
Target geneRepresentative transcriptGene name3P-seq tags + 5Conserved sites totalConserved 8mer sitesConserved 7mer-m8 sitesConserved 7mer-A1 sitesPoorly conserved sites total

MEX3C ENST00000592416.1mex-3 RNA binding family member C 5 1 1 0 0 2

SERINC4 ENST00000299969.6serine incorporator 4 9 0 0 0 0 2

GREM1 ENST00000560677.1gremlin 1, DAN family BMP antagonist 752 0 0 0 0 2

MS4A12 ENST00000016913.4membrane-spanning 4-domains, subfamily A, member 12 10 0 0 0 0 1

PANK2 ENST00000497424.1pantothenate kinase 2 1244 1 1 0 0 0

IRF7 ENST00000525445.1interferon regulatory factor 7 10 0 0 0 0 1

CLK1 ENST00000321356.4CDC-like kinase 1 3430 1 1 0 0 0

AC119673.1ENST00000598338.1 5 0 0 0 0 1

CYP7B1 ENST00000310193.3cytochrome P450, family 7, subfamily B, polypeptide 1 53 1 1 0 0 3

FBXL3 ENST00000355619.5F-box and leucine-rich repeat protein 3 842 0 0 0 0 2

STXBP4 ENST00000376352.2syntaxin binding protein 4 62 0 0 0 0 3

ME1 ENST00000369705.3malic enzyme 1, NADP(+)-dependent, cytosolic 586 0 0 0 0 1

KRTAP2-2 ENST00000398477.1keratin associated protein 2-2 5 0 0 0 0 1

ZNF345 ENST00000589046.1zinc finger protein 345 24 0 0 0 0 2

TRA2B ENST00000453386.2transformer 2 beta homolog (Drosophila) 1868 1 1 0 0 0

CEP95 ENST00000556440.2centrosomal protein 95kDa 46 0 0 0 0 1

ZMAT1 ENST00000372782.3zinc finger, matrin-type 1 5 1 0 1 0 1

NUDT4 ENST00000337179.5nudix (nucleoside diphosphate linked moiety X)-type motif 4 41 0 0 0 0 2

SOCS5 ENST00000306503.5suppressor of cytokine signaling 5 72 1 1 0 0 1

UCHL1 ENST00000284440.4ubiquitin carboxyl-terminal esterase L1 (ubiquitin thiolesterase) 21879 0 0 0 0 1

UPP2 ENST00000605860.1uridine phosphorylase 2 5 1 1 0 0 0

ATF1 ENST00000262053.3activating transcription factor 1 1599 0 0 0 0 1

GABRA6 ENST00000523217.1gamma-aminobutyric acid (GABA) A receptor, alpha 6 5 0 0 0 0 1

RAD54B ENST00000297592.5RAD54 homolog B (S. cerevisiae) 36 0 0 0 0 2

NKAIN3 ENST00000523211.1Na+/K+ transporting ATPase interacting 3 5 0 0 0 0 1

CEACAM5 ENST00000221992.6carcinoembryonic antigen-related cell adhesion molecule 5 5 0 0 0 0 1

SLC26A2 ENST00000286298.4solute carrier family 26 (anion exchanger), member 2 748 0 0 0 0 4

PCP4L1 ENST00000504449.1Purkinje cell protein 4 like 1 23 0 0 0 0 3

CASP5 ENST00000393139.2caspase 5, apoptosis-related cysteine peptidase 5 0 0 0 0 1

NEUROD4 ENST00000242994.3neuronal differentiation 4 5 0 0 0 0 2

PAPOLG ENST00000238714.3poly(A) polymerase gamma 49 1 0 0 1 2

RPE ENST00000429907.1ribulose-5-phosphate-3-epimerase 333 0 0 0 0 2

HTR1F ENST00000319595.45-hydroxytryptamine (serotonin) receptor 1F, G protein-coupled 5 0 0 0 0 1

SIX1 ENST00000247182.6SIX homeobox 1 1264 1 1 0 0 0

PTPN12 ENST00000248594.6protein tyrosine phosphatase, non-receptor type 12 167 0 0 0 0 1

