miRNA Top20  Mkanda - Miranda Max Top BLAST hit against Swissprot evalue Query cover
(fold change in shell-repairing mantle) __targets _Max score
FEZ| [ [ moT
ga182. o b no no it
25201 o b o h no hit
52047, o b o i o hit
g1aas2 RecName: Ful=Glucose transporter type 1 Flags Precursor [Drosophila melanogaster] TR | 5
g11aas2. RecName: Ful=Glucose transporter type 1; Flags: Precursor [Drosophila melanogaster] 200625 | B
2418 o b o o it
545713 o b o h no hit
9419 o b nohit | nohit
Ist-miR-4873 14326, Rechame TiName: Full=Tyro RANP [Blomphalara glabratal TooE37 | 1o
(3.40%) 14326, RecName ItName: Full=Tyro RAMP [Blomphalaria glabrata] To0E3 | 3%
20204 o b o o hit
86615 RecName: Full=Cublin; ATtName: Full=460 KDa receptor; AltName: Full=Glycoprotein 260; Short=gp280; AtName: Ful-Inrnsic factor TtName: Full-Inrinsic factor-vitamin B12 receptor; Flags: I ] 5.00E.05 |
56293 homolog; AltName: ItName:  AltName: Ful-eNOS-trafficking inducer S00E-16 | 7%
862936, Full=Guanine nudleatide exchange factor VAV3; Short=VAV-3 [Mus musculus] TooE0e | %
857277 no o it
g55110. nohit | nohit
20162 RecName: Full=Cublli; AltName: Ful-Inrnsic act Flags: Precursor [5us scofal To0E0S | 1o%
FEIED o b o o hit
g45387 RecName: FulProtein une 75 homolog [Homo sapiens] S00E33 | e%
00, RecName: Full=respore vesicl protein; Short=PSV; Flags” Precursor [lctyostelium discaideum] oot 5
5102818 o o o
106566 o o o
g110115 o o o
g11781L o o o
123846 7 o o o
893756, 7 o o o
83610 7 o nonit | noht |
g5ace. 7 ecame: Ful-Sialate TiName: Full= Flags: Precursor [Pongo abell] G058 | 0%
Ist-miR-4881 85466, 7 ecame: Ful-Sialate ItName: Full= i Sialate O-acetyes yesterase Targe subunit;Flags: Precursor IR ] G00E45 | 0%
(2620 854 7 ecame: Ful-Sialate ItName: Full= ItName: =Sialate 0-acetyles yesterase large subunit; Flags: Precursor [R ] G00Eas | a1%
g8546 7 echame: Ful-Sialate ItName: Full= ItName: Sialate O-acetyes yesterase large subunit; Flags: Precursor [R ] To0ras | 1%
g8546 7 echame: Ful-Sialate Itame: Full= ItName: =Sialate 0-acetyles yesterase large subunt; Flags: Precursor | us) 2006105 1o%
883 7 echame: Full O AltName: Tags: Precursor [Drosophila melanogaster] 20610 ©
g3 7 echame: Full Ol AltName Tags: Precursor (Drosophila melanogaster] 300606 | 3
21008 7 echame: Ful protein 5 Short=NAP-5; AltName: Full=Peripheral 110602 [ 2
873735 7 o o o
73735 7 o o o
113352 7 2 no o o
113352 7: 2 no o no
115615 5 o o o
157 7 o o
s116818 77 RecName: Ful-General T repeat domain containing proteln 2A; Short=GTF 2 repeat domain-containing proten 2 AT GTFaRD2 alpha 5
gi17as 77 o b o it
862356, 7 o b o hit
geust 7 o b o hit
100754 Recame S150a 0 TiName: FuI=ORF426 [Euglena longal 7
51306 o b o it
863790, o b o hit
Ist-miR-16924 116716, Rechame Tpase A; AltName: Ttype BA member T, AT ATPase I, AtName: Full=P4-ATPase flippase complex alpha subunit ATPEAT [Homo sapiens] 7
(167%) £116736. T [Rechame Thase 1A AliName: T type BA member 1A ATpase I; AtName: Ful-Pd-ATPase flippase complex alphs subunit ATPSAL [Homo sapiens] &
99871 15 Jnoh o it
543708 3 Jnoh no hit
830036, 5 Jnoh o hit
