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EREO FEEYTH 5 KL, FSOHARZ—LbHY, AW IS ETZOE
FEE L T2, HRDORIEOHAIKEEX, RFEOMBWR & BIGE, BESW, Bk
HiffioFEr ek, HRMICHATH 2% ) OFEKIEICH D L V2 55, EFEDOMREL
DRI XY, TINE | IMEE | TR 0 =S 22Tl L8 2 ZEMICE 31213,
OB DEMOEFHVBLE L7 >TnD, £72, TPP o HHESIRGIBHE S LT
<o, EBRiigEES ) o5t ko bncs by, EHICRY 285 2 HAROEFHE T,
TEICEEE L T2 20 CIREIERIFT bk hoTLE 9, ZH oK TIXH
RORREBMIIHRSZ S  OFEETKL T b L v 5,

INEZMINE ¢ 27k LT ATk, SRIERELECiThh 2 8I0 L
Whh3EHEECTH2, LrLl, BREaAONER2MAKIEE /T, 2V 7H8E
HFEZEORREONERLKT IR LI L300 oCE LD, BHETRIERIN WA
Vv, BHRETOFREKRE LTk, 7u 7 3 VEDI A v 37 OIS ER S LT \» 3 23,
EFEIICEE L 2R SR 13 72 K, 723 A OBRIEBEROEEI ORI N T VB 720,
U % v X 7 OBEIN72 T TR T & 72\,

—IC, MPIIIR O N2 RERENELCHAT 2720, KFE (C) LEHE (N) ofRGH
oW D> 7 F ) v IEEREIC 2 <, MR O R E R EB B o B
(C/N ~NZvR) RBHL, BREICGEIGT 2R %A T\ 5, BIIC X 2 BIRIKT B,
HETFHNDO C/NANZ Y AREICL D 720 I NAEREEXONDEH, A =X L0
Grh o TRy, RIS, RKEYO 3 X OEIZEAORBEREREBICL > TRES L
323, T ORI OB OGRS L v 2 & QTGS D R WRKZZE & vz B,

InE COERIEROEIL, WPE~OBIELE X —7 v + & L CHEYIREYE
HEORE P ORAMIEINTEL, 20—/ T, RBiEL L COMETICHNT 2 EEk D
hERIL, IR ICREBUR D 2 0T $ 5 & v o 2 BREEN A RS2 5 IR I T & 7,
L2LZNODH5ETIE, MO DEREBED LI BAN =R LZBELTHRH
INTVBE P, RS OER/E LIOFHEHT 2200 T, HoaMAEREcE v
VOBBRTH B, Tz, WS DS BB REE R HEK S ICOWTh, BRI
KBZEIR oo Cnde\v, KR IISTFEVHEN AT EEHV2 LT, a X0
o b OBIRTFIZA D O IWHEER TN O 2 A2 Tl - ML, 2 X o4 &
Hof s TL_ATHIET DO TH B,



1-1 1o C/N 5 v 2tk

M EMEEL AV TH D E, KERDYE (FICKE) 2V —R, KAEREYEMEILE LT
ARD LARITERMTON S (R, FFEARLE) 2y vreiabhd, V—R&WE»D
WX XN B NAKEMIZ, &V I7BBEDOL Y 7BEIC LN ThHlicEh Tk, Y
R CIEY —REWE LYV 7 REDORN - BRREN 2N 7 v ZBARSEYNICRET T hTw 5,
—RITIEAIIC X o THERS L 2R BRI, HEYEOZRREREIC K - THBEEIEE X
N5 Z kA SNTW % (Foyer et al., 2003; Scheible et al., 1997), 37 b biEYETIE, F
MRz R#E (C) ¢%EH#E (N) o&fHEI (C/N) 12 ko TRE - ERAHRE 0N
Hilf x4, 2R e LTER - IBRIEPESEAINS 2L 2EKRL TW 2,

—RICERLHIR S W2 T cofg, M EEAEHE R, HFHo L F<=R
BHERT 2, THEFECTERINKBRODEABBINCEB L MR Th 5, ERIUR
REEICX S I NMlEY T, ¥V —ADERLZRFZRLZBESHAHET, BdhicrrrTh
DR~ E X & 2HHAID D %, 7 CHENREEZ LT 2 720, HARIC X 2 B0 &R % il
Re2zeedbic, HofR- - FRE2KREL, E2FOPINEZED L) L LEMRELELLOND,
o, ERYMIRE TR OB OBRMEITR 5 2 & Tz s C/AR N REEZ A L X2 5
&, NAEREHEARL, RubisCO, Z7un 7 4 VEBOK T % 5] % 2 9 (Martin et al., 2002;
Sato et al., 2009), TIIFEFRORZ L FRAINC X U i e REFOERHRERER L, h
RS 2 HINCTHARBEN 2T 34, R0 7R FBEIRO MG 2 X ¢ 72 L R c %
5, TOX)IchEYIC ZBEEROZMICIGL T, KARERHRE CTH 2LEME L ER
BRBRECTHIMONA A~ AL EL, BURERZTRI VAT LBHATEL T 5,

1-2 MRS DRFEIR « BRI O 7 ECHlE

TEYIRIIE C IO AR 812 X > TAR S N RFEFIT, AL F—AK, 7 I 7 BAK,
7V 7 VAR, Sucrose L Vo BV REICEC S NS, REMARREFETH 5
Glucose D4y BRI % fii 3 1< -9 (Fig.1-1), Glucose 13 Hexokinase (HXK) 7 &1 X - C,
Glucose-6-phosphate (G6P) 1CZHa X 41, fi#thi% - TCA MIfE%#EC ATP e LT AL
—FFEICAIHENS (% 1), COMBEEHARE LT, REREOZ(IZIEL T, TCA [
o RBEYTH S 2-Oxoglutaric acid (2-0G) 237 I/ HOZHEMEKE LTT I/ BEK
~FIH & L3 $EE&2 (8% 2), ADP-Glucose Z#C7 v 7V ARICHIH I 720, (L



ICTE 7% Sucrose & L C—Iipy 7 BPeiEIc 72 0, AEICHTER & 2 1208 (R 3) ~E <,
72 ¥, Sucrose IIEFECEITN 2 BB L L CHRERIDE OXREI G H S, SR ERET
2RI, MIENOHREZ T ch { MAMRASEROGRIHEST 5, ERITH T
DIRICEWTT vE=ZT L7213k E LTRIREI N5, TCA RIEOHREATSH 5 2-0G &
TvEZY LR, ERkikosrx I v- sz I Vg4 20 (GS-GOGAT 44 7 4) ic
M TN, 2-0G ZIRABEHKE LTT I VEZIRB I &5 2 & TREMICI VX I VRS
KEND, &I 2-0G B AVF—FEEL T IV BOERDO DI SICEL, 73 /8
BRFFIC BT 2 REFHKE LB 2226, C/N N7 v 2HlHlo.LEEZHE S L 48
EEIND,

1-3 C/N »~F v 2 #lf#ia7

C/N NS v 22 HIfIFT 25 F 13T TICWL D2 DMERH 5, KBE TIE 2-0OG Ik
T2 Pl 2y X280 C/N NS v ROy H—& LTHEETEZEBMEINLTNS
(Arcondéguy et al., 2001; Forchhammer, 2004), %7z, GS-GOGAT # A4 2 L Cffj < HEfk{A
BNz v EEEES (GS) Th 2 G2 0BT, KhrhoSRREICMZ T,
PR &I Lo THZMLL, C/N ICX2EEHE%ZZ T2 bAoA T NS
(Oliveira 1999), 7z, WICRFEBKOIRIC L 22T v 7 v AROEEFEE TH 2
ADP-glucosepyrophosphorylase (AGPase) #8{r¥ D FHLI%, & CHEN ZF T e & 1,
HIREN C/N Z MR35 X 9 N7 v 2B A8 < (Scheible et al., 1997), —75, MR
[F{L DWIFEBOG % 1 5 iR TCE R O X, HABRPMTO R WIS TR Y v kg
fifi& ZAITHES 14-3-3 & v X 27 EOFEAIC X ) RNIEMLT 3 & v o 2 FHERERIEHIC X 555
PERIEE S 15 T 3 (Lillo et al., 2004; Roberts, 2003), & 512 C/N Ic X 2 A6 1%,
BER OB T HRRECIHEORE 721 ik a <, WYORERRIC b EX 5225, & C/
K N SRR OMMRIZR AL, ZICIHfEiE 7 v AF— % —NRT2.1 2532
LR X T % (Vidal and Gutiérrez, 2008), 7=, Hi bEECoEKTEO NIz
Sucrose (IHEYIEN TORIHEY 7L e b, BERDEOERIKBERORIRETH 5
RO I 2 % 5 2 3 (Kircher and Schopfer, 2012), L E® X 5 i, REFRAL & 2=%H
LR BHAEICHEIL G S 2 & T, WREROFRBTIPICHEN TS Z e BDbD 5,



1-4 -8R 7Frevy—

BEBXUOEREL 7y H—L LTCC/N ATy 22HIfT 20 7O FET 5, B2
F VI L Tl Glucose % Fructose % U v {3 % Hexokinase 237 v a2 — At v#—2& L
THE XN TH Y (Jang, 1997) (Jang 1997), Z DHDWIFET ABA LT F L v &\ o 7=l
FNEYVHEDTERD Y 7 FNVRERBRPHAENICES T2 2 Lo e oT S
(Granot et al., 2014; Sheen, 2014; Moore et al., 2003; Cho et al., 2009; Karve et al., 2010;
Nilsson et al., 2011; Karve et al., 2012; Kim et al., 2013), HXK (ZfE¥ LA D £ < b i€ v
Y-t LTz enHMONTEHEY, BER <X HXKI 28 Glucose f#{E [T sucrose
non-fermenting 1 (SNF1) D BREZ MIfi 3~ 2 & & 2335 S LT\ %, SNF1 IZIfFLIED AMP
¥ —% (5’AMP-activated protein kinase; AMPK) OA+—>y a7 ¢d b, HilgHNO T F L
FevHy—LLTHETIE) v/ ALA=vFF—¥TH3, £72, (SNF1)-related
protein kinase (SnRK1) *F —¥ $ {i#ic 3517 2 AMPK/SNF1 o4 —Y a7 <ch b, =%
ANX—FBXUPR L RICHT3AH Ry = LTHEEL TWE 2L > T
v» % (Halford and Grahame Hardie, 1998; Hardie et al., 1998; Ghillebert et al., 2011; Tomé
et al., 2014; Broeckx et al., 2016), 7z, fii# i3 SnRK1 icxtL, Trehalose-6-phosphate
(T6P) 2MEHLHY IV CTus 2 T & 23 X LT u» % (Schluepmann et al., 2012), T6P 1% G6P
F X W UDP-Glu 2> 5 Trehalose 232E &K X v 2 @f2 CHEEA S 1L 2 R ©H %, L4E
TRMEAND T6P DY 7 FrtyH—Lhl, 77 8% Sucrose B% i L T
Za[HEE D & 2 5T % (Lunn et al,, 2014; Yadav et al., 2014; Figueroa and Lunn, 2016),

LBEDOY IS FMBEICBE L TIE, WAL EYDH AL I = v EpLELEYZF L
(EER D DS T T % (Sakakibara, 2006), (72, v 4 XF X Clhilg - 7
v AR —%—CHL1/NRT1.1 g+t v+ —& LTHEET 2 2 & 2385 T h7-(Ho et al,
2009), X o ICHiEEHREICEEE S 2 — P45 NIREETDOY AT L X Y MEWH» o, MRS
o BB T FIRHENC D 2 5. K7 ©dH % NLP (NIN-LIKE #25 /7)) 28FAE &
AT\ % (Konishi et al., 2013),



1-5 =2 X DfE L 2FRHEE

1-5-1 4 AT ORFICHEE

A F DK L FIMEIRIZISFERICITDN S Z A b, ZHitko W EFE® A% (Day
after flowering: DAF) & L CRL, HT&ABRfEoRfMElicT s e n—RiTchds, 14
F D BB ITEYE O BRI & & b Fig. 1-2 1R, kD73 7DAF £ ¢
ICHE M OMERT T L, % ORITEE OEBICHE G, BT~ %, 20DAF LA
Bk 23324, 30DAF CTIISEARET- L b, —F, FRHRNE, 37%bbIAMEK O
fldicowT, 2DAF 2> 5 3 DAF I 1J TIRZEN TIRIEFUL 0L 7 R % 48 0 3B L C2ulic i
JHT 5, HIH L 72 IRFLL IR JEBRIC S < OJFIFE % v, BT 2o FEHIC® 2 JHVE &
HAG L, ke LTSIk ELZRT, 20k, KAKIKEOLRE YL, KEH
%JEH T %, 3DAF 0¥ & MO lE CRIIEEZ R AE £ 2, IRFLO RE T 0% 13300 E
DEEFIATY, 2@k o RERICHIIEEE R ER LR ® 5, 4 DAF DAREIRELIZ 4Tl
fuHfkIc D b, REERD O HOER~ & HaT R KO ICThWIENES 5, 5 DAF iCiX
RFEN IR FLMIIC X > CTHID R a2, 2 0k b MilanZizE£E X v -2 Nl oAk
TiThN 223, 7DAF ICIZRAMATIZITTER T 5, Z OMFLHEMKD FE4: - b ot T,
AR e L B E 2 ST 2 RS C Ltk b, BT OBYWE L 1k, FiFo
YIAA B IC B kSR, E5H, 1A 71T % (Shewry and Halford, 2002), 5 DAF LAFED
HrEBERED T v 7 VIR T, Ty 7 v e x v o BRIERICAERL, ThEnT
v 7" K (Starch granule) & 7’07 4 v K7 4 (Protein body: PB) & WX 2 BFjiA v
P TIEMT 5, —, T 7 VERAEROEL T ) 2 —v v E WRE) <, B,
7 4 FVBEDHBPER, TnEnA AR T 4 (Oilbody) 7V 2 —v v K & XN
LANTAZICERT S (P, FEFARK - B4, 1990, Fig. 1-3),

B EIE AR - & nizd &, 20DAF LA EFUIER 13 Hh o0 20 © SR~ & ik
iy, 77 ERAHMBICTFEEL TR IATAESRT ) a—n vEILEENE 7
4FVEE (7Y a—u VR ICHYIAENE, ZoOBUKERRIC X Y F v 7 v EIRTLIZA
FAEE T LCHWT 22, TV a—nm VERFKFE CRIRIREBICA S, 7 v 7 v IR
HoOFvy7viRTy I VR LT, 2B RTa T A vRT oL LClRE RS T L,
X HICPIKICHE I KD EREPMET T2 2 & T, WERTONREHTWwWE EEZLND,
%7, TV a—uvECER, BER I IR SN, REOKICHILITEYE % 0 -
MRS 27-000@HE (TI7—¥e7m7T—¥ht) 2EKT285L Lo
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S, FEHFMICH WL, Bok - IR X D IRIRA 5 BED CE#SIZ AL 2R T Y 2
—aVEBILEWT, VRV VAR, YRNLI) VI I FAGEICI ST I T T e T
T—E¥RER - I, WL TV o —n VEICEEEES 2 MALE L O AT T v 7 v el
R v B ER kL, XIROGIEYORFER, EFRFEL LHHING,

1-5-2 ZR0E L EIEDRIR

ER IV I 2 AR D 5 BIER D EREBL VIR TH 5, D 5PN
INTMEAEERIFEINRICT I VBB R VA 2H, KR, 7nn7 4 Vi Bk~
RAERYEOEEGRKICHA I NS (Fig. 1-4), HEYIIHEEA A v e T vE=V L4 4 v D0
THNOWINL CTRILT 2 2 LB TE B2, HEXWSFETTRT vE=T LA 4 v XA
T VBB ENDE DT, L DY CIHIEA 4 v BT 2 ERFEL ks, —HT,
KHETEFT 24 208613, KHTERRETTKEICE 2720, TVvEZV LA V2T
BERFLE L T0D, RHEOPINI NWHIEA A v I3HHEA A v 2R T vE=Y LA
FVIGETTEN, BAOEERNINET Ve LA v eI, 752 F FoHkkEE
BER~EEMIN D (Crawford, 1995), HilEEA A v & T vE= Y LA F VIiZHEYIC L -
THEP BV 72®, KREICRZNTH Y, REMERERIIMEEA A & L OilticE
HMand, fiEE N L CTHNRRINER, TRICEEZNL kI N 2 EFROT %
JEREIZ 7 v 2 I v T 2287 ¥ v CH Y (Hayashi and Chino, 1990; Fukumorita and Chino,
1982), #EclIch o7 I/ BEMML Tl v <7 Be AL, WHICERT 5, 4
FOMFAFTIET VT v e RV ANTEPNERICERI N, TNENALTA TICE-I L
%, FAL, FEH CTRIL I NTNEREYCRICERL LICEZ O N KAKILY), ES%
o L3 2 BFERE OEITHE D X v o 0 BRI D D IREEY) 75 & AT~ L i L Tt
173 %, @, B ) chlicERm S nsiel (k%) o 7-9 BNIHFER D
S EY)IC K 3 5 (Yoshida, 1981), — /7T, 4 A OF%ME T 2 EFE 00U R,
T EE 7 & O ZEALHAD O DRICHR L TE Y, KO PR OWINS Wiz ERICHK T
5 e, BEREMHOEHEL YIS HIC X T E 7 (Mae and Ohira, 1981),

A2 DRIGCHWTL, FEROBIES a A D2 v X GEHEREZMEME 220D,
INHBHRETORKE LTHbNT WD, RAGRITELDOLNTVE LI IC
(Ohtsubo et al., 1993; Okadome, 2005; Zhou et al., 2002) & v X 7 EEH &I HEINT 513 L
SR RY L L BRI T o THRBHEL 72 5, @IS TOKEDMET LTt - AL 23] &
N3, LuozBOHBESREI LTS, L2L, 2 0BWETOERKIZEAD
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KEFRELL-TEY, BEBEICE-TEDEIRANZRLTH ZRIINTHEDD
WIS 22T 78 - T 7R\,

1-5-3 a2 X DS & BR~DRE
Bwlwa Ak, WECKOIMBIRE L, HRBH Y, Ry 238, Forvwe Ihd,
IADEVL I, KV RHEI L o, PHEINAERL I L, HKPED & v o 2 LEm
FERL S CiHish, Zoh THYHNAEROWESIRKE WL INTW L, BRERE
aHfioEHE Cix THMBL [F 0] T8k Thib ) X ] THRE] o6 o TiidnTsy, <
N L2V ANIEERE, TIiuv—AEFE, THRE, KoR, WELOHBEMRLE ST
Wb, AADEDEZNODBRRICE Z ZEICOWTLUTICE~NS

(1) Wz w28

Mk TRED | TS | ICB T 2 EREHIi T3 2 v N 7 EEERDEL R 212 EW®AS Y
Ko 2355 <, B 723 e ) ADHBEREO N TWE, I AITIZ X VN7 ED 6-8% & Eh,
ZOEMEICHE ST AT Y v, Tu g Iy, ru 7Y vichEns (Fig. 1-5A),
A 3D E v X2 BEDEGE, IAT ) B 80%REE EOTEY, TuT I vATEES
ThbrbvEnay, NE RERLLIEIKE(EL S,

Ty 7RI P O BRI A v o2 ETh BT Y ik, 5DAFED O ZHICH
WsEE %5 (Fig. 1-2), —F, 787 I v D&KL 5 DAF 25 10DAF ORI 135k 4 i
L, 10DAF DARRIC 72 b 2 iins 2, 2R, 747 ) ViR o h.LE» 54t
FRRECIAS FHET 20 L, 7u 7 I vidhLElcidzdal, SVEHcE iz &% <
72 % (Furukawa et al., 2003), %7, Zh b DK v 87 HIZMIEHNICIFET % 2 FED
&Ry HERICIEICIR Y 3T b b 2 & 2393 h - Th b (Yamagata et al,, 1982), 7'm
FIVIZ IR v ogER (PB-1) i, ZAF ) vidI Bz v gk (PB-11) I
ZnE B2 ICHERET 5,

7u 7 IV, 7% A X (10kDa, 13kDa, 16 kDa) 0¥k 23 %07 n 7 I v i1l
OFETH v, ME/hEk GER) ETr v 3 vaEilkik e L CEIRE h, ER NIEICELY
AENDBERICY 7P VB RE I N, AT r T 1 v &7 Y PB-1 22§ % (Fig. 1-5B),
PB- 1 134 R I v AR CIHFEIRIROMEZ T T2 L 00, T L ICKBRS % 2
A[EEMEDSE 2 & % (Ohdaira and Masumura, 2011), % 7z, PB- 1 3Kk O/ ETRICS < &
i L C¥ b (Saito et al., 2008), Z DBUKIIMEE 2> SIKBCK DR » KT & ¢ 2 JHIAIC & %
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LRI hCTws, Alb, a XX Tm T I VvRERET S L, IRERFFO BKIEDMET
L, Mo icd K72y, I bWI o gL LRI 2bDETFRINS,

(2) W7 v 7

IADT VTV, TIv—RET IR FVICRNENG, bBRIEFT InxrF
Y 100% IS L, 9 B BKTIZT I 0—22516-20%, 7 I 0227 F 38 80-84%FRE T
» 3 (Fig.1-6), HENICEOIFENZ 2 4L, 730 —2EEX 1T%HHZDOI XA TH Y,
aveAVICEINDET I v —AR15-17%TH 25 i, av eV BELIFEh 28 H
D—D2tEZLNE, TIn—XFFH 1000 HD a-7Va—2pa-14FEEIC K> THE
BRIGERS L 2 Fcd b, SMINCEKETH 2 KIEE (—OH) % FioA, HikCl3pHE
27 In—ROKEEE L DRKERAETHAEG Y, BUKTThVWEET RV, —7T, T
IBRIF VI, a-LAFEEIC X o TEBIRICEAZ 702 — 2 20 f13 &£ OfI§#E2S, a-1,6
EIC X o TR L7200 TCTh 5, MIEHOIRMICKD 23 Ao THIL L, RERIF IR
D 2855 < 7e B REE R FE O,

77 F O HORIICE o TRERIKD T v 7V RtERZED 2 2 & b 43 o T
3, AVF4AKRTREBEOEELRE V2D, LEAMESERE > TR TBADITL
{720, RECKDOKEY MK T 52, W 7Bb/Koy»EILT <, B aheIvn, oF
hEMALCTVREE W2, BIEERDSNCY, SFRHICA A AERICEIND &,
TIuRZFUVOHMENR B2 I EBMEINTEY, TOEDITKRBCKAEN LT
{7, L 72 h 4 72 % (Asaoka et al., 1989; Umemoto et al., 1999; Zakaria et al.,
2002) .

IrE o clz7 v 7 v oEEORIE R D 5, 4DAF » 5, WIMHMKD & H.0
WMo s WTEREMIEE S (Fig. 1-7), 2 LT, BMAEKOETTICHE Y, Ty 7 vod
BT O D DIVETE~ L IERBE) L T, 7Y 7 vid7In 772 b eEEh 5 BHE
PRDITER A VAT A T ICTEREZAL L 72, Rk BERLICER SN 28, TV 7 v oFkRTd
A7 B—RIZDFEFOH TV AENR W, BT v TV ERD LD DRFIRTH %
Sucrose 1, EZx EDNEMAEIC X 2RBFMLOFER L L CERMKICEZ O FLT v
TVICHKT S, ZORLT v 7V IRRERERE (VY —RX&E) OHMIFTEIC I T Sucrose
~EEE N, ERTHBAIERL (T AL oY vy 7 BRBIELE I NS, ZKITIITHNIC
—ROMEERDLH Y, BEIAYITIE sucrose IHFALZETHRORE ZFH L T, BALNOH
LFRICH 2o TRAL, 7T 7y oERIIEM I DEMOTT 25 kICEEL T, T
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VTV DERK - B EA CTHIWICET B &, Sucrose 1T EHEE R b EEIEIL~A B

B2 % I ViR, BRMLIEIIE RO DMAIREINS 2 EBBEINTVS
72, ZKROHEFCIRTENHT L D DEL T v 7 v 3 ERET 5,

HRIPIE O sucrose 1%, MIAZEEPN T Invertase (INV)IC X » THIvksrfi# & v, Glucose &
Fructose IC/M i S Nz B ICHIfEE IR I b v — b L, 227 v —20F FHHfEEE % @
LCHilaE icftfa s o r— b 235 %, Fig. 1-8 Il Fic k1) 2 7 v 7 AERARE#K 2R3,
i 1% HXK C G6P X U F6P IcZ5#a X 1, F6P 13X HIc 2 D%, G6P I x =14,
phosphoglucomutase "G Glucose-1-phosphate(G1P)IZ 7z 3, % |3 Sucrose synthase (SUS)
CRE# X 7=, UDP-glucose (¥ UDP-glucose pyrophosphorylase I & --C GIP i, F6P
1Z G6P %<, GIP ic& s s, WifoL— b TTE% GIP Id AGPase I X - T
ADP-glucose (Fv 7 v &KIcEHE T 3 7 n a— 2k 54K) 1272 3, —fRIICIZ Z OFEE R T
VI VA EEET B & E 2 5T 3 (Lin et al,, 1988; Miiller-Rober et al., 1992),
ADP-glucose % #E & 52 7 v 7 v AR 3 OB IC X - THlE & h, starch synthase

(SS), Fv 7 VKifE v ##%E (branched enzyme: BE) K UNF v 7 v E] Y |55 (starch
debranching enzyme: DBE) #3854 3, SSICIZ7 I w2 F v ARICBD 2 AliALED SS
LT In—RERICED LT v T URICHEGTED GBSS &3 5, T I m—ZiF GBSS i
$oT7 74 ~v—Da- 14 RINTHAKING, T IeIFVFSSICEoTa-1,4
MR I N, BEICX 2 Ta-1,6 GBI E 724, DBE IC X 5T a-1,6 & 258 I
MUKDMRE NS Z 2T X > THK X L5 (Nakamura, 2002; Ball and Morell, 2003), =2 X ®
7V 7KL, BERERESEDICONTERIL L, KEULL 2867 v 7' v & L OB
TITLI LT oTn5,

(3) HilfcsE

TN oS B 2 Mg O AL, EIEKR, SRR coCeT I/ B0
HRUARRS, MR - MO, LREOIE, fRIR, FEFREORESR X v o8 7 B2hk
STEREEY) DEIRK)E W 7r £ % KT H % (Roberts, 1990; Albersheim et al., 1994; McCann and
Roberts, 1994), BRI OBE»bE 2 5 &, WFMAEE X = 2 DEIN 2T & LUK,
RIS OMERFIC X 2 B Y, MEICKE(Ebo T 2[R H 5, il 2 1F, Hifw
BEMRIERCUIE L 72 2 A RN T L 23K %, £72, MlEELHO R 2 &
TRERDBZZL 2L b, MY 33, —Jc, MBS 2z v o378 E &b I
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CL727 v 7y 2 B BRI e WiREIAH O, KEMFF OB MR L Two L
% & 115 (Shibuya and Iwasaki, 1984; Matsuyama, 1975; Kuwada and Teramoto, 2011),

AATIE, K730 —X, K2V 27HDOa 20RRPHFINBEBICHEH, 70
—RERVANTEOHBTEFHHAB O EIE LT KT In—X (KX v 7D 4 v F
AR OEBRELR D TFOoND, ERLICLDZE, INLDET In—2DA v FEKSR
FEBR A AR AR RRALIRE K, RO —FICIIMIigBEIc 7 v a <y v e &
bDNH B LD L THY (Shibuya and Iwasaki, 1984; Shibuya, 1985), ZiLbDa X DR
AU N WIRRE, MAEEEO R IR 2 MRS E 2 b TWw b, 2 X OffifakE
IR ERE LTiId 7w, HBEE2 T2 L W RCIIEEAFETH DL L\
5, 2 ADEE, 7 FVESREELMH L 2RICET AN VERCTHERINE ~ I kL0
— AMEIHAAEEL B O A Ficd RAFEESSTHY, T8/ F 7 VHRERST
B %A, 1990), 2 APKIE AR S R ¥Rk E 15 o1, MREIC X 2 MMk S
EHLTWERLTHD LV IMERF L 7 — LT X % 2 X DRFLMILEEDE 77
s, KERITE DAL & IRBE O Z 5 2 Z 3 L v 5 &2 H 5 (Shibuya and
Iwasaki, 1984),

1-6 AWIFEDOHKY

HREIC 72 2 LHEVIR DR & &, BB, WERES 5. - C, ZoRliciBmE h
5 H#HFNEEHL, Fr~DfpER~Llibns, REICE 2 6N SR/ T ICHE K
~KELSFE RG22 e THIINE b, BTHNOMRBELY, TEYEEOSE
AN AL ZRT 52 EHAREICR D LB R T, ZLTINDD AN =X L% fEH
523, a*0LMWE, T bbmEICEERZEZ W OMBICS 2%Rh3 5%,

9, F2EHETIEAHOEFTEIIC L > Tl R SN 2R ZMEIciEz 2 C &
ZHIE L, A A&METICH T2 DNA A 7 07 L A1C X 2 M5EE R T RBUEIT 2 17
v, R RS SR 0GR 2 AT L 72, B3 T TIE, B2EeEREBLICK
TR L B FRIICES3 2 RBEY 2 o 2103 5 720, FEfEtk 10 HH O &3vE 1
ICB T2 FERAHMEY % GC-MS I X W HIE L 72, % 2 TRV IAA 727 I BE S 2 08
EFIC2WT, A AMBERA VR 2O REBEREICE T 21Tk o 72, BHBA4FTIIE
FIEERFD DNA = A4 7 0 7 L A @i X o THhitl S 728510 5 b, FICEFL CiiakE
ARICBEE L Tw3 EFHREINE S TFD—D2L LTBCIL6 (Brittle Culml-Like6) 1C&H
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(Y. Saito, 2010)
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Supplemental Table 1

BEEETHRRRD L-70—-—T7—&

: Trehalose biosynthetic process,

: Cell wall organization/Cell wall biosynthesis,

: Cellular amino acid biosynthetic process,

: Related to storage substances

Probe ID FDR rank = RAP-DB ID RAP-DB annotation

0s.9138.1.S1 at 0.0000 1| 0s09g0535500 Similar to RING-H2 finger protein ATL1R (RING-H2 finger protein ATLS).

