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Anyone can edit anything!
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PROTEINS

NEWS AND VIEWS

One thousand families for the
molecular biologist

Cyrus Chothia

How many families of proteins are

there? By putting together the informa-
tion to be found in papers published
over the past few months we can make
an initial estimate, and my calculation
suggests that the large majority of pro-
teins come from no more than one

thousand families.

Fad

this work and the proportion of them
that have sequences similar to those
determined previously.

The six sets of results give a remark-
ably consistent view: in each case the
authors report that close to one-third of
the new sequences belong to families
that already have members in the sequ-

Nature (1992) 357:543-544.



My personal scientific goal:

“to completely and accurately
classify all proteins”



The Pfam Protein Families
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T. thermophilus - Ramakrishnan, Cell, 2002



+“Rfam

A database of non-coding RNA elements



http://rfam.sanger.ac.uk/
http://rfam.sanger.ac.uk/

Curating annotation is the
bottleneck!
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WIKIPEDIA
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The Masterplan

WIKIPEDIA
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Community Annotation

* We chose to embrace Wikipedia
— Saves us implementing a wiki
— Vast audience
— Low batrrier to entry
— The Google factor
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Family: RyhB (RF00057)

+Rfam
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structure
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Trees
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references
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Jump to...
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RyhB RNA

here . More...

RyhB RNA is a 90 nucleotide non-
coding RMNA that down-regulates a set
of iron-storage and iron-using proteins
when iron is limiting; it is itself
negatively regulated by the ferric
uptake repressor protein, Fur (Ferric
uptake regulator). This ncRNA gene
was recently identified in a screen and
called Sral and was found to be
expressed only in stationary phase.[2]
RvhE RNA levels are inversely
correlated with mRNA levels for the
sdhCDAB operon, encoding succinate
dehydrogenase, as well as five other
genes previously shown to be
positively regulated by Fur by an
unknown mechanism. These include
two other genes encoding enzymes in
the tricarboxylic acid cycle, acnA and

et A e

The Rfam group coordinates the annotation of Rfam families in Wikipediar®. You can see the Wikipedia page for this family
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The figure from Tjaden et al.. depicts the secondary structure for the RyhB RNA. ThedH

Sm-like protein Hfg binds to the AU-rich unstructured region of RyhB as indicated.
Below the secondary structure, the primary sequence of RyhB is shown along with its
putative binding interaction to the target mMRNA sodB. The start codon for sodB is

underlined. RyhB nucleotides that participate in the interaction are in bold.[1]




Who Is editing wikipedia pages?
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« As of 12t April - 1001 users - 7,645 edits
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Vandalism

Riboswitches as antibiotic targets

At least one antimicrobial compound, pyrithiamine, has been shown to act by targeting riboswitches. In this case, cells metabolize pyrithiamine to
pyrithiamine pyrophosphate, which was shown to bind and activate the TPP riboswitch. As a consequence, the cell ceases to make TPP. It has also
been shown that 5-(2-aminoethyl)L-cysteine binds the lysine riboswitch; this could explain why this compound is antimicrobial.

One potential advantage that riboswitches have as an antibiotic target is that many of the riboswitches have multiple instances per genome, where each
instance contrals an operan containing many genes, many of which are essential. Therefore, in order for bacteria to evolve resistance to the antibiotic by
mutations in the riboswitch, all ibeswitches must be mutated. However, of course, other mechanisms for resistance may exist, and some - such as
altering the specificity of an exporter to expor the drug -- may require fewer mutations.

