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How to find its Targets ?



Method 1: Targetscan

TargetScanHuman

Prediction of microRNA targets Release 6.1: March 2012

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

1. Select a species | Human M

AND

2. Enter a human Entrez Gene symbol {e.g. "LIN28A")

AND/OR

3. Do one of the following:

« Select a broadly conservad® microRNA family | Broadly conserved microRNA families =
« Select a conserved” microRMA family | Conserved nicrofNA families v

« Select a poorly conserved microRMA family |Feorly conserved microRMA families  »|Mote that these families also include small RMAs that have been misclassified as miRMNAs.

« Enter a microRNA name (e.g. "mmu-miR-1") |

* broadly conserved = conserved across most vertebrates, usually to zebrafish
consenved = conserved across most mammals, but usually not beyond placental mammals

TargetScan predicts biological targets of mIRNAS by searching for the presence of conserved 8mer and 7mer sites that match the seed region of each miRNA (ref. 1). As an option, nonconserved
sites are also predicted. Also identified are sites with mismatches in the seed region that are compensated by conserved 3' pairing (ref. 2). In mammals, predictions are ranked based on the
predicted efficacy of targeting as calculated using the context+ scores of the sites (ref. 3, 4). As an option, predictions are also ranked by thei_r probability of consemed_targeting Py, ref. 2).



129 conserved targets, with a total of 130 conserved sites and 51 poorly conserved sites

Method 1: Targetscan

TargetScanHuman

Prediction of microRNA targets

Table sorted by total context score

Genes with only poorly conserved sites are not shown
The table shows at most one transcript (with the longest 3' UTR) per gene

Target
gene

DPYSL2
SMAD3
C18orf19
IGF2BP2
RPP14
3TE51A2
USP30
ATP1AZ
RELA
PPP1R3A
CNRIP1
NEGR1
CBX2
RBM19
SRSF7
NFYC
ZNF516
HAO1
PFKFB2
C190rf26
C5orf13
BLCAP

Representative

transcript

MNM_001197203
NM_001145102
NM_001098801
MNM_001007223
NM_001098783
MM_006011
NM_032663
MIM_000702
NM_001145138
MI_002711
NM_015463
MNM_173808
NM_005189
NM_001146699
NM_001031684
NM_001142587
NM_014643
NM_017545
NM_001018033
NM_152769
NM_001142474
|\|m1_nn1 1R7R2N

Gene name

dihydropyrimidinase-like 2
SMAD family member 3

chromosome 18 open reading frame 19
insulin-like growth factor 2 mRNA binding protein 2
ribonuclease P/MRP 14kDa subunit

ST8 alpha-N-acetyl-neuraminide alpha-2 8-sialyltransferase 2

ubiquitin specific peptidase 30
ATPase, Na+/K+ transporting. alpha 2 polypeptide

v-rel reticuloendotheliosis viral oncogene homolog A (avian)

protein phosphatase 1, regulatory (inhibitor) subunit 34
cannabinoid receptor interacting protein 1

neurcnal growth regulator 1

chromotox homolog 2

RMNA binding motif protein 19

serinefarginine-rich splicing factor 7

nuclear transcription factor Y. gamma

zinc finger protein 516

hydroxyacid oxidase (glycolate oxidase) 1
B-phosphofructo-2-kinase/fructose-2 6-biphosphatase 2
chromosome 19 open reading frame 26

chromosome 5 open reading frame 13
hladder ranrer assnciated nrofein

Release 6.1: March 2012
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[View top predicted targets, irrespective of site conservation]
[Show all transcripts]
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hsa-miR-596 -0.61
hsa-miR-596 -0.60
hsa-miR-596 -0.56
hsa-miR-596 -0.533
hsa-miR-596 -0.53
hsa-miR-596 -0.51
hsa-miR-596 -0.50
hsa-miR-596 -0.49
hsa-miR-596 -0.46
hsa-miR-596 -0.45
hsa-miR-596 -0.45
hsa-miR-596 -0.44
hsa-miR-596 -0.42
hsa-miR-596 -0.41
hsa-miR-596 -0.39
hsa-miR-596 -0.39
hsa-miR-596 -0.38
hsa-miR-596 -0.38
hsa-miR-596 -0.36
hsa-miR-596 -0.36
hsa-miR-596 -0.34
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Method 1: Targetscan

