














ANTIOXIDANT: 1pG04

ANTISENSE: 1pB14, 1pB17

ANTISENSE-RNA: 3pHO1

APHIDICOLIN: 2pC09

APICAL-DOMINANCE: 2aB01

APOPLAST: 1aE01, 1pE12, 3pE05, S3aH2, S3aH3
APS-SULFOTRANSFERASE: 2pG08

APX: 2all2

ARABIDOPSIS: 1aG04, 1al01, 1pF07, 1pF14, 2aA01, 2aB07,
2aB09, 2al05, 2al10, 2pC08, 2pI09, 3aC01, 3aC02, 3aC03,
3aC04, 3aP01, 3aF02, 3aF11, 3pB01, 3pB03
ARABIDOPSIS-THALIANA: 1aA09, 1aB06, 1aG01, 1aG02,
2aB04, 2aB05, 2aB06, 2aB08, 2aB10, 2aB11, 2aF05,
2al04, 2pH02, 3aB13, 3aB01, 3aF09, 3aGll, 3al01,
3al03, 3al04, 3pB01, 3pB02

ARABINO-GALACTAN-PROTEIN: 1pE14

ARACHIDONIC-ACID: 1pF05

ARGININE-DECARBOXYLASE: 2pC05
ARGINYL-ENDOPEPTIDASE: 1aC06

ARS: 3pB04

ARSENATE: 3aA06

ASCORBATE: 3pF02, 3pF03
L-ASCORBIC-ACID-METABOLISM: 3pF04, 3pF05
ASCORBATE-OXIDASE: 2pI104

ASCORBATE-PEROXIDASE: 2aC01, 2aC02, 2aC04, 3aG04
ASCORBIC-ACID: 1aB01, 2pGO1, 3aD09

ASPARTATE- AMINOTRANSFERASE: S1pH4
ASPARTIC-PROTEINASE: 2aF06
ATOMIC-FORCE-MICROSCOPY: 1aD09

ATP-B: 3alll

ATPASE: 1pA03

ATPASE-ACTIVITY: 1pC09

ATTACHMENT-SITE: 3aB11

AUTO-OXIDATION: 1pD10

AUTOLYSIS: 2pB04

AUTOPHAGY: 2aF02

AUTOPHOSPHORYLATION: 3aC05, 3pG07

AUXIN: 1aA03, 1aA04, 1aA05, 1aA07, 1aAl0, 1aH08, 1aH09,
1pE02, 1pBO7, 2aB10, 2pC08, 3aB03, 3aF06, S3aH2

AUXIN-BINDING-PROTEIN: 2pC08

AUXIN-BIOSYNTHESIS: 1aA02

AUXIN- INDUCTION: 2pI01

AUXIN- INSENSITIVE-DGT-MUTANT: 2pI01

AUXIN-METABOLISM: 1aA07

AUXIN-POLAR-TRANSPORT: 3aB13

AUXIN-REGULATED-GENES: 1pG01

AUXIN-TRANSPORT: 1aA07

AZUKI: 1pB04

AZUKI-EPICOTYLS: 3pA03, 3pA04

1aG03,
2al01,
3al02,
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(B]

BACTERIOCHLOROPHYLL: 2aE11, 3aD01
15N-ENRICHED - BACTERIOCHLOROPHYLL-A: 2aB08
15N-SUBSTITUTED-BACTERIOCHLOROPHYLL-A: 2aB07
BACTERIOCHLOROPHYLL-BIOSYNTHESIS: 2aE01
BACTERIOCHLOROPHYLL-C: 2aB05, 2pEO1
BAMB0O-SHOOT: 3pE03

BARILLA: 1pG14

BARLEY: 1pG12, 1pG13, 3aB11, 3pC01
BARLEY-ROOTS: 1pA05

BASIC-AMINO-ACID: 1aF05

BASIDIOMYCETE: 3pA05

BASIPETAL- TRANSPORT-OF- 1AA: 2aA02
BENT-DNA: 3pl07

BENZOQUINONE: 1pD17, 1pD18

BENZYLADENINE: 2pC02, 3aD07

BETA-ALANINE: 1aF09

BETA-AMYLASE: 1aF07, 2all0

BETA-APO-12’ -CAROTENAL: 2aR06
BETA-CAROTENE: 1pD13, 1pGO4, 2aE06, 3aD09
BETA-CYANINE: 1aB08

BETA-GLUCURONIDASE: 1pB17
BBTA-GLUCURONIDASE-GENE: 1pB09
BETAINE-LIPID: 1pA12
BETANIDIN-DBGRADING-ENZYME: 1aB09
BETANIN-DEGRADING-ENZYME: 1aB09
BINDING-PROTEIN: 1aA01

BIOLOGICAL-CLOCK: 2aA05, 2aA06
BIOLOGICAL-MEMBRANE: S1pH1

BIOSYNTHBSIS: 1aF08

BIOSYNTHESIS-ENZYME: 3aB09

BLAST-DISEASE: 1pF18

BLIND-MUTANTS: 3aC05

BLUE-LIGHT: 3aA01, 3aAll, 3aAl2, 3aC08, 3pG06
BLUB-LIGHT-ABSORBING-PIGMENT: 3aC07
BORIC-ACID: 3pB05, S3aH3

BORON: 3pE05, S3aH3

BRANCH- INDUCTION: 3aC08
BRANCHED-CHAIN-ALFA-KETO-ACID- DEHYDROGENASE: 2al01
BRASSICA: 3pHO01, S3aH4

BRASSINOLIDE: 1aB04, 2pC10, 3aE12
BRASSINOSTEROID: 2pC10

BREFELDIN-A: 2pB03

BRYOPSIS-MAXIMA: 1al07

BUDDING-PATTERN: 2aB14
BUPLEURUM-FALCATUM: 1pB09

BZIP-PROTBIN: 2pH07



(C]

C-C-CLEAVAGE-REACTION: 3pF05

C-TERMINAL-PROCESSING: 1pD01

C4-PHOTOSYNTHESIS: 1pC05, 1pG15

CAB-GENE: 3pl02

CABOXYLATE: 2pD04

CAFFEINE: 1aF08, 1pG16
CALBOXYMETHYL-CEBLLULOSE: 2pA06
CALCIFICATION: 3pC06

CALCIUM: 1pG16, 2aA02, 2aA03, 3aAll, 3aAl2
CALCIUM-BINDING-PROTEIN: 2aF07
CALCIUM-CHLORIDE-BXTRACTION: 1pE14
CALCIUM-DEPENDENT-PROTEIN-KINASE: 2al08
CALCIUM-1ON: 1pFO1, 1pF04, 1pF09, 1pG15, 3aA09, 3aAl0,
3pA06, 3pl02

CALCIUM- TON-CHANNEL: 3aA02

CALLUS: 2aB04, 2aB05

CALLUS-FORMATION: 1pA01

CALMODULIN: 3pl02

CALMODUL IN-ANTAGONIST: 3pF04

CALVIN-CYCLE: 1pC14

CANDIDA-BOIDINIL: 2aG13

CARBON: 3aG08

CARBON-DIOXIDE: S1pH5

CARBONIC-ANHYDRASE: 1pC02, 3pC05, S1pH5
CARBOXYL - TBRMINAL-PROPEPTIDE: 2aG13
CARBOXYPEPTIDASE: 2al13

CARBOXYSOME: 1pC16

CAROTENOGENESIS: 3aC13

CAROTENOID: 1aD03, 1aD04, 2aE12, 2aB13, 2pE04

CAROTENOID-GLUCOSIDE-BSTER: 2aB12

CARROT: 1pEO8, 2pB0S5, 3pBO1, 3pH04

CARROT-CULTURED-CBLL: 2p107

CARROT-DAUCUS-CAROTA: 2pC06

CASEIN-KINASE-11: 3al06

CASPARIAN-STRIP (BPICOTYL) : 2pB03

CASTASTERONE: 2pC10

CASTOR-BEAN: 2aF06

CATALASE: 2aC03, 2pI05, 3pCO1

CATALASE-PEROXIDASE: 2aC03

CATECHOL - 0-METHYLTRANSFERASE : 2pB06

CATECHOLAMINE: 2pB06

CATHARANTHUS-ROSEUS: 1aB04, 3aA06

CAVITY-0CCURRENCE: 2pB02

CDNA: 1pB04, 1pC02, 2al08, 3aF13, 3pH06, 3pHO8

CDNA-CLONE: 1pB15

CDNA-CLONING: 1aG04, 1al03, 1pC05, 1pE10, 2aAl3, 2aC02,
2aG11, 2al02, 2pF07, 3aB09, 3aB10, 3aD02
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CDNA-PROJECT: 3pBO1

