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miRBase Homepage & Credits

R uGEHS MANCHESTER

miRBase .
www.mirbase.org

Home § Search § Browse || Help | Download | Blog Submit

Latest miRBase blog posts miRNA count: 16772 entries

What's in a name?

The name of a mikRMNA contains some b
halfweay, you'll likely think this is a2 good
end and hopefully you'll see that it creatd MiRBase is managed by researchers at University of Manchester.

miRBase 17 e i Sarn Griffiths-Jones founded the reso i i nger [nstiflite.
miRBase 17 is finally released. The READ leader position irfthe Faculty of Life Sciences, University of Manchester Jsam remains

Who is responsible for miRBase?

which there are again many). We've add responsible for miRMNA nomenclabure , Srmm————————————————— - ————
more on the way, There are also two im s Ana Kozomara is & postdoc in Sam's group, funded by the BBSRE, and is responsible for all current
write maore shartly, From the README: T developrent!

Other people have been involved at various times a

miRBase: the microl
¢ Mhairi Marshall and Jobn Tate have provided
, , , e Jernifer Daub and Simon Maoxon worked with
miRBase provides the following 4 ot -

¢ Anton Enright is the author of the miRanda ta

. . pipeline that was previous called miRBase:; Ta bIDSEIEHEE for the future |e
e The mikBase database is a § EEL : : :
sequences and annotation. B e Stijn van Dongen Is a postdoc in Anton's ard Bjotechnolo gy an d Biolo gic al
miRMA franscript (termed m prediction pipeline. . . .
sequence (termed miR), Bof| ¢ HarpreetKaur Saini is a postdoc previously s Sciences Research Council
fellowship, She worked on annotation of bo

also be retrieved by name, K ¢ Russell Grocock is an ex-Enright group postdoc who worked on the first versions of miRBase: : Targets,
M- . . » Sean Eddy, David Bartel, Tom Tuschl and Victor Ambros were all involved in ideas and support at the
o The miRBase Registy provi conception of miRBase, and continue to provide extensive advice and feedback.,

results, Visit the help pages (= : ) .
e The miRBase Targets datab&lm'RBaSe is funded by the BBSRC, and was previously supported by the Wellcome Trust at the Sanger Inshtute.l

michCOSm resource CoNtiny Queries about nomenclature, and questions and feedback about any miRBase data should be directed to
predicted by microCosm, T4 mirbase@manchester.ac.k,

service in the fubure.
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lin-4 (Lee R et al. 1993)
let-7 (Reihhart et al. 2000 )

C. elegans

Discovery of microRNA

First miRNA - C. elegans lin-4 in 1993 by Victor Ambros & Lee

lin-4 causes temporal decreasing in LIN-14 protein expressed in the first larval stage (L1).

"The Caenorhabditis elegans heterochronic gene lin-4 encodes small RNAs with antisense complementarity to lin-14".
CELL (1993)

Victor Ambros

Second miRNA - C. elegans let-7 in 2000 by Frank Slack
MiRNA might be conservative in organic evolution and plays an important
role in regulation of organic development.

“The 21-nucleotide let-7 RNA regulates developmental timing in Caenorhabditis elegans” . NATURE
(2000)

Frank Slack

|} Bl

Development ...

S miRNAS a M%gq\.ri(“'
‘k-"‘“m 5"
New roles .

r RNAS

miRNAs host genes New class of small N miRNAs and Stem cell division
and transcription RNAs in worms fin development

Breakthrough
of the Year



Non-coding Regulatory RNAs

siRNA

Formed through cleavage of
synthetic long double-
stranded RNA molecules

Viral
infection

mRMNA halves

microRNA (miRNA)

Processed from long, single-
stranded RNA sequences that
fold into hairpin structures

miRNA
dupley === y

Repression of
mRMA translation

mRMNA fragments

Piwi-RNA (piRNA)

Generated from long single-
stranded precursors.

BiRNAs =

piRNP

l

Germ-cell
development

Nature 451, 414-416




MicroRNA Biogenesis

-
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S'cap

pri-miRNA

cel-mir-2 T YT ) pre-miRNA
3.

miRNA/MIRNA*

* 4 duplex

cel-miR-2 i %

1.

Transcription of miRNA in the
nucleus — pri-miRNA

Excision of stem-loop (a.k.a. hairpin)
precursor that contains the
microRNA sequence in one arm of
the hairpin — pre-miRNA.

Transport to cytoplasm

Processing of the stem-loop
precursor into double-stranded
RNA

Formation of mature miRNA




From https://tools4mirs.org







microRNA — What Is In the Name?

e.g. cel-mir-2

GENERAL FORM: species code — mir/miR — number-(suffix)

Orthologs — identical number

pIOOO0LS 7 mmu—mir—MSl |

MIDOD0458  hsa-mir-143
MIDD00S 16 rnn-mir-ms-
MIDO02007  cre-mir-143-1 |

reme . Demiorerio

MI0002005
Related mature sequences —
lettered suffix

dre-miR-27e| JUCACAGUGECULAGUUNLEUG
dre-miR-27a UUCACAGUGGCURRGUUQCECT
dre-miR-27d| JUCACAGUGECURAGUUYIICE
dre-miR-27b| JUCACAGUGECURRGUIGUECE

Same mature sequence, different
locus— numerical suffix:

accession | > |
rAIOOT 551 dre-mir-9-2
rAIOO01 553 dre-mir-9-3
OO0 552 dre-mir-59-4
rAICO0OT 554 dre-rmir-9-5 &

B e e S i e e e e

Mature miRNA from BOTH
strands of hairpin— 5p/3p suffix

‘—ac & uaa ag a
Coaussaguay Eagcacuac e

[ FERRRLERRLer 1tenntentl |
QouANNNCaNC UHNClEga g g gu

[gus o -ug ga g
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miRBase: integrating microRNA annotation and

deep-sequencing data

Ana Kozomara and Sam Griffiths-Jones*

Faculty of Lite Sciences, University of Manchester, Michael Smith Building, Cxford Road, Manchester,

M13 9PT, UK

Fecsived September 15, 2010; Accepted October 10, 2010

ABSTRACT

miRBase is the primary online repository for all
microRNA sequences and annotation. The current
release [(miRBase 16} contains ower 15000
microRNA gene loci in over 140 species, and over
17 000 distinct mature microRNA sequences. Deesp-
sequencing technologies have delivered a sharp rise
in the rate of novel microBRNA discovery. We have
mapped reads from short RMA deep-sequencing ex-
periments to microRMAs in miRBase and developed
web interfaces to view .tnte jngs. Trrzae usero

express written consent

(3) o link w and aggregate micro RNA target predic-
ticns and validations,

The miRBase database was established in 2002 (then
called the micro RNA Registey) o provide microRNA re-
searchers with stable and unigue gene names [or their
novel micro RNA discoveries (aim 1) and an archive of
all microRNA sequences (aim 2) (1-3). Official gene
names assigned by miRBase should be used in the pub-
lished version of articles that describe their identfication;
gene names are assigned in confidence [or inpreéss manu-
scripts (1), The  incorporation  of  short BRNA
¢ i i s evidence  for




miRBase

Home § Search §| Browse [§ Help § Download Submit |:|

miRNA count: 15172 entries

News - release 16
Release 16: Sept 2010

We are mapping reads from deep sequencing experiments to miRNA annotations. These mappings can be viewed from links in
the miRNA entry pages. We will be adding data over the coming weeks and months. As usual, please contact us Search by miRNA name or keyword
(mirbase@manchester.ac.uk) with questions, comments or problems.