Riboswitches were parodied in an episode of the simpsons where Homer goes on a tour to eat "Flaidatey

User 203.59.66.54 added this line on 3@ June 2007, removed
17t June

Plausible because Ribwiches did appear in Simpsons in 2003
Most vandalism is reverted in minutes
Vandalism only made it onto Rfam website once



http://en.wikipedia.org/wiki/Special:Contributions/203.59.66.54
http://upload.wikimedia.org/wikipedia/en/c/c6/ImSpellingAsFastAsICan.jpg

Getting scientists to edit

10 simple rules article in PLoS CB
— Help scientists understand how to get started

December 2008 we struck a deal with RNA Biology.
RNA families track created

RNA families articles require:
— Paper describing family

— Stockholm formatted alignment
— Wikipedia article

Paul Gardner acts as Editor



Kinship in the SRP RNA family

Magnus Alm Rosenblad,' Nicls Larsen,? Tore Samuclsson® and Christian Zwich**

Escherichia coli SRPRNA

Saccharomyces cerevisiae A
c h SRPRNA

A novel family of plasmid-transferred anti-sense ncRINAs

Sven Findeifh'* Cornelius Schmidtke,® Peter F. Stadler** and Ulla Bonas®
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Protein topology

A family of non-classical pseudoknots in influe

nza A and B viruses

Alexander P. Gulryaer™** and René C.L. Olsthoorn'
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The problem with scientists

Knowledge
of subject

—

Knowledge
of Wikipedia



Vanity

Most scientists gravitate to writing articles about
themselves, their groups or projects

This Is an obvious conflict of interest and Is
discouraged by Wikipedia

However, writing about a subject you are an
expert in is not!

http://en.wikipedia.org/wiki/Wikipedia:An_article
about yourself Is nothing to be proud of



http://en.wikipedia.org/wiki/Wikipedia:An_article_about_yourself_is_nothing_to_be_proud_of
http://en.wikipedia.org/wiki/Wikipedia:An_article_about_yourself_is_nothing_to_be_proud_of

Example 1

The ChEMBL group is a bioinformatics and cheminformatics group based at the European Bioinformatics Institute (EBN, Hinxton, Cambridgeshire. ChEMBL interests
cover Computational Chemical Biology, Chemogenomics, Chemoinformatics, Bioinformatics, Structural Biology, Open Data, Knowledge Management, and Data
Integration.

ChEMBLdb

ChEMELdb & is a database of bioactive drug-like small molecules, it containg 2-D structures, calculated properties (e.g. logP, Molecular Weight, Lipinski
Farameters, etc.) and abstracted bioactivities (e.g. binding constants, pharmacology and ADMET data).

Data Information

The bioactivities are normalised into a uniform set of end-points and units, where possible, and the links between a molecular target and a published assay are
tagged with a set of varying confidence levels. The data is abstracted and curated fram primary scientific literature and covers a significant fraction of the Structure-
Activity Relationships (SAR) and discovery of modern drugs.

At the time of the release of ChEMBL 07 (Oct 2010), ChEMEBLdb contained data on 8 073 targets, B02 500 distinct compounds (730,185 compound records) and
29435 069 activities from 33 204 publications.

Additional data on the clinical progress of compounds is being integrated into ChEMBL at the current time.

Other ChEMBL Databases

Subsets of ChHEMBLdb, relating to particular target classes (Kinase SARfan &, GPCE SARfari &), or disease areas (ChEMEL-MTD &7, are also available.

These separate data sets, and the entire ChEMBLdAb, are available either via download & through the website, or via bespoke guery interfaces, tailored to the
requirements of the scientific communities with a specific interest in these research areas.

ChEMBL Blog

The ChEMBL group keeps their users up to date via their group blog - ChEWEL Blog @, The blog infarms users about releases, new entries, group activities and
future plans. It is also a good place to find out about web walk-throughs and testing of new interfaces.



Example 1

Deletion log

— Restare revisions

(delfundel) 21:28, 8 October 2010 Alexf talk | contribs | block) deleted "ChEMEL" {&T7: Unambiguous advertising or promotion) (view/restore)

To restore the entire page and its history, leave all checkboxes deselected and click Restore. To perform a selective restoration, check the boxes
carresponding to the revisions to be restored and click Restore. Selecting a box, then shift selecting anather will fill all boxes in between in many browsers.
Clicking Reset will clear the comment field and all checkboxes. Please make sure that you are following undeletion policy and that you leave a summary in
the comment box.