0s.11520.1.51_at 0.0000 2 | 0s05g0217000 Protein of unknown function DUF1070 family protein.
Similar to Xyloglucan endotransglucosylase/hydrolase protein 24 precursor (EC 2.4.1.207)

0s.28030.1.S1_s_at 0.0000 3 | 0s06g0696400 (At-XTH24) (XTH-24) (Meristem protein 5) (MERI-5 protein) (MERI5 protein) (Endo-xyloglucan transferase) (Xyloglucan
endo-1,4-beta-D-glucanase). XTH11

0s.10091.1.S1_at 0.0000 4 | 0s03g0302800 Conserved hypothetical protein.

0s.1478.1.51_at 0.0000 51 0s03g0307300 nicotianamine synthase, putative, expressed.

0s.18517.1.51_at 0.0000 6 | Os05g0419500 KH domain containing protein.

0s.49999.1.51_x_at 0.0000 7 | 0s03g0301200 Similar to COBRA-like protein 7 precursor.

OsAffx.13550.1.51_s_at 0.0000 8 | 0s03g0808200 UDP-glucuronosyl/UDP-glucosyltransferase family protein.

0s.7902.1.51_at 0.0000 9 | 0s06g0683400 Similar to EF-hand Ca2+-binding protein CCD1.

0s.19742.1.51_at 0.0000 10 | Os10g0510000 Actin [Oryza sativa (japonica cultivar-group)].

0s.4683.1.51_at 0.0000 11 | Os05g0469600 Pyruvate decarboxylase isozyme 1.

0s.6656.1.51_at 0.0000 12 | 0s02g0285300 DREPP plasma membrane polypeptide family protein.

0s.47778.1.A1_s_at 0.0000 13 | 0s04g0412300 Glycoside hydrolase, family 17 protein.

0s.28448.1.51_at 0.0000 14 | 0s09g0514500 Hypothetical protein.

OsAffx.25281.1.51_at 0.0000 15 | 0s03g0409400 Similar to Mps one binder kinase activator-like 1B (Mob1 homolog 1B) (Mob1 alpha) (Mob1A) (Protein Mob4B). Splice isoform 2.

0s.26547.1.S1 at 0.0000 16 | Os05g0143500 Similar to Blast and wounding induced mitogen-activated protein kinase.

0s.5156.1.S1 s at 0.0000 17 | Os03g0741700 Zinc finger, RING-type domain containing protein.

0s.10390.1.S1 at 0.0000 18 | 0s03g0762500 Conserved hypothetical protein.

0s.55523.1.S1 at 0.0000 19 | 0s01g0880100 Conserved hypothetical protein.

0s.50807.1.S1_at 0.0000 20 | 0Os06g0219900 Similar to Phi-1 protein.




0s.34478.1.51_at 0.0000 21 | Os07g0689800 Heat shock protein DnalJ, N-terminal domain containing protein.
0s.5025.1.S1_at 0.0000 22 | 0s02g0189400 Nitrate-induced NOI family protein.
0s.38052.1.S1 at 0.0000 23 | Os07g0109400 Conserved hypothetical protein.
0s.52699.1.S1 at 0.0000 24 | Os04g0647900 Leucine rich repeat, N-terminal domain containing protein.
0s.4683.2.51_at 0.0000 25 | 0Os01g0611000 Similar to Unidentified precursor.
Similar to Xyloglucan endotransglucosylase/hydrolase protein 24 precursor (EC 2.4.1.207) (At-XTH24) (XTH-24)
0s.28030.1.S1_at 0.0000 26 | Os06g0696400
(Meristem protein 5) (MERI-5 protein) (MERI5 protein) (Endo-xyloglucan transferase) (Xyloglucan endo-1,4-beta-D-glucanase).
0s.50783.1.51_x_at 0.0000 27 | 0s06g0329200 Nucleic acid-binding, OB-fold domain containing protein.
0s.33722.1.S1 _at 0.0000 28 | 0Os01g0736100 UDP-glucuronosyl/UDP-glucosyltransferase family protein.
0s.9592.1.S1_at 0.0000 29 | 0s07g0604300 | Similar to Phytochelatin synthetase (Fragment) Protein BRITTLE CULM1-like 6 COBRA. (BC1L6)
0s.15803.1.51_at 0.0000 30 | Os02g0732200 U box domain containing protein.
0s.37842.1.51_at 0.0000 31 | Os01g0271200 Putative multifunctional amino acid-tRNA ligase.
0s.11558.1.51_at 0.0000 32 | Os01g0270300 Similar to Cationic peroxidase isozyme 40K precursor.
0s.49591.1.51_at 0.0001 33 | 0s03g0152000 Heavy metal transport/detoxification protein domain containing protein.
0s.12725.1.51_at 0.0001 34 | 0s06g0160700 Similar to Starch synthase |, chloroplast precursor (EC 2.4.1.21) (Soluble starch synthase 1) (SS1).
0s.55181.1.S1_at 0.0001 35 | 0s09g0572500 Similar to Beta-1,4-mannan synthase.
0s.37620.1.51_at 0.0001 36 | Os01g0763900 X8 domain containing protein.
0s.9860.1.51_at 0.0001 37 | Os07g0616800 Sucrose synthase 3 (EC 2.4.1.13) (Sucrose-UDP glucosyltransferase 3). (SUS3)
0s.51658.1.51_at 0.0001 38 | Os06g0707300 Protein of unknown function DUF295 family protein.
OsAffx.30132.1.51_x_at 0.0001 39 | 0Os09g0514500 Hypothetical protein.
0s.50554.1.S1 at 0.0001 40 | Os07g0194500 Oxidation reduction, Prolyl 4-hydroxylase, alpha subunit domain containing protein.
0s.9194.1.S51_at 0.0000 41 | 0s02g0757100 Similar to Phi-1 protein.
0s.3875.1.S1 at 0.0000 42 | 0Os01g0217000 Protein of unknown function DUF231, plant domain containing protein.
0s.9534.1.51_at 0.0000 43| 0s01g0880800 Similar to Acyl-[acyl-carrier-protein] desaturase, chloroplast precursor (EC 1.14.19.2) (Stearoyl-ACP desaturase).
0s.21394.1.51_at 0.0000 441 0s02g0437200 Similar to SNAP-34.




0s.6304.1.S1 at 0.0000 45 | 0s08g0402500 Conserved hypothetical protein.

0s.5163.1.S1 at 0.0000 46 | 0s02g0739100 Actin cytoskeleton organization Formin-like protein 16.
OsAffx.24542.1.S1 x_at 0.0000 47 | 0s02g0528500 Nucleic acid-binding, OB-fold domain containing protein.
0s.54841.1.51_at 0.0000 48 | 0s05g0586500 Amino acid transporter, transmembrane family protein.
0s.5403.1.S1_at 0.0000 49 | --- ---

0s.25606.1.S1 at 0.0000 50 | Os09g0417600 Regulation of transcription WRKY transcription factor 76.
0s.51991.1.51_at 0.0000 51 | 0Os02g0597300 Hypothetical protein.

OsAffx.27621.1.51_s_at 0.0000 52 | Os06g0247000 Similar to Avr9/Cf-9 rapidly elicited protein 231.
0s.5431.1.51_at 0.0000 53 | Os04g0586500 Conserved hypothetical protein.

0s.7637.1.S1 at 0.0001 54 | Os07g0119400 Oxidation reduction, Similar to Pectinesterase like protein.
OsAffx.13437.1.S1_at 0.0001 55 | Os03g0710700 Conserved hypothetical protein.

0s.6965.1.51_at 0.0001 56 | Os03g0310800 Similar to Hypersensitive reaction associated Ca2+-binding protein.
0s.18428.1.51_at 0.0001 57 | Os07g0162900 Esterase/lipase/thioesterase domain containing protein.
0s.8233.1.51_at 0.0001 58 | Os01g0748600 Protein kinase domain containing protein. Ankyrin-kinase-like.
0s.55671.1.51_at 0.0001 59 | Os06g0652200 Hly-1lI related proteins family protein.

OsAffx.23351.2.51_at 0.0002 60 | --- ---

0s.24051.2.51_at 0.0002 61 | Os04g0412300 Glycoside hydrolase, family 17 protein.

0s.9445.1.S1 at 0.0002 62 | Os04g0635100 Conserved hypothetical protein.

0s.6727.1.S1 at 0.0002 63 | Os05g0277500 Similar to Germin-like protein subfamily 2 member 4 precursor.
0s.56065.1.S1 s at 0.0002 64 | 0Os11g0585200 Conserved hypothetical protein.

0s.24493.1.A1 at 0.0002 65 | Os08g0481100 Conserved hypothetical protein.

0s.41074.1.S1 at 0.0002 66 | Os06g0521000 Homeodomain-like containing protein.

0s.48041.1.A1 at 0.0002 67 | Os02g0770100 Conserved hypothetical protein.

0s.46836.1.51_at 0.0002 68 | 0s10g0531900 Regulation of transcription, DNA-dependent Similar to BZIP-like protein.
0s.34462.1.S1_at 0.0002 69 | 0s01g0848700 Small GTPase mediated signal transduction.




0s.8815.1.S1 at 0.0002 70 | Os11g0210500 Oxidation reduction, Alcohol dehydrogenase 2.

0s.26380.1.S1 at 0.0003 71 | Os01g0757600 Conserved hypothetical protein.

0s.16915.1.S1 at 0.0003 72 | Os03g0159100 Similar to Protein kinase APK1B, chloroplast precursor (EC 2.7.1.-).
0s.5675.1.51 at 0.0003 73 | Os03g0815700 KH domain-containing protein SPIN1.

0s.49086.1.S1_at 0.0003 74 | Os03g0687700 rRNA N-glycosidase(EC 3.2.2.22).

0s.25316.2.51_x_at 0.0003 75 | Os03g0773600 Kinesin, motor region domain containing protein.
0s.36472.2.51_at 0.0004 76 | Os03g0825600 Conserved hypothetical protein.

0s.4784.1.S1_at 0.0004 77 | 0s09g0483500 Calcium-binding EF-hand domain containing protein.
0s.49726.1.51_at 0.0004 78 | 0Os11g0152500 CEN-like protein 2, putative, expressed, Phosphatidylethanolamine-binding protein.
0s.11263.1.A1_at 0.0004 79 | 0Os11g0282300 Protein of unknown function DUF1685 family protein.
0s.25308.1.A1_at 0.0005 80 | Os01g0850000 Conserved hypothetical protein.

0s.14365.1.51_at 0.0005 81 | Os03g0646100 Similar to Plastid division protein ftsZ1 precursor.
0s.7053.1.51_at 0.0005 82 | 0s01g0874700 emp24/gp25L/p24 family protein.

0s.7692.1.51_at 0.0005 83 | Os04g0645100 Tetratricopeptide-like helical domain containing protein.
0s.11272.1.51_at 0.0005 84 | 0s02g0581200 Conserved hypothetical protein.

0s.7916.1.51_at 0.0005 85 | 0s01g0805900 Tubulin beta-2 chain (Beta-2 tubulin).

0s.12153.1.51_at 0.0005 86 | 0s02g0721700 Conserved hypothetical protein

0s.36122.2.S1 at 0.0006 87 | Os01g0600500 HAD-superfamily subfamily IB hydrolase, hypothetical 1 protein.
0s.53612.1.S1 at 0.0005 88 | 0Os06g0255900 Exo70 exocyst complex subunit family protein.

0s.48064.1.51_at 0.0005 89 | 0s09g0439200 ZIM domain containing protein.

OsAffx.27459.2.S1 s at 0.0006 90 | Os06g0142300 Early nodulin 93 ENOD93 protein family protein.

0s.54928.1.S1 at 0.0006 91 | Os01g0812100 Harpin-induced 1 domain containing protein.

0s.10829.1.51_at 0.0007 92 | 0Os01g0134500 Similar to Delta-7-sterol-C5(6)-desaturase (EC 1.3.3.-) (Delta-7-C-5 sterol desaturase) (Delta7-sterol-C5-desaturase).
0s.9547.1.51_at 0.0007 93 | Os08g0374800 Putative UDP-glucose 4-epimerase.

0s.9581.1.51_a_at 0.0007 94 | --- ---




0s.49180.1.S1 at 0.0008 95 | Os05g0586400 Conserved hypothetical protein.
0s.25564.1.S1 at 0.0008 96 | 0s02g0696500 Concanavalin A-like lectin/glucanase domain containing protein.
0s.32267.1.S1 at 0.0009 97 | Os01g0769700 Similar to Resistance protein candidate (Fragment).
0s.51422.1.51 at 0.0009 98 | 0Os04g0644900 C2 domain containing protein.
0s.34647.1.S1 at 0.0009 99 | Os05g0576800 Similar to Blast and wounding induced mitogen-activated protein kinase.
0s11g0118600
0s.17196.1.A1 s _at 0.0009 100 Protein of unknown function DUF1191 family protein.
0s12g0117800
0s.9464.1.A1_at 0.0009 101 | 0s01g0108800 Protein of unknown function DUF936, plant family protein.
0s.37798.1.51_at 0.0010 | 102 | 0s01g0212700 Zinc finger, RING-type domain containing protein.
0s.26472.1.S1_at 0.0010 | 103 | Os04g0482300 DNA-dependent BTB domain containing protein.
0s.8314.1.51_at 0.0011 104 | Os04g0689500 Conserved hypothetical protein.
0s.1597.1.51_at 0.0011 105 | Os01g0711600 Protein of unknown function DUF778 family protein.
0s.26469.1.51_at 0.0011 106 | 0s03g0773000 Protein of unknown function DUF1005 family protein.
0s.52260.1.51_at 0.0011 107 | 0s03g0787000 Vesicle-mediated transport, Putative syntaxin.
0s.24261.1.51_at 0.0011 108 | 0s03g0275900 Similar to Spotted leaf protein 11 (Spotted leaf11) (Cell death-related protein SPL11).
0s.56356.1.51_at 0.0011 109 | 0s11g0523700 Similar to Transcription factor ICE1 (Inducer of CBF expression 1) (Basic helix- loop-helix protein 116) (bHLH116) (AtbHLH116).
0s.24025.1.51_s_at 0.0012 110 | Os11g0124900 Glycosyl transferase, family 8 protein.
0s.52646.1.51_at 0.0012 111 | Os05g0127500 Oxidation reduction, Similar to Leucoanthocyanidin dioxygenase-like protein.
0s.50329.1.51_s_at 0.0012 112 | Os08g0472800 Oxidation reduction, Cytochrome P450 family protein.
0s.26698.1.S1 a_at 0.0012 113 | 0s01g0303800 Universal stress protein (Usp) family protein.
0s.5657.2.51_at 0.0012 | 114 | Os03g0158700 Similar to P69C protein.
0s.10389.1.S1 at 0.0012 115 | 0Os03g0760700 Similar to Aspartate-semialdehyde dehydrogenase (EC 1.2.1.11) (Fragment).
0s.4940.1.S1 at 0.0012 116 | Os06g0683600 Conserved hypothetical protein.
0s.10394.2.S1 at 0.0012 117 | Os08g0532700 Similar to Peroxidase 55 precursor (EC 1.11.1.7) (Atperox P55) (ATP20a).
0s.35024.1.51_at 0.0013 118 | 0s01g0498300 Protein of unknown function DUF563 family protein.




0s.5347.1.S1 x_at 0.0013 119 | Os01g0717700 EGF-like, alliinase domain containing protein.
0s.10659.1.51 s _at 0.0013 120 | Os07g0442800 Conserved hypothetical protein.

0s.49998.1.S1 at 0.0013 121 | Os01g0110700 Putative phosphoenolpyruvate carboxylase.
0s.16862.1.S1_at 0.0013 | 122 | Os03g0117300 Beta-glucanase family protein.
OsAffx.26443.1.51_s_at 0.0013 | 123 | --- ---

0s.11639.1.51_at 0.0014 | 124 | Os06g0143400 Similar to Acyl-ACP thioesterase (Fragment).
0s.9073.1.51_at 0.0015 | 125 | Os01g0783700 Similar to EF-hand Ca2+-binding protein CCD1.
0s.8908.1.51_at 0.0015 126 | 0s02g0773200 Universal stress protein (Usp) family protein.
0s.8233.1.51_s_at 0.0015 127 | Os01g0748600 Protein kinase domain containing protein.
0s.49054.1.51_at 0.0016 | 128 | Os04g0382400 Conserved hypothetical protein.

0s.18640.1.51_at 0.0016 129 | 0s09g0364800 Heavy metal transport/detoxification protein domain containing protein.
0s.35111.1.51_at 0.0018 130 | 0s03g0263000 Similar to TINY-like protein.

OsAffx.31409.1.51_s_at 0.0018 131 | 0s11g0622150 Universal stress protein (Usp) family protein.
0s.4346.1.51_at 0.0018 132 | 0s06g0160200 Similar to Lanatoside 15'-O-acetylesterase precursor.
0s.25167.1.51_a_at 0.0019 | 133 | 0s10g0396300 Similar to MOBL1.

0s.8914.1.51_at 0.0019 134 | 0s03g0302200 Zinc finger, RING-type domain containing protein.
0s.12642.1.51_at 0.0020 135 | 0s08g0540400 Similar to Calcium-dependent protein kinase.
0s.7085.2.S1 x_at 0.0019 136 | Os07g0674100 UDP-glucuronic acid decarboxylase.

0s.31191.1.S1 at 0.0020 137 | Os07g0448400 Similar to Plasma membrane integral protein ZmPIP2-6.
0s.20201.1.51_at 0.0019 138 | 0s02g0787800 Activation of protein kinase C activity by G-protein coupled receptor protein signaling pathway.
0s.50495.1.51_at 0.0020 | 139 | Os08g0451600 RNA-dependent DNA replication.

0s.7053.1.51_s_at 0.0020 | 140 | Os01g0874700 Emp24/gp25L/p24 family protein.

0s.16044.1.S1 at 0.0020 141 | 0s02g0513100 Similar to MtN3 protein precursor.

0s.5549.1.51_at 0.0020 142 | 0s07g0225300 NAC domain-containing protein 67, NAC3.
0s.9709.2.51_at 0.0021 143 | 0s08g0160500 Cellulose synthase family protein. OsCsIF6




0s.10829.2.S1_x_at 0.0021 144 | 0s01g0134500 Similar to Delta-7-sterol-C5(6)-desaturase (EC 1.3.3.-) (Delta-7-C-5 sterol desaturase) (Delta7-sterol-C5-desaturase).
0s.49715.1.51 at 0.0021 145 | 0s03g0301400 Exonuclease domain containing protein.

OsAffx.2874.1.S1 at 0.0021 146 | 0s02g0566800 Glycosyl transferase, family 31 protein.

0s.6187.1.51_at 0.0021 147 | Os04g0541500 Activation of protein kinase C activity by G-protein coupled receptor protein signaling pathway.
0s.16151.1.S1 at 0.0021 148 | 0s03g0221800 Conserved hypothetical protein.

0s.34982.1.A1_at 0.0021 | 149 | 0Os04g0249600 Rhodanese-like domain containing protein.

OsAffx.14412.2.51_s_at 0.0021 150 | 0s04g0635100 Conserved hypothetical protein.

0s.5041.1.51_at 0.0022 | 151 | Os04g0604600 Hypothetical protein.

0s.55435.1.51_at 0.0021 | 152 | 0Os04g0422500 Conserved hypothetical protein.

0s.30200.1.S1_at 0.0021 | 153 | Os11g0704800 Similar to Membrane protein.

OsAffx.4061.1.51_at 0.0021 | 154 | 0s04g0505300 Conserved hypothetical protein.

0s.46898.1.51_at 0.0022 155 | 0s10g0456600 Small GTPase mediated signal transduction.

0s.22886.1.A1_at 0.0022 156 | 0s01g0147900 Triosephosphate isomerase, cytosolic (EC 5.3.1.1) (TIM) (Triose- phosphate isomerase).
0s.52799.2.51_at 0.0022 157 | 0s08g0128000 Galactose oxidase, central domain containing protein.

0s.17133.1.S1_at 0.0023 | 158 | --- ---

0s.5396.1.51_a_at 0.0023 159 | 0s04g0433600 Protein of unknown function DUF668 family protein.

0s.6092.1.S1_at 0.0023 160 | 0s02g0661100 Similar to Trehalose-6-phosphate phosphatase (TPP1).

0s.57301.1.S1 at 0.0023 161 | 0s02g0758200 Conserved hypothetical protein.

0s.24261.2.51 at 0.0023 162 | 0s03g0275900 Similar to Spotted leaf protein 11 (Spotted leaf11) (Cell death-related protein SPL11).
0s.5133.1.S1 at 0.0023 163 | 0s02g0234300 U box domain containing protein.

0s.57196.1.S1 at 0.0024 164 | Os04g0462600 Dynein light chain, type 1 family protein.

0s.12399.1.51_at 0.0024 | 165 | 0s09g0494200 Similar to Chitinase-like protein (EC 3.2.1.14).

0s.428.1.51 at 0.0023 166 | Os03g0766600 Conserved hypothetical protein.

0s.12700.1.S1_at 0.0024 167 | 0s10g0516400 Conserved hypothetical protein.

0s.50198.1.51 at 0.0024 168 | 0s12g0592900 Hypothetical protein.




0s.8724.1.S1 at 0.0024 169 | Os07g0561300 Cyclin-like F-box domain containing protein.

OsAffx.24557.1.S1 at 0.0025 170 | 0s02g0539900 WD40-like domain containing protein.

0s.11120.1.S1 at 0.0026 171 | 0s03g0182800 Similar to Ethylene responsive element binding factor3 (OsERF3).
0s.49825.1.S1 at 0.0026 172 | 0s01g0256800 Conserved hypothetical protein.

0s.16013.1.51_at 0.0026 173 | 0s01g0840300 WUSCHEL-related homeobox 5. OsWOXB5.
OsAffx.15193.1.S1_at 0.0026 | 174 | 0Os05g0591600 Similar to Lysine decarboxylase-like protein.
0s.11677.1.51_x_at 0.0026 175 | 0s05g0123200 1Q calmodulin-binding region domain containing protein.
OsAffx.17259.1.51_s_at 0.0026 176 | 0s08g0402500 Conserved hypothetical protein.

0s.7355.1.51_at 0.0027 177 | 0s02g0228900 Similar to Auxin-responsive protein IAA18 (Indoleacetic acid-induced protein 18).
0s.24926.1.51_at 0.0028 178 | 0s03g0333200 Similar to Resistance protein candidate (Fragment).
0s.46462.1.S1_at 0.0027 | 179 | Os10g0112600 Nonaspanin (TM9SF) family protein.

0s.6872.2.51_at 0.0027 180 | 0s04g0592400 t-snare domain containing protein.

0s.47251.1.S1_at 0.0028 | 181 | --- ---

0s.18164.1.51_at 0.0027 182 | 0s04g0192766 Hypothetical protein.

