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ABA : lpG09, 2al12 

ABNORMAL -NORPHOGENBS IS: laH07 

ABSCISIC -ACID : la803, JpPlO, 2pC04, 2pH07, 2pH08, 2pH09 , 

3aA11.3aG09, 3al12 

ACC -OXIDASB : 2aC07. 3aB02 

ACC -SYNTHASB : 2aC07, 2pl01, 3aB03 

ACC -SYNTHASB -GBNB : 2pA04 

ACCLIMATION : laPlO 

ACBTALDBHYDB : 2pA01 

ACBTALDBHYDE -PROTBIN -ADDUCT : 2pA01 

ACETOLACTATB -SYNTHASB: 2pC03 

ACID -AEROSOL : 3aA04 

ACID -GROWTH : laE09 

ACID -PHOSPHATASE - ISOZYMBS : la804 

ACID -PRBCIPITATION : S2aH1 

ACID -SOIL : S2aH4 

ACIDIC -CHITINASB: 2pl03 

ACIDIPICATION: S3aH2 

ACRIPLAVJN: 2aA10 

ACRIPLAVIN -SBNSITIV ITY : lpA13 

ACTJN : 2aG10 , 3pA05, 3pA07. 3pA08 

ACTIN -BINDING -PROTEJN : 3pA07 

ACTIN -CYTOSKBLBTON: S3aH5 

ACTINONYCBTBS : 3a813 

ACTION -POTENTIAL: 3aA03 

ACTION -SPECTRUM : 3aA01 , 3aC12, 3aC13 

ACTIVATION : lpPlO 

ACTIVATION -BY -MBNBRANE -LIPIDS: lpA09 

ACTIVATION -BY -SOS: 2aG01 

ACTIVB -OXYGBN : lp009, JpDlO, 2aC04, 2aC05, 2aC06, 2aC11. 

2aCl2, 2all2 , 3aC09, 3aG04 , 3pD02. 3pP02, 3pP03 

ACYL -SPBCIPICJTY: lpP03 

ADBNYLATE -CYCLASB: JpP02 

ADBNYLATB -KINASB : 2pl!O 

ADIANTUM -CAPILLUS -VENBRJS : 2p801 

ADVENTITIOUS -ROOT: 2a808 

AB -HPLC : !pC!2 

ABQUORIN: JpP09 

AEROBIC -PHOTOSYNTHBTIC -BACTBRJA: 2a801. 2a802 

APPINITY -CHRONATOGRAPHY : JpC04, 2pP02 

APPINITY -LABBLING: JpP17 

APTER -HYPBRPOLAR I ZATION : 3aA03 

AGGREGATE: 2pEOI 

AGING : lpAl6 

AGL YCONB : I a806 

AGRAV I TROPIC -RESPONSE : 2aA02 

AGROPINB -SYNTHASB -GENE: 3pH02, 3pH03 
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AIR -POLLUTANT -PHILJC: laG02 

AIR -POLLUTANT -PHILIC -PLANTS : 2al07 

AIR -POLLUTION: S2aHl, S2aH3 

AL -STRESS : JpGOI 

ALANINE -DEHYDROG8NAS8: SlpH4 

2S -ALBUMIN: 2aF06 

ALCOHOL -D8HYDROG8NAS8 : 3a !02 

ALDBHYDE -OXIDASB : laA02 

ALEURONB -CELL: 2pC04 

ALBURONB -LAYBR: lal04 , 2all3 

ALGAE : lpC06 

ALLELOPATHY : 2pC07 

ALLIUM -CEPA -L. : 3aF07 

ALLOPHYCOCYANIN : 2p805 

ALOCAS I A-MACRORRHI ZA : laF JO 

ALPHA -AMYLASE: laA08. 2aF08, 2pC04 

ALPHA -FACTOR : 2aB14 

ALPHA -L-ARAB I NOFURANOS IDASB : lp808. JpE09 

ALPHA -LINOLBNIC -ACJD: JpAl6 

ALPHA -SUBUNIT : lal02 

ALUMINIUM: la808 , JpG03 

ALUMINIUM -STRESS: lpG02, lpG05, S2aH4 

ALUM IN !UM -TOLERANCE: lpG04 

AMARANTHUS -HYPOCOTYL -BLONGAT ION -TEST: 2pC07 

AMINO -ACID : 2pC03 

AMINO -ACID -METABOLISM: SlpH4 

AMINO -ACID -SEQUENCE: laC09, JpC04, 3all3 

2-AMINOINDAN -2-PHOSPHONIC -ACJD (AJP ) : laE07 

5-AMINOLEVULJNIC -ACJD : 3a007 

3-AMINOPROPION -ALDEHYDE: laF09 

•ô ONIUM : 2aFOl 

•ô ONIUM - ION : laFOl 

AMYLASE : laF06 

AMYLOPLAST: 2aF08 

AMYLOSH : 2a I 11 

AMYROPLAST: 3aF06 

ANCHOR -PRO TB IN: 2pE05 

AN ION -TRANSPORTER : lpA05 

ANIONIC -PEROXIDASE: lpGOI 

ANOX I A: laF06 

ANTENNA •¨ CHLOROPHYLL : 2a002 

ANTENNA -PIGMENT: la004 

ANTHER: laH04 

ANTHOCYANJN: 2pl08 , 3aCl2 , 3aG05, 3aG06 

ANTHOCYANIN -PIGMENTATION : 2aBl2, 2a813, S!pll 

ANTHOCYAN I N-SYNTHBS IS : 2p I07 

ANTI -AUXIN : laA06 

ANTIBOD JES : 3pA03 

ANTIFUNGAL -ACTIVITY : 2aG13 

ANTJMYCIN -A: 2aC09 



ANTIOXIDANT: lpG04 

ANTISBNSB: Jp814, Jp817 

ANTISBNSB-RNA: 3pH01 

APHIDICOLIN: 2pC09 

APICAL-DOMINANCE: 2a801 

APOPLAST: laBOl, Jp812, 3p805, S3aH2, S3aH3 

APS-SULFOTRANSFBRASB: 2pG08 

APX: 2a112 

ARABIDOPSJS: laG04, la!Ol, lpP07, lpFl4, 2aA01. 2a807, 

2a809, 2al05, 2a110, 2pC08, 2pl09, 3aCOI. 3aC02, 3aC03, 

3aC04, 3aF01, 3aF02, 3aPll, 3p801, 3p803 

ARABIDOPSIS-THALIANA: laA09, la806, laGOI. laG02, laG03, 

2a804, 2a805, 2a806, 2a808, 2a810, 2a811, 2aF05, 2al01, 

2al04, 2pH02, 3a813, 3aB01, 3aF09, 3aG11, 3al01. 3al02, 

3al03, 3al04, 3p801, 3p802 

ARABINO-GALACTAN-PROTBJN: lp814 

ARACHIDONIC-ACID: lpF05 

ARGININB-DBCARBOXYLASB: 2pC05 

ARG I NYL-BNDOPBPT IDASB: laC06 

ARS: 3p804 

ARSENATE: 3aA06 

ASCORBATB: 3pF02, 3pF03 

L-ASCORBIC-ACID-MBTABOLISM: 3pF04, 3pF05 

ASCORBATB-OXIDASB: 2pl04 

ASCORBATB-PBROXIDASB: 2aC01, 2aC02, 2aC04, 3aG04 

ASCORBIC-ACID: laBOl, 2pG01, 3aD09 

ASPARTATB-AMINOTRANSFBRASB: SlpH4 

ASPARTIC-PROTBINASB: 2aF06 

ATOMIC-FORCE-MICROSCOPY: laD09 

ATP-8: 3aI 11 

ATPASB: lpA03 

ATPASB-ACTIVITY: lpC09 

ATTACHMENT-SITE: 3aBll 

AUTO-OXIDATION: lpDlO 

AUTOL YS IS: 2p804 

AUTOPHAGY: 2aF02 

AUTOPHOSPHORYLATION: 3aC05, 3pG07 

AUXIN: laA03, laA04, laA05, laA07, laAlO, laH08, laH09, 

1 p802, 1 p807, 2a810, 2pC08, 3a803, 3aF06, S3aH2 

AUXIN-BINDING-PROTEIN: 2pC08 

AUXIN-B IOSYNTHBS IS: laA02 

AUXIN-INDUCTION: 2pl01 

AUXIN-INSENSITIVB-DGT-MUTANT: 2pl01 

AUXIN-METABOLISM: laA07 

AUXIN-POLAR-TRANSPORT: 3a813 

AUXIN-RBGULATBD-GBNBS: lpGOl 

AUXIN-TRANSPORT: laA07 

AZUKI: Jp804 

AZUKI-BPICOTYLS: 3pA03, 3pA04 
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BACTBR IOCHLOROPHYLL: 2a8 ll, 3aDO 1 

15N-BNR I CHBD-BACTBR IOCHLOROPHYLL-A: 2a808 

15N-SUBSTITUTBD-BACTBRIOCHLOROPHYLL-A: 2a807 

BACTBR I OCHLOROPHYLL-BI OSYNTHBS IS: 2a801 

BACTBRIOCHLOROPHYLL-C: 2a805. 2p801 

BAMBOO-SHOOT: 3p803 

BARILLA: lpGJ4 

BARLBY: lpG12, lpG13, 3a811, 3pCOI 

BARLBY-ROOTS: lpA05 

BASIC-AMINO-ACID: laP05 

BASIDIONYCBTB: 3pA05 

BASIPBTAL-TRANSPORT-OP-IAA: 2aA02 

BBNT-DNA: 3pI07 

BBNZOQUINONB: lp017. lp018 

BBNZYLADBNINB: 2pC02, 3aD07 

BETA-ALANINE: laP09 

BBTA-ANYLASB: laP07. 2aIIO 

BBTA-AP0-12'-CAROTBNAL: 2a806 

BBTA-CAROTBNB: lpD13, JpG04, 2a806, 3aD09 

BETA-CYANINE: laBOB 

BETA-GLUCURONIDASB: lp817 

BETA-GLUCURONIDASE-GBNB: lp809 

BBTAINB-LIPID: lpA12 

BETANIDIN-DEGRADING-BNZYMB: la809 

BBTANIN-DBGRADING-BNZYMB: la809 

BINDING-PROTEIN: laAOl 

BIOLOGICAL-CLOCK : 2aA05, 2aA06 

BIOLOGICAL-NBNBRANB: SlpHl 

BIOSYNTHBSIS: laPOS 

BIOSYNTHBSIS-BNZYMB: 3a809 

BLAST-DISBASB: JpPIS 

BLIND-MUTANTS: 3aC05 

BLUR-LIGHT: 3aAOI. 3aAll, 3aA12, 3aC08, 3pG06 

BLUB-LIGHT-ABSORBING-PIGNBNT: 3aC07 

BORIC-ACID: 3p805, S3aH3 

BORON: 3p805. S3aH3 

BRANCH-INDUCTION: 3aC08 

BRANCHBD-CHAIN-ALPA-KBTO-ACID-DBHYDROGBNASB: 2aIOI 

BRASSICA: 3pH01, S3aH4 

BRASSINOLIDB: la804. 2pC10, 3a812 

BRASSINOSTBROID: 2pCIO 

BREPELDIN-A: 2p803 

BRYOPSIS-NAXJNA: lal07 

BUDDING-PATTERN: 2a814 

BUPLBURUN-PALCATUN: Jp809 

BZIP-PROTBIN: 2pH07 
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C-C-CLBAVAGB-REACTION: 3pP05 