CDNA-SBQUENCE: 2al06

CDNA-SUBTRACTION: 1aH05

CDPK: 3aAl0

CELL-CULTURE: 3aG06, 3pE04

CELL-CYCLE: 1al09, 1pB01, 1pB03, 3aF07
CBLL-DIFFERENTIATION: 2pB03
CELL-DIVISION: 1aA03, 1pB02, 2pC09, 3aE12
CELL-ELONGATION: 1pGO5, 2aB06, 3aA08
CELL-BXPANSION: 3pA02

CELL-GROWTH: 1pE05, 1pE06
CELL-TYPE-SPECIFIC-EXPRESSION: 3pI02

CBLL-WALL:1aB02, 1aB03, 1aB04, 1aB08, 1pE03, 1pE04, 1pE06,
1pE07, 1pEO8, 1pE11, 1pE13, 1pE15, 2pE04, 3aBll, 3pE01,
3pE02, 3pB03, 3pE04, 3pBO5, S3aHl, S3aH2, S3aH3, S3aH5

CELL-WALL-AUTOLYSIS: 1pB05
CELL-WALL-BOUND-ATPASE: 3aE06
CELL-WALL-EXTENSIBILITY: 1aB05, 2aA04
CELL-WALL-GLUCANASES: 1pE05
CBLL-WALL-LOOSENING: 1pE01
CELLULAR-LOCALIZATION: 3aD03
CELLULOSE: 1pEO1, 1pEl1l, 3pE06, 3pE07
CELLULOSE-MICROFIBRILS: S3aH1
CELLULOSE-SYNTHESIS: 1pEl11
CENTRIFUGAL-EQUIPMENT: 2pB01
CEREAL-SEED: 1aF06
CHALCONE-SYNTHASE: 2pl06, 3aR08
CHANNEL-BLOCKERS: 3aA02
CHAPERONIN-10: 3aF11

CHARA: 3aA03, 3aA09

CHARA-CORALLINA: 3aA02

CHARACEAE: 1pG16, 1pG18, 3aAl0
CHEMICAL-MODIFICATION: 1pD05
CHEMOAUTOTROPHIC-BACTERIA: 1aC05
CHENOPOD IUM-ALBUM: 3aD06

CHICORY (CICHORIUM- INTYBUS-L.) : 2pB09
CHILLING- INJURY: 2aD05, 3pG02
CHILLING-RESISTANCE: 1pF01
CHILLING-STRESS: 2aC12
CHILLING-TOLERANCE: 1pA15, S1pHl
CHINA: S2aH2

CHL-A/B-RATIO: 3aD11

CHL-B: 2pR09

CHL-L: 2pFO1

CHL-LNB: 2pE10

CHLAMYDOMONAS: 3aD12
CHLAMYDOMONAS-REINHARDTII: 1aD05, 1pAll, 2aD06
CHLORELLA: 2pF03, 2pF04, 3pC05
CHLOROBIUM: 2aD04

CHLOROFLEXUS: 2aE10



CHLOROFLEXUS-AURANTIACUS: 2aE12, 2aE13

CHLOROPHYLL: 2aD03, 2aD08, 2pF01, 3aC03, 3aD04, 3aD06,

3aD09, 3aD12, 3aD13, 3aG07
CHLOROPHYLL-A: 2aD03, 2aE05
CHLOROPHYLL-A:B: 3aC03
CHLOROPHYLL-A/B-BINDING-PROTEIN: 3al04
CHLOROPHYLL-B: 2aB05
CHLOROPHYLL-BIOSYNTHBSIS: 2pB09, 2pE10, 2pF03, 3aD01,
3aD05
CHLOROPHYLL-DBGRADATION: 3aD04, 3aD06
CHLOROPHYLL-FLUORBSCENCE: 1aD05, 3pDO01, 3pD04
CHLOROPHYLL-FORM: 3aD10
CHLOROPHYLL-METABOLISM: 3aD04
CHLOROPHYLL-PROTEIN: 3aD08, 3aD10
CHLOROPHYLL-SYNTHESIS: 3aD08

CHLOROPLAST: 1aB05, 1aB10, 1aC09, 1aD02, 1pB11, 1pC04,
1pD04, 2a102, 2pF04, 2pF06, 2pF07, 2pF08, 2pF09, 2pF10,
2pG06, 3aG10, 3al06, 3all3, 3pC02, 3p104, 3pl05, S1pH5

CHLOROPLAST-DIVISION: 2pR05
CHLOROPLAST-DNA: 1al08, 2pE09, 2pF02
CHLOROPLAST-DNA-SYNTHESIS: 2pF05
CHLOROPLAST-ENVELOPE: 1aC10, 1pA09, 2pF02
CHLOROPLAST-GENE: 3pB06
CHLOROPLAST-GENOME: 2pF01, 2pF03, 2pF04, S1pI5
CHLOROPLAST-MOVEMENT: 3aC07
CHLOROPLAST-RNA-POLYMERASE: 1pB12
CHLOROPLAST-TRANSCRIPTS: 3alll
CHLOROPLAST- TRANSFORMATION: 2aD06
CHLORORESPIRATION: 1aD05

CHLOROSIS: 3pG04

CHLOROSOME: 2aB11, 2aB13

CHLORPROMAZINE: 2aA09

CHOLINE-OXIDASE: 1pG10

CHROMATIN: 2aF01

CHROMOPLAST: 1aB10

CHROMOSOMAL-DNA: 1aI09

CHROMOSOME: 3aB11, 3pB01
CHROMOSOME-WALKING: 3pB02
CIRCADIAN-RHYTHM: 2aA07, 2aA08, 2aA09, 2aAll, 3pC03
CIRCULAR-PLASMID: 3pB04
15-CIS-BETA-CAROTENE: 1aD03

CIS-ELEMENT: 3aB07, 3pl05
CIS-TRANS-CONFIGURATION: 2aE06
CLOCK-GENE: 2aA07

CLONING: 1pB04, 1pC08, 1pD01, 2aA06, 2aA10, 2aAll
CLOSTERIUM: 3aA08

C02: 3aG07

C02-ADAPTATION: 3pC05

C02-CONCENTRATION: 1pCO1

C02-STRESS: 3pD06
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C02-TRANSPORT: 3pC05
C02-UTILIZATION-MBCHANISM: 3pC05
COBALT-CHLORIDE: 3aB01

COCCOLITHOPHORIDS: 3pC06

COCKLEBUR: 2pA01

CODA-GENE: 1pB16

COFFEE: 1aF08

COPFFEE (COFFEA- CANEPHORA) : 3aB01
COLD-ACCLIMATION: 1pAl15, 3pGO1, 3pGO3
COLD- INACTIVATION: 3pG02
COLD-REGULATED-PROTEIN: 3pGO01
COLD-STRESS: 3pF02

COLD-TEMPERATURE: 3pG04

COLD-TORELANCE: 1pA14

COLBOPTILE: 1aA02, 1aA07, 1aE05, 1pE03
COLNBLEIC-ACID: 1aB01

COMMON-BEAN (PHASEOLUS- VULGARIS-L) : 2aD05
COMPATIBLE-SOLUTE: 1pGO7
COMPETITIVE-INHIBITION: 2pC08
COMPLEMENTATION: 2aA07

CONCANAVALIN-A: 3aB04
CONDITIONING-FACTOR: 3aG06
CONFORMATIONAL-CHANGE: 1pC11

CONJUGATE: 1pC13

CONJUGATE-DIVISION: 3pA05

CONSUPPRESSION: S1pI3

COPRINUS-CINEREUS: 3pA05
CORTICAL-MICROTUBULE: 3pA01

C0S-7: 1pAl0

COTYLEDON-FORMATION: 2aB07

COUPLING-ION: 1aF11

COW-PBA: 1aG05

CP43: 1pD06

CRASSULACEAN-ACID-METABOLISM: 3pC02, 3pC03
CRE-LOX-SITE-SPECIFIC-RECOMBINATION: 3pB02
CROSSLINKING: 2pD03
CRUDE-NUCLEAR-EXTRACT: 2pH05
CRYOPRESERVATION: 2pA07

CRYOPROTECTION: 3pGO1

CUCUMBER: 1aB02, 1aB03, 1pA08, 2pC01, 3aD02, 3aD03, 3aD07,
3aD08, 3aG03, 3aG04, 3pG02
CUCUMBER-COTYLEDON: 2pC02
CUCUMBER-MOSAIC-VIRUS: 3aE01
CUCUMIS-SATIVUS: 2pA04
CUCURBITA-MAXIMA-L.: 3aB10

