Name [ Arm|Mature miRNA sequence Cloning Pre-miRNA genomic coordinates|Pre-miRNA secondary structure SVM HoAmoIogs
frequency score |(mismatches<6)
U cauuC U hsa-mir-493*(0)
GGGCUU GUACAUGGUAGGCUUUCAUU GU U
HP-30| 3 |UGAAGGUCUACUGUGUGCCAG 2(h) chrl4, 100405160-100405230, + |ccceen cGUGUGUCAUCUGGAAGUGS ca 0.12 |RP-29(0)
c CuUA- C MP-32(0)
u - C Ucu UA G A UCUAUUU
HP-31| 5 |UCUUGGAGUAGGUCAUUGGGU 3(h) | chrld, 100420573-100420666, + | oo o ooy o e o . 1.27 |hsa-mir-432(0)
A A U UGU Cc- G - UGCAUUC
cu UU UG UUC U AA ;‘P'34.(0)329 10)
GGUAC GAAGAGAGGUU C GGU uGuuuC UU U Ssa-mir-. -
HP-33| 3 |AACACACCUGGUUAACCUCUU 2(h) chrl4, 100562875-100562954, + | lauc covuneucean G coa  ACAAAG AG G 1.29 mmu-mir-329(4)
AC UU GU C-- Cc GA .
rno-mir-329(4)
UU UG UUC U AU ;‘P'33.(0)329 200)
GAAGAGAGGUU C GGU UGuuuUC UU U Sa-mir-. -
HP-34 | 3 |AACACACCUGGUUAACCUCUU 2(h) chrl4, 100563199-100563264, + |cyuoucuccan G con  ACAAAG AG G 0.25 mmu-mir-329(4)
UU GU C-- Cc GA .
rno-mir-329(4)
c Gu - ¢ - uuoa hsa-mir-494(0)
HP-35| 3 |UGAAACAUACACGGGAAACCU 1(h) chrl4, 100565724-100565804, + |GAUACU GAAGGAGAGGUU CCGUGU UGU UUC UC  \ 1.4 [MP-35(0)
CUAUGA UUUUUUCUCCAA GGCACA ACA AAG AG U RP-33(0)
- AG U - U UAUU
U G a U - au hsa-mir-376a(0)
HP-37 | 3 |AUCAUAGAGGAAAAUCCACG 1(h) chrl4, 100576159-100576238, + [GGUAUU AARA GU GAUUUUCCU CUAUGGUUA CGU \ 1.31 |mmu-mir-376a(1)
CUAUGA UUUU CA CUAAAAGGA GAUACUAAU GUA U RP-39(1)
c G C - uG GU
U uG UUAU Cccu UuuuG MP 39(0)
UGGUACU GAGAGUGG CCCUGU GUUCG C -
HP-40( 3 |AAUCGUACAGGGUCAUCCACUU 3(h) chrl4, 100582545-100582628, + | ,cuavea wuoucace  GGGACE  UAAGC o 1.28 RP-41(0)
A Cu UACU UGC UGUAC
UG A G - C UAU MP 40(0)
AUACU AGGAGAAAUU UCCUUG UGUG UUCG UU \ -
HP-41| 5 |GGAGAAAUUAUCCUUGGUGUGU 2(h) chrl4, 100583411-100583488, + |jayca UUUUCUUUAA AGGAAC AUAC ARG AG U 117 |gp. 42(0)
GU [} - U - UAU
AUUUU CUA 19} - 18} GA- C MP 41(1)
CAUCAC GGGA CUUGUUAAAAA GCAGA UCU UU A -
HP-42| 3 |AUUCUGCAUUUUUAGCAAGU 1(h) chrl4, 100584748-100584838, + GURGUG  COCD cARCOATIOID couey AGA  aG O 03 |2p a3y
UAAUC AA- U A U ACC G
U ¢ UuA c - c AU :?;212?87(0)
GGUACU GAAGA UGG UCCCUG UGUG UUCG UUA \ =
HP-44| 3 |AAUCAUACAGGGACAUCCAGU 1(h) chrl4, 100588536-100588615, + |cyauca wouuy ace  AGGGAG AUAC AAGC AGU U 111 MP-39(3)
c & - RP-38/41(3)
UGU UG cu - a AUUCA hsa'mlrf‘]'ig(so()o)
G ACU GAGAGAGG GGCCGUG AUGA UUCG \ mmu-mir-
HP-45| 5 |AGAGGCUGGCCGUGAUGAAUUC 1(m) chrl4, 100591505-100591585, + | & yoa wucucuce UCGGCAC UACU GAGC - 141 fvp. 42(0)
A UG uu uc A - GAAAC RP-46(0)




AGGUUACCCGAGCAACUUUG 3(h) UGGUACUCGGGGAGAGGUUACCCGAGCAAC-UUUGCAUCUG\ hsa-mir-409(0)
HP-47 chrl4, 100601390-100601468, + | iiauc o wuc coAA  GGOUCGUUG ARG AG G 0.74  [mmu-mir-409(0)
CGAAUGUUGCUCGGUGAACCCC 1(h), 1(m) 2 - uw C GU U -- RP-50(0)
AN — hsa-mir-412(0)
GGAUGG UGGU GACCAG UGG AGUA AUUG U sa-mir-
HP-48 UUCACCUGGUCCACUAGCC 4(m) | chrld, 100601548-100601614, + [Gcucec nucn cooaoe rot  meny oAry U 018 | mir-412(0)
G C C -- G C
GGl CC GAG: y GG e CUGH GA GAG CGC R hsa—mir—410(0)
'UAC UGAGAA AGGU UCUGUG Ut UU uu U .