TargetScanHuman

Prediction of microRNA targets Release 6.1: March 2012

Human DPYSL2 3'UTR

0.k 0.2k 0.% 0.4k 0.5 0.6k 0.7k 0.8 0.9k 1k 1.1k 1.2k 1.3k 1.9k 1.5k 1.6k 1.7k 1.8k 1.9k 2k 2.4k 2.2k 2.3k 2.4k

4

Gene
Hunan DPYSL2 NM_001197293 3" UTR length:2471

Conserved sites for niRNA fanilies broadly conserved anong vertebrates
IIMR—M!' :1R-29wcd :lﬂ-w&cdefl30abe-5o/m-5p :lR-i&labcd/dZSZ

l.l 1R-130ac/301ab/301b/3010-3p/454/721/4295/3666
: iR~17/17-5p/20ab/20b~5p/93/106ab/427 /518a-3p/519d

’I“ R-7/7ab llni R-140/140-5p/876-3p/1244
Conserved sites for niRNA fanilies conserved only among nannals
:xR—lZﬁa-Sp/lSOd miR-125a-3p/1554 :IR—-ZZG niR-410/344de/344b-1-3p
vlu R-4%4 :iR-329/ 329ab/362-3p
:iR-494

Poorly conserved sites for niRNA fanilies conserved among mamnals or vertebrates
niR-28-5p/708/1407/1653/3139miR~326/330/330-5p miR-504/4725-5p :iR-379/‘1193-5p/3529 :iR-S/Sab :1R—142—3p :lR-542-3p :iR-192/215:lR-539/539-5p :iR-30abcdeF/30abe—5p/384-5p

ll:lR‘l&l :XR—375' ll'llR—421 I'MR—433 :1?—203 :XR—433 :1R-875‘5p :12-214/761/36194‘) l:tR-758:lR-495/1192 :IR-425/425-59/489
:iR—491—5p :1R—125a-5p/12®—5n/351/670/4319 :12—425/425—59/489 :lR—15abc/16/16abc/195/322/424/497/1907 :lR—224 :iR—361—ﬂp
miR-339h/339-5p/3586-5p miR-103a/107/107ab niR-33%/339-5p/3586-5p niR-1ab/206/613 miR-149
" | ’ miR-544/5d44ab/544-3p y MR~93/930/105/1060/2910—39/29:/295/302&&:&/ 372/373/428/519a/5200
niR-2160/2160b-5p !
niR-346 miR-216a

miR-320abcd/4429
:2 R-485-5p/1658/1703/1962
:i R-21/590-5p
: 1R-290-5p/292-5p/371-5p/293

Sites for poorly conserved niRNA fanilies
miR-3934  miR-1255ab miR-612/1285/3187-5p miR-1184 miR-4261 miR-4327 niR-4318 miR-345-3p/4539 miR-4279 miR-4716-3p miR-2477/3673 miR-2276 niR-4329nriR-1326/4766-5p
U | i i 1 1 1 ] L 1 ] 1

WR-665 " air-576-3p WiR-4732-3pRiR-3664-3p niR-4693-3p niR-4736 MiR-1184  WiR-371/373/371b-5 niR-2392miR-4720-3p  miR-548t/1643 iR-570 iR-548d-3p/548ackz

hiR-46%0-3 :xn-&ss—sm;nmgso :1R-1;65 :m-azal-sp/xsxs :m—asssu' :in-«a!s piR-3164 . piR-4711-3p :zn—499-3;/499a-3p :m-'md-apmsact:z :m-xm/sxs's-5p:m-4ssn-3p/3941
miR-4804-5p RiR-4455 miR-3714 MiR-643 iR-3656 niR-522/518e/1422pmiR-1910  miR-671-3p RIR-4S12  MR-3913-Op  miR-4307 AiR-519a/51%c-3p/291b-3p/1347 MIR-4691-5pmiR-3186-5p
iR-2355-5p miR-548pmiR-720 iR-4282 miR-2964/2964a-5pmiR-1562/4311miR-574-3pniR-4693-5pniR-3164 iR-4520b-3p WiR-2417/4534 miR-1293/4483 -m—asaMm—qm nif-44775
RIR-2355-5p NiR-3691-5p :1'9-543,:» MR-65L  NIR-4763-5p iR-3569/4496 WIR-1251 IR-3125/3530/3316 RIR-4757-5p BIR-4533 :m—s« niR-g4 niR-4326 mn-zus
RIR-367 NiR-296-Tp iR-637  WIR-478-3p  MIR-GZE9nIR-IL23MIR-4446-3p nR-G76-3p | mIR-4464/4748 MIR-S1L WIR-4762-3pIR-TTIT" piR-4477amie- 3148 nm-ssa/san niR-4794

