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g 4[B]Warren Workshop (2012 F) N Bk

slide by Will York@CCRC
[ glyspace ]

http://en.wikipedia.org/wiki/Namespace_(computer_science)

A namespace (sometimes also called a name scope) is an abstract container or
environment created to hold a logical grouping of unique identifiers or symbols
(i.e., names).

e Stable and maintained over the long term (NCBI)
 Limited in scope (structures and IDs only)

e Minimally Curated

e Searchable

 QOrganized

. T


http://en.wikipedia.org/wiki/Identifier
http://en.wikipedia.org/wiki/Symbol

GYCO22MACGG-DB£:% N

(20136 A . FEIZT)

Glyecobiology vol. 23 no. 12 pp. 1422-1424 2013
doi:10. 1093 /ghycob/owtl B4

Glyco-Forum section

The Fifth ACGG-DB Meeting Report: Towards
an International Glycan Structure Repository

Kivoko F Aoki-Kinoshita!, Hiromichi Sawaki?, repository would be that: (a) it would function as a central
Hvun Joo An’, Matthew Campbell, Qichen Cao®, location where glycan structures are registered, similar to DDBJ/
Richard Cummings®, Daniel K Hsu”, Masaki Kato?®, EMBL/GenBank of the International Nucleotide Sequence
Toshisuke Kawasaki?, Kay-Hooi Khoo', Jachan Kim?, Database Collaboration (INSDC) for nucleotide sequences, (b) it
Daniel Kolarich', Xianyu Li°, Mingqi Liull, would provide unique identifiers for every glycan structure (in-
Masaaki Matsubara'?, Shujiro Okuda®", Nicolle cluding ambiguous structures and even monosaccharide compo-
H Packer?, René Ranzinger™, Huali Shen!, sitions) such that glycan IDs can be uniquely identified from any
Toshihide ShikanaiZ, Daisuke Shinmachi?, resource by using these identifiers, and (c) researchers who
Philip Toukach'?, Issaku Yamada'%, Yoshiki Yamaguchi®, publish newly identified structures can use the identifiers to link
Pengvuan Yang!', Wantao Ying®, Jong Shin Yoo'®, their structures with relevant information in their publications.

Yan Zhang'’, Yang Zhang'!, and Hisashi Narimatsu® The next issue was to determine the data content, or scope,
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My EIE: www.glytoucan.org

Search~ View All~ Search Preferences Signin SignUp

GlyTouCan is the web interface for the international glycan
THE GLYGAN REGISTHY structure repository. This repository is a freely available,

uncurated registry for glycan structures that assigns globally

= — unigue accession numbers to any glycan independent of the
- - ow level of information provided by the experimental method
- used to identify the structure{s). Any glycan structure, ranging

in resolution from monosaccharide compaosition to fully
defined structures including glycosidic linkage configuration,
can be registered as long as there are no inconsistencies in the
structure.

Users can search for glycan structures and motifs that have
been registered into this repository. Registered users can
additionally register new glycan structures to obtain unique IDs
for each structure, which can be used in publications and other
databases upon approval.
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Registration~ Search~ Glycan List Search Preference

Glycan String

wuees AN Registration

Input your glycan structure(s) below in GlycoCT RES

condensed format. lb:a-dgal-HEX-1:5
28:N-acetyl

RES 3b:b-dgal-HEX-1:5
1b:a-dgal-HEX-1:5 omes )
4r:rl
25:N-acetyl Sb:a-dgro-dgal-NON-2:6|1:a|2:keto|3:d
3b:b-dgal-HEX-1:5 R il '
4rr ) Y
Trir2
Sb:a-dgro-dgal-NON-2:6 | 1:a|2:keto|3:d
Bb:a-dgro-dgal-NON-2:6|1:a|2:keto|3:d
bs:n-acetyl 9s:in-acetyl
7rr2 LI_[:T Y
8b:a-dgro-dgal-NON-2:6 | 1:a| 2:keto|3:d
1:1d(2+1)2n
9s:n-acetvl p:
2:1o(3+1)3d
m 3:30(3+1l)4dn
4:4n(3+2)5d
5:5d(5+1)6n
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tration~ Search~ Glycan List Search Preference Pr

Confirmation

The following structure(s) will be registered upon clicking the submit button.