CULTURED-CELL: 1pE13, 2pl02, 3pA08, 3pE01
CULTURED-TOBACCO-CELLS: 1pB07, 1pG02, 1pG04
CURRENT- YEAR-BRANCH: 3aB04

CUSCUTA- JAPONICA: 2pB08

CUT-FLOWER: 2pA08



CYANIDIOSCHYZON-MEROLAE: 3aF04, 3aF05
CYANIDIUM-CALDARIUM: 1aD06, 3aF04, 3aF05

CYANOBACTERIA: 1aC01, 1aC02, 1aD08, 1aD09, 1aG06,
1aG09, 1aG10, 1al06, 1pA17, 1pC16, 1pF02, 1pGO8,
2aA06, 2aA08, 2aD07, 2pD01, 2pD02, 2pD08, 2pE04,
2pB08, 2pE10, 3aA13, 3aC09, 3aD01, 3aF10, 3al07,
3pB05, 3pB06, 3pD05, 3pl06, 3pI07, S1pH1, SlpH2,
S1pH4, S1pH5, S1pH6

CYANOPHAGE: 2pE08

CYANOPHYTE: 2pEO08, 3pD06, 3pD07

CYCHLOHEXIMIDE: 1pRO8

CYCLASE: 3aB09

CYCLIC-ELECTRON-FLOW: 2aC09
CYCLIC-ELECTRON-TRANSFER: 1pGO8

CYCLIN: 1pB04

CYCLOBUTANE-DIMER: 3aC10

CYCLOBUTANE-PYRIMIDINE-DIMER: 3aG03
CYCLOHEXIMIDE: 2pH07

CYCLOPHILIN: 1al01

CYSTEINE-ENDOPEPTIDASE: 2aG04, 2aG05
CYSTEINE-PROTEASE: 2aG02, 2aG03

CYTOCHALISIN-D: 3aF07

CYTOCHROME: 2aC09, 2aR09

CYTOCHROME-B559: 1aC04

CYTOCHROME- B6F-COMPLEX: 2pF06

CYTOCHROME-C: 2aD04, 2pG06

CYTOCHROME-C-550: 1aD06, 2pD01, 2pD02, 2pD03
CYTOCHROME-C-O0XIDASE: 3pD06

CYTOCHROME-C1: 3pB07

CYTOCHROME-P450: 2p109

CYTOKINESIS: 3aF07

CYTOKININ: 1aA01, 2aB04, 2aB05, 3aF06, 3all2
CYTOPLASMIC- INHERITANCE: 3aF05
CYTOPLASMIC-STREAMING: 1pG16, 1pG18, 3pA06, 3pA08, S3aH5
CYTOSINE-DEAMINASE: 1pB16

CYTOSKELETON: 2aG10, 3aC08

1aG08,
2aA05,
2pB06,
3al08,
S1pH3,

(D]

2,4-D: 2pB05

D-GLUCOSONE: 3pF04

DI-PROTEIN: 1pDO01, 1pD02, 1pD03, 1pD04, 1pD0Y, 1pD11,
1pD12, 3pl06

DARK- IMBIBITION: 3al03

DARK-REPAIR: 3aCl1

DARK-TREATMENT: 2al01

DARKNESS: 3aC03

DAUCAS-CAROTA-L.: 1pE09

DCMU: 1pD16
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DEEP-ETCHING: S3aH1

DEFENSE-GENE: 1pF12

DEFENSE-RESPONSE: 3aE05, 3aE08
DEHYDRATION-STRESS: 1aG04
DEHYDROASCORBATE - REDUCTASE: 3pF02, 3pF03
16S-DELTA-DNA: 3alll

DELTA-PS15: 3pG06

DENSE-VESICLE: 2aF11

DEPODDING: 2aG06

DESATURASE: 1pA17

DESERTIFICATION: S2aH2

DEVELOPMENT: 1aF04, 2aG08, 3pHO05
DFR-GENE: 1pB16

DGCC: 1pAl12

DIAMETER-OF-VESICLES: 1pA06
DIAMINE-OXIDASE: 1aF09
1,3-DIAMINOPROPANE: 1aF09

DICHLOBENIL: 1pEl11
2,4-DICHLOROPHENOXY-ACETIC-ACID: 2pC09
DIFFERENTIAL-DISPLAY: 1pF13, 3pH05
DIFFERENTIAL-SCREENING: 1aH03, 1aH10
DIFFERENTIATION: 1aE07, 3aF08
DINOFLAGELLATE: 1aD04
2-DIMENSIONAL-GEL-ELECTROPHORESIS: 3aC05
DIOECIOUS-PLANT: 1aH02
DIRECT-SEQUENCE: 1pD03
DISTRIBUTION-OF- IAA: 3aB04

DIVISION: 2pA06

DMSO-RESPIRATION: 2pE02
DNA-BINDING-PROTEIN: 1aG08, 2pC02, 2pE02, 2pF02, 2pF09,
2pF10, 2pHO1, 3pl05

DNA-DAMAGE: 3aC10, 3aCll, 3aG02, 3aG03
DNA-METHYLATION: 1al08
DNA-REARRANGEMENT: 2aB13, Slpll
DNA-REARRANGEMENT: 2aB12

DNA-TRANSFER: S1pI5

DNAJ: 1aH01

DOMINANT-NEGATIVE-BFFECT: 2pH09

DOPA: 1aB08

DPS-GENE: 1aG08

DROUGHT-RESISTANCE: S2aH2
DROUGHT-STRESS: 1aG05, 2pH06
DRYOPTBRIS: 3aC06

DUCKWEED: 1aAll

DUNALIELLA: 3aA10

DUNALIELLA-SALINA: 3aD10

DWARF: 3aB11

DWARE-PEA: 2pC10

DWARFISM: 2pA09



(E] ESR: 1pA04
ESTER-LINKAGE: 3pE02

BARLY- IONIC-CURRENTS: 3aA02 ETHYLENE: 1pF12, 2pA02, 2pA03, 2pA04, 2pA05, 2pl02, 3aB01,
BARLY-RESPONSE-GENE: 1aG03 3aB02, 3aB03, 3aB06, 3aB07, 3aD13
BAST-ASIAN-COUNTRIES: S2aH3 ETHYLENE -BIOSYNTHESIS: 2pl01

EF-1ALPHA: 3pA01 ETHYLENE-PRODUCTION: 2aC07

BGGPLANT: 3pH05 ETIOLATED-SEEDLINGS: 3pI01
ELECTROGENIC-PUMP: 3aA03 ETIOPLAST: 3pG04

BLBCTRON-DIFFRACTION: 3pB07 EUCALYPTUS: 1pE10

BLECTRON-DONOR: 2pGO06 BUGLENA: 2aC01

BLECTRON-MICROSCOPY: 2pB03 EUGLENA-GRACILIS-Z: 1pG07, 3aGO7
BLECTRON- TRANSFER: 1aC02, 1aC03, 2aD08, 2aD09, 2pG04 EUSTOMA-GRANDIFLORUM: 1pB09

BLECTRON- TRANSFER-PROTEIN: 1aC09 EVOLUTION: 1pG11

ELECTRON-TRANSPORT: 1aD02, 1pD18 EXCITATION-ENERGY- TRANSFER: 2aE13
BLECTRON- TRANSPORT-SYSTEM: 3pD06 EXCITED-STATE-DYNAMICS: 1aD04
ELECTRONIC- ABSORPTION-SPECTRA: 1aD03, 2pB01 EXO0-POLYGALACTURONASE: 1pE08, 1pE09
BLBCTROSTATIC-BONDING: 1pD05 EXPRESSION-SCREENING: 2pH02

BLICITOR: 3aB04, 3aB05, 3aE06, 3aE08 EXTENSIN: 1pE13
ELICITOR-BINDING-PROTEIN: 1pF17 EXTRACELLULAR-PHOSPHATASE: 1aB04
BLICITOR-SIGNAL- TRANSDUCTION: 1pR04 EXTRINSIC-33KDA-PROTEIN: 1pD05, 1pD06
ELONGATION: 1aB04, 3aB07, 3aC01, 3aC02 EXTRINSIC-PROTEINS: 2pD01, 2pD02, 2pD03
EMBRYOGENESIS: 2aB07, 3pH06

BMILIANIA-HUXLEY1: 3pC06 (F]
ENDO-1,4-BETA-GLUCANASE: 1pB01, 1pE02

ENDO- XYLOGLUCAN- TRANSFERASE: 1pE07 F-ACTIN: 3pA06

ENDOGLUCANASE: 1pE04 FAD: 1aC08

ENDOPEPTIDASE: 2aG03 FALLOVER: 1pC13

ENDOPLASMIC-RETICULUM: 3aF01 FAR-RED: 3aC03

ENDOSPERM: 1al04, 2aG09 FAR-RED-LIGHT: 3aC01

ENDOSPERM-CELL: 2aR09 FATTY-ACID: 1pAl12, 1pAl7, S1pH1
ENERGY-METABOLISM: 1aF11, 2aC13 FATTY-ACID-DESATURATION: 1pB15
ENERGY-QUENCHING: 1aD05 FATTY-ACID-HYDROPEROXIDE: 1aB01
ENNZYME- INHIBITION: 2pB07 59-FE: 3aA05