866302 18 |RecName: Full-Seminal vesicle secreory protein 2; AltName: Full-Seminal vesicle secretory ort=5VS I Flags: Precursor [Rattus norvegicus] 5%
35606, 7 non o hit
35606, 7 non o hit
35606, 7 [Recame: Ful=General T repeat domain containing proteln 26; Short=GTF 2 repeat domain-containing prtein 26; AT GTFaRD2 beta 5
35606, 7 non o it
£108322 3 [Recame: Full-Heparan alpha IiName: &
5101956 o b o it
P Recame: Ful Short-LRP-2; AltName: 330;Short-gp330; ATt 3 Tous serofa] 300606 | ©
108808 o b nohit | nohit
122784 RecName: Full=Ankyrin 3; Short=ANK-3; AltName- Full=Ankyrn-G (s musculus] To0E20 | 5o
45610, RecName: Full-RNA-binding protein 126; AltName: Full-RNA-binding motif protein 126 003 21%
108542 o b o i o hit
866682 o b o i o hit
112927 RecName: FUl=CITNBP2 N -terminal ke T
5112927 RecName: Ful=CITNBP2 N-terminal ike T00ESs | 1%
Ist-miR-33878 e97261. o b o o hit
(1.59%) 57261 RecName: FUl=Sill; AltName: FUI=H{-]/irate cotransporter, AlName: T A AT Tamily 17 member 5; AltName: Full=Veslcular Hir)/Aspart Homo sapiens] 20063 [ 1o
£3413. [RecName: Full=Centrosomal protein of £3 kDa; Shor “AltName: Full=Coiled-coil domain-containing protein 41 [Danio rerio] SO0ES1 |  1%%
£3413. [RecName: Full=Centrosomal protein of 83 kDa; Short=Cep83; AltName: Full=Coiled-coil domain-containing protein 41 [Danio rerio] 100622 | 16%
3401 o b nohit | nohit
25921 8 |RecName: Full=Protocadherin Fat 4; AltName: FUl=FAT tumor suppressor homolog ; Atame: Ful ;- Flags: Precursor [Mus musculus] BO0E73 | aan
25921 ) rotocadberin Fat & AltName: Full=FAT tumor suppressor homolog 4; Alttame: Ful : Flags: Precursor [Mus musculus] 200672 | aa
5480 7 o o hit
120222 3 o no hit
120222 3 o i no hit
giooea 5 [Recame: FulG ¥ Short=CPY; Flags: Precursor [Schlzosaccharomyees pombe 87211 30E07| @
2183 RecName: FulPostacrosoma sheath W domain-binding protein; AtName Full-WW domaln binding protein So0E06 | &
g1 RecName: Full=Sperm acrosomal protein FSA-ACR.1;Flags: Precursor [Vulpes wlpes] 600605 | 23%
872626 o b o i o hic
o b o no hit
853690, o b o h no hit
881516, o b o no hit
19426, R el e o APkl s TName: Full-L TtName Ful=PG-V; Flags: Precursor [Gallus gallus] 0006 a
& Rechame b ItName: Full=Cerebral pr 0003 a
11372 Rechame i K012 Cseneaban lgars] TooES0 | 3%
Ist-miR-26499 91102 o o hit o hit
1.44%) 1102 o b o hit no hit
1102 o b o hit no hit
120973 o b o hit o hit
7272 RecName: Full=Guanine nucleotide exchange factor suburlt RICL; AltName: Full=Protein RICE homolog; AltName: Full=RABGA T (Dario rerio] 0003 2%
517157 RecName: FullProtein TIC 214; AltName: oo e f coomints T Sho AICTS (s o] 001 %
876587 o b o i o it
gsao1 RecName: Ful-Thioredori-Tike protein 1 AtName roregic] 300625 |
gsa01 RecName: Full-Thioredosin-Tke protein 1 AltName norvegicus] 300E32 [ 1%
gaa1os. o b o o hit
PEZTE RecName: Full-Baculovral IAP epeat-containing protein 7-6; AltName Full=E3 R s AW TAP/XLXCB; AltName: FUT-RING type £3 ublqultn transferase EIAP-S [ Taevisl G| 7
oot | 200 o b o i o i
93083 o b o h no hit
62405 o b o i o hit
60585, Rechame T-beta; Short=EF-1-beta [Bos taurus] T00E05 | 1
gaats Rechame 982; AltName: Full-Na(+/H(+] exchanger NHA; AltName: FUl-Na( )/H(+) exchanger-Tike domair-containing protein 2 Short-NHE domain protein 2; AtNam: domain tein 2; AtName: Full=Solute carrd 7.00E-46 | 125
