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Abstract

Background: MicroRNAs are small highly conserved non-coding RNAs which play an important
role in regulating gene expression by binding the 3'UTR of target mRNAs. The majority of
microRNAs are localized within other transcriptional units (host genes) and are co-expressed with
them, which strongly suggests that microRNAs and corresponding host genes use the same
promoter and other expression control elements. The remaining fraction of microRNAs is
intergenic and is endowed with an independent regulatory region. A number of databases have
already been developed to collect information about microRNAs but none of them allow an easy
exploration of microRNA genomic organization across evolution.

Results: CoGemiR is a publicly available microRNA-centered database whose aim is to offer an
overview of the genomic organization of microRNAs and of its extent of conservation during
evolution in different metazoan species. The database collects information on genomic location,
conservation and expression data of both known and newly predicted microRNAs and displays the
data by privileging a comparative point of view. The database also includes a microRNA prediction
pipeline to annotate microRNAs in recently sequenced genomes. This information is easily
accessible via web through a user-friendly query page. The CoGemiR database is available at http:/

[cogemir.tigem.it/

Conclusion: The knowledge of the genomic organization of microRNAs can provide useful
information to understand their biology. In order to have a comparative genomics overview of
microRNAs genomic organization, we developed CoGemiR. To achieve this goal, we both
collected and integrated data from pre-existing databases and generated new ones, such as the
identification in several species of a number of previously unannotated microRNAs. For a more
effective use of this data, we developed a user-friendly web interface that simply shows how a
microRNA genomic context is related in different species.

Background late a large number of transcripts [1]. In the nucleus,
MicroRNAs are a family of endogenous small non-coding ~ microRNA genes are transcribed into primary transcripts
RNAs with a length of approximately 21-25 nucleotides,  (pri-microRNA) and then cleaved into shorter precursor
which are usually highly conserved and predicted to regu-  transcripts (pre-microRNA) by the enzyme Drosha and
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finally exported to the cytoplasm where they are cleaved
and processed by Dicer to generate mature microRNAs

[2].

Concerning their genomic organization, microRNAs can
be defined as a) intragenic, i.e., located within other tran-
scriptional units (host genes), more frequently in their
intronic regions and more rarely within exonic regions or
b) intergenic. There is evidence that intragenic microRNAs
are co-expressed with the mRNAs of their host genes [3]
and therefore share with them the expression regulation
control. We believe that this observation can be exploited
to shed further light on the mechanisms underlying the
control of microRNA expression.

As a first step towards this goal, we decided to carry out a
genomic comparative analysis of microRNAs in order to
gain more insight into their biology and evolution. A
number of databases have already been developed to col-
lect information about microRNA genomics, sequences
and target genes [4-7]. In particular, some of them allow
the user to obtain some information about the genomic
organization of microRNAs, including information on the
relative position with respect to other transcripts and, in
the case of intragenic microRNAs, on the features of the
corresponding host genes, such as miRBase, miRNAMap,

Table I: microRNA databases: differences and similarities

http://www.biomedcentral.com/1471-2164/9/457

miRGen and Argonaute (Table 1). However, none of them
provides all of this information simultaneously and in the
context of an evolutionary perspective. For this reason, we
decided to develop a new microRNA-centred database
with a particular focus on the genomic organization of
microRNAs and of its evolutionary conservation in meta-
zoan species.

Results and discussion

Construction and contents

Sequences of the annotated microRNAs were downloaded
from miRBase [8,4], release 10.1, December 2007. The
genome sequences, and corresponding annotation data,
for all the species analyzed were extracted from the
EnsEMBL database (release 48, December 2007) [9]. For
each microRNA, we identified the putative host gene by
querying EnsEMBL using the appropriate Perl object or
running a BLAST analysis. For each intragenic microRNA,
we provide information about: -the relative localization
with respect to all the annotated transcripts of the overlap-
ping gene; -the extent of conservation of the genomic loca-
tion of microRNAs across evolution; -the gene expression
data for the host gene, extracted from the SymAtlas data-
base (available only for Human and Mouse) [10].