FAM120AOSENST00000423591.1family with sequence similarity 120A opposite strand 258 0 0 0 0 1

AP005482.1ENST00000400514.2Uncharacterized protein  44 0 0 0 0 2

RAB22A ENST00000244040.3RAB22A, member RAS oncogene family 484 0 0 0 0 3

C9orf38 ENST00000355513.4chromosome 9 open reading frame 38 5 0 0 0 0 1

C1orf95 ENST00000366788.3chromosome 1 open reading frame 95 28 0 0 0 0 1

NIPAL2 ENST00000341166.3NIPA-like domain containing 2 7 1 1 0 0 1

PFN2 ENST00000239940.7profilin 2 2184 1 1 0 0 0

KCNH8 ENST00000328405.2potassium voltage-gated channel, subfamily H (eag-related), member 8 5 0 0 0 0 2

COL25A1 ENST00000399132.1collagen, type XXV, alpha 1 270 0 0 0 0 2

AQP4 ENST00000383168.4aquaporin 4 10 0 0 0 0 1

FAM169A ENST00000380515.3family with sequence similarity 169, member A 90 0 0 0 0 2



ZIK1 ENST00000307468.4zinc finger protein interacting with K protein 1 64 0 0 0 0 1

LIG4 ENST00000356922.4ligase IV, DNA, ATP-dependent 113 0 0 0 0 1

ZNF24 ENST00000589881.1zinc finger protein 24 1796 0 0 0 0 2

WFDC11 ENST00000356562.2WAP four-disulfide core domain 11 5 0 0 0 0 1

AVPI1 ENST00000370626.3arginine vasopressin-induced 1 4404 0 0 0 0 1

PGAM1 ENST00000334828.5phosphoglycerate mutase 1 (brain) 927 0 0 0 0 1

GFM2 ENST00000296805.3G elongation factor, mitochondrial 2 19 0 0 0 0 1

RP11-382J12.1ENST00000499227.2Uncharacterized protein  5 0 0 0 0 1

BTLA ENST00000334529.5B and T lymphocyte associated 5 0 0 0 0 1

RFESD ENST00000513950.2Rieske (Fe-S) domain containing 15 1 0 1 0 2

HMGN2 ENST00000361427.5high mobility group nucleosomal binding domain 2 184 0 0 0 0 1

KDELC2 ENST00000323468.5KDEL (Lys-Asp-Glu-Leu) containing 2 667 0 0 0 0 2

LRRC37A3 ENST00000339474.5leucine rich repeat containing 37, member A3 5 0 0 0 0 1

MAP3K19 ENST00000375845.3mitogen-activated protein kinase kinase kinase 19 5 0 0 0 0 1

KLHL4 ENST00000373119.4kelch-like family member 4 58 0 0 0 0 2

DCTN4 ENST00000447998.2dynactin 4 (p62) 153 0 0 0 0 1

SMCO1 ENST00000397537.2single-pass membrane protein with coiled-coil domains 1 5 0 0 0 0 1

LUC7L ENST00000337351.4LUC7-like (S. cerevisiae) 898 0 0 0 0 1

YTHDF3 ENST00000539294.1YTH domain family, member 3 444 1 1 0 0 1

AFF4 ENST00000265343.5AF4/FMR2 family, member 4 2755 0 0 0 0 3

KIAA1217 ENST00000396445.1KIAA1217 320 0 0 0 0 3

WNT6 ENST00000233948.3wingless-type MMTV integration site family, member 6 7 0 0 0 0 1

PPP2CB ENST00000221138.4protein phosphatase 2, catalytic subunit, beta isozyme 11 0 0 0 0 1

HSDL1 ENST00000219439.4hydroxysteroid dehydrogenase like 1 699 0 0 0 0 1

HES7 ENST00000541682.2hairy and enhancer of split 7 (Drosophila) 416 0 0 0 0 1

CCDC67 ENST00000525646.1coiled-coil domain containing 67 5 1 1 0 0 0

RYBP ENST00000477973.2RING1 and YY1 binding protein 342 1 0 1 0 2

CAPZA2 ENST00000361183.3capping protein (actin filament) muscle Z-line, alpha 2 2065 0 0 0 0 1

