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miRBase

http://www.mirbase.org
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miRNA count: 28645 entries
By sam (July 3, 2014)| | Release 21
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As mentioned previously, we briefly held off from releasing the set of “high confidence” miRNAs for miRBase 21, because of a last-gasp bug. Those data are now available,
tagged with the label “high confidence” on the entry pages, and for download on the FTP site. The total number of miRNAS labelled *high confidence” has increased [...]
miRBase 21 finally arrives By sam (June 26, 2014)
Apologies for the longer-than-usual wait. miRBase 21 is now available on the website, and all data available for download on the FTP site. As usual, the release notes
describe the major changes. Of particular note this time, the Genome Reference Consortium have released a new human genome assembly, GRCh38. We have therefore
remapped the human [...] Download published miRNA data

Download page | FTP site

Search by miRNA name or keyword
Go Example

miRBase: the microRNA database .
Tweets by @mirbase

miRBase provides the following services:

TargetScan

http://www.targetscan.org

TargetScan FUEERARRERFIN miRNA BEEHUEE, TEBEIHRNEGR
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TargetScanHuman

Prediction of microRNA targets Release 7.1: June 2016 Agarwal ef al., 2015

Search for predicted microRNA targets in mammals [Go to TargetScanMouse]
[Go to TargetScanWorm]

[Go to TargetScanFly]
[Go to TargetScanFish]

1. Select a species | Human v

AND

2. Enter a human gene symbol (e.g. "Hmga2")
or an Ensembl gene (ENSG00000149948) or transcript (ENST00000403681) ID

AND/OR
3. Do one of the following:
* Select a broadly conserved* microRNA family | Broadly conserved microRNA families v
e Select a conserved* microRNA family Conserved microRNA families -
» Select a poorly conserved but confidently annotated microRNA family | Poorly conserved microRNA families ~
* Select another miRBase annotation
Other miRBase annotations
Note that most of these families are star miRNAs or RNA fragments misannotated as miRNAs.

e Enter a microRNA name (e.g. "miR-9-5p")

Submit  Reset

PicTar

http://www.pictar.org/

PicTar 2B —EITEANISRETE microRNA RUREBRAY. IZAEZRAIMEERT LURHELT
YIFRRYXT microRNA SEEFRITTUNFAER, a8 B, TR\ =1%
HAPEFALRIERTFEILFRIEN microRNA EEBHR (FIE0: REXER—BRH
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Welcome To PicTar

PicTar is an algorithm for the identification of microRNA targets. This searchable
website provides details (3' UTR alignments with predicted sites, links to various public
databases etc) regarding:

(1) microRNA target predictions in vertebrates (Krek et al, Nature Genetics 37:495-500
(2005))

(2) microRNA target predictions in seven Drosophila species (Grz=n et al, PLoS Comp.

Biol. 1:e13 (2005))
(3) microRNA targets in three nematode species (Lall et al, Current Biology 16, 1-12
(2006))
(4) human microRNA targets that are not conserved but co-expressed (i.e. the
microRNA and mRNA are expressed in the same tissue) (Chen and Rajewsky, Nat Genet
38, 1452-1456 (2006)) co-expressed targets

starBase v2.0

http://starbase.sysu.edu.cn/

IZEUERERES T 6000 SRR, 14 FHEEEER BT 37 MEIZFAFAI 108 14 CLIP-seq £z,
EIRS BN PR ESLIOEIERS miRNA AUEBHR, RHTENZHNITRHMREETRT
miRNA $8tR. BT miRNA FI5BHR mRNA ZBIR R, iZH0RERHTT INcRNA, circRNA,
protein 5 mRNA ZERSHBEIER DT, FHoMrT ceRNAHH, 1ZEMEEFEGZA.
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Home miRNA-IncRNA miRNA-mRNA ceRNA Network Pan-Cancer Protein-RNA Function Prediction Download Contact Us
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Welcome to starBase

starBase is designed for decoding Pan-Cancer and Interaction Networks of IncRNAs, miRNAs, What's New
competing endogenous RNAs(ceRNAs), RNA-binding proteins (RBPs) and mRNAs from large-scale starBase v2.0 release at Sept.

CLIP-Seq (HITS-CLIP, PAR-CLIP, iCLIP, CLASH) data and tumor samples (14 cancer 2013

types; >6000 zamples); ¢ wew Pan-Cancer Analysis
starBase is also developed for deciphering Protein-RNA and miRNA-target interactions, such » starBase v2.0 paper in Nucleic
as protein-IncRNA, protein-sncRNA, protein-mRNA, protein-pseudogene, miRNA-IncRNA, Acids Res.

miRNA-mRNA, miRNA-circRNA, miRNA-pseudogene, miRNA-sncRNA interactions and ceRNA * 14 Cancer Types

networks from 108 CLIP-Seq (HITS-CLIP, PAR-CLIP, iCLIP, CLASH) datasets. e > 6000 tumor samples

starBase provides miRFunction and ceRNAFunction web tools to predict the function of * 111 CLIP-Seq data
ncRNAs (miRNAs, IncRNAs, pseduogenes) and protein-coding genes from the miRNA-mediated wew starBase Pan-Cancer Tutorial

(ceRNA) regulatory networks. starBase v2.0 Tutorial

Data Sets
wew Li et al. Nucleic Acids Res. 2014 & Yang et al. Nucleic Acids Res. 2011. starBase contains 108 CLIP-Seq data
from 37 studies. [BEiI8
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