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1. GenBank®JF T RKIEE, REFIIFEREERE R L
2 Fp 3\ 3 3% 2 (http://www.ncbi.nlm.nih.gov);

2. MiIRNA# 3% B (http://www.mirbase.org/);

3. JCVIG Y & B 48 K 48 B
(http://www.tigr.org/plantProjects.shtml);

4., b3t EA4BLAST NA=BLAST X
(http://www.ncbi.nlm.nih.gov/BLAST/);

5. RNA#T & # #4MFold3.2

(http://frontend.bioinfo.rpi.edu/applications/mfold/cgi-bin/rna-
forml.cqi);
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6. NCBI Z e R EE
(http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=Protein);
7+ HEHMIRNAT N % 4 MicroHARVESTER
(http://www-ab.informatik.uni-
tuebingen.de/brisbane/tb/index.php?view=index);

8. AdIt 5 KASh & & I E (http://ppdb.gene.nagoya-
u.ac.jp/);

9. ¥e i B HM % AmiRU
(http://bioinfo3.noble.org/miRNA/MiRU.htm);

10~ % F7 7| test 547 4k #Clustal W
(ftp://ftp.ebi.ac.uk/pub/software/dos/clustalw/);

11, HAe5Arék4E: BioEdit. Oligo 6.0, Primer Premier 5.
Lasergene 6. Paup#:#%.
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Submit l:l Search

Home | Search [{ Browse )] Help l| Download § Blog

Latest miRBase blog posts miRNA count: 24521 entries ]
Bug fixes to release 20 MySQL database dumps By sam (July 17, 2013)| | Release 20: June 2013

Read no further unless you care about the MySQL database dumps in the database_files directory on the FTP site. A couple of people (many thanks Jeff and Jakob) found

errors in the the release 20 MySQOL database dumps: a small number of new mature sequences were not linked to their hairpin precursors, and the ends [...] Search by miRNA name or keyword

miRBase 20 released By sam (June 24, 2013)

Phew. After considerably more pain and tears than usual, miRBase 20 is finally available on the website and for download on the FTP site (see also the README file). The |ﬂ| |M|
gap between releases has also been longer than usual, which means that the increase in data is greater than usual (probably explaining the increase in [...]

Download published miRNA data
miRBase: the microRNA database L | L

This site is featured in:

NetWatch - Saience 303:1741 (2004)

» The miRBase database is a searchable database of published miRNA sequences and annotation. Each entry in the miRBase Sequence | Highlights, Web watch - Nature Reviews
database represents a predicted hairpin portion of a miRNA transcript (termed mir in the database), with information on the location | Genetics 5:244 (2004)
and sequence of the mature miRNA sequence (termed miR). Both hairpin and mature sequences are available for searching and
browsing, and entries can also be retrieved by name, keyword, references and annotation. All sequence and annotation data are also
available for download.

+ The miRBase Reqistry provides miRNA gene hunters with unique names for novel miRNA genes prior to publication of results. Visit the help pages for more information about the
naming service.

miRBase provides the following services:

To receive email notification of data updates and feature changes please subscribe to the miRBase announcements mailing list. Any queries about the website or naming service should be
directed at mirbase@manchester.ac.uk. —~ .
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rath-miR173-5p NMIMATOOOO0Z206
UDCGCTUG CAGAG AGAAATICAC
rath-miR171a MINATOO00Z202
UGAUTG A5 CCGCGCTAATATC
rath-miR163 MIMATOO0OO0184
TG 4G A5 G ACTITIGGA ACTITICG AT
>ath-miR395a MIMATO000938
UG LG UG TG GGG ALCTIC
rath-miR394a MIMATOO000936
UGGCATUCTGUCCACCTCC
rath-miR393a MIMAT0000934
UCCALAGGGATCGCATIGATCT
rath-miR173-3p MIMATO0Z22843
UGATICTCTGUGTAAGCG ALS
rath-miR1690 MIMAT0000906
CAGCCAAGGATGACTTGCCGG
rath-miR160a MINMATO00017E
UGCCUGGCUCCCUGUATGCCA
rath-miR166a MINMATO000182
UCGGACCAGGCUUCATTCCCC
rath-miR391 MIMATOOO0933
UCGCAGE AGAGATIAGCGCCA
rath-miR166a MINATOOO0O018T
UCGGACCAGGCUTCATCCCCC
rath-miR156Ta MINMATOO00172
TN AC AG L AG ATTAGAG AGCAC
rath-miR39&a MINMATO000948
UGTGUTICUC AGGUCACCCCUTT
rath-miR161. 1 MIMATOO0O181
UGALLGTG ACTAC ATCGGGGT
rath-miR172a MIMAT0000Z203
AGALTCTIUG ATGATGCTGC AT
rath-miR161. 2 MIMATOOOGTTS
UCALTGCATIIG Ll AGTIG ACTTIA
rath-miR162a MINMAT0O000182
UCGATAALCCUCTUGCATCCAG
rath-miR168a MIMATO000198
UCGCTIGGUGCAGGUCGGG AL
rath-miR164a MIMATO000185
UGGLAG AL CAGGGCACGUGCA
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¥ BioEdit Sequence Alignment Editor