Structure Image

EI No.1 RES
1b:a-dgal-HEX-1:5
2s:N-acetyl
3b:b-dgal-HEX-1:5
4ar:r1
Sb:a-dgro-dgal-NON-
2:6|1:a|2:keto|3:d
6s:n-acetyl

rr2 ‘
o3

8b:a-dgro-dgal-NON-

submit
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Motif Contributor : Administrator |_|| . 0
Blood group A Contribution time : Sun, Jul 27, 2014, 11:40 pm
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Galalphai-3Gal Accession Number : G39461CL hamber nlf GlcNAc
enitope U B | 1. - ..

o L] [l

ngole mage: Ozl
Glycosphingolipid g (3] o 0 - 12

Arthro series
Mass : 3IR3I 142700647 Number of Man
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Preferences

Image notation : IUPAC
Change the graphical representation of glycan

Select image notation | ¥ CFG symbols
CFG greyscale symbols

Oxford symbols

Oxford colorscale symbols
CFG and Oxford

IUPAC
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L L L L
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Aoki-Kinoshita et gl Joumal of Blomedical Semantics 2013, 439
httpfwerw jbiomedsem.comydcontent/4/1,/39

SHORT REPORT Open Access

Introducing glycomics data into the
Semantic Web

Kiyoko F Aoki-Kinoshita', Jerven Er:alleman Matthew P Campbell*, Shin Hﬂwanﬂ Jin-Dong Kim®, Thomas Litteke®,
Masaaki Matsubara®, Shujiro Okuda’®, Rene Ranzinger’, Hiromichi Sawaki'®, Toshihide Shikanai'®,

Daisuke Shinmachi'®, Yoshinor gumkﬂﬁ' Philip Toukach'', Issaku Yarmada®, Nicolle H Packer?

and Hisashi Narimatsu’™
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Tesms of Use CC-BY

WURCS: The Web3 Unique Representation of Carbohydrate
Structures

Kenichi Tzn:cml:awrv Kiyoke F. ﬂﬂlu Kinoshita,® Masaaki Kotera, I H:mnnclu Sawaki,’
Shinichiro T5uch1}ra Noriaki Fujita,” Tnshﬁnde Shikanai,” Masaki Kato,™ Shin Kawano,”
Issaku Yamada,®** and Hisashi Narimatsu'

"Research Center for Medical Glycoscience, National Institute of Advanced Industrial Science and Technology {AIST), Tsukuba,
Tbaraki 3058568, Japan

*The MNoguchi Institute, Itabashi, Tokyo 173-0003, Japan
an:partmcnt of Bininformatics, Faculty of Engineering, Soka University, Hachioji, Tokyo 192-8577, Japan
Graduate School of Bioscience and Biotechnology, Tokyo Institute of Technology, Ookayama, Meguro-ku, Tokyo 152-8350,

Japan
LStructural Glyoobiology Team, RIKEN Global Research Cluster, Wako, Saitama 351-0198, Japan

*Datzbase Center for Life Science, Research Organization of Information and Systems, Kashiwa, Chiba 277-0871, Japan

© Supporting Information
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ABSTRACT: In recent years, the Semantic Web has become the foms of life scence database development as a means to link
life science data in an effective and effident manner. In order for carbohydrate data to be applied to this new technology, there
are two requirements for carbohydrate data representations: (1) a linear notation which can be used as a URI (Uniform Resource
Identifier) if needed and (2) a unique notation such that any published glycan structure can be represented distinctively. This
latter requirement includes the possible representation of nonstandard monosaccharide units as a part of the glycan strocture, as
well as compositions, repeating units, and ambiguous stroctures where linkages/linkage positions are unidentified. Therefore, we

have developed the Web3 Unigue Pepresentation of Carbohydmte Structares (WURCS) a5 2 new linear notation for
representing carbohydrates for the Semantic Web.
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