Feature

Mature sequence
Description

Genome coordinates
Overlapping regions

List of clustered MicroRNA
Surrounding genomic region
Family

Predicted MicroRNAs

List of ortholog microRNA
Comparative microRNA overview (1) -
Comparative location overview within species -
Comparative location overview for any species () -

+ o+ o+ + o+ o+

+

Annotation for many Metazoan + ¥

Tissue specificity -
Expression data -
Link to target prediction +
External links +
Target section +
List of targets -
Stem-loop structure +
Multiple microRNAs queries 4) -

miRBase

miRNAMap miRGen Argonaute CoGemiR

o+ o+ o+
+ o+ 4+
o+ o+ o+

+ 4+ +
.
"o

+ o+ o+
'

ek

+ o+ o+ o+
+ 1 \
. . +

P T T SR T T S S S S R S S S S

+ +
v+
P
C oo

+ sotok

'
'
'
+

(1) The possibility to see the same microRNA in all species

(2) The possibility to see the same localization (e.g., intronic) within a species

(3) The possibility to see the same localization (e.g., intronic) in all species

(4) The possibility to submit a list of microRNAs as query
* Plus plants

** only Human, Mouse and Rat

** only for predictions
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The database includes information on predicted microR-
NAs, which are either predicted by EnsEMBL, or by a
CoGemiR pipeline based on sequence similarity proce-
dure integrated by secondary structure analysis (Figure S1
Additional file 1). The latter procedure is similar to that
implemented by the web tool miRNAminer [11] and aims
at identifying microRNAs that are not yet annotated in
recently sequenced genomes (see Figure S1 Additional file
1). In comparison to miRNAminer, we extended this anal-
ysis to a higher number of species. As a result, we were
able to predict the presence of 188 putative microRNAs in
8 species, which are not currently annotated neither in
miRBase nor in EnsEMBL (Figure S1 Additional file 1 and
Table S1 Additional file 2).

Overall, CoGemiR contains 5064 records — 3970 of which
are annotated in miRBase, 906 are predicted by EnsEMBL
and 188 are predicted by CoGemiR - distributed across 36
species, as shown in Figure 1. Furthermore, we provide
direct links to miRBase and EnsEMBL, direct link to taxon-
omy information for all the species analyzed and direct

http://www.biomedcentral.com/1471-2164/9/457

links, whenever possible, to other relevant database,
including web sites for target prediction.

Utility

The information contained in CoGemiR are both col-
lected from pre-existing databases and newly generated
via a processing pipeline we implemented in order to
determine microRNA genomic organization and conser-
vation across a number of metazoan species.

The database web interface allows verifying whether a
given microRNA is reported to be intragenic or intergenic
in one or more species. For intragenic microRNAs, it is
possible to verify whether or not a particular microRNA is
located within the same gene in different species as well as
to establish whether its position within the host gene
(e.g., exonic, intronic, etc.) is also conserved. In addition,
for most of intragenic microRNAs, we provide both qual-
itative and quantitative expression information pertaining
to the corresponding overlapping genes. A specific filter
allows the user to restrict the search only to already anno-

MicroRNAs distribution
700
600
5500 .
¥}
= 400
E
-
° =
5300 '
5200 1+ - . T
= |
- ] I II
0 i 1 1 1 = 1 . . | |
zemmmmg;oma—gmmmmmggmsmmmmmmzmmmmmﬂtg
ngactgngt:u‘egagagc gzgaggggﬁuaaagum
2 g f=pgE2téisginsgyiiacsingisigedntiszce
= = E W w9 U D o8 @ 5 8 = 29 “‘c B E & w0 ¥ 8 € EE
& 8 3 @ g 2 8 @ E g2 w i 2 s gdwwas EEE S & § 3 « @ m £ & = B s P
] a8 a9 * ‘Enng.ﬂ=lﬂgﬂ°35ng_n w8 ¢ g 8 . E 5 2O &
3 = = w 88 = g o > - ¢ ¢ ® w £ 3 mﬂ:ﬂ“...:;..cgsmcg‘"
Y S & > ® © c 9 £ 4 @ 3 ¢ 5§ 8 o » 3 8 g £ 2 £ E c @ 5 - 'm B
< ¢ 8 &8 ® € § € E £ 3 ¢ £ 8 »m g £ £ 28 28 6 © 8 .5 i3lg9 & o G5 1% 50
= =893 g o & 8 a o T R T 238 3¢E
[&] = [ =] - =
g 3 £: £ 3 2% s EE B = ETET S
o L] w w e F 4 3 o
2 8 @ -} s a2 e = =
5 g & z £ s
o o E
]
a
w
Species
M PRESENT IN MIRBASE B PREDICTED BY ENSEMBL I IPREDICTED BY CoGeMiR (HC)
Figure |