SLA ENST00000338087.5Src-like-adaptor 5 0 0 0 0 1

PGAM4 ENST00000458128.1phosphoglycerate mutase family member 4 5 0 0 0 0 1

ADAM7 ENST00000175238.6ADAM metallopeptidase domain 7 5 0 0 0 0 1

RERG ENST00000256953.2RAS-like, estrogen-regulated, growth inhibitor 162 0 0 0 0 2

KRT38 ENST00000246646.3keratin 38 5 0 0 0 0 1

CRK ENST00000398970.5v-crk avian sarcoma virus CT10 oncogene homolog 1841 1 0 1 0 1

ADIPOQ ENST00000412955.2adiponectin, C1Q and collagen domain containing 5 0 0 0 0 1

ZNF772 ENST00000425074.3zinc finger protein 772 22 0 0 0 0 1

URM1 ENST00000372850.1ubiquitin related modifier 1 345 0 0 0 0 2

KRTAP20-4 ENST00000382828.2keratin associated protein 20-4 5 0 0 0 0 1

MTPN ENST00000393085.3myotrophin 1296 0 0 0 0 2

GLIPR1L2 ENST00000550916.1GLI pathogenesis-related 1 like 2 5 0 0 0 0 1

AL354808.2ENST00000601204.1 5 0 0 0 0 1

MLANA ENST00000381477.3melan-A 5 0 0 0 0 1

A2ML1 ENST00000299698.7alpha-2-macroglobulin-like 1 5 0 0 0 0 1

HPDL ENST00000334815.34-hydroxyphenylpyruvate dioxygenase-like 418 0 0 0 0 1

APOL6 ENST00000409652.4apolipoprotein L, 6 5 0 0 0 0 2

IKZF3 ENST00000346872.3IKAROS family zinc finger 3 (Aiolos) 7 0 0 0 0 2

IL26 ENST00000229134.4interleukin 26 5 0 0 0 0 1



ANKRD44 ENST00000282272.8ankyrin repeat domain 44 187 0 0 0 0 1

ZNF799 ENST00000419318.1zinc finger protein 799 17 0 0 0 0 3

NAMPT ENST00000222553.3nicotinamide phosphoribosyltransferase 375 0 0 0 0 1

SULT4A1 ENST00000330884.4sulfotransferase family 4A, member 1 25 0 0 0 0 2

RBM7 ENST00000541475.1RNA binding motif protein 7 46 0 0 0 0 1

PANX3 ENST00000284288.2pannexin 3 5 0 0 0 0 1

C6orf106 ENST00000374023.3chromosome 6 open reading frame 106 80 1 1 0 0 0



Poorly conserved 8mer sitesPoorly conserved 7mer-m8 sitesPoorly conserved 7mer-A1 sites6mer sites Representative miRNACumulative weighted context++ scoreTotal context++ scoreAggregate PCTPrevious TargetScan publication(s) 