C-TERNINAL-PROCBSSING: JpDOl 

C4-PHOTOSYNTHESJS: lpC05, lpG15 

CAB-GBNB: 3pl02 

CABOXYLATB: 2p004 

CAPPBINB: laF08, lpGJ6 

CALBOXYMBTHYL-CBLLULOSB: 2pA06 

CALCIFICATION: 3pC06 

CALCIUM: I西16.2aA02, 2aA03, 3aAll, 3aA12 

CALCIUN-BINDING-PROTBIN: 2aP07 

CALCIUN-CHLORIDB-BXTRACTION: Jp8!4 

CALCIUM-DBPENDBNT-PROTEIN-KINASB: 2al08 

CALCIUM-ION: JpPOl, lpF04, JpP09, lpG15, 3aA09, 3aAIO, 

3pA06, 3p !02 

CALCIUN-ION-CHANNBL: 3aA02 

CALLUS: 2a804, 2a805 

CALLUS-FORMATION: lpAOl 

CALMODULIN: 3p l02 

CALMODULIN-ANTAGONIST: 3pP04 

CALVIN-CYCLE: lpCl4 

CANDIDA-BOIDINIL: 2aGl3 

CARBON: 3aG08 

CARBON-DIOXIDB: S!pH5 

CARBONIC-ANHYDRASB: JpC02, 3pC05, SlpH5 

CARBOXYL-TBRNINAL-PROPBPTIDB: 2aG13 

CARBOXYPBPTIDASB: 2al 13 

CARBOXYSOMB: lpC16 

CAROTBNOGBNES IS: 3aC 13 

CAROTBNOID: laD03, laD04, 2a812. 2a8!3, 2p804 

CAROTBNO ID-GLUCOS IDB-BSTBR: 2a812 

CARROT: Jp808. 2p805, 3p801會 3pH04

CARROT-CULTURED-CELL: 2pl07 

CARROT-DAUCUS-CAROTA: 2pC06 

CASEIN-KINASB-1 I: 3al06 

CASPARIAN-STRIP(BPICOTYL): 2p803 

CASTASTBRONE: 2pCIO 

CASTOR-BBAN: 2aP06 

CATALASB: 2aC03, 2pl05, 3pCOI 

CATALASB-PBROXIDASB: 2aC03 

CATECHOL-0-MBTHYLTRANSPBRASE: 2pB06 

CATECHOLAM I NB: 2p806 

CATHARANTHUS-ROSBUS: la804, 3aA06 

CAVITY-OCCURRBNCB: 2p802 

CDNA: lp804, lpC02, 2al08, 3aPl3, 3pH06, 3pH08 

CDNA-CLONE: lp8!5 

CDMA-CLONING: laG04, lal03, JpC05, Jp8!0, 2aA13, 2aC02, 

2aGll會 2al02, 2pP07, 3a809. 3aB 10, 3aD02 
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CDNA-PROJBCT: 3p801 

CDNA-SBQUBNCB: 2a !06 

CDNA-SUBTRACTION: laH05 

CDPK: 3aA10 

CB LL-CUL TURB: 3aG06, 3pB04 

CBLL-CYCLB: lal09, lpBOl, lp803, 3aF07 

CBLL-DI PPBRBNTI AT ION: 2p803 

CBLL-DIVISION: laA03, lp802, 2pC09, 3aB12 

CBLL-BLONGATION: lpG05, 2a806, 3aA08 

CBLL-BXPANS ION: 3pA02 

CBLL-GRO胄TH:lp805, lp806 

CBLL-TYPB-SPBCIFIC-BXPRBSSION: 3pl02 

CELLー胄ALL:laB02,laB03, laB04, la808, lp803, !pB04, lpB06, 

lpB07, lp808, lp811, !p813, lp815, 2pB04, 3a811, 3p801. 

3pB02, 3p803, 3p804, 3p805, S3aHI, S3aH2, S3aH3, S3aH5 

CELL — 胄ALL - AUTOLYSJS: !p805 

CELLー胄ALL-BOUND-ATPASB:3a806 

CBLL-胄ALL-BXTBNSIBILITY:la805, 2aA04 

CBLL-WALL-GLUCANASBS: lp805 

CELL-冑ALL-LOOSENING:lpBOl 

CELLULAR-LOCALIZATION: 3aD03 

CBLLULOSB: lpBOl, lpBll, 3p806. 3p807 

CBLLULOSB-M I CROP !BR! LS: S3aH I 

CBLLULOSB-SYNTHBS IS: lpBll 

CBNTRIPUGAL-BQUIPMBNT: 2p801 

CBRBAL-SBBD: laF06 

CHALCONB-SYNTHASB: 2pl06, 3aB08 

CHANNEL-BLOCKERS : 3aA02 

CHAPBRONIN-10: 3aP11 

CHARA: 3aA03, 3aA09 

CHARA-CORALLINA: 3aA02 

CHARACBAB: JpG16, JpGl8, 3aAIO 

CHBMICAL-MODIFICATION: lpD05 

CHBMOAUTOTROPHIC-BACTBRIA: laC05 

CHBNOPOD !UM-ALBUM: 3aD06 

CHICORY(CICHORIUM-INTYBUS-L.): 2pB09 

CHILLING-INJURY: 2aD05, 3pG02 

CHILLING-RBSISTANCB: lpFOl 

CHILLING-STRESS: 2aC12 

CHILLING-TOLERANCE: lpA15, SlpH! 

CHINA: S2aH2 

CHL-A/8-RATIO: 3aD11 

CHL-8: 2p809 

CHL-L: 2pP01 

CHL-LNB: 2p810 

CHLAMYDOMONAS: 3aD12 

CHLAMYDOMONAS-REINHARDTI I: laD05, lpAll, 2aD06 

CHLORBLLA: 2pF03, 2pF04, 3pC05 

CHLOROBJUM: 2aD04 

CHLOROPLBXUS: 2aB10 



CHLOROPLBXUS-AURANTIACUS: 2aH12, 2a813 

CHLOROPHYLL: 2aD03, 2aD08, 2pPOI, 3aC03, 3aD04, 3aD06, 

3aD09, 3aD12, 3aD13, 3aG07 

CHLOROPHYLL-A: 2aD03, 2a805 

CHLOROPHYLL-A: B: 3aC03 

CHLOROPHYLL-A/8-BINDING-PROTBIN: 3al04 

CHLOROPHYLL-B: 2a805 

CHLOROPHYLL-BIOSYNTHBSJS: 2p809, 2p810, 2pP03, 3aDOl. 

3aD05 

CHLOROPHYLL-DBGRADATION: 3aD04, 3aD06 

CHLOROPHYLL-PLUORBSCBNCE: laD05, 3pDOI, 3pD04 

CHLOROPHYLL-PORN: 3aD IO 

CHLOROPHYLL-NBTABOLISN: 3aD04 

CHLOROPHYLL-PRO TB IN: 3aD08, 3aD IO 

CHLOROPHYLL-SYNTHESIS: 3aD08 

CHLOROPLAST: laB05, laBlO, laC09, laD02, lpBll, lpC04, 

lpD04, 2al02, 2pP04, 2pP06, 2pP07, 2pP08. 2pP09, 2pPlO, 

2pG06, 3aGlO, 3al06, 3all3, 3pC02, 3pl04, 3pl05, SlpH5 

CHLOROPLAST-DIVIS ION: 2pP05 

CHLOROPLAST-DNA: la JOB, 2p809, 2pP02 

CHLOROPLAST-DNA-SYNTHESIS: 2pP05 

CHLOROPLAST→BNVELOPB: laClO, JpA09, 2pP02 

CHLOROPLAST-GBNB: 3p806 

CHLOROPLAST-GBNONB: 2pPOI, 2pP03, 2pP04, S!pl5 

CHLOROPLAST-NOVBNBNT: 3aC07 

CHLOROPLAST-RNA-POLYMERASE: !pB12 

CHLOROPLAST-TRANSCRIPTS: 3alll 

CHLOROPLAST-TRANSFORMATION: 2aD06 

CHLORORESPIRATION: laD05 

CHLOROSJS: 3pG04 

CHLO ROSO NE: 2aH 11, 2a8 I 3 

CHLORPRONAZ I NB: 2aA09 

CHOLINB-OXIDASB: lpGlO 

CHROMATIN: 2aPOI 

CHROMOPLAST: laB 10 

CHROMOSOMAL-DNA: lal09 

CHROMOSOME: 3al! 11. 3p80 I 

CHROMOSOME-胄ALKING:3pB02 

CIRCADIAN-RHYTHM: 2aA07, 2aA08, 2aA09, 2aAll, 3pC03 

CIRCULAR-PLASM ID: 3pB04 

15-CIS-BETA-CAROTBNB: !aD03 

CIS-BLENBNT: 3a807, 3pl05 

CIS-TRANS-CONPIGURATION: 2a1!06 

CLOCK-GENE: 2aA07 

CLONING: Jp804, lpC08, JpDOl. 2aA06, 2aAlO, 2aAll 

CLOSTER !UM: 3aA08 

CO2: 3aG07 

CO2-ADAPTATION: 3pC05 

CO2-CONCENTRATION: lpCOI 

CO2-STRESS: 3pD06 
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CO2-TRANSPORT: 3pC05 

CO2-UTILIZATION-MECHANISM: 3pC05 

COBALT-CHLORIDE: 3aBOI 

COCCOLI THOPHORIDS: 3pC06 

COCKLEBUR: 2pAOl 

CODA-GENE: lp816 

COPPEE: laP08 

COPPEE(COPPEA-CANEPHORA): 3a801 

COLD-ACCLIMATION: lpAJ5, 3pGOl, 3pG03 

COLD-INACTIVATION: 3pG02 

COLD-RBGULATED-PROTBJN: 3pG01 

COLD-STRESS: 3pP02 

COLD-TBMP8RATUR8: 3pG04 

COLD-TORBLANCE: JpAl4 

COLBOPTI LE: laA02, laA07, laE05, Jp803 

COLNBLEIC-ACID: laBOl 

COMMON-BEAN(PHASEOLUS-VULGARIS-L): 2aD05 

COMPATIBLE-SOLUTE: JpG07 

COMPBTITIVE-INHIBITION: 2pC08 

COMPLEMENTATION: 2aA07 

CONCANAVALIN-A: 3aE04 

CONDITIONING-PACTOR: 3aG06 

CONPORMA T IONAL-CHANGE: I pC 11 

CONJUGATE: JpC!3 

CONJUGATE-DIVISION: 3pA05 

CONSUPPRESSION: S!pl3 

COPR I NUS-CI NE REUS: 3pA05 

CORTICAL-NICROTUBULE: 3pA01 

COS-7: lpAlO 

COTYLBDON-PORMATION: 2aB07 

COUPLING-ION: laPll 

CO冒ーPBA:laG05 

CP43: lpD06 

CRASSULACEAN-ACID-METABOLISM: 3pC02, 3pC03 

CRB-LOX-SIT8-SP8Cl PIC-RECOMB !NATION: 3p802 

CROSSLINKING: 2pD03 

CRUDE-NUCLEAR-EXTRACT: 2pH05 

CRYOPRBSBRVATION: 2pA07 

CRYOPROTHCTION: 3pG01 

CUCUMBER: laB02, la803, lpA09, 2pC01, 3aD02, 3aD03, 3aD07, 

3aD08, 3aG03, 3aG04, 3pG02 

CUCUMBER-COTYLEDON: 2pC02 

CUCUMBER-MOSAIC-VIRUS: 3a801 

CUCUMIS-SATIVUS: 2pA04 

CUCURBITA-MAXIMA-L.: 3a810 

CULTURED-CELL: lp813, 2pl02, 3pA08, 3p801 

CULTURED-TOBACCO-CELLS: lp807, lpG02, JpG04 

CURRENT-YEAR-BRANCH: 3a804 

CUSCUTA-JAPONICA: 2p808 

CUT-PLO胄ER:2pA08 



CYAN ID IOSCHYZON-MEROLAE: 3aP04, 3aF05 

CYANIDIUM-CALDARIUN: laD06, 3aF04, 3aF05 

CYANOBACTBRJA: laCOl, laC02, laD08, laD09, laG06, laG08, 

laG09, laGIO, lal06, JpAl7, JpCJ6, !pF02, JpG08, 2aA05, 

2aA06, 2aA08, 2aD07, 2pDO I, 2pD02, 2pD08, 2p804, 2p806, 

2p809, 2p810, 3aA13, 3aC09, 3aDOI, 3aFIO, 3al07, 3al08, 

3p805, 3p806, 3pD05, 3pl06, 3pl07, S!pHI, SlpH2, SlpH3, 

S!pH4, SlpH5, SlpH6 

CYANOPHAGE: 2p808 

CYANOPHYTE: 2p808, 3pD06, 3pD07 

CYCHLOHEXIMIDE: JpF08 

CYCLASE: 3a809 

CYCLIC-ELECTRON-PLOW: 2aC09 

CYCLIC-ELECTRON-TRANSFER: JpG08 

CYCLJN: lp804 

CYCLOBUTANE-DIMER: 3aCIO 

CYCLOBUTANE-PYRINIDINE-DIMER: 3aG03 

CYCLOHEX IMIDE: 2pH07 

CYCLOPHILJN: la!Ol 

CYSTBINE-ENDOPEPTIDASE: 2aG04, 2aG05 

CY STE I NE-PROTEASE: 2aG02, 2aG03 

CYTOCHALI SIN-D: 3aF07 

CYTOCHROME: 2aC09, 2aE09 

CYTOCHROME-8559: laC04 

CYTOCHRONE-B6F-CONPLEX: 2pF06 

CYTOCHRONE-C: 2aD04, 2pG06 

CYTOCHRONE-C-550: laD06, 2pD01. 2pD02, 2pD03 

CYTOCHROME-C-OX !DASE: 3pD06 

CYTOCHROME-Cl: 3p807 

CYTOCHROME-P450: 2p !09 

CYTOKINESIS: 3aF07 

CYTOKINJN: laAOI, 2a804, 2aB05, 3aP06, 3all2 

CYTOPLASMIC-INHERITANCE: 3aF05 

CYTOPLASMIC-STREAMING: JpG16, JpG!8, 3pA06, 3pA08, S3aH5 

CYTOSINE-DEAM I NASE: I pB 16 

CYTOSKELETON: 2aG 10, 3aC08 

2,4-D: 2pB05 

D-GLUCOSONE: 3pF04 

[DJ 

DI-PROTEIN: lpDOl. lp002, lp003, lp004, lp009, lpDll. 