- = =



Method 1: Targetscan

Conserved
predicted consequential pairing of = T
EE= 'Eg"(’:‘)(:t‘;ﬁ:}a"d Sl ' ' ' contribution|contribution| score
Position 2096-2102 of DPYSL2 3' UTR &' .. .RACCUGACGAUUUCUGCAGECUG. . .
L 0,006 0083 025 89 2016 WA
hsa-miR-396 3’ GGGCUCCUCGGCCCEUCCGRE

Poorly conserved R

predicted consequential pairing of | ___ type o

contribution|contribution| score

target region (top) and miRNA - g
{bottom) match|contri-| contri

bution| bution |bution

Position 679-685 of DPYSL2 3' UTR 5" ...GCUGUUGRURRRGGGECLREECUU.. . Tmer-

[RANARN ma <0120 0.003 0043 0034 -0.006 -0.083 013 43 0.193 A
hsa-miR-596 2" GGGCUCCUCGGCCCGUCCGAR
Position 1700-1706 of DPYSL2 3' UTR 3' .. .RGCARUGUUGUAUUUGCRGECUU. . . Tmer

ARRRNNI ma -0.120 0040 -0105 0047 -0.006 -0.083 -0.23 84 1.194 MiA
hsa-miR-396 3" GGEECUCCUCGECCCEUCCEAR

Context+ store and features that contribute to the context+ 5o

e evaluated as in Garcia et al., 2011, \

Mutant Design



Human TP53 3'UTR

Method 1: Targetscan

TargetScanHuman

Prediction of microRNA targets Release 6.1: March 2012

4 ! ! ! ! ! ! ! ! ! ! ! ! ! !
+ 1 T T t T T T

0.1k 0.2k 0.3k 0.4k 0.5k 0.6k 0.7k 0.8k 0.9k 1k 1.1k 1.2k 1.3k 1.4k
Gene
Human TPG3 MM_001126114 37 UTR length:1496

Conserved sites for niRNA fanilies broadly conserved am
1et-7,/98,/4455 /4500 miR-22/22-3p
u | ]

[Show conserved sites for miRMNA families conserved only among mammals]

Key:
[Show poorly conserved sites for miRMNA families conserved among mammals or Sites with higher probability of preferential conservation
"r'EI'tEhI'Et_ES] ] - MW smer [l 7mer-m8 Ml 7mer-1A [l 3 comp*
[Show sites for poorly conserved miRNA families] Sites with | bability of preferential .
~ v S Q\ '_-| IINEQE Cf INIRH)’-‘ SItES] IKes wi ower probability of preferential conservation
. mer Tmer-m: Tmer-1A comp*
w table of miRMA sites] M Smer M 7mer-mé M 7me M 3 comp

View human genome browser (Feb 09)]
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WGECUC———Ul I
——--GGUAGARLAAGGUUCUUGUAUGUARGRACAG UCUAGLRAT
LACTUAGGAAGATALGAR L AGATUUCTACACACALGL AL UGATUUAGGAAGGAUCUAGAA R CAGCCARD ———-

Fca AGUUU UU-UAGGRUUIUTT-ACTAT LC ==== 1
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Dno AGCOU-—————- UC-ACG—-GUUUUC-ACUCCARAGGERGATT.

Laf CUOAOU-————- TUUARG—-GUUUIU-ACUAUARGGRATGC ———-L RLOUTURLRLTICRAGUCATEER!
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Method 2: mirbase

NIRGESS

I Em

miRNA count: 18226 entries
By sam (April 20, 2012)| | Release 18: November 2011

Many miRBase entry pages have a new "community annotation” section (see, for example, dme-mir-10). This section incorporates information about specific microRNA families
and sequences taken directly from the free, online encyclopedia, Wikipedia. In total, over 4300 miRBase entries currently include information from Wikipedia. We show the Search by miRNA name or keyword

summary paragraph from the Wikipedia page, the full page, [...] 3
By sam () L )

MicroRNA Wikipedia pages in need of attention

The following Wikipedia pages about microRMA sequences and families could do with some loving care. Please take a look, and consider adding information about microRNA
function, evelution, discovery, and references. Feel free to comment here, or email us at the usual address, if you make changes worthy of removing pages from this list. lin- Download published miRNA data
4_microRNA_precursor |sy-6_microRNA [...] Download page I FTP site

This site is featured in:
NetWatch - Science 303:1741 (2004)

miRBase: the microRNA database

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

miRBase provides the following services:

« The miRBase database is a searchable database of published miRNA sequences and annotation. Each entry in the miRBase 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 Reqgistry 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.