MicroRNAs distribution across analyzed species. The chart reports the distribution of microRNAs in different species.
On the Y-axis the absolute number of microRNAs is reported, on the X-axis the name of the species. In yellow the CoGemiR
high confidence (HC) prediction, in red the EnsEMBL prediction and in blue the microRNA present in miRBase.
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tated microRNAs or to those predicted by EnsEMBL and/
or CoGemiR (see next section for further details).

User Interface

The main page briefly summarizes CoGemiR aims, pro-
vides some statistics and allows the user to submit a quick
search (Figure 2). There are tree ways to perform a quick
search, i.e., (i) by typing a keyword (e.g., mir-124), (ii) by
pasting a list of microRNAs (max 50) or (iii) by uploading
a file. The query mask allows the user to perform more
complex queries. In the advanced search, all the possible
search options are available. In the main search page, the
query becomes more and more specific in a step-by-step
process, depending on the user's choice. It is possible to
retrieve: (1) a specific microRNA in a selected species; (2)
the list of microRNAs present in a given species or in a set
of species (e.g., all human microRNAs or microRNAs
present in all Primates); (3) the list of the species in which
a selected microRNA or microRNA family is present. In
the latter two cases, the search can also be further
restricted by 1) microRNA 'status’, i.e., to allow the user to
retrieve either predicted or annotated microRNAs only; by
2) 'localization’, i.e., to allow retrieval of all the microR-
NAs with a specific localization (intergenic or intragenic
and within the latter category exonic, intronic, etc.); and
by 3) expression data, i.e., to allow retrieval of all the
microRNAs with an overlapping gene expressed in a spe-
cific tissue (option available only for human and mouse).
Additional and more complex subqueries are possible by
combining status and localization filters (Figure 3). Parts
of the form appear only if a filter is selected (e.g., the spe-
cific localization filter appear only if intragenic microR-
NAs are selected). Using wildcards (a question mark
immediately after the microRNA name), it is possible to
perform less stringent queries, e.g., by entering the query
"mir-124?" will yield as results both "mir-124" and "mir-
124a" entries.

The "Results" page contains a summary of the main infor-
mation about the queried microRNAs (Figure 4). The user
can choose the columns to be visualized. The first column
("MicroRNA") reports the name of the microRNA linked
to the "extra feature" page (see below), the "conservation"
column, which only appears when a single species is
selected in the query, provides a link to the list of species
in which the microRNA is present, the "family" column
provide a link to the list of the microRNAs belonging to
the same family in all species, the "miRBase" column pro-
vides a direct link to miRBase whereas the "genomic coor-
dinates" column and the "overlapping gene" column,
which contain the name of the gene overlapping the
microRNA, provide links to EnsEMBL (release 48). The
last three columns indicate the microRNA localization,
the rank of the intron/exon of the gene in which intra-
genic microRNAs are embedded and the status of the

http://www.biomedcentral.com/1471-2164/9/457

microRNA, i.e., annotated or predicted. For the CoGemiR
predicted microRNAs, the "status" column provides a link
to the secondary structure prediction data. As shown in
Figure 3, the "Results" page allows to obtain an evolution-
ary overview of microRNA genomic features. For example,
it is possible to simultaneously assess the genomic locali-
zation of a given microRNA in all the analyzed species, as
shown in Figure 4.

Finally, below the "results page" table, there are links for
downloading the sequences of the retrieved microRNAs in
FASTA format and visualizing them in a multiple
sequence alignment format (generated by ClustalW),
which allows the recognition of the nucleotides that have
diverged across evolution in different species. A phyloge-
netic tree in Phylip format is also provided.