lp012, 3pl06 

DARK-IMBIBITJON: 3al03 

DARK-REPAIR: 3aC11 

DARK-TREATMENT: 2a!Ol 

DARKNESS: 3aC03 

DAUCAS-CAROTA-L.: lpB09 

DCNU: lpDl6 
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DEEP-ETCHING: S3aHl 

DHFHNSH-GENE: lpF12 

DEFENSE-RESPONSE: 3aE05, 3aE08 

DEHYDRATION-STRESS: laG04 

DEHYDROASCORBATE-REDUCTASE: 3pF02, 3pF03 

16S-DELTA-DNA: 3alll 

DELTA-PSI5: 3pG06 

DENSE-YES I CLE: 2aF II 

DEPODD I NG: 2aG06 

DESATURASE: lpAl7 

DESERTIPICATJON: S2aH2 

DEVELOPMENT: laP04, 2aG08, 3pH05 

DPR-GENH: lp816 

DGCC: !pAl2 

DIAMETER-OF-VHSICLES: !pA06 

DIAMINE-OXIDASE: laP09 

1,3-DJAMJNOPROPANE: laF09 

DICHLOBENJL: lpEII 

2, 4-D I CHLOROPHENOXY-ACETI C-ACID: 2pC09 

DIFFERENTIAL-DISPLAY: lpP13. 3pH05 

DIFFHRHNTIAL-SCREENING: laH03, laHlO 

DIFFERENTIATION: laE07, 3aF08 

DINOFLAGELLATE: laD04 

2-D IMENS IONAL-GEL-ELECTROPHORES IS: 3aC05 

DIOECIOUS-PLANT: laH02 

D JRECT-SEQUENCE: !pD03 

DISTRIBUTJON-OF-IAA: 3a804 

DIVISION: 2pA06 

DMSO-RESPIRATJON: 2pE02 

DNA-BINDING-PROTEIN: laG08, 2pC02會 2pE02,2pF02, 2pF09, 

2pP10. 2pH01, 3pl05 

DNA-DAMAGE: 3aC10, 3aCII, 3aG02, 3aG03 

DNA-METHYLATJON: lal08 

DNA-REARRANGEMENT: 2a813, Slpll 

DNA-REARRANGEMENT: 2aBl2 

DNA-TRANSFER: Slpl5 

DNAJ: laHOl 

DOMINANT-NHGATIVE-EPFECT: 2pH09 

DOPA: laB08 

DPS-GENH: laG08 

DROUGHT-RES I STANCE: S2aH2 

DROUGHT-STRESS: laG05, 2pH06 

DRYOPTHRIS: 3aC06 

DUCKWEED: laAII 

DUNAL IBLLA: 3aAIO 

DUNALIELLA-SALINA: 3aDIO 

DWARF: 3aBII 

DWARF-PHA: 2pCIO 

D冒ARFI SM: 2pA09 



[EJ 

BARLY-JONJC-CURRBNTS: 3aA02 

BARLY-RBSPONSE-GBNB: laG03 

EAST-ASIAN-COUNTRJBS: S2aH3 

EF-lALPHA: 3pA01 

EGGPLANT: 3pH05 

HLBCTROGBNJC-PUMP: 3aA03 

ELECTRON-DI FFRACTJON: 3pE07 

ELBCTRON-DONOR: 2pG06 

BLBCTRON-MICROSCOPY: 2p803 

BLBCTRON-TRANSFBR: laC02, laC03, 2a008, 2a009. 2pG04 

BLBCTRON-TRANSFBR-PROTBJN: laC09 

HLHCTRON-TRANSPORT: la002, lp018 

ELBCTRON-TRANSPORT-SYSTBM: 3p006 

BLBCTRON IC-ABSORPT JON-SPECTRA: la003, 2p801 

BLBCTROSTATJC-BONDING: lp005 

BL! CI TOR: 3a804, 3a805, 3a806. 3a808 

BLICITOR-BINDJNG-PROTBJN: lpF17 

HLJCJTOR-SJGNAL-TRANSDUCTJON: lpF04 

BLONGATJON: la804, 3a807, 3aC01, 3aC02 

BMBRYOGBNBSJS: 2a807, 3pH06 

EMILIANIA-HUXLBYI: 3pC06 

BND0-1,4-BBTA-GLUCANASE: lp801, lp802 

BNDO-XYLOGLUCAN-TRANSFERASB: lp807 

ENDOGLUCANASB: lp804 

ENDOPEPT IDASB: 2aG03 

ENDOPLASMIC-RETICULUM: 3aFOI 

ENDOSPBRM: lal04, 2aG09 

BNDOSPBRM-CBLL: 2aF09 

BNBRGY-MBTABOLJSM: laFll. 2aC13 

BNBRGY-QUBNCHJNG: la005 

ENNZYMB-INHIBJTJON: 2p807 

BNODOR: 2p006 

ENT-KAURBNB-SYNTHBTASB-A: 3a809 

BNT-KAURBNB-SYNTHBTASB-8: 3aBlO 

BNTBROBACTBR-CLOACAB: 3aB12 

HNVHLOPB-MBMBRANBS: laC09 

BNVIRONMBNTAL-PROBLBMS: S2aH3 

BNZYMB-ASSAY-MBTHOD: 2pG02, 2pG08 

HP I -HYDROXYMUG I NH IC-AC ID: 3aA05 

BPICOTYL: lp804 

BPR: 2p006 

BR: 2aP08 

BRO: laG04 

HRGOSTBROL: 3aC13 

BSCHHRJCHJA-COLI: lp014, 2pG07 

BSBBM: 2p007 

BSOTHB RM : l pC 11 
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HSR: lpA04 

ESTER-LINKAGE: 3pE02 

ETHYLENE: JpPl2, 2pA02, 2pA03, 2pA04, 2pA05, 2pl02, 3aBOI, 

3aB02, 3aB03, 3a806, 3aB07, 3aD 13 

ETHYLENE-B JO SYNTHESIS: 2p JO I 

BTHYLBNB-PRODUCT JON: 2aC07 

ETJOLATED-SEEDLINGS: 3pl01 

ETIOPLAST: 3pG04 

EUCALYPTUS: JpE 10 

EUGLENA: 2aCOI 

EUGLENA-GRACILIS-Z: JpG07, 3aG07 

EUSTOMA-GRANDIPLORUM: Jp809 

EVOLUTION: JpGll 

EXC I TAT! ON-ENERGY-TRANSFER: 2aE13 

EXCITED-STATE-DYNAMICS: laD04 

EXO-POL YGALACTURONASB: Jp808, Jp809 

EXPRESS JON-SCREEN I NG: 2pH02 

BXTENSJN: lp813 

BXTRACELLULAR-PHOSPHATASB: laB04 

EXTRINSIC-33KDA-PROTEJN: lpD05, lpD06 

BXTRINSJC-PROTEJNS: 2pDOl, 2pD02, 2pD03 

F-ACT! N: 3pA06 

FAD: laCOS 

FALLOVBR: lpC13 

FAR-RED: 3aC03 

FAR-RBD-LIGHT: 3aC01 

[FJ 

FATTY-ACID: JpAl2, lpA17, SlpHI 

FATTY-ACID-DBSATURATION: Jp8!5 

FATTY-ACID-HYDROPBROXIDB: laBOl 

59-FB: 3aA05 

FBRN: la805 

FBRN (PROTHALL !UM) : 3aC07 

FBRN-GAMBTOPHYTB: 3aC06 

FBRRBDOXJN: laBIO, laCOl, laC02. 2aC09, 2al06, 2pG04, 

2pG07 

FBRRBDOXIN-NADP-RBDUCTASB: lal05, 2pG04, 2pG05 

FBRRBDOXIN-NADP-RBDUCTASB(FNR): laC05, laC06. laC07, 

laCOS 

FBRRBDOX IN-QUI NONE-RBDUCTASB: 2aC09 

FBRRBDOX IN-THIORBDOX I N-SYSTBM: !pC06 

FBRROCHBLATASB: 3aD03 

FERROUS-IRON: lpG03 

FBRULIC-AND-DIFBRULIC-ACIDS: la803 

FFH-GBNB: 3aF10 

FIBBR-CBLL: laHll 

FISSION-YBAST: lp805, lp806 



FLANKING-MARKER: lpF18 

FLAVIN: laC05 

FLAVIN-ENZYME: laC08, 3pFOl 

FLAVONOJDS: 2aA12, 2pl08, 3aC10 

FLOATING-RICE: 2pA02, 2pA03 

PLORAL-ORGAN: laA09 

FLO冒BR-FORMATION:3a813 

FLOWER-INITIATION: 2p810 

PLOWER-OPEN I NG: 2pA08 

PLOWER-VARIEGATION: Slpl l 

FLOWERING: 2aA12, 2p808, 2p809 

PLP /FRT: 3p803 

FLUIDITY: lpA14 

PLUORESCBNCB: laDOl, lpDll 

FLUORESCENCE-DBPOLAR I ZA Tl ON: lpA04 

FLUORESCENCE-IN-SITU-HYBRIDIZATION: laH02 

FLUORBSCENCE-PARAMETBR: 3p004 

隕： 3p004

FO: 3p004 

PORCHLORFBNURON: laAOl 

FOREST-DECLINE: S2aHl 

FORMATION-OF-LAMELLAE: lpA13 

FOURIER-TRANSFORM-INFRARED: 2p004 

FRANKJA: 3aE13 

FREBZING-TOLBRANCB: 3aG09, 3pG03 

PRUCTOSB-1,6-BJSPHOSPHATASE: lpC08 

PRUJT-DEVBLOPMENT: lpA07 

FT-JR: lpDll, lp015, lp016 

FUMIGATJON-WITH-N02: laG02 

FUN CT ION: 2pGO l 

FUNCTIONAL-EXPRESSION: 3aD03 

FUSION-PROTEIN: lpC09, lpDl4 

G-PROTBIN: lal02 

GI-ARRBST: lp805 

GAi: laH07 

GABA -SHUNT: laP04 

[GJ 

L-GALAC↑ONOLACTONB-DBHYDROGBNASB: 3pPOl 

GALACTOSB-RICH-BASIC-GLYCOPROTBIN(GBGP): lp8!3 

GALACTOSYL TRANSPBRASB: JpA09 

GAMMA-CAROTBNB: 2a812 

GBNB: JpP02, 3pH07, SlpH5, SlpH6 

GBNB-CLONING: 2aA07 

GBNB-DISRUPTION: laG06 

GBN8-8XPRBSSION: la802, laG04, laG05, laH04, laH09, lp802, 

Jp803, lp8!5, JpC05, lp807, lpP13, lpGOl, 2aA08, 2aA13, 

2a802, 2a101, 2al03, 2al05, 2al08, 2alll, 2p806, 2pG07, 
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2pH06, 2p JO 1. 2P J03, 2P J04, 3a808, 3aE 11. 3a JO 1, 3a J02, 