0s.38162.1.51_at 0.0027 183 | 0s12g0503200 Similar to Translation Initiation Factor IF-2P.

0s.11626.1.51_at 0.0028 184 | 0s04g0660500 Protein kinase-like domain containing protein.
0s.55093.1.51_at 0.0027 185 | 0s03g0136500 Conserved hypothetical protein.

0s.16248.1.S1 at 0.0028 186 | 0s02g0806400 Conserved hypothetical protein.

0s.11147.1.51_at 0.0029 | 187 | Os07g0558900 ---

0s.48104.1.A1_s_at 0.0029 188 | 0s03g0748900 RNA-binding region RNP-1 (RNA recognition motif) domain containing protein.
0s.25125.1.A1_at 0.0029 189 | 0s03g0788700 Beta-lg-H3/fasciclin domain containing protein.

0s.51930.1.S1 at 0.0029 190 | 0s09g0298500 Zinc finger, RING-type domain containing protein.
0s.45959.1.51_at 0.0029 | 191 | Os01g0547000 Similar to LRR19.

0s.16956.1.S1_s_at 0.0029 192 | 0s01g0534900 Similar to Hv711N16.16 (Fragment).

0s.8899.1.51_at 0.0029 193 | 0s05g0504766 Similar to Polyubiquitin protein (Fragment).




0s.27874.2.51_x_at 0.0029 194 | 0s05g0562800 Protein of unknown function DUF679 family protein.
0s.50648.1.S1 at 0.0029 195 | Os06g0646900 Similar to Homogentisic acid geranylgeranyl transferase.
0s.14828.1.A1_s_at 0.0029 196 | 0s09g0369400 Trehalose-6-phosphate phosphatase 7. (TPP7)
0s.37067.1.S1 at 0.0032 197 | 0s10g0521900 Rhomboid-like protein family protein.
0s.31293.1.S1 at 0.0033 198 | 0s01g0930500 Conserved hypothetical protein.
0s.52519.1.51_at 0.0033 199 | Os11g0144500 Zinc finger, RING-type domain containing protein.
0s.12000.1.S1_at 0.0034 200 | Os01g0949300 EF-Hand type domain containing protein.
0s.47765.1.S1_at 0.0035 | 201 | Os05g0528000 Similar to RbohAOsp (Fragment).
0s.9824.1.S2_at 0.0035 202 | Os05g0474600 Similar to Aldose reductase-related protein (EC 1.1.1.21).
0s.2329.1.51_a_at 0.0035 203 | Os01g0639900 Similar to Carbonic anhydrase, chloroplast precursor (EC 4.2.1.1) (Carbonate dehydratase).
0s.47897.1.S1_at 0.0035 | 204 | Os11g0432800 ---
0s.7228.1.51_at 0.0035 205 | 0s02g0756200 Similar to Phi-1 protein.
Similar to Xyloglucan endotransglucosylase/hydrolase protein 24 precursor (EC 2.4.1.207) (At-XTH24) (XTH-24)
0s.28030.2.A1_at 0.0035 | 206 | Os06g0696400
(Meristem protein 5) (MERI-5 protein) (MERI5 protein) (Endo-xyloglucan transferase) (Xyloglucan endo-1,4-beta-D-glucanase).
0s.5583.1.51_at 0.0037 207 | Os03g0305400 Universal stress protein (Usp) family protein.
0s.49654.1.51_at 0.0037 208 | 0s03g0301700 Similar to Calmodulin-binding protein phosphatase.
0s.22831.1.51_at 0.0037 209 | Os03g0710000 Protein of unknown function DUF292, eukaryotic domain containing protein.
0s.12392.1.51_at 0.0038 210 | Os03g0806800 Conserved hypothetical protein.
OsAffx.3595.1.S1 at 0.0039 211 | Os03g0741700 Zinc finger, RING-type domain containing protein.
0s.3808.4.S1 x_at 0.0039 212 | Os01g0186900 Conserved hypothetical protein.
0s.26828.1.A1_at 0.0042 213 | Os11g0448000 Surface protein from Gram-positive cocci, anchor region domain containing protein.
0s.625.1.51_at 0.0041 | 214 | Os01g0192600 Ndr family protein.
0s.8885.1.S1_at 0.0042 | 215 | Os11g0703400 Snf7 family protein.
0s.51815.2.51_at 0.0042 216 | 0Os02g0528100 Protein of unknown function DUF662 family protein.
0s.12013.1.51_at 0.0043 | 217 | Os07g0479200 Similar to SL15-like (Fragment).




0s.50598.1.S1 at 0.0044 218 | 0s12g0127200 Harpin-induced 1 domain containing protein.
0s.16257.1.S1 at 0.0044 219 | Os01g0885200 Conserved hypothetical protein.
0s.42285.1.S1_x_at 0.0045 | 220 | Os01g0799500 DNA glycosylase family protein.
0s.9892.1.S1 a_at 0.0045 221 | Os01g0875500 Beta-galactosidase 3.
0s.11403.1.S1 at 0.0045 222 | Os06g0665500 Amidase, hydantoinase/carbamoylase family protein.
0s11g0133800
0s.24473.1.A1 s _at 0.0046 223 Zinc finger, DHHC-type domain containing protein.
0s12g0131200
0s.22468.1.A1_at 0.0047 | 224 | --- ---
0s.22480.1.51_at 0.0048 225 | 0s02g0567200 Protein phosphatase 2C-like domain containing protein.
0s.12751.1.51_at 0.0047 | 226 | 0Os02g0715300 Conserved hypothetical protein.
0s.7744.1.S1_at 0.0048 | 227 | 0s06g0297700 Conserved hypothetical protein.
0s.5045.1.51_at 0.0047 228 | 0Os01g0127600 Similar to Bowman-Birk type proteinase inhibitor D-1I precursor (V).
0s.26443.1.51_at 0.0048 229 | 0s01g0961200 CBS domain containing protein.
0s.10416.1.51_at 0.0048 230 | Os01g0834900 Hypothetical protein.
0s.23220.1.51_at 0.0048 231 | Os05g0436900 Zinc finger, DHHC-type domain containing protein.
0s.14006.1.51_at 0.0049 | 232 | --- ---
0s.12201.1.51_at 0.0051 233 | 0s09g0451000 Similar to 1-aminocyclopropane-1-carboxylate oxidase 1 (EC 1.14.17.4) (ACC oxidase 1) (Ethylene-forming enzyme) (EFE).
0s.4453.1.51_at 0.0052 234 | 0s06g0125200 Protein of unknown function DUF581 family protein.
0s.32457.2.S1 at 0.0052 235 | Os01g0174600 Zinc finger, CCCH-type domain containing protein.
0s.15008.1.S1 at 0.0053 236 | Os05g0429400 Cellular retinaldehyde binding/alpha-tocopherol transport family protein.
0s.5404.3.S1 a_at 0.0053 237 | Os01g0835500 Similar to Respiratory burst oxidase protein.
0s.48105.1.A1 at 0.0054 238 | Os06g0266800 GASRY7 - Gibberellin-regulated GASA/GAST/Snakin family protein precursor, expressed.
OsAffx.7264.1.51_at 0.0054 239 | 0s11g0512200 No apical meristem (NAM) protein domain containing protein.
0s.43946.3.51_x_at 0.0054 240 | Os03g0269300 Acid phosphatase/vanadium-dependent haloperoxidase family protein.
0s.8824.1.51_at 0.0055 241 | Os01g0814400 Conserved hypothetical protein.




0s.10982.1.51_at 0.0054 242 | 0s02g0686700 Protein of unknown function DUF581 family protein.

0s.38804.1.51_at 0.0054 243 | 0s01g0794500 Eukaryotic translation initiation factor SUI1 family protein.
0s.50007.1.S1 at 0.0054 244 | Os05g0459300 Conserved hypothetical protein.

0s.4857.1.51_at 0.0055 245 | 0Os03g0837100 Probable cellulose synthase A catalytic subunit 5 [UDP-forming]. OsCESA5
0s.834.1.51_a_at 0.0055 246 | 0s01g0629400 NLI interacting factor domain containing protein.

0s.56267.1.S1 at 0.0056 247 | Os06g0265400 DNA-dependent Similar to Transcription factor HBP-1b(C38) (Fragment).
0s.7862.1.51_at 0.0057 | 248 | 0s03g0241900 Similar to Senescence-associated protein 12.

OsAffx.19101.1.51_at 0.0057 249 | Os11g0512100 Conserved hypothetical protein.

0s.25846.1.51_at 0.0059 | 250 | Os02g0178600 Similar to E3 ubiquitin ligase EL5 (EC 6.3.2.-).

0s.24612.1.A1_at 0.0060 251 | Os05g0141700 Phosphoglycerate/bisphosphoglycerate mutase family protein.
0s.32736.1.51_at 0.0060 252 | Os03g0780800 Fatty acid hydroxylase domain containing protein.
OsAffx.17497.1.51_s_at 0.0060 253 | 0s02g0483500 Putative quercetin 3-O-glucoside-6"-0-malonyltransferase.
0s.28127.1.51_at 0.0061 254 | 0s03g0231700 Similar to Squalene monooxygenase 2 (EC 1.14.99.7).

0s.9684.1.51_at 0.0062 255 | Os06g0589500 Conserved hypothetical protein.

OsAffx.26670.1.51_at 0.0062 | 256 | --- ---

0s.38093.1.51_at 0.0063 257 | Os04g0614700 Conserved hypothetical protein.

0s.5797.1.51_at 0.0064 258 | 0Os07g0560300 Armadillo-like helical domain containing protein.

0s.12667.1.51_at 0.0064 259 | Os06g0589600 Protein kinase-like domain containing protein.

0s.55550.1.S1 at 0.0064 260 | Os02g0702100 Conserved hypothetical protein.

OsAffx.23485.1.51_at 0.0064 261 | Os01g0517800 Protein of unknown function DUF597 family protein.
OsAffx.3179.1.51_s_at 0.0065 262 | 0Os03g0194500 Mitochondrial import inner membrane translocase, subunit Tim17/22 family protein.
0s.9009.1.S1_x_at 0.0066 263 | 0Os10g0407200 Protein of unknown function DUF962 family protein.

0s.2225.1.51 at 0.0066 264 | Os04g0531100 C2 calcium/lipid-binding region, CaLB domain containing protein.
OsAffx.22181.1.51_s_at 0.0066 265 | 0s01g0278000 VQ domain containing protein.

0s.1986.1.51_at 0.0066 266 | Os01g0738300 Protein kinase-like domain containing protein.




0s.45975.1.51 a_at 0.0066 267 | 0Os03g0389900 Cyclin-like F-box domain containing protein.

0s.10926.1.51_at 0.0066 268 | 0s07g0252400 Probable cellulose synthase A catalytic subunit 6 [UDP-forming]. OsCESA6

0s.23734.1.A1_at 0.0068 269 | 0Os11g0169800 Similar to Long-chain-fatty-acid--CoA ligase 4 (EC 6.2.1.3) (Long-chain acyl-CoA synthetase 4) (LACS 4).
0s.51873.1.S1 at 0.0068 270 | Os11g0480000 Disease resistance protein family protein.

OsAffx.15372.1.S1 x_at 0.0068 271 | Os06g0219400 Protein of unknown function DUF246, plant family protei.

0s.24924.1.51_at 0.0068 272 | 0Os03g0556600 Curculin-like (mannose-binding) lectin domain containing protein.

0s.13708.1.51_at 0.0068 273 | 0s03g0246500 Protein of unknown function DUF869, plant family protein.

0s.25104.1.51_x_at 0.0068 274 | 0s02g0760200 C2 calcium/lipid-binding region, CaLB domain containing protein.

OsAffx.15339.1.S1_at 0.0069 275 | Os06g0198500 Protein of unknown function DUF985 family protein.

OsAffx.16339.1.51_s_at 0.0069 276 | Os07g0296900 Conserved hypothetical protein.

0s.26380.2.51_x_at 0.0069 277 | Os01g0757600 Conserved hypothetical protein.

0s.8188.1.51_s_at 0.0069 278 | Os07g0673400 Universal stress protein (Usp) family protein.

0s.18178.1.51_at 0.0069 279 | 0Os03g0127500 b-ZIP transcription factor 25.

0s.7912.1.51_at 0.0069 280 | Os03g0764100 Zinc finger transcription factor ZF1.

0s.49675.1.51_at 0.0071 281 | 0Os05g0332300 Similar to CBL-interacting protein kinase 2.

0s.15874.1.A1_at 0.0072 | 282 | 0s03g0820400 Similar to ZPT2-13.

0s.23468.1.A1_at 0.0071 283 | 0s09g0452900 Glycosyl transferase, family 31 protein.

0s.57244.1.51_at 0.0071 284 | Os05g0484700 Protein of unknown function DUF295 family protein.

0s.15969.1.S1 a_at 0.0072 285 | 0Os03g0330300 Viral attachment protein, fibre shaft repeat containing protein.

0s.7794.1.51_at 0.0072 286 | 0s10g0528400 Glutathione S-transferase, N-terminal domain containing protein.

0s.6671.2.S1 x_at 0.0072 287 | Os05g0476700 Similar to Arm repeat protein.

0s.24358.1.A1_at 0.0074 288 | 0s02g0176700 Similar to Potential calcium-transporting ATPase 9, plasma membrane-type (EC 3.6.3.8) (Ca(2+)-ATPase isoform 9).
0s.54736.1.S1 at 0.0074 289 | 0s02g0768000 Conserved hypothetical protein.

0s.48184.1.A1_at 0.0075 290 | Os07g0586200 Similar to Esterase precursor (EC 3.1.1.-) (Early nodule-specific protein homolog) (Latex allergen Hev b 13).
0s.34982.1.A1_x_at 0.0077 291 | Os04g0249600 Rhodanese-like domain containing protein.




OsAffx.2460.1.S1 x_at 0.0077 292 | 0s01g0949400 Similar to Phytochromobilin synthase precursor.
OsAffx.26266.1.S1 at 0.0077 293 | 0Os04g0380800 Conserved hypothetical protein.

0s.51258.1.51 at 0.0080 294 | 0s02g0125000 Conserved hypothetical protein.

0s.5532.1.S1 at 0.0080 295 | Os05g0496500 Similar to Latex-abundant protein.

0s.50518.1.52_at 0.0080 | 296 | 0s02g0281200 Similar to NBS-LRR protein (Fragment).

0s.9080.1.51_at 0.0081 297 | Os03g0183800 Similar to Leucine-rich repeat transmembrane protein kinase 1 (Fragment).
0s.5288.1.51_a_at 0.0081 298 | 0s02g0802700 Probable monogalactosyldiacylglycerol synthase 3, chloroplastic.
0s.7757.1.51_at 0.0082 299 | 0s02g0297600 Protein of unknown function DUF707 family protein.
0s.27915.1.51_at 0.0082 300 | Os02g0134200 Protein of unknown function DUF1645 family protein.
0s.49127.1.51_at 0.0082 301 | Os09g0463300 Protein of unknown function DUF547 domain containing protein.
0s.12968.1.51_at 0.0082 | 302 | Os06g0220600 Conserved hypothetical protein.

0s.7692.1.52_at 0.0082 303 | Os04g0645100 Tetratricopeptide-like helical domain containing protein.
OsAffx.5568.1.51_at 0.0083 304 | Os07g0573900 Conserved hypothetical protein.

0s.23257.1.A1_at 0.0082 305 | Os06g0164400 Basic helix-loop-helix dimerisation region bHLH domain containing protein.
0s.18321.1.51_at 0.0083 306 | 0s02g0668100 Polyprenyl synthetase family protein.

0s.46070.1.51_x_at 0.0082 307 | Os10g0118900 Conserved hypothetical protein.

0s.12013.1.51_a_at 0.0083 | 308 | Os07g0479200 Similar to SL15-like (Fragment).

0s.31344.1.S1 at 0.0083 309 | Os01g0858900 Glycosyl transferase, family 29 protein.

0s.8688.1.S1 a_at 0.0083 310 | Os07g0445600 Conserved hypothetical protein.

0s.49711.1.S1 at 0.0083 311 | Os08g0452500 Auxin responsive SAUR protein family protein.
0s.25122.1.51_at 0.0084 312 | Os06g0320300 HMG-1 and HMG-Y, DNA-binding domain containing protein.
0s.16047.1.51_at 0.0086 313 | 0Os01g0929200 Protein kinase-like domain containing protein.

0s.49731.1.S1 at 0.0087 314 | 0Os02g0324700 Conserved hypothetical protein.

0s.8899.1.51_x_at 0.0087 315 | Os05g0504766 Similar to Polyubiquitin protein (Fragment).

0s.10870.1.51_at 0.0088 316 | 0s02g0755400 Similar to RNA recognition motif-containing protein SEB-4.




0s.50596.1.S1 at 0.0090 317 | Os04g0483000 Ubiquitin domain containing protein.
0s.49519.1.51 at 0.0090 318 | Os03g0670700 Similar to Glycine-rich RNA-binding, abscisic acid-inducible protein.
0s.54891.1.S1_at 0.0092 | 319 | 0s02g0288100 Similar to Pectinesterase (EC 3.1.1.11) (Fragment).
0s.16607.1.51_at 0.0093 320 | Os08g0131200 Plant lipid transfer protein/Par allergen family protein. /Non-specific lipid-transfer protein.
0s.5214.1.S1_at 0.0094 | 321 | Os05g0386900 Reticulon family protein.
0s.14198.1.51_at 0.0096 322 | 0Os01g0834100 Conserved hypothetical protein.
0s.197.2.51_x_at 0.0097 323 | 0s01g0256800 Conserved hypothetical protein.
OsAffx.13544.1.51_at 0.0098 324 | 0Os03g0803600 Glycosyl transferase, family 31 protein.
0s.4627.1.51_x_at 0.0099 325 | Os07g0678600 CBL-interacting protein kinase 2 (EC 2.7.11.1) / CIPK2.
0s.7939.1.S1_at 0.0099 | 326 | Os05g0584600 AAA ATPase domain containing protein.
0s.8837.1.51_at 0.0098 | 327 | 0s02g0542400 Conserved hypothetical protein.
0s.51954.1.51_at 0.0098 328 | Os01g0750600 Pistil-specific extensin-like protein family protein.
0s.25104.2.51_at 0.0099 329 | 0s02g0760200 C2 calcium/lipid-binding region, CaLB domain containing protein.
0s.6055.1.51_at 0.0100 330 | Os08g0345700 Putative pyrophosphate-dependent phosphofructokinase alpha subunit.
OsAffx.31572.1.51_at 0.0100 331 | Os11g0138600 Phosphoglycerate mutase domain containing protein.
0s.50275.1.51_at 0.0100 332 | Os01g0796700 Zinc finger, RING-type domain containing protein.
0s.54871.1.51_at 0.0101 333 | 0s08g0502400 Beta-1g-H3/fasciclin domain containing protein.
OsAffx.11507.1.S1 at 0.0101 334 | Os01g0665900 Conserved hypothetical protein.
Xyloglucan endotransglycosylase/hydrolase protein 8 precursor (EC 2.4.1.207) (End-xyloglucan transferase) (OsXTH8) (OsXRT5)
0s.12288.1.S1_at 0.0101 | 335 | Os08g0237000
(OsXTH17).
0s.12742.1.A1_at 0.0101 | 336 | Os11g0571900 Targeting for Xklp2 family protein.
OsAffx.23168.1.S1_at 0.0101 337 | Os01g0185500 Protein of unknown function DUF1637 family protein.
0s.9424.1.S1 at 0.0102 338 | 0s04g0455600 Conserved hypothetical protein.
0s.12738.1.52_a_at 0.0104 339 | Os01g0681900 Glutamate synthase 1 [NADH], chloroplastic /NADH dependent Glutamate Synthase precursor (EC 1.4.1.14).
OsAffx.4214.1.51_x_at 0.0103 340 | Os04g0689500 Conserved hypothetical protein.




0s.23303.1.A1_at 0.0104 341 | Os03g0377700 Cellulose synthase-like A5. OsCslAb
0s.25470.1.S1 at 0.0105 342 | 0Os01g0380800 Cyclin-like F-box domain containing protein.
0s.41024.1.51_x_at 0.0106 | 343 | Os01g0534900 Similar to Hv711N16.16 (Fragment).
0s.8890.1.51_at 0.0106 344 | Os03g0748900 RNA-binding region RNP-1 (RNA recognition motif) domain containing protein /Putative arginine-rich protein.
0s.17509.1.S1_at 0.0109 345 | 0s02g0738600 Endoglucanase 7.
0s.49505.1.51_at 0.0108 346 | 0Os03g0345300 Conserved hypothetical protein Desiccation-related protein PCC13-62, putative, expressed.
0s.39505.1.51_at 0.0108 347 | 0s02g0734400 Caleosin related family protein.
0s.11499.1.51_at 0.0108 348 | 0Os08g0525000 Ras GTPase family protein. / Putative GTP-binding protein(RAB11G).
0s.23932.1.A1_at 0.0109 349 | Os04g0477300 No apical meristem (NAM) protein domain containing protein.
0s.16437.1.51_at 0.0109 350 | Os03g0212200 Leucine-rich repeat, typical subtype containing protein.
0s.11122.1.51_at 0.0110 351 | Os08g0480200 20G-Fe(ll) oxygenase domain containing protein.
0s.2427.1.51_at 0.0111 352 | 0s11g0210100 Plant peroxidase family protein.
OsAffx.22270.1.51_x_at 0.0111 353 | 0Os03g0188600 Conserved hypothetical protein.
Similar to MLD (Degenerative spermatocyte homolog 1, lipid desaturase) (Migration-inducing gene 15 protein)
0s.23411.1.S1_at 0.0112 | 354 | 0s02g0639600
(Sphingolipid delta 4 desaturase protein DES1).
0s.9009.1.51_at 0.0113 355 | 0s10g0407200 Protein of unknown function DUF962 family protein.
0s.24105.1.A1_at 0.0114 356 | Os11g0197400 Protein of unknown function DUF803 family protein.
0s.25298.1.51_at 0.0115 357 | Os07g0681700 Glycosyl transferase, family 8 protein.
0s.27911.1.51_at 0.0115 358 | Os01g0745700 Similar to GATA transcription factor 3 (AtGATA-3) / Putative AG-motif binding protein-4.
0s.9713.2.51_at 0.0114 | 359 | Os05g0595300 Similar to CONSTANS-like protein.
0s.6115.1.51_at 0.0117 360 | Os01g0514700 CLV1 receptor kinase-like protein / Protein kinase domain containing protein.
0s.23549.1.51_a_at 0.0117 361 | Os02g0637800 Protein of unknown function DUF639 family protein.
0s.7940.1.S1 at 0.0123 362 | Os06g0531900 Lipolytic enzyme, G-D-S-L family protein.
0s.9696.1.S1 at 0.0122 363 | 0Os08g0503200 Glycerophosphoryl diester phosphodiesterase family protein.
0s.28489.1.51_at 0.0122 364 | Os01g0718000 Zinc finger, A20-type domain containing protein /Zinc finger A20 and AN1 domain-containing stress-associated protein 2 / SAP2.




0s.16446.1.S1 at 0.0123 365 | 0Os06g0326000 HMG-I and HMG-Y, DNA-binding domain containing protein.

0s.31233.2.51 at 0.0123 366 | 0Os01g0266400 Conserved hypothetical protein.

0s.52742.1.51 at 0.0123 367 | Os05g0199100 Conserved hypothetical protein.

0s.51815.2.51_x_at 0.0123 368 | 0s02g0528100 Protein of unknown function DUF662 family protein.

0s.12248.1.S1 at 0.0123 369 | Os07g0585500 Conserved hypothetical protein.

0s.51150.1.51_s_at 0.0123 | 370 | Os06g0604000 Similar to Ethylene response factor 1.

0s.14848.1.S1_at 0.0124 | 371 | 0Os06g0695600 Zinc finger, RING-type domain containing protein.

0s.8808.1.51_at 0.0129 372 | 0s02g0699300 Similar to ADP-ribosylation factor-like protein.

0s.54145.1.51_at 0.0130 373 | Os04g0673700 Conserved hypothetical protein.

0s.11407.1.51_at 0.0130 374 | Os04g0671200 Similar to Suppressor of presenilin 5 (P110b homolog).

0s.6091.1.A1 at 0.0131 375 | Os07g0259700 Similar to PRLI-interacting factor G (Fragment).

0s.19183.1.51_at 0.0131 376 | Os01g0143900 Conserved hypothetical protein.

0s.37742.1.51_at 0.0130 377 | Os03g0755100 ABC transporter B family member 25 / OsABCB25.
0s10g0195100

0s.7279.2.51_at 0.0133 378 En/Spm-like transposon proteins family protein / Putative plant transposon protein family protein.
0s12g0417000

0s.54680.1.51_at 0.0132 379 | Os08g0210500 Non-protein coding transcript, unclassifiable transcript.

0s.3373.1.51_at 0.0133 380 | Os05g0129300 DNA-dependent Basic/leucine zipper protein.

0s.53407.1.51_at 0.0134 | 381 | Os08g0158600 Similar to Cell wall invertase (EC 3.2.1.26).

0s.18006.1.S1 a_at 0.0137 382 | 0Os01g0958200 Quinonprotein alcohol dehydrogenase-like domain containing protein.

0s.37622.1.S1 at 0.0137 383 | 0Os01g0895200 DOMON related domain containing protein.

OsAffx.13359.1.S1_at 0.0138 384 | 0Os03g0655100 Protein of unknown function DUF1637 family protein.

0s.6143.1.S1 s at 0.0139 385 | 0Os03g0124300 Conserved hypothetical protein.

0s.14624.1.S1 a_at 0.0139 386 | 0Os01g0834200 ATP synthesis coupled proton transport.