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.

miRBase is hosted and maintained in the Faculty of Life Sciences at the University of Manchester with funding from the BBSRC, and was previously hosted and supported by the Wellcome Trust
Sanger Institute.

References
If you make use of the data presented here, please cite the following articles in addition to the primary data sources:

miDBacas intaarstina miceaDM A annatation and danmccannnncina Aata




Method 2: mirbase

g | 417 |Em|x

Home || Search f| Browse || Help | Download §| Blog Submii l:l

Search miRBase

By miRNA identifier or keyword
Enter a miRNA accession, name or keyword:

By genomic location
Select organism, chromosome and start and end coordinates. Leave the start/end boxes blank to retrieve all miRNAs on the selected chromosome.

Choose species v | Chr: | | Start: End:

Select organism and the desired inter-miRNA distance.
Choose species v | Inter-miRNA distance: 10000

By tissue expression

Select organism and fissue.

Choose species | | Select tissue: v | Get experiments

Single sequence searches:

Paste a sequence here to search against miRNA sequences. You can choose to search against the intact precursor sequences or just the mature miRNAs. This search may take a few minutes.
(Max size 1000bps)

Search sequences: Mature miRMNAs hd

Search method: BLASTH v
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Method 2: mirbase

Submit § hsa-mir-23b

Stem-loop sequence hsa-mir-23b

Accession
Symbol
Description

Gene family

Stem-loop

Deep
sequencing

Comments

Genome
context

MI0000439
HGNC:MIR23B
Homo sapiens miR-23b stem-loop

MIPFO000027; mir-23

112028 reads, 47 experiments

" reads

_________________ A,

(S cmcwcualcwuc‘.w_wt;cuuccwt;caur.wswummcwnwmmmwcmﬁwwcmwmmwwﬁc
This m'8NA sequence is predicted based on homology to a verified miRNA from mouse [1], later verified in human [2].

Coordinates (GRCh37) Overlapping transcripts
9: 97847490-97847586 [+] sense QOTTHUMTO0000053202; C9orf3-007; intron 4
OTTHUMTO0000053196; C9orf3-001; intron 5
OTTHUMTO0000053209; C9orf3-014; intron 5
OTTHUMTO0000053211; C90rf3-016; intron 6
OTTHUMTO0000053197; C90rf3-002; intron 14 b 228Kf5 T 1145 |
OTTHUMTO0000053203; C9orf3-008; intron 15

ENST00000468164; C9orf3-007; intron 4
FNSTONNNNAT71078 COnrfR-N14- infran 5




Method 2: mirbase
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Method 2: mirbase

miRBase MANCHESTER

Home [} Search [ Browse | Help Blog Submit l:l

miRBase Sequence Download

» Go to the FTP site
» Previous releases

» README Release notes - read these first!

» miRNA.dat all published miRNA data in EMBL format

» hairpin.fa Fasta format sequences of all miRNA hairpins

» mature.fa Fasta format sequences of all mature miRNA sequences
» miRNA.diff Changes between the last release and this

> miIRNA.dead List of entries that have been removed from the database
» miFam.dat Family classification of miRNA hairpin sequences

Genome coordinates

aae.gff3 ame.qgff3 ath.qff3 bmo.gff3 bta.qff3 cbr.gff3 cel.gff3 cfa.qff3
cre.aff3 dme.qff3 dps.aff3 dre.gff3 ebv.qff3 fru.aff3 aaga.qff3 hemv.off3
hsa.aff3 kshv.aff3 mdo.qgff3 maghv.gff3 mml.qgff3 mmu.gff3 0sa.gff3 vte.aff3
ptr.qff3 rno.gff3 sme.qff3 fae.qff3 tni.qff3 wi.gff3 xtr.aff3 zma.qff3

Comments, questions? Email



Method 2: mirbase

IBGESS

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

9 experiments for all tissues in Homo sapiens

Chocession | Towe [Resscoun] Lk | Comom | Reforerce [Comparewwy]