The "Extra features" page, accessible via the "microRNA"
link in the result page collects additional information
(Figure 5), such as the genomic coordinates of both the
microRNA and the overlapping gene, additional informa-
tion on the genomic region, including the presence of
nearby microRNAs that may be part of a microRNA cluster
and/or additional overlapping transcribed sequences
(e.g., ESTs), the sequences of both the precursor and
mature forms of microRNAs, microarray expression data
of the overlapping gene (extracted from SymAtlas [12])
and links to other external databases. Please note also that
all query results can be downloaded by the user.

Comparison and improvement on similar existent
database

The main difference between CoGemiR and already avail-
able resources [4-7], is represented by the evolutionary
perspective of data presentation. Other already available
microRNA databases already contain information on
microRNA genomic data and evolutionary conservation
but none of them allows the simultaneous and systematic
retrieval of these data for each microRNA. These features
render CoGemiR a valuable resource to gain insight into
the evolution of the genomic organization of microRNAs.
For instance, the use of CoGemiR allows to assess that the
genomic organization of miR-25 is likely to be highly con-
served across evolution, Figure 4A shows that this micro-
RNA is intragenic and is localized within the same host
gene, MCM7, in all species analyzed, with the possible
exception of Xenopus tropicalis. On the other hand, it is
possible to identify an intriguing difference in the
genomic organization of miR-585, a microRNA so far
identified only in human and in chimp. This microRNA is
localized within the SLIT3 gene in both species but in dif-
ferent orientations, being transcribed in opposite orienta-
tion with respect to SLIT3 in chimp and in the same
orientation in human (Figure 4B). Since it was suggested
that an intragenic microRNA and the corresponding host-
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CoGem /R

Comparative Genomics MicroRNA database

| Home [Search|Help|Download | |

Comparative Genomics Analysis of MicroRNA

MicroRNAs are a family of endegencus small non-coding RNAs with a length of approximately
21-25 nucleotides, which are usually highly conserved and predicted to regulate a large number
of transcripts. CoGeMiR is a publicily available microRNA-centered database whose aim is to offer
an overview of the conservation of microRNAs during evolution in different animal species. This
database collects information on genomic location, conservation and expression data of both
known and predicted microRNAs. For details, please visit our Help page.

Release v1.2b June 2008

No Records = 5064

No CoGemiR Prediction = 188

No Species = 36

Data source = EnsEmbl v48 (Dec 2007)
miRBase 11.0 (Apr 2008)

Please note, for a best view, we suggest to use one of the following web browsers:
Firefox, Explorer, Camino or pe Navigator.
When using other browser, make sure that the visualization of cgi files is enabled

Quick search

Type your keyword (e.g. hsa-mir-204
or mir-211)

Paste Your MicroRNA List (max 50
microRNAs). (Click here for details).
If you want submit more than 50
microRNAs, please upload a file.

or sumbit a file (click here for
information about the file format)

™ PRESENT IN MIRBASE M PREDICTED BY ENSEMBL = PREDICTED BY CoGeMiR (HC)

Homo sapiens ] 1691
Macaca mulatta 502
Mus musculus 495
Pan troglodytes 383
Canis familiaris — 349
Danio rerio 334
Rattus norvegicus — 323
Drosophila melanogaster | 308
Bos taurus 218
Xenopus tropicalis 210
Tetraodon Nigroviridis _|—— 156
Caenorhabditis elegans 155
MONOCEIPNIS COM eSSt e 154
Takifugu rubripes _|e— 150
Gallus GAllUS —— 149
Oryzias |atipes jo— 109
Anopheles gambiae 66
Oryctolagus cuniculus J——— 55
Loxodonta africana 43
Ornithorhynchus anatinus Jeee— 140
Echinops telfair jf—— 35
Dasypus novemcinctus = 27
Ciona savignyl _jesss 27
Ciona Intestinalis == 25
Aedes aegypti 25
Gasterosteus aculeatus F 7
Tupaia belangeri 4
Otolemur garnettil 4
Felis catus 4
Spermophilus tridecemlineatus 3
Myotis lucifugus 3
Sorex araneus 2
Ochotona princeps >
Microcebus murinus 2
Erinaceus europaeus 2
Cavia porcellus 2
] 100 200 300 400 500 600 700

Web Site Designing & Administration Vincenza Maselll
Web services support Glamplero Lago & IT staff

[Home] [Search] [Help] [Download]

Figure 2

Main query page. The CoGemiR home page allows the user to make a quick search (more details in the text).
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| Home pCEICN Help Download |

