1 chr1 
,ident to 
mouse,nearly 
ident fish

AI852436.1
Scaffold_18
244 nearly 
ident to 
mouse/man

ti|15797384  

miR-138 AGCUGGUGUUGUGAAUC
          --           UCA     AC-   C  CG 
     CAGCU  GGUGUUGUGAA   GGCCG   GAG AG  C
     GUUGG  CCACAGCACUU   UCGGC   UUC UC  A
          GA           UA-     CCA   -  CU

AC006058.1 chr3 
precursor diff

EST BB528620.2

miR-139 UCUACAGUGCACGUGUCU
    G       -   U  A            GUGGC 
  GU UAUUCUA CAG GC CGUGUCUCCAGU     \
  CA AUGAGGU GUC CG GCGCAGAGGUCG     U
    -       U   C  -            GAGGC          

AP003065.2  chr11

miR-140s AGUGGUUUUACCCUAUGGUAG 
      -  A             A       UU   UC 
  CCUG CC GUGGUUUUACCCU UGGUAGG  ACG  A
  GGAC GG CACCAAGAUGGGA ACCAUCU  UGU  U
      A  -             C       --   CG

AC026468.8 
chr.16,precursor 
nearly ident,

mm10530393 ti|45759243 

miR-140as UACCACAGGGUAGAACCACGGA
     -   G            A       UU   UC 
UCCUG CCG UGGUUUUACCCU UGGUAGG  ACG  A
AGGAC GGC ACCAAGAUGGGA ACCAUCU  UGU  U
     A   -            C       --   CG

chr16 AC026468.6 
nearly 
ident.precursor

mm10530393 scaffold_ 
2083

ti|45759243 

miR-141 AACACUGUCUGGUAAAGAUGG
           U       --    U          AU    GAAG 
        GGG CCAUCUU  CCAG GCAGUGUUGG  GGUU    \
        CCC GGUAGAA  GGUC UGUCACAAUC  UCGA    U
           -       AU    -          C-    AGUA 

AC006512.12 
chr12,precursor 
slightly diff

Chr6 AC002397 

miR-142s CAUAAAGUAGAAAGCACUAC
    AC-           A         UAA---  G 
       CCAUAAAGUAG AAGCACUAC      CA C
       GGUAUUUCAUC UUUGUGAUG      GU A
    GUA           C         UGGGAG  C

AC004687.1 chr17 
BCL3/myc 
translocation 
locus,like mouse

EST AI153235 ti|90594313  

miR-142as UGUAGUGUUUCCUACUUUAUGG
    AC-           A         UAA---  G 
       CCAUAAAGUAG AAGCACUAC      CA C
       GGUAUUUCAUC UUUGUGAUG      GU A
    GUA           C         UGGGAG  C

AI153235 ti|90594313  

miR-143 UGAGAUGAAGCACUGUAGCUCA 
UUAGAUGAAGCACUGUAG

           G         G      U  -  AG 
     CCUGAG UGCAGUGCU CAUCUC GG UC  U
     GGACUC AUGUCACGA GUAGAG CU AG  U
           G         A      U  G  GG        

AC008681.7 chr5

miR-144 UACAGUAUAGAUGAUGUACUAG
          G        A         A-    GU 
    GGCUGG AUAUCAUC UAUACUGUA  GUUU  G
    CUGAUC UGUAGUAG AUAUGACAU  CAGA  A
          A        -         CA    GU

Chr17 XM_064366.1 
precursor nearly 
ident 

EST AA290206.1, 
mmtrace 2143909

ti|16054574 

miR-145 GUCCAGUUUUCCCAGGAAUCCCUU
      C  UC    U  C            UGGAUG 
  CUCA GG  CAGU UU CCAGGAAUCCCU      \
  GAGU UC  GUCA AA GGUCCUUAGGGG      C
      -  UU    U  A            UAGAAU

AC008681.7 chr5 
GG->GA;precur 
nearly like 
mouse, see 2 
positions above

EST BF163348.1 Scaffold 
934 similar

ti|30316905  

miR-146 UGAGAACUGAAUUCCAUGGGUUU
      CU            C        AUAUC 
  AGCU  GAGAACUGAAUU CAUGGGUU     A
  UCGA  UUCUUGACUUAA GUGUCCAG     A
      C-            A        ACUGU