's

F B
[ Go ) [ Example )

miRBase: the microRNA database Download published miRNA data
Download page | FTP site

miRBase provides the following services:

This site is featured in:
+ The miRBase database is a searchable database of published miRNA sequences and annotation. Each entry in the miRBase NetWatch - Science 303:1741 (2004)

Sequence database represents a predicted hairpin portion of a miRNA transcript (termed mir in the database), with
information on the location 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 Registry 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.

« The miRBase Targets database and pipeline has been rebranded as microCosm, and is now hosted at the EBI. The microCosm resource continues to be maintained by the
Enright group. miRBase currently links miRNAs to targets predicted by microCosm, TargetScan and Pictar, and aims to provide a more extensive target prediction
aggregation service in the future.

Highlights, Web watch - Mature Reviews
Genetics 5:244 (2004)

LEDDOD 15172
14197
14000 -
R 12616
92 species »
12000 .
142species
10000 — 133 species
>
8273 .
a000 > 106 species
6211
&
Fean 4922
species 4167 ¥
4000 3229 >
2634 >
>
2000 1133 1298 15:1
218 464 514 > ¥
>
o >
™ 1 ) A o ) =) o & B ™ & & o 2 S
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Next Generation Sequencing Technology
illumina A %?Eéifsﬂems«

o o lllumina SOLEXA sequencing by synthesis

o
P

TotalRNA

Size fractionation (17-27 nt) - -

http:/ibiotech.nature.com

5’ A 3
5’-adaptor ligation = -~
5’“_ 3
3'-adaptor ligation = _~
5’@3’
RT-PCR < o

sequencing - -
g 88 : ’
: s50ie %2 >
Massively parallel'sighature g, I S y 3’

sequencing for expression: analysis

@HWI-EAS82 3 FC204V1AAXX:6:1:886:345
AGAGTTCTACAGTCCGGACGATCTCGTATGCCGTC
Boosting carotene in tomatoes +HWI-EASB82 3 FC204V1AAXX:6:1:886:345
Dopaminergic neurons from ES cells hhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhh

Retroviral vectors for nondividing cells

40,000,000 reads of 35 bp long


http://www.illumina.com/
http://www.illumina.com/
http://www.igvision.com/bio/2009/images/hotspot_roche.gif
http://www.igvision.com/bio/2009/images/hotspot_roche.gif
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miRBase Homepage:  www.mirbase.org

| | [ MAN CHII;HTLER

miRBase

Search §§ Browse || Help §l Dowvenload | Blog Submit

Latest miRBase blog posts mMiRNA count: 16772 entries
What’s in a name? By sam {#pril 27, 2011) | §| Release 17: April 2011

The name of a miRkA contains some human-readable information. If you stop reading this pojt

halfway, you'll likely think this is a good thing, Of course it is to some degree, g Search by miRNA name or keyword
end and hopefully you'll see that it creates some issues,

miRBase 17 released By gl

miRBase 17 is finally released. The README has stats on the numbers of new sequences (of . -
which there are again many). We've added a bunch more desp sequencing data, and there’s Download published miRNA data
mare on the way, There are also two important changes in nomenclature, about which we'll :

write maore shortly, From the README: The -as nomenclature ... ] Download page | ETP site

Go | Example |

This site is featured in:

miRBase: the microRNA database NetWatch - Stence 303:1741 (2004)
, , . , Highlights, Web watch - Maitre Kaviews
miRBase provides the following services: Garetics 5: 244 (2004)

¢ The miRBase database is a searchable datat-iNﬁ\
sequences and annotation. Each entry in th database represents a predicted hairpin portion of a
mikMNA ranscript (termed mir in the database), with information on the location and seguence of the mature miRMNA
sequence (termed miR). Both hairpin and mature seguences are available for searching and browsing, and enfries can
also be refrieved by name, keyword, references and annetation Al cenenea smd smmotation data are also available for
download.

e The miRBase Feqgistry provides miRMNA gene hunte
results, Wisit the help pages for more information about the naming service.,

e The miRBase Targets database and pipeline has been rebranded as microCosm, and is now hosted at the EBL. The
microCosm resource continues to be maintained by the Enright group, mikBase currently links miRMNAS to fargets
predicted by microCosm, TargetScan and Pictar, and aims to provide a more extensive gation
service in the future,

A genes prior to publication of

B e el e Lol o i Sl el e e e N e e e e e e e e e e e G
Copyright OpenHelix. No use or reproduction without express written consent
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miRBase Basic Keyword Search

Search by miRNA name gr keyword
| mir-307 Go

Search Results
We found 40 unigue results foryour guery (Mmir-307", in 2 sections of the database.

match the accession or ID of a hairpin 40
precursor entry

Unique miRNAs

rniRMA narme

rmatch the accession or D of a mature 8

Mature name miRMA sequence

Dead entry match the accession or ID of a dead entry 0
Gene symbaol  §find miRMNA entries based on gene symbols 0
Description search miEMA entry description 0
Comments search miEMA entry comments 0
BubMed D ?inr;nrilsgda;uehnﬂfdslgased on literature a
Literature s_earu:h title and authors of associated a
reference literature references

The above key shows a brief description of each of the database sections, along with the number of hits found in each one. Only unigue
miRMA entries are shown in the results table below. Click the column headings to sort the results table, or restore to the original order

pecosmen] 0> L mianemes

MIDOODATE dme-mir-2073
MWIDO0 1352 dps-mir-207a
RAIDOD 1624 aga-mir-307 v ¥

Mature name 5




[ ]
Stem-loop sequence MI0000418
Accession EEIEEETEEEE

JIl clme-mir-307a

cou g

[aI=euTeldlelaW Crrosophila melanogaster miR-307a
gy ad

Page . b
Stem-loop sequence MI0000418
Accession REImNeENES:

(Rwdlold (gl Crosophila melanogaster miR-307a stem-loop

" - 4 cen o _u mature miRNAs
QUCULGCU Uug Cucacucas oo ufugaug  uau

FEEEEEEr trr trrerrnnd RN | =

Stem—loop CAgyacoa ago gaculgRoil o Aacacuac  augg o u

=} u - cou a cu us

oy Past notation
—— miR-307a and

Deer Fdme-mir-307a MIOOOO415

| UGUCTUGCUUTGACUCACUC ALCCUGGGUGUGATGUUATTTCGLTL m | R_307a* ( “m | no r” p ro d uc

sequencing

cenome | MIRBase blog

context miRBasze ne nd v ] 3
MIRBASE ABOUT

Clustered Categories:  dataupdate downtime newfeatures nomenclature  papers releases Uncategorized