ERO000000001 embryonic stemcell 190276  GEO : GSM541796 Bar M et al O
ER0000000002 embryonic stem cell 112953 GEO:GSM541797 BarM et al. I
ER0000000103 melanoblast 3283350 GEO: GSM458535 Stark MS et al O
ER0000000104 melanocyte 1037989 GEO: GSM458536 Stark MS et al. O
ER0000000105 2775890 GEO:GSM453537 cellline: pnimary giant congental nevus Stark MS et al. "
ER0DO00000106 melanoma 643502 GEO - GSM458538 cell line” secondary acral melanoma Stark MS et al ]
ER0000000107 melanoma 705535 GEO:GSM458539 cellline: secondary mucosal melanoma Stark MS et al. ]
ERO000000108 melanoma 1820269 GEO - GSM458540 cell ine: secondary cutaneous melanoma Stark MS et al. " |
ER0D000000109 melanoma 1250843 GEO : GSM458541 cell line: primary uveal melanoma Stark MS et al. ]
ERC0Q0000110 melanoma 1313268 GEO: GSM458542 cell line: secondary cutaneous melanoma Stark MS et al. " |
ERDO00000111 melanoma 1168759 GEO : GSM458543 cell line: secondary cutaneous melanoma Stark MS et al. ]
ER0000000112 melanoma 1057097 GEO : GSM458544 cell line: secondary cutaneous melanoma Stark MS et al. I
ER0DO00000113 melanoma 1483737 GEO - GSM458545 cellline: secondary cutaneous melanama from a chronically sun-damaged baody site [ Stark MS ef al ]
ER0D000000114 melanoma 1319980 GEO :GSM458546 cell line: secondary cutaneous melanoma Stark MS et al. ]
ERCO000000135 656 GEO - GEM532871 normal cervix Witten D et al |
ERO000000136 sguamous cell 563 GEO : GEM532872 Witten D et al. ]
ERO000000137 88 GEO : GEM532873 normal cervix Witten D ef a"* = 'ﬁnlm_s &
EROO000D00138 squamous cell 2516 GEO : GSM532874 Witten O et arp -
ER0O000000139 428 GEO : GEM532875 normal cervix Witten D et al. ]




Method 2: mirbase

TARGETMINER: hsa-miR-23b-5p
PICTAR-VERT: hsa-miR-23b

ature sequence hsa-miR-23b-3p
O E MIMATO0000418

[MENTTER [ hsa-miR-23b

58 - aucacauugccagggausacce - /8

109794 reads, 47 experiments

Sequence

Deep
sequencing

[aTH Nl experimental; cloned [2-3]

Validated

: — iR- -
e TARBASE: hsa-miR-23b-3p

DIANA-MICROT: hsa-miR-23b-3p
MICRORNA.ORG: hsa-miR-23b-3p
[ Ts o=@ MIRDB: hsa-miR-23b-3p
[elfie ] TARGETMINER: hsa-miR-23b-3p
TARGETSCAN-VERT: hsa-miR-23b
PICTAR-VERT: hsa-miR-23b

References \_________________________________________________|

PMID:12007417

"Identification of tissue-specific microRNAs from mouse"

Lagos-Quintana M, Rauhut R, Yalcin A, Meyer 1, Lendeckel W, Tuschl T

Curr Biol. 12:735-739(2002). +3L3KE T 156KE |6

PMID:17604727
"A mammalian microRNA expression atlas based on small RNA library sequencing"
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Gene name miRNA name Methods score
1 PRODH (Homo sapiens) hsa-miR-23b= |E |E |E @ @ @ @ -
Gene A
details
Ensembl Gene ID: ENSGO0000100033
Gene Name: FEODH
Refseq IDs: MM_016335
Description: Proline dehydrogenase, mitochondrial Precursor (EC 1.5.99.8)(Proline oxidase){Proline

External links:
Kegg pathways:

oxidase 2){p53-induced gene & protein) [Source:UniProtkB/Swiss-ProtAcc: 04327 2]
UniFrot

Arginine and proline metabolism

Metabolic pathways

Chromosome: 22

Transcirpts: EMNSTO00003995694, ENSTO0000334029, ENSTO0000313755, ENSTOO000357068
miRMNA A

details

MName: hsa-miR-23b™

Alternative description:

Related names:
miRMNA sequence:
External links:
Related MeSH terms:

MIMATOOOD4587
There are no related names for this entry.
UaaEUUCCUGECALUGCUGALUL

miREase
Adenocarcinoma Breast Neoplasms Ca rCI n 0 m a
H e pato Ce I I U | a r Ca I’dlﬂme al iCell Transformation, Viral

Cholangiocarcinoma Choline Deficiency Colonic Neoplasms Cvtnmegalnwrus Infectu:ms

D|Seasa M_Dde|5_, An|ma| Disease Progression
EndDmEtI"IDSIS Folic Acid Deficiency Hypertrophy, Left Ventricular

KI d n ey N e 0 p I a S m S Leiomyoma Leukemia, Myeloid, Acute
lee r N e 0 p | a Sm S MElanﬂma MNeoplasm Metastasis

N eo p I a Sm S I"'l'E'%l"L.lS..r P|g mentEd Precursor Cell Lymphoblastic

Leukemia-Lymphoma Prostatic Neoplasms Reperfusion Injury Ur|na I"y Bladder
NEDD|ESF‘I’IS Uterine Neoplasms Ventricular Remodeling

Validated Targets

Authors

Liu W et al.

Year

Methods Regulation Valid. type Region

2010 [R] [N [P ™ [ O] [0 Nt UNKNOWN UNKNOWN . v

specified




DNA Intelligent Analysis

HOME SOFTWARE DATABASES MEMBERS PUBLICATIONS HELP w CSiab® @rnr#mu R

e | o —

Please cite:
M. Maragkakis, T. Vergoulis, P. Alexiou, M. Reczko, K. Plomaritou, M. Gousis, K. Kourtis, M. Koziris, T. Dalamagas, AG. Hatzigeorgiou

DIAMA-microT Web server upgrade supports Fly and Worm miRNA target prediction and bibliographic miRNA to disease association,

Mucleic Acids Res. 2011 Jul;390Web Server issue):\W145-8

Results: 1555 targets for miRMNAS Fsz-mip-223H @ . Threshold is set to 0 =

=== =
= Q .- @ Predicted Targets
Ensembl Gene Id miRNA name miTG score SNR Precision Also Predicted
1 ENSG&%’PDBDEESMS hsa-miR-23b 0.881 5.8 0.9 v
;?gnt;r 2 ENSGEPESEI%E?BESE hsa-miR-23b 0.871 5.8 0.9 [] w
ng the 3 ENSGPS%%DEJBMS hsa-miR-23b 0.851 5.8 0.9 v
4 ENSGFZDE%?B%%EBEB hsa-miR-23b 0.820 5.8 0.9 v
5 ENSGS%%[&[EDQDS hsa-miR-23b 0.826 5.8 0.9 1~
6 ENSG?EEE?H“‘E‘B hsa-miR-23b 0.825 5.8 0.9 1«
7 ENSG?&EEE%?’BEDD hsa-miR-23b 0.813 5.8 0.9 o0
8 ENSG{%%%T;DB]?E?E hsa-miR-23b 0.798 5.8 0.9 1~
9 ENSG?EEESHBME hsa-miR-23b 0.797 5.8 0.9 1~
10 ENSG{%DED&E]MQ? hsa-miR-23b 0.795 5.8 0.9 1~
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DIANA mirPath

DIANA LAB DNA Intelligent Analysis

HOME SOFTWARE DATABASES MEMBERS PUBLICATIONS HELP
DIANA - mirPath A (7 s e e
= CsLab ®

Single microRNA Analysis (Precompiled results)

Select Species Select Prediction Software Select miRNA

23

(3) DIANA-microT-3.0 Strict let-7a
& Human (O DIANA-microT-3.0 Loose %EE‘:b
() DIANA-microT-4.0 (beta version) ELAC

let-=d —
O Mouse ) PicTar o

(O TargetScan 5 let-7f
let-7g
let-7i
miR-1
miR-100
miR-101

[

For analysis of MULTIPLE microRNAs (online) CLICK HERE
| 4 71.2/5 1 35.6K/s | €|

If used, please cite: DIANA-mirPath: Integrating human and mouse microRNAs in pathways GL Papadopoulos; P Alexiou: M Maragkakis: M Reczko; AG Hatzigeorgiou Bioinformatics 20009; doi: 10.1093/bicinformatics/btp29o




