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Latest miRBase blog posts

miRBase 19 released By sam (August 1, 2012)
miRBase 19 is now available, brought to you from the Benasque RMA meeting in the sunny Pyrenees, and with a slightly larger time gap than usual. In that extended
time, we have added more than the usual number of new sequences — 3171 new hairpins and 3625 novel mature products, bringing the totals to 21264 [...]
miRBase 19 is coming ... By sam (July 31, 2012}
We're scrambling to release miRBase 19 in the next few days from the Benasque RNA meeting in middle of the sunny Pyrenees. We have over 3000 new sequences,

including the first entries for 25 new species (mostly plants). We've also put some effort into cleaning up some old entries, deleting over 130 misannotated sequences.
More [...]

miRBase: the microRNA database
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Search miRBase

By miRNA identifier or keyword

Enter a miRNA accession, name or keyword:
hsa-mir-143
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Stem-loop sequence hsa-mir-143
L L0 MID000459

Symbol QEEeANIESTE
LTl Homo sapiens miR-143 stem-loop

(el R BT H N MIPFOO00094; mir-143

This text is a summary paragraph teken from the Wikicediz entry entitled Mir-143, miRBase and Rfam are facilitating community annotation of microRNA familiss ar

[Tl [n molecular biclogy mir-143 microRNA is a short RNA molecule. MicroRNAs function to regulate the expression lev)

T i B is thought be involved in cardiac morphogenesis but has also been implicated in cancer.

Show Wikipedia entry [ View @ Wikipedia [ Edit Wikipedia entry
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Get sequence

12540 reads, 59 experiments

Deep
sequencing

i reasds
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Comments

Genome Wl Qverlapping transcripts
eilyieo ol chrS: 148808481-148808586 [+] intergenic

This miRNA sequence was predicted based on homelogy to a verified miRNA from mouse [1]. Michael et al. subseq
of the miRNA in precancerous and neoplastic colorectal tissue [2]. miR-143 cloned in [3] has a 1 nt 3' extension (A

(et sequence
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et sequence
¥ 1 Genome context 1 chr5: 148808481-148808586 [+]
SO\ Coordinates Overlapping transcripts
|chr5: 148808481-148808586 [+] intergenic
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e AR A B RIRAS mir FrE 2L R4 B
3. 3R1F mir BUARIE R 51 0 e b
o B AR IR — A B R e W Nl BRI 300bp, KRR AT B,
K8 300bp LL_EAEZEAZ
[ COCEmoIT T EXPOIT CTTOIMOSOIME ORI T O T3SUTTOI0 T3 TOT
Output: FASTA sequence [z
Select location: 6 = 133017695 = 133161157
5" Flanking sequence (upstream): 300 = (M3
3’ Flanking sequence (downstream): 300 ERE

i Dl ) 357 i i AR 191
DL FES BN, primer5 BEH5 19936 DN DI 6L 25 (B -5 1 400, B mir i 451
BT PCR HI = h b, ANEREEL PCR H WM I A i) o
A, B IEI S E T LLYE NCBI S L ik
LA hsa-mir-143 6, BEHF 5140 F
Forward: GGTCAAGGTTTGGTCCTGGGTGCTC
Reverse: AGGGTGCTGGGGAAATGCTAACGCC
T JEHEN NCBI Pk 3 1T

Welcome to NCEI

Popular Resources
The Mational Center for Biotechnalogy Information advances science and health by providing access to biomedical
and gencmic infarmaticn PubMed
dbgyt the HCEH Iission |Owganization [Research R3S Feeds ke
Pubded Central

gdkicalth

Get Started R
Togls: Analyze data using NCBI sofware Gename
Downloads: Get NCBI data or soltware SHP

How-To's: Laam how to accomplish spacihc tasks at NCBI

Submigsigns: Submit data to GenBank or other NGB! databases i:i
PubChem
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sty BLAST - gief], WA Basic BLAST JUTi

Basic BLAST

Choose a BLAST program to run.

Search a nucleotide database using a nucleotide query

nucleotide blastl

Algorthms: blastn, megablast, discontiguous megablast

el

; Search protein database using a protein query
protein blast
FOIEn s Algorithms: blastp, psi-blast, phi-blast, delta-blast

blastx | Search protein database using a translated nucleotide query
tblasin | Search translated nucleotide database using a protein query

thlastx | Search translated nucleotide database using a translated nucleotide query

nucleotide blast

LN AL, BEAWR S, R BRI A TREN . W M

P

@ Somewhat similar sequences (blastn)
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Enter Query Sequence

En_ter at:cess_iaon nu_mb_erts]_, g'rt_s]. or FASTA sequence(s) & Clear Cuery subrange &8/

EELCARGEI LI ICEICICEEIG0I0 -
AGEETECTEECEAAATECTARCECC From
To

Or, upload file

Job Title

Database

Exclude
Optional

Entrez Query
Optional

Optimize for

FE_Je

Enter a desoiptive title for your BLAST search i

|:| Align two or more sequences &

Choose Search Set

@ Human genomic + transcript ©' Mouse genomic + transcript ' Others (nr etc.):

Human genomic plus transcript (Human G+'i'} v o

[£] Models [HMKP) 2] Uncutured/environmental sa mple sequences

Enter an Entrez query to limit search &

Program Selection

2} Highly similar seguences (megablast)

~ More dissimilar seguences (discontiguous megablast)

@ Somewhat similar sequences (blastn)

= =

Search database Human G+T using Blastn (Optimize for somewhat similar sequences)
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Color key for alighment scores
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