MIiRNAS . -
What’s in a hame~
As | briefly mentioned in a previous post, miRBase 17 included twa conceptual changes in

. the miEMA nomenclature scheme, which deserve further detail and clarification.
Gene family § '

Fmrr The name of a miRMA containg some human-readahle information. Ifyou stop reading this g g g g e e e g
post halfway, you'll likely think this is a good thing. Which of course itis, as long as we e
recoihise the limitations Hold on to the end and hopefillyvou'll see that names can create , BT B, 4l B

http://www.mirbase.org/blog/2011/04/whats-in-a-name/

MNAS using 12 Drosophila genomes'

Hannan &1, Kellis M

. L. G an . al gnl g g

) T i et i [ o T e e e e e e




Entry Page, Top

Stem-loop sequence MI0000418
MIO000418

Accession

Bl dre-mir-307a

Description

u - a
gquouugou Uug CucacucEas

CAgyacoa ago gaculgRoil

Couog

Stem-loop

cou a

o WEUGRLIG
FETTTY

cC acacuac

Drosophila melanogaster miR-307a stem-loop

— Ll

cu

uau -

| a

augy U

us

Deep

_ - 4694DEad5, 48 experiments
sequencing

Coordinates
2B 5508756-5508543 [-]

Genome
context

< 10kb from amea-mir-3073
dme-mir-307a
dme-mir-307b

Clustered
miPMNAs

e R BT MIPFOO00293; mir-67
e

Copyright OpenHelix. No use or reproduction without express written consent

Ovearignring ird
FH

sense

2R
2R

0008756
2008739

References

Deep sequencing reads for stem-loop sequence MI0000418

Stem-loop .
s dme-mir-3073

dhme-miR-307a-5p
GACUCACUCARCCUGGGUGUGA.
GACUCACUCLRCCUGGGUGT,
GACUCACUCARCCUGGGEUGH
GACUCACUCAACCUGE
GACUCACUCARCCUGE
. BCUCACUCAACCUGGGUGUGAT
CUCACUCARCCUGGGUGUGAI
CUCACUC LRCCUGGGT
CUCACUCAACCUGGEUGUG. .

dhne-miR-307a-3p

CUCAACCUGGGUGTGAT .
jageli] C
GUUAUUUCGATAUGGUATCCAT
TAUUUCGATAUGGTATCT
TATTTCGATATGGTATCC L.
UAUTUCGAUAUGGUATCCAT
TAUUUCGATAUGGTATCC L.
ATCACAAC CG
AUCACAACCUCCUUGAGUGAGCGA.
AUCACAACCUCCUTGAGUS,
ATCACAACCUCCUTGAGUGAG
AUCACAACCUCCUUGAGUGAG
CACAACCUCCUTGAGUGAGCGA. . . ...ty

Reads | ccoccocco06506506006506006506506506506506506506506 506 0 UEIEANEWHEWUEAEIE . 5o o oos006 00

TGUCTUGCUTIGACTIC ACTC LACCTGGEETGTGLTG
R P A P PR A R

Filter reads

by experiment
V¥ ERO000000010

3454

¥ ER0000000011 233 Sz el

GSM272651

GEO Chung W st
¥ ERD00ODO0O1Z2 1030 S2 cell GSMITI652 all

ody GSM 180336

day al]

¥ EROO0OOOQT24 58 S2 cell GSSAESOIB:W tissue culture cells (52 only) u’—RUbJG G
¥ EROO0D000Y27 473 ovay 33555'744 Ovary Somactlec”fheet (0SS}
¥ ERD00000D130 349 ovan GSI\GAESS:SZQ Ovary Somacnec”SSheet {0S3)

by #

mismatchos 1R Display untemplated ends T

min [ max|[

Selectall

by read count

Feset | Submit

PMID: 17989254
"Evolution, biogenesis, expression, and target predictions of a substantially expanded set of Crosophila
microRMNAS"

Ruby 15, Stark A, Johnston Wi, Kellis M, Bartel DP, Lal EC

Genorme Res. 17:1850-1864(2007)

PMID: 18501606

"Endogenous RINA interference provides a somatic defense against Drosophila transposons”
Chung WJ, Okamura K, Martin R, Lai EC

Curr Biol. 18:795-802(2008).
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Location: 2R:5,506,756-5.510,843

Location-hased displays
e o YWhaole genome

Accession gEINENEENES Chiomosome sumimary

Region overview

. Region in detail

ID dme—mlr—BD?a B Comparative Genomics
Alignments (image)
Alignments (text)

(Rtadloldlog W Drosophila melanogaster miR-| [ Mt spesies vew

Chromosome 2R: 5,506,756-5,510,843

chromosome 2R |

Region in detail help

Synteny
Bl Genetic Yariation E hl
40 Wb 45 Wb
Reseguencing (52) Chromosorme bands =20 M =0 nsem
Linkage Data ZR_110 =
11 = =1 [l b § Markers L, W T T
i FivE 2.
QUCUUOCU UG CUCECIICas o Otpjgglenome browsers ‘Wntsb;- b celass Le Netl ‘= CGlass
rp = rmir-1d = CG1814 =
St | FEETEEEE T Frrrrrrnd I GadFly browser “orsh = “Updo >
- L L - - -
em-1oop CAYACOaR SUC CeCgRgIT (e CE1808 > L-\;:gllz Online Tutorial Suite
“< CGA2600 < Mpp
Transcript: Mmp2-RB (FBtr0088501) cfLez
SCript: P "Map60 =
'CG30338 =
.
Description CGE1794 Saurce: FlyBaze FEgO0Z3435 p— CGle2z ST T
Location Chromosome 2R 5 492 B44-5 571 356 reverse strand. Ens=mb D hj melanogaster version 52.535d {BOGPS. 25] Chromosome 3R: 5383800 - 5,633,759 £
protein codi I RNA gene ‘i
Gene E This transcript is a product of gene EBgn0033438 - There is 1 transcript in thi

Showe'hide columns |

franse ot
FEr00S2501 f Mmp2-RE; intron 3

Name Transcript 1D Length {bp) Protein 1D Length {aa) Biotype
Mmp2-RB| FEBEt0088501 4149 FBppO087585 758 Protein coding

O Transcript and Gene level displays

Yiews in Ensembl are separated into gene based views and transcript based views according to which
is a transcript level view. To flip between the two sets of views you can click on the Gene and Transcri

JB756-5508843 [-]
JB739-5508858 [+]

Transecript summary help

—=ml Fieverse strand 7271Kb

i

e e . Tt G

Statistics Exons: 8 Transcript length: 4 149 bpsTranslation length: 755 residues
Type Known protein coding

Prediction Method Feature imported from ElyBasze.