AC008388.7 chr5 
diff precursor

mmtrace 34639321 
(U23A)

miR-147 GUGUGUGGAAAUGCUUCUGCC
            A-   CAA             ACA---   GA 
      AAUCUA  AGA   CAUUUCUGCACAC      CCA  \
      UUAGAU  UCU   GUAAAGGUGUGUG      GGU  C
            CG   UC-             ACCGAA   AU    

Chr9  AL592549.7

miR-148 UCAGUGCACUACAGAACUUUGU
                   -  A-    CC    -   AGU 
     GAGGCAAAGUUCUG AG  CACU  GACU CUG   \
     CUCUGUUUCAAGAC UC  GUGA  CUGA GAU   A
                   A  AC    --    A   AGU       

Chr7 AC010719.4 NW_000250.1 chr6 
[2957550-529]

miR-149 UCUGGCUCCGUGUCUUCACUCC
            G   C  G     A     GUG   G 
     GGCUCUG CUC GU UCUUC CUCCC   UUU U
     UCGGGGC GAG CA GGAGG GAGGG   GAG C
            G   A  G     -     AG-   C

NT_005472.7 chr2 
[399188-167]

mmtrace 85955550

miR-150 UCUCCCAACCCUUGUACCAGUGU
               AC   U       UG-   UG 
   CCCUGUCUCCCA  CCU GUACCAG   CUG  \
   GGGAUAGGGGGU  GGA CAUGGUC   GAC  C
               CC   -       CCA   UC

NT_011109.12 
chr19 [6144715-
694](nt1-22)

mmtrace 
84721065,10352801 
(U23C)

ti|102760037 

miR-151 CUAGACUGAGGCUCCUUGAGGU
        C            CA          UGUCU 
    CCUG CCUCGAGGAGCU  CAGUCUAGUA     \
    GGAC GGAGUUCCUCGG  GUCAGAUCAU     C
        A            A-          CCCUC

mmtrace 88456669

miR-152 UCAGUGCAUGACAGAACUUGG
                        G  A    CC    CGG   C 
       CCGGGCCUAGGUUCUGU AU CACU  GACU   GCU U
       GGCCCGGGUUCAAGACA UA GUGA  CUGA   CGA G
                        G  C    --    ---   G

human chr17 
AC004477.1, 
nearly identical

mmtrace 83700445 ti|91657282 

miR-153 UUGCAUAGUCACAAAAGUGA
        -             GU       A-  AAU 
   CAGUG UCAUUUUUGUGAU  UGCAGCU  GU   \
   GUUAC AGUGAAAACACUG  ACGUUGA  CG   A
        U             AU       CC  AGU      

AC006372.2 chr7 
ident.precursor

mmtrace 87010874 ti|138688365 

miR-154 UAGGUUAUCCGUGUUGCCUUCG
               U      -  CCU--    UUU 
   GAAGAUAGGUUA CCGUGU UG     UCGC   \
   UUUUUAUCCAGU GGCACA AC     AGUG   A
               U      U  UAAGC    UUU      

AL132709.5 chr14 
nearly identical 
precursor

mmtrace 86715639

miR-155  
[BIC-RNA] UUAAUGCUAAUUGUGAUAGGGG

                   U U A        UUGGCC 
     CUGUUAAUGCUAAU G G UAGGGGUU      \
     GACAAUUACGAUUG U C AUCCUCAG      U
                   - C -        UCAGUC

human BIC 
RNA:AF402776.1 
(has U12C)