Comment;

Imwvert selectian Hestnrel Hesetl select all

Page history

I (delfundel (diff) 20:27, 8 October 2010 . . Jirmy Pitt {talk | contribs | block) (2 612 bytes) (Requesting speedy deletion G50 GT1). {TW))
I (delfundel (diff) 11:45, 8 October 2010 . . Chernblgroup (talk | contribs | block) (2,600 bytes)
I (delfundel (difft 11:43, 8 October 2010 . . Cherblgroup (talk | contribs | block) (2,404 bytes)
I (delfundel (diff) 11:42, 8 October 2010 . . Cherblgroup (talk | contribs | block) (2,411 bytes)
I (delfundel (diff) 11:40, 8 October 2010 . . Cherblgroup (talk | contribs | block) (2,376 bytes)
I (delfundel (diff) 11:36, 8 October 2010 . . Chernblgroup (talk | contribs | block) (2,363 bytes)
I (delfundel (diff) 11:19, 8 October 2010 . . Chemblgroup (talk | contribs | block) (2,395 bytes)
I (delfundel (difft 11:18, 8 October 2010 . . Chernblgroup (talk | contribs | block) (2,367 bytes)
)

I (delfundel (dif) 11:17, 8 October 2010 . . Cherblgroup (talk | contribs | block) (2,320 bytes) (—GCreated page with "GREMBL™ is a bioinformatics and
cherminformatics group based at the European Bioinformatics Institute (EBI), Hirsdon, Camb. )




Example 1

user page diszcussion edit thi= page new saction user page

User talk: Chemblgroup

Fram Wikipedia, the free encyclopedia

Welcome to Wikipedia. Because we have a policy against usernames that give the impression that the account represents a aroup, organization or website, |
have blocked this account; you are welcome to create a new account with a username that represents only you. You should alsa read our caonflict of interest
guideline. Ifyour username doesn't represent a aroup, arganization orwebsite, you may appeal this username block by adding below this notice the text

Speedy deletion nomination of ChEMEL [edif]

Atag has heen placed on ChEMBL, requesting that it be speedily deleted from Wikipedia. This has been done under section G11 of the criteria for speedy

0 deletion, because the page seems to be unambiguous adverdising which only promotes a company, product, group, service or person and would need to he
fundamentally rewtritten in arder to become an encyclopedia adicle. Please read the guidelines on spam as well as Wikipedia:FAQ/Business for more infarmation.
You may alsowish to consider using a Wizard to help yvou create aticles - see the Adicle Wizard.

[fyou think that this notice was placed here in error, wau may contest the deletion by adding { {hangon} @ tothe top of the page that has been nominated for deletion (just
helow the existing speedy deletion or"dh" tag - if no such tag exists then the page is no longer a speedy delete candidate and adding a hangon tag is unnecessand, coupled
with adding a note onthe talk page explaining vour position, hut be aware that once tagged for speedy deletion, ifthe page meets the criterian, it may he deleted without
delay. Please do not remove the speedy deletion tag vourself, but dont hesitate to add information to the page that would render it more in conformance with Wikipedia's
policies and guidelines. Lastly, please note that ifthe page does get deleted, you can contact one of these administratars to request that they userfy the paoe arhave a copy
emailed to you. Jimry Pitt talke & 27 pm, § October 2010, Friday (1 month, 19 days ago) (UTC+1)

Categories: Wikipedians who are indefinitely hlocked for promotional user names



ChEMBL

From Wikipedia, the free encyclopedia

ChEMBL or ChEMBLdD is a manually curated chemical database of hioactive maolecules with drug-like pruperties.m Itis maintained by the

L
European Bininformatics Institute (EBD, hased on the Wellcome Trust Genome Campus, Hinston, UK, The database, orginally known as StaRlite, . » e,
was developed by a pharmaceutical company, Galapagos MY, twas was acquired for EMBL in 2008 with an award from The Wellcame Trust, j"___. &
resulting in the creation ofthe ChEMBL chemogenomics grodp at EBI, led by John Overingtnn.mm Ch E M B I_
L -
LI