You are in Home ---> Advanced Search

oo poces |

GENOMIC CONTEST FILTER

MICRO RNA Select all microRNAs/Families or search by name (select from list)

Choose microRNA © MicroRNA @ Family
ECIES Run the search on all species or select one or select a group from list

B or Choose a clade BN LD

STATUS Filter by the microRNA status in the database

@ Al O Predicted O Annotated
@ All () EnsEMBL Prediction
Filter microRNAs by localization

@ Al O Intergenic () Intragenic

::'rt:;i:: uerapping igenejtranscription @ Al O sense () antisense

Filter by overlapping gene biotype @ All O KNOWN GENE () EST
Filter by intragenic sublocalization ® All O intronic () exonic

(O CoGemiR Prediction

Filter exonic localization [[Jexon_left [] exon_right ] over_exon [ inside_exon

OTHER FEATURES FILTER
OVERLAPPING GENE Enter gene symbol or EnsEMBL 1D
Enter overlapping gene |

crosstomve |

Choose the features to view
! #Intron/Exon M Status

_ Search

Search by the tissue in which the overlapping gene is expressed

v Expression data are avallable only for human and mouse

™ Family ™ Conservation M miRBase W Genomic Coordinates W Species W Overlapping gene M Localization ™

{_Reset

Figure 3

Search page. In the CoGemiR search page a user-friendly form guides the user in performing the queries.

ing transcriptional unit share both expression profiles and
expression control elements when they are transcribed in
the same direction [3], this difference may imply a signif-
icant difference in the regulation of expression of miR-585
between human and chimp. Obviously, the verification of
this hypothesis requires further investigation.

Moreover, similar to miRNAMiner [11], CoGemiR allows
to perform an automatic annotation of newly sequenced
genomes for microRNAs. However, compared to miR-
NAMiner, we extended the latter analysis to a higher
number of species.

Table 1 summarizes the main features of CoGemiR in
comparison with other available resources.

Conclusion

MicroRNAs are small molecules, which play a crucial role
in gene regulation. Several functional genomics efforts are
currently in progress to help deciphering their function in
basic biological processes. We believe that a detailed

knowledge of the relationship between microRNA and
their genomic environment provides extremely valuable
information towards a better understanding of their func-
tional role. Towards this goal, we developed CoGemiR, a
database that allows an effective retrieval of microRNA
genomic data and of their extent of conservation across
evolution.

Compared to other preexisting databases, CoGemiR is
more "user-friendly" and contains significant elements of
novelty (see Table 1). We plan to improve our tool includ-
ing the possibility of searching the database by sequence.

Methods

The dataset is stored in a relational form using MySQL
4.1.14, whereas all the necessary scripts to store and query
the database were written in Perl v5.8.8 (built for 1686-
linux) object-oriented scripting language, making use of
two non-standard libraries, EnsEMBL Perl, [13] and BioP-
erl [14]. The web interface was written using Perl CGI
library.
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A Results Table

Your query for mir-25 MicroRNA in All species matches 1 member
MICRORNA NAME [llgri}