Chr 16 mouse ti|43006946 

miR-181 AACAUUCAACGCUGUCGGUGAGU
     U  A   U      CU       A    GGGAUUCA 
  CCA GG ACA UCAACG  GUCGGUG GUUU        \
  GGU CC UGU AGUUGC  CAGCCAC CAAA        A
     U  A   C      --       -    AAAACAAA

with different 
precursors in 
chr9 
AL158075.11,chr1 
AL136321.5

Chr1 NW_000154.1 
[19946715-737],  
Chr2 NW_000175.1 
[4948211-233]

scaffold_ 
1819

ti|120853346 

miR-182 UUUGGCAAUGGUAGAACUCACA
     UU       UGG      UCA      UAAGGU 
ACCAU  UUGGCAA   UAGAAC   CACCGG      A
UGGUA  AACCGUU   AUCUUG   GUGGCC      A
     UC       CAG      ---      CAGGGU

chr7 AC084864.2 
similar precursor

Chr6 NW_000272.1 
[27180972-951],  
mmtrace 88841093

scaffold_ 
967

AL590150.2

miR-183 UAUGGCACUGGUAGAAUUCACUG
       G      AC--     GA        --   AC 
   CUGU UAUGGC    UGGUA  AUUCACUG  UGA  A
   GACA AUACCG    GCCAU  UAAGUGAC  ACU  G
       A      GGAA     --        UG   CU

chr7 AC084864.2 
ident.precursor

Chr6 NW_000272.1 
[27184718-696], 
mmtrace 86029980

scaffold_ 
967

AL590150.2
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miR-184 UGGACGGAGAACUGAUAAGGGU
        U         C      AG     -    UG 
     CCU UCCUUAUCA UUUUCC  CCAGC UUUG  A
     GGA GGGAAUAGU AAGAGG  GGUUG GAAU  C
        U         C      CA     U    CU

chr15 AC069082.9 Chr9 NW_000355.1 
[557587-566], 
mmtrace 87318220

found scaffold_ 
3671

ti|42218413 

miR-185 UGGAGAGAAAGGCAGUUC
             A     G         AU  UC 
  AGGGAUUGGAG GAAAG CAGUUCCUG  GG  C
  UUCCUGGUCUC CUUUC GUCGGGGAC  CC  C
             -     G         --  UC

chr22 AC005664.2 
ident.precursor

Chr16 AC012526.32

miR-186 CAAAGAAUUCUCCUUUUGGGCUU
                  U    UU      UCUCAU 
  ACUUUCCAAAGAAUUC CCUU  GGGCUU      U
  UGAAGGGUUUUUUAAG GGAA  CCCGAA      U
                  U    U-      UUUUAU

chr1 AL512443.7 
similar prec.

Chr3 NW_000203.1 
[26211170-192], 
mmtrace 86694995

miR-187 UCGUGUCUUGUGUUGCAGCCGG
           A    A           C    CGCUGC 
         UC GGCU CAACACAGGAC CGGG      U        
         GG CCGA GUUGUGUUCUG GCUC      C
           -    C           U    CCCAGU

chr18 
NT_010934.10 
almost identical 
precursor

Chr18 NW_000134.1 
[21554396-375], 
mmtrace 51673384

ti|115972602 

miR-188 CAUCCCUUGCAUGGUGGAGGGU
      CA  UC         GU      UGAGCUC 
   UCU  CA  CCUUGCAUG  GGAGGG       U
   AGG  GU  GGGACGUAC  CCUCCC       C
      AC  UU         AC      CAAAAGU

chrX AF222686.1 
nearly ident. 
precursor

ChrX NW_042617.1 
[419161-140], 
mmtrace 61928192

miR-189 GUGCCUACUGAGCUGACAUCAGU
       G  G   A         UA     UCUCAU 
   CUCC GU CCU CUGAGCUGA  UCAGU      \
   GAGG CA GGA GACUUGACU  GGUCA      U
       A  A   C         C-     CACACU

chr9 XM_098943.1 
has 
C17U;prec.nearly 
identical to 
mouse

cDNA AI286629.1, 
has C17U

miR-190 UGAUAUGUUUGAUAUAUUAGGU
        U-                UA---     UU 
   CUGUG  GAUAUGUUUGAUAUAU     GGUUG  \
   GACAU  UUAUACGAACUAUAUA     CUAAU  A
        CC                UCAAC     UU

NT_010265.12 
[601139-160] 
different prec. 