Contents [zhow)
ChEMBL Logo

Scope and access [edif]

ChEMBL wersion 2 wwas launched in January 2010, including data about 2.4 million activities of 622,824 compounds, including 24,000 natural prnducts.”] This was aobtained fram neatly
34,000 puhlications across twelve medicinal chemistry journals. According to Andreas Bender wiriting in Mature Chemilcal Biojagy, ChEMBL's coverage of available bioactivity data is "the
most comprehensive ever seen in a public database” M cctober 2010 ChEMBL warsion S was launched, with over 2.87 million activities of 636,269 compounds. Fl

ChEMBLAbL can he accessed via aweb interface or downloaded by File Transfer Protocol. s formated in a manner amenahble to computerized data mining, and attempts to standardize
activities between different publications, to enable comparative anal\,rsis.m ChEMBL is also integrated into aother large-scale chemistry resources, including PubCherm and the
ZhemSpider systern of the Roval Society of Chemistry.

Associated resources [edit]

In addition to the database, the ChEMBL group have developed tools and resources for data mining. These include Kinase SARfari, an integrated chemagenomics warkbench focussed
on kinases. The system incarporates and links segquence, structure, compounds and screening data. GPCR SARTari is a similarwarkbench focussed on GPCRs and ChEMBL-Meglected
Tropical Disease (ChEMBL-NTD) is a repository for Open Access primary screening and medicinal chemistry data directed at endemic tropical diseases of the developing regions of the
Aftica, Asia, and the Americas. The primary purpose of ChEMBL-NTD is to provide a freely accessible and permanent archive and distribution centre for deposited data.l']

See also [edit]
« ChEB

s DrugBank

Refarences [edif]

1. ~7 bode fElender, A (20100, "Databases: Compound bioactivities go public" . Mzhee Chemical Siology 309 (6). doi:10 1032/nchembio 254 & Retrieved 11-15-2010.

2. % Owerington J {April 20090 "ChEMBL. An interview with John Overington, team leader, chemogenomics at the European Bioinformatics Institute Outstation of the European Molecular Biology Laboratony
(EMBL-EBI. Intendew by iendy A War®. o, Comput. Aided Mo, Des. 23 (41 1958, doi10.1007/10822-009-9260-9 &, PMID 191946560 6.

3. " ChEMBL-og (15 Nowember 2010), CGREMEL 08 Relessed B, retrieved 11-15-2010

External links [edit]

s ChEMBLAD

s kKinase SARfari

» ChEMBL-Meglected Tropical Disease Archive

s GPCR SARTar

» The ChEMBL-og e Qpen data and drug discovery blog run by the ChEMBL team.

Categories: Bioinformatics | Biological databases | Chemical databases | Cheminformatics | Wellcome Trust



Example 2
« User Alexm1313 create page on Frozen

Ark on 19t July.
« Page rapidly grows

Article  Discussion

An unassessed article from Wikipedia, the free encyclopedia
This is an old revision of this page, as edited by Alexm1313 {talk | contribs) at 15:30, 20 July 2010. t may differ significantly from the current revision.

(eliff) — Prewious revision | Current revision (ciff) | Newer revision — (diff)

The Frozen Ark Projectis a frozen zoo created jointly by the Zoological Society of London, the Matural History Museurn, and Mottingharm
Um\ferswtym. The Frozen Ark project aims to preserve the DMNA of endangered species to retain the genetic knowledge for our future. The Frozen Ark
collects and stores DMNA samples are taken from animals in zoos and those threatened with extinction in the wild. Currently, animals are facing a
huge armount of extinction, and despite great efforts by conservationists, this looks set to continue. When these animals die out, their genetic material
is lost. The Frozen Ark project retains that genetic material which will be very impartant in the future of science. It is expected that over the next 30
years, over a guarter of the world's animals will becorne extinet. The destruction of the environments of rmany invertebrates are leading to hug losses
before they have even been characterised by scientists. This project shares similarity with the Kew Gardens Millennium Seed Bank Project, that aims
to presetve all the world's seeds. The genetic information from the preserved DNA will lead on to key scientists as a compendium of knowledge about
the species biology, behaviour and evolution.