OsAffx.13398.1.51_at 0.0139 | 387 | --- ---




Similar to Stearoyl-acyl carrier protein desaturse (EC 1.14.99.6) / Acyl-[acyl-carrier-protein] desaturase 6,

0s.49536.1.51_at 0.0143 | 388 | 0s08g0199400

chloroplastic / Stearoyl-ACP desaturase 6 (EC 1.14.19.2).
0s.24548.1.A1 at 0.0143 389 | 0s02g0170900 Lytic transglycosylase, catalytic domain containing protein.
0s.7348.1.S1_at 0.0143 390 | Os08g0498400 Similar to Caffeoyl-CoA 3-O-methyltransferase (Fragment).
0s.15593.1.51_at 0.0144 391 | 0Os03g0263900 Calcium-binding EF-hand domain containing protein.
0s.20359.1.51 at 0.0145 392 | 0s09g0512800 Similar to Neural Wiskott-Aldrich syndrome protein (N-WASP).
0s.15800.1.51_x_at 0.0150 | 393 | 0s09g0421500 Conserved hypothetical protein.
0s.7832.1.51_at 0.0149 | 394 | 0s03g0121200 Similar to Peroxidase 1.
OsAffx.15019.1.51_s_at 0.0157 395 | Os05g0466700 Conserved hypothetical protein.
OsAffx.5581.1.51_at 0.0159 396 | Os07g0587300 Conserved hypothetical protein.
0s.7911.1.S1 at 0.0161 397 | Os01g0369700 Similar to Glutathione S-transferase GST 8 (EC 2.5.1.18).
OsAffx.27459.3.S1_x_at 0.0165 | 398 | Os06g0142350 ---
0s.10830.1.51_at 0.0167 399 | 0Os08g0524800 Similar to TA1 protein (Fragment) / BHLH transcription factor(GBOF-1)-like.
0s.19385.1.51_at 0.0172 400 | Os01g0727500 Protein of unknown function DUF584 family protein.
0s.28109.1.51_at 0.0172 401 | 0s12g0145700 Pyruvate kinase family protein (EC 2.7.1.40).
0s.11747.1.S1_at 0.0173 402 | Os05g0135800 Similar to Pto kinase interactor 1.
0s.38177.1.51_at 0.0173 403 | 0Os01g0841500 Similar to C-myb-like transcription factor (Fragment).
0s.8681.1.51_at 0.0176 404 | 0Os04g0586100 Protein of unknown function DUF581 family protein.
0s.14932.1.S1 at 0.0178 405 | Os07g0690400 Similar to Calmodulin-binding protein phosphatase.
0s.24882.1.51_s_at 0.0179 | 406 | 0Os02g0185500 Cytochrome P450 family protein.
0s.11730.1.S1 at 0.0179 407 | Os05g0287800 Conserved hypothetical protein.
0s.20810.1.S1 at 0.0179 408 | Os01g0769000 Conserved hypothetical protein.
0s.17718.1.S1 at 0.0190 409 | Os05g0471000 Similar to Ser-thr protein kinase (Fragment).
OsAffx.26384.4.S1_at 0.0189 410 | Os04g0586000 Protein of unknown function DUF581 family protein.
0s.4627.2.51_at 0.0192 411 | Os07g0678600 Similar to Serine/threonine protein kinase / CBL-interacting protein kinase 2 (EC 2.7.11.1) / CIPK2.




0s.11708.1.S1 at 0.0192 412 | 0s03g0203800 Cyclin-like domain containing protein / Cyclin-D5-3 / CYCD5-3.
OsAffx.27459.3.51_at 0.0196 | 413 | Os06g0142350 ---
0s.11385.1.51_a_at 0.0197 414 1 0Os11g0545300 Ubiquitin-dependent protein catabolic process Peptidase C19, ubiquitin carboxyl-terminal hydrolase 2 family protein.
0s.8775.1.51_at 0.0199 415 | 0s07g0249200 Similar to Vesicle-associated membrane protein 724 (AtVAMP724) (SYBL1-like protein).
OsAffx.24158.1.S1_at 0.0201 416 | 0s02g0176700 Similar to Potential calcium-transporting ATPase 9, plasma membrane-type (EC 3.6.3.8) (Ca(2+)-ATPase isoform 9).
0s.4387.1.51_at 0.0201 417 | 0Os01g0261200 No apical meristem (NAM) protein domain containing protein.
0s.6302.1.51_x_at 0.0202 418 | Os05g0430300 Protein of unknown function DUF668 family protein.
0s.53722.1.51_at 0.0203 419 | 0Os03g0426800 Ubiquitin domain containing protein.

0s11g0104400
0s.152.1.51_at 0.0202 420 Similar to W-3 fatty acid desaturase (Fragment) /Fatty acid acyl-CoA desaturase family protein.

0s12g0104400
0s.17445.1.S1_s_at 0.0203 | 421 | 0s03g0388500 Similar to Anther ethylene-upregulated protein ER1 (Fragment).
0s.47982.1.A1_at 0.0202 422 | 0Os01g0177900 ABC-2 type transporter domain containing protein.
0s.10553.1.51_s_at 0.0202 423 | 0s01g0867900 Protein of unknown function DUF502 family protein.
0s.10737.1.51_at 0.0204 424 1 0s05g0269500 Conserved hypothetical protein.
0s.6053.1.51_at 0.0204 425 | 0s02g0678400 dTDP-4-dehydrorhamnose reductase family protein.
0s.32679.1.51_at 0.0204 426 | 0s07g0626500 Protein kinase-like domain containing protein.
0s.37337.1.S1_a_at 0.0204 427 | 0Os01g0513100 Hypothetical protein.
0s.37225.1.51_at 0.0204 428 | 0s07g0462200 Protein of unknown function DUF1218 family protein.
0s.49731.1.S1 s _at 0.0204 429 | 0s02g0324700 Conserved hypothetical protein.

Similar to Arginine biosynthesis bifunctional protein argJ 1 [Includes: Glutamate N-acetyltransferase (EC 2.3.1.35)
0s.26805.2.S1 at 0.0205 430 | 0s03g0279400 (Ornithine acetyltransferase) (Ornithine transacetylase) (OATase); Amino-acid acetyltransferase (EC 2.3.1.1)
(N-acetylglutamate synthase) (AGS)] [Contains: Arginine biosynthesis bifunctional protein argJ1 .

0s.32752.2.51 s _at 0.0205 431 | 0Os01g0824600 CBL-interacting protein kinase 11 (EC 2.7.11.1).
0s.27492.1.S1 s _at 0.0206 432 | 0s10g0167700 Conserved hypothetical protein.
0s.19014.1.S1 at 0.0206 433 | 0Os01g0338600 Conserved hypothetical protein.




0s.38505.1.51_x_at 0.0206 434 |1 0s03g0766100 Plant lipid transfer/seed storage/trypsin-alpha amylase inhibitor domain containing protein.
0s.10159.1.S1_at 0.0208 | 435 | 0s03g0844100 Similar to Ptil kinase-like protein.

0s.12297.1.S1_at 0.0209 | 436 | Os06g0591600 Similar to Hemoglobin Hb2.

0s.27861.1.S2_a_at 0.0209 | 437 | 0s09g0419100 Hypothetical protein.

0s.11344.1.S1 s_at 0.0215 438 | 0s05g0554000 Conserved hypothetical protein.

0s.33471.1.A1_at 0.0216 439 | 0s08g0495500 TRAF-like domain containing protein.

OsAffx.2784.1.S1_s_at 0.0216 440 | 0s02g0493050 Tetratricopeptide-like helical domain containing protein.

0s.56075.1.51_at 0.0218 | 441 | 0s03g0126900 Conserved hypothetical protein.

0s.5287.1.51_at 0.0219 442 | 0Os03g0646400 Conserved hypothetical protein.

0s.6055.3.S1 x_at 0.0219 443 | Os08g0345700 Putative pyrophosphate-dependent phosphofructokinase alpha subunit.
0s.7207.1.S1_at 0.0220 | 444 | 0s03g0622500 Hypothetical protein.

0s.11440.1.51_at 0.0220 445 | 0s03g0436400 Similar to A.thaliana gene induced upon wounding stress.

0s.27861.1.S1_a_at 0.0224 446 | 0s09g0419100 Hypothetical protein.

0s.4929.1.51_at 0.0223 447 | 0s06g0663200 Similar to Protein kinase APK1B, chloroplast precursor (EC 2.7.1.-).
0s.50220.1.51_at 0.0225 448 | 0s08g0164800 RNA-dependent DNA replication.

0s.23095.1.51_at 0.0227 | 449 | --- ---

0s.47980.1.51_at 0.0227 450 | 0Os04g0169500 Protein of unknown function DUF668 family protein.

0s.16001.1.S1 at 0.0226 451 | Os04g0505300 Conserved hypothetical protein.

0s.7285.1.51_at 0.0226 | 452 | Os05g0518600 Similar to SL-TPS/P(TPS1).

0s.10061.1.S1 at 0.0227 453 | Os07g0583600 Chitin indusible gibberellin responsive gene 2.

0s.26828.2.51_at 0.0227 454 | 0s11g0448000 Surface protein from Gram-positive cocci, anchor region domain containing protein.
0s.17240.1.S1 at 0.0227 455 | Os05g0405900 WD40-like domain containing protein.

0s.6258.1.S1 a_at 0.0228 456 | Os01g0856500 Auxin mediated signaling pathway Auxin transporter-like protein 1.
0s.54156.1.51_x_at 0.0229 457 | Os01g0867600 Putative UDP-glucose:sterol glucosyltransferase / Similar to UDP-glucose:sterol glucosyltransferase (EC 2.4.1.173).
0s.1445.1.51_at 0.0230 458 | 0s01g0160100 Putative pyruvate decarboxylase.




OsAffx.12874.1.S1_at 0.0232 459 | 0s03g0259700 Protein of unknown function DUF1630 family protein.

0s.3049.1.S1 at 0.0233 460 | 0s10g0554100 Oxysterol-binding protein family protein.

OsAffx.3864.1.S1 x_at 0.0232 461 | 0s04g0297800 Conserved hypothetical protein.

0s.5542.1.S1 at 0.0232 462 | 0s02g0649800 Similar to Cytochrome B5 homolog (Fragment).

0s.47960.1.S1 at 0.0232 463 | 0s11g0148400 Conserved hypothetical protein.

0s.37113.1.S1_at 0.0232 464 | 0s01g0829100 Major sperm protein domain containing protein.

0s.28078.1.51_at 0.0234 | 465 | 0Os01g0936800 PapD-like domain containing protein.

0s.27524.2.51_at 0.0235 466 | 0s12g0126800 Regulation of nuclear pre-mRNA protein domain containing protein.
0s.11429.1.51_at 0.0237 | 467 | 0s01g0143800 Mitochondrial glycoprotein family protein.

0s.49256.1.S1 at 0.0238 468 | 0s08g0243100 4'-phosphopantetheinyl transferase domain containing protein.
0s.34819.1.51_at 0.0242 | 469 | Os07g0407700 Hypothetical protein.

0s.30696.1.51_at 0.0243 470 | Os01g0198500 Conserved hypothetical protein.

0s.8949.1.51_at 0.0245 471 | 0s08g0339200 Protein of unknown function DUF516 family protein.

0s.2998.1.51_at 0.0246 472 | 0s10g0579100 Protein of unknown function DUF221 domain containing protein.
0s.25560.1.51_at 0.0248 473 | 0s02g0645100 Kinesin, motor region domain containing protein / Putative kinesin heavy chain.
0s.7028.1.51_at 0.0248 474 1 0s02g0681200 Zinc finger, RING-type domain containing protein.

0s.54420.1.51_x_at 0.0248 475 | 0s01g0276900 Conserved hypothetical protein.

0s.55555.1.51 at 0.0249 476 | 0Os03g0646400 Conserved hypothetical protein.

0s.6254.1.51_at 0.0252 477 | 0s02g0190500 Putative leucine-rich repeat transmembrane protein kinase / Protein kinase domain containing protein.
OsAffx.18871.1.S1_at 0.0254 | 478 | --- ---

0s.12788.1.51_at 0.0253 479 | 0Os01g0210600 Protein of unknown function DUF538 family protein.

0s.54020.2.51_x_at 0.0254 | 480 | Os03g0244600 Similar to AUX1-like protein.

OsAffx.21616.1.51_s_at 0.0254 | 481 | --- ---

0s.53158.1.51_at 0.0260 482 | 0Os11g0648100 Kinesin, motor region domain containing protein.

OsAffx.6495.1.51_at 0.0260 483 | 0s09g0539500 SKP1 component family protein / ubiquitin-dependent protein catabolic process.




0s.11548.1.S1 at 0.0259 484 | 0s03g0762400 Similar to Peroxidase? precursor (EC 1.11.1.7).

0s.6990.1.51_at 0.0264 485 | 0s09g0513600 Similar to Serine/threonine-protein kinase PBS1 (EC 2.7.1.37) (AvrPphB susceptible protein 1).
0s.25227.1.S51_s_at 0.0266 486 | 0s01g0736400 Aminotransferase, class | and Il domain containing protein.

0s.37255.1.A1_at 0.0266 487 | 0Os06g0141600 Early nodulin 93 ENOD93 protein family protein.

0s.14216.1.S1 at 0.0271 488 | 0s01g0976700 Similar to Protein phosphatase 2C-like protein.

0s.27805.1.S1_at 0.0271 489 | 0s03g0684400 Magnesium transporter MRS2-A, chloroplastic / MRS2-A.

0s.51595.1.51_at 0.0271 | 490 | Os01g0652300 Similar to Lipase-like protein.

0s.51174.1.51_at 0.0271 | 491 | 0s03g0239000 Glycoside hydrolase, family 16 domain containing protein.

0s.55498.1.51_at 0.0270 | 492 | --- ---

0s.9137.1.51_at 0.0272 493 | 0s12g0581700 Conserved hypothetical protein.

0s.23656.1.A1_at 0.0273 494 | Os04g0672300 Conserved hypothetical protein.

0s.9127.1.51_a_at 0.0273 | 495 | 0s06g0194900 Sucrose synthase 2 (EC 2.4.1.13).

0s.10798.1.51_at 0.0273 496 | 0s03g0266800 Protein kinase-like domain containing protein.

0s.27951.1.51_at 0.0273 497 | 0s08g0116900 Similar to Avr9 elicitor response-like protein.

0s.14624.1.51_x_at 0.0274 498 | 0s01g0834200 ATP synthesis coupled proton transport.

0s.4616.1.51_at 0.0273 499 | 0s02g0712400 Similar to AP2 domain containing protein RAP2.9 (Fragment).

0s.47357.1.A1_at 0.0273 500 | Os03g0169900 Conserved hypothetical protein.

OsAffx.25696.1.S1 s at 0.0273 501 | Os03g0741600 Prenylated rab acceptor PRA1 family protein.

0s.33750.1.S1 at 0.0276 502 | Os01g0781600 Conserved hypothetical protein.

0s.51187.1.S1 at 0.0276 503 | Os10g0437000 Glycosyl transferase, family 14 protein.

OsAffx.8617.1.S1_at 0.0276 | 504 | --- ---

0s.13911.1.51_at 0.0277 505 | Os03g0766100 Plant lipid transfer/seed storage/trypsin-alpha amylase inhibitor domain containing protein.
0s.16220.1.A1 at 0.0283 506 | Os06g0130400 Similar to 1-aminocyclopropane-1-carboxylate synthase (EC 4.4.1.14) (Fragment).
0s.5920.1.51_at 0.0283 507 | Os01g0726100 Pollen Ole e 1 allergen and extensin domain containing protein.
0s.54415.1.51_at 0.0284 508 | Os04g0591300 Conserved hypothetical protein.




0s.21326.1.S1_at 0.0285 | 509 | Os05g0511400 Similar to Protein kinase GhCLK1 (Fragment).
0s.5182.1.51_at 0.0290 510 | Os02g0644200 Protein of unknown function DUF125, transmembrane family protein.
0s.6764.1.S1 at 0.0291 511 | Os04g0635600 Conserved hypothetical protein.
OsAffx.30138.1.51_at 0.0291 | 512 | --- ---
0s.19277.1.51_at 0.0291 513 | Os07g0133500 Protein of unknown function DUF1005 family protein.
OsAffx.17989.1.51_at 0.0293 514 | Os09g0513600 Similar to Serine/threonine-protein kinase PBS1 (EC 2.7.1.37) (AvrPphB susceptible protein 1).
0s.26817.1.51_at 0.0295 515 | Os10g0561300 Similar to Monosaccharid transporter /  Hexose carrier protein HEX6, putative, expresse.
0s.37217.1.51_at 0.0296 516 | 0Os03g0822400 Conserved hypothetical protein.
0s.52657.1.51_at 0.0296 517 | Os04g0504700 Conserved hypothetical protein.
0s.47950.1.51_at 0.0302 | 518 | Os04g0606500 Conserved hypothetical protein.
0s.21300.2.51_at 0.0304 519 | Os01g0612500 Phospholipase/Carboxylesterase family protein.
0s.11608.1.51_at 0.0304 520 | Os01g0741900 Auxin-responsive protein IAAB.
0s.43143.1.S1_at 0.0305 521 | Os01g0495900 Similar to CRS2-associated factor 1.
0s.34960.1.51_at 0.0308 522 | 0Os07g0691300 Wound-induced WI12 family protein.
0s.20645.1.51_at 0.0309 523 | 0Os07g0200000 Conserved hypothetical protein.
0s.17189.1.51_at 0.0308 524 | Os05g0516800 Putative GTP-binding protein RIC2 / small GTPase mediated signal transduction.
0s.46881.1.51_at 0.0308 525 | 0s10g0544600 Fibrillarin family protein.
0s.7212.1.51_at 0.0309 526 | 0Os10g0162400 Protein of unknown function DUF869, plant family protein.
0s.27595.1.52_at 0.0309 527 | Os08g0341700 Similar to Phosphatidylinositol transfer-like protein Il.
OsAffx.27550.1.51_at 0.0309 528 | 0Os06g0205600 MscS Mechanosensitive ion channel family protein.
0s.8275.1.S1 at 0.0311 529 | Os05g0567800 Similar to Integral membrane protein.
0s.20775.1.51_at 0.0314 | 530 | Os09g0501600 Similar to MYC1.
0s.12636.1.51_at 0.0315 531 Os11g0121400 Similar to Protein kinase APK1A, chloroplast precursor (EC 2.7.1.-).
0s12g0121100
OsAffx.17989.1.S51_s_at 0.0315 532 | 0s09g0513600 Similar to Serine/threonine-protein kinase PBS1 (EC 2.7.1.37) (AvrPphB susceptible protein 1).




0s.12769.1.S1_at 0.0315 | 533 | --- ---
0s.27495.1.A1_at 0.0317 534 | Os03g0356638 Pleckstrin-like domain containing protein.
0s.38305.1.A2_a_at 0.0316 535 | 0s09g0248000 Protein of unknown function DUF516 family protein.
0s.15830.1.S1 at 0.0316 536 | Os05g0475400 Similar to Alanine:glyoxylate aminotransferase-like protein (Fragment).
0s.49605.1.A1_at 0.0320 537 | Os03g0806700 Protein of unknown function DUF868, plant family protein.
0s.14624.1.51_at 0.0321 538 | 0s01g0834200 ATP synthesis coupled proton transport.
0s.26261.1.51_at 0.0321 539 | Os01g0876400 Galactose-binding like domain containing protein.
0s.5101.1.S1 at 0.0322 540 | Os05g0223000 Similar to Calmodulin-related protein (Fragment).
0s.16785.1.51_at 0.0327 541 | Os10g0377800 Similar to Pyridoxamine 5-phosphate oxidase.
0s.26359.1.51_a_at 0.0328 542 | Os02g0775400 Similar to Kinesin heavy chain-like protein (Fragment).
0s.6764.2.51_at 0.0328 543 | Os04g0635400 Conserved hypothetical protein.
OsAffx.14373.1.51_s_at 0.0331 544 | Os04g0610400 Similar to AP2 domain containing protein RAP2.6 (Fragment).
0s.7521.1.51_at 0.0331 545 | 0s06g0223800 Armadillo-like helical domain containing protein.
0s.9025.1.A1_s_at 0.0331 546 | 0Os01g0909500 Zinc finger, C2H2-type domain containing protein.
0s.53969.1.51_at 0.0330 547 | 0s03g0349200 Similar to Cyclin-dependent protein kinase-like protein.
OsAffx.121.1.S1_s_at 0.0332 548 | 0s10g0452500 Similar to Glycine-rich protein precursor.
0s.9704.1.51_at 0.0332 549 | 0s01g0228500 Harpin-induced 1 domain containing protein.
OsAffx.11145.1.S1 s at 0.0337 550 | Os01g0318400 Conserved hypothetical protein.
0s.33391.1.S1 at 0.0339 551 | Os01g0756700 Similar to Potassium channel (Fragment) / Potassium channel KAT3.
0s.56033.1.51_at 0.0339 552 | Os04g0481800 Membrane bound O-acyl transferase, MBOAT family protein.
0s.25372.1.S1 at 0.0339 553 | Os05g0512400 Conserved hypothetical protein.
0s.2623.1.S1 at 0.0339 554 | 0s01g0851700 Similar to Cytosolic starch phosphorylase (Fragment) / Phosphorylase (EC 2.4.1.1).
0s.39997.2.51_a_at 0.0340 555 05010384450 Hypothetical protein.

0s09g0122500
0s.50534.1.51_at 0.0340 556 | Os04g0410600 Similar to Purple acid phosphatase.




0s.12692.1.S1_x_at 0.0343 | 557 | 0Os03g0726100 Similar to Tubulin alpha-1 chain (Alpha-1 tubulin).

0s.10176.1.S1_at 0.0344 558 | Os07g0208500 Cellulose synthase A8 (OsCESAS).

0s.8064.1.S1 at 0.0343 559 | Os04g0602500 Similar to Pectin acetylesterase.

OsAffx.5572.1.S1 at 0.0343 560 | Os07g0577300 Glycoside hydrolase, family 17 protein.

OsAffx.5291.1.51_s_at 0.0343 561 | Os07g0213600 Plant lipid transfer/seed storage/trypsin-alpha amylase inhibitor domain containing protein.
0s.1991.1.51_at 0.0345 | 562 | --- ---

0s.54189.1.51_at 0.0345 563 | 0s12g0277400 U box domain containing protein.

0s.16683.1.51_at 0.0346 | 564 | Os11g0129700 Similar to AP2-1 protein (Fragment).

0s.4739.1.S1_at 0.0346 | 565 | Os08g0408200 Similar to GAMYB-binding protein (Fragment).

0s.10382.1.51_at 0.0347 566 | Os07g0176200 Tesmin/TSO1-like, CXC domain containing protein.

0s.10034.1.51_at 0.0346 | 567 | Os07g0624700 UMP/CMP kinase a (EC 2.7.1.48).

0s.50196.1.S1 x_at 0.0349 568 | 0Os08g0496000 Cytochrome oxidase assembly family protein / Putative cytochrome c oxidase subunit 15(COX15) homolog isoform 1.
0s.4179.1.51_at 0.0349 569 | 0s02g0528200 Branching enzyme-3 precursor (BEIIb) (EC 2.4.1.18).

0s.18599.1.51 at 0.0349 570 | Os03g0793800 Plant lipid transfer/seed storage/trypsin-alpha amylase inhibitor domain containing protein.
0s.33208.1.51_at 0.0348 571 | Os03g0264000 ASC1-like protein 3 (Alternaria stem canker resistance-like protein 3).

0s.47410.1.51_at 0.0351 572 | Os07g0581000 Protein of unknown function DUF250 domain containing protein.

0s.18247.1.51_a_at 0.0351 573 | 0s03g0254900 Zinc finger, RING-type domain containing protein.

OsAffx.17970.1.S1 at 0.0350 574 | Os09g0484200 Conserved hypothetical protein.

0s.167.1.S1 at 0.0350 575 | Os06g0178900 Vacuolar H+-pyrophosphatase (EC 3.6.1.1) (Ovp2).

0s.39876.1.51_at 0.0352 576 | Os04g0568700 Similar to Heat stress transcription factor Spl7 (Heat shock transcription factor) (Heat shock factor RHSF10)
OsAffx.16829.1.S1 s at 0.0352 577 | Os08g0142900 Conserved hypothetical protein.

0s.54684.1.S1 at 0.0351 578 | 0Os03g0301800 Similar to Kinesin-like polypeptides 9 (Fragment).

0s.51173.1.S1 at 0.0351 579 | 0Os11g0195800 Conserved hypothetical protein.

0s.54488.1.51_at 0.0355 580 | 0s09g0369500 Conserved hypothetical protein.

0s.329.1.51 at 0.0360 581 | Os04g0650300 Hypothetical protein.




0s.22730.1.51_at 0.0360 582 | 0s03g0267200 Low molecular mass heat shock protein Oshsp17.7. / 17.7 kDa class | heat shock protein.
0s.11919.1.51 at 0.0362 583 | 0s01g0934100 C2 calcium/lipid-binding region, CaLB domain containing protein.
OsAffx.27248.1.S1 x_at 0.0363 584 | Os05g0477900 Similar to Nonspecific lipid-transfer protein 1 (LTP 1) (Major allergen Pru d 3).
0s.49105.1.51_at 0.0363 585 | 0s02g0668000 MscS Mechanosensitive ion channel family protein.

0s.12692.1.S1_at 0.0365 | 586 | 0s03g0726100 Similar to Tubulin alpha-1 chain (Alpha-1 tubulin).

0s.10861.1.51_at 0.0366 587 | 0s11g0183900 Similar to Aspartic proteinase Aspl precursor (EC 3.4.23.-) (OsAspl) (Nucellin- like protein).
0s.53095.1.51_at 0.0365 588 | Os04g0561900 Peptidase S9A, prolyl oligopeptidase family protein.

0s.16303.3.51_x_at 0.0365 589 | 0s01g0625200 Kinesin, motor region domain containing protein.

OsAffx.26856.1.51_at 0.0365 590 | Os05g0215300 UDP-glucuronosyl/UDP-glucosyltransferase family protein.
0s.54145.2.51_at 0.0367 591 | Os04g0673700 Conserved hypothetical protein.

0s.8294.1.51_at 0.0372 592 | 0s02g0186500 Similar to Protein kinase-like protein.

0s.24496.1.51_at 0.0373 593 | 0s01g0236000 Conserved hypothetical protein.

0s.7347.1.51_at 0.0373 594 | 0s03g0837800 Endoplasmic reticulum ERp29-type, C-terminal domain containing protein.
0s.7705.1.51_at 0.0373 595 | Os04g0635500 Similar to Wound induced protein (Fragment).

OsAffx.2883.1.S1_at 0.0374 | 596 | --- ---

0s.27242.1.51_at 0.0379 | 597 | Os04g0616501 ---

0s.16456.1.51_at 0.0381 598 | Os07g0438600 Proteinase inhibitor, propeptide domain containing protein.
0s.10894.1.51_s_at 0.0384 | 599 | 0Os03g0780600 Tubulin beta-1 chain (Beta-1 tubulin).

0s.55015.1.51_at 0.0389 | 600 | --- ---

0s.47982.1.A1 x_at 0.0390 601 | Os01g0177900 ABC-2 type transporter domain containing protein.

OsAffx.5056.1.51_x_at 0.0390 602 | Os06g0589600 Protein kinase-like domain containing protein.

OsAffx.14928.1.S1_at 0.0390 | 603 | --- ---

0s.12074.1.S1 at 0.0390 604 | Os07g0195100 Similar to Ras-related protein ARA-3.