Chr9 NW_000353.1 
[13587064-043], 
mmtrace 71760450

scaffold_ 
2294

ti|98807991 

miR-191 CAACGGAAUCCCAAAAGCAGCU
        C          C  AA       UU  -  C 
  AGCGGG AACGGAAUCC AA  GCAGCUG  GU CU C
  UCGUCC UUGCUUUAGG UU  CGUCGAC  UA GA A
        C          -  CA       CU  C  G

Chr9 NW_000356.1 
[7597852-873], 
mmtrace 88722637

miR-192 CUGACCUAUGAAUUGACA
        C         -     A       UGCUCUC 
         UGACCUAUG AAUUG CAGCCAG       G
         ACUGGAUAC UUAAC GUCGGUC       U
        -         C     C       UCCCCUC

chr11 AC000159.6

miR-193 AACUGGCCUACAAAGUCCCAG
      A      U     C    A  A    AGU 
   GAG GCUGGG CUUUG GGGC AG UGAG   G
   CUC UGACCC GAAAC UCCG UC ACUU   U
      C      U     A    G  A    GAC

chr17 AC003101.1, 
similar precursor

mmtrace 9555103 scaffold_ 
246

ti|35831698 

miR-194 UGUAACAGCAACUCCAUGUGGA
        U         A      G    --   U 
  AUCGGG GUAACAGCA CUCCAU UGGA  CUG G
  UAGUCU CAUUGUCGU GAGGUG ACCU  GGC C
        U         C      -    UA   U

chr11 AC000159.6, 
chr1 AC103590.2; 
diff.prec.

Chr1 NW_000163.1 
[1824200-221]; Chr 
19 NW_000140.1 
[424900-879]

scaffold_ 
152

ti|15658026 

miR-195 UAGCAGCACAGAAAUAUUGGC
        U          A-          UG  GAA 
         AGCAGCACAG  AAUAUUGGCA  GG   G
         UCGUCGUGUC  UUAUAACCGU  CU   U
                   GG          --  GAG

chr17 
NT_010823.10 
[1648753-733] 
precursor similar 
to mouse

Chr11 NW_000039.1 
[28660803-823], 
mmtrace 47823768 

miR-196 UAGGUAGUUUCAUGUUGUUGG
         A   A    C         GGCCUGGG 
  GUGAAUU GGU GUUU AUGUUGUUG        U
  CACUUAG CCA CAAA UACAACAAC        U
         C   C    U         ACAAGUCU 

chr17 AC009789.21 Chr11 AC011194.15, 
similar precursor

scaffold_ 
18334

AC107365

miR-197 UUCACCACCUUCUCCACCCAGC
           C    A       CA    GA   -   A 
   GGCUGUGC GGGU GAGAGGG  GUGG  GGU AAG G
   CCGGUACG CCCA CUCUUCC  CACU  CCA UUC C
           A    C       AC    UC   C   U 

chr1 AL355310.19 

miR-198 GGUCCAGAGGGGAGAUAGG
        G -  C G        U   UUCCUG 
   UCAUU G UC A AGGGGAGA AGG      U
   AGUAA U AG U UCUCUUCU UCC      G
        A A  A A        -   UUUUUA 

chr3 AC063952.15 

miR-199-s CCCAGUGUUCAGACUACCUGUU
     AAC       U        C   U  G---   G 
  GCC   CCAGUGU CAGACUAC UGU CA    GAG \
  CGG   GGUUACA GUCUGAUG ACA GU    CUC C
     AUU       C        -   U  GUAA   U            

chr19 AC007229.1; 
chr1 AL137157.7 
similar precursor

Chr1 NW_000158.1 
[6126994-
7015]similar prec.; 
Chr9 !NW_000351.1 
[8200855-834]diff. 
prec.

miR-199-
as UACAGUAGUCUGCACAUUGGUU

    AUC       U        C   -------    G 
 GCC   CCAGUGU CAGACUAC UGU       UCAG A
 CGG   GGUUACA GUCUGAUG ACA       GGUC G
    AUU       C        -   UGUACAG    G 

chr9 AC006312.8 Chr1 NW_000158.1 
[6127032-053] 
similar prec.; Chr9 
NW_000351.1 
[8200816-795]diff. 
prec.; Chr2 
NW_000174.1 
[9865129-150]

scaffold_ 
5830

miR-200a UAAUACUGCCUGGUAAUGAUGAC
          GGC    -           C      UAGUG 
     GCCGU   CAUC UUACUGGGCAG AUUGGA     U
     CGGCA   GUAG AAUGGUCCGUC UAAUCU     C
          ---    U           A      CUAGU 

chr1 NT_004350.12 
[626407-429] 

