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Plant Phosphoproteome Database < @ Plant Science Center

g The Plant Phosphoproteome Database provides information on phosphopeptides which were identified from Arabidopsis and rice cells by
L | LC-MS3/MS-based shotgun phosphoproteomics approach. MS/MS spectral information for the identified phosphopeptides at PepBase (Keio
University) are available. Alignment views of orthologous proteins in Arabidopsis and rice mapped with the identified phosphopeptides allow users to

predict conserved phosphorylation sites in plants. Current database houses information for 5,143 and 6,919 phosphopeptides from Arabidopsis and
rice, respectively. Detall information is available from following articles.

Reference to the Plant Phosphoproteome Database:
We kindly ask users to cite the following papers when publishing results derived from the use of the Plant Phosphoproteome Database:
Makagami, H., Sugiyama, M., Maochida, K., Daudi, A., Yoshida, Y., Toyoda, T., Tomita, M., Ishihama, Y. and Shirasu, K. Large-scale comparative

phosphoproteomics identifies conserved phosphorylation sites in plants. (2010} Plant Physiology (Published on May 13, 2010;
10.1104/pp.110.157347)

Sugiyama, M., Makagami, H.. Mochida, K., Daudi, A., Tomita, M.. Shirasu, K. and Ishihama. . Large-scale phosphorylation mapping reveales the extent of tyrosine
phosphorylation in Arabidopsis. (2008) Molecular Systems Biology 4:193 (MSEB | PubMed)
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Semantic-JSON Specification and Tutorial
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Architecture of JSON@SciMNes
SciMes data structure
Semantic-JSON URI

Sample programs
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1. Introduction

http://semantic-json.org

On the Semantic Web, each data item is identified by a globally unigue identifier, e, a URI, and a relationship between two data items is described as a statement including subject, predicate and object Those data items are
written in a standardized format named RDF, and a standardized language named SPARQL is used for querying RDF datasets. Since both RDF and SPARCL require expensive computer resource, it is difficult to effectively retrieve
those data items in various computer languages including scripting languages popularly used in bio-informatics.

Semantic-JS0M is a light-weight application program interface that allows a user to write a program over Semantic-Web-based data in JSOM format. This interface is defined as a collection of URIs and each URlis specified as a
simple data access method to Semantic Web data and returns a response in JSON format. Since JS0M is supported by most popular programming languages, the functions and semantics for each URI are defined independently
on one single programming-language in Semantic-JS0OM.

As a RDF repository, we employ Scientists’ Metwork System (SciNeS), that is a framewaork for developing and integrating databases by collaboration among scientists on the Web, and have implemented a Semantic-JSON server
interface for SciMes called JSON@SciMeS. In this document, we will discuss the specification of Semantic-JSOMN and will llustrate how a user handle Semantic Web data stored in SciNeS via Semantic-JSON with sample programs.

2. Architecture of JSON@SciNeS

WSOMN@SciNes is a web-based application of server-client model as shown in Figure 1.

Semantic-]JSCN client Semantic-JSCN server

Request: Semantic-JSON URI

=3 = I

Response:JSON data
JSON@SciNes SciNeS
server server

Figure 1. architecture of JSON@SciMNes.

A clientis a HTTP or HTTPS client such as a user's program or a web browser.

The JSON@SciNesS server supports the Semantic-JSON interface and provides a service that performs clients’ requests by accessing the SciNeS server providing a Semantic Web data repository service.

First, a client sends a URI as a data request to the JSON@SciNeS server. The URI denotes a function that processes Semantic Web data sets and is defined in the Semantic-JSOMN specification. The JSON@SciNeS server evaluates
the client's URI, obtains Semantic Web data properly from the SciNes server and convers these data inte JSON data. Finally, the JSOM data is sent back to the Client as the response.
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