HP-49 AAUAUAACACAGAUGGCCUG 3(h), 1(m) | chrl4, 100602002-100602081L, + |icans acouoy sece  acacac a0 ance 26 U 0.78  [mmu-mir-410(0)
- G GU A A - umA RN-8(0)
GU U lelé) G A AG UUAU\ hsa-mir-193h(0)
GUG CUCAGAA CGGG UUUGAGGGC AG UG U .
HP-56 AACUGGCCCUCARAGUCCCGC 2(h) chrl6, 14305325-14305407, + UAC  GGGUUUU Goee  AAACUCCCG UG Ac A G 1.25 mmu-mlr-193(4)
UG c UG G A CU UUUU rno-mir-193(4)
v a o a hsa/mmu/rno-
UGGG AUGGCAAG AACCGUUACCAUUACUG G mir-451(0)
HP-61 AAACCGUUACCAUUACUGAGU 6(h), 5(m) | chrl7, 24212514-24212583, - ACCC UAUCGUUC  UUGGUAAUGGUAAUGAU U 0.83 MP-28(0)
c * e v RP-66(0)
- ACC A- UG AU h . 362(0)
CCUCUU GAAUCCUUGGA UAGGUGUG G CU \ sa-mir-
HP-77 AAUCCUUGGAACCUAGGUGUGA | 1(h), 1(m) | chrX, 49476605-49476676, + GGAGAA CUUAGGAACUU  AUCCACAC o G U 0.32 MN-9(0)
A --- AA GU CU
CCCAG ---- A -- CU- A A AUAAAU
HP-80 AUCAGCAAACAUUUAUUGUGUG 2(h) chrX, 73289960-73290065, - ccuc GC CAU UAGUAGGC  CAGUAAAUGUUU UU GAUGA \ 2.01 |HN-9(5)
GGAC CG GUG AUCGUCCG GUUAUUUACAAA GA CUACU G
fffff ACCU A AR UGU c - CAGUAA
CGEGUGCAUCACCAUCCAN 1(h) GUUUUGCUGUUGUCGGGUGGAUCACGAUGCAAUUUUGAUGAGUAU ;s;LTéziiggg()()c))
HP-85 chrX, 133028921-133029009, - |iaccace cAR  GUCUACCUA GO ACGUUAAAA pe 1.14 MN-8(0)
AAUUGCACGGUAUCCAUCUGU 5(h), 1(m) ¢ AU UG - AGAGGAUA RP-99(0)
hsa-mir-450-1/2(0)
U uuu U AAU .
HP-86 UUUUGCGAUGUGUUCCUAAU 1(h) chrX, 133400068-133400148, -  |GAUGC AAACUAU  UGCGA GUGUUCCUARUAUGU  \ 159 |mmu-mir-450(0)
CUAUG UUUGAUA  ACGUU UACAGGGGUUAUGUA A MP-58(0)
U cuu U AAU rno-mir-450(1)
A U G GU AU\ hsa-mir-503(0)
UGCCCU GCAGCGGGAACAGU CU CA GAGCG
HP-87 UAGCAGCGGGAACAGUUCUG 3(h) chrX, 133405878-133405948, - |,i 666 coUCGCCUTUGUUA GG GU  CUCGD  C 0.8 |MP-60(1)
c U G -- GG RP-103(1)
AR GU G A UUUGU\ hsa-mir-452(0)
AGCACUUAC CU UUGCAGA GA ACUGAGAC .
HP-88 AACUGUUUGCAGAGGAAACUGA 1(h) chrX, 150798672-150798748, - | coucanuc GA AACGUCU CU UGACUCUG N 1.02 |mmu-mir-452(0)
AR -- A C UAUCA MP-63(0)
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