Copyright OpenHelix. No use or reproduction without express written consent 17



Entry Page, Related Sequences

Accession
D

Description

Stem-loop

Deep
sequencing

Genome
context

Clustered
miPMNAs

Gene family

MI0000< 8
dme-mir-307a

Drosophila melanogastd

1 - a
QUOULGEL UL CUCacls
FEEEErEE ree rerrrtd
CAgyacoga ago gaculgeg

a u -

46940 reads, 48 experi

Coordinates
R SR0EYSR-5502843

< 10kb from ame-mir-
dme-mir-307a
dme-mir-307b

SRR PR o[z miRNA gene family: mir-67 (28 sequences)

ID Accession Chromosome m End Strand Fetch
aae-mir-307 §MI0013501 CHA77201 1 1859419 - v
aga-mir-307 3L 34537912 + v
ame-mir-307 Group1.18 41245 - r
api-mir-307-1 ab|ABLFO1022849 1| 7790 - r
api-mir-307-2 gb|ABLFO1022850 1] 3431 - I_
brno-mir-207 nscaf2828 4741979 - r

chr-mir-67 Il 2802682 + r
cel-mir-67 5931299 - r
Imi-mir-307 | MID010640 o - ]
myi-mir-307  § MI0014755 r
sme-mir-67 §MI0005173 13427 G3s04y - -
tca-mir-307 § MI0008929 :E__:D . E;E: UEHEE
hature sequence
/ Get selected sequences: | Stem-loop sequence v |
Select sequences and chitput type, then click "Fetch Seguences'™ |Uﬂ|igne fasta format ~|
Fetch Sequences | Select all | Feset “"“t:-r'at

MIPFOD00293; mir-67

Copyright OpenHelix. No use or reproduction without express written consent

Faae-mir-307 MIOO13501
CUAGUUTCCCGGCAGTCGATCACTIC ACTIC A ACCTIG
Faga-mir-307 MIOOO016Z4
TEGACTCATTCTC TS GATC ACTC ACTC AACC GGG

§

18



Entry Page, Mature MicroRNA

Mature seauence MIMAT0020832

dme-miR-307a-5p
Accession JEIEEN NN R 1

Lk - (=1 ‘ [y bk o -1 uc

IRl dime-mik-30748-50

QUGS WAL CUCaCICaE OO UguUOEUG uauun o
FEEETEEE e Frrrrrntd 0 I Y -
Sequenc:e 13 - acucacucaaccugggugugau - 34 CagAacga agc gaougEgill oo acacuas augg U
Fldme-miB-307a-5p MIMATOOZ20S53:2 a u - / CCu & o1l uz

ACUCACTCARCCUGGEUEUGAT

dmé-miR-BO?a—Bp

STl ot experimental 7

{
MICROCOSM: dme-miR-307a-Sp i
e tarell | ARGETSCAMN: dme-miR-3075-5p LlnkS to predlcted
targets © miR-
g MIRTE: miR-307 | mRNA targetS
PICTAR-FLY: dme-miR-307

Mature sequence MIMATO000398
Accession JEIEEYINNNEEE]

B dmie-MiR-3078-30 000 it e i e e i S S S S S S S S S S S S S S S
References

PMIC: 129196533

"The small RhA profile during Drosophila melanogaster developrnent”

Aravin AA, Lagos-Quintana M, Yalcin A, Zavolan M, Marks D, Snyder B, Gaasterland T, Meyer J, Tuschl T
Dev Cell. 5:337-350(2003).

56 T UcacaacCculCC AR CC R =
Sequence HREnEEd

Deep
sequencing

PMIC: 17989254

"Evolution, biogenesis, expression, and target predictions of a substantially expanded set of Crosophila
microRMAS"

Ruby 1G, Stark A, Johnston Wk, Kellis M, Bartel DR, Lai EC

Genome Res, 17:1850-1864(2007).

38328 reads, 48 experiments

(STl cxperimental; cloned [1], 454 [

PMIC: 17989255

"Systematic discovery and characterization of fly microRMNAS using 12 Drosophila genomes”
Stark A, Kheradpour P, Parts L, Bremnecke 1, Hodges E, Hannon G, Kellis M

Genome Res. 17:1865-1879(2007).

MICROCOSM: dme-miR-307a
MICRORMNA.CRG: dme-miR-30
TARGETSCAN: dme-miR-307a R

Predicted
targets

penHele No use?or reproduction without

. ; | . yright O
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PicTar WEB INTERFACE

Choose Species: | |fly

Predicted
targets

| single microRMNA target predictions (setting S1: high sensitivity)

I dme-miF-307 YI

GeneID: ||
Click above for all CGmmbess | fljes: use flybase identifiers (for example CG5123 or FBen0015930) or Gene symbols (for example dpld

Inked to FivBase
FB2011_05, releazed May 25th, 2011

Choose Dataset:

microRNA TD:
Clidk abeove for all micoRNAs
Iinked to RFANM

Gene Dmel\chs

Home To Docurm

ANAs predicted to target a Gene
UCSC Genome Browser on D. melanogaster Alpr. 2004 (BDGP R4/dm2) Assembly

mowve <<<| <<| <| > | >> | >33 |Zoomm 15x| 3x

Profile Manager |
10x | base |zoomout 1.5x | 3x | 10x |

General Information

Symbol Dmelichs positlonfsearchlchrZR 5.959.767-8.979.274 gene I jump | clear | size 20,008 bp.  configure
Narme centrosomin's beautity [eres cson IENEAN OO ORI O O R O W N R |
Feature type pratein_coding_gene

scale 18 Kbl |
Gene Model Status Current | chror: | EELLLE | . EERLELL ) | EEpCEE]
FicTar miENA prediction Sites
B52-RA | dne-n k-3¢ CE4548-RA: dne—n iR-387 |
Also Known As dern CO4546-RA: dne—n iR-305 |

CES912-FA | dne—n iR-259 |
COS912-RA: dne—mn iR-259 |
CG5912-RA :dne—m iR-2849 |

Genomic Location

CGS912-FA;:dme—mik-255 |

Chrl:lml:lsl:lme tﬂrml 2R CEE912-RA dme-miR-277 |

~ | CGS12-RA: dne-n iR-2630 |
Cytogenetic map A0A9-50A5 Gap LOCAt{ons

FluEase Frotein-Coding Gehes

v e -+ e

Genomic Maps

ZR

FlyBase GBrowse

modENCODE GBrowse Co3eeea fEEl

Fl4Base Noncoding Genes

L3004
<1

ET016853 w4

0. melanogaster MEMAS from GenBank
AYBESS1S

uzseal i~
ET021269 «fjececfl
BTo03263 mTERHEEE
ETo01237 ERHHHEERR
ETé22600

! ET622697 I
[

spliced ESTs
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Entry Page, Top

Stem-loop sequence MIO000418

MICO004 15

Accession
1D

Description

u

Stem-loop

a

Deep
sequencing

drne-mir-307a

Crosophila melanogaster mik-307a stem-loop

UCUUGCU ULy CUCACUCAas
(ARNNRNE
caggacyga agc gagugagin

46940 reads, 48 experiments

= a couog -1 ue

g ugugalg  uauu g
NERRREEN 0 1 I -1
CC ACACUAC  augy U

cou a ua

un = cu

Deep sequencing reads for stem-loop sequence MIO000418

Stem-loop
D

dme-mir-3073

dhme-miR-307a-5p dhne-miR-307a-3p
......... UCACUCAACCUGGGUGTGA. v v v vnervneneanennss
GACUCACUC LRCCUGGGT nono
GACUCACUCAACCUGGGUGTG
GACUCACUCARCCUGGGT
GACUCACUCARCCUGGGUGTGL
ACUCACUCARCCUGGGUGUGAT
UCACUCAACCUGGGUGUGAD!
UCACTCAACCIGGGT
. BCUCACUCAACCUGGGUGUS. .