ENODOR: 2pD06 FERN: 1aB05

ENT-KAURENE- SYNTHETASE-A: 3aB09 FERN (PROTHALLIUM) : 3aC07

ENT- KAURENE- SYNTHETASE-B: 3aB10 FERN-GAMETOPHYTE: 3aC06
ENTEROBACTER-CLOACAB: 3aB12 FERREDOXIN: 1aB10, 1aC01, 1aC02, 2aC09, 2al06, 2pG04,
ENVELOPE-MEMBRANES: 1aC09 2pG07

ENVIRONMENTAL-PROBLEMS: S2aH3 FERREDOX IN-NADP-REDUCTASE: 1al05, 2G04, 2pG05
BNZYMB-ASSAY-METHOD: 2pG02, 2pG08 FERREDOX IN-NADP-REDUCTASE (FNR) : 1aC05, 1aC06, 1aC07,
BPI-HYDROXYMUGINBIC-ACID: 3aA05 1aC08

EPICOTYL: 1pB04 FERREDOX IN-QUINONE-REDUCTASE: 2aC09
BPR: 2pD06 FERREDOX IN-THIOREDOX IN- SYSTEM: 1pC06
ER: 2aF08 FERROCHELATASE: 3aD03

ERD: 1aG04 FERROUS- IRON: 1pG03

ERGOSTEROL: 3aC13 FERULIC- AND-DIFERULIC-ACIDS: 1aE03
BSCHERICHIA-COLI: 1pD14, 2pGO7 FFH-GENE: 3aF10

BSEEM: 2pD07 FIBER-CELL: 1aH11

BSOTHERM: 1pC11 PISSION-YBAST: 1pB05, 1pB06
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FLANKING-MARKER: 1pF18 2pH06, 2p101, 2pI03, 2pI04, 3aB08, 3aBl1, 3al01, 3al02,

FLAVIN: 1aC05 3al04, 3pH04, 3pH05, S1pl5
FLAVIN-ENZYME: 1aC08, 3pF01 GBNE-BXPRESSION-REGULATION: 2pHO1
FLAVONOIDS: 2aA12, 2pI08, 3aC10 GENE-MAPPING: 3a107
PLOATING RICE: 2pA02, 2pA03 GENE-NETWORK: 2aB06
FLORAL-ORGAN: 1aA09 GENE-SILENCING: S1pI3
FLOWER-FORMATION: 3aB13 GENE-TRANSFER: 2aA07, 2aB09
FLOWER- INITIATION: 2pB10 GENETIC-BENGINEBRING: 2aC05
FLOWER-OPENING: 2pA08 GENOMB-LIBRARY: 1pF18
FLOWER-VARIEGATION: S1pIl GENOME- PROJECT: 3pB01
FLOWERING: 2aAl2, 2pB08, 2pB09 GENOMIC-CLONB: 1al05
FLP/FRT: 3pB03 GBPHYROCAPSA-OCEANICA: 3pC06

FLUIDITY: 1pAl4 GERMANIUN-COMPOUNDS: 2pA10
FLUORBSCENCE: 1aD01, 1pD11 GERMINATION: 1aA08, 1aF06, 1aF07, 2aG08, 2pl05
FLUORESCENCE-DEPOLARIZATION: 1pA04 GERMINATION (SEED) : 2aG03

FLUORESCENCE- IN-SITU-HYBRIDIZATION: 1aH02 GIBBERELLIC-ACIDS: 2all3
FLUORESCENCE-PARAMETER: 3pD04 GIBBERELLIN: 1aA08, 1aA09, 1aAl0,

FM: 3pD04 1aB02, 1pB07, 2aG03, 2aG05, 2pA09, 2pC04, 3aB06, 3aB07,
FO: 3pD04 3aB08, 3aB09, 3aR12

FORCHLORFENURON: 1aA01 GIBBERELLIN-A3: 3aB05

FORBST-DBCLINE: S2aH1 GLANULE- BOUND- STARCH- SYNTHASE: 2aG09
FORMATION-OF-LAMELLAE: 1pA13 GLIOTOXIN: 2pC03

FOURIER- TRANSFORM- INFRARED: 2pD04 GLOMBRUROCYTE: 3pBO7

FRANKIA: 3aB13 (1-3,1-4) -GLUCAN: 1pE03, 3pE06
FREEZING- TOLBRANCB: 3aG09, 3pG03 GLUCANASE: 1pB03, 1pB06
FRUCTOSE- 1,6-BISPHOSPHATASE: 1pC08 GLUCANASE-ANTIBODIES: 1pB05
FRUIT-DBVELOPMENT: 1pA07 GLUTAMATE-DECARBOXYLASE: 1aR04

FT-1R: 1pD11, 1pD15, 1pD16 GLUTAMATE-DEHYDROGENASE: 1aF02
FUMIGATION-WITH-NO2: 1aG02 GLUTAMINE-SYNTHETASE: 1aF02, 1aF03, 1aG02, 2al03, 2pE07,
FUNCTION: 2pG01 S1pH4

FUNCTIONAL-EXPRESSION: 3aD03 GLUTAMINB- SYNTHETASE-2: 3pD01
FUSION-PROTEIN: 1pC09, 1pD14 GLUTAMYL - TRNA-REDUCTASE: 3aD07

GLUTAREDOXIN: 1al04
[G] GLUTATHIONE: 2pC08
GLUTATHIONE-REDUCTASE: 2aC05, 2aC06

G-PROTEIN: 1al02 GLUTATHIONE-S- TRANSFERASE: 1pGO1, 2pC08
G1-ARREST: 1pB05 GLYCBRINATED-HOLLOW-CYLINDER: 1aB09
GAl: 1aHO7 GLYCINB-BETAINE: 1pG10, 1pG11
GABA-SHUNT: 1aR04 GLYCINE-RICH-PROTEIN: 1aH03
L-GALACTONOLACTONE- DBHYDROGENASE: 3pR01 GLYCOLATE-PATHWAY: 3aF12
GALACTOSE-RICH-BASIC-GLYCOPROTEIN (GBGP) : 1pB13 GLYCOPROTEIN: 1pE13
GALACTOSYLTRANSFERASE: 1pA09 GLYOXYSOME: 2aF12, 2p105

GAMMA- CAROTENE: 2aE12 GOLGI-APPARATUS: 1pF15, 2pB03, 3aF08
GENB: 1pF02, 3pH07, S1pH5, S1pH6 GRAFT: 2pB09
GENE-CLONING: 2aA07 GRAVITROPISM: 2aA01, 2aB10
GENE-DISRUPTION: 1aGO06 GREEN-ALGA: 1aF02, 1al07, 2pF04, 3aA08
GENE-BXPRESSION: 1aB02, 1aG04, 1aG05, 1aH04, 1aH09, 1pB0Z, GREEN-FILAMENTOUS-BACTERIA: 2aE13

1pB03, 1pB15, 1pC05, 1pBO7, 1pF13, 1pGO1, 2aA08, 2aAl3, GREEN-NON-SULFUR-BACTERIA: 2aB12
2aB02, 2al01, 2al03, 2al05, 2al08, 2alll, 2pB06, 2pGO7, GREEN-SULFUR-BACTERIA: 2aD04

GREENING: 1pAl6, 2pC01, 2pC02, 3plO01
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GROUP-I-INTRON: 3al07

GROWTH: 1aB08, 3aG01, 3aG08, 3pG05
GROWTH- INHIBITION: 1aB05, 2aA02, 3aG04
GROWTH-OF-A-AXILLARY-BUD: 2aB01
GROWTH-PROMOTING-ACTIVITY: 2pC07
GROWTH-RATE: 1aB06
GROWTH-REGULATION: S3aH2
GTP-BINDING-PROTEIN: 1pF04
GUARD-CELL: 1pF10, 1pG09
GUARD-CELL-PROTOPLASTS: 3aAll, 3aAl2
GUS: 1pB13

GUS-FUSION-GENE: 2al04

GUS-GENE: 3aB07, 3pH02, 3pHO3

[H]

H+-ATPASE: 1pA01, 1pA02, 3pG02
-PUMP: 1aF11, 1pA04, 1pA06
+-PUMP-CONDUCTANCE: 3aA02
+-PYROPHOSPHATASE: 1pA01, 1pA07
H+-TRANSPORT: 1aD02