84120, Rechame 962; AltName: Full=Na(+)/H(+) exchanger NHA2; AltName: Ful-Na()/H(+) exchanger-ike domair-contaiing protein 2 Short-NHE domain protein 2; Altam; domain tein 2 AtName: Full=Solute carrid 20020 | 12%
gaatat o b ot o hit
77804 o o hit no hit
863686, ecName: Ful=Probable coatomer subunlt beta’ AName: Full-Betal-coat protein; Short=beta” clogars] G00ETE | %
Ist-miR-28733 881078 echame: 7 Short=PP-18 [Xenopus tropicals] 300E73 [ 1o
(+2.540) 881078 echame: PPi-beta Short=pP-18 (5us scrofal 00000 | 11
881078 echame: FullSerine/ threoni PP1-beta catalytic subunit; Short=PP-16 [Xenopus tropicalis] 300E117] 6%
112523 echame: FUl=RNA.directed DNA polymerase from mobile element jockey, AltName: Ful-Reverse transeriptase [Drosophila melanogaster] 20060 | t7%
3574 o hit o hit
563203 o hit no hit
863203 o hit o hit
60583 robable RNA-Girected DNA polymerase from & B5; AltName: Ful-Reverse transcrptase [Drosophila melanogaster] 000 18%
78741 importin'3; Short=lmpd; AltName: Full-lmportn-a; Short=ImpSa; AltName Full-importin-9b; Sh ) Sooss | %
78741 importin3; Short=lmpS; AltName: Full-lmportn-a; Short=Impa; AltName: Ful=Importin-8b; Short=impS; AltName- Full= sl 200E2 | %
35031 RecName: Full-GA-binding protein alpha chain; Short=GABP subunit alpha [Mus musculus] 2|
£720%. o o
86718 o o
1051 o o o
535 o o o
53 o o o
535 o o
15319 ecame Short=PCDF beta-13; Flags: Precursor [Pan troglodytes] &
PG echName: Full-Cagherirelated family member 2; Flags: Precursor [Mus musculus] 0%
P ecame: Full=Cagherin-23; Altame: Fu 3%
Ist-miR-3847 846276, echame 1 AltName: FullP LIk protein 1; Short=PKHDL ke protein 1; Flags 16%
(+2.76%) 846277, echame: 3%
846278, echame L AltName: FulPolycystic idney ke protein 1; Short=PKHDL.ike protein 1 lags 21%
110919 o o hit
110910 7 ecName: Full-Leucine-rch repeat serine/threonne-protein Kinase 1 [Mus musculus] 2%
8104736 7 echame: Fu 7%
8104736 7 echame: Fu 10%
8104736 7 echame: Fu 7%
104737 7 echame: Full-Receptor-type guanyate cyclase Gyc76C; AltName: i g5+ Precursor [Drosophila melanogaster] 7%
51297 7 o b o it
£1007. RecName: FUl-TWIK famly of potassium chamnels clegans] 10%
84250, Fechame:Ful-Varant sifce g & AThame A=V rlppeten Fsg. s Vigogasms ] o5 1e%
& o b o hit
£99428 RecName: Ful-Laccase 2 Alame AltName: Fal-Diphenol oxdase % AtName: Full-Urishiol oxidase 2 Flags:Precursor | 7 Go0E 55 | aa
826156, RecName: Ful-Laccase-3; AltName: 3; AltName: Full=Diphenol ordase 3; AltName: Full=Urishiol oxidase 3; Fags: Precursor [Trametes vlosal SOEB | ©
8296 o b no i o it
PRGN o b o o hit
548920, RecName: Ful e receptor-ike protein N [Dlctyostelium discordeum] 002 11
47323 echameF ATt v aepsnent oo o s Sopt - A a4 A Fal-VaagE e e T b s G T % 1 00% %
335 o b o hit o bt
Ist-miR-18140 83356 7 o FlShems il g AN P8 s 3, Figg: s Do e Tooe2a | 1o
(+7.83%) 83357 7 RecName: Ful-L-ascorbate oxidase; Short=AAO; Short=AO; Shor scorbase; Flags: Precursor [Brassica rapa subsp.pekinensis] So0Et8 | 7%
83357 7 echame.F AT i g St A ShonoA ShortAS0 St cmbase P Fesrsr (s e o b kst BO0E10 | &%