and matches 17 microRNAs

#
e e T e ey

ptr-mir-25 mir-25 MI0003072 7: 99946670 - 99946753 Chimpanzee sense MCM7 intron 15,9 ANNOTATED
bta-mir-25 mir-25 MI0O005067 25: 36671681 - 36671764 Cow sense MCM7_BOVIN intron 13 ANNOTATED
cfa-mir-25 mir-25 MI0008111 6: 12505745 - 12505803 Dog sense MCM7 intron 13 ANNOTATED
’ . . ) A E
cfa-miR-25-1 mir-25 - 6: 12505732 - 12505814 Dog sense MCM7 intron 13 PREDICTION
fru-mir-25 mir-25 MI0003229 scaffold_5: 2013139 - 2013220 Fugu sense MCM7 intron 14 ANNOTATED
hsa-mir-25 mir-25 MI0O000082 7: 99529119 - 99529202 Human sense MCM7 intron 14,9,13 ANNOTATED
mml-mir-25 mir-25 MI0003075 3: 47372723 - 47372806 Macaque sense MCM7 intron 14, 13,5,9 ANNOTATED
. . X . X E
ola-mir-25  mir-25 10: 2001659 - 2001740 Medaka sense MCM7 intron 13 PREDICTION
mmu-mir-25 mir-25 MI0000689 5: 138606549 - 138606632 Mouse sense Mcm7 intron 14,9 ANNOTATED
mdo-mir-25 mir-25 MI0005370 2: 257690280 - 257690362 Opossum sense MCM7 intron 13 ANNOTATED
: : : . ) [ L : E
oan-mir-25 mir-25 - Contig241236: 210 - 292 Platypus intergenic PREDICTION
rno-mir-25 mir-25 MI0000856 12: 17607970 - 17608053 Rat sense Mcm7 intron 13 ANNOTATED
- ’ ) _ sense -
tni-mir-25 mir-25 MI0003230 1: 5477210 - 5477291 Tetraodon GSTENG00029242001 intron 13 ANNOTATED
- 8 GeneScaffold_1134: 96141 - " =
tbe-mir-25 mir-25 - 96224 Tree Shrew sense MCM7 intron 1 PREDICTION
xtr-mir-25-1 mir-25 MI0004914 scaffold_5274: 6924 - 7005 X.tropicalis - intergenic ANNOTATED
xtr-mir-25-2 mir-25 MI0O004915 scaffold_925: 279004 - 279085 X.tropicalis - intergenic ANNOTATED
dre-mir-25 mir-25 MI0001922 14: 55786956 - 55787037 Zebrafish  sense MCM7 UTR, intron 1,11 ANNOTATED
( Download results ) ( Get Sequences ) ( View Alignment )
B

Results Table

Your query for mir-585 MicroRNA in All species matches 1 member
() (e Te P VSIS mir-585

and matches 2 microRNAs

GENOMIC] OVERLAPPING
MICRORNA |CONSERVATION| FAMILY COORDS GENE LIZATIGN INTRON/EXON STATUS

5:171515543 -

ptr-mir-585 mir-585 mir-585 - 171515635 Chimpanzee antisense SLIT3 intron PREDICTION
] ) 5= 168623183 - L
hsa-mir-585 mir-585 mir-585 MI0003592 168623276 Human sense SLIT3 intron 2 ANNOTATED

Figure 4

The Result page. The CoGemiR Results table summarizes the main information about the queried microRNAs. Panels A and
B show the results obtained after querying the database, respectively, with the tems "miR-25" and "mir-585" in all species
(more details are provided in the text). Please note that the gene GSTENG00029242001 listed in panel A is the tetraodon
homolog of the Mcm7 gene, as assessed by EnsEMBL analysis.

The CoGemiR database is available at http:// Authors' contributions

cogemir.tigem.it/. For a best view, we suggest to use one of
the following web browsers: Firefox, Explorer, Safari,
Camino or Netscape Navigator. When using other
browser, make sure that the visualization of cgi files is
enabled.

VM designed and constructed the database and the web-
site, was involved in data curation, and drafted the manu-
script. DdB participated to the design of the project,
organization of the web site and helped to draft the man-
uscript. SB conceived and coordinated the study and
wrote the final version of the manuscript. All authors read
and approved the final manuscript.
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CoGem R
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| vHome JEECICHl Help|Download |

You are in Home ---> Search

[ GENOMIC INFORMATION ] [ SEQUENCE INFORMATION ] [ EXPRESSION DATA ] [ DIRECT LINKS ] [ USEFUL LINKS ]

MIRNA GENE NAME mmu-mir-25
SPECIES Mouse (Mus musculus)

miRBase: pre-microRNA MIO000689
miRBase: mature MIMATO000652
MGI: 3619266 - mirn25

EnsEMBL: ENSMUSG00000065394

Mus musculus miR-25 stem-loop. Mouse mir-25 is predicted [3] based on homology to a cloned miR from human

ACCESSION IDs

. (MIR:MI0000082) [1]. Its expression has been later independently verified in mouse [2,4].
GENOMIC INFORMATION TOP|
GENOMIC LOCATION 5:138606549 - 138606632 (-1)

Intragenic

Overlapping gene:

Mem?7 - ENSMUSG00000029730 Coord: 5: 138605828-138613650(-1)

Relative position with respect to overlapping transcripts :