H-PROTEIN: 1pD08
H202-RESISTANCE: 1pC06, 1pCO7, 1pC08
HAPTOPHYCEAE: 1pA12

HBA1: 2all0

HEAT-SHOCK: 1aH01, 2pH05
HEAT-SHOCK-PROMOTER: 3pB03

HBAT- SHOCK-PROTEIN: 1aG06, 1aG07, 2aA05, 3aF11
HEAT-SHOCK-RESPONSE: 1aG06

HEAT- TOLERANCE: 3pD05

HEAT- TREATMENT: 1aE09, 2aD03
HEME: 3pB06
HEME-C-BINDING-PROTEIN: 2pE02
HEMICELLULOSE: 1aB02
HERBICIDAL-ACTIVITY: 1aB07
HERBICIDE: 1pD12

HETEROSIGMA- AKASHIWO: 2aF01, 3aA07
HEXOSE-TRANSPORTER: 1pC04
HIGH-CELL-DENSITY: 2pC06
HIGH-C02: 3pCO1, 3pC04

HIGH- INTENSITY-LIGHT: 2pB04
HIGH-LIGHT: 3pD02

HIGH- TEMPERATURE-STRESS: 3pD04
HIS-BIOSYNTHESIS: 1aB07
HISTIDINE: 2pD07
HISTIDINE-TAGGED: 3aF11

HISTONE: 2aR01

HISTONE-GENE: 1pB01

HOMBOBOX: 1aH06, 2aB03

C-O- - -
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HOMEOBOX-GENE: 1aH07

HOMOLOGY-SEARCH: 1aF03
HORMONAL - RESPONSE:  3pH03

HOST-FACTOR: 3aB01

HPLC: 1aD03

HPT: 1pB10

HSP-PROMOTER: 2pH05

HUMAN-SRY-RELATED- SEQUENCES: 1aH01
HYBRID-ASPEN: 2aC06

HYDRATION- INDUCED-CA2+-RELEASE: 1pG17, 1pG18
HYDRATION-OF-CYTOPLASM: 1pG17, 1pG18
HYDRAULIC-CONDUCTANCE: 2aA04
HYDROGEN-PEROXIDE: 2aC01, 2aC02, 2aC12
HYDROTROPISM: 2aA03
(1-HYDROXYETHYL IDENE) BISPHOSOPHONIC- ACID: 3pC06
HYDROXYPYRUVATE- REDUCTASE: 3aF12
HYPERGRAVITY: 2pB01
HYPHAL-GROWTH-PROCESS: 1aA10
HYPOCOTYLE: 1aB06

HYPOOSMOTIC-SHOCK: 1pF09

HYPOXIA: 2aC10, 2aCl1, 2aCl13, 2pA03

(1]

1AA: 1aB01, 3aB12

ICTA-GENE: 3al07
IMIDAZOLE-GLYCEROLPHOSPHATE - DEHYDRATASE: 1aB07
IMMATURE - SEED: 1aB06, 3aB10
IMMUNO-HISTOCHEMICAL- STAINING: 1aA04
IMMUNOBLOTTING: 1aF01

IMMUNOCYTOCHEMISTRY: 1pE15
IMMUNOGOLD-LABELING: 2aC08
IMMUNOHISTOCHEMISTRY: 1pE09
IMMUNOSTAINING: 1aH11
IMPORT-OF-GLYCOPROTEINS: 2pC04
IN-SITU-HYBRIDIZATION: 1aH03, 1aHl1, 3aF09
IN-VITRO-CAPPING: 3alll
IN-VITRO-MOTILITY-ASSAY: 3pA06

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

INCOMPLETE- DOMINANCE: 2aB13
INCREASE- IN-GROWTH: 1aA05
INDOLE-3-ACETALDEHYDE: 1aA02, 3aB11

INDOLE-3-ACETIC-ACID: 1aA02, 1aA04, 1aA07, 3aBll, 3aBl2

INDOLE-PYRUVATE- DECARBOXYLASE: 3aB12
INHIBITION-OF-BENDING: 3aB05
INHIBITORS: 1aB07, 2pC04, 3aA06
INHIBITORY-FACTOR: 2pC06
INORGANIC-CARBON: 1pC02
INORGANIC-COMPOUND: 2pC07



INORGANIC-PHOSPHATE: 1pC10

INOSITOL-PHOSPHOLIPID-SPECIFIC-PHOSPHOLIPASE-C: 1pF04

INTBGRAL - MEMBRANE-PROTBIN: 2aF10

INTERACTION-OF-CP43-WITH-THE-33KDA-PROTEIN: 1pD06

INTERFACE: 1aB03

INTERNODAL - ELONGATION: 2pA02, 2pA03
INTERPOSON-MUTAGENESIS: 2aB03
INTRACELLULAR-LOCALIZATION: 1aF02, 1pE15
INTRACELLULAR-PH: 2aC13
INTRINSIC-PROTEIN: 1pD05

INTRON: 1al07, 2pF03

10N-CHANNEL: 3aA09

I0N-FLUX: 3aB05

IRON-NUTRITION: 3aA05
IRON-SULFUR-CENTER: 2aD04, 2aD09
ISOFORM: 1pFR05
ISOLATED-MESOPHYLL-CELLS: 2pF05
ISOLATED-ZINNIA-MBSOPHYLL-CELL: 1aB07
ISOTHERMAL- TITRATION-CALORIMETER: 1pC11
ISOZYME: 1aB02

[J]

JAPANESE - ELDERBERVY-BARK-LECTIN: 2aG11
JAPANESE-MORNING-GLORY: 2aB12, Slpll
JASMONIC-ACID: 2pC05, 3pA02
JERUSALEM-ARTICHOKE: 1pA01
JBRUSALEM-ARTICHOKE- TUBER: 1pA02
JUNCTION-RBGION: 1pBO07

(K]

K+: 3aA09

K+-CHANNEL: 3aA02
5-KETO-D-GLUCONIC-ACID-METABOLISM: 3pF05
KINETICS: 2pGO01

KORBA: S2aH1

[L]

L-PROTEIN: 1pD07, 1pD14, 1pD15
LAMBDA-PHAGE: 3pB02
LAMPROTHAMNIUM: 3aA10
LARGE-FORM-OF-FNR: 1aC08
LARGE-SUBUNIT: 1al07
LARIX-KAEMPFERI: 2pFO1

LATEX: 3pBO1

LEAR: 1aF10

LEAF-DBVELOPMENT: 1pB11
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LEAF-MORPHOGENESIS: 2aB06
LEAF-PEROXISOME: 2aF12
LEAF-PROTBIN: 2aG07
LEAF-SENESCENCE: 3aD11

LECTIN: 3aB04, 3pH07, 3pHO8
LEGINSULIN: 1pE15
LEMNA-NINOR-L.: 3pF04
LEPIDIMOIDE: 2pC07

LETTUCE: 3pG05

LHC-11: 3aD10

LIGHT: 2p106, 3pG05
LIGHT-ACCLIMATION: 2aD05, 3pD07
LIGHT-ACTIVATION-BINDING-ATP: 1pC17

LIGHT-DEPENDENT- PROTOCHLOROPHYLL IDE-REDUCTASE: 3aD01
LIGHT-HARVESTING- CHLOROPHYLL -A/B-PROTEIN- COMPLEX: 3aD10

LIGHT-HARVESTING-PIGMENT: 2aB11

LIGHT- INDUCED-GENE-EXPRESSION: 3pl04
LIGHT- INDUCIBILITY: 1pAl6
LIGHT-REGULATION: 1aG08, 1pB13
LIGHT-RESPONSIVE-GENE-EXPRESSION: 3p103
LIGHT-RESPONSIVE-GENES: 3pl01
LIGHT-RESPONSIVE-PROMOTER: 3pI04, 3pI05
LIGHT-SIGNAL-TRANSDUCTION: 3aC04
LIGNIFICATION: 1aB07

LIGNIN: 1pE12, 1pGOS
LILIUM-LONGIFLORUM: 2pA10

LILY: 3pA07
LINEAR-DENSITY-GRADIENT-CENTRIFUGATION: 1aC10
LINKER-PROTEIN: 2pE05

LINOLEIC-ACID: 1pF05

LIPID: SipH1

LIPID-PEROXIDATION: 1pG03, 1pG04
LIPOXYGENASE: 1aB01, 1aB02, 1aB03, 1pF05
LIQUID-HELIUM-RAPID-FREEZING: 1pB15
LONG-DAY-FLOWERING: 2pB07
LONG-HYPOCOTYL-MUTANT: 1aE06
LOOP-E-OF-CP43: 1pD06
LOOSELY-BOUND-FNR: 1aC06
LOTUS-JAPONICUS: 3aE12

LOW-PH: 3pG05

LOW-PH-TREATMENT: 2pD05
LOW-TEMPERATURE: 1aD01, 2alll
LOW-TEMPERATURE - INDUCED-GENE: 1aG09
LSI1: 2all0

LSI12: 2al10

LUCIFERASE: 2aA08, 3pB05

LYSINE: 1aPR05, 1pD05

LYSOGENIC-VIRUS: 2pE08
LYSOLECITHIN-ACYLTRANSFERASE: 1pA08



[M]