EG
UCAACCIGGGUGIGA
UCAACCUGGGUGTGATGT
NI GATATGGETTAITCC AT
GUUAUUUCGATAUGGUATCCAT
GUUAUUUCGATAUGGETATCT
TATTTCGATATGGTATCCA. . .
UAUTUCGAUAUGGUATCCAT
TAUTUCGATAUGGTATCT

G.
AUCACAACCUCCUUGAGUGAGCGA
Reads AUCACAACCUCCUUGAGUGA

ACCUCCUUGAGUGAGCGAN. .
UCCUTGAGUGAGCG.

R P R R P S PR A A A R P

Genome context

Coordinates
ZR.: 5508756-55085843 [-]

Cvenaomsing franscnpts
sense

BT T T T

Accession

ID

Sequence

Deep
sequencing

Mature sequence MIMATO000398

MIMATOOO0 SIS

dime-mif-307a-3p

55 - ucacaaccucculgamigags - A9

28828 reads, 48 experiments

Evidence

Predicted
targets

experimental; cloned [ 1], 454 [2-3], Solexa [3]

MICROCOSM: dme-mik-307a-3p
MICRORMAORG: dme-mif-3073-3p
TARGETSCAN: dme-mif-2307a-3p

FETO0S5501,; Mmp2-

N it e e el e (it G el e e

Filter reads

Read Ti
count

¥ ERQO00O00DTO 3454 fg

by experiment

233

¥ ER0000000011

¥ ERO0O00000O1Z 1020

¥ ERDO00000124 56 32 cell 685?50337 tissue culture cells (2 only)
¥ EROODOD00T2Y 473 ovary 683555'744 O"awsoma;'eﬁ‘fheet(oss)
¥ ER0OO0000030 349 ovary 983536:822 Ovawsoma;'eﬁ‘fheet(oss)

CACAACCUCCUTGAGUGAGCGA .
CACAACCUCCUTGAGTGAGT: .
CACLLCCUCCUUGAGUGAGT ..

TGUCTUGCUTTGACTIC ACTC ARCCTGGETGTGE ATGUTATTTC GATATGETATCCATIC AC LACCTCCITGAGIGAGCGATAGC AGGAC A

by oo ef
all

by # Ny Display untemplated ends T

mismatches
min max

Submit

by read count

Selectall | Reset

References

PMID: 17989254
"Evolution, biogenesis, expression, and target predictions of a substantially expanded set of

Crosophila

microRMNAS"
Ruby 15, Stark A, Johnston Wi, Kellis M, Bartel DP, Lal EC
Genorme Res. 17:1850-1864(2007)

PMID: 18501606

"Endogenous RINA interference provides a somatic defense against Drosophila transposons”
Chung WJ, Okamura K, Martin R, Lai EC

Curr Biol. 18:795-802(2008).
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cine-miR-307a-5p die-miF-307a-3p
LU ACC o 0 j

Mature sequence MIMAT0020832

Accession
number

fiig Read MR0000033652
MIMATOOZ20832 &l Accession ek

Sequence ACUCACUCAAC CUTTIAMTAL

I8l dme-mik-307a-5p

[ E NN Crosophila melanogaster

ACUCACUC A8 CUGHLILYal [ Stem-loop 1D [Relit=mmlieseor:

Sequence
SRIExperiment

Stem_LOOP Click the column headings to sort the results table, or restore to the original crder |

m

R EROOOODOODIO 227 head  OPO Lo
R EROOOODOOONL 22 S2eell  gguovo L
R ERODDDOOND12 136 S2cell oo B
....................... ERO0ODO0D013 KE cell 9555%:553 [LLE_?]M

TGUCUTGCUTTGACTCACTIC A AC GGG TEIEATGITATTIC GATATGGUATC CATTCAC AL O CUTGAGTGAGCGATTAGCAGGACA
O O O O A A A A A O O AP {30 1 I P I I B e e By I AP Sl LU AR
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EROD00D00010

W JER000000001 1

ERO0O00000012

W IERDO00000124

W IER0OCO0001ZY

v IEEDO00000130

by &# 0« Display untemplated

mismatches

by read count Rullall rmax |

Selectall | Reset | Submit |

3454

233

1030

56

473

349

head GEC Zhung W et
— ZSM240749 al]

27 cell SEC: Chung ¥ et
==== GSM2T265 al]

FrMID: 17959254

"Evolution, biogenesis fexpression, and target predictions of a substantdaly expanded sef of

Crosophila microRkAs'
Ruby 335, Stark A, Johngton Wik, Kelis M, Bartel OP, Lal EC

: ¢ 39

Gene Expression Omnibus

| SITE MeF | GEQ Publications

1 - |
MWCBI = GED = Accession Display

Scope: ISeIf -| Format: IHTML -|  Amount: IQuick ~| GEDQ accession: [Gsmz40749 | e

Sample GSM240749 Query —————

Status Public on Apr 23, 2008

Title Female heads

sample type - SRA Gene Expression
Source name Drosophila melanogaster female heads .

organism Drosophila melanogaster ‘ OmnIbUS {GEO}
Characteristics tissue: female heads

Extracted molecule total RNA

Extraction protocol total RMA from female head, ~18-26nt RNA

ligation to adapters requires &' monophosphatg Online Tutorial Suite

Library strategy QOTHER
ibr, OLIC, Op-genamni
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Advanced Search Tab

LTI i MANCHESTER
miRBase miRBase 152
Home Search R

Search miRbYse /
By miRNA identifier or keyword

Enter a miRMA accession, nams or keyword:

,—
Submit Query | Rezet | Example | &\

—

By genomic location
Select organism, chromosome and start and end coordinates, Leave the start/end boxes blank to retriewve al mB on the selected chromosome,

| Choose species: ~| chr: I_L| Start: | End: | Get sequences

For clusters
Select organism and the desired inter-mikMA distance, J

| Chooze species: j Inter-miRMA distance: |10000 Get clusters &\

By tissuie expression
Select organism and tssie,

| Choose species: ﬂ | Select tizzue: j Giet expetiments
By sequence

single sequence searches:
Faste a sequence here to search against mikMA sequences, You can choose to search against the intact precursor sequences or just the mature