3aJ04, 3pH04, 3pH05, Slpl5 

GENB-BXPRESSION-REGULATION: 2pH01 

GBNB-NAPPING: 3al07 

GENB-NBT冑ORK:2a806 

GENE-SILENCING: Slpl3 

GENE-TRANSFER: 2aA07, 2aE09 

GENBTIC-ENGINEBRING: 2aC05 

GENOME-LIBRARY: lpPl8 

GENOME-PROJECT: 3p801 

GENOMIC-CLONE: laJ05 

GEPHYROCAPSA-OCBANI CA: 3pC06 

GERMANIUM-COMPOUNDS: 2pAIO 

GERMINATION: laA08, laP06, laP07, 2aG08, 2pJ05 

GBRNINATION(SBBD): 2aG03 

GIBBERELLIC-ACJDS: 2a113 

GIBBBRBLLJN: laA08, laA09, laAIO, 

la802, lp807, 2aG03, 2aG05, 2pA09, 2pC04, 3a806, 3a807, 

3a808, 3a809, 3a812 

G IBBBRBLL IN-A3: 3a805 

GLANULB-BOUND-STARCH-SYNTHASE: 2aG09 

GLIOTOXJN: 2pC03 

GLOMBRUROCYTE: 3p807 

(1→3, I→4) -GLUCAN: lp803, 3p806 

GLUCANASB: lp803, lp806 

GLUCANASB-ANTIBODIES: lp805 

GLUTAMATB-DBCARBOXYLASE: laP04 

GLUTAMATB-DBHYDROGENASE: laP02 

GLUTANINE-SYNTHETASE: laP02, laP03, laG02, 2aJ03, 2p807, 

SlpH4 

GLUTANINB-SYNTHETASE-2: 3pD01 

GLUTAMYL-TRNA-REDUCTASE: 3aD07 

GLUTARBDOX IN: la !04 

GLUTATHIONB: 2pC08 

GLUTATHIONB-RBDUCTASE: 2aC05, 2aC06 

GLUTATHIONE-S-TRANSPERASB: lpGOl, 2pC08 

GLYCBRINATED-HOLLO胄―CYLI NDBR: la809 

GLYCINB-BBTAINB: lpGlO, lpGll 

GLYCINE-RICH-PROTEIN: laH03 

GLYCOLATE-PATHWAY: 3aP12 

GLYCOPROTBJN: lp813 

GL YOXYSONB: 2aP 12, 2p l05 

GOLGI-APPARATUS: lpP15, 2p803, 3aP08 

GRAFT: 2p809 

GRAVITROPISM: 2aA01, 2a810 

GRBBN-ALGA: laP02, lal07, 2pP04, 3aA08 

GREEN-PILAMBNTOUS-BACTBRJA: 2a813 

GRBBN-NON-SULPUR-BACTBRJA: 2a812 

GREBN-SULPUR-BACTBRJA: 2aD04 

GREBNING: lpA16, 2pCOl, 2pC02, 3p!Ol 



GROUP-I-INTRON: 3al07 

GROWTH: laBOB, 3aG01. 3aGOB, 3pG05 

GROWTH-INHIBITION: laE05, 2aA02, 3aG04 

GROWTH-OP-A-AXILLARY-BUD: 2a801 

GRO冑TH-PROMOTING-ACTIVITY:2pC07 

GROWTH-RATE: laE06 

GROWTH-REGULATION: S3aH2 

GTP-BINDING-PROTEIN: lpP04 

GUARD-CELL: JpPIO, lpG09 

GUARD-CBLL-PROTOPLASTS: 3aAll, 3aA12 

GUS: lp8!3 

GUS-PUSJON-GBNB: 2al04 

GUS-GENE: 3a807, 3pH02, 3pH03 

[HJ 

H+-ATPASB: JpAOl. lpA02, 3pG02 

H+-PUMP: laFll, lpA04, lpA06 

H+-PUMP-CONDUCTANCE: 3aA02 

H+-PYROPHOSPHATASB: lpAOI, lpA07 

H+-TRANSPORT: laD02 

H-PROTBJN: lp008 

H202-RESISTANCB: JpC06, lpC07, lpC08 

HAPTOPHYCBAE: lpA12 

HBAI: 2a110 

HEAT-SHOCK: laHOl, 2pH05 

HEAT-SHOCK-PROMOTER: 3p803 

HBAT-SHOCK-PROTBIN: laG06, laG07, 2aA05, 3aF11 

HBAT-SHOCK-RESPONSE: laG06 

HEAT-TOLERANCE: 3p005 

HBAT-TRBATMBNT: la809, 2a003 

HEME: 3p806 

HEME-C-BINDING-PROTBIN: 2pE02 

HEM I CELLULOSE: I aE02 

HERBICIDAL-ACTIVITY: la807 

HERBICIDB: lp012 

HBTBROSIGMA-AKASHIWO: 2aFOl, 3aA07 

HEXOSE-TRANSPORTBR: lpC04 

HIGH-CELL-DENSITY: 2pC06 

HIGH-CO2: 3pCOl, 3pC04 

HIGH-INTENSITY-LIGHT: 2pE04 

HIGH-LIGHT: 3p002 

HIGH-TBMPBRATURE-STRBSS: 3p004 

HIS-BIOSYNTHBSIS: la807 

HISTIDINE: 2p007 

HISTIDINB-TAGGED: 3aF11 

HISTONB: 2aF01 

HISTONE-GBNB: lpBOl 

HOMBOBOX: laH06, 2aB03 
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HOMBOBOX -GENE: 1 aH07 

HOMOLOGY-SEARCH: laP03 

HORMONAL-RESPONSE: 3pH03 

HOST-FACTOR: 3a801 

HPLC: laD03 

HPT: lpBlO 

HSP-PROMOTBR: 2pH05 

HUMAN-SRY-RBLATBD-SEQUENCBS: laHOI 

HYBRID-ASPEN: 2aC06 

HYDRATION-INDUC8D-CA2+-RELEASE: lpGl 7. lpGl8 

HYDRATION-OP-CYTOPLASM: !pGl7, lpG18 

HYDRAULIC-CONDUCTANCE: 2aA04 

HYDROGEN-PEROXIDE: 2aCOI, 2aC02, 2aC12 

HYDROTROPISM: 2aA03 

(I -HYDROXYBTHYL IDBNE) 8 I SPHOSOPHON IC-AC ID: 3pC06 

HYDROXYPYRUVATB-REDUCTASE: 3aP12 

HYPERGRAVITY: 2p801 

HYPHAL-GROWTH-PROCBSS: laAIO 

HYPOCOTYLB: laE06 

HYPOOSMOTIC-SHOCK: !pP09 

HYPOXIA: 2aC10. 2aC!l. 2aC!3, 2pA03 

!AA: la801, 3a812 

ICTA-GBNB: 3al07 

[ I] 

IMIDAZOLB-GL YCEROLPHOSPHATE-DBHYDRATASB: la807 

IMMATURE-SEBO: laB06. 3aB10 

IMMUNO-HISTOCHEMICAL-STAINING: JaA04 

IMMUNOBLOTTING: laPOl 

IMMUNOCYTOCHBMISTRY: Jp815 

IMMUNOGOLD-LABBLING: 2aC08 

IMMUNOHISTOCHEMISTRY: lpE09 

IMMUNOSTAINING: laHll 

IMPORT-OP-GLYCOPROTEINS: 2pC04 

IN-SITU-HYBRIDIZATION: laH03, laHll, 3aP09 

IN-VITRO-CAPPING: 3alll 

IN-VITRO-MOTILITY-ASSAY: 3pA06 

IN-VITRO-TRANSCRIPTION: 2pH03, 2pH04, 2pH05, 3all0 

INCOMPLETE-DOMINANCE: 2aB13 

INCRBASB-IN-GROWTH: laA05 

INDOLB-3-ACBTALDBHYDB: JaA02, 3a811 

INDOLE-3-ACETIC-ACID: laA02, laA04, JaA07, 3aB!l, 3aB12 

INDOLB-PYRUVATE-DBCARBOXYLASB: 3aB12 

INHIBITION-OF-BENDING: 3aB05 

INHIBITORS: la807, 2pC04, 3aA06 

INHIBITORY-FACTOR: 2pC06 

INORGANIC-CARBON: lpC02 

INORGANIC-COMPOUND: 2pC07 



INORGANIC-PHOSPHATB: lpCIO 

I NOS ITOL-PHOSPHOL IPID-SPBCIP IC-PHOSPHOLI PASB-C: lpP04 

INTBGRAL-NBNBRANB-PROTBJN: 2aPIO 

INTBRACTION-OP-CP43-WITH-THB-33KDA-PROTB IN: Jp006 

INTBRPACB: la803 

I NTBRNODAL-BLONGAT ION: 2pA02, 2pA03 

INTBRPOSON-NUTAGBNBSJS: 2aB03 

INTRACBLLULAR-LOCALIZATION: laP02, Jp815 

INTRACBLLULAR-PH: 2aC13 

INTRINSIC-PROTBJN: lp005 

I NTRON: I a 107, 2pP03 

ION-CHANNEL: 3aA09 

ION-FLUX: 3a805 

IRON-NUTRITION: 3aA05 

I RON-SULPUR-CBNTBR: 2a004, 2a009 

ISOPORN: JpP05 

ISOLA↑ED-NBSOPHYLL-CBLLS: 2pP05 

ISOLATBD-ZINNIA-NBSOPHYLL-CBLL: la807 

ISOTHBRNAL-TITRATION-CALORINBTBR: lpCII 

ISOZYMB: la802 

[JJ 

JAPANESE-ELDHRBHRVY-BARK-LECTIN: 2aGII 

JAPANESE-MORNING-GLORY: 2a812, Sip!! 

JASMONIC-ACID: 2pC05, 3pA02 

JBRUSALBM-ARTICHOKB: lpAOI 

JHRUSALBII-ARTICHOKH-TUBER: lpA02 

JUN CT ION-REG ION: I p807 

[KJ 

K+: 3aA09 

K + -CHANNEL: 3aA02 

5-KETO-D-GLUCON I C-ACID-MBTABOL ISM: 3pP05 

KINETICS: 2pGOl 

KORBA: S2aH1 

[LJ 

L-PROTBIN: lp007, lp014, lp015 

LAMBDA-PHAGE: 3p802 

LAMPROTHAMN !UM: 3aA10 

LARGB-PORM-OP-PNR: laC08 

LARGE-SUBUNIT: lal07 

LARIX-KAEMPPERI: 2pPOl 

LATEX: 3p801 

LEAP: laPlO 

LEAP-DEVELOPMENT: lpBll 
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LEAF-MORPHOGENESIS: 2a806 