MAGNESIUM- CHELATASE: 2pC02

MAIZE: 1aA06, 1aA07, 1aB05, 1pB03, 1pG15, 2pA09, 2pG07,
3pB03

MAIZE (ZEA-MAYS) : 1aA02, 1aA05, 1aC02, 2aA02, 2aG01, 2pH08,
3all12, 3pl02

MAIZE-COLEOPTILE: 1pEO05

MALATE: 1pG09

MALATE-CHANNEL: 3pC03

MALE-FLOWER-SPECIFIC-BXPRESSION: 1aH01

MALIC-ENZYME: 3pC03

MALONDIALDEHYDE: 1pG03

MANGANESE: 2pD09

MAP-KINASE: 1pF08

MARCHANTIA-POLYMORPHA: 1pB10, 2pA06

MARINE-ALGA: 3aA07

MARINE-ALGAE: 1pA12

MASTOPARAN: 1pF04

MATRIX-ASSOCIATION-REGION(MAR) : 3aF03 #

MCHH-GENE: 3aD05

MCHI-GENE: 3aD05

MECHANICAL-PROPERTIES: 1aB06

MECHANICAL-PROPERTIES-OF-CELL-WALL:

MELON-FRUITS: 3aB02, 3aB03

MEMBRANE - BOUND-CALCIUM: 3aA08

MEMBRANE - DIFFERENTIATION: 1pAl3

MEMBRANE-DIRECTION: 1pA06

MEMBRANE-FLUIDITY: 1pA04

MEMBRANE-POTENTIAL: 3aA01, 3aA04

MEMBRANE-PROTEIN: 1aD10, 1pAl0, 2aF12

MEMBRANE - PROTON-PUMP: 3aA04

MEMBRANE - SPANNING-DOMAIN-TRAPPING: 1pA10

MESEMBRYANTHEMUM-CRYSTALLINUM: 3pC02

MESOCOTYL: 1aA05

MESOPHYLL-CELLS: 3pC02, S3aH5

METABOLISM: 1aF08

6-METHOXY-2-BENZOXAZOLINONE: 1aA06

METHYL-BETA-D-GLUCOSIDE: 2pA08

3-MBTHYLCROTONYL - COA- CARBOXYLASE: 2pC02

METHYL- JASMONATE: 1pF13, 2aG06

MG-CHELATASE: 3aD05

MG-DECHLATING-SUBSTANCE: 3aD04

MICRO-TUBLE: 3aF07

MICROBEAM- IRRADIATION: 3aC07

MICROBODY: 2aF13, 3aF05, 3aF12

MICROBODY-TRANSITION: 2aF12

MICROINJECTION: 1pF16

1aE09
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MICROTUBULES: 3aC08, 3pA02, 3pE07

MILLET: 1aF09

MITOCHONDRIA: 1pCO5, 3aF11, 3aGl0, Slpl4

MITOCHONDRIA-DIVIDING-RING: 3aF05

MITOCHONDRIAL-GENOME: S1pI5
MITOCHONDRION: 2aC10

MN-CLUSTER: 1aC04

MN-STABILIZING-PROTEIN: 2pD08
MOLECULAR-EVOLUTION: 1aF03

MONENSIN: 3aB05

MONOCLONAL-ANTIBODIES: 1pF05, 2aC01, 2aC02, 3aG03, 3al03

MONOCOTS: 3pE03

MONOECIOUS-PLANTS: 2pA04
MONOGALACTOSYLDIACYLGLYCEROL: 1pA09

MONOOXYGENASE: 2pI109

MORNING-GLORY: 2aB13

MORPHOGENESIS: 2pB01

MORPHOLOGICAL- CHANGE: 2aB03
MORTOR-PROTEIN: 3pA06

MOSO0-BAMB0O: 1pE14

MRNA: 3al05
MRNA-DIFFERENTIAL-DISPLAY-SYSTEM: 2aB01
MRNA-IN-SITU-HYBRIDIZATION: 1pE09
MUGINEIC-ACID-FAMILY: 3aA05
MULTIPLE-GENE-FAMILY: 2pG03, 2pl01
MULTIPLICATION: 3aB01

MUNG-BEAN: 1pA06, 2aF08, 3pG02
MUTABLE-ALLELE: 2aB12, 2aB13, Slpll
MUTANT: 2aA01, 2aA03, 2aA07, 2aAl13, 2aB06, 2aB07, 2aBll,
2al04, 3aC04, 3aB01, 3aB09, 3al01, 3al02
MUTATION: 2aB01

MYCOSPHAERELLA-PINODES: 3aB05, 3aB06
MYELINE-BASIC-PROTEIN: 1pF08

MYOSIN: 3pA08

[N]

N-ACETYLCHITO-OLIGOSACCHARIDE: 1pF17
N-AVAILABILITY: 3all2
N-BUTYL-GALLATE: 2pB06
N-TERMINAL-AMINO-ACID-SEQUENCE: 1aC06, 1aC10, 3pG07
N-TERMINAL-STRUCTURE: 1aC07
NA+/H+ANTIPORTER: 1pG12, 1pG13, 1pGl4
NA+-ATPASE: 3aA07

NA+-PUMP: 1aF11

NA+-TRANSPORT: 3aA07

NACL-STRESS: 1aH01

NADH: 1pGO8

NADH-DEHYDROGENASE: S1pH5



NADH-DEPENDENT- GLUTAMATE-SYNTHASE: 1aF01
NADH-DIAPHORASE: 1aC08
NADP-GLYCERALDEHYDE - 3- PHOSPHATE - DEHYDROGENASE: 1pC07
NADPH: 1aC05

NADPH-PROTOCHLOROPHYLL IDE-0X1D0-REDUCTASE: 3aD02
NEAR-UV: 3aC09

NEGATIVE-SELECTION: 1pB16
NEM-SENSITIVE-FUSION-PROTEIN (NSF) : 3aF13
NEUROSPORA: 2aA10, 2aAll

NBUROSPORA-CRASSA: 1aA10, 1aF05, 2aA09
NEUTRAL-LIPID: 1aB03

NICOTIANA-TABACUM: 1pG03
NICOTIANA-TABACUNM-L.: 2pC09
NICOTINE-BIOSYNTHESIS: 2pC05

NIR-A: 1al06

NITELLA: 1pG17

NITRATE-ASSIMILATION: 1aGO1, S1pH3
NITRATE-ASSIMILATION-PATHWAY: 1al05
NITRATE- INDUCTION: 2al06

NITRATE-REDUCTASE: 1aPR02, 1aG01, 1aG10, 2pG06, S1pH3
NITRATE- TRANSPORT-SYSTEM: 3aA13
NITRATE-TRANSPORTER: 3al13, S1pH3

NITRITE: 2pGO5

NITRITE-REDUCTASE: 1aGO01, 1aG10, 1al06, S1pH3
NITROBACTER: 1aC05

NITROGEN: 1aF01, 1aG10, 2pE06, 3aG08, 3pD03
NITROGEN-FIXATION: 2aB03, 3aE09, 3aE13
NITROGEN-METABOLISM: 1aF02, 2pE07
NITROGEN-MBTABOLITE-REPRESSION: 2al03
NMR-13C: 2aC13

NMR-31P: 2aC13

15N-NMR- SPECTROSCOPY: 2aE08

NMR-SPECTRA: 2pE01

NO2-ASSIMILATION: 2al07

NO2-FUMIGATION: 1aG03

NO2-PHILIC-PLANT: 1aG01, 1aG03

NOD-GENES: 3aB10, 3aEll

NOD-METABOLITE: 3aE10

NODULATION: 3aE12

NODULE: 3aE09

NON-HEME- IRON: 1pD13
NON-PHOTOCHEMICAL - QUENCHING: 1aD05
NONPHOTOSYNTHETIC-TISSUE: 1al05
NORBORNADIENE: 2pA05

NORTHERN-ANALYSIS: 1aG02, 1aG03
NORTHERN-BLOT-ANALYSIS: 1aG01
NORTHERN-HYBRIDIZATION: 1pE02

NPTII-ASSAY: 1pB08

NTH15: 1aH07

NUCLEAR-HALO: 3aF03
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NUCLEAR-MATRIX: 3aF03

NUCLEAR-PROTEIN: 3al09

NUCLEOID: 2pF09, 2pF10
NUCLEOSIDE-DIPHOSPHATE-KINASE: 3aC05, 3pGO7
NUCLBOTIDE-SEQUENCE: 1al07, 1pB07, 2aG05
NUCLEUS: 3aF03