Chr4 NW_000222.1 
[8367659-637], 
mmtrace 72257777

scaffold_ 
2210

ti|98591420 

miR-200b UAAUACUGCCUGGUAAUGAUGAC
          GGC    -           C      UAGUG 
     GCCGU   CAUC UUACUGGGCAG AUUGGA     U
     CGGCA   GUAG AAUGGUCCGUC UAAUCU     C
          ---    U           A      CUAGU 

NT_004350.12 chr1 
[626407-429]

NW_000222.1 chr4 
[8367659-637]

ti|98591420  

miR-201 UACUCAGUAAGGCAUUGUUCU
            U   U            UUC   A 
    UACCUUAC CAG AAGGCAUUGUUC   UAU U
    AUGGGAUG GUC UUCCGUGACAAG   AUA U
            U   U            UAA   A 

ChrX NW_042622.1 
[11847560-540]

miR-202 AGAGGUAUAGCGCAUGGGAAGA
        U           A-          UG     C 
   GUUCC UUUUCCUAUGC  UAUACUUCUU  UGGAU \
   CGAGG AGAAGGGUACG  AUAUGGAGAA  AUCUG U
        U           CG          --     G 

Chr7 NW_000335.1 
[895960-939], 
mmtrace 49754566

miR-203 UGAAAUGUUUAGGACCACUAGA
    U    C         U    G    A     C  U 
 GCC GGUC AGUGGUUCU GACA UUCA CAGUU UG \
 CGG CCAG UCACCAGGA UUGU AAGU GUUAA AC A
    C    A         U    A    -     C  G 

chr14 AL136001 
ident. precursor

Chr12 NW_000055.1 
[8274647-669], 
mmtrace 18453604

BF157485

miR-204 UUCCCUUUGUCAUCCUAUGCCUG
        U          A     U    GAGAAUA 
   UGGAC UCCCUUUGUC UCCUA GCCU       \
   ACUUG AGGGAAACGG AGGGU CGGA       U
        C          A     -    GGAAGUA 

chr9 AL159990.12 
identical 
precursor

Chr 19 NW_000143.1 
[13367970-992], 
mmtrace 91503159

scaffold_ 
725

ti|90539298 

miR-205 UCCUUCAUUCCACCGGAGUCUG
        UC           C        UCUUA 
  CUCUUG  CUUCAUUCCAC GGAGUCUG     U
  GAGGAC  GAAGUGAGGUG CUUUAGAC     G
        UC           A        CAACC 

XM_036612.4, 
precursor very 
similar

XM_149012.1 scaffold_ 
13664

ti|100304320 

miR-206 UGGAAUGUAAGGAAGUGUGUGG 
potential miR-1 homolog

       -                  C U     AUAUC 
  CCAGG CCACAUGCUUCUUUAUAU C CAUAG     \
  GGUUU GGUGUGUGAAGGAAUGUA G GUAUC     U
       U                  A -     ACGAC 

chr6 AL391221.15 
similar precursor

Chr1 NW_000165.1 
[4959909-930],   
mmtrace 84055510

ti|109888625 

miR-207 GCUUCUCCUGGCUCUCCUCCCUC
    C     U      UUG          -     GGAG 
AAGG AGGGG GAGGGG   CGGGAGGAGC CGGGC    G
UUCC UCUCC CUCCUC   GUCCUCUUCG GUUCG    C
    -     -      UCG          C     GCGU 

Chr4  NW_000206.1 
[17744599-621], 
mtrace 72109322

miR-208 AUAAGACGAGCAAAAAGCUUGU
        G           G  C  GG      C  AU 
    UGAC GGCGAGCUUUU GC CG  UUAUAC UG  \
    ACUG UUGUUCGAAAA CG GC  AAUAUG AC  G
        G           A  A  AG      C  UC           

Chr14 NT_025892.9 
[4180272-251]

Chr14 NW_000100.1 
[1172468-447]