LBAP-PEROXISONE: 2aP12 

LEAF-PROTEIN: 2aG07 

LEAF-SBNESCBNCB: 3aD11 

LBCTJN: 3a804, 3pH07, 3pH08 

LEGINSULJN: lp8!5 

LBNNA-NINOR-L.: 3pP04 

LEP ID IMO IDE: 2pC07 

LE門`UCB:3pG05 

LHC-1 I: 3aDIO 

LIGHT: 2p J06, 3pG05 

LIGHT-ACCLIMATION: 2aD05, 3pD07 

LIGHT-ACTIVATION-BINDING-ATP: lpCI 7 

L IGHT-DEPBNDENT-PROTOCHLOROPHYLL IDE-RHDUCTASE: 3aDOI 

LIGHT-HARVBSTING-CHLOROPHYLL-A/8-PROTE IN-COMPLEX: 3aDIO 

LIGHT-HARVESTING-PIGMENT: 2a811 

LIGHT-INDUCHD-GBN8-8XPR8SSJON: 3pl04 

LJGHT-INDUCIBILITY: lpA16 

LIGHT-REGULATION: laGOS, !p813 

LIGHT-RBSPONSIVB-GENE-EXPRESSION: 3pI03 

LIGHT-RESPONSIVE-GENES: 3pl01 

LIGHT-RBSPONSIVE-PROMOTBR: 3pl04, 3pl05 

LIGHT-SIGNAL-TRANSDUCTION: 3aC04 

LIGNIPICATION: laE07 

LIGNIN: lp812. lpG05 

LILIUN-LONGIPLORUN: 2pA10 

LILY: 3pA07 

LINHAR-DENSITY-GRADIENT-CENTRIPUGATION: laCIO 

LINKER-PROTEIN: 2pE05 

LINOLEIC-ACID: lpF05 

LIPID: SlpHl 

LIPID-PEROXIDATJON: lpG03, lpG04 

LIPOXYGHNASE: laBOI. la802, la803, lpP05 

LIQUID-HELIUM-RAPID-PREBZING: lp815 

LONG-DAY-PLO胄ERI NG: 2p807 

LONG-HYPOCOTYL-MUTANT: laE06 

LOOP-EヤOP-CP43:lpD06 

LOOSELY-BOUND-PNR: laC06 

LOTUS-JAPONICUS: 3aE12 

LOW-PH: 3pG05 

LOW-PH-TREATMENT: 2pD05 

LOW-TEMPERATURE: laDOI, 2alll 

LOW-TBMPBRATURE-INDUCBD-GBNB: laG09 

LSil: 2al 10 

LSJ2: 2aIIO 

LUCIFBRASB: 2aA08, 3p805 

LYSINB: laP05, lpD05 

LYSOGBNIC-VIRUS: 2pE08 

LYSOLBCITHIN-ACYL TRANSFBRASE: lpAOS 



[MJ 

NAGNBS JUN-CHELATASB: 2pC02 

MAIZE: laA06, laA07, la805, lp803, lpG15, 2pA09, 2pG07, 

3p803 

NAIZB(ZEA-NAYS): laA02, laA05, laC02, 2aA02, 2aGOI. 2pH08, 

3all2, 3pl02 

MAIZB-COLEOPTILB: Jp805 

NALATE: JpG09 

NALATE-CHANNBL: 3pC03 

NALE-FLO肖BR-SPBCIPIC-BXPRESSION:laHO! 

MALIC-ENZYNB: 3pC03 

NALONDIALDBHYDB: lpG03 

MANGANESE: 2pD09 

NAP-KINASE: !pPOS 

NARCHANTIA-POLYMORPHA: JpBIO, 2pA06 

NARINE-ALGA: 3aA07 

NARINB-ALGAB: JpA12 

NASTOPARAN: lpP04 

NA TR IX-ASSOC I AT ION-RBG ION (MAR) : 3aF03 

MCHH-GBNB: 3aD05 

MCHI-GENE: 3aD05 

MECHANICAL-PROPERTIES: la806 

MBCHANICAL-PROPBRTIES-OF-CELL-WALL: la809 

MELON-FRUITS: 3a802, 3a803 

MEMBRANE-BOUND-CALC !UM: 3aA08 

MBNBRANB-DIFFERBNTIATION: JpAJ3 

MENBRANB-DIRBCTION: JpA06 

MBNBRANB-FLUIDITY: JpA04 

MEMBRANE-POTENTIAL: 3aAOI, 3aA04 

MEMBRANB-PROTBJN: laDIO, lpAIO, 2aP12 

MBMBRANB-PROTON-PUNP: 3aA04 

MEMBRANE-SPANNING-DOMAIN-TRAPPING: JpAIO 

MBSEMBRY ANTHBMUN-CRYSTALLI NUN: 3pC02 

MBSOCOTYL: laA05 

MESOPHYLL-CBLLS: 3pC02, S3aH5 

MBTABOL I SM: laP08 

6-MBTHOXY-2-BBNZOXAZOLINONB: laA06 

MBTHYL-BBTA-D-GLUCOSIDB: 2pA08 

3-MBTHYLCROTONYL-COA-CARBOXYLASB: 2pC02 

MBTHYL-JASMONATB: lpP13, 2aG06 

MG-CHELATASB: 3aD05 

MG-DBCHLATING-SUBSTANCB: 3aD04 

MICRO-TUBLE: 3aF07 

MICROBBAM-IRRADIATION: 3aC07 

MICROBODY: 2aF13, 3aF05, 3aP12 

MICROBODY-TRANSITION: 2aP12 

MICROINJECTJON: lpP16 
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MI CROTUBULBS: 3aC08. 3pA02. 3p807 

MILLET: laP09 

MITOCHONDRIA: lpC05. 3aPll, 3aG10. Slpl4 

MITOCHONDRIA-DIVIDING-RING: 3aP05 

MITOCHONDRIAL-GENOME: Slpl5 

MITOCHONDRION: 2aC10 

MN-CLUSTER: laC04 

NN-STABILIZING-PROTBIN: 2pD08 

MOLECULAR-EVOLUTION: laP03 

MONBNSIN: 3aE05 

MONOCLONAL-ANTIBODIES: lpP05. 2aCOl. 2aC02. 3aG03. 3al03 

MONOCOTS: 3pE03 

MONOHC IOUS-PLANTS: 2pA04 

MONOGALACTOSYLDIACYLGLYCEROL: lpA09 

MONOOXYGENASB: 2pl09 

MORNING-GLORY: 2a813 

MORPHOGBNES IS: 2p80 l 

MORPHOLOGICAL-CHANGE: 2a803 

NORTOR-PROTEJN: 3pA06 

MOSO-BAMBOO: lpEl4 

MRNA: 3a105 

MRNA-DIPPERENTIAL-DISPLAY-SYSTEM: 2a801 

MRNA-IN-SITU-HYBRIDIZATION: lpE09 

MUGINEIC-ACID-PAMILY: 3aA05 

MULTIPLE-GENB-PAMILY: 2pG03. 2p!OJ 

MULTIPLICATION: 3aEOl 

MUNG-BHAN: JpA06, 2aP08, 3pG02 

MUTABLE-ALLELE: 2a812. 2a813. Sip!! 

MUTANT: 2aAOl. 2aA03, 2aA07. 2aA13. 2a806. 2a807. 2aBI I, 

2al04. 3aC04. 3a801. 3aE09. 3a!Ol. 3al02 

MUTATION: 2a801 

MYCOSPHAERBLLA-PINODES: 3aE05. 3aE06 

MYBLINH-BASIC-PROTHIN: lpPOS 

MYOSJN: 3pA08 

[NJ 

N-ACETYLCHITO・OL IGOSACCHARIDB: lpF17 

N-AVAILABILITY: 3a112 

N-BUTYL・GALLATE: 2p806 

N・TllRMINAL-AMINO・ACID-SllQUENCE: laC06, laCIO, 3pG07 

N・TERMINAL・STRUCTURB: laC07 

NA+/H+ANTIPORTER: lpG12, lpG13會 l

NA+-ATPASE: 3aA07 

NA+-PUMP: laFll 

NA+-TRANSPORT: 3aA07 

NACL-STRESS: laHOl 

NADH: JpG08 

NADH-DEHYDROGENASE: SlpH5 



NADH-DBPBNDBNT-GLUTAMATB-SYNTHASB: laFOl 

NADH-DIAPHORASB: laC08 

NADP-GL YCBRALDBHYDB-3-PHOSPHA TB-DBHYDROGBNASB: I pC07 

NADPH: I aC05 

NADPH-PROTOCHLOROPHYLL IDB-OX JOO-RBDUCTASB: 3a002 

NEAR-UV: 3aC09 

NBGATIVB-SBLBCTION: lp816 

NBN-SBNSITIVB-FUSION-PROTBIN(NSF): 3aF13 

NBUROSPORA: 2aAIO, 2aA11 

NBUROSPORA-CRASSA: laAIO, laF05, 2aA09 

NEUTRAL-LIP ID : I a803 

NICOTIANA-TABACUM: lpG03 

NJCOTIANA-TABACUN-L.: 2pC09 

NICOTINB-BIOSYNTHBSJS: 2pC05 

NIR-A: lal06 

NITBLLA: !pG!7 

NITRATB-ASSIMILATION: laGOI, SlpH3 

NJTRATB-ASSIMILATION-PATHWAY: lal05 

NITRATE-INDUCTION: 2al06 

NITRATB-RBDUCTASB: laF02, laGOI, laGIO, 2pG06, SlpH3 

NITRATB-TRANSPORT-SYSTBM: 3aA13 

NITRATB-TRANSPORTBR: 3a113, SlpH3 

NITRITE: 2pG05 

NJTRITB-RBDUCTASB: laGOI, laGIO, lal06, SlpH3 

NJTROBACTBR: laC05 

NITROGEN: laFOI. laGIO, 2p806, 3aG08, 3p003 

NITROGBN-FIXATION: 2a803, 3a809, 3aE13 

NITROGBN-MBTABOLISM: laF02, 2p807 

NITROGBN-NBTABOL ITB-RBPRBSS ION: 2al03 

NMR-13C: 2aCl3 

NMR-31P: 2aC13 

15N-NNR-SPBCTROSCOPY: 2a808 

NMR-SPBCTRA: 2p80 I 

N02-ASSIMILATION: 2al07 

N02-FUNIGATION: laG03 

N02-PHILIC-PLANT: laGOl, laG03 

NOD-GENES: 3a810, 3aB11 

NOD-MBTABOLITB: 3aEIO 

NODULATION: 3aB12 

NODULB: 3a809 

NON-HBNB-IRON: lp013 

NON-PHOTOCHBMICAL-QUBNCHING: laD05 

NONPHOTOSYNTHBT IC-TISSUE: la !05 

NORBORNADIBNB: 2pA05 

NORTHBRN-ANALYSJS: laG02, laG03 

NORTHERN-BLOT-ANALYSIS: laGOI 

NORTHERN-HYBRIDIZATION: lpE02 

NPTI I-ASSAY: lp808 

NTH15: laH07 

NUCLBAR-HALO: 3aF03 
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NUCLBAR-MATRJX: 3aP03 