NUTRIENT-ABSORPTION: 3aA05

NVCLEI: 2aF01

(0]

180- INCORPORATION: 3pF05

02H-SYMMETRY: 2aE08

0AT: 2al13

OMEGA-3-DESATURASE: 1pB13
OMBGA-3-FATTY-ACID-DESATURASE: 1pAl5, 1pAl6, 1pB14
ONTOGENETICS: 2aB06

OPEN-READING-FRAME: 2pF06

ORGANELLA: 2aF04

ORGANELLA-PARTITIONING: 3aF07

ORGANOGENESIS: 2aB08, 2aB09
ORNITHINE-DECARBOXYLASE: 2pC05

ORYZA: 2pA02, 2pA03

ORYZA-SATIVA: 2aG04, 2aG05, 2pH07, 3aB06, 3aB09
OSMOTIC-POTENTIAL: 1aB05

OSMOTIC-STESS: 1pGO09

OSMOTIN-LIKE-PROTEIN: 2aG13

OVER-EXPRESSION: 1pB14, 1pD14, 2pGO01
OVER-REDUCTION: 3aD09

OXALIC-ACID-FORMATION: 3pF04

OXIDATIVE-STRESS: 3aC09

OXYGEN: 1aF06, 2pA02, 2pA03

OXYGEN-BVOLUTION: 2pDO01, 2pD02, 2pD03, 2pD04, 2pD09
OXYGEN-EVOLVING-COMPLEX: 1pG10, 2pD05
OXYGEN-BVOLVING-PSTI-COMPLEX: 1aD06
OXYGEN-EVOLVING-SYSTEM: 1aC04

[P]

P-HIS: 3pGO7

P-SER: 3pGO7

P700: 2aD02, 2aD03

PAL: 2p107

PANICUM-MILIACEBUM: 1pC05

PAPAVERINE: 2pB07

PARAMUTATION: S1pI3

PARAMYLON: 1pGO7

PARAQUAT: 2aC04

PARTICLE-BOMBARDMENT: 1pB07, 1pBO8, 1pB09, 1pB12



PARTICLE-GUN: 1pB10, 2al07 PHOTODAMAGE: 3pD01, 3p103

PASSIVE-PERMEABILITY: 3aA04 PHOTOINDUCTION: 3al04
PATATIN: 1pF03 PHOTOINHIBITION: 1pDO0S, 1pD11, 1pD12, 1pD13, 1pD16, 2aD05,
PCR: 3pH05 3pD01
PCR-CLONING: 1aF03 PHOTOINHIBITION-OF-PHOTOSYNTHESIS: 1aD01
PEA: 1pA03, 2aA04, 2pF02, 3aB08, 3aB04, 3aB07, 3aE08, PHOTOMORPHOGENESIS: 3aC02, 3aC04

3aB09 PHOTOOXIDATION: 3aG10
PEA (P1SUM-SATIVUM-C.V.ALASKA) : 2pB02 PHOTOOXIDATIVE-STRESS: 2aC06
PEA(PISUM-SATIVUM-L.) : 2aA03, 2pB03 PHOTOPERIOD: 2aAl2
PEAR: 1pA07 PHOTOPERIODISM: 2pB08
PECTIN: 1aB02, 1pB08, 3pBO1, 3pB02, 3pE05, S3aH3 (6-4) -PHOTOPRODUCT: 3aG03, 3aC10
PECTIN-DEGRADING-ENZYME: 1pE09 PHOTORBACTION: 3aC13
PELARGONIUM: 3pF05 PHOTOREACTIVATION: 1aC04
PEP-CARBOXYLASE: 1pG15 PHOTOREGULATION: 3aC13
PERIPLASM: 2pE03 PHOTOREPAIR: 3aG02
PERIPLASMA: 3aB10 PHOTORESPIRATION: 3aF12, 3aG10, 3pC01, 3pDO1
PEROXIDASE: 1pE12, 1pG02, 2pA09, 2pG01 PHOTOSENSITIVE-MUTANT: 3pB06
PEROXISOME: 2p105, 3aF12, 3aG10 PHOTOSYNTHBSIS: 1aD02, 1aD04, 1pC02, 1pC16, 1pC17, 1pD0Y,
PETAL-GROWTH: 1aA09 1pD17, 1pG10, 1pGI11, 2aD02, 2aD05, 2aD06, 2aD08, 2aD09,
PETUNIA-HYBRIDA: 1aH03 2aB09, 2aB10, 2pD09, 2pB06, 3aGO7, 3pC04, 3pC06, 3pD0Z,
PH: 1pA06, 1pC10, 3aA08, 3pC05 3pD04, 3pD05, 3pD07, 3pI01
PH-DEPENDENCE: 2pD06 PHOTOSYNTHETIC-BACTERIA: 2aB11, 2pE03, 2pH01, 3pB07
PHARBITIS-NIL: 2aA12, 2pB06, 2pB07 PHOTOSYNTHETIC- CARBON-REDUCTION: 1pC06, 1pC16
PHASEOLUS: 3aA01 PHOTOSYNTHETIC-GENE: 1al08
PHASBOLUS-VULGARIS: 2aG06, 2aG07 PHOTOSYNTHETIC-PIGMENTS: 2aE01
PHASEOLUS-VULGARIS-L.: 3pF05 PHOTOSYSTEM: 1pF11, 2pD09, 3aD11
PHENYLALANINE-AMMONIA-LYASE: 1aB03, 2pI06, 3aB07 PHOTOSYSTEM-1: 1aC03, 1aD08, 1pGO8, 2aC09, 2aD02, 2aD04,
PHEOPHORBIDE: 3aD04, 3aD06 2aD05, 2aD06, 2aD07, 2aD08, 2aD09, 3al05, 3pD06, S1pH6
PHLOEM-EXUDATE: 2aA12 PHOTOSYSTEM-11: 1aC04, 1aD03, 1aD07, 1aD08, 1aD10, 1pDO1
PHORMIDIUM-PERSICINUM: 2pEO08 1pD07, 1pD08, 1pD0Y, 1pD10, 1pD11, 1pD12, 1pD13, 1pD15,
PHOSPHATE-DEPLETION: 1aB04, 3aA06 1pD17, 1pD18, 2pD01, 2pD02, 2pD03, 2pD04, 2pD05, 2pD07,
PHOSPHATE-STARVATION: 1pG02, 1pG04 2pD08, 3pB06, 3pI06, S1pH6
PHOSPHATE-UPTAKE: 3aA06 PHOTOSYSTEM-I1- INHIBITOR: 1pD12
PHOSPHATIDIC-ACID: 1pA09 PHOTOTROPISM: 2aB11, 3pG06
PHOSPHATIDYLINOSITOL: 1pF15 PHYCOBILISOME: 2pE05
PHOSPHATIDYLINOSITOL-3-PHOSPHATE: 1pF15 PHYCOCYANIN: 2pB05
PHOSPHATIDYLINOSITOL-4-PHOSPHATE: 1pF15 PHYSTOLOGICAL-FACTORS: 3pG03
PHOSPHOD IESTERASE: 2pB07 PHYTOALEXIN: 3aB02, 3aB03, 3aB04
PHOSPHOENOLPYRUVATE- CARBOXYLASE: 3aE09 PHYTOALEXIN-ELICITOR: 1pF17
6-PHOSPHOGLUCONATE: 1pC11, 1pC17 PHYTOCHROME: 2aA01, 3aC01, 3aC02, 3aC04, 3aC05, 3aC06,
3-PHOSPHOGLYCERATE: 1pC12, 1pC16 3aC07, 3aC12, 3al03, 3al04
PHOSPHOGLYCOLATE: 1pC12 PHYTOL: 3aD09
PHOSPHOL IPASE-A2: 1pF03 PHYTOLACCA-AMBRICANA: 1aB09
PHOSPHOLIPID-COMPOSITION: 1pA13 P1-3-KINAE: 1pF15
PHOSPHOPROTEIN: 3pH06 PISUM-SATIVUM: 1aB02, 3aB08, 3aB05, 3aE06
PHOSPHORIBOKINASE: 1pC14 PLANT: 1pF08, 2pH04, S2aH4
PHOSPHORIBULOKINASE: 1pC14, 1pC17 PLANT-DAMAGE: S2aH3
PHOSPHORUS: 3pD03 PLANT-HORMONES: 1aAll, 2aB03, 2aG03, 3aB13
PHOSPHORYLATION: 3aC05, 3pG06 PLANT-TOXIC-PROTEIN: 2aG11
PHOTO- TOLERANT-MUTANT: 1pD02, 1pD03 PLASMA-MEMBRANE: 1pA02, 1pA03, 1pA05, 3aG09, 3pA03, 3pA04
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PLASMA-MEMBRANE-OF-E.COLI: 1pAl3
PLASMODESMATA: 1pF16

