Journal of Oral Health and Biosciences

ERR Y FAE

<A a7 LA F—¥EIE
— DAVID (2 & 2 BEREfAT & A (M T —

W ORE

29(2) 155~ 62, 2017

F—TJ—K:ixA4rarlA, 75 A% =78, DAVID, GO f##r

Microarray Data Analysis

—Mainly on a Functional Analysis using DAVID-

Taigo HORIGUCHI

Abstract © Microarray technique is one of methods for analyzing gene expression. In modern life
science of post-genome era, extraction of biologically meaningful information from microarray data
is one of the most important problems. Cluster analysis is a traditional way of analyzing microarray
data and can classify genes showing similar expression pattern into one group. However, this method
cannot clarify the biological properties of each gene group, and the meaning of gene expression
changes of the sample, even though common regulatory mechanism of gene expression is implied.
Recently, a new analyzing method, which combines microarray data with Gene Ontology information,
has developed. This method classifies genes into groups according to accumulated functional
information and selects statistically important groups. Using this method, we can obtain clues to

find out biologically important gene groups. In this review, theory and the practical procedure of

microarray data analysis using DAVID will be mainly discussed.
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GO ID Qualified GO term

GO:0005739 mitochondrion

GO:0005741 mitochondrial outer membrane
G0O:0005829 cytosol

GO0:0005929 cilium

GO0:0045121 membrane raft

G0O:0097228 sperm principal piece

Biological Process

GO ID Qualified GO term

G0O:0001678 cellular glucose homeostasis

G0O:0005975 carbohydrate metabolic process

GO:0006006 glucose metabolic process

G0O:0006096 glycolytic process

GO0:0008645 hexose transport
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G0O:0044281 small molecule metabolic process
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G0O:0072655 establishment of protein localization to mitochondrion
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GO:1903599 positive regulation of mitophagy

Molecular Function

GO ID Qualified GO term

GO0:0004340 glucokinase activity

GO:0004396 hexokinase activity

GO:0005515 protein binding

GO0:0005524 ATP binding

GO0:0005536 glucose binding

GO:0008865 fructokinase activity

GO0:0016773 phosphotransferase activity, alcohol group as acceptor
GO:0019158 mannokinase activity
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