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% % #& 4 L 72 (Mochida et al. provisionally accepted),
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In this study, we analyzed regulatory networks of cereal transcriptomes and performed
integration of related databases to establish genomic knowledge infrastructure for gene
discovery and those application to crop improvement. In particular, we carried out
co-expression analysis of barley transcriptome to gain comprehensive landscape of a barley
transcriptome, which was to develop a knowledge infrastructure for gene discovery in
Triticeae crops (Mochida et al .2011). Furthermore, we developed a database on
transcription factors found in 6 Poaceae species based on the comparative genome
informatics infrastructure, which should be beneficial database to elucidate regulatory
networks and those comparison among Poaceae cereals (Mochida et al. accepted after
minor revision).
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B D7 7 DGR & T NVEM O IR %
FRBTRIZBIZ T 5 = L3, 1EMARFE DNk iz
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2. WHgED B

AWETEIL, T /A THILEANZINE DT 7
J DERTFHI AL . AEM O BRERFZEICIS TS
7= BEALF AT R e v 2 — (BRI
PSO)THHZE, AR SN TE T — & _X— R %,
i ) AR OB TTHEIICHR AL, R
\CHRE A TR L 7o ik T — 2 N— X HFET D,
Frlz, BBEE oSN 2 EEE RSO
MG LT IROBEFORITe 77 A LD 3
T ) AMEROBEESIT 21T 5, A RZEFHEW
LD HIT, KA R, A LF, alx,
Brachypodium ® ¢cDNA &7 7 LME#RE S &1,
A XBHEY) Tl 7 50 7 | AR L, 28
70 NEREENET D720 OE R E LT D,
ZHIZRY, REOS ) AFERIERT 25 &
TR O Z b 272Dl AR, AL
¥, ALFOBFRIEFEHREZTEG L, BIE:
TOHEHEHMEK - 2REMR RS OIS & Rl
W B FORBT 077 A 00 3 FRE KA
WIER LY — 0 F 4 AU —ZAREICT 5,

3. WHIED kL

AL, 2 FERMT, (1) 2 AF, A4 LF, A

F DHERERBAR I BURAT I A LA P9I Loz,

M AlRE 2 T — H = A D, (2) LAXHET —
# ~_— 2 TriMEDB, TriFLDB & ft& & Méfe D & AL,
BIOEG) A %, a2, Brachypodium @47 /

LERE DA E, MBIV AT LAOWELEDT



1T-7,

) BAS RS BLRRAT I O AR & L3838
T — % OERK
FHELBLRTRAT X LR NI TH
% PLEXDB  (Wise et al. 2007). NCBI GEO
(Barrett et al.2006) )64 A AFB LA
R ONENRAR TRBLT — 2 #UE LT, £
7=, B & X — CHFEFENIE LT
AAXYA I/ aT VAT 2 EEHR L, Z
o OEREREHNH A DT — Z I
BT — 2 X—R KM LTz, ThEho
7Ty A= AT Ul EBYEEITV, FHEE
FEMTIC L 0 R BLER 17 NV — T TR 2
I 5, HHEIRIKITIL, Pearson DOFHFEAHBY
¥ a e, FERREOREICH WD A
TV T —=FDOREIL, vrA XX FDIH
g (a7 — & ~X—Z ATTED (Obayashi et
al. 2007) TOEWY PNHEESEIZLTH
L7z,

ENETNOEY~A a7 LA Ta—T L
B RRES ORI

~A 7T LA SN e —T %
BETFE D cDNA 7 7 A X — DR FEESE L
A RBEIZHIGDT T2, T LF, T4 LF
(ZOWTIE, 37 cDNA ARSI &2 TR at3
5T —H_X—ATd%, NCBI UniGene, TIGR
GeneIndex, PlantGDB, HarvEST 04 :%AE4 D
T—2 L ORI T E{ToTe, A4 RIZTONT
% RAP-DB & TIGR Pseudomolecule & F\V 7=,
ENETNOT —Z &[F— DT —HX—R|C
AL, Bled~A a7 LA 575 cDNA
7 TAR—EHEHR— L TIRx DL oL
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B r-8ErHEOBRY 7 0 EAEDEIZ DN T,
BRSO » 2/ IET D 7= O OFREZ e U 7=
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fyEmay AR, AFLFITEHL T,
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e L7z, £72. 4 F-vuA XFXF FOX %
BAKEHRE, hyERaL D Ds X7 T4
B, A 3D T-DNA X 7T A EH~D
AN=Y I ERME LT, ZOTF—F =2
L. AWFFEERE Ot 7 ) LY 71235 <
7 MMEROFEAIZEL Y 6 FEOA FEHEY)
DI B - OREEIC B D D IF R OF AL %
WD THEAMZED =D L LT, il e
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