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Significance of GGDB FIC Man’ﬁa\ FICNAcFaINAc Fuc Xyl MeuSAc Neusecrslc.q a.qrslcmru.q

Glycogenes are that Glycosyltransferaze genes, sugar nucleotide synthases, sugar-nuclectide transporters, . . O . D A ‘ O O . . *
zulfotranzferases, and more. In total, the 200 elvcogenes were known. The data on human being glycogens, wll| DONOR: GDP-Fuc

Text Search including the ones that had been newly found by the authors, were collected in “Construction of Glvcoeene

GG Family project” {April, 2001 - March, 2004} {1). This is the first comprehensive database of human elycogenes. Ove
ALG EENES, S_uch as elycosylransferases and sulfotransferases, were ident@fied. were cloned and were expre_ssed
expreszion systems. The data, therefore, are uzeful for analyzing activities of the carbohydrate synthesis an
biological functions . GlycoGene Database(GGDE) (2) iz available of elycozenes analyzis by ohe—stop search
Glycogenes information iz inclugively contained in it. GGDB haz a tremendous tool for wour analysis of homd
even the other purpozes.
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Sialyltransferases / 2
GAG The purpose of Glyoogene Database(GGDE http/Yzedb muse aist 20 o) (Figure 17 is that for searching entir
Glucuronyltransferases information in glycogenes easily. In GGDB, the following property information of each glycogene iz described, Aﬂ
uences, tizzue expressions, substrate specificities, hom
Bhazez. It eraphically shows the information such az zu
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(JCGG : Japan Consortium for Glycobiology and
Glycotechnology)
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