0s.16036.1.51_at 0.0389 605 | 0s11g0198200 Conserved hypothetical protein.

0s.14092.1.51_at 0.0389 606 | 0Os02g0667100 Conserved hypothetical protein.




0s.7371.1.51 s at 0.0391 607 | Os03g0114800 Protein of unknown function DUF791 family protein.

0s.15463.1.S1 x_at 0.0393 608 | 0Os03g0334700 Similar to Potential phospholipid-transporting ATPase VB (EC 3.6.3.1).
0s.37773.1.51_at 0.0393 609 | Os03g0267000 Low molecular mass heat shock protein Oshsp18.0 / 18.1 kDa class | heat shock protein.
0s.52787.1.51_at 0.0399 | 610 | Os05g0584516 Hypothetical protein.

0s.17797.1.A1_at 0.0399 611 | Os02g0669500 Protein of unknown function DUF241, plant family protein.
0s.18081.1.S1 at 0.0400 612 | Os06g0712500 Similar to Glycosyltransferase QUASIMODO1 (EC 2.4.1.-).
0s.14979.1.S1 at 0.0399 613 | Os03g0808100 Cellulose synthase A2 (OsCESA2).

0s.51807.1.51_at 0.0399 | 614 | --- ---

0s.55543.1.51_at 0.0404 | 615 | --- ---

0s.2694.1.S1_at 0.0406 | 616 | Os04g0511200 EFA27 for EF hand, abscisic acid, 27kD.

0s.24868.2.51_x_at 0.0415 617 | Os01g0715400 Glycoside hydrolase family 13 protein.

0s.20060.1.51_at 0.0419 618 | Os03g0149800 Similar to RING-H2 finger protein ATL1D.

0s.38638.4.51_s_at 0.0418 | 619 | Os06g0142400 Early nodulin.

0s.20211.1.51_at 0.0421 620 | Os10g0510700 Similar to Calcium-dependent protein kinase-related kinase (Fragment).
0s.5878.1.51_at 0.0421 621 | Os08g0305300 Protein prenyltransferase domain containing protein.
0s.42688.1.S1_x_at 0.0423 622 | Os01g0875500 Similar to Beta-galactosidase (EC 3.2.1.23).

0s.24799.1.51_at 0.0429 623 | 0Os03g0852000 Conserved hypothetical protein.

0s.27178.1.S1 s _at 0.0431 624 | Os04g0637000 Similar to Basic leucine zipper protein (Liguleless?).

0s.21902.1.51_at 0.0430 625 | 0Os09g0456100 Remorin, C-terminal region domain containing protein.

0s.953.1.52_at 0.0431 626 | Os01g0730300 Trehalose-6-phosphate synthase 3. (TPS3)

0s.51654.1.S1 at 0.0432 627 | Os06g0679500 Similar to Avr9 elicitor response-like protein.

0s.52799.1.51_at 0.0432 628 | Os08g0128000 Galactose oxidase, central domain containing protein.

0s.11802.1.S1 at 0.0432 629 | 0Os03g0726500 Conserved hypothetical protein.

0s.16810.1.51_at 0.0435 630 | Os03g0211400 Calmodulin-binding, plant family protein.

0s.10473.1.51_at 0.0437 631 | 0s12g0443500 Similar to UDP-glucose 6-dehydrogenase (EC 1.1.1.22) (UDP-Glc dehydrogenase) (UDP-GlcDH) (UDPGDH).




0s.49571.1.S1 at 0.0436 632 | 0Os03g0261800 Conserved hypothetical protein.

0s.22714.1.A1_at 0.0436 633 | Os07g0572300 Protein of unknown function DUF868, plant family protein.
0s.28087.1.S1 s _at 0.0435 634 | 0s10g0539900 Tonoplast monosaccharide transporter 1 (TMT1).

0s.10468.1.S1 at 0.0435 635 | 0Os03g0724600 Conserved hypothetical protein.

0s.9666.1.S1_at 0.0435 | 636 | 0s09g0267600 Snf7 family protein.

0s.27657.1.A1_at 0.0436 637 | Os04g0588600 ABC transporter, transmembrane region, type 1 domain containing protein.
0s.49658.1.S1_at 0.0435 638 | 0s05g0534400 Similar to Calcineurin B-like protein 4 (SALT OVERLY SENSITIVE 3 protein).
0s.45894.1.S1 x_at 0.0435 639 | 0Os01g0283600 Similar to Cinnamoyl-CoA reductase (EC 1.2.1.44).

0s.36472.1.51_x_at 0.0437 640 | Os03g0825600 Conserved hypothetical protein.

0s.16408.1.51_at 0.0438 641 | 0Os03g0295300 Conserved hypothetical protein.

0s.46548.2.51_at 0.0442 | 642 | --- ---

OsAffx.25891.1.51_at 0.0442 | 643 | --- ---

0s.7650.1.51_at 0.0441 644 | 0s03g0251800 Similar to Possible OmpA family member precursor.

0s.9892.2.51_at 0.0441 645 | Os01g0875500 Similar to Beta-galactosidase (EC 3.2.1.23).

0s.26384.1.51_at 0.0442 646 | Os09g0465600 Similar to Glucose-6-phosphate isomerase-like protein (Fragment).
0s.17079.1.51_at 0.0442 647 | Os04g0680800 Mlo-related protein family protein.

0s.53048.1.51_at 0.0444 648 | 0s02g0143200 Armadillo-like helical domain containing protein.

0s.49166.1.S1 s at 0.0446 649 | Os08g0397800 Conserved hypothetical protein.

0s.50940.1.51_a_at 0.0448 | 650 | Os07g0148400 DNA integration.

0s.23635.1.S1 at 0.0447 651 | Os01g0847100 Conserved hypothetical protein.

0s.6670.1.S1 at 0.0447 652 | Os03g0704700 Oxysterol-binding protein family protein.

0s.24952.1.S1 at 0.0451 653 | Os04g0673300 A-type response regulator 6.

0s.12187.1.S1 at 0.0452 654 | 0Os11g0213600 Peptidase S10, serine carboxypeptidase family protein.
0s.23377.1.A1_s_at 0.0452 | 655 | --- ---

0s.11627.1.51_at 0.0453 656 | Os01g0673500 Similar to Katanin p60 ATPase-containing subunit Al (EC 3.6.4.3) (Katanin p60 subunit A1) (p60 katanin). Splice isoform 2.




0s.10951.1.51 at 0.0453 657 | 0Os01g0265200 3'-Phosphoadenosine 5'-Phosphosulfate Transporterl (OsPAPST1).
0s.19388.1.51_at 0.0454 658 | 0Os03g0854100 Similar to ARF GAP-like zinc finger-containing protein ZIGA2 (Fragment).
0s.7043.1.S1 at 0.0454 659 | 0Os12g0541700 Similar to Rapid alkalinization factor 2.

0s.21836.1.S1 at 0.0455 660 | Os01g0647700 Epoxide hydrolase family protein.

0s.11046.1.S1 at 0.0455 661 | Os06g0592500 Similar to Ethylene-responsive transcriptional coactivator.
0s.11781.1.S1_at 0.0458 662 | 0s02g0766700 b-ZIP transcription factor 23 (OsbZIP23, OsAREB1).
0s.41248.1.51_at 0.0457 663 | Os01g0327000 Conserved hypothetical protein.

0s.28068.1.51_at 0.0462 664 | 0Os04g0530200 Conserved hypothetical protein.

0s.12821.1.S1_at 0.0464 | 665 | 0s03g0279200 Similar to Histone H2A.

0s.54466.1.51_at 0.0464 666 | Os04g0681600 Protein of unknown function DUF580 family protein.
0s.51952.1.51_x_at 0.0464 667 | Os09g0419500 Zinc finger, RING-type domain containing protein.
0s.13994.1.51_at 0.0467 668 | Os01g0725900 Pollen Ole e 1 allergen and extensin domain containing protein.
0s.27988.1.A1_at 0.0467 669 | Os04g0509300 Protein of unknown function DUF283 domain containing protein.
0s.48959.1.51_at 0.0468 670 | Os03g0332900 Protein kinase-like domain containing protein.
OsAffx.27480.1.51_at 0.0469 671 | Os06g0164400 Basic helix-loop-helix dimerisation region bHLH domain containing protein.
0s.47982.2.51_x_at 0.0469 672 | Os01g0177900 ABC-2 type transporter domain containing protein.
0s.51604.1.51_at 0.0470 | 673 | --- ---

0s.8225.1.S1 at 0.0471 674 | Os03g0266100 LIM, zinc-binding domain containing protein.

0s.7393.1.S1 at 0.0472 675 | Os07g0112700 Cupredoxin domain containing protein.

0s.10894.1.S1_at 0.0473 | 676 | Os03g0780600 Beta-tubulin 7 (OsTUB7, TUBB7, pTUB22).

0s.6363.1.S1 at 0.0475 677 | Os10g0524600 Proteinase inhibitor, propeptide domain containing protein.
0s.46462.2.51_x_at 0.0481 | 678 | Os10g0112600 Nonaspanin (TMISF) family protein.

0s.26698.4.51 s _at 0.0482 679 | Os01g0303800 Universal stress protein (Usp) family protein.

0s.7470.1.51_at 0.0485 680 | Os04g0550700 Conserved hypothetical protein.

0s.11396.1.51_at 0.0485 681 | Os01g0908700 Similar to Hnrpa2b1-prov protein.




0s.10010.1.S1_at 0.0487 682 | Os11g0587500 RabGAP/TBC domain containing protein.
0s.53645.1.S1 at 0.0489 683 | 0s09g0345700 Conserved hypothetical protein.
0s.5547.1.S1_s_at 0.0498 | 684 | Os01g0742500 Hexokinase-6.

0s.22341.1.51_at 0.0498 | 685 | 0Os01g0357900 Similar to RALF.

0s.5388.1.S1_at 0.0497 | 686 | 0s02g0643000 Similar to VAP27.




Supplemental Table 2

EBEHETERER L7 —T—8

: Photosynthesis, light harvesting,

storage substances.

: Trehalose biosynthetic process,

: Carbon fixation,  : Cell wall organization, = : Cellular amino amino acid biosynthetic process,

Probe ID FDR  rank RAP-DBID  RAP-DB annotation
0s.16037.1.S1_at 0.0000 1] --- ---
OsAffx.4277.1.51_s_at 0.0000 2 | 0s05g0179900 UDP-glucuronosyl/UDP-glucosyltransferase family protein
0s.20396.1.A1_at 0.0000 3 | 0s02g0456150 11-S plant seed storage protein family protein.
0s.34729.1.51_at 0.0000 4 | 0s07g0691600 Similar to Alcohol dehydrogenase (Fragment).
0s.20396.1.A1_s_at 0.0000 5| 0s02g0456150 11-S plant seed storage protein family protein.
0s.12277.1.51_at 0.0000 6 | Os06g0131300 Arginine decarboxylase 1 (OsADC1, ARGDC, ADC)
0s.12986.1.S1_at 0.0000 7 | Os04g0526800 GRAM domain containing protein
OsAffx.2749.1.S1_at 0.0000 8 | 0s02g0456150 11-S plant seed storage protein family protein
0s.51791.1.S1_at 0.0000 9 | 0s03g0165900 Tetratricopeptide-like helical domain containing protein
OsAffx.17895.1.51_s_at 0.0000 10 | --- ---
0s.36350.1.A1_at 0.0000 11 | Os04g0173300 Hypothetical protein
0s.55155.1.S1_at 0.0000 12 | 0s02g0249500 Hypothetical protein.
0s.39764.1.S1_at 0.0000 13 | 0s11g0239800 ---
OsAffx.26461.1.S1_at 0.0000 14 | Os04g0528000 Protein of unknown function DUF789 family protein
0s.39764.1.S1_x_at 0.0000 15 | 0Os11g0239800 ---
0s.55368.1.51_at 0.0000 16 | 0s05g0145100 Conserved hypothetical protein
0s.16203.1.51_at 0.0000 17 | 0s01g0977300 Similar to MYB-related protein.
0s01g0791600
OsAffx.26050.37.S1_s_at 0.0000 18 | Os05g0427800 Similar to Ribulose bisphosphate carboxylase large chain precursor (EC 4.1.1.39) (Rubisco large subunit)
0s12g0207600
0s.15271.1.51_s_at 0.0000 19 | --- ---
0s.4742.1.51_at 0.0001 20 | Os07g0137900 Similar to Grb10 interacting GYF protein 2

: Related to




0s.51479.1.S1_at 0.0001 21| --- ---

0s.10255.1.S1_s_at 0.0001 22 | --- ---

0s.7016.1.S1_at 0.0001 23 | 0Os03g0304800 Lgl106-like family protein

0s.49281.1.S1 s _at 0.0001 24 | Os06g0317200 Similar to Homeobox protein Hox-D11 (Hox-4.6) (Hox-5.5).

0s.14745.2.51_at 0.0001 25| Os11g0644700 Conserved hypothetical protein

0s.26517.1.S1_at 0.0001 26 | 0s02g0671100 Protein of unknown function DUF295 family protein

OsAffx.19111.1.51 s at 0.0001 27 | 0s11g0521500 Similar to Acyl carrier protein, chloroplast precursor (ACP) (ACP05) (Clone 29C08).
0s.27290.1.A1_at 0.0001 28 | 0s06g0172800 Raffinose synthase family protein

0s.8502.2.51_a_at 0.0001 29 | 0Os05g0329300 ---

OsAffx.31140.1.S1_at 0.0001 30 | Os11g0451700 Similar to Dehydrin DHN1 (M3) (RAB-17 protein)

OsAffx.5287.1.51_s_at 0.0001 31 | 0s07g0207400 Similar to RF12 protein (Fragment).

0s.51848.1.51_x_at 0.0001 32 | 0Os10g0450900 Similar to Glycine-rich cell wall structural protein 2 precursor

0s.26511.1.51_at 0.0002 33 | 0Os04g0583200 Conserved hypothetical protein

0s.26516.1.52_s_at 0.0002 34 | Os10g0431000 Similar to DNA-binding protein-like

0s.16042.1.51_at 0.0002 35 | Os05g0551500 Protein of unknown function DUF1639 family protein.

0s.28301.1.S1_at 0.0002 36 | Os07g0147500 Similar to Photosystem |1 10 kDa polypeptide, chloroplast precursor [AK062172/AK120691]
0s.9172.2.81 at 0.0002 37 | 0s02g0115700 Catalase isozyme A (EC 1.11.1.6) (CATAI1, Cat Al*, OSCAT-A, Cat2, CatAl, CAT-A, OsCatA)
OsAffx.12121.1.S1_at 0.0002 38 | 0s02g0296400 Cell differentiation proteins, Rcd1-like family protein

0s.5534.1.51_at 0.0002 39 | 0Os07g0243150 Conserved hypothetical protein

0s.23143.1.51_at 0.0002 40 | 0s09g0491740 Auxin Efflux Carrier family protein.

OsAffx.4971.1.51_at 0.0002 41 | Os06g0498150 Hypothetical protein.

0s.19764.1.51_at 0.0002 42 | 0Os01g0185200 Putative tRNA-glutamine synthetase

0s.16112.1.51_s_at 0.0002 43 | Os06g0498150 Hypothetical protein.

0s.53090.1.S1_at 0.0002 44 | 0s05g0369500 Exo70 exocyst complex subunit family protein.

OsAffx.26050.2.52_x_at 0.0002 45 | 0s01g0791033 Similar to Ribulose bisphosphate carboxylase large chain precursor (EC 4.1.1.39) (Rubisco large subunit).




0s.22946.1.51_at 0.0003 46 | 0s06g0715400 Calcium-dependent protein kinase CPK1 adapter protein 2-like.
0s.7622.1.51_at 0.0003 47 | 0s04g0527000 GRAM domain containing protein.
0s.11327.1.51_at 0.0003 48 | 0s03g0291500 Asparagine synthase domain containing protein.
0s.22197.1.51_at 0.0004 49 | 0s06g0306600 Esterase/lipase/thioesterase domain containing protein Putative esterase.
OsAffx.32328.1.51_at 0.0004 50 | Os04g0238700 Similar to Photosystem |l reaction center H protein (Photosystem Il 10kDa phosphoprotein) (PSII-H).
OsAffx.30673.1.S1_at 0.0004 51 | 0s10g0489000 GRAM domain containing protein.
0s.4742.1.52_at 0.0004 52 | 0s07g0137900 Similar to Grb10 interacting GYF protein 2.
0s.52448.1.S1_x_at 0.0004 53 | 0s03g0793100 Glycosyl transferase, family 43 protein.
OsAffx.32299.1.S1_at 0.0005 54 | --- ---
0s.30528.1.51_at 0.0005 55 | Os08g0412800 Protein of unknown function DUF1262 family protein.
0s.25447.2.51_at 0.0005 56 | Os05g0588800 Similar to Yarrowia lipolytica chromosome D of strain CLIB99 of Yarrowia lipolytica.
0s.24100.1.A1_at 0.0005 57 | Os07g0272800 Hypothetical protein.
0s.9153.1.51_at 0.0005 58 | 0s02g0119200 Putative adenosine monophosphate binding protein.
0s.13737.1.S1 s _at 0.0005 59 | 0s02g0296400 Cell differentiation proteins, Rcd1-like family protein.
0s.55252.1.51_at 0.0005 60 | Os04g0581800 Heavy metal transport/detoxification protein domain containing protein.
0s.38205.1.51_at 0.0006 61 | Os01g0786800 ---
OsAffx.16671.1.S1_at 0.0006 62 | Os07g0604100 Conserved hypothetical protein.
0s.338.1.51 x_at 0.0006 63 | 0s03g0289100 Autophagy associated gene 1B (OsATG1b). (OSK35)
0s.12366.1.S1 x_at 0.0006 64 | Os03g0146100 Tonoplast intrinsic protein 1;1 (OsTIP1;1, TIP1-1, rTIP1).
Protein of unknown function DUF506, plant family protein Uncharacterized plant-specific domain
0s.50013.1.51_at 0.0006 65 | 0Os10g0417800
TIGR01615 family protein, expressed.
0s.11997.1.S1 at 0.0006 66 | Os07g0684100 Thioredoxin-like 1-1, chloroplastic.
0s.7822.1.S1_at 0.0006 67 | --- ---
0s.11573.2.A1 a_at 0.0008 68 | 0s11g0707000 Similar to Ribulose-bisphosphate carboxylase activase (EC 6.3.4.-) (Fragments).
0s.9642.1.51_at 0.0008 69 | Os03g0704200 Zinc finger, MYND-type domain containing protein.




0s.20863.1.51_at 0.0008 70 | Os01g0848900 Conserved hypothetical protein.

0s.30993.1.51_at 0.0008 71 | 0s07g0226200 Conserved hypothetical protein.

0s.7513.1.51_at 0.0008 72 | 0s11g0605500 Acyl-CoA dehydrogenase, middle and N-terminal domain containing protein.
0s.7660.1.51_at 0.0008 73 | Os07g0530400 Conserved hypothetical protein, F-box domain containing protein-like.
OsAffx.19953.2.51_at 0.0008 74 | 0Os12g0524700 Ribosomal protein L16.

OsAffx.24369.1.52_at 0.0008 75 | --- ---

0s.51784.1.S1_at 0.0008 76 | 0s02g0467200 Conserved hypothetical protein.

OsAffx.10837.1.S1_at 0.0009 77| --- ---

0s.28218.1.51 x_at 0.0010 78 | 0s12g0291400 Rubisco small subunit 5 (RbcS5, OsRBCSbH).

0s.54759.1.51_at 0.0010 79 | Os05g0428600 Similar to HSP70 precursor Putative Luminal binding protein.
0s.12165.1.51_at 0.0011 80 | Os07g0509800 Similar to APS reductase (Fragment) Probable 5'-adenylylsulfate reductase 1, chloroplastic.
0s.49281.1.S1 at 0.0011 81 | 0s06g0317200 Similar to Homeobox protein Hox-D11 (Hox-4.6) (Hox-5.5).

0s.7947.1.S1 x_at 0.0010 82 | 0Os05g0375400 (1,3;1,4)-beta-glucanase.

0s.20334.1.51_at 0.0010 83 | 0Os05g0218100 Conserved hypothetical protein.

OsAffx.11947.1.51_at 0.0011 84 | 0s02g0184600 Cytochrome P450 family protein.

0s.8697.1.51_at 0.0011 85 | 0s01g0612600 Protein of unknown function DUF1644 family protein.

0s.52448.1.S1_at 0.0011 86 | 0s03g0793100 Glycosyl transferase, family 43 protein.

0s.20230.1.51_at 0.0011 87 | 0s11g0592000 Pathogenesis-related protein 4c (OsPR4c).

0s.7947.1.S1 a_at 0.0011 88 | 0s05g0375400 (1,3;1,4)-beta-glucanase.

0s.12735.1.51_at 0.0011 89 | 0Os11g0671000 Similar to Dormancy-associated protein Auxin-repressed protein-like protein ARP1, putative, expressed.
0s.17915.1.51_at 0.0011 90 | Os06g0283400 Phosphatidylinositol 3- and 4-kinase, catalytic domain containing protein.
0s.27671.1.51_at 0.0011 91 | Os03g0283100 Similar to In2-1 protein Glutathione S-transferase GSTZb.

0s.53275.1.51_at 0.0012 92 | Os05g0176700 Conserved hypothetical protein.

0s.42764.1.S1_at 0.0011 93 | 0s01g0915200 Similar to Cystatin. Cysteine proteinase inhibitor 4.

0s.96.1.S1_at 0.0011 94 | 0s01g0264700 Cellular retinaldehyde binding/alpha-tocopherol transport family protein.




OsAffx.27759.1.51_at 0.0011 95 | --- ---

0s.28438.4.51_s_at 0.0012 96 | 0s01g0501800 Similar to Photosystem Il oxygen-evolving complex protein 1 (Fragment).

0s.23677.1.51_at 0.0012 97 | 0s01g0775300 TRAF-like domain containing protein. Meprin and TRAF homology domain-containing protein-like.

0s.1082.1.51 a_at 0.0012 | 98 828;283%?88 Similar to Ribosomal protein L29.

0511718151 at 0.0013 99 | 051280123500 Similar to Apyrase precursor (EC 3.6.1.5) (ATP-diphosphatase)
(Adenosine diphosphatase) (ADPase) (ATP-diphosphohydrolase).

OsAffx.32257.1.51_x_at 0.0013 100 | --- ---

0s.2245.1.51_at 0.0013 101 | Os05g0506000 Similar to MS5-like protein (Fragment).

0s.7.3.51_x_at 0.0013 102 | Os06g0134000 Similar to 40S ribosomal protein S20.

0s.6590.1.51_at 0.0015 103 | 0s03g0343900 Photosystem Il protein PsbX family protein.

0s.11961.1.51_at 0.0015 104 | Os05g0454500 Conserved hypothetical protein.

OsAffx.32299.1.51_x_at 0.0015 105 | --- ---

0s.23421.1.51 at 0.0015 106 | 0s12g0578200 Similar to Chorismate mutase, chloroplast precursor (EC 5.4.99.5) (CM-1).

0s.165.1.51_at 0.0015 107 | 0s12g0555500 Probenazole-inducible protein PBZ1 / Pathogenesis-related gene 10A.

0s.9361.1.S1 s at 0.0015 108 | 0s01g0666900 Similar to 60S ribosomal protein L18a.

05.12096.3.51_x_at 0.0015 | 109 82528%82888 FERRITIN 1 (OsFER1, OsFerl) / FERRITIN 2 (OsFER2).

0s.1851.1.51_at 0.0015 110 | 0s02g0510200 Acetolactate synthase 1 (OsALS).

0s.7.1.51 a at 0.0015 111 | Os06g0134000 Similar to 40S ribosomal protein S20.

0s.14565.1.S1_at 0.0016 112 | Os07g0224000 Ribosomal protein L24E family protein.

0s.6423.1.51_at 0.0017 113 | Os08g0503000 Conserved hypothetical protein.

0s.9200.1.S1 at 0.0017 114 | 0s02g0478700 Ribosomal protein S27.

