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Table 1. Web-based databases to study gene expreksia and microarray data analysis in plants

Database Website address Reference
TAIR http://www.arabidopsis.org Garcia-Hernandeet al., 2002;Rheeet al., 2003
ArrayExpress http://www.ebi.ac.uk/arrayexpress Brazmaet al., 2003
GENEVESTIGATOR https://www.genevestigator.ethz.ch Zimmermanret al., 2004
NASC Arrays http://affymetrix.arabidopsis.info Craigonet al., 2004
AtGenExpress http://www.weigelworld.org/resource Schmidet al.. 2005

s/microarray/AtGenExpress

Botany array resource (BAR)

http://www.bar.utoronto.ca

Toufighi et al., 2005

Shenet al., 2005
Barrettet al., 2007

Mockleret al., 2007

PlexDB/Barleybase http://www.plexdb.org
GEO http://www.ncbi.nlm.nih.gov/geo
DIURNAL http://diurnal.mocklerlab.org
EMBL-EBI gf;se Expression https://www.ebi.ac.uk/gxa
VirtualPlant http://virtualplant.org

Petryszalet al., 2015
Katariet al., 2010
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Table 2. Web-based databases to study gene expréssice

Database Website address Reference
IC4R http://ic4r.org Zhanget al., 2016
RiceFREND http://ricefrend.dna.affrc.go.jp Satoet al., 2013a
RiceXPro http://ricexpro.dna.affrc.go.jp Satoet al., 2013b
RGKbase http://rgkbase.big.ac.cn/RGKbase Wanget al., 2013
Rice DB http://ricedb.plantenergy.uwa.edu.au Narsaiet al., 2013
TENOR http://tenor.dna.affrc.go.jp Kawahareet al., 2016
OryzaExpress http://plantomics.mind.meiji.ac.jp/OryzaExpress Hamadaet al., 2011
Rice Expression Database http://expression.ic4r.org The IC4R Project Consortium, 2016
RICD http://www.ncgr.ac.cn/ricd Lu et al., 2008
UnivIO http://univio.psc.riken.jp Kudoet al., 2013
Rice Phylogenomic Databadgtp://ricephylogenomics.ucdavis.edu/index.shtml Junget al., 2015

http://www.ebi.ac.uk/ebisearch/search.ebi?db=int
act-experiments&t=0ryza+sativa

RiceNet http://www.inetbio.org/ricenet Leeetal., 2015

ROAD (Rice Oligonucleotide

IntAct rice Orchardet al., 2014

Array Database) http://www.ricearray.org Caoet al., 2012
RiceFOX http://ricefox.psc.riken.jp Sakuraiet al., 2011
RiceSRTFDB http://www.nipgr.res.in/RiceSRTFDB.html Priya and Jain, 2013

T 0 pelnlie g peiisy adllae Ly g (e (ol ool laoll Y Jsux
Table 3. Major web-based databases to study pr&eom metabolome in rice

Database Website address Reference
Proteome
PRIN http://bis.zju.edu .cn/prin Guetal., 2011
DIPOS http://www.riceresearch.info Sapkoteet al., 2011
OryzaPG-DB http://oryzapg.iab.keio.ac.jp Helmy et al., 2011
MCDRP https://omictools.com/mcdrp-tool Gouret al., 2013
Metabolome
EXPath http://expa th.itps.ncku.edu.tw Chienet al., 2015
RiceCyc http.//pathwav.qsrz\m(rannaer.orq/RICE/orqanlsm— Dharmawardhand al., 2013
OryzaCyc http://www.plantcyc.org/databases/oryzacyc Schipferet al., 2017
http://www.genome.jp/kegg-
KEGG rice bin/show_organism?menu_type=pathway maps& Kanehisaetal., 2013
org=dosa
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Abstract

Rice, as one of the most important crops, hasrtfalast genome among cereals and is considered
as a model plant for genetic studigse small size of this plant's genome has led topr@hensive
studies on it, resulting in a large amounts of dathe obtainedProperly collecting and storing these
data and managing data from various experimenésdatabase for accessing researchers to them to
avoid re-work and to compare their results with tbsults of other researchers is very important. To
achieve these, bioinformatics can be great helpréfbre, the creation and development of specthlize
databases and the use of bioinformatics tools & grocessing, efficient organization, analysg an
visualization are necessamy this paper, the major databases for studyinge gedpression at three
levels, RNA, protein and metabolome in rice aréawed and the characteristics of these databases fo
each level are discussed.
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