0

miRMAS, This search may take a few minutes, (Max size 1000bp's)

Search sequences: | Mature miRMAs ~|
Search method: BLASTH =

Choose BLASTM to search for a miRMA in a longer sequence. SSEARCH is Liseful for
finding a short sequence within the library of miRMAs (for instance, find a short motf
in & mikMNA or precursor stem-loop, or find mature sequences that are related to

YOLI guiery’ ).
Or: Select the sequence file you wish to Lse SRl a i 10
Browse.. Maximum no. of hits: 100
Search miBNAs | Feset | E— Copyright OpenHelix. No use or reproduction without

express written consent




Cearch hv Genamice | acatinn

Select species —»Select Chromosome —Specify coordinates —Get miRNA list

Select

By genomic | ;
species

Select organis
miRkkMAS of the selected ¢

Select = Specify
ch romosome coordinates

E':I"IEIEISE! species:

— Chooze species;
bedez aegwpti
Anopheles gambiae

Apiz mellifera
Aoyrthoziphon pisum
Arabidopziz thaliana
Brachypodium diztachyan
Branchiostorma floridae
Bombyes mari

Brazsica napus

Bosz taurusz

Caenorhabditiz briggzae
Caenorhabditiz elegans
Caniz farmiliariz

Ciona intestinaliz
Chlarmydomonas reinhardtii
Caenorhabditiz remanei
Ciona zavignwi

Capitella teleta

Drozophila ananazzae

Get zequences |

Click for list
of miRNAs

" Search Resuits
i
x| Found &4 Caenorhabditis elegans miENAs on chromosome »

MIOO0DSSS Cel-mir-2558-1
MIOD10ES -rir-255-2
MI000S20 Cel-rmir-800
Cel-rmnir-2221
l-rmir- 755

Click to open

miRNA entry
page

|-rnir-2220
RIOOT 7540 cel-mir-4310
RIOOOS3 7S

cel-rmir- 1013

Copyright OpenHelix. No use or reproduction without express written consent
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227953

237364

J80820
1390843
1798924
18724561
1872947
1873641
1873822
1875733
1879453

228048

237484

Jg0992
13390960
1799012
1872521
1873003
1873699
1873879
1875789
1879508

sccosonl o omamozone] st |_enaJsins
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Search for MicroRNA Clusters

Select species — Specify inter-microRNA distance — Get clusters

For clusters

Select organism and the desired inter-miRMNA distance,
| Inter-miRMA distance: [10000 Get clusters

| Choose species:

Select species

Specify distance Click for clusters

Homo sapiens miRNA clusters: inter-miRNA distance < 10000 (124 clusters, 401 sequences)

S 7 e T P 2

hsa-mir-520e 0003143 19 24178965 54179051
hsa-mir-512-1

hsa-rmir-512-1  MI0003140 94169933 54170016 + I
hsa-rir-§12-2  MI0003141 13 94172411  B4172508 + I
{ hsa-mir-1323  MIOO03786 12 54175222 54175294  + ;/
hsa-mir-488  MIOOD3142 13 54177451 54177574 +
+ r
+ n

0003144 18 24182257 524182339

“mmmmm Stem-loop or
hsa-rir-452 rIOOOT 733 151128100 151128184

hsa-mir-224  MIOOO0301 ¥ 151127050 151127130 mature Seq.;
“mmmmm FASTA or ClustalW

hsa-mir-3202-1 MIO014252 183246548 153246628 +
hsa-mir-3202-2  MIO014253 1932465949 1532468627

X ™

Get selected sequences: Stem-loop sequence ¥ I
T | - |

L o PR . Lol U oe ol

Get selected sequences: | Stern-loop sequence x|

Select sequences agel output type, then click "Fetch Sequences: | Unaligned fasta format |

Fetch Sequences Fetch Sequences I Select all _
EXpress written consent —1 28




Search by Tissue Expression
‘ Select species — Select tissue — Get experiments

By tissue expression
Select organism and tssue,
> 8

A

N
| Choose species: j | Selecttizzue: j Get experiments

&

Experiments for melanoma tissue in Homo sapiens |

Accession Tissue Link Reference
EEO0DD000 1068 melanama C EEMASES3E cell line: secondary acral melanoma Stark kS et al.

ER0000000107 ) melanonmeepsED © GStA58559 2|l |ine secondany [
ER0000000108) melanaoma . GEnTeS Experiment ER0000000106
ER0000000109) melanoma - GSMA58541 LRl ERO000000106
ER00000001 10§ melanoma . G5M458542 NN Homo sapiens
EREODO0O001 118 melanoms D ES5MA53543 Cell line WEEERSGE
ER0000000112) melanoma W=l PLLIF:
ER00000001 13|me|anc|ma|

ER00000001 14

RE=ea i Tt Tliiming Genome Analyzer 1T

(W =l cell line; secondary acral melanoma

melanoma

| | | Links

Re FE rences Number of

miRNA

PMIC: 20300120
W "'Characterization of the Melanoma mirNARCIS IS
Stark M=, Tyagi S, Mancarrow 00, Boyle d

PMID ; 20300190

"Characterization of the Melanoma mikMNACme by Deep Sequencing”

Stark MS, Tyagi S, Nancarrow D7, Boyle GM, Cock AL, Whiteman DC, Parsons PG, Schmidt C,
Sturm RA, Hayward MK

FLOS One, 5:e9685(20 107,
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Search

by Sequence

Enter sequence — Set search parameters — Click “Search miRNAs”

By sequence

Single sequence searches:

Faste a sequence here to search against miRMA sequences. You can choose to search against the intact

precursor sequences of just the mature miRMAS, This search may take a few [EETEesT=

Obp's)

Mg

Stem-loop sequences

Search

CTCTAACACCCCTTCTCCTGGCCAGGTTGG

AGTCCCGCCACAGGCCACCAGAGCGGAGC
AGCGCAGCGCCCTGTCTCCCAGCCTGAGG

TGCAGTGCTGCATCTCTGGTCAGTTGGGAG
TCTGAGATGAAGCACTGTAGCTCAGGAAGA
GAGAAGTTGTTCTGCAGCCATCAGCCTGGA
AGTGGTAAGTGCTGGGGGGTTGTGGGGGG

El

|h-'1ature riRMaAs

Sequences:

Search method:

BLASTM  ~|
BLASTH
Chioose BLASTM 0 582 sopapcH
sequence, SSEARCH is usefll for finding a short
sequence within the library of miRMAS (for instance,

CCATAACAGGAAGGA

Or: Select the sequence file v

or find mature sequences that are related to wour

find a short motf in a miRMA oF precursor stem-loop,
1 quary T,

Browse..