0s.46842.1.S1_at 0.0017 115 | Os10g0466800 Conserved hypothetical protein

0s.12096.4.51_s_at 0.0017 116 051120106700 FERRITIN 1 (OsFER1, OsFerl) / FERRITIN 2 (OsFER2)

0s12g0106000




0s.17979.1.S1_at 0.0017 117 | 0s02g0244100 GRAIN WEIGHT 2 (0OsGW?2)
0s.55282.1.51_x_at 0.0017 118 | 0s09g0478400 Conserved hypothetical protein.
0s.37834.1.51_a_at 0.0018 119 | 0s04g0679400 Similar to Ripening-associated protein (Fragment).
0s.15471.1.51_at 0.0018 120 | Os07g0638100 TolB, C-terminal domain containing protein.
0s.14248.1.51_at 0.0018 121 | 0s03g0180100 Protein of unknown function DUF1677, plant family protein.
0553141151 s at 0.0018 122 | 050950292900 Galactose oxidase, central domain containing protein / inhibitor for brown furrows1, F-box protein 310
(IBF1, OsFBX310).
0s05g0329100
0s.26109.1.51_x_at 0.0019 123 828228238288 Prolamin PPROL 14E / cysteine-poor 13kDa prolamin, Cys-poor 13-kDa prolamin (CysP13, CpP13).
0s05g0330600
0s.22594.1.S1_at 0.0019 124 | 0s01g0124601 ---
0s.55509.1.51 at 0.0020 125 | 0s08g0441100 CBL-interacting protein kinase 6 (OsCIPK06, CIPK6).
0s.12005.1.51_at 0.0020 126 | 0s03g0798600 40S ribosomal protein S15, putative, expressed.
0s.8439.1.51_at 0.0020 127 | 0s03g0692700 Similar to Pherophorin-S precursor.
0s.52948.1.51_at 0.0020 128 | 0s01g0540800 Conserved hypothetical protein.
0s.55322.1.51_at 0.0021 129 | 0Os11g0185100 Hypothetical protein.
0s.11573.5.A1 x_at 0.0021 130 | Os11g0707000 Similar to Ribulose-bisphosphate carboxylase activase (EC 6.3.4.-) (Fragments).
0s.7.1.51 x_at 0.0023 131 | Os06g0134000 40S ribosomal protein S20.
Similar to Chlorophyll a/b-binding protein CP24,
0s.5869.1.51 _a_at 0.0022 132 | Os04g0457000
photosystem Il (Fragment) / light-harvesting protein CP24, PSII CP24.
0s.49563.3.51_x_at 0.0023 133 | 0s02g0639800 Zinc finger, RING-type domain containing protein.
OsAffx.28714.1.51 x_at 0.0023 134 | Os07g0509800 Probable 5'-adenylylsulfate reductase 1, chloroplastic.
0s.12313.1.S1_at 0.0023 135 | 0s12g0189400 Similar to Photosystem | reaction centre subunit N, chloroplast precursor (PSI- N).
0s.33341.2.S1_at 0.0024 136 | 0Os01g0645900 Conserved hypothetical protein, Sulfate transporter protein-like.
OsAffx.27759.1.51_x_at 0.0025 137 | --- ---




0s.6288.1.51_at 0.0025 138 | 0s08g0412700 Protein of unknown function DUF1262 family protein.
0s.7962.1.51_a_at 0.0025 139 | 0s08g0200300 Similar to Photosystem Il 10 kDa polypeptide (Fragment).
0s.12096.3.S1_a_at 0.0026 140 | Os12g0106000 FERRITIN 2 (OsFER?2).
0s.26610.1.51_x_at 0.0027 141 | Os07g0615500 Protein of unknown function DUF581 family protein.
0s.19524.1.51_at 0.0026 142 | 0s08g0205900 Similar to Viroid RNA-binding protein (Fragment).
0s.39533.1.A1_x_at 0.0027 143 | 0s04g0398900 Conserved hypothetical protein.
0s.49301.1.A1_at 0.0027 | 144 | Os10g0408700 Similar to GAMYB-binding protein (Fragment).
0s.55197.1.S1_at 0.0027 145 | 0s06g0341300 Seed maturation protein domain containing protein.
0s.338.1.52_a_at 0.0028 | 146 82832822%88 SnRK1b protein kinase OSK35 / Autophagy associated gene 1B (OsATGIb).
OsAffx.19559.1.51_at 0.0028 147 | 0s12g0189700 Tetratricopeptide-like helical domain containing protein.
0s.18257.1.51_at 0.0028 148 | 0s07g0209100 Similar to Seed imbibition protein (Fragment).
0s.28382.1.51_at 0.0029 149 | 0s03g0383800 Nucleotide-binding, alpha-beta plait domain containing protein.
0s.5503.1.51_at 0.0029 150 | 0s03g0663800 Cupin region domain containing protein.
0s.11186.1.51_at 0.0031 151 | 0s03g0203200 Esterase/lipase/thioesterase domain containing protein.
0s.38814.1.51_at 0.0031 152 | 0s02g0111700 translation Ribosomal protein L37.
0s.9193.1.51 s_at 0.0032 | 153 8252851288 40S ribosomal protein S16.
0s.26748.1.51_at 0.0033 154 | --- ---
0s.11357.1.S1 at 0.0033 155 | 0s09g0520700 Similar to RNA helicase.
Similar to Petunia ribulose 1,5-bisphosphate carboxylase small subunit mRNA (clone pSSU 51),
0s.28218.1.S1_at 0.0034 | 156 | Os12g0291400
partial cds. (Fragment) / Rubisco small subunit 5 (RbcS5, OsRBCS5).
OsAffx.16823.1.S1 at 0.0034 157 | 0s08g0137250 Fertilization-Independent endosperm (Protein FERTILIZATION-INDEPENDENT SEED 3) (OsFIE1).
0s.26610.1.S1_at 0.0034 158 | 0Os07g0615500 Protein of unknown function DUF581 family protein.
0s.12203.1.51_at 0.0034 159 | 0s05g0346300 Similar to 40S ribosomal protein S7.
0s.11497.1.51_at 0.0035 160 | Os05g0557000 Similar to 60S ribosomal protein L37a.




0s.37700.1.51_at 0.0034 161 | 0s10g0550100 Conserved hypothetical protein.
0s.55282.1.51_at 0.0035 162 | 0s09g0478400 Conserved hypothetical protein.
0s.8937.1.51_at 0.0035 163 | 0s10g0494000 Protein of unknown function DUF789 family protein.
0s.56361.1.51_at 0.0035 164 | 0s12g0283100 DNA polymerase, beta-like region domain containing protein.
0s.4714.2.51_x_at 0.0035 165 | Os07g0109500 Ribosomal protein L13 family protein.
0s.46450.1.S1_at 0.0035 166 | 0Os10g0491000 Plant Basic Secretory Protein family protein.
Similar to Type Il chlorophyll a/b-binding protein (Fragment) / Type Il chlorophyll a/b-binding protein, PSII
0s.28216.2.51 a_at 0.0034 | 167 | Os07g0562700
Cab type Il
0s.4725.1.S1 at 0.0035 168 | Os01g0100700 Similar to 40S ribosomal protein S5-1.
OsAffx.20082.1.51_at 0.0036 169 | 0s05g0103800 Conserved hypothetical protein.
0s.46422.1.S1_at 0.0036 170 | Os07g0435300 Photosystem | reaction centre subunit |V/PsaE family protein.
0s.12735.1.51_s_at 0.0036 171 | Os11g0671000 Similar to Dormancy-associated protein.
0s.54804.1.51_at 0.0038 172 | 0s02g0130200 Virulence factor, pectin lyase fold family protein.
0s.28133.1.51 x_at 0.0039 173 | 0s12g0291100 Rubisco small subunit 3 (RbcS3, OsRBCS3).
0s.52655.1.51_x_at 0.0040 174 | 0s02g0223300 Conserved hypothetical protein.
0s.7612.1.51_at 0.0040 | 175 | Os03g0823400 Similar to Bowman-Birk type trypsin inhibitor (WTI).
0s.13965.1.S1_at 0.0040 176 | 0s01g0382400 Similar to Pathogenesis-related protein PRB1-2 precursor, Putative pathogenesis-related protein.
0s.53828.1.S1_at 0.0040 177 | 0s08g0529000 Probable auxin efflux carrier component 4 (PIN4).
0s.9459.1.51_at 0.0041 178 | 0s04g0598200 Similar to 60S ribosomal protein L12.
0s.4684.1.51_at 0.0040 179 | Os01g0686800 Guanine nucleotide-binding protein beta subunit-like protein (GPB-LR).
OsAffx.12705.1.S1_at 0.0040 180 | 0s03g0109500 Similar to 40S ribosomal protein S17-4.
0s.18173.1.51_at 0.0040 181 | Os06g0319700 Similar to 60S ribosomal protein L31.
OsAffx.17895.1.S1_at 0.0040 182 | --- ---
OsAffx.10786.1.S1_at 0.0040 183 | --- ---
0s.338.1.52_x_at 0.0040 184 | Os08g0484600 SnRK1b protein kinase OSK24 / Autophagy associated gene 1C (OsATG1c).




0s.51929.1.51_at 0.0040 185 | 0s10g0450900 Similar to Glycine-rich cell wall structural protein 2 precursor.

0s.39014.1.51_at 0.0041 186 | 0s05g0556900 Ribosomal protein L35Ae family protein.

0s.35815.1.51_at 0.0042 187 | 0s01g0111100 Peptidyl-prolyl cis-trans isomerase, cyclophilin type domain containing protein.
0s.57025.1.51_at 0.0042 188 | 0s03g0639400 Plant invertase/pectin methylesterase inhibitor domain containing protein.
0s.26748.1.S1_x_at 0.0042 189 | --- ---

0s.338.2.S1_x_at 0.0043 190 | Os08g0484600 SnRK1b protein kinase OSK24 / Autophagy associated gene 1C (OsATGl1c).
OsAffx.31295.1.S1_at 0.0043 191 | Os11g0546500 Galactosyl transferase family protein.

0s.56880.1.S1_at 0.0043 192 | 0s01g0542700 DNA-binding domain containing protein / b-ZIP transcription factor 04 (OsbZIP04, OsbZIP4).
0s.31893.1.51_at 0.0042 193 | 0s01g0297700 Protein of unknown function DUF6, transmembrane domain containing protine.
05.46135.1.51_s_at 0.0042 | 194 | % 0¢335 ATPase, FO complex, subunit A family protein.

0s.10339.1.51_at 0.0045 195 | 0s03g0141200 Similar to Beta-amylase PCT-BMY| (EC 3.2.1.2).

0s.5869.3.51_x_at 0.0045 196 | Os04g0457000 Similar to Chlorophyll a/b-binding protein CP24, photosystem Il (Fragment).
0s.10136.1.51_at 0.0045 197 | 0s05g0560000 Photosystem | subunit (PsaH).

0s.52573.1.51_at 0.0045 198 | 0s09g0536400 Similar to Thaumatin-like protein 1 precursor.

OsAffx.6703.1.51_s_at 0.0050 199 | --- ---

0s.12460.2.S1 x_at 0.0051 200 | Os03g0424500 Similar to 40S ribosomal protein S19-2.

0s.43203.1.S1_x_at 0.0051 201 | Os08g0514800 Conserved hypothetical protein.

0s.1501.1.51_at 0.0051 202 | Os07g0182000 bZIP transcription factor 58, rice seed b-Zipper 1 / OsbZIP58.

0s.17370.2.51_x_at 0.0051 203 | Os04g0226400 Regulator of chromosome condensation/beta-lactamase-inhibitor protein || domain containing protein.
0s.49582.1.51_at 0.0051 204 | Os02g0684400 Conserved hypothetical protein.

0s.34731.1.S1_at 0.0051 205 | 0Os02g0583900 Conserved hypothetical protein.

0s.25453.1.A1_at 0.0051 206 | Os03g0764600 Homeodomain-like containing protein.

0s.26522.1.51_at 0.0052 | 207 | Os04g0238700 Similar to Photosystem Il reaction center H protein (Photosystem Il 10kDa phosphoprotein) (PSII-H).
0s.28438.1.S1_x_at 0.0052 208 | Os01g0501800 Putative 33kDa oxygen evolving protein of photosystem II.




0s.37812.1.S1 s _at 0.0052 209 | Os11g0621300 Protein of unknown function DUF1399 family protein.
0s.37909.1.51_at 0.0054 210 | Os05g0344200 Conserved hypothetical protein.
0s.13026.1.S1_at 0.0054 | 211 | Os06g0157700 Heading date 3A (HD3A)
0s.51599.2.51_at 0.0054 | 212 | --- ---
0s.31430.1.51_at 0.0055 213 | 0s07g0242000 Conserved hypothetical protein.
0s.1978.1.51_at 0.0058 | 214 | Os01g0113200 Similar to LRK14.
OsAffx.27508.100.S1_s_at 0.0058 | 215 | --- ---
0s.46618.1.S1_at 0.0059 216 | 0s10g0565200 Similar to Beta-amylase PCT-BMYI (EC 3.2.1.2).
0s.5498.1.51_at 0.0059 217 | Os07g0608500 Similar to Ribosomal protein S3 (Fragment).
0s.27520.8.51_x_at 0.0059 218 | 0s12g0186600 Conserved hypothetical protein.
0s.22696.2.51_x_at 0.0059 219 | Os11g0168200 60S ribosomal protein L3.
0s.57454.1.51 x_at 0.0059 220 | 0s03g0818400 Similar to 40S ribosomal protein S23 (S12).
0s.37717.1.A2_s_at 0.0059 221 | 0s05g0247100 Similar to Chitinase (EC 3.2.1.14) Il C00481-rice (EC 3.2.1.14).
0s.18462.1.51_at 0.0061 | 222 | 0s03g0423300 Similar to Stearoyl-acyl carrier protein desaturse (EC 1.14.99.6) (Fragment).
Similar to SNF1-related protein kinase regulatory gamma subunit 1
0s.14139.1.S1_at 0.0061 223 | 0s04g0382300
(AKIN gammal) (AKING1). / cystathionine b-synthase domain containing protein OsCBSCBS3.
0s.23560.1.S1_at 0.0061 224 | Os04g0543900 glutamate dehydrogenase 2 (OsGDH2).
OsAffx.12759.1.51_s_at 0.0061 225 | 0Os03g0166000 Alba, DNA/RNA-binding protein family protein.
0s.56339.1.51_at 0.0061 226 | Os05g0556800 Protein of unknown function DUF250 domain containing protein.
0s.22638.1.S1_x_at 0.0062 227 | 0s03g0295800 Gamma interferon inducible lysosomal thiol reductase GILT family protein.
0s.7926.1.51_at 0.0061 228 | 0s11g0482000 Similar to 40S ribosomal protein Sb-1.
0s.55500.1.51_at 0.0062 229 | 0s08g0521600 Ethylene Response Factor 115 (OsERF#115, OsERF115, AP2/EREBP#110, AP2/EREBP110).
0s.34147.1.51_at 0.0062 230 | Os01g0209500 RNA-binding region RNP-1 (RNA recognition motif) domain containing protein.
0s.20863.2.51_x_at 0.0063 231 | Os01g0848900 Conserved hypothetical protein.
0s.46941.1.S1_s_at 0.0063 232 | Os06g0698748 Conserved hypothetical protein.




0s.12624.1.51_s_at 0.0063 233 | Os07g0558400 Chlorophyll a/b-binding protein.

0s.4726.1.51_at 0.0063 234 | 0Os07g0184300 Similar to 40S ribosomal protein S15 (Fragment).
0s.31975.1.51_at 0.0063 235 | 0s05g0195200 Zinc finger, CCCH-type domain containing protein.
0s.21319.1.51_at 0.0063 236 | 0s09g0243200 Zinc finger, RING-type domain containing protein.
0s.17804.2.51_at 0.0063 237 | Os07g0172900 Similar to Integral membrane protein.

0s.40031.3.51_x_at 0.0063 | 238 | --- ---

OsAffx.1892.1.S51_x_at 0.0063 | 239 | --- ---

OsAffx.32317.1.A1_at 0.0064 | 240 | --- ---

0s.26509.1.51_s_at 0.0064 241 | Os01g0792400 Similar to Photosystem | assembly protein ycf4.
0s.1224.1.51_at 0.0064 242 | 0s01g0238500 Branched-chain amino acid aminotransferase-like.
0s.18480.1.S1_at 0.0066 243 | 0s11g0233400 Conserved hypothetical protein.

0s.9172.2.S1 x_at 0.0067 244 | 0s02g0115700 Catalase isozyme A (EC 1.11.1.6) (CAT-A).
0s.1316.1.51_a_at 0.0066 245 | 0s01g0803200 Cysteine proteinase inhibitor-1 (Oryzacystatin-I).
0s.9363.2.51 x_at 0.0066 246 | Os04g0605900 Similar to 60S ribosomal protein L7-2.

0s.51828.2.51_at 0.0067 247 | Os05g0122600 Prefoldin domain containing protein.

0s.6389.1.51_at 0.0067 248 | 0Os01g0155800 Conserved hypothetical protein.

0s.4663.1.51_at 0.0067 249 | 0Os01g0131600 Similar to AP2 domain containing protein RAP2.6 (Fragment).
0s.17804.2.51_x_at 0.0067 250 | Os07g0172900 Similar to Integral membrane protein.

0s.11218.1.51_at 0.0067 251 | Os07g0638400 Similar to 1-Cys peroxiredoxin.

OsAffx.11871.1.S51_s_at 0.0067 252 | 0s02g0122600 EF-Hand type domain containing protein.

0s.27994.1.A1_at 0.0067 253 | 0s03g0310400 Enoyl-CoA hydratase/isomerase domain containing protein.
0s.29093.1.51_at 0.0068 254 | Os07g0249800 Similar to IAA-amino acid hydrolase 1 (EC 3.5.1.-).
0s.12181.1.51_s_at 0.0069 | 255 | Os11g0242800 light-harvesting protein ASCAB9-A, PSII CP26, PSII Lhcbb.
0s.9816.1.51_a_at 0.0070 256 | Os11g0637700 RNA-binding region RNP-1 (RNA recognition motif) domain containing protein.
0s.11517.1.S1_at 0.0070 257 | Os08g0156800 Putative ribosomal protein L34.




0s.56873.1.51_at 0.0070 258 | 0s03g0377600 Zinc finger, RING-type domain containing protein.
0s.23566.1.A1_at 0.0070 | 259 | --- ---
OsAffx.32333.1.A1_at 0.0072 | 260 | --- ---
0s.28216.3.51_x_at 0.0071 261 | Os07g0562700 Similar to Type Ill chlorophyll a/b-binding protein (Fragment).
0s.4748.1.51_at 0.0072 262 | 0s02g0489400 40S ribosomal protein S8.
0s.53796.1.S1_at 0.0073 263 | Os04g0413900 Protein of unknown function DUF584 family protein.
0s.1382.1.51_at 0.0073 264 | Os05g0207300 Similar to 60S ribosomal protein L11-2 (L16). Splice isoform 2.
NAD(P)H-quinone oxidoreductase chain 3, chloroplast (EC 1.6.5.-) (NAD(P)H dehydrogenase, chain 3)
OsAffx.32229.1.51_x_at 0.0073 | 265 | Os10g0526301
(NADH-plastoquinone oxidoreductase chain 3).

0s.22631.2.51 s _at 0.0075 266 | Os07g0523100 Similar to 60S ribosomal protein L44.
0s.7499.1.51_at 0.0075 267 | Os07g0107300 Plant disease resistance response protein family protein.
OsAffx.32280.1.51_at 0.0075 | 268 | --- ---

0s09g0482100
0s.28300.2.51_a_at 0.0076 | 269 | 0s09g0482400 ---

0s09g0482610
0s.51493.1.51_at 0.0076 | 270 | --- ---
0s.46208.1.51 x_at 0.0078 | 271 | Os10g0527100 Chloroplast ATP synthase a chain precursor (EC 3.6.3.14) (ATPase subunit IV).
0s.7458.1.S1 a_at 0.0078 272 | Os08g0155400 Similar to Nitrate/chlorate transporter.
0s.5517.1.S1_at 0.0081 | 273 | Os06g0507001 ---
0s.24307.1.51_at 0.0082 274 | Os10g0536500 Conserved hypothetical protein.
0s.6786.1.S1 a_at 0.0082 275 | 0s10g0555900 Beta-expansin 3 (OsEXPB3).
0s.27756.1.S1_at 0.0082 276 | Os06g0710300 Uncharacterized protein UPF0114 family protein.
0s.46050.1.A1_x_at 0.0083 277 | Os07g0629500 Conserved hypothetical protein.
0s.12220.1.51_at 0.0085 | 278 | 0Os04g0413600 Similar to 40S ribosomal protein S14 (Clone MCH2).
0s.19158.1.S1_at 0.0086 279 | Os11g0256000 Acetolactate synthase, small subunit family protein.
0s.57472.1.51_x_at 0.0085 280 | 0s08g0135900 Similar to Tryptophan synthase beta chain 1 (EC 4.2.1.20) (Orange pericarp 1) (Fragment).




OsAffx.32258.1.51_x_at 0.0087 281 | 0Os01g0792400 Similar to Photosystem | assembly protein ycf4.

0s.57446.1.S1 x_at 0.0087 282 | Os07g0546700 Similar to 60S ribosomal protein L38.

0s.13884.1.S1_at 0.0087 | 283 | Os04g0408700 Similar to DNA-binding protein S1IFAL.

0s.27875.1.51_at 0.0088 | 284 | 0s10g0416800 Similar to Chitinase 2 (EC 3.2.1.14) (Tulip bulb chitinase-2) (TBC-2).
0s.55380.1.51_at 0.0088 285 | Os06g0681200 Cupredoxin domain containing protein.

0s.11498.1.S1 at 0.0091 286 | 0Os01g0752300 Similar to 60S ribosomal protein L18a-1.

0s.26509.1.S1_x_at 0.0091 287 | 0Os01g0792400 Similar to Photosystem | assembly protein ycf4.

0s.6625.1.51_x_at 0.0091 288 | 0s09g0451500 Protein disulfide isomerase-like 2;3

0s.11556.1.51_at 0.0092 289 | 0s07g0677300 Peroxidase GX9 (POXgX9).

0s.4622.1.51_at 0.0092 290 | Os07g0208000 Similar to 40S ribosomal protein S15A.

0s.12697.1.S1_at 0.0094 291 | Os10g0548600 Beta-expansin precursor.

OsAffx.32232.1.A1_at 0.0094 | 292 | --- ---

0s.38506.1.S1 s _at 0.0095 293 | Os07g0173700 Similar to 40S ribosomal protein S18.

0s.38485.1.S1_at 0.0097 | 294 | 0s03g0386500 Trehalose-6-phosphate phosphatase 9. (TPP9)

0s.1503.1.51_at 0.0097 | 295 | 0s06g0662200 Rice seed B-zipper 5 (b-ZIP transcription factor 52) / OsbZIP52. negative regulator
0s.11582.1.51 s at 0.0097 296 828228232?88 Similar to 60S ribosomal protein L15.

OsAffx.6093.1.51_at 0.0101 297 | Os08g0513600 Conserved hypothetical protein.

0s.26477.1.S1_x_at 0.0104 298 | 0s03g0821633 RNA-directed DNA polymerase (Reverse transcriptase) domain containing protein.
0s.30203.2.51_at 0.0108 299 | Os01g0604000 Conserved hypothetical protein.

OsAffx.14148.1.S1_at 0.0110 300 | Os04g0432200 Protein of unknown function DUF1605 domain containing protein.
0s.1327.1.51_at 0.0110 301 | Os02g0651900 Conserved hypothetical protein.

0s.53764.1.S1_at 0.0110 302 | Os03g0317000 Similar to High-glucose-regulated protein 8-like.

0s.28438.2.51 a at 0.0110 303 | 0s01g0501800 Photosystem Il subunit (PsbO).

0s.22374.1.S1_a_at 0.0110 304 | Os06g0669700 Similar to Myb-related protein.




0s.12129.1.51_a_at 0.0109 305 | 0s02g0818000 cystathionine b-synthase domain containing protein OsCBSX3.
OsAffx.29659.2.51 s at 0.0110 306 | Os08g0559200 Similar to Ribosomal protein S25 (40S ribosomal 25S subunit).
0s.6823.1.S1 at 0.0111 307 | Os01g0840700 Similar to 60S ribosomal protein L36.
0s.57556.1.S1_x_at 0.0111 308 | 0s03g0670700 GLYCINE-RICH RNA-BINDING PROTEIN 3 (OsGRP3).
0s.51009.1.51_x_at 0.0110 309 | Os02g0777100 uDENN domain containing protein.
0s.57447.1.S1_x_at 0.0111 310 | Os09g0573100 Ubiquitin domain containing protein.
OsAffx.8708.1.S1_at 0.0112 311 | --- ---
OsAffx.22955.2.51 s _at 0.0114 312 82%82822%88 ATPase, FO complex, subunit A family protein.
0s.27833.1.S1 at 0.0115 313 | Os12g0514000 Similar to Sorbitol transporter.
Similar to Bifunctional aspartokinase/homoserine dehydrogenase 2,
0s.4417.1.51_at 0.0115 | 314 | 0s09g0294000 chloroplast precursor (AK-HD 2) (AK-HSDH 2) [Includes: Aspartokinase (EC 2.7.2.4);
Homoserine dehydrogenase (EC 1.1.1.3)].
0s.54936.1.51_at 0.0116 315 | Os03g0790500 Esterase/lipase/thioesterase domain containing protein.
0s.46900.1.51_at 0.0119 316 | Os10g0451900 Conserved hypothetical protein.
0s.313.1.51_a_at 0.0120 317 | 0Os02g0730000 Mitochondrial aldehyde dehydrogenase ALDH?2a.
0s.47922.1.S1_x_at 0.0120 318 | 0s12g0613500 Lissencephaly type-1-like homology motif domain containing protein.
0s.29998.1.51_at 0.0120 319 | Os05g0391000 Conserved hypothetical protein.
0s.12357.1.51_at 0.0121 320 | Os01g0723200 Similar to 40S ribosomal protein S19-like.
0s.57496.1.S1_x_at 0.0123 321 | 0s06g0342200 Similar to Eukaryotic translation initiation factor 1A (EIF-1A) (EIF-4C).
0s.1606.1.51_at 0.0123 322 | 0Os04g0659300 Protein of unknown function DUF26 domain containing protein.
0s.2971.1.51_at 0.0126 323 | 0Os03g0369100 Plant lipid transfer/seed storage/trypsin-alpha amylase inhibitor domain containing protein.
0s04g0235600
OsAffx.22955.1.51 x_at 0.0126 324 | 0s10g0355100 ATP synthase B chain (EC 3.6.3.14) (ATPase subunit I).
0s10g0527100
0s.9074.1.51_s_at 0.0126 | 325 | Os03g0121700 Similar to Nascent polypeptide-associated complex alpha subunit-like protein 3




(NAC-alpha-like protein 3) (Alpha-NAC-like protein 3).

0s.7941.2.51_s_at 0.0127 | 326 | 0s01g0600900 Chlorophyll a-b binding protein 2, chloroplast precursor (LHCII type | CAB-2) (LHCP).
0s.8203.1.51_at 0.0127 327 | Os10g0148100 Protein of unknown function DUF1210 family protein.
0s.8353.1.51_at 0.0128 328 | 0Os01g0916400 Similar to Selenium binding protein.
0s.12460.1.S1 x_at 0.0128 329 | 0s03g0424500 Translation 40S ribosomal protein S19.
OsAffx.32170.1.S1_at 0.0128 330 | 0Os12g0630200 Thaumatin, pathogenesis-related family protein.
0s.12264.1.S1_a_at 0.0132 331 | 0Os03g0227800 Hypothetical protein.
0s.8015.1.51_at 0.0135| 332 --- ---
0s.4986.1.51_at 0.0136 333 | 0s02g0785800 Similar to Ribosomal protein L35A.
0s.26553.1.S1_s_at 0.0137 334 | 0s02g0224100 Probable protein phosphatase 2C 12.
OsAffx.32254.1.51 x_at 0.0137 335 | 0s12g0524700 Mitochondrial 60S ribosomal protein L16.
0s.55233.1.51_at 0.0137 | 336 | --- ---
0s.28133.1.51 s _at 0.0140 337 | 0s12g0291100 Rubisco small subunit 3.
0s06g0513781
0s06g0513862
0s.8655.1.51_at 0.0140 338 | 0Os06g0513943 defense response. Thionin Osthil.
0s06g0514800
0s06g0515301
0s.12350.1.S51_s_at 0.0140 339 | Os11g0634500 Ribosomal protein S14 family protein.
0s05g0329100
05.25998.1.51_at 0.0140 | 340 828?28?%3288 Prolamin PPROL 14E / cysteine-poor 13kDa prolamin, Cys-poor 13-kDa prolamin (CysP13, CpP13).
0s05g0330600
0s.54685.1.51_at 0.0140 341 | 0s11g0239900 Hypothetical protein.
0s.12391.1.S1_a_at 0.0143 342 | 0s02g0790500 Trehalose-6-phosphate synthase 5.
0s.17889.2.51_at 0.0144 343 | Os05g0541000 Conserved hypothetical protein.
0s.12713.1.51_at 0.0144 344 | Os06g0320500 Similar to Light-harvesting complex | (Fragment).