File JAccesory Application RNA World Wide Web Options Window Help
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3 Biokdit Sequence Alignment Editor - [Untitled]

% Flle Edit Sequence Alignment View Accessory Application RNA World Wide Web Options  Window Help
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National Center for
Biotechnology Information
@ The information on this web site remains accessible; but, due to the lapse in government funding, the information may not be up to date, and the agency may not be able to respond to inquiries until
appropriations are enacted. For updates regarding government operating status see USA.gov.
NCBI Home Welcome to NCBI Popular Resources
Resource List (A-7) The National Center for Biotechnology Information advances science and health by providing access to biomedical ~PubMed
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‘ 22 Nucleotide BLAST: Search n % “ 22 NCBI Blast:Nucleotide Sequ % || 588 #inEn b4
1] G118 115KAUFDT0 B G118 Tnticum aestivum cUNA clone 118115K10, mHNA sequence

Zb3d Zb3d bYW B2 TUUY LUgYUE/ D

(4

Designing or Testing PCR Primers? Try your search in Primer-BLAST. GoJ

(© Alignments

[BDownload ~ GenBank Graphics

¥ Next & Descriptions
CJ695498 Y Ogihara unpublished cONA library Wh_SHC Triticum aestivum cDNA clone whsc20d06 5', mRNA sequence.
Sequence ID: dbj|CJ695498.1] Length: 727 Number of Matches: 1
Related Information
Range 1: 160 to 174 GenBank Graphics UniGene -clustered expressed
Score Expect Identities Gaps Strand sequence tags
30.2 bits(15) 3.3 15/15(100%) 0/15(0%) Plus/Plus

uery 4 GCTTGCAGAGRGARY 18

Shjct 160 GCTTGCAGAGAGRAS 174

[ Download v GenBank Graphics ¥ Mext A Previous 4 Descriptions

HX091680 Triticum aestivum cv. Norin 4 leaf library Triticum aestivum cDNA clone rwhxp17092e24, mRNA sequence.
Sequence ID: dbj]HX091680.1] Length: 261 Number of Matches: 1

Related Information
Range 1: 120 to 133 GenBank Graphics

Score Expect Identities Gaps Strand
28.2 bits(14) 13 14/14{100%) 0/14(0%) Plus/Plus

fuery 1 TTCGCTTGCAGAGE 14

Sbjet 120 TICGCTTGCAGAGA 133

1 01Ks
@; 0.1K/s
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Basic BLAST

Choose a BLAST program to run.

nucleotide blast

protein blast

blastx
thlastn

thlastx

Search a nucleotide database using a nucleotide query
Algonthms: blastn, megablast, discontiguous megablast

Search protein database using a protein query
Algonthms: blastp, psi-blast, phi-blast, delta-olast

Search protein database using a translated nucleotide query
Search translated nucleotide database using a protein query

Search translated nucleotide database using a translated nucleotide query

Specialized BLAST

Choose a type of specialized search (or database name In parentheses.|

stand-alone BLAST
applications has been
released.

Mon, 10 Sep 2012
14:00:00 EST

More BLAST news...

Tip of the Day

How to save custom
search pages.

S0 you have made 3
few BLAST searches
and after adjusting the
database, organism

fmite and matha a fan



Choose Search Set

Database Non-redundant protein sequences (nr) v &

Organism = P "
cnter organism name of ig-completions will be suggested ! +

bt [ 0 . 05100 Exclude T
Enter organism commaon name, binomial, or taxid. Only 20 top taxa will be shown. &

Exclude Models (XM/XP) [] Uncultured/environmental sample sequences

Optional

Entrez Query

Optional

Enter an Entrez query to limit search @

] Search database Non-redundant protein sequences (nr) using Blastx (search protein databases using a translated
nucleotide query)

‘ Show results in @ new window

Alqorithm parameters
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