NUCLEAR-PROTEIN: 3al09 

NUCLBO ID : 2pP09, 2pP 10 

NUCLBOS IDB-DI PHOSPHATE-KINASE: 3aC05. 3pG07 

NUCLBOTIDB-SBQUBNCB: lal07. lpB07. 2aG05 

NUCLEUS: 3aP03 

NUTR IBNT-ABSORPTION: 3aA05 

NVCLBJ: 2aP01 

180-INCORPORATION: 3pP05 

02H-SYMMBTRY: 2a808 

OAT: 2al 13 

[OJ 

OMBGA-3-DHSATURASB: JpBl3 

OMBGA-3-PATTY-ACID-DBSATURASB: JpAJ5, JpA16, !pB14 

ONTOGBNBTICS: 2aB06 

OPBN-RBADING-PRAMB: 2pP06 

ORGANBLLA: 2aP04 

ORGANBLLA-PARTITIONING: 3aP07 

ORGANOGBNHS IS: 2aB08, 2aB09 

ORN I THI NB-DHCARBOXYLASH: 2pC05 

ORYZA: 2pA02, 2pA03 

ORYZA-SATIVA: 2aG04, 2aG05, 2pH07, 3aB06, 3aB09 

OSMOTIC-POTHNTIAL: la805 

OSMOTIC→STBSS: I pG09 

OSMOTIN-LIKB-PROTBJN: 2aG13 

OVBR-BXPRBSSION: Jp8!4, Jp014, 2pG01 

OVBR-RB DUCT ION: 3a009 

OXALIC-ACID-PORMATION: 3pP04 

OXIDATIVB-STRBSS: 3aC09 

OXYGBN: laP06, 2pA02, 2pA03 

OXYGBN-BVOLUTION: 2pDOI, 2p002, 2pD03, 2p004, 2p009 

OXYGBN-BVOLVING-COMPLBX: JpGIO, 2p005 

OXYGBN-BVOLVING-PSI 1-COMPLBX: laD06 

OXYGBN-BVOLVING-SYSTHM: laC04 

P-HJS: 3pG07 

P-SBR: 3pG07 

P700: 2aD02, 2aD03 

PAL: 2pl07 

PANICUM-MILIACBUM: lpC05 

PAPAVBRINB: 2p807 

PARAMUTATION: Slpl3 

PARAMYLON: lpG07 

PARAQUAT: 2aC04 

[PJ 

PARTICLB-BOMBARDMBNT: lpB07, lp808, lp809, lp812 



PARTICLE-GUN: JpBJO, 2al07 

PASSIVE-PERMEABILITY: 3aA04 

PATATIN: JpP03 

PCR: 3pH05 

PCR-CLONING: laP03 

PBA: JpA03, 2aA04, 2pP02, 3a808, 3a804, 3a807, 3aE08, 

3aB09 

PEA(PISUM-SATIVUN-C. V. ALASKA): 2p802 

PEA(PISUM-SATIVUM-L.): 2aA03, 2p803 

PBAR: JpA07 

PECTIN: la802, Jp808, 3p801, 3pE02, 3pE05, S3aH3 

PECTIN-DEGRADING-ENZYME: lpE09 

PELARGON !UM: 3pP05 

PBP-CARBOXYLASB: JpGJ5 

PBR I PLASM: 2p803 

PERIPLASMA: 3aEJO 

PEROXIDASE: lp812, lpG02, 2pA09, 2pG01 

PEROXISONB: 2pl05, 3aPJ2, 3aGJO 

PETAL-GRO'IITH: laA09 

PBTUNIA-HYBRJDA: laH03 

PH: JpA06, lpClO, 3aA08, 3pC05 

PH-DEPENDENCE: 2pD06 

PHARBITIS-NJL: 2aA12, 2p806, 2p807 

PHASBOLUS: 3aAOJ 

PHASEOLUS-VULGARJS: 2aG06, 2aG07 

PHASEOLUS-VULGARJS-L.: 3pP05 

PHBNYLALANINB-AMMONIA-LYASE: Ja803, 2pl06, 3a807 

PHBOPHORB !DE: 3aD04, 3aD06 

PHLOEN-BXUDATE: 2aA12 

PHORMIDIUM-PERSICINUM: 2pE08 

PHOSPHATE-DEPLBT ION: Ja804, 3aA06 

PHOSPHATE-STARVATION: JpG02, JpG04 

PHOSPHATE-UPTAKE: 3aA06 

PHOSPHATIDIC-ACID: lpA09 

PHOSPHATIDYLINOSJTOL: JpPJ5 

PHOSPHATIDYL INOS ITOL-3-PHOSPHATB: JpP15 

PHOSPHATIDYLINOSJTOL-4-PHOSPHATE: JpP15 

PHOSPHODIESTERASE: 2p807 

PHOSPHOENOLPYRUVATB-CARBOXYLASE: 3aE09 

6-PHOSPHOGLUCONATB: JpCll, JpCJ7 

3-PHOSPHOGLYCERATB: JpCJ2, lpCJ6 

PHOSPHOGLYCOLATE: lpCJ2 

PHOSPHOL I PASE-A2: I pP03 

PHOSPHOLIPID-CONPOSITJON: lpAJ3 

PHOSPHOPROTBJN: 3pH06 

PHOSPHORIBOKINASE: JpCJ4 

PHOSPHORJBULOKINASB: lpC14, lpC17 

PHOSPHORUS: 3p003 

PHOSPHORYLATION: 3aC05, 3pG06 

PHOTO-TOLERANT-MUTANT: JpD02, lp003 
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PHOTODAMAGB: 3pDO I, 3p !03 

PHOTOINDUCTION: 3al04 

PHOTOINHIBITION: lpD09, JpDll, JpDl2, lpDJ3, lpDJ6. 2aD05, 

3p001 

PHOTO INHIBITION-OP-PHOTOSYNTHBSIS: laDOl 

PHOTOMORPHOGBNBSJS: 3aC02, 3aC04 

PHOTOOXIDATION: 3aGIO 

PHOTOOXIDATIVB-STRBSS: 2aC06 

PHOTOPBRIOD: 2aAl2 

PHOTOPBR !OD I SM: 2pB08 

(6-4)-PHOTOPRODUCT: 3aG03, 3aCIO 

PHOTOREACTION: 3aC13 

PHOTORBACTIVATION: laC04 

PHOTORBGULATION: 3aC13 

PHOTORBPAJR: 3aG02 

PHOTORBSPIRATION: 3aP12, 3aGIO, 3pC01, 3pDOI 

PHOTOSBNSITIVB-MUTANT: 3p806 

PHOTOSYNTHESIS: laD02, laD04, lpC02, JpC16, JpCJ7, lpD09, 

Jp017, lpGIO, JpGll, 2aD02, 2aD05, 2aD06, 2aD08, 2aD09, 

2a809, 2aH IO, 2pD09. 2p806, 3aG07, 3pC04, 3pC06, 3p002, 

3pD04, 3p005, 3pD07, 3pl01 

PHOTOSYNTHETIC-BACTERIA: 2a811, 2p803, 2pHOI. 3p807 

PHOTOSYNTHETIC-CARBON-REDUCTION: JpC06, JpCl6 

PHOTOSYNTHETIC-GENE: lal08 

PHOTOSYNTHETIC-PIGMENTS: 2aEOl 

PHOTOSYSTEM: lpPll, 2pD09, 3aD11 

PHOTOSYSTBM-1: laC03, laD08. lpG08, 2aC09, 2aD02, 2aD04, 

2aD05, 2aD06, 2aD07, 2aD08, 2aD09, 3al05, 3pD06, SlpH6 

PHOTOSYSTBM-I I: laC04, laD03, laD07, laD08, laDlO, lpDOI, 

lp007, lpD08, lp009, JpDIO, JpDll, lp012, lpDl3, JpDJ5, 

lpDl 7. lpD18, 2pDO I, 2pD02. 2p003, 2p004, 2p005, 2p007, 

2p008, 3p806, 3pl06, SlpH6 

PHOTOSYSTBM-I I-INHIBITOR: lpD12 

PHOTOTROPISM: 2aB11, 3pG06 

PHYCOBILISOME: 2p805 

PHYCOCYAN IN: 2p805 

PHYSIOLOGICAL・ P ACTORS: 3pG03 

PHYTOALEXIN: 3aE02, 3aE03, 3a804 

PHYTOALBXIN-ELICITOR: lpPl7 

PHYTOCHROME: 2aAO I, 3aCO I, 3aC02, 3aC04, 3aC05, 3aC06. 

3aC07, 3aC12, 3al03, 3al04 

PHYTOL: 3aD09 

PHYTOLACCA-AMERICANA: laB09 

PI-3-KINAE: lpPl5 

PISUM-SATIVUM: la802, 3aB08, 3aE05, 3aE06 

PLANT: lpP08, 2pH04, S2aH4 

PLANT-DAMAGE: S2aH3 

PLANT-HORMONES: laAll, 2aB03, 2aG03, 3a813 

PLANT-TOXIC-PROTEIN: 2aGll 

PLASMA-MEMBRANE: lpA02, JpA03, lpA05, 3aG09會 3pA03,3pA04 



PLASNA-NBNBRANB-OP-8. COLI: !pA13 

PLASMODBSNATA: lpPJ6 

PLASTID: lpAJ6, 2aCIO 

PLASTID-DIVIDING-RING: 3aP05 

PLASTID-GENOM!!: 3aP04 

PLASTID-PROMOTBRS: 3alll 

PLASTID-SPBCIPJC: laBIO 

PLASTOCYAN IN: laC03 

PLASTOQUINONB: lpD13, JpD17, Jp018 

PLBCTONBMA-BORYANUM: laC02, lal06, 2pE09, 2p810 

POD-STORAGE-PROTB IN: 2aG06 

POLARIZED-GROWTH: 2aB14 

POLLEN: JpP14, 3pH06 

POLLBN-GRO冒TH:laA09 

POLLEN-TUBB: 3pA07, 3pA08 

POLYAMINE: lpA03 

POLYAMINB-BIOSYNTHESJS: 2pC05 

POLYAMINB-OXIDAS!!: laP09 

POLYMORPHISMS: lal09 

POL YPLO IDY: 2aG09 

POLYSACCHARIDB: 3p803, 3p804 

POL YSACCHARIDB-SYNTHBSIS: 3pA03 

POL YSOMB : 2aG 10 

POPULUS-ALBA-L. : 3p804 

PORPHYRI NB: 3p806 

POSITIONAL-CLONING: lpPJ8 

POSITIVB-CHARGB: lp005 

POST-TRANSCRIPTIONAL-NOD I Pl CATION: S!pl4 

POST-TRANSCRIPTIONAL-REGULATION: 3al09 

POSTTRANSLATIONAL-CONTROL: 3p007 

POTASS IUM-CHANN!!L: 3aA03 

POTATO: 3pA02 

POTATO-SUSPENSION-CELL-CUL TU RBS: JpP04 

POTATO-TUBERS: JpP03, JpP05 

PPDK: JpC03 

PR-5: 2pl02 

PR-PROTEIN: 2aG13 

PRIMARY-ACCBPTOR-QU !NONE: 2p007 

PRIMARY-RESPONSE: 2pC05 

PRIMARY-ROOT: 2aA02 

PR I NARY-STRUCTURE: 2a810 

PRIMBRY-STRUCTURB: 2a809 

PRIMORDIUM-PORMATION: 2p810 

PROCESS I NG-PROT!!ASE: Ip DO 1 

PROHBXAD IONE: 3a806 

PROLAMIN: lal04 

PROLINB: laG04 

PROMOTER: lal04, lal05會 Jp803,lp8!3, 2pl02, 3pH03, 3pl06 

PROMOTER-BINDING-PROTEIN: 2pH02 

PROMOTER-TRAP: 2aA08 

263 

PROMOTIYB-SUBSTANCB: 2pCOl 

PROPYZAM IDB: 2pC09 

PROTHASI!: 2aGO I. 2aG02, 2aG04. 2aG05, 2aG07 

PROTBASB-INHIBITOR: 2aGOl 

33-KDA-PROTBJN: 2pD02 

PROTB IN-BODY: 2aP09. 2aP 10 

PROTBIN-DI!GRADATION: lpD09. JpDJ2, 2aPl3 

PROTBIN-BNGINI!I!RING: 2aD06 

PROTBIN-KINASB: JpP08, JpP09, JpPlO, JpGJ5, 2pC09 

PROTBIN-LOCALIZATION: 3aP10 

PROTBIN-PHOSPHORYLATION:JaA05, la805, JpFII. JpGJ5. 3a106 

PROTBIN・SORTING: 2aP09 

PROTB IN-STRUCTURB: 2pD08 

PROTI! I N-TRANSLOCATION: 2pP07 

PROTB IN-TRANSPORT: 2pP07, 2pP08, 3aP 10 

PROTBIN-TRASLOCATION: 2pP08 

PROTBINASB-INHIBITOR: laH03 

PROTB INASE・ TREATMHNT: lall09 

PROTBOL I POSOME: I pA05, I pG I 4 

PROTOCHLOROPHYLL IDE: 2pll09 

PROTOCHLOROPHYLL IDE-RBDUCTION: 2pB 10 

PROTON-PUMP: lpAOI. lpA02, JpG12, JpG13, 3aAll, 3aA12 

PROTONHMA: 2p801 

PROTOPLAST: laA03, 2pA06 

PROTOPLASTS: lp802 

PRUNUS-PBRSICA: 3a805 

PRUNUS-SPACHIANA: 3a804, 3a805 

PS-I: lpAII 

PS-I-PARTICLES: laC07 

PS-1-RHACTION・CBNTBR: 2aD03 

PS-I-SYNTHBSJS: 3pD07 

PS-I I: JpAll, JpD04, JpDJ6, 3pl03 

PS-I I -ALPHA: 3aD 11 

PS-I 1-RBACTION-CBNTBR: 2aD03 

PSJ5: 3pG06 

PSA ・ B: 2aD06 

PSA-P-SUBUNJT: laC03 

PSAA/B-POL YPBPTI DBS: 3pD07 

PSB-A-GBNB: 3pl06 

PSB-C: 3pl03 

PSB-D: 3p !03 

PSB-D/C・GBNB-CLUSTBR: 3pl04, 3pl05 

PSB-GBNH: laD08 

PSBA-PROMOTBR: 2pH02 

PSYCHROTROPHIC-BACTERJA: laPll 

PUP-OPHRON: 2aB02 

PULSBD-BPR: 2pD05 

PULYINUS: 3aAOl 

PUMPKIN: 2aP10, 2aPll, 2aP12, 2pl04, 2pl05 

PURIPICATION-OP・ PS15: 3pG07 



PURI NB-ALKALOID: laP08 

PURINB-NUCLBOTIDB: laP08 

PURPLB-PHOTOSYNTHBTIC-BACTBRIA: 2a809 

PYRICULARIA-ORYZAB: 3a802, 3a803 

PYRIDYLURBA: laAOl 

PYRIMIDINB-DIMBR: 3aCll, 3aG02 

PYROPHBOPHORBIDB: 3aD06 

PYRUVATB-UPTAKB: 3pC02 

Q-CYCLE: laD02 

QA: lp015, lp016 

QA-ACTIVITY: lpDOS 

QA-SITE: lpDlO 

QB-SITE: lp017, lpDl8 

QUANTUM-Y IHLD: 2a804 

QUIESCBNT-CENTRB: 3aP09 

QUINONB: 2aD08, 2aD09 

[QJ 

QUINONB-EXCHANGE: lpD15, lpD16 

QUINONE-IRON: 2p007 

[R] 