74205 7 RecName: Full-Deoryrbose-phosphate aldolase; Short=DERA; AltName: Full=2-deoxy-D-ribose &-phosphate aldolase; AltName: Full- Taurs] 300E138]  31%
52514 o o i o hit
§14760. ecame protein 2, Short=SECis-binding prot o0 1
§14760. echame: protein 2 Short=SECIS-binding protein 2 Rattus norvegicus] o0 2%
§14760. echame protein 2;Short=SECIS-binding protein 2 Rattus norvegicus] o0 0%
§14760. echame: protein 2 Short=SECIs-binding prot o0E %
§14760. echame: insertion sequence-binding protein 2Tike; Short=SECIS-binding protein 2-Tike [Nus musclus] o0Es [ o
1185011 ecame protein RP68S [Rickettsia prowazeki st Madrd €] 0E 1a
1173 200 o o o
886115 o o b o
24615 o o b o
2840t o o b o
123153 o o b o
42674 Recame: Ful-Histone-Tysine ERMITL AtName: Y =GLP Short=GLP; AtNam: ] ) GooETL| 1
73881 o o o
126076 o o o
ga613 o o o
Ist-miR-8292 46139 o o o
(+9.410) 5103485 o o o
120832 o o o
882053 RecName: Ful T1; Short=MAP inase 11; Short=MAPK 11; AltName: Ful- - Short=MAP Kinase p38 beta; Short=p38b; AltName: Ful-Stress b; Short=SAPKQ; AltName: Full=p38-2 [Homo sapiens] ToEn | ©
882052 RecName: Ful 14; Short=MAP Kinase 14; Short=MAPK 14; AtName: Full-Mito 1P Kinase 2; Short=MPK2 Taovs] T0ER | ©
gaso | | 84| RecName: Full=Pre-mRNA-processing factor 19; AltName: Full-PRP15/PSO4 homolog; AltName: Full-RING-type E3 taurs] [ 1%
g1asty RecName: Full=Pre-mANA-processing factor 13; AtName: Full-PRP15/PS0 homolog; AltName: Ful=ING-type €3 taus) 3%
589350, o b o hit
895742 Recame protein KO2AZ [Casnorhabalts legans] 10%
114075 o b o hit
17956 RecName: Ful-UPFO303 protein Arad 3071 Todiobacter Ke4] %
1857 RecName: Full-Multdrug 1 AltName: Ful-ATP-binding cassette sub-Tamly C member 1 AT Thase ABCCL, ATt Tt transporter [Homo sapiens] 9%
25869 o b o bt
106087 RecName: Ful-Translation iitiation factor F-2 [Borrelella bavariensls PO 5%
2105 RecName: Full-Battenin; AltName: Full=Protein CLN3; Fags: Precursor | Canis Tupus famlaris] 0%
113055 o b o hit
570, o b o hit
14866, RecName: Full=52 K0a repressor of the Inhbitor of the protein Kinase; Short=ps2riPK; AltName: Fu teracting protein; AltName: Ful  AtName: FUI-THAP domain e 19%
77854 o b o hit
106709 o b o hit
Ist-miR-3861 46656 RecName: FulE3 NEDDS; AltName: Ful gene 53 protein; AtName Full-HECT-type €3 NEDD#; AltName: Ful-Neural precursor cel  Short=NEDD -4 [Homo sapiens] Sooets| 1
(+11.26%) 124065 echameFAT-Peaen el ot 1o Ao Fall 4 o el Ao protosin; At G815 (Bacilus th medelin] 200604 | B
875266, o b o o it
123025 o b o i o hit
7901 RecName: Ful-Lysosomal lpha-glucosidase; AltName: Ful-Add maltase; lags: Precursor [Mus musculus] TooE-158]  36%
§118657.5 RecName: FullPoly [ADP-ribose] polymerase tankyrase-1; AltName: Ful=ADP- o ke 5; Short=ARTDS; ATt TROP-ribose] CA AoP- Tarkyrase-1; AtName FUl=TNKS-1; AtName: Ful teracting ankyrin| 800E-10 | &%
1186574 RecName: Ful JtName: Full=Beta-GlcAcase; AltName Ful Full- cursor [Candida albicans] o004 | 11%
822660 RecName: FulTitin homolog [Caenorhabeits elegans] TO0ETS [ 1%
856856, o b o o hit
33266, RecName: Full-DNA-binding protein HEXBP; AltName: Ful=Hexamer b majo] TooET | 10w
51300 o b o i o hit