Contents [hide]
1 Aims of the Frozen Ark
2 The Frozen Ark Consortium
3 The Frozen Ark Trustees
4 The Frozen Atk Advisory Group
5 The Frozen Ark Patrons
6 Donations
7 Contact
8 References
4 External links

Aims of the Frozen Ark

» Create and continue promoting centres that will aid conservation of endangered animal DA,

» Create expert groups in collecting material from different animals.

» Construct a database of the species DNA currently held in the Frozen Ark storage world-wide

= Animals with greatest risk of extinction are given high priority over athers.

= Set up expert panel groups for each animal group.

» Provide resources for the scientific community to aid research.

» Provide material to help stop the loss of diversity and aid conseration programmes world-wide®!

The Frozen Ark Consortium

The Frozen Ark Consaortium includes world-wide institutions that are all making an effort to continue the aims of the Frozen Ark project. The charity is
based at and organised from The Frozen Ark Unit at the School of Biology at the University of Mottingham, United Kingdom. It is also here where the
main laboratory is based where the DNA is frozen and stored long-term

The Frozen Ark consortium consists of the following groups



Example 2

Content dispute [edit]

| have tried to engage & Alexm 1313 talk - contribs) in a discussion about content he has added to this article, specifically material in the lede
regarding the prospects of future extinctions and the supposed efficacy of this project. As | pointed out on his talk page:

# There iz no need for a discussion of rates of extinction on this page, as that topic is tharoughly covered elsewhere in Wikipedia, and covering it
here simply means that the information must be maintained in multiple places.

« There is no evidence that the information will be extremely important to future scientists. Clearly, there is a hope that this will be the case (else
the project is useless), but there is no evidence to suppart this claim.

o Stylistically, one would newer say "animals are facing a huge amount of extinction”.
s The expectation that 1/4 of the world's species will go extinct over the next 30 yeas is uncited, and is unnecessary in this article. By linking to the

article on extinction, we can pravide a link to the necessary information without duplicating it (or providing incorrect information) in this article.
Dwplication of infarmation across multiple articles is called content forking and is discouraged.

However | have been unable to elicit a response fram this user other than a continued re-insertion of the disputed material. Other opinions are
welcome. WikiDang1 "Mt e 17:28, 19 July 2010 (UTC)

L ots of discussions later ...

| am not interested in peaple being horrible, and | want no affiliation to that page. Poor newbies who have to put up with that. Wasted hours of my work
time for something very simple. That is it far me, | am nat interested in that kind of behaviour.



Attribution

* Many scientists are worried about lack of

attribution

Article  Discussion

A C-cligss aiticie from Wikipedia, the free encyclopedia

SmY ribonucleic acids (SmY RNAs) are a family of small nuclear REMAs
found in some species of nematode worms. They are thought to be invalved in
mREMNA trans-splicing.

=mY BMNAs are about 70-90 nucleotides long and share a common secondary
structure, with two stem-loops flanking a consensus binding site for =m
protein. B1E1 Sm protein is a shared cormponent of spliceosomal snRMNPs.

aSmY BMAS have been found in nematodes of class Chromadores, which
includes the most commaonly studied nematodes (such as Caenorhabditis,
Fristionchus, and Ascans), but not in the more distantly related Trchinells
spiralis in class Dorylaimia. The number of SmY genes in each species varies,
with most Caenorhabditis and Prstionchus species having 10-265 related
paralogous copies, while other nematodes have 1-5.11]
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Consensus secondary structure of SmY RMAS, deduced by manual &
comparative analysis [Pt meeded] o oo it of base pair
substitutions observed in B8 structurally aligned seguences inthe Rfam
zeed alignmert is shown for each baze pair, illustrating the extensive
support for this predicted structure. [1]
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Article  Discussion Read Edit “Wiew histary - Q