0s.8178.1.51_at 0.0145 345 | 0s11g0592200 Pathogenesis-related gene 4.
0s.12851.1.51_at 0.0145 | 346 | 0s01g0249200 Similar to Nectarin 1 precursor (EC 1.15.1.1) (Superoxide dismutase [Mn]).
OsAffx.2538.1.51_at 0.0144 347 | 0s02g0171500 Gamma thionin family protein.
OsAffx.32189.1.51_x_at 0.0145 348 | 0s03g0821633 RNA-directed DNA polymerase (Reverse transcriptase) domain containing protein.
0s.20169.1.51_at 0.0144 349 | Os06g0538400 Conserved hypothetical protein.
0s.17909.1.S1_a_at 0.0144 350 | 0Os12g0183100 Similar to Branched chain alpha-keto acid dehydrogenase El-alpha subunit (Fragment).
OsAffx.28697.1.51_at 0.0145 351 | Os07g0497500 Similar to MYB transcription factor.
Similar to Photosystem Il core complex proteins psbY, chloroplast precursor (L- arginine metabolising
0s.51086.1.51_x_at 0.0148 | 352 | 0s08g0119800 enzyme)(L-AME) [Contains: Photosystem Il protein psbY-1 (psbY-A1); Photosystem Il protein psbY-2
(pshbY-A2)].
0s.7408.1.51_at 0.0149 353 | Os05g0425700 Similar to F-box protein AtFBL5.
0s.5507.1.51_at 0.0148 354 | 0Os12g0167900 60S ribosomal protein L3.
0s.52612.1.51 s _at 0.0150 355 | 0s12g0168800 Similar to AG-motif binding protein-2.
0s.10736.1.51_at 0.0150 356 | Os06g0147100 Conserved hypothetical protein.
OsAffx.16825.1.51_s_at 0.0151 357 | Os08g0138900 Conserved hypothetical protein.
0s.8507.1.51_at 0.0151 | 358 | 0s09g0526700 Similar to UDP-glucose 4-epimerase (EC 5.1.3.2) (Galactowaldenase) (UDP-galactose 4-epimerase).
0s.8273.1.51_s_at 0.0152 | 359 | Os07g0616600 Similar to 40S ribosomal protein SA (p40) (Laminin receptor homolog).
0s.46822.1.S1_at 0.0153 360 | Os10g0550400 Conserved hypothetical protein.
0s.57343.1.S1_at 0.0153 361 | 0Os02g0733900 Conserved hypothetical protein.
0s.38447.1.51 s_at 0.0153 | 362 | Os06g0166400 Similar to TINY-like protein (AP2 domain containing protein RAP2.10) (Fragment).
0s.12460.1.51_at 0.0153 363 | 0s03g0424500 Similar to 40S ribosomal protein S19-2.
0s.11049.1.51_at 0.0155 364 | 0Os03g0807800 Similar to 40S ribosomal protein S2 (Fragment).
0s.6381.1.51_at 0.0158 365 | Os08g0517700 Oxysterol-binding protein family protein.
OsAffx.1892.1.S1_at 0.0160 | 366 | --- ---
0s.51018.1.51_at 0.0160 367 | Os05g0494100 Histone-fold domain containing protein.




0s.5601.1.S1_at 0.0159 | 368 | 0s09g0498500 ---

0s.5378.1.51 at 0.0159 369 | Os01g0773700 Photosystem Il subunit (PsbW).

0s.46661.1.51_s_at 0.0160 370 | Os10g0483900 Conserved hypothetical protein.

0s.22277.1.51_at 0.0160 371 | Os07g0529000 isocitrate lyase.

0s.37554.1.51_at 0.0162 372 | Os07g0668600 Conserved hypothetical protein.

0s.12388.1.S1 x_at 0.0162 373 | Os11g0167800 Similar to Anth (Pollen-specific desiccation-associated LLA23 protein.
0s.9437.1.51_at 0.0162 374 | Os01g0159500 Hypothetical protein.

0s.33184.1.S1_at 0.0163 375 | Os01g0716500 SAM (and some other nucleotide) binding motif domain containing protein.
0s.40563.1.S1 x_at 0.0163 376 | Os01g0358400 Similar to 40S ribosomal protein S4.

0s.45407.1.S1_s_at 0.0166 377 | Os01g0140500 Similar to 60S ribosomal protein L26B.

0s.12785.1.S1_at 0.0168 378 | 0Os10g0564300 Similar to 60S ribosomal protein L27.

0s.51883.1.S1 at 0.0168 379 | Os03g0656800 Similar to 3-glucanase.

0s.10134.1.51_at 0.0168 380 | Os11g0220800 Similar to 60S ribosomal protein L10 (QM protein homolog).
OsAffx.23005.1.51_at 0.0172 381 | Os06g0133200 Conserved hypothetical protein.

0s.46677.1.51_at 0.0173 382 | 0Os10g0430900 Protein kinase domain containing protein.

0s.6345.1.51_at 0.0173 383 | Os06g0561000 Similar to Myo-inositol oxygenase.

0s.5724.1.51_at 0.0173 384 | Os06g0208800 lysM domain-containing GPI-anchored protein 1 precursor, putative, expressed.
OsAffx.32268.1.51_x_at 0.0173 385 | 0s04g0234750 Ribosomal protein S12, bacterial and chloroplast form family protein.
0s.16761.1.51_at 0.0176 386 | Os07g0267300 Hypothetical protein.

0s.12192.1.51_a_at 0.0178 387 | 0Os03g0836200 Similar to RNA-binding protein RZ-1.

0s.40001.1.A1_at 0.0179 | 388 | --- ---

0s.2209.1.51_at 0.0178 389 | Os08g0189300 Similar to Oxalate oxidase (Fragment).

0s.54794.1.51_at 0.0179 390 | Os11g0536000 Conserved hypothetical protein.

0s.52655.1.S1_at 0.0178 391 | 0s02g0223300 Conserved hypothetical protein.

0s.37611.2.S1_x_at 0.0179 392 | Os01g0191100 Similar to Acidic ribosomal protein P2a-4 (Fragment).




OsAffx.5825.1.S1_at 0.0179 | 393 | --- ---

0s.18318.1.51_at 0.0180 394 | 0s03g0199100 Protein of unknown function DUF677 family protein.

0s.49074.1.A1_at 0.0181 395 | --- ---

0s.46876.1.51_at 0.0181 396 | 0Os10g0562000 Conserved hypothetical protein.

0s.16797.1.51_at 0.0181 397 | 0s02g0179500 Hly-11l related proteins family protein.

0s.10803.1.S1_at 0.0185 398 | 0s03g0293500 Pyruvate decarboxylase isozyme 2

0s.26516.1.S1_a_at 0.0185 399 | Os10g0431000 Similar to DNA-binding protein-like.

OsAffx.32204.1.51_x_at 0.0185 400 828128%3%88 Ribosomal protein S12, bacterial and chloroplast form family protein.

0s.13907.1.51_at 0.0187 401 | 0s02g0248800 Similar to Glutelin type-B 2 precursor.

0s.16083.1.51_at 0.0187 402 | Os10g0561000 Conserved hypothetical protein.

0s.7890.2.51_x_at 0.0188 403 | 0s08g0435900 Similar to LHC | type IV chlorophyll binding protein (Fragment).

0s.12296.1.51_at 0.0188 404 | 0s03g0592500 Similar to Photosystem Il type Il chlorophyll a/b binding protein (Fragment).

0s.8502.4.S1_at 0.0188 | 405 | 0Os05g0329300 Prolamin PPROL 14E.

0s.12596.1.51_at 0.0188 | 406 | 0s04g0473400 Similar to 60S ribosomal protein L6-B (L17) (YL16) (RP18).
Similar to Oxygen-evolving enhancer protein 3-2, chloroplast precursor (OEE3)

0s.11078.1.51 _a_at 0.0188 | 407 | Os07g0544800 (16 kDa subunit of oxygen evolving system of photosystem II) (OEC 16 kDa subunit)
(Ferredoxin-NADP reductase binding protein) (BP).

OsAffx.4276.1.51_s_at 0.0188 408 | Os05g0176000 Fibrillarin family protein.

0s.17294.1.51_a_at 0.0189 | 409 | Os03g0409100 ---

0s.10912.1.51_at 0.0190 | 410 | --- ---

0s.11168.1.S1 x_at 0.0190 411 | 0Os02g0797200 Similar to 60S ribosomal protein L39.

0s.9188.1.S1_x_at 0.0190 412 | Os08g0542100 Ribosomal protein L7, eukaryotic form family protein.

0s.57447.1.S1_at 0.0190 413 | 0s09g0573100 Ubiquitin domain containing protein.

0s.11043.2.51_at 0.0190 | 414 | Os09g0413500 ---




0s.1465.1.51_at 0.0193 415 | 0s01g0190000 Taurine catabolism dioxygenase TauD/TfdA family protein.
OsAffx.5142.1.S1_x_at 0.0196 | 416 | --- ---
0s.53765.1.51 at 0.0197 417 | Os03g0669000 Similar to RNA helicase (Fragment).
0s.4176.1.51_at 0.0198 418 | 0s03g0826500 Anthranilate synthase alpha-subunit 1.
0s.4663.1.52_at 0.0198 419 | 0Os01g0131600 Ethylene response factor 108.
0s.1433.2.51_at 0.0198 420 | 0s02g0616600 Conserved hypothetical protein.
0s.28214.2.51 x_at 0.0202 421 | 0s06g0336200 Tonoplast intrinsic Protein 2;2.
0s.20608.1.51_at 0.0201 | 422 | --- ---
0s.53403.1.51_at 0.0202 | 423 | 0s08g0508700 Similar to EIL3.
0s.22789.1.A1_at 0.0202 424 |1 0s10g0397900 Hypothetical protein.
0s.52330.1.S1_at 0.0205 425 | 0s09g0565700 Prephenate dehydratase domain containing protein.
0s.16042.1.52_at 0.0205 426 | Os05g0551500 Protein of unknown function DUF1639 family protein.
0s.27254.1.S1 s_at 0.0206 427 | 0Os03g0162500 Protein of unknown function DUF506, plant family protein.
0s.11975.2.A1_at 0.0209 428 | 0s01g0910900 Conserved hypothetical protein.
0s.47405.1.A1_s_at 0.0210 429 | 0Os05g0368300 Similar to 40S ribosomal protein S4, X isoform (Single copy abundant mRNA protein) (SCR10).
0s.19995.1.S1_at 0.0213 430 | Os05g0417700 Conserved hypothetical protein.
OsAffx.23594.1.S1_at 0.0216 431 | Os01g0583100 Protein phosphatase 2C family protein.
0s.7140.1.51_at 0.0217 432 | 0Os11g0267000 GUN4-like domain containing protein.
0s.53192.1.51 s_at 0.0221 | 433 ggggggf%ggg Similar to Fibrillarin (Fragment).
0s.9405.1.51_at 0.0223 434 | 0Os04g0502300 Similar to 40S ribosomal protein S11.
Similar to Photosystem | reaction center subunit Il, chloroplast precursor (Photosystem | 20 kDa subunit)
0s.7974.1.51_at 0.0225 | 435 | Os08g0560900
(PSI-D).
05.28300.2.52_a_at 0.0227 | 436 | 020050402610 Heat shock protein 81-3.
OsAffx.3970.1.51_at 0.0235 | 437 | --- ---




0s.53141.1.51 at 0.0236 438 | 0s09g0292900 Galactose oxidase, central domain containing protein.
0s.28216.2.51_s_at 0.0237 439 | 0s07g0562700 Type Ill chlorophyll a/b-binding protein.
OsAffx.23162.2.51_at 0.0237 440 | Os01g0180900 Prolyl 4-hydroxylase, alpha subunit domain containing protein.
0s.10333.1.51_at 0.0237 441 | 0Os07g0119300 Twin-arginine translocation pathway signal domain containing protein.
0s.10818.1.51_at 0.0237 442 | 0s01g0102700 Translocon-associated beta family protein.
0s.6305.1.51_at 0.0242 443 | 0s08g0430700 Similar to UVB-resistance protein-like.
0s.15267.1.S1_at 0.0242 444 |1 0s04g0662100 Similar to Ribosomal protein-like.
OsAffx.32206.1.S1_x_at 0.0243 445 | 0s04g0240100 RNA polymerase Rpbl, domain 5 containing protein.
0s.8273.1.51_at 0.0244 | 446 | Os07g0616600 Similar to 40S ribosomal protein SA (p40) (Laminin receptor homolog).
0s.9363.2.A1_at 0.0248 447 | 0s04g0605900 Similar to 60S ribosomal protein L7-2.
0s.5735.1.51_at 0.0248 448 | 0s10g0463200 GDSL-like Lipase/Acylhydrolase family protein, expressed.
0s.8544.1.S1 at 0.0248 449 | Os08g0441500 Similar to Cinnamoyl-CoA reductase.
0s.27916.1.51_at 0.0250 450 | 0Os06g0208700 Putative tyrosine phosphatase family protein.
0s.12393.2.51_at 0.0250 451 | Os08g0104600 Ferredoxin |, chloroplast precursor (Anti-disease protein 1).
Similar to Nascent polypeptide-associated complex alpha subunit-like protein 3
0s.12854.1.51_at 0.0255 | 452 | Os05g0373700
(NAC-alpha-like protein 3) (Alpha-NAC-like protein 3).
0s.54370.1.51 at 0.0254 453 | 0s03g0693700 Similar to Oxalate oxidase 1 (EC 1.2.3.4) (Germin).
0s.49642.1.S1_x_at 0.0254 454 | 0s06g0130800 Histone H5 family protein.
0s.56133.1.51_at 0.0255 455 | 0s03g0133600 Similar to Adenosine monophosphate binding protein 1 AMPBP1.
Similar to Guanine nucleotide-binding protein beta subunit-like protein
0s.8991.1.S1_at 0.0255 | 456 | Os05g0552300
(GPB-LR) (RWD) Receptor for activated C kinase 1B (RACK1B).
0s.9577.1.51_at 0.0255 457 | 0s01g0539900 Conserved hypothetical protein.
OsAffx.16839.1.51_s_at 0.0255 458 | 0s08g0151400 Similar to Small nuclear ribonucleoprotein homolog.
0s.53266.1.51_at 0.0254 459 | 0Os03g0730000 Lecithin:cholesterol acyltransferase family protein.




FAD linked oxidase, N-terminal domain containing protein.

0s.15252.2.51_a_at 0.0255 | 460 | Os07g0187200

Probable D-2-hydroxyglutarate dehydrogenase, mitochondrial.
0s.13477.1.S1 at 0.0256 461 | 0s02g0100100 Protein disulfide isomerase-like 1;4.
OsAffx.30647.1.51_x_at 0.0257 462 | 0s10g0467000 Conserved hypothetical protein.
0s.51718.1.51_at 0.0256 463 | 0s11g0454200 Responsive to ABA gene 16B.
0s.4982.1.51_at 0.0256 464 | 0s02g0103700 Similar to 60S ribosomal protein L9 (Gibberellin-regulated protein GA).
0s.5470.1.51_at 0.0257 | 465 | 0s02g0804150 ---
0s.12627.1.S1_at 0.0258 466 | Os07g0141400 Similar to 23 kDa polypeptide of photosystem II.
0s.12290.1.51_at 0.0258 467 | Os08g0130500 60S acidic ribosomal protein PO.
0s.28438.4.51_x_at 0.0257 468 | 0s01g0501800 Similar to Photosystem Il oxygen-evolving complex protein 1 (Fragment).
OsAffx.27559.1.51_x_at 0.0258 469 | 0s01g0948200 GRAS transcription factor domain containing protein.
0s.52922.1.51_at 0.0258 470 | Os05g0494800 Conserved hypothetical protein.
0s.11305.1.51_at 0.0258 471 | Os12g0478100 GRAM domain containing protein.
0s.5311.1.S1_at 0.0260 | 472 | Os08g0506700 Flowering BHLH 1.
0s.8300.1.S1 at 0.0260 473 | 0s02g0815001 Similar to 60S ribosomal protein L37 (G1.16).
05.1310.1.51_a_at 0.0259 | 474 | 821550113800 CBL-interacting protein kinase 15 (OsCIPK15).
0s.51683.1.51_at 0.0260 475 | 0s06g0539400 Amino acid/polyamine transporter | family protein.
0s.47898.1.A1_at 0.0261 | 476 | Os05g0574900 Slender Rice like 2 (OsSLRL2).
0s.12061.1.S51_s_at 0.0263 477 | 0s07g0229900 Ribosomal protein L7Ae/L30e/S12e/Gadd4b family protein.
0s.55256.1.51_at 0.0263 478 | 0Os10g0467000 Conserved hypothetical protein.
0s.8767.1.S1 x_at 0.0263 479 | Os03g0796501 Similar to 60S ribosomal protein L4 (L1).
0s.14023.2.S1_at 0.0263 480 | Os06g0103400 Nucleic acid-binding, OB-fold domain containing protein.
OsAffx.25614.1.51_at 0.0265 | 481 | 0s03g0682200 Similar to Argonaute-like protein (Fragment).Protein argonaute 12 (AG012) .
0s.20371.1.A1_at 0.0266 | 482 | --- ---




0s.20333.1.51_at 0.0266 483 | 0s02g0799600 Conserved hypothetical protein.

0s.11481.1.51_s_at 0.0266 484 | 0s08g0516900 Conserved hypothetical protein.

0s.5606.1.51_at 0.0266 485 | 0s07g0564100 UDP-glucuronosyl/UDP-glucosyltransferase family protein.
0s.10732.1.S1_s_at 0.0268 | 486 | 0s03g0306800 Similar to CP12 (Fragment).

0s.14899.1.51_at 0.0278 487 | 0s03g0688200 Conserved hypothetical protein.

0s.4804.1.51_at 0.0278 488 | 0s06g0166400 Ethylene response factor 7.

0s.46185.1.51 x_at 0.0279 | 489 828228;8?388 60S ribosomal protein L39-1.

0s.4779.1.51_at 0.0281 490 | Os07g0150200 40S ribosomal protein S12.

0s.11528.1.S1 at 0.0282 491 | 0s02g0699600 60S ribosomal protein L12.

0s.426.1.51 at 0.0283 492 | Os04g0430100 Similar to 40S ribosomal protein S10-1.
0s.49233.1.S1_at 0.0284 | 493 | --- ---

0s.8043.1.51_at 0.0284 494 | 0s03g0719400 Esterase/lipase/thioesterase domain containing protein.
0s.7920.1.51_at 0.0285 495 | 0s06g0654900 Conserved hypothetical protein.

0s.2216.1.51_at 0.0287 496 | 0s01g0810300 Similar to Calmodulin-like protein.

0s.22000.1.S1_at 0.0290 | 497 | Os06g0726200 Chitinase 1.

0s.37318.1.51_at 0.0290 | 498 | --- ---

0s.51482.1.51_at 0.0291 499 | 0Os07g0168800 Zinc Finger Protein 177.

0s.11168.1.51_at 0.0293 500 | 0s02g0797200 60S ribosomal protein L39-2.

OsAffx.32228.1.A1_x_at 0.0294 | 501 | --- ---

0s.1660.1.51_at 0.0294 502 | Os01g0112500 Conserved hypothetical protein.

0s.5518.1.51_at 0.0293 503 | Os12g0575000 Protein of unknown function DUF1118 family protein.
0s.24470.1.A1_at 0.0295 504 | Os08g0246000 Hypothetical protein.

0s.27102.1.S1_x_at 0.0294 505 | Os04g0115700 Conserved hypothetical protein.
OsAffx.23005.1.51_x_at 0.0294 506 | Os06g0133200 Conserved hypothetical protein.




OsAffx.23032.1.51_at 0.0294 507 | Os01g0106500 Conserved hypothetical protein.
0s.21763.1.51_at 0.0294 508 | 0Os03g0577000 Similar to Ribosomal protein S3 (Fragment).
HAD-superfamily subfamily IB hydrolase, hypothetical 1 protein
OsAffx.2593.1.S1_s_at 0.0300 509 | 0s02g0226200
Putative phosphatase, orphan 1.

0s.52902.1.51_at 0.0300 510 | Os07g0589000 Lateral organ boundaries, LOB domain containing protein.
0s.11276.1.51_at 0.0302 511 | Os03g0341100 Similar to 60S ribosomal protein L18.
0s.18498.1.S1_at 0.0301 512 | Os08g0480800 Similar to TaWIN2. 14-3-3-like protein GF14-A G-box factor 14-3-3 homolog A.
OsAffx.1957.1.S1_at 0.0302 513 | Os01g0174000 b-ZIP transcription factor 1.
0s.11335.3.S1 x_at 0.0303 514 | Os01g0720700 Similar to Serine acetyltransferase.
0s.54215.1.51 x_at 0.0304 515 | Os07g0301200 Similar to RNA helicase (Fragment).

0s05g0328333

0s05g0329100

0s05g0329200
0s.8502.5.51_x_at 0.0304 | 516 828228328288 Prolamin PPROL 14E / Cys-poor 13-kDa prolamin (CysP13, CpP13).

0s07g0219300

0s07g0219400

0s07g0220050
0s.10166.1.S1_at 0.0304 517 | Os04g0494100 Chitinase 5.
0s.11487.1.S1_s_at 0.0306 518 | 0Os01g0860300 Ribosomal protein L1 family protein.
0s.52635.1.S1_at 0.0306 519 | Os03g0591000 ---
0s.56873.1.S1_x_at 0.0306 520 | Os03g0377600 Conserved hypothetical protein.
0s.24639.1.51_at 0.0307 521 | Os03g0372700 Low temperature viability protein family protein.
OsAffx.29486.2.S1_x_at 0.0308 522 | --- ---
0s.11787.1.51_at 0.0308 523 | 0Os07g0100200 Similar to PDX1-like protein 4.

0s01g0834500 . . .
0s.26532.1.S1 a_at 0.0308 524 050120834601 Similar to 40S ribosomal protein S23 (S12).
0s.36162.1.S1_s_at 0.0312 525 | 0Os01g0825800 Amino acid/polyamine transporter Il family protein.
0s.8316.1.S1 at 0.0316 526 | Os07g0622100 Similar to Ribosomal protein s6 RPS6-2.




0s.32496.1.51_at 0.0316 527 | Os04g0578700 MscS Mechanosensitive ion channel family protein.
0s.14261.1.51_at 0.0317 528 | 0s03g0187000 Conserved hypothetical protein.

0s.15246.1.51_at 0.0316 529 | 0s02g0260700 Similar to GAMYB-binding protein (Fragment).

0s.5830.1.S1 at 0.0317 530 | Os03g0326500 Similar to Thioredoxin-like 1.

0s.43236.1.51_at 0.0317 531 | Os08g0420700 Conserved hypothetical protein.

0s.6125.1.51_at 0.0317 532 | Os03g0405500 Similar to PDI-like protein.

0s.34729.2.51_x_at 0.0319 | 533 | 0s07g0691600 Similar to Alcohol dehydrogenase (Fragment).
0s.30832.1.S1_at 0.0322 534 | Os07g0657100 Glyoxalase/extradiol ring-cleavage dioxygenase domain containing protein. Glyoxalase family-like protein.
0s.53043.1.S1_at 0.0326 535 | 0Os01g0112100 Conserved hypothetical protein.

0s.5851.1.S1_at 0.0329 536 | 0Os04g0669800 Methylthioribose kinase 1.

0s.13510.1.51_at 0.0329 | 537 | Os06g0210100 emp24/gp25L/p24 family protein.

0s.8646.1.51_at 0.0329 538 | Os05g0103100 Translocon-associated beta family protein.

0s.7890.1.S51_a_at 0.0329 539 | 0s08g0435900 Similar to LHC | type IV chlorophyll binding protein (Fragment).
0s.49460.1.51_at 0.0330 540 | 0Os02g0463500 Peptidase S10, serine carboxypeptidase family protein.
OsAffx.23589.1.51_s_at 0.0332 541 | Os01g0580800 Conserved hypothetical protein.

0s.26532.2.51_x_at 0.0332 542 | 0s01g0834601 ---

OsAffx.14458.1.S1_x_at 0.0336 543 | Os04g0674000 Conserved hypothetical protein.

0s.49356.1.51_at 0.0337 544 | Os08g0184300 Conserved hypothetical protein.

0s.11944.1.51_at 0.0337 545 | 0s09g0369000 Ethylene response factor 50.

0s.48078.1.51_at 0.0337 546 | Os05g0256000 Similar to TGF-beta receptor-interacting protein 1.
OsAffx.32279.1.S1_at 0.0343 | 547 | --- ---

0s.7075.1.51_at 0.0344 548 | 0Os03g0389700 Phospho-2-dehydro-3-deoxyheptonate aldolase 1, chloroplastic.
0s.6595.1.S1 a_at 0.0345 549 828;282%2%88 Magnesium-chelatase subunit ChiH, chloroplastic.
0s.33777.1.51_at 0.0347 | 550 | 0s08g0559200 Similar to Ribosomal protein S25 (40S ribosomal 25S subunit).