0 1 1 1 hsa-miR-151a-3p-0.73 -0.73 N/A  

2 0 0 0 hsa-miR-151a-3p-0.72 -0.72 N/A  

1 0 1 0 hsa-miR-151a-3p-0.71 -0.72 N/A  

1 0 0 0 hsa-miR-151a-3p-0.71 -0.71 N/A  

0 0 0 0 hsa-miR-151a-3p -0.7 -0.7 N/A  

1 0 0 0 hsa-miR-151a-3p-0.67 -0.67 N/A  

0 0 0 0 hsa-miR-151a-3p-0.64 -0.64 N/A 2007

1 0 0 0 hsa-miR-151a-3p-0.64 -0.64 N/A  

0 1 2 0 hsa-miR-151a-3p-0.64 -0.68 N/A  

1 1 0 1 hsa-miR-151a-3p-0.62 -0.7 N/A  

1 0 2 1 hsa-miR-151a-3p-0.62 -0.72 N/A  

1 0 0 0 hsa-miR-151a-3p-0.62 -0.62 N/A  

1 0 0 0 hsa-miR-151a-3p-0.61 -0.61 N/A  

1 0 1 0 hsa-miR-151a-3p-0.61 -0.61 N/A  

0 0 0 0 hsa-miR-151a-3p-0.59 -0.59 N/A  

1 0 0 0 hsa-miR-151a-3p-0.59 -0.59 N/A  

0 1 0 2 hsa-miR-151a-3p-0.57 -0.57 N/A  

1 1 0 1 hsa-miR-151a-3p-0.57 -0.57 N/A  

1 0 0 1 hsa-miR-151a-3p-0.57 -0.57 N/A  

1 0 0 0 hsa-miR-151a-3p-0.56 -0.56 N/A  

0 0 0 0 hsa-miR-151a-3p-0.56 -0.56 N/A 2007

1 0 0 2 hsa-miR-151a-3p-0.55 -0.64 N/A  

1 0 0 0 hsa-miR-151a-3p-0.54 -0.54 N/A  

1 0 1 0 hsa-miR-151a-3p-0.54 -0.59 N/A  

1 0 0 0 hsa-miR-151a-3p-0.53 -0.53 N/A  

1 0 0 0 hsa-miR-151a-3p-0.53 -0.53 N/A  

0 1 3 2 hsa-miR-151a-3p-0.53 -0.53 N/A  

0 0 3 0 hsa-miR-151a-3p-0.53 -0.53 N/A  

1 0 0 0 hsa-miR-151a-3p-0.53 -0.53 N/A  

1 0 1 0 hsa-miR-151a-3p-0.52 -0.52 N/A  

1 0 1 1 hsa-miR-151a-3p-0.51 -0.59 N/A  

1 0 1 0 hsa-miR-151a-3p -0.5 -0.55 N/A  

1 0 0 1 hsa-miR-151a-3p -0.5 -0.5 N/A  

0 0 0 0 hsa-miR-151a-3p -0.5 -0.5 N/A  

1 0 0 0 hsa-miR-151a-3p -0.5 -0.5 N/A  

1 0 0 1 hsa-miR-151a-3p-0.49 -0.49 N/A  

0 2 0 0 hsa-miR-151a-3p-0.49 -0.59 N/A  

1 0 2 1 hsa-miR-151a-3p-0.48 -0.86 N/A  

1 0 0 0 hsa-miR-151a-3p-0.48 -0.48 N/A  

1 0 0 0 hsa-miR-151a-3p-0.48 -0.48 N/A  

0 0 1 1 hsa-miR-151a-3p-0.48 -0.48 N/A  

0 0 0 0 hsa-miR-151a-3p-0.48 -0.5 N/A 2007

1 1 0 0 hsa-miR-151a-3p-0.47 -0.47 N/A  

2 0 0 0 hsa-miR-151a-3p-0.47 -0.57 N/A  

1 0 0 1 hsa-miR-151a-3p-0.47 -0.47 N/A  

0 2 0 2 hsa-miR-151a-3p-0.47 -0.51 N/A  



1 0 0 1 hsa-miR-151a-3p-0.47 -0.47 N/A  

1 0 0 0 hsa-miR-151a-3p-0.47 -0.47 N/A  

1 0 1 0 hsa-miR-151a-3p-0.47 -0.61 N/A  

0 1 0 0 hsa-miR-151a-3p-0.47 -0.47 N/A  