RACB(RAPID-ANPLIPICATION-OP-CDNA-BND): laA03 

RADISH: 2al03 

RAMAN-SPECTROSCOPY: 2aE05, 2a806 

RAPID-PREEZE-AND-SUBSTITUTION: 2aC08 

RAPID-PRBBZING: S3aHI 

RBCS: 3al01. 3al02 

RDNA: 3al 10 

RBACTION-CENTBR: laD03, lpDl7, 2aD02, 2aD04, 2aD08, 2aD09, 

2a809, 2a810 

REACTIONー冑00D:lp810 

RECEPTOR: laAOI. lpP17 

RBCBPTOR-KINASB: lpP07 

RBCONSTITUTBD-H+-ATPASE: !pA04 

RECONSTITUTION: lpD08, lpD14. lpD15 

RED-ALGA: laD06, lpC02 

RBD-LIGHT-SIGNAL-STORAGB (NON-PPR): 3aC12 

RBD-PIGNENT: 3aD12 

REDOX: I pP 11 

RBDOX-POTBNTIAL: laC09 

REPOLDING: 2p803 

RBGBNERA T ION: 2a804 

RBG ION-A-SBQUBNCE: 2a !09 

REGULATION: laP05 

RBGURATBRY-SJTE: lpCll 

RBJUVANATION: laAll 
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RBPETI TI VE-SEQUENCE: 3p l07 

RBPRBSSOR-OP-GBNB-BX PRESS ION : 2pP09. 2pP I 0 

RESERVE-SUGAR: 2pA08 

RESISTANCE-GENE: lpP18 

RBSISTANCB-TO-UV-RADIATION: 3aGOI 

RESPIRATION: laPlO 

RBSPONCE-TO-ENV IRONMBNNT: 2a l02 

RESPONSE-TO-ENV IRONNENTAL-ST! MUL I : SI pH2 

RBTROTRANSPOSON: 2a813, Slpl2 

RHIZOBIUM: 3a810, 3a811 

RHIZOID-GRO冒TH:3aC06 

RHODOBACTER-CAPSULATUS: 2aE03, 3aDOI, 3p807 

RHODOBACTER-SPHAERO !DBS: 2aE07, 2pE02. 2pHO I 

RHODOTORULA-NINUTA: 3aC13 

RI-PLASMID: 2p809, 3pH02, 3pH03 

RI-TRANSFORMED: 2p809 

RIBONUCLBOPROTB IN: 3al06 

RIBOSE-1,5-BISPHOSPHATE-ISOMERASB: JpC15 

RIBOSE-5-PHOSPHATE: lpCJ4 

RIBOSB-5-PHOSPHATE-ISONERASE: lpC15 

RI BOSOMB: 2aG 10 

RIBOSOME-INACTIVATING-PROTEIN: 2aG11 

RIBOZYMB: lp817 

RIBULOSE-I. 5-BISPHOSPHATE: JpCl4 

RIBULOSE-5-PHOSPHATB: lpC14 

RIBULOSE-BISPHOSPHATB-CARBOXYLASE: JpCl3 

RICE: IaAOB, laDOI. laP07, laH04, lal02, lal03, lpAl4, 

JpBll. lpPOI, lpP18, JpGll, JpGl2, 2al06, 2alll, 2a113, 

2pG03, 2pll0, 3aDll, 3aE02, 3aB03, 3aGOI. 3pG04, 3pl01. 

Slpl2 

RICB(ORYZA-SATIVA): 2aC10, 2aCll, 2aCl2, 2aP09, 2al 12, 

3aP03, 3pP03 

RICE-CULTURED-CELL: JpA04 

RICE-SEEDLING: laPOI. lal04. 2aG08, 3aG02 

RICE-SUSPENSION-CULTURE: JpP17 

RI NG-STRUCTURES: 3pA03 

RNA/PCR: 3a810 

RNA-BINDING-PROTBJN: laG09, 3a109 

RNA-BDITING: Slpl4 

RNA-POLYMERASE: lpBll, 3pl07 

RNA-POL YNBRASB-I : 3a 110 

RNA-POL YMBRASB-I I : 2pH04 

ROBINIA-PSBUDOACACJA: 3pH07, 3pH08 

ROOT: laEOB. 2p802, 2pl02, 3aC02, 3aP08會 3aIO I, 3pG05 

ROOT-CAP: laH05, JpAlO. 2aA03 

ROOT-EXPANSION: 2a810 

ROOT-GRO冒TH:laE02 

ROOT-HAIR: 3pG05 

ROOT-HAIR-CURLING,DBPORMATION: 3aE10 

ROOT-HAIR-DEVELOPMENT: 2a810 



ROOT-HYDROTROP応，，，：2aA04

ROOT-，，，BR I STBN: 3aF09 

ROOT-NODULB: 3a813 

ROOT-RBDIFFBRBNTIATION: 2a808 

ROOT-XYLBN-SAP: 2pC01 

ROSA-HYBRIDA: 2pl08 

ROSB: 2pA08 

ROSBOBACTBR-DBN !TRIPI CANS: 2a801, 2a802 

ROT-C: 3pH04 

RPOB-GBNB: lp812 

RRNA-GBNB: lal08 

RT-PCR: laG02, lpBOl 

RUBISCO: laGlO, la107. lpC09, lpClO, lpCll. lpC12, lpC13, 

lpC16, 2aG07, 3aG01. 3aG07, 3pC04 

RUBISCO-ACTIVASB: lpC09 

RUMHX -PALUSTR IS: 3a807 

[SJ 

S-GENB: S3aH4 

S→LOCUS-SPBCIFIC-GLYCOPROTEJN: S3aH4 

SヤRBCBPTOR-PROTB IN-KI NASH: S3aH4 

S3-SIGNAL: 2pD05 

SACCHARONYCES-CEREVISJAE: lal09, 2aF03, 3al13, 3p804 

SACCHARONYCBS-BX I GUUS: 3pB04 

SAFFLOWBR: lpA08 

SALICYLIC-ACID: 3aG05, Slpl2 

SALIX-BABYLONICA: 3aB05 

SALT-GREEN: 3pG03 

SALT-STRESS: JpG07, lpG08, JpGJ2, !pGl3, 3pD06 

SALT-TOLERANCE: JpGIO, JpGll, JpGJ4 

SANBUCUS-S IBBOLD I ANA: 2aGll 

SAR: lp807, Jp808 

SARI: 3aFOI, 3aF02 

SDS-PAGB: JaCIO 

SEC-18: 3aF13 

SECA-PRO TB IN: 2pF07, 2pF08 

SECONDARY-胄ALL-THICKBNING:laE07 

SECRBSION-VECTOR: 3pB07 

SBCRBTBD-PROTB IN : 2p !03 

SECRETION: lpF14 

SEED: 3aB02, 3aB08 

SEBO-AG I NG: 2pAO I 

SEBD-COAT: laF04 

SBBD-DORNANCY: 2aA13 

SEBD-BXUDATE: 2pC07 

SBBD-GBRNINATION: 2aG04, 2aG05, 2al13, 2pA05 

SEBD-NATURATION: 2aG06, 2al04 

SBBD-PROTBJN: 2aP06, 2aFII. 2al05 
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SBBD-STORAGB-PROTBJN: 2al04 

SBBDLING: laA04 

SBLBNATB: 3aG11 

SBLP-INCOMPATIBILITY: 2pAIO, 3pHOI, S3aH4 

SELF-SPLICING: 2pP03 

SBNBSCBNCB:laAII, 2aG07, 2al02, 2al03, 3aC03, 3aDl3,3aG08 

3p002, 3p003 

SBNBSCBNSB: 