Revision history of SmY RNA

From Wikipedia, the free encyclopedia
“iewy logz for this page

Browse histary

From year (and earlier): From month (and earlier): | &ll | Taq filter: [ Deleted only

For any version listed below, click on its date to view it. For mare help, see Help:Fage history and Help:Edit summary.
External toals: Revision history statistics & - Revizion history search & - Number of watchers & - Page view statistics &

{cur) = difference from current version, (prev) = difference from preceding version,
m = minor edit, — = section edit, — = automatic edit summary

[ Compare selected revisions l

{our | prev) @ 13:07, 23 Movermber 2010 Jennifer R (talk | contribs) (5,495 bytes) (added detalls and ref for the TMG screening)
{unda)

(cur | prev) @ 02:55, 5 August 2010 Citation bot 1 (talk | contribs) m (4 727 bytes) {Chations: [PuT80] Tweaked: dol You can ise this
bot vourself! Report bugs here.) (undo)

{cur | prev) @] 12:55, 4 April 2010 MNonoB4 (talk | contribs) m (4 707 bytes) (Caenorhabditis elegans) (undo)

{cur | prev) @] 11:59, 17 July 2009 Shyamal italk | contribs] m (4 B84 bytes) () (undo)

{cur | prev) ] F'pgardne ftalk | 4,872 bytes) fAdded a RMA spiicing categony) (unda)

{cur | prev) @] 12:53, 14 May 2009 Rich Farmbrough (talk | contribs) m (4 671 bytes] {clean up- speling "et 2l " vaing AVWE] (unda)
(

cur | prev) @] 21:04, 13 May 2009 B2.147.39.124 {talk) (4671 bytes) (—Discovens anticipated red link SmX RNA to match the one at
S (unda)

{cur | prev) @] 22:04, 20 April 2002 Ppgardne (talk | contribs) (4 633 bytes) (Added a spliceosome categony) (undo)

{cur | prev) @] 10:31, 13 February 2009 Ppgardne (talk | contribg) (4608 bytes) (Undated Jones et al. referance) (undo)

{cur | prev) @] 02:01, 6 February 20028 SmackBot (talk | contribs) m (4,610 bytes) (Date maintenance tags and general fixes] (undo)
{cur | prev) @] 03:46, 20 January 2009 Zvika (talk | contribg) m {4,585 bytes) (—Discovens +ik) (undao)

{cur | prev) O 158:40, 24 December 2008 Beland (talk | contribs) (4,581 bytes) (manual comparative analysis. {hufil (undo)

{cur | prev) O 03:56, 24 Decemnber 2008 AxelBoldt {talk | contribs) (4 574 bytes) (+cat) (unda)

{ @] 22068, 22 Decemnber 2008 Mindmatrix (talk | contribs) (4,543 bytes) {grarmar) (undo)

{ @] 20:18, 22 Decemnber 2008 Waldari (talk | contribs) (4,547 bytes) (fixing wording, adding ref) (unda)

(

cur | prev) O 19:15, 22 Decemnber 2008 AxelBoldt italk | contribs) (4 498 bytes) (changing numbers back to original state; no
references were offered) (undo)

{cur | prev) O 19:05, 22 December 2008 AxelBoldt italk | contribs) (4 AS7 bytes) (hype = family) (undo)
{cur | prev) O 16:01, 22 December 2008 Kaldari (talk | contribs) (4,495 bytes) [clean-up) {undo)
{cur | prev) O 02:56, 22 December 2008 Xasodfuih (talk | contribs) m (4,475 bytes) (—Function: sk . elegans) (unda)

{cur | prev) O 19:02, 21 December 2008 AxelBoldt italk | contribs) (4 471 bytes) (renmvoing wncited material added by Kohser
sockpuppet Usar: Ribo specialist]) (undo)

cur | prev)

cur | prev)