1 0 0 0 hsa-miR-151a-3p-0.47 -0.47 N/A  

1 0 0 0 hsa-miR-151a-3p-0.47 -0.47 N/A  

1 0 0 0 hsa-miR-151a-3p-0.47 -0.66 N/A  

1 0 0 0 hsa-miR-151a-3p-0.47 -0.47 N/A  

1 0 0 0 hsa-miR-151a-3p-0.47 -0.47 N/A  

0 1 1 0 hsa-miR-151a-3p-0.46 -0.82 N/A  

1 0 0 0 hsa-miR-151a-3p-0.46 -0.49 N/A  

1 0 1 0 hsa-miR-151a-3p-0.46 -0.48 N/A  

1 0 0 0 hsa-miR-151a-3p-0.46 -0.46 N/A  

1 0 0 0 hsa-miR-151a-3p-0.46 -0.46 N/A  

0 2 0 1 hsa-miR-151a-3p-0.45 -0.45 N/A  

1 0 0 0 hsa-miR-151a-3p-0.45 -0.45 N/A  

1 0 0 0 hsa-miR-151a-3p-0.45 -0.45 N/A  

1 0 0 0 hsa-miR-151a-3p-0.45 -0.51 N/A  

0 0 1 1 hsa-miR-151a-3p-0.45 -0.45 N/A 2007

0 0 3 0 hsa-miR-151a-3p-0.44 -0.46 N/A  

0 2 1 0 hsa-miR-151a-3p-0.44 -0.47 N/A  

1 0 0 0 hsa-miR-151a-3p-0.44 -0.44 N/A  

1 0 0 0 hsa-miR-151a-3p-0.44 -0.44 N/A  

1 0 0 0 hsa-miR-151a-3p-0.43 -0.43 N/A  

1 0 0 0 hsa-miR-151a-3p-0.43 -0.46 N/A  

0 0 0 0 hsa-miR-151a-3p-0.42 -0.42 N/A  

0 2 0 0 hsa-miR-151a-3p-0.42 -0.58 N/A 2007

1 0 0 0 hsa-miR-151a-3p-0.42 -0.47 N/A  

1 0 0 0 hsa-miR-151a-3p-0.42 -0.42 N/A  

1 0 0 0 hsa-miR-151a-3p-0.42 -0.42 N/A  

1 0 0 0 hsa-miR-151a-3p-0.42 -0.42 N/A  

0 1 1 1 hsa-miR-151a-3p-0.41 -0.45 N/A  

1 0 0 0 hsa-miR-151a-3p -0.4 -0.4 N/A  

0 1 0 0 hsa-miR-151a-3p -0.4 -0.4 N/A 2007

1 0 0 1 hsa-miR-151a-3p -0.4 -0.4 N/A  

1 0 0 1 hsa-miR-151a-3p -0.4 -0.54 N/A  

1 0 1 0 hsa-miR-151a-3p -0.4 -0.6 N/A  

0 1 0 0 hsa-miR-151a-3p -0.4 -0.4 N/A  

0 1 1 0 hsa-miR-151a-3p -0.4 -0.4 N/A  

1 0 0 0 hsa-miR-151a-3p -0.4 -0.4 N/A  

0 1 0 0 hsa-miR-151a-3p-0.39 -0.39 N/A  

1 0 0 0 hsa-miR-151a-3p-0.39 -0.39 N/A  

1 0 0 0 hsa-miR-151a-3p-0.39 -0.39 N/A  

0 1 0 0 hsa-miR-151a-3p-0.39 -0.39 N/A  

0 0 2 1 hsa-miR-151a-3p-0.38 -0.38 N/A  

1 1 0 0 hsa-miR-151a-3p-0.38 -0.46 N/A  

0 1 0 0 hsa-miR-151a-3p-0.38 -0.38 N/A  



1 0 0 0 hsa-miR-151a-3p-0.38 -0.38 N/A  

0 0 3 1 hsa-miR-151a-3p-0.38 -0.54 N/A  

1 0 0 1 hsa-miR-151a-3p-0.38 -0.44 N/A  

0 1 1 0 hsa-miR-151a-3p-0.38 -0.4 N/A  

1 0 0 0 hsa-miR-151a-3p-0.38 -0.38 N/A  

0 1 0 1 hsa-miR-151a-3p-0.37 -0.37 N/A  

0 0 0 0 hsa-miR-151a-3p-0.37 -0.37 N/A 2007



Previous TargetScan publication(s) 


