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（１）Result of Program Implementation 
 
(Joint Research) 

Research Results 
Regarding to Xenopus laevis, a high density cDNA microarray was made by University of California, Irvine 
(Ken Cho) using the cDNA set provided from Japan (Naoto Ueno). The microarray has been used to analyze 
global expression pattern by international collaborations with numerical laboratories in the world such as 
Germany, UK, and USA. Some of the results have already been published in distinguished journals in the 
field. Moreover, the system that distributes the cDNAs from Japan (Ueno’s lab.) for functional analyses 
upon world-wide requests has been established. As the result, the research environment where researchers 
can perform entire experiments from the target gene screen to the functional analyses as a seamless flow has 
been developed. 

 
Current State and Progress 

The collection of ESTs and cDNAs from the both model amphibians Xenopus laevis and Xenopus tropicalis 
has progressed as planned. Particularly, the number of X. tropicalis ESTs is catching up with those of human 
and mouse, and is beyond the other model animals. Moreover, the sequencing of the approximately 3,000 
full-length cDNAs of Xenopus laevis was finished, and the resulting sequence data were deposited to our 
database XDB version 3. The temporal and spatial expression profiling of these 3,000 genes has been almost 
completed, and a part of it has also been opened to the public through our database. As for these gene 
expression profiles, we plan to provide the data to integrate into the existing international database Xenbase 
and making them viewable by three-dimensions images that is being constructed and maintained by 
University of Calgary (Peter Vize). 

 
(Seminar) 

We organized the first international workshop on “ Promotion of Xenopus Functional Genomics” on January 
8, 2005 in Okazaki Japan. As plenary lecturers, we invited John Gurdon and Don Brown who pioneered the 
Xenopus developemental and molecular biology. After their lectures on "Reprograming of the gene" and 
"Transformation from the tadpole to the frog", which are remained problems of the biology even in this 
post-genome sequencing era, the current status and future strategy for the functional genomics with Xenopus 
were presented and discussed by the domestic and foreign 16 researchers. In the poster session of the 
meeting, active information-exchanges and deep discussions were done by the participants of over 150 
individuals including not only the young researchers or the postgraduate students who forge the future of the 
Xenopus research field but also the researchers of the other model organisms and bioinformatics. Overall, 
meeting was extraordinarily fruitful conference promising the bright future of the research field. 

 
(Researcher Exchange) 

The several postgraduate students were sent to the 10th international Xenopus conference (Woods Hole, MA, 
USA), and deepen exchanges with foreign researchers through the conference attendance and their poster 
presentations. 
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(2) Achievements in FY2004 (Self Review)  

The tentative goal of ours (Ueno, Japan) for the current year to collect the full-length sequences of 3000 
genes and their temporal and spatial expression profiles were achieved as we planned. The preparation for 
mass production of microarray has been also completed by co-chair Ken Cho (USA), and global and cluster 
analyses of microarray were also achieved by the collaboration with cooperative researchers including 
Christof Niehrs (Germany). Moreover, the future strategies of role-sharing and focusing targets of 
cooperation among co-chairs, and the efforts which Xenopus research community should expend were made 
clear by holding the international workshop periodically. 

 
 

(3) Future Plan (Measures toward Achieving Research Objectives)  

As the target in the next fiscal year, we aim to integrate the expression profiles of the 3000 genes that we 
have finished examination into the international Xenopus comprehensive database Xenbase that is 
constructed and maintained by University of Calgary (Peter Vize) and enable them viewable on the web. It is 
scheduled that the conference on the data integration gathering the researchers from France, Japan, UK, and 
USA will be held in Calgary in May, 2005. Moreover, taking into account that the genome sequencing of 
Xenopus tropicalis will be completed in the next fiscal year, it is essential for effective use of the genome 
information of X. tropicalis to develop and improve the infrastructure that facilitates the cooperation of 

genomics of Xenopus tropicalis with the functional genomics of Xenopus laevs. 
 