SBNSITIZBR: 3aC09 

SENSOR-KI NASE: I pP 11 

SBSAMB: lp815 

SBX-CHROMOSONB: laH02 

SBX -BXPRBSS ION: 2pA04 

SBXUAL-DBVBLOPMBNT: lp805 

SHADBD-BNVIRONNBNT: laPIO 

SHOOT: 2a804, 2a805 

SHOOT-APICAL-MBRISTBM: 2p810 

SHORT-DAY-PLOWBRING: 2p806 

SHUTTLB-VBCTOR: !aC02 

SIGMA-FACTOR: 3pl07 

SIGNAL-RBCOGNITION-PARTICLB: 3aFIO 

SIGNAL-SBQUBNCB: 2aP09 

SIGNAL-TRANSDUCTION: lp8!6, !pP03, !pP06, JpP07, !pP!O, 

JpFll, JpF12, lpF!3, 3aCOI, 3aC02, SlpH2 

SIGNALING: JpPl5 

SILVER-ION: 2pA05 

SILVBR-NITRATB: 3aBOI 

SINGLET-STATE: 2a805 

SINK-LINITBD-CONDITION: 3pC04 

SINK-SOURCE: !pA02 

S IROHBMB : 2pG07 

SITB-DIRBCTBD-NUTAGBNBSIS: JpDl4, 2pG04 

SITB-SPBCIPIC-RBCOMBINATION: 3p803 

SIZE-EXCLUSION-LIMIT: JpF16 

SMALL-GTP-BINDING-PROTBIN: JpPl4, 2aP11 

SMALL-GTPASB: 3aPOI, 3aP02 

SMALL-RNA: 3al08 

SO-STATE: 2a807 

SOLUTB-LBAKAGB: 3aA04 

SOMATIC-BMBRYOGBNBSIS: 2p805, 2pC06, 3a801, 3pH04, 3pH05 

SORGHUM: 3aCll, 3aCl2, 3pCOI 

SOURCB/SINK-NODBL-PLANT: 3pC04 

SOYBEAN: laA04, laP04, !p8!5, 2aI05, 3aD05 

SOYBBAN-CULTURBD-CBLL: 3p005 

SOYBBAN-SUSPBNS ION-CBLL: !pF 13 

SPBCIBS-SPBCIPIC: 3aI 10 

SPBCIFICITY-PACTOR: lpCl2 

SPHBRO IDBNB: 2a804 

SPINACH: laC04, laC06, laC09, laCIO, JpC04, JpDIO, 2aC02, 

2aC08, 2pG06, 3 a l06 



SPINACH-NIR-CDNA: 2al07 

SPINACIA-OLBRACEA: laPIO 

SPLICING: !p806 

SPORAMIN: 2al09 

SPORULATION: lp806 

SPRUCE: laDOl 

SQUASH: laB04, la808, 2pCOI 

STABILIZATION: 2pA06 

STAMEN: laA09 

STARCH-DEGRADING: laP06 

STARVATION-TRBATMBNT: Jp809 

STBAROYL-ACYL-CARRI ER-PROTB I N-DESATURASE: Jp815 

STBVIA-RBVAUDIANA-BBRTONI: la806 

STBV IOL: la806 

STIMULATION-BY-SH-REAGENTS: 2aGOI 

STOMATA: JpG09, 3aAll, 3aA12 

STORAGE-PROTEIN: 2aP09, 2aG02, 2aG06 

STRAIN-HI (PC4S8): 3a810 

STRATBGIBS-TO-DBSBRTIP I CATION: S2aH2 

STRAWBERRY: 3aG06 

STRESS: laBOI. 2aC04, 2aC05, 2pA10, 2pI10, 3pD02, SlpI2 

STRESS-PROTEIN: 2pI03 

STRBSS-RBLAXATION: laB04 

STRESS-RESPONSE: 2aI12 

STRUCTURE: 2pGOI 

SUBMBRGBNCB: JpB03, 2pA02 

SUBMERGENCE-STRESS: 2pI10 

SUBSTRATE-BINDING-PROTBIN: 3aA13 

SUBTRACT JON: 2a !02 

SUBTRACT! VE-HYBRIDIZATION: I aG03 

SUCROSE: I pB07. 2a !08 

SUCROSE-INDUCIBLE-EXPRESS JON-OP-THE-GENE: 2a !09 

SUCROSE-INDUCTION: 2aI10 

SUGAR: 2pl06 

SUGAR-INDUCTION: 2pP09, 2pP10 

SULFATE: 3aGI I 

SULP !TE: 2pG08 

SULPITE-REDUCTASE: 2pG04, 2pG07 

SULPOQU I NOVOSYL-DIACYLGLYCEROL: I pAll 

SULPUR-MBTABOLISM: 2aAll 

SULFUR-NUTRITION: 2al05 

SUNFLOWER: 3aG08 

SUPEROXIDE: 2aC08 

SUPBROXIDE-DISNUTASE: 2aC08, 2all2, 2pA10, 2pG02, 2pG03 

SUPBROXIDB-DISNUTASB-CU-ZN: 2aC08 

SUPPRESSOR: 3aE04, 3aE06 

SUSPBNS JON-CUL TURBD-CBLL: JpG03 

SUSPENSION-CULTURED-POPLAR-CELLS: !pE02 

SWEET-POTATO: 3pP01 

SYM-8: 3aE09 
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SYNCHRONIZATION-OF-CELL-CYCLE: 2pA07 

SYNECHOCOCCUS: 2p003, 3aF 10 

SYNECHOCOCCUS-PCC-6301: 3al07 

SYNECHOCOCCUS-PCC-7942: laGIO, lpC07, lpC08, 2aC03, 3aA13 

SYNBCHOCYSTJS: laD08, lpCOI, 2pE07 

SYNECHOCYSTIS-PCC-6803: lpA17, 2p001, 3a001, 3al07 

SYUCHROUOUS-CULTURE: lp803 

[TJ 

T-DNA-TAGGING: laA03 

Tl-STATE: 2aE07 

TATA: 2pH04 

TAU: lpC12 

TBP: 2pH04 

TE02: laHll 

TEMPERATE-PHAGE: 3a811 

TEMPERATURE-DEPENDENCY: laE09 

TEMPERATURB-SBNSITIVE-MUTANT: 2a808, 2a809 

TENSION-WOOD: Jp810 

TBRMOPHILIC-CYANOBACTERIUM: 2p805 

TGALA: 2pH03 

THERMAL-TOLERANCE: laG06 

THERMOLUMINESCENCE: lpDll 

THERMO PH I LI C-CYANOBACTER I A: I aD07, I aF03 

THI AMIN: 2aAIO, 2aG08 

THIAMIN-BINDING-PROTEIN: 2aG08 

THIOL-ENZYME: lpC06 

THYLAKO ID: 2pF07, 2pF08 

THYLAKO ID-MEMBRANES: lpAll, la805, laD09 

TI-PLASMID: 3pH03 

TIGHTLY-BOUND-FNR: laC06, laC07 

TIP-GROWTH: 3aC08, 3pA05 

TISSUE-CULTURE: Slpl2 

TISSUB-SPECIFIC-BXPRBSSION: 3pH02 

TISSUE-SPECIFIC-GENE-EXPRESS ION: laH05 

TISSUB-SPECIFICITY: Jp8!3, 2pl04, 3a!Ol, 3al13 

TJl: Jp808 

TJ2: Jp808 

TOBACCO: laH06, laH07, laHOS, laH09, lp803, lp804, Jp814, 

lpE13, lpFl2, 2aC04, 2aC05, 2aG13, 2pF09, 2pF10, 2pH03, 

2pH04, 2pl02, 2pl04, 3aE07, 3aF06, 3al10, 3alll. 3pH08, 

Slpl2 

TOBACCO-BY-2-CELLS: lp802, 2pA07, 3aF02, 3aF13, 3al09, 

3al 10, 3pA01 

TOBACCO-CULTURED-CELLS: lpGOI 

TOBACCO-SUSPBNS ION-CUL TURB-CBLL: 1 pF09, 2pH05 

TOCHOPHEROL: 3aD09 

TOLERANCE: S2aH4 



TONOPLAST: JpA07, JpAJ4, JpGJ4 

TONOPLAST-NBNBRANH: 3pA04 

TONOPLAST-VBS I CLHS: lpA06 

TORGOR REGULATION: 3aAIO 

TOXICITY: la808, S2aH4 

TRACHBARY-I!LHNHNT: lal!07 

TRACHBARY-I!LBNBNT-DIPPI!RBNTIATION: 2pB04 

TRANJBNT-BXPRBSSJON-ASSAY: 3pl02 

TRANS-PACTOR: 2pHOl 

TRANSCRIPTION: 3pl06, 3pl07 

TRANSCRIPTION-PACTOR: 2pH06, 2pH09, 2pH08, 3a808 

TRANSCRIPT ION-REGULATORY-PACTOR (S) : 3p !04 

TRANSCRIPTIONAL-REGULATION: 2p802, 2pH05, 3all2 

TRANSCRIPTIONAL-START-POINT: lal05 

TRANSCRIPTIONAL-STIMULATION: 2pH03 

TRANSDIPPHRBNTIATION: laHIO 

TRANSPORNANT: laH07 

TRANSPORNATION: JpB07, 2aB05, 3a113, 3pB04, 3pHOI 

TRANSPORNATION-PRHQUBNCY: Jp808 

TRANSGI!NIC: lpC03, 2al05, 3pH08 

TRANSGHNI C-ARABIDOPS IS-THAL I ANA: 2al07 

TRANSGBNIC-LIVHR'IIORT-CBLLS: JpBIO 

TRANSGENIC-PLANTS: JpP06, lpPl4, 2aC04, 2aC06, 2al04, 

3aE07 

TRANSGBNIC-RICB: Slpl3 

TRANSGENIC-TOBACCO: JpAJ5, JpBJ3, 2aB03, 2pl04, 3pDOI 

TRANS IBNT-BXPRBSS JON: 3pB03 

TRANSIBNT-RANAN-SPBCTROSCOPY: 2a807 

TRANSIT-PHPTIDB: lp004 

TRANSLATIONAL-BPPICIBNCY: 3al05 

TRANSLOCAT ION: 3aA05 

TRANSLOCATOR: JpC05 

TRANSPORT: laP05, Jp004 

TRANSPORT-VESICLE: 3aP13 

TRANSPOSON: 2aB12. Sip!! 

TRBH-I!XTRINSIC-PROTI!INS: laD06 

TRHHALOSI!: JpG07, 2pA07 

TRI ACYLGL YCI!ROL-SYNTHESIS: I pA08 

TRII!NOIC-PA竹Y-ACJD:lpAl5 

TRIPLI!T-SI!NSITIZI!D-PHOTO ISONI!RI ZATJON: 2a804 

TRIS-TRI!ATNBNT: 2p006 

TROPICAL-PLANT: 3p002 

TRYPSIN-DIGHSTJON: lp006 

TRYPTOPHAN-(L): 3aB12 

TRYPTOPHAN-(L)-ANINOTRANSPBRASB: 3aB12 

TUBULIN: 2aG10, 3pA03, 3pA04 

TUN I CATI!: 3p807 

TURGOR-PRBSSURB: 3aAOl 

n「0-DINBNSIONAL-CRYSTAL:laDlO 
TYPE-1-BLBNBNT: lpBOl 
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TYPHASTEROL: 2pC 10 

↑YROSINE: laB08 

TYROSINB-AMMONIA-LYASB: la803 

TYROSINE-IIYDROXYLASE: laB08 

TYROS I NB-Z: 2pD06 

[U] 

ULTRA-VIOLHT-LIGHT-PROTHCTION: 3aCIO 

UL TRASTRUCTURH: 2p80 I 

UNFOLD I NG: 2p803 

UN I CONAZOLH: 3a806 

UV-A-PHOTORECEPTOR: 3aC12 

UV-B: 2pl07, 3aCll, 3aG01, 3aG02, 3aG03, 3aG04 

UV-B-RBSPONSIVE-ELHMBNT: 2pl07 

[VJ 

V-TYPE-ATPASE: lpA07 

VACUOLAR: 3pG02 

VACUOLAR-H+-PYROPHOSPHATASE: lal03 

VACUOLAR-MEMBRANH: lpAOI. lpA02 

VACUOLAR-MORPHOLOGY: 2aP05 

VACUOLAR-PROCESS ING: 2aP06 

VACUOLAR-PROTEIN: 2aP 11 

VACUOLE: lpG12, lpG13, lpG17, 2aP02, 2aP03, 2aP04, 2aP06, 

2aP07. 2aP 10, 2aG07. 3pC03. 3p807 

VALLISNBRJA: S3aH5 

VALLISNBRIA-GIGANTEA: 3pA06 

VAM2: 2aP04 

VAM6: 2aP03 

VASCULAR: laHll 

VAUCHHRJA: 3aC08 

VBGBTATION-DEGRADATION: S2aH2 

VBS I CULAR-TRANSPORT: 2aP 11. 3aPO 1. 3aP02 

VICJA: lpG09 

VICIA-PAVA: lpPlO 

VIGNA-ANGULARJS: laBOl 

VIGNA-MUNGO: 2aG03 

VIGNA-SINBNSIS-BNDL.: 3a806 

VIRBSCHNT-MUTANT: lpBll 

VITJS: 3aG05 

VIVIPAROUS-I: 2pH09 

VM-23: lpA07 

胄ALL-LOOSENING:lpE04 

WATER-CHANNEL: 3aA09 

[WJ 



WATER-POTENTIAL: 2aA04 

川ATER-SPLITTING-REACTION:2pD04, 2pD08 

WATER-STRESS: !pPO!. 2aA03, 3pGOl 

WAXY: SlpI3 

WC-!-ANDー胄C-2:3pG06 

WD-40-RBPEAT: laH08 

WEEPING: 3a804. 3a805 

WHEAT: JpG05, 2aA13, 2aG09, 3pl04, 3pl05 

胄HEAT-CELL-SUSPENSION-CULTURE:3aG09 

冒HEAT-COLEOPTILE:laE03 

胄HITE-LIGHT:laE05 

胄ILLO胄ーPLANTS:laHOI 

WINGED-BEAN: 2pJ03 

＇゚UNDING:lpP08, 2pl03, 2pl05 
WX-GENE: 2aG09, 2al 11 

XANTHINB-OXIDASB: 2pA10 

XANTHOPHYLL: 2p804 

XANTHOPHYLL-CYCLB: laDOl 

XYLBM-FORMATION: lp810 

[XJ 

XYLOGLUCAN: lpBOl. lp804, 3p803, S3aH2 

YCP-7: 2pP06 

YCP-8: 2pP06 

[YJ 

YEAST: lal09, Jp804. 2aB14, 2aP02, 3aPOI, 3aP02, 3p804 

YEAST(SACCHAROMYCES): Jp806 

YBAST(SACCHAROMYCBS-CBRBVISIAE): 2aPIO 

YEAST-ARTIPICIAL-CHROMOSOME(YAC): 3p802 

YIELD-THRESHOLD-TURGOR: 2aA04 

[ZJ 

ZBA-MAYS: laA05, laC02, 2aA02, 2aGOI, 3al 12. 3pl02 

ZBAXANTHIN: 2pB04 

ZINNIA: laHII 

ZINNIA-BLEGANS: laHlO 
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