Search miRMAs Example

Rezet

E-value cutoff:

Maximum no. of
hits:

Copyright OpenHelix. No use or reproduction without

express written consent
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Search by Sequence — Results

Sequence search results

Matches for your nucleotide sequence

Accession Subject Subject Strand Score|Evalue Alignment
start end

WIMATOO07 143 oan-rniR-143* 115
b b1 T OSNOEAT rro- 143 110
EIMAATOOON NS/ oty 43
MIMATO0022 ClClg 1]

MIMATO002259 Click to

MIMATOO0Z226 . . .
== Clickto miRNA jump to

e entry page WpwpRe alignment

WiMAT 0018006 3! 128 144 4

1e-04

Search parameters

Alignment of Query to mature miRNAs Search algorithm: BLASTN
Sequence database: mature
Query. 86-108 ban-mik-143* 1-23 score; 115 evalue: 1e-04 Evalue cutoff. 10
Useriedq 86 aggugoagquygcugoaucucuggy 108 Matx allg_nmer-ltS' 100
SRR Y Word size 4
oan-miR-143% 1 agqugcagugougoalcucuggu 23 Match score +5

Mismatch penal

N ery: 121-142 fO-riR-143 : 1-22 evalue: 4e-04 Introduction to:

Useriedq 121 uagagaugaagcacugquagouca 14
FEEEEEEEEr et
rho-niR-1435 1  ugagaugaagcacuquagouca 22 B LAST
Cluery: 121-142 pir-miE-143 © 1-22 score: 110 evalue: de-04 \
Useriedq 121 uagagaugaagoacugquagouca 142

Online Tutorial Suite

prr-miR-1435 1 uacand admnyEde T
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Browse miRBase by Species

1ol Yo

miRBase

Home § Search § Browse § Help §l Download

Browse miRBase by species

Key: Species [assembly version] (miRMNA count)

|
+-— Chromalveolata

| —

terokontophyta

Ectocarpus siliculosus

AANCHESTER

| s-occh

Xendpus tropicalis miRNA's (186 sequences)

I Fetch Sequencesl Select all ‘ Feset | ‘

ame human-readabld —
s oot haTrwar you T Tkoly ik this & 2 good ting drlet7a  MIO004908 scaffold 325 948723 948811  + l
but hold on to the end and hopefully you'll see that it g dr-let7h MIOD0ATEY  scaffold 18 2563148 2583229 + r
mikBase 17 released wir-let-7c MIOOOAEEE6  scaffold 475 6689407 668500 + r n
miRBase 17 is finally released. The README has stats trlet 7e-1  MIO004907 scaffold 1532 14626 14715 - r
sequences (of which there are again many), We've ag i . : M
sequencing data, and there's more on the way, There Ao 2o R el i
nornenclature, about which we'll write more shortly, B Mm99 MI0004E8S  scaffold 38 38591386 3858272 = r ||
homenclature [...] drmir2184 MI0011553  scaffold 267 923570 923651  + r l

Ar-mir-2188  MIO0115540  scaffold 34 1746728 1748808 - r
miRBase: the microRNA d:
Get selected sequences: | Stem-loop sequence v

miFBase provides the following services: Select sequences and output type, then click "Fetch Sequences") | Unaligned fasta format = | [

T 1T 1 T

+-< Xenopus tropicalis (185

[
+-- Gallus gallus (429

| |
| |
| |
| |
| |
| | +-— Awes
| | |
| | |
| | |

| |

Copyright OpenHelix. No use or reproduction without express written consent
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miRBase Help and Registry

Search §§ Browse

Help Download § Blog Submit m|

About the miRBase Sequence database and

Registry

Information on various aspects of miRNAs and the miRBase Sequence
database and Registry can be accessed using the links on the right. The
field of miRMNA biology is rapidly evolving — if vou think some of the

information here is o

miRNA help files

o YWho gre we?
o SUbmitting miRNA segquences for
mAmirg
earchinig Te il
o Genomic positions
o MIEMNA maming corventions

A5

P T 1= Y el T Y= = P I s Yl BTt S| T i d Bt o P

o these pages pleasg

References
miRBase is descri

miEBase: integrating
Kozomara A, Griffith
MAR 2011 39(Datab

mikBase: tools for n
Griffiths-Jones S, 54
MNAR 2008 36(Dataky

miFBase: microRNA
Griffiths-Jones S, G
MAR, 2006, 34, Datj

The microRMNA Reql
Griffiths-Jones <.
NAR, 2004, 32, Dat;

The following puk

A uniform system fd
Ambros Y, Bartel B,
Matzke M, Ruvkum G

RINA, 2[:][:]3 9(3), 2?? 279

I've discovered some new miRNA genes. What should I call them?

That is precisely what this service is for! In order to avoid conflicts with previously named miRMNAs and in press
publications, vou should submit vour miRMNA sequences to the miRBase Registry and we will discuss appropriate names
with vou,

When should I submit my sequences to you?

To avoid mis-assignment of names we ask that vou submit vour sequences to us AFTER vou have had a manuscript
describing the discovery accepted for publication, For an initial submission of a manuscript vou should assign temporary
names and make it clear to the editor that final names will be assigned on acceptance.

Prior to manuscript submission and acceptance vou may be able to find overlaps with previously identified geres for
possible discussion in your manuscript by searching the online database.

How should I submit my sequences to you?

IUse the submission page. We will contact you by email to discuss the naming of yvour miRMNAS,

But I already know what my sequences should be called!

o of the

RELOGMES @ d

Please feel f

http://www.mirbase.org/help/submit.shtml

[ =10 |
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miRBase Downloading

wl Download § Blog Submit | scorch
|

uth miRBase Sequence Dewnleed

MiRE Example |

| » Go to the FTP site
sequi P Previous releases

-ftp://mirbase.org/pub/mirbase/CURRENT/

Mg
Mg \
» REACME Release notes - read these first! _
. . . e e o
- PM all DUbllShEd MIRNA dat3 The miFBascsQSequence Datsbhase —— Release 17
M| » hairpin.fa Fasta format sequences of ———— oo
» mature.fa Fasta format sequences of 1. SUMMARY
miRE miR A diff Changes between the las| The miRBase database provides a searchable online repositor
» miRMNA . dead List of enfries that have H pul:ll:!.ShEd microRNiL eequences ahd associated aenetetlen. rel
] . . . provides a gene naming and nomenclature function in the miR
» miFam.dat Family classification of m| pegisrry.

Felease 17 of the database contains 16772 entries representi
hairpin precurszor miRNL=z, expressing 19724 mature miFEML pro
153 species. The data are freely available to all through

Genome coordinates

. aga.gff ame.gff interface at http://wuw,.mirbazse.orgs and in flatfile form £

cbr.gff cel.gff frp://wirbase.org/pub/mirbase/ .
""'-u.[_"""-f

dps.gff dre.gff 2. CHANGES SINCE RELELSE 16
hernv.gff hsa.gff 1626 new hairpin sSedquences and 2406 novel mwature miR and mi
TTIFTI| lil mmu.gff W . Jee th i i i
rno.gff sme.gff LAe. Ul Ll VLU
xir.gff zma.gff
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miRBase

Home

Latest miRBasi

What's in a name?