(cur | prev) O 17:38, 21 December 2008 Mihiltres (talk | contribs) (4,693 bytes) (—Function: Remove redundancy in referances.) (undo)




o 10:30, 26 Movernber 2010 (diff | hist) Plazmodium falciparum [Undid revision 398936168 by 82 275, 36,66 (talk)do you have a citation for that?)
(top)

e 14:39 25 MNavember 2010 (diff | hist
o 19:42 24 Movember 2010 (diff | hist
o 1546, 24 Movember 2010 (diff | hist
e 1359, 24 Movember 2010 (diff | hist
e 13:68, 24 NMavember 2010 (diff | hist
e 13:37, 24 Navember 2010 (diff | hist
o 1110, 24 Movemnber 2010 (diff | hist
e 19:52 23 Movemnber 2010 (diff | hist
o 1702, 23 Movember 2010 (diff | hist
o 1357, 23 November 2010 (diff | hist
e 13:24 23 Maovember 2010 (diff | hist
e 13:23, 23 Mavember 2010 (diff | hist
o 1234 23 Maovermnber 2010 (dift | hist) Talk:Biological database {(— Lk list is poor article style: typal (top)
e 1233, 23 Movermnber 2010 (diff | hist) Talk:Biological database (—Link list s poor aticle stile. moving)

1 MIR-122 [Sentence belongs with paragraph above) (top)
)
|
|
)
)
)
)
)
)
)
)
|
)
o 12:31, 23 Mavernber 2010 (diff | hist) User talk: Ppgardne (— W75 wiki-grous) {top)
)
)
)
)
|
|
)
)
)
)
)
)
)

Mir-132 [— Furither reading. another ref.) (top)

History of RMNA bialogy (+Categons Non-coding RMA, +Categons: Histony of science wsing HotCal)

History of RMNA biology [added Categons RMA wsing HotCat)

Coranavirus 3" stem-loop [Flike motif (s2m) frmore better engitsher.) (top)

Coranavirus 3' stem-loop [Flike motif (s2m) fadded a tertians structure image)

Cell division (Undid revision 398451008 by 81T 105171111 {talk)) (top)

List of biological databases [(+Categons: Binlogical databases; Hlategons: Bioinformatics using HotCat) (top)
Talk:List of RMA structure prediction software [added to list class) (top)

o 12028, 23 Novernber 2010 (diff | hist) N Talk:List of biological databases (mch termpizte)
o 1227 23 Movemnber 2010 (diff | hist
o 1222723 Mavemnber 2010 (diff | hist
o 12:26, 23 November 2010 (diff | hist
o 1225 23 Movemnber 2010 (diff | hist
o 12222 23 Movemnber 2010 (diff | hist
e 0B:05, 23 Mavember 2010 (diff | hist
e 11:37, 22 NMavember 2010 (diff | hist
o 19:08, 21 Movember 2010 (diff | hist
o 19:07 21 Movemnber 2010 (diff | hist
o 21:42 20 Movember 2010 (diff | hist
o 20:14, 20 Movember 2010 (diff | hist
o 20:00, 20 Maovember 2010 (diff | hist

m List of biological databases {moved List of Biological databases to List of biciogical databases)

N List of Biological databases {moved List of Biological databases to List of bioiogical databases) (top)
List of biological databases [reference section)

N List of biological databases (crested page)

Alan MacDiarmid [Undid revision 398375077 by 137 28 55 67 (talk))

N Talk:Efflux (microbiology) (added MGE template) {top)

blir-1 microRMA precursor family [added a further reading section & cleaned up some malformed refs ) (top
Let-7 micraRMA precursor {added 2 further reading section) {top)
Mr-17 microRMA precursar family (added a further reading section] (top)
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Attribution

« Scientists still want to know what do | get
out of editing Wikipedia
Do tenure committees consider this, etc...

* This rather misses the point