0s.6674.1.52_a_at 0.0349 551 | Os10g0105400 Conserved hypothetical protein.
0s.2348.1.S1_a_at 0.0349 | 552 | 0Os03g0752800 MADS box geneld / Protein APETALA1-like B.
0s.4378.2.52_a_at 0.0350 553 | 0Os05g0155500 Importin subunit alpha-1b.
0s.9698.1.51_at 0.0350 554 | Os04g0118100 Similar to Chloroplast Toc64-2.
0s.11104.1.51_at 0.0350 555 | 0s02g0591700 Similar to Candida glabrata strain CBS138 chromosome L complete sequence.
0s.3927.3.51_x_at 0.0351 556 | Os01g0253900 Lipase, class 3 family protein.
0s.338.3.51_x_at 0.0351 557 | 0Os03g0289100 Autophagy associated gene 1B.
Similar to Formate--tetrahydrofolate ligase (EC 6.3.4.3) (10-formyletrahydrofolate synthetase) (FHS)
0s.14842.1.51_at 0.0352 558 | 0s09g0446800
(FTHFS).
0s.57160.1.51_at 0.0353 559 | Os06g0686800 Conserved hypothetical protein.
0s.11159.1.51_at 0.0355 560 | Os01g0721900 Similar to Nuclear RNA binding protein B (Fragment).
OsAffx.24733.1.51_s_at 0.0355 561 | Os02g0670500 Rapid ALkalinization Factor family protein.
0s.53670.1.51_at 0.0356 562 | Os05g0247800 Glycoside hydrolase, family 18 protein.
OsAffx.5142.1.S1_at 0.0362 563 | --- ---
0s.4660.1.51_s_at 0.0364 564 | 0Os03g0206400 Conserved hypothetical protein.
0s.12593.1.S1_s_at 0.0364 | 565 | 0s08g0473600 Alpha-amylase isozyme 3E precursor (EC 3.2.1.1) (1,4-alpha-D-glucan glucanohydrolase).
Similar to Petunia ribulose 1,5-bisphosphate carboxylase small subunit mRNA (clone pSSU 51),
0s.10959.1.51_at 0.0366 | 566 | 0s12g0292400
partial cds. (Fragment).
0s.18672.1.S1_s_at 0.0369 567 | 0s02g0541300 Similar to Histidine decarboxylase (Serine decarboxylase).
0s.12012.1.51_at 0.0370 568 | 0s10g0392400 ZIM domain containing protein.
0s.12234.2.S1 s _at 0.0372 569 | Os06g0219500 Similar to Heat shock 22 kDa protein, mitochondrial precursor.
0s.27457.1.51_at 0.0374 570 | Os04g0119200 Conserved hypothetical protein.
0s.39995.1.S1_x_at 0.0378 571 | Os03g0561415 Conserved hypothetical protein.
OsAffx.19242.1.51_x_at 0.0378 | 572 | --- ---
0s.49674.1.51_at 0.0378 573 | 0Os02g0506500 ThiF family domain containing protein, putative, expressed.




0s.24305.1.A1_at 0.0378 574 | Os04g0458800 Hypothetical protein.

0s.8735.1.51_at 0.0377 575 | Os05g0517200 Trehalose-6-phosphate synthase 6.

0s.23208.1.51_at 0.0377 576 | Os04g0620700 RNA-binding region RNP-1 (RNA recognition motif) domain containing protein.
OsAffx.25190.1.51_x_at 0.0378 577 | Os03g0345700 Conserved hypothetical protein.

0s.26770.2.51_x_at 0.0377 578 | Os04g0235600 ATP synthesis coupled proton transport.

0s.13102.1.S1_at 0.0380 579 | Os01g0762000 Patatin family protein.

0s.18416.1.S1_at 0.0381 580 | Os07g0670600 PUA domain containing protein.

0s.37851.2.S1_s_at 0.0396 581 | Os01g0743300 Protease-associated PA domain containing protein.

0s.25899.2.51_s_at 0.0395 | 582 | 0s01g0709500 Similar to Serine/threonine-protein kinase PBS1 (EC 2.7.1.37) (AvrPphB susceptible protein 1).
0s.10138.2.51_a_at 0.0397 583 | 0Os03g0182600 Ribosomal protein S2 family protein.

0s.5313.1.51_at 0.0397 584 | 0Os08g0192900 RNA-binding region RNP-1 (RNA recognition motif) domain containing protein.
OsAffx.25767.1.51_s_at 0.0401 585 | 0Os03g0808500 Plant lipid transfer protein/Par allergen family protein.

0s.32459.1.51_at 0.0403 586 | 0Os01g0123900 Similar to Bowman-Birk type proteinase inhibitor (EBI).

0s.31022.1.51_at 0.0406 587 | Os06g0110200 Late embryogenesis abundant (LEA) group 1 family protein.

0s.46856.1.51_at 0.0406 588 | 0Os10g0138600 Cyclin-like F-box domain containing protein.

0s.53705.1.S1_at 0.0406 589 | Os06g0661500 Conserved hypothetical protein.

0s.9741.2.51_x_at 0.0407 590 | Os11g0147150 Hypothetical protein.

0s.46610.1.S1_x_at 0.0409 | 591 | --- ---

0s.9024.1.51_at 0.0409 592 | 0s02g0595400 Conserved hypothetical protein.

0s.11425.1.51_at 0.0411 593 | 0Os07g0180900 Ribosomal protein L4/L1e family protein.

0s.52150.1.51 x_at 0.0411 | 594 | 0s04g0543900 Similar to Glutamate dehydrogenase (EC 1.4.1.3) (GDH).

0s.4666.1.51_at 0.0412 595 | Os10g0517500 Cys/Met metabolism PLP-dependent enzyme family protein, expressed .
0s.29800.1.S1_x_at 0.0411 | 59 828%28;%288 Sucrose-phosphate synthase (EC 2.4.1.14).

0s.411.1.51_a_at 0.0412 | 597 | Os01g0867300 b-ZIP transcription factor 12 (OsbZIP12).




0s.16068.3.51_at 0.0416 598 | 0s02g0707900 Universal stress protein (Usp) family protein.

0s.9330.1.S1 _x_at 0.0420 599 | 0s02g0626100 Phenylalanine ammonia-lyase.

OsAffx.12823.1.51_s_at 0.0420 600 | Os03g0210600 Conserved hypothetical protein.

0s.51691.1.51_s_at 0.0420 601 | Os08g0177300 HSA domain containing protein.

0s.18512.1.51_at 0.0422 602 | Os03g0166000 Alba, DNA/RNA-binding protein family protein.

0s.11043.1.S1 x_at 0.0424 603 | Os09g0413500 Similar to 60S ribosomal protein L34.

OsAffx.3606.1.S1_s_at 0.0424 604 | Os03g0751600 Heavy metal transport/detoxification protein domain containing protein.
OsAffx.23355.1.51_s_at 0.0423 605 | Os01g0338100 Conserved hypothetical protein.

0s.46386.1.S1_s_at 0.0424 606 | Os06g0608700 Similar to Fructose-bisphosphate aldolase, cytoplasmic isozyme (EC 4.1.2.13).
0s.34818.1.S1 x_at 0.0423 607 | Os02g0204500 ENT domain containing protein.

0s.54655.1.51_at 0.0423 608 | Os05g0347400 Protein of unknown function DUF640 domain containing protein.
0s.5562.1.51 at 0.0425 609 | Os04g0600200 Alternative oxidase 1A.

0s.53403.1.S1_s_at 0.0425 610 | Os08g0508700 Similar to EIL3.

0s.43170.1.51_at 0.0427 611 | Os08g0159800 Zinc finger, CCCH-type domain containing protein.
0s.53614.1.51_at 0.0430 | 612 | 0s02g0755900 Similar to Glucosyltransferase (Fragment).
OsAffx.29994.1.51_s_at 0.0438 | 613 | 0s09g0402100 PF1 protein.

OsAffx.31339.1.51_s_at 0.0438 614 | Os11g0579800 Garl protein RNA-binding region family protein.

0s.1386.1.S1 a_at 0.0439 615 | Os09g0568400 Similar to 60S ribosomal protein L40 (CEP52)

0s.39933.1.51 _at 0.0440 | 616 | Os06g0114650 Similar to ldnK protein (EC 2.7.1.12) (Fragment)
OsAffx.6477.1.51_s_at 0.0444 617 | Os09g0514600 Adrenodoxin family protein.

OsAffx.19095.1.S1_at 0.0443 618 | Os11g0506800 IQ calmodulin-binding region domain containing protein.
OsAffx.2770.1.S1 s _at 0.0444 619 | Os02g0478600 Similar to 40S ribosomal protein S15A.

0s.4690.1.51_at 0.0444 620 | Os12g0406200 Similar to 40S ribosomal protein S3a (CYCO7 protein).
0s.24642.1.S1_at 0.0443 621 | Os04g0492600 Anticodon-binding domain containing protein.

0s.12597.1.51_at 0.0443 | 622 | 0s03g0115200 ---




0s.9741.2.51_at 0.0443 623 | Os11g0147150 Hypothetical protein.

0s.18374.1.A1_at 0.0443 624 | 0s09g0376300 Conserved hypothetical protein.

0s.8945.1.51_at 0.0448 625 | 0Os06g0594400 Cyclin-like F-box domain containing protein.
0s.17506.1.51_at 0.0448 626 | Os10g0463800 Conserved hypothetical protein.

0s.37611.1.51_at 0.0453 627 | Os01g0191100 Similar to Acidic ribosomal protein P2a-4 (Fragment).
0s.12094.1.S1_a_at 0.0453 628 | 0s02g0543000 Abscisic acid-stress-ripening-inducible 1 protein.
0s.38797.1.51_at 0.0453 | 629 | 0Os06g0550000 Similar to 60S ribosomal protein L11-2 (L16). Splice isoform 2.
0s.12393.2.51 x_at 0.0453 630 | Os08g0104600 Ferredoxin I.

0s.51775.1.51_x_at 0.0453 631 | Os12g0147200 Conserved hypothetical protein.

0s.17985.1.51_s_at 0.0461 632 | Os03g0776400 Conserved hypothetical protein.

0s.7988.1.51_s_at 0.0461 633 | Os11g0171300 Chloroplast Aldolase.

0s.1082.2.51 at 0.0462 634 | Os01g0304000 Similar to Ribosomal protein L29.

OsAffx.12774.1.S1 s _at 0.0462 635 | 0Os03g0175200 Mitochondrial substrate carrier family protein.
0s.4867.1.51_at 0.0462 636 | Os08g0518800 Similar to Class Il chitinase homologue (OsChib3H-h) (Fragment).
OsAffx.1874.1.S1_at 0.0462 637 | --- ---

0s.9738.1.51_at 0.0463 638 | 0s01g0896800 Eukaryotic ribosomal protein L5 family protein.
0s.10290.1.S1_at 0.0463 639 | Os05g0491100 Similar to Calmodulin.

0s.51503.1.51_at 0.0465 640 | Os05g0581000 Conserved hypothetical protein.

0s.9021.4.51_at 0.0464 641 | Os11g0188850 Hypothetical protein.

0s.18335.3.51 x_at 0.0468 642 | Os11g0171300 Chloroplast aldolase.

0s.12250.1.51_at 0.0468 643 | 0Os03g0851000 Similar to Transcription factor homolog BTF3-like protein.
OsAffx.6066.1.S1_s_at 0.0473 644 | Os08g0490600 Beta-lg-H3/fasciclin domain containing protein.
0s.12362.1.51_at 0.0477 645 | Os03g0576700 Similar to 60S ribosomal protein L13 (BBC1 protein homolog).
0s.3663.1.51_at 0.0478 646 | 0s01g0292200 CBL-interacting protein kinase 1.

0s.10590.1.S1_s_at 0.0479 647 | Os08g0104400 Conserved hypothetical protein.




0s.15252.1.51 a_at 0.0478 648 | Os07g0187200 FAD linked oxidase, N-terminal domain containing protein.
0s.26588.1.51_x_at 0.0478 649 | Os04g0240100 RNA polymerase Rpb1l, domain 5 containing proteinng protein.
0s.8879.1.51_at 0.0480 650 | Os06g0645400 Aminoacyl-tRNA synthetase, class 1a, anticodon-binding domain containing protein.
0s.39973.1.51_s_at 0.0479 651 | Os03g0820500 Actin-depolymerizing factor 3.
0s.11625.1.51_at 0.0479 652 | 0Os08g0366200 Protein of unknown function DUF1313 family protein.
0s.5444.1.51_at 0.0479 653 | Os08g0500200 Conserved hypothetical protein.
OsAffx.7112.1.S1_at 0.0481 654 | 0Os11g0255200 Conserved hypothetical protein.
0s.7876.1.51_at 0.0482 655 | 0s02g0162500 Similar to 40S ribosomal protein S14.
0s.9579.1.51_at 0.0483 | 656 | 0s02g0102700 Similar to AGL157Cp.
Similar to YTH domain protein 2 (High-glucose-regulated protein 8) (NY-REN-2 antigen) (CLL-associated
0s.5001.1.S1_at 0.0484 | 657 | Os08g0556000
antigen KW-14).
0s.20910.1.S1_at 0.0483 658 | 0s02g0523800 Inositol polyphosphate kinase family protein.
AFFX-0S-5.8SrRNA_at 0.0482 659 | --- ---
0s.20336.1.51_at 0.0482 660 | Os05g0567400 Ribosomal RNA methyltransferase RrmJ/Fts) domain containing protein.
0s.11615.1.51_at 0.0484 661 | Os02g0523500 TUDOR protein with multiple SNc domains, putative, expressed.
0s.51343.1.51 at 0.0484 662 | 0s03g0204900 Similar to TATA-binding protein associated factor 2N (RNA-binding protein 56) (TAFI168) (TAF(I1)68)
0s.52234.1.S1_at 0.0484 663 | 0s02g0121500 Conserved hypothetical protein.
0s.37882.1.S1_at 0.0487 664 | Os09g0507800 60S ribosomal protein L7a.
0s.52552.1.51_at 0.0490 665 | 0Os06g0329300 Conserved hypothetical protein.
0s.56337.1.51_at 0.0493 666 | Os11g0297800 Similar to Beta-D-xylosidase.
0s.11915.1.51_at 0.0495 667 | Os02g0753800 Similar to Annexin p35.
OsAffx.7183.1.51_s_at 0.0495 668 | Os11g0428800 Plastocyanin-like domain containing protein.
0s.27821.1.51_s_at 0.0496 669 | 0s02g0539100 Similar to Digalactosyldiacylglycerol synthase 1.
0s.9197.1.51_at 0.0497 670 | Os02g0534800 Similar to 40S ribosomal protein S14 (Clone MCH2).
0s.9700.1.51_at 0.0500 671 | Os08g0377500 Protein of unknown function DUF599 family protein.




0s.11021.2.51_x_at 0.0499 672 | Os05g0169100 Similar to 60S ribosomal protein L10 (QM protein homolog).
0s.22465.1.51_at 0.0499 673 | Os04g0543950 Hypothetical protein.
0s.26930.1.51_x_at 0.0499 674 | Os04g0150300 Conserved hypothetical protein.




B

RIS L T2 5 5 . % K )74 OH{RE, b+ 1 v Mt xR 3 21
BT L, TTIRELEHOEERL T T,

HAEET R, HHEE» S 0 2 Fi. -l 3RICGEEL T 5 o 3F/[IC
HoTHIgEHE Lz, AMEZERT21CH7- 0 HIES L WERE 2L CTHE | X
D AR OMERIS ICRN 2 REDF v v A% 52T T I 0 Lz, KERENT, 75V
JOBLICEEPITTIID, FICHG o THIEEEIT 22 &, O X D EIEHHL
EFET,

R - R SERUNT R A T TE R L R v v & — LBl RHERE i, Bt

CEIC BT, RETEAMIREEBY £ L, DX OVELHAL LT,

KRIFFERE FFAFREEE PR T FHEEORICE, MIRRERERcH 7z, gt o
BHEBY F L, 72, BEBOERICOVTHEGICHKICO->THEE L, LLD
JEHEFLE L B E 3, GAEM FHEMEBERIC . AHEEITICH D, BEAT FA
ARTATATHEEE Lz, LXVESEHHL LT FT,

HUORKZEYAE T AN v 2 — - BRERS TR E BRI, AR A
+ (- R k. A ABEME~OPEIE T B2 R EHE L, . [
FEEDOMBEERICIT ITC DT 7% B A CIHE £ Lz, HEILRY: HENEERE. £
A ETE BRI a AU R 2 o 2 PUARE T EZEIEETHE £ L, WHRIZKY
BRIl MALDI-TOF-MS Ic Xk 24 A=Y v 7Tz LCIEE Lz, WRAKFKY
FeBR-E R 9eRt  FHEGHRdR BUEFEEYAUeT 2% it s v 2 BB
R =R OP a4 XFXFREEMIE Deep cell #7038 L CIHE £ L7z, %72, AFZEEITIC
H1 v, FREERY HmFHEBIRICD L OfIEELEZH Y £ L %,

. MREOHEKRTOB2IF T, REELS, RELLMRAEEZRS LB TEEL
Too BEHHL LT E S,

Z LTIRRRIC, RWEL &ICHMIIC D REFINIC D RE AR T nmi, Sl
KIT LA b REHE L 9,

2016 £ 12 H 22 H



X DONEDHEF

JEH A ALK

PR 26 4L IR A
K& il &=

BEHEE #E &7

s SCed H

EFRMAC K Dk E X NWH TG 2 5528 O 51 F IR

1 WRoBERE HB

HEIAL O EHKBIE, 2 AOINEZHMEE 2~ TRREZET X2, 20X 5 haR
T, 707 I VvEDEE Vv AAZEMEMLTEY, CABBREKTOFERE DIERHIH 5,
L2 L, ZNZEEICEEAL 28R 130 <, M0 2, HAaeHED & v o 2RIk
REEFR DR TR Z v X7 EOWINTHAT 5 2 L3 TE v, —fikic, EWIERo N7

KERLNELHHT 720, kE (C) LEH (N) o7 v AFHiMELH L, KERE
IC XV IRFROSEE % FAMIT 5, BIIC X 2 BRIKT S, FEFNET C/N YT v 20 Ffis
REMERELTHAELINDILEEZOLNDD, AH=XLDFEMIZDD > T, £ TR
Wrgecld, B O EFBNEICIOE L 2285 FRBZE 2 MR Icitr 32 2 itk - T, B
CKOVEHT IR L NG T 20 T2 RETC e 2 HE Lz,

iy

A

A ZE FRIBAE D R B R T FE I & T2

TN

2 ¥

AHFZE CIRBAEREY 2 HAERFICEE L, TN OBETH#BZ DNA <A Z7u7 L 41X b i
FERTICHENT L 720 S hid, BELIATICA AEVIR DR E I 5 X OB ZEE € 5 2 & T, B
I X BIREEREINOED, LY EENCHETOEETRIICKRSLSICT520TH 5,



DNA~=AZ7uT7 LA cd 29y ILORED D ICENE Lo TOEEEHELZHEL 72
LA, Btk 7T HECTT CICBIEREL a2 v b u —ABECELRA LN, TN, BIEOHER
27T HHETTCICBNAREREHEE XN, CORBHIIKS OERIEE - 721320 TH Y,

BErRHELEEEORMRELZMT T2 3L, 22T, fEHEI0HEHMUBES HZ Lic
AR O FEZRINL, 2060 5 bIFEYME OGN EA TT v 7 vkl & Oy RN 23—
FRIEK SN TR 15 HHO T2 HWTDNA~A 7 a7 LA #{T>72, %Dk
R, AREICHBILZH L BB L L CRFEREE (Rubisco), JE& K (chlorophyll binding protein),
73 WEREK, B & v o828 E K (13 kDa Cys-poor prolamin), #fZEES R (SUS3, CesA 7x
), Froo—2AR(TPP, TPS), Fv 7V &K - f#if (SSI, BEIIb, a-Amy, p-Amy) 7z &
RS 2B TR S 2 (1K) O,

Leaf or pericarp

Chlorophyll at a time of heading
" binding protein _ Soll surface / root
absorption

Photosynthesis 4= Carbon fixation DA +High NH,CI

s ‘ @ ........... SR SPTTIIIEEE I Beoee- .
{ Sucrose awan |
. /ﬁr ~ Amino acid ' Asp/Asn E

Biosynthesis related
UDP G‘UCOSE‘ ADP GlUCOSe iosynthesis relatec

G\ycolyms

1
I
]
Starch | Other amino acids
=
]
1

‘ Cellulose Tep ' l
! t prolamin
: /S : '

8 Dextrm Maltose Storage proteins
¢ Glutelin
. ‘ . 13kDa Prolamin |«
., ‘,' R.T.P synthesis -
2=y TR & v /3 7 BERK
Seed (=) (BRAHD
SUS3: sucrose synthase 3 CesA: cellulose synthase B Amy: B-amylase

TPS: trehalose-6-phosphate synthase TPP: trehalose-6-phosphate phosphatase
BEIllb: branching enzyme Ilb SS1: starch synthase 1 aAmy: a-amylase
O ERTHRRZS LT - MR TlEL ey

{ EMEFICHTHERDOME

KT, FIETORD %0 L, Bl TRELE EMHET 222 L2, MToERa6E
FEEXTEL AR, 2T I BEREEELTORAP LR LZEREEZLONS, 277
L, MBI oWEET 2 7 BILBIEEE, a2V Fuo—ABEE B ICHBO TERWEEBTH 722 b,



B X > THEMLABTRNOT I VI, ZDIBEAERZ VY XI7EEBICHVONTHWS C
MR E T, SDS-PAGE IC X WX v X0 EEIT LIz L T A, IFE v "2 ETH D
VT Y v & Cys-poor 13kDa 7'v 7 I v OBELRIEMAE R bNT-, —J7C, MfaEEAICE
BT 2B FREOFREPEY L2 2 &2z ), M riluEDRR Ry cH s I vER AN
a7u -t XD FEI L 72, 2 OFER, BB ICE BT B A vEBBERICEL L TEY,
ffEEED Lo — 2D FD LT b T e BRBINT, 727 v 7 v A RBIE OB R IZ FIUK
TL, DEBEEOEGTHARRER L2 L2s, BECLY) T v 7V EEBEOK TR FHL
Nize 22T, B ICBT2RT Vv 7V EBEZHEELZ L 25, BEFRa Y P v —ABHCH LE
B L i, BPEEMNEBEICL s T T iar o722 22 FExHbE 2 L, BEAMO
LEFBMIC X > THETIFEYE OB IZNE T, Il & v s 2 888N 25, 7v 7 v
JEE & v o 2 SO BB MP T2 2 L L e o (KD,

DNA =4 7 u7 L A4 OFfFRTIE, B CEHREABICBIE T 2 85 FEAFEBET L T
e, HPEHEARDRFIRE 7% sucrose RO BT, BIb, ek 15 HE
DB TFHIZEHNL, 2N URTOKHATORT N D sucrose EHEDIETICL D 725 I n/w]
REMEZ FRL, BATER# 10 HHORRBIC BT 5 4 AT D sucrose &% GC-MS i X Y #HllE L 72,
Z DFER, T D sucrose GHRITEINEEE av e —ABTRARLRERRO WAL 7,
sucrose (37 I VAR OKFEFIKL LTHRAHAINE L6, SREOGHIKT OJFR I,
TN TR X Vo 7 BAEBICEHRY 5 3 BRI L 725 I X 2 72 & et 72, &
HiCZ Dfthd FEARRBEMIC oW CHIE L2 FER i, R ol sz U vig{Lh (GoP,
F6P) 7 3/ AR ~D DS TH 5 2-0G A HOBFED citric acid % isocitric acid 3 BT
FECHMERIC S b, KFBEFRONIASERERMU~KECHETVWBE I EERL TV, T 5
IZZ DB OFENT T, BTNOERRILE L CREFROSEELZ IS 27 L L<, TPP®
SnRK1b 2k & L T bz,

3 HTHUME LA A EE A Rl B E S T D B RE AT

HAEEE 12 2 2 DN X L Pok M, MiEfE ORI X 2 BEA L, MEICKELEb-oT
VB HREESH B, Lo L, WILCHIEESS o 2 EI A Iz ERE O 19%FRE L A7 <, B ic T
TEHELDRC LD DI LA EMEDTbA T Ad 57, DNA~4 7 a7 LA @I,
LA — AR SRS BICE S T 2 EDO S K PERBINCHRIK TS 28 5T &
LCE s, MrNoMiaiEd 72 C/N N7 v 2RSS ICH2A T CENE LR
BT T LRRBEE N, B B ETob T, B clfaEESIcBI S L T v 3518




43F ¥ LCBCIL6 (Brittle Culml-Like6) 1c#H L7z, BCIL6 @& 1 7 Ch % BCL 1L Hiv
LbFERT L LTAILNTED, BCl 2 REBIEREIEBTINLCT L, BEEZRT, £z,
BC1L6 (% C KIiic GPI 7 v h—F A4 v % H S5 GPL 7 v A—Bx v "8 TH %, GPI
Tyh=Rr v g, MldEboRE T 7 ricoaEikw b TE Y, MEEECHIET 2
T &dn, BCIL6 (i ic e 3 2 MileBE & pkiEESR & B L <, IMRFUMTeEE o & il
KBS L TW3DTIEARWVAE WIRIHEZIL T2, £ 2 TEF BCIL6 % FBUNHI L 72 4 4 %
HEANVAERMERL, 7o b 772 E2HEELZ, Arva 7 e =30 X0 B S - dlfasE
DHNBEEBE L2 25, BREBICEOTHILHET 2 2 2B L 7z, & 52 BCIL6
v T METHBEL P T VARV VAR (Tos 74 V) @ B 77 v ESFBDBED
b7z, Kic, BCIL6 OHININRTE %A+ %72, RFP @A BCIL6 2 v <7 E% > 14 X
F R F MK DR EMIE Deep cell CHRBLEE72E 2%, BCIL6 bAINEBIC/HIEST 2 2 & 258
b2 &7 o7z, %7z insituhybridization IC X Y, BCI1L6 DAL T D FBIERAL % IR i fiF
Wrlze& 25, BHEY:OIETICRHICIR  FEBL L Tz, Mo 2T S SMAlC ) 5>
ST+, FHTFOMIBEIL SR CHREMN T SN2 2 &b, BCIL6 12 BZ & I EY)
HEMICHE S M RAL @ 72 O MIfEEES I BE G L T 2 ATREME DS R & 7z, BCILG6 13%
PEsE & DAEA B THIZ LB F A4 v (CBM: carbohydrate-binding module) ## L C\»7-, CBM
27 2 BERLYIC IO WTC CBM1 205 CBM80 £ T 7 7 3 U —iZ/pid T3 2, BCIL6
DFFO CBM i % & 7 v EfP L v — RICHEAREZ RO CBM2 ICR b IL L HEE I 7z, M
L ofER 2 S, BCIL6 ZRA M oMIlEEEAKICH 72, -7 ray VA oMmEICED 35571
Ty Ru vy X nEEEHo T BRSNS RB I N,

4 Few

AWgElx, EFREIEB I XD X v R BEHEREMBT 2T, 7v 7 v -filaiEL vwo72%
WO G - ERREKAIIEIT 2L v PL— VA7 0BREZIHO 2 IC Lz, 72, BCIL6 @
REERETEL DY EHRBBRD L T 5% 0L REZF VT a A0 MEICR7T
MIEEEOBERER AL 20123 % 2 & T, 2 X OMERIBICBIT 2 B A 2 MAMG O N2 b D & HHfE
Iha,

(1) K. Midorikawa, M. Kuroda, K Terauchi, M. Hoshi, S. Ikenaga, Y. Ishimaru, K. Abe, and T.
Asakura, Additional nitrogen fertilization at heading time of rice down-regulates cellulose

synthesis in seed endosperm. PLOS ONE. 9(6): 98738 (2014).



