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SurePrint G3 Human GE 8x60K Ver. 3.0

SurePrint G3 Human miRNA

SurePrint G3 Human miRNA 8x60K

*Mouse

SurePrint G3 Mouse GE 8x60K Ver. 2.0

SurePrint G3 Mouse miRNA

SurePrint G3 Mouse miRNA 8x60K

-Rat

SurePrint G3 Rat GE 8x60K Ver. 2.0

SurePrint G3 Rat miRNA

SurePrint G3 Rat miRNA 8x60K

"Yeast

Yeast A71)3A <4007 LA (V2)
Affymetrix GeneChip®
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Human Transcriptome Array 2.0
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Human Gene 2.0 ST Array
"Mouse

Clariom D Assay, Mouse
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*miRNA

GeneChip® miRNA arrays
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Nimblegen SeqCap EZ Choice Library Kit
Agilent SureSelect Target Enrichment Kit
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FlashTag
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DAVID (https://david.ncifcrf.gov/) GSEA

HIALEEIEFDT /F—a ERDEITY—)L . (http://software.broadinstitute.org/gsea/index.jsp)
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DAVID Bioinformatics Resources 6.8

National Institute of Allergy and Infectious Diseases (NIAID), NIH

—
Home | Start Analysis | Shortcut to DAVID Tools | Technical Center | Downloads & APIs | Term of Service Why DAVID?
About Us
@ © @ DAVID: Database for Amotstian, Visuslization. snd Integrated Discevery (Labarstary of Immunogatnagenesis and Sioinformatics (LIE): Nations! ... Set )
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TCGA-BH-A18G-01 Breast (TCGA) D785N 0 Missense Oiploid 1 u Low NA 1072
TCGA-CB-A3IMB-01 Breast (TCGA) G1078C 30 Missense Diploid 1 u NA 40
TCGA-A7-A26E-01 Breast (TCGA) R689Q 30 Missense Gain u Medium NA 211
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*miRBase (http://www.mirbase.org/) "TargetScan (http://www.targetscan.org/vert_71/)

microRNA0)7_':—’5V§—Z miRNAD 2—45 vy MEEF D F |l
Eb. ¥R E2234 PtE H K D 35828 D mature Eh.TYR B EIST vzt
miRNA &28645M hairpin precursor miRNA®D T —
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gefScanHuman

Prediction of microRNA targets Release 7.1: June 2014 Agarwal et al., 2015

lEEES

Search for predicted microRNA targets in mammals [Go to TargetScanMouse]
[Go to TargetScanWorm]
Latest miRBase blog posts i ies [GCI to TargEtScanFly]

High confidence miRNA set available for miRBase 21 By sam (July 3, 20149)| | Release 21
[Go to TargetScanFish]

Home [ Search [ Browse || Help | Download [ Blog Sub

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 25, 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

Search by miRNA name or keyword

| Go | Example table]

. Link to
release notes describe the major changes. OFf particular note this time, the Genome Reference Consortium have released a new human genome assembly, Download published miRNA data e FETEEL IR S om0
GRCh33. We have therefore remapped the human [...] . e | EIP ste transcript UTRs i

. . SHISAT EMSTO0000376325 4 shisa family member 7 5  SiesinUTR 3 3 [ [ 0 hsamiR213p 087 087
mi RBase: the m |Cr°RNA data base Tweets . RPAZ-AS1 ENST00000406828.1 RPA3 antisense RNA 1 22 SitesinUTR 2 2 0 0 0 hsamiR-3591-3p .87 088
RERCZ ENST00000231738 7 srginine/serine-rich coiled-coil 2 320 SitesinUTR 2 2 o o 2 hsamiR-35813p 078 087
- RRAGE ENST00000374841 4 Rasselsted GTP binding B 804  SitesinUTR 2 1 o 1 0 hsamiR213p 075 078
miRBase provides the folowing services: e mi ﬂ