ENSMUST00000000505: intron - 14

ENSMUST00000110944: intron - 9

OTHER MICRORNAS WITH THE SAME  mmu-mir-106b, mmu-mir-93, mmu-mir-25

OVERLAPPING GENE View miRNAs

The other miRNAs are: mmu-mir-106b, mmu-mir-93, mmu-mir-25 Click HERE to see the miRNAs
The region range is: 5_138606549_138607046 Click HERE to see the region

Click HERE for details

vega overlapping: OTTMUSG00000022672 Mcm7 chromosome:NCBIM37:5:1:152537259:1
est overlapping: ENSMUSESTG00000005118 chromosome:NCBIM37:5:1:152537259:1

SEQUENCE INFORMATION TO

LOCALIZATION

MicroRNA Cluster

ADDITIONAL ANNOTATION

o

pre-mirna:

Mature sequence:
EXPRESSION DATA
Expression profile

AP calls

GGCCAGUGUUGAGAGGCGGAGACUUGGGCAAUUGCUGGACGCUGCCCUGGGCAUUGCACUUGUCUCGGUCUGACAGUGCCGGCC
AUUGCACUUGUCUCGGUCUGA

TOP
Only tissues with an expression levels over background are shown. Please click here for details
Data extracted from Symatlas click on probeset name to view

gnfim01420_s_at on

dataset MASS contains the following tissues:
embryoday 9.5: 3138.4

embryoday 9.5: 3388.2

embryoday 6.5: 3423.9

dataset GCRMA contains the following tissues:
embryoday 9.5: 12393.7

thymus: 14169.8

P:cerebellum_peduncles, lymphnode, uterus, testis, adiposetissue, adrenalgland, kidney, epidermis, bonemarrow,
largeintestine, spleen, vomeralnasalorgan,

dorsalrootganglion, cd4 +t_cells, cd8+t_cells, b220+Db-cells, medialolfactoryepithelium(moe),
leukemia_chronic_myelogenous(k562), hypothalamus, spinalcord lower, mammarygland (lact), embryoday 6.5, embryoday
7.5,

embryoday 8.5, embryoday 9.5, fertilizedegg, oocyte, blastocysts, embryoday 10.5, digits, snoutepidermis, thymus,
tongueepidermis, trachea,

ovary,

M:cerebellum_peduncles, heart, bladder, dorsalstriatum, hippocampus, umbilicalcord, olfactory_bulb, pituitary,
medialolfactoryepithelium(moe), placenta, retina, trigeminal_ganglion,

smallintestine, cerebralcortex, preoptic,

A:heart, liver, dorsalstriatum, cerebralcortex, frontalcortex, hippocampus, prostate, salivary_gland, umbilicalcord,
substantianigra, dorsalrootganglion, amygdala,

thyroid, stomach, hypothalamus, spinalcord lower, spinalcord upper, pancreas, brownfat, skeletal_muscle,

DIRECT LINKS TOP|
EnsEMBL dec2007.archive.ensembl.org
UCSC Genome Browser genome.ucsc.edu
miRBase::Sequences microrna.sanger.ac.uk
miRBase::Targets microrna.sanger.ac.uk
TargetScan www.targetscan.org
miRNAMap mirnamap.mbc.nctu.edu.tw
Symatlas symatlas.gnf.org
EurExpress WWW.eurexpress.org
USEFUL LINKS TOP
PicTar pictar.bio.nyu.edu
Miranda Www.microrna.org
Argonaute www.ma.uni-heidelberg.de
TarBase www.diana.pcbi.upenn.edu
miRGen www.diana.pcbi.upenn.edu
Figure 5

The extra feature page. The CoGemiR Extra feature page shows a list of other additional information about the queried
microRNA.
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Additional material

Additional file 1

Flowchart of the analysis used to identify unannotated microRNAs in
the genomes analyzed. The additional file 2 contains a flowchart of the
microRNAs prediction pipeline.

Click here for file
|http://www.biomedcentral.com/content/supplementary/1471-
2164-9-457-S1.doc]

Additional file 2

List of CoGemiR predicted microRNAs. The additional file 1 contains a
table in which the list of CoGemiR predicted microRNAs is reported.
Click here for file
|http://www.biomedcentral.com/content/supplementary/1471-
2164-9-457-S2.doc]
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