The name of 2 mikM
this post halfway, vo
but hold on to the en

miRBase 17 releas

mikBase 17 is finally
sequences (of which
sequencing data, ang
normenclature, about
hiormenclatre [ ]

miRBase: {

miRkBase provides

e The miEBas
e e i R ]

miRBase Downloading

miRBase blog

Categories:  data update  downtime new features nomenclature papers releases  LUncategorized

What’s in a nhame?

As | hriefly mentioned in a previous post, miRBase 17 included two conceptual changes in
the miRMNA nomenclature scheme, which deserve further detail and clarification.

The name of a miRMA contains some human-readable infarmation. If you stop reading this
post halfeweay, vou'll likely think this is & good thing. Which of course itis, as long as we
recognise the limitations. Hold onto the end and hopefully you'll see that names can create
some issues.

Take far example, hsa-mir-20k. The "hea"tells us itis a human miRMNA The "20" tells us that
was discovered early — it's only the 20th family thatwas named. "20b"tells us thatitis
related to another miRMA that we saksa s s o mra b bl s o bs i D e oo o
further —the {lack of) capitalisati
Or maybe the genomic locus, arr
thatincludes the precursaor. Sath

hsa-mir-20h has two mature products, named hsa-miR-20b and hsa-miR-20b* {as of this
mament — as you'll see helow, this will change). "miR" tells us wea're talking about a mature
sequence, Inthis case miR-20hb arises fram the 5' arm ofthe mir-20b hairpin, and miR-20kb*
arises from the 3'arm. The "*"tells us that miR-200% is considered a "minar” product. That
means miR-20b* is found in the cell at lower concentration than miR-20b. It is often inferred
that miR-20b* is non-functional, and you've probahly noticed that miR* sequences in general
magically disappear in most pictures of miRMA hiogenesis, while the dominant arm is
magically incorporated into the RISC complex.

But hang on a minute, a bunch of papers now tell us that miR™ sequences can he functional
{eqYang et al. 20117, perhaps through binding different Agonaute proteins (a glut of papers in
the past couple of years nicely reviewed by Czech and Hannon, 2011). And, of course, the
miR* seguence frarm one hairpin might be expressed at orders of magnitude higher level
than the dominant miR sequence from anather hairpin. Perhaps the arm that makes the
daminant product can change in differenttissues, stages and species (G-J et al. 2011},
Should we rename miR and miR* segquences every time someone produces an ever deeper
sequencing dataset? To cap it all, the " character causes problems for database searches
and the like.

B B . i e e T e e e Y e s e e i Gt e ¥ N ol iy
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miRBase — Summary

I HNRGERE MANCHESIER.

miRBase

http://www.mirbase.org/ e

Home J| Search § Browse | Help §l Download | Blog Submit

Latest miRBase blog posts MIiRNA count: 16772 entries

What's in a name? By sam {april 27, 20117

Release 17 April 2011
The name of a miRNA contains some human-readable information, If you stop reading this
post halfway, you'll likely think this is 3 good thing, Of course it is to some degree, but hold

. . Search by miRNA name or keyword
on to the end and hopefully vou'll see that it creates some issues,

miRBase 17 released By sam (&pril 26, 2011) | Gio | Example |
miRBase 17 is finally released, The README has stats on the numbers of new sequences (of - -
which there are again many), We've added a bunch more deep sequencing data, and Download published miRNA data

there's more on the way, There are alzo two important changes in nomenclature, about ;
which we'll write more shortly, From the README: The -as nomenclature [, ] Download page | ETP site

This site is featured in:
MNetWatch - Seianca 303: 1741 (20040

miRBase: the microRNA database

Highliahts, Web watch - Adafrra Raviaws
Ganetics 5244 (2004

miRBase provides the following services:

e The mikBase database is a seard Lblished miRMNA
sequences and annotation, Each ey 1o e niroase Seguence database represents a predicted hairpin portion of a
miRINA ranscript (fermed mir in the database), with information on the location and seguence of the mature miRMNA
sequence (termed miR). Both hairpin and mature segquences are available for searching and browsing, and enfries can
also be refrieved by name, kevword, references and annotation. All seguence and annotation data are also available
for download.

e The mikBase Registry provides "ters with unigue names for novel miRMNA genes prior to publication

of results, Wisit the help pages foRg o= e mation about the naming service.
e - , Ry , : " o . Lo L g P

miRBase team.at.the. niversity.of Manchester
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\Stem loop sequence MIO00043

miRBase — Summary o

Description

Stem-loop

‘
By sequence

Deep
sequencing

Single sequence searches:

Paste a sequence here to search against miRMNA sequences, You g

precursor seduences or just the mature miRNAs. This search ma Comments
\
Search se :

uagcagcacauaaugguuugug |

Search rne

ChOOSE BI—-'E"- Database links
sequence. 5

seduence W| Gene family

Ste - | ':'DD ) Accession

tio wour que D

Or: Select the seguence file vou wish o use

E‘Ualue CLI Sequence
| Erowse.. |

I Search miBMaAs I Feset | Example | Maxdimum Deep

sequencing

Evidence

Predicted
targets

References

Copyright OpenHelix. No use o
express written 8

MIO000433
hsa-let-7g
HENCMIRLET?G

MiRNA Entry Page

Homo sapiens let-7g stem-loop

=Y u a
ggc gagguagqu guuuguacagul
PEEEEEEEEer el

cog uuccguca COYACAUyUCaa

262378 reads, 15 experiments

This miRNA sequence is predicted based on homology to a verified miRNA from mouse [1],
later verified in human [2]. let=7g* cloned in [2] has a 1 nt 3' extension (L), which is
Incompatible with the genome sequence.

Coordinates

3.
52302294-52302377
[=]

HGENC: 31485, MIRLETVG

MIPFOO0000Z; let-7

find a short }Mature sequence MIMATO000414

MIMATO000414

hsa-let-7g

34687 reads, 15 experiments

MICROCOSM: hea-let-7g
MICRORMNA.ORG: hsa-let-7g
TARGETSCAN: hsa-let-7g
PICTAR-VERT: hsa-let-7g

PMIC: 1200741 7

5 - ugagguaguaguuuguacagul

experimental; cloned [2-3], Solexa

ugAgg

ENTREZGENE: 406850, MIRLET?G

Stem-loop
?TT.“_E.“?E.“TTT sequence

Ovarigoping ransaripts

sense OTTHUMTO000031 7919,
WORS2-001; inbon 2
OTTHUMTO0000350530;
HORS 2064 wirgromd

Mature
MIRNA(S)

Curr Biol, 12:735- ?39(2002

tﬂalﬂ: 17604}727 .

"Idertification of tissue-specific microRMNAS fro
i Lagos-Quintana M, Rauhut R, Yalzin A, Mever Refe r en C eS
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