P g = miRBase C20er202 ENST00000400632.1 chromosome 20 open reading frame 202 5  SitesinUTR 1 1 o o 0 hsamiR213p 0.69 068
. . _ OR10W1 ENST00000335079.2 olfact . family 10, subfamily W, ber 1 5 Sit UTR 1 1 0 0 0 hsamiR-21-3p 088 068

« The miRBase database is a searchable database of published miRNA sequences and annotation. Each entry in the ) ) G T e == e
iRBase Sequence database represents a predicted hairpin rtion of a MIRNA transcript (tEHTIEd mir in the database) The website is back and should be fully functional C12orfB8 ENST00000316554 3 chromasome 12 open reading frame 68 5 Sites in UTR 2 2 L] L] 1 hsa-miR-3581-3p 0.68 088
m_l 3 q_ ) P P pin pol P! L o Please let us know if you spot problems. Apologies RF11-181C2.1 ENST00000501498.1 Uncharacterized protein 7 Sites in UTR 2 1 1 o 0 hsa-miR-3591-3p 0.84 084
with information on the location and sequence of the mature miRNA sequence (termed miR). Both hairpin and mature again for the inconvenience. HTN1 ENSTO0000511674.1  histstin 1 5  SiesinUTR 1 1 0 0 0 hsamiR-3591-3p 063 063
sequences are avaiable for searching and browsing, and entries can also be retrieved by name, keyword, references HIGD1A ENST00000321321 7 HIG1 hypoxis inducible domain family, member 1A 254  SitesinUTR 2 1 1 o 0 hsamiR213p 063 nea
and annotation. All sequence and annotation data are also avaiable for download. PHYHD1 ENST00000421063.2 phytanoyl-CoA dicxygenase domain containing 1 87  SitesinUTR 1 1 0 0 0 hsamiR213p D63 063
» The miRBase Registry provides miRNA gene hunters with unique names for novel miRNA genes prior to publication of SNRFBZ ENST00000377843.5  small nudesr ribonucleoprotein polypeplide B 583 SitesinUTR 2 1 1 0 0 hsamiR-35913p 063 075
results. Visit the hE.‘,|Q pages for more information about the naming service. " miRBase CCAR1 ENST000002685872.6 oell division oydle and apoptosis regulator 1 1802  SitesinUTR 1 1 0 0 0  hss-miR-3591-3p -0.58 -0.59
mikBasg FYTTD1 ENST00000241502.4  forty-two-three domain containing 1 851 SitesinUTR 3 0 2 1 1 hsamiR213p 058 81

—

To receive email notification of data updates and feature changes please subscribe to the miRBase announcements maiing mRBase stil down. I people have had no sleep B FRPIR1A ENST00000257805 8  protein phosphatase 1, regulatory (inhibitor) subunit 1A 17 SitesinUTR 1 1 o 0 0 hsa-miR-3581-3p -0 58 .58
ist. Any queries about the website or naming service should be directed at mirbase@manchester.ac.uk. ORST2 ENST00000213264.4  olfactory receptor, family 5, subfamily T, member 2 5  SitesinUTR 1 1 o o 0 hsa-miR-35913p 0.57 .57
I S RINT1 ENST00000257700.2 RADSO intesactor 1 26 SitesinUTR 1 1 o o 0 hsamiR213p 057 .57
miRBase is managed by the Griffiths-Jones lab at the Faculty of Life Sciences, University of Manchester with funding from the [EREE o e e S |FE=duE d ] f i i C|=moraziey [ [Z8
BBSRC. miRBase was previously hosted and supported by the Welcome Trust Sanger Institute. YIFFa ENSTO0000238831.4  Yip1 domain family, member 4 3483 SitesinUTR 3 1 2 o 0 hsamiR213p 0.50 081
— DEFAS ENST00000287435.2 defensin, alpha 4, corticostatin 5  SitesinUTR 1 1 o o 0 hsamiR213p 050 .58
MAP1LS ENST00000223061 5 nudeosome assembly protein 1-like 5 28 SitesinUTR 3 1 o 2 0 hsamiR213p 0.50 .91
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