DIANA mirPath

DIANA LAB

DNA Intelligent Analysis

HOME

Predicted Target Genes: 614
Found in pathways: 130

MET, SOS1, VEGFA, PAK2,
PAK6, ARNT, ETS1, PIK3R3

Renal cell carcinoma

ErbB signaling pathway

Axon guidance

Focal adhesion

SOFTWARE

NCK2, STAT5B, S0S1,
PAKo2, PAKG, ERBB4,

MAPK10, PIK3R3, CAMK2B

SRGAP3, NCK2, CXCL12,
MET, SEMA6D, FYN, CFL2,

EPHAT, PAK2, PAK6,
ROBO2

MET, COL3A1, PDPK1, FYX,

DATABASES

MEMBERS

8

11

14

PUBLICATIONS HELP

7.65

6.46

KEGG Pathways enrichment in ~hsa-miR-23b target genes.
Prediction software: microT-4 using a score threshold

ENSG00000105976,
ENSG00000115904,
ENSGooo00112715,
ENSGooooo180370,
ENSGoo0o00137843,
ENSG00000143437,
ENSG00000134954,
ENSGo0000117461

ENSGoooo0o071051,
ENSG00000173757,
ENSGo0000115904,
ENSGoooo0180370,
ENSGoo000137843,
ENSGo0o000178568,
ENSG00000100339,
ENSGo0000117461,
ENSGoooooo38404
ENSGooo00196220,
ENSGoo000071051,
ENSGoo000107562,
ENSGo0000105976,
ENSG0o0o000137872,
ENSGoooooo10810,
ENSGoo000165410,
ENSGo0000135333,
ENSGooooo180370,
ENSGo0000137843,
ENSGooooo185008

ENSG00000105976,

hsaos211

hsao4012

hsao4360

hsao4510

| ¥68.4Kfs 13325 B |



DIANA mirGen

Hairpins that preduce this mature miRNA:

hsa-mir-23b
h 6887311-06887407 strand: 1

chro:96887211-06887407 strand:1 06 Marson et al. first miRNA Overlapping gene.
Details about overlapping gene:
--Ensembl id: ENSGooooozo7563
--Names: MIEN23B
--Description: HSA-MIR-23B [SOURCE:MIRBASE:ACC:MIoooo439]

There are no transcription factors connected to this transcript.

Corcoran et al. experimental Intragenic miRNA.

Transcription factors connected to this transcript:

Transfac id

B.S.R.C. Alexander Fleming - 34 Fleming Street, 16672, Athens, Greece
“ALEXANDER
FLEMING™




DIANA Tarbase

DIANA LAB - Tarbase
DIANA LAB - Tarbase LEl ) — ; : i

4 » % L) http://localhost/projects/DianaToolssant/index.php?r=tarbase/index&mirnas=hsa-let-7b,

@ | (2§~ Google Q) #A| | =~

{&] Most Visited ~ | | Getting Started £ Latest Headlines + 5 PHP Error

hsa-let-7b hsa-let-7a

Advanced options:

Seclect species: s°lcd ver. method: Sclect regul. type: s.lut those valid. as: Select pred. score thr.:
assword v/ CAENORHABDITIS ¥/ Reporter Gene Assay  [V.UP [V POSITIVE o “
ELEGANS ammm Blot ¥ DOWN  NEGATIVE
= s_,ﬂonosomu 5vcu Apply Filert Apply Fintert Aoply Filter!
(V! HOMO SAPIENS [} microarray Select validation type:  Select publ. year: Only those having
Personslization festures are ¥ MUS MUSCULUS ¥ Sequencing + DIRECT : prediction score greater
available for registered users. N | Other v 1900 than the above will be
Apply Filtert 8 ' INDIRECT
Apply Filtert Apply Filtert Apply Fitter! presented.
« History
Only publications
Lo SpaEmTD ot s s o)
(Cite TarCloud property Suss SN
presented.
You don't have an t?
= Sign up for free hercl)
« Take a tour by using the to cite:
guest account, The paper is under review.
Gene name Mecthods . Pred. sco
miRNA details v ]
Authors Methods Validated as Regulation Valid. type Region

w Schadewoldt et o, 1977 [R] W] [@ [P] (M] [A] [©) POSITIVE 3 INDIRECT SUTR %] ~
Cell types: -

Comments: There are no user comments.




Selection of Candidates

* Genes related with p53 a
* Tools: T
|
|

— String
— Google scholar

 Ten Genes are selected




Further Experiments Validation

e Luciferase Experiment

M mir

mNC Realtime Detection

o mir

Bcl2I2 DPYSL2 HMGA1l Smurfl