PLASTID: 1pAl6, 2aC10
PLASTID-DIVIDING-RING: 3aF05
PLASTID-GENOME: 3aF04
PLASTID-PROMOTERS: 3alll
PLASTID-SPECIFIC: 1aB10

PLASTOCYANIN: 1aC03

PLASTOQUINONE: 1pD13, 1pD17, 1pD18
PLECTONEMA-BORYANUM: 1aC02, 1al06, 2pE09, 2pE10
POD-STORAGE-PROTEIN: 2aG06
POLARIZED-GROWTH: 2aB14

POLLEN: 1pF14, 3pH06

POLLEN-GROWTH: 1aA09

POLLEN-TUBE: 3pA07, 3pA08

POLYAMINE: 10A03
POLYAMINE-BIOSYNTHESIS: 2pC05
POLYAMINE-OXIDASE: 1aF09
POLYMORPHISMS: 1al09

POLYPLOIDY: 2aG09

POLYSACCHARIDE: 3pE03, 3pE04
POLYSACCHARIDE-SYNTHESIS: 3pA03
POLYSOME: 2aG10

POPULUS-ALBA-L.: 3pE04

PORPHYRINE: 3pB06

POSITIONAL-CLONING: 1pF18
POSITIVE-CHARGE: 1pD05
POST-TRANSCRIPTIONAL-MODIFICATION: S1pl4
POST-TRANSCRIPTIONAL-REGULATION: 3al09
POSTTRANSLATIONAL-CONTROL: 3pD07
POTASSIUM-CHANNEL: 3aA03

POTATO: 3pA02
POTATO-SUSPENSION-CELL-CULTURES: 1pF04
POTATO-TUBERS: 1pF03, 1pF05

PPDK: 1pC03

PR-5: 2pl102

PR-PROTEIN: 2aG13
PRIMARY-ACCEPTOR-QUINONE: 2pD07
PRIMARY-RESPONSE: 2pC05

PRIMARY-ROOT: 2aA02

PRIMARY-STRUCTURE: 2aE10
PRIMERY-STRUCTURE: 2aB09
PRIMORDIUM-FORMATION: 2pB10
PROCESSING-PROTEASE: 1pD01
PROHEXADIONE: 3aB06

PROLAMIN: 1al04

PROLINE: 1aG04

PROMOTER: 1al04, 1al05, 1pB03, 1pB13, 2pl02, 3pH03, 3pl06
PROMOTER-BINDING-PROTEIN: 2pH02
PROMOTER- TRAP: 2aA08
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PROMOTIVE-SUBSTANCE: 2pC01

PROPYZAMIDE: 2pC09

PROTEASE: 2aG01, 2aG02, 2aG04, 2aG05, 2aG07
PROTEASE- INHIBITOR: 2aGO01

33-KDA-PROTEIN: 2pD02

PROTEIN-BODY: 2aF09, 2aF10
PROTEIN-DEGRADATION: 1pD09, 1pD12, 2aF13
PROTEIN-ENGINEERING: 2aD06

PROTEIN-KINASE: 1pF08, 1pF09, 1pF10, 1pG15, 2pC09
PROTEBIN-LOCALIZATION: 3aF10

PROTEIN- PHOSPHORYLATION: 1aA05, 1aB05, 1pF11, 1pG15, 3al06
PROTEIN-SORTING: 2aF09

PROTEIN-STRUCTURE: 2pD08

PROTEIN- TRANSLOCATION: 2pF07
PROTEIN-TRANSPORT: 2pF07, 2pF08, 3aF10
PROTEIN- TRASLOCATION: 2pF08

PROTEINASE- INHIBITOR: 1aH03
PROTEINASE-TREATMENT: 1aE09
PROTEOLIPOSOME: 1pA05, 1pG14
PROTOCHLOROPHYLLIDE: 2pE09
PROTOCHLOROPHYLL IDE-REDUCTION: 2pE10
PROTON-PUMP: 1pAO1, 1pA02, 1pG12, 1pG13, 3aAll, 3aAl2
PROTONEMA: 2pB01

PROTOPLAST: 1aA03, 2pA06

PROTOPLASTS: 1pB02

PRUNUS-PERSICA: 3aB05

PRUNUS-SPACHIANA: 3aB04, 3aB05

PS-1: 1pAll

PS-1-PARTICLES: 1aC07
PS-1-REACTION-CENTER: 2aD03
PS-1-SYNTHESIS: 3pD07

PS-11: 1pAl1, 1pD04, 1pD16, 3pI03
PS-11-ALPHA: 3aD11

PS-11-REACTION-CENTER: 2aD03

PS15: 3pG06

PSA-B: 2aD06

PSA-F-SUBUNIT: 1aC03

PSAA/B-POLYPEPTIDES: 3pD07

PSB-A-GENE: 3pI06

PSB-C: 3pl03

PSB-D: 3pI03

PSB-D/C-GENE-CLUSTER: 3p104, 3pI05
PSB-GENE: 1aD08

PSBA-PROMOTER: 2pH02
PSYCHROTROPHIC-BACTERIA: 1aF11

PUF-OPERON: 2aB02

PULSED-EPR: 2pD05

PULVINUS: 3aA01

PUMPKIN: 2aF10, 2aFf11, 2aF12, 2pl04, 2pl05
PURIFICATION-OF-PS15: 3pG07



PURINE-ALKALOID: 1aF08
PURINE-NUCLEOTIDE: 1aF08
PURPLE-PHOTOSYNTHETIC-BACTERIA: 2aB09
PYRICULARIA-ORYZAE: 3aB02, 3aE03
PYRIDYLUREA: 1aA01

PYRIMIDINE-DIMER: 3aCl11, 3aG02
PYROPHEOPHORBIDE: 3aD06
PYRUVATE-UPTAKE: 3pC02

(Q]

Q-CYCLE: 1aD02

QA: 1pD15, 1pD16

QA-ACTIVITY: 1pD08

QA-SITE: 1pD10

QB-SITE: 1pD17, 1pD18
QUANTUM-YIELD: 2aR04
QUIBSCENT-CENTRE: 3aF09
QUINONE: 2aD08, 2aD09

QUINONE- EXCHANGE: 1pD15, 1pD16
QUINONE-IRON: 2pD07

(R]

RACE (RAPID-AMPLIFICATION-OF-CDNA-END) : 1aA03
RADISH: 2al03

RAMAN- SPECTROSCOPY: 2aB05, 2aB06
RAPID-FREEZE-AND-SUBSTITUTION: 2aC08
RAPID-FREBZING: S3aH1

RBCS: 3al01, 3al02

RDNA: 3all0

REACTION-CENTBR: 1aD03, 1pD17, 2aD02, 2aD04, 2aD08, 2aD09,
2aB09, 2aE10

REACTION-W00D: 1pE10

RECEPTOR: 1aA01, 1pF17

RECEPTOR-KINASE: 1pF07
RECONSTITUTED-H+-ATPASE: 1pA04
RECONSTITUTION: 1pD08, 1pD14, 1pD15
RBD-ALGA: 1aD06, 1pC02
RED-LIGHT- SIGNAL - STORAGE (NON-PFR) : 3aC12
RED-PIGMENT: 3aD12

REDOX: 1pF11

REDOX-POTENTIAL: 1aC09

REFOLDING: 2pB03

REGENERATION: 2aB04

REGION-A-SEQUENCE: 2al09

REGULATION: 1aF05

RBGURATERY-SITE: 1pC11

REJUVANATION: 1aAll
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REPETITIVE-SEQUENCE: 3pl07

REPRESSOR-OF-GENE-EXPRESSION: 2pF09, 2pF10

RESERVE-SUGAR: 2pA08

RESISTANCE-GENE: 1pF18

RESISTANCE-TO-UV-RADIATION: 3aGO01

RESPIRATION: 1aF10

RESPONCE - TO-ENVIRONMENNT: 2al02

RESPONSE-TO-ENVIRONMENTAL-STIMULI: S1pH2

RETROTRANSPOSON: 2aB13, S1pl2

RHIZOBIUM: 3aE10, 3aEll

RHIZOID-GROWTH: 3aC06

RHODOBACTER-CAPSULATUS: 2aB03, 3aD01, 3pB07

RHODOBACTER- SPHAEROIDES: 2aE07, 2pE02, 2pH01

RHODOTORULA-MINUTA: 3aC13

RI-PLASMID: 2pB09, 3pH02, 3pH03

RI-TRANSFORMED: 2pB09

RIBONUCLBOPROTEBIN: 3al06

RIBOSE-1,5-BISPHOSPHATE - ISOMERASE: 1pC15

RIBOSE-5-PHOSPHATE: 1pC14

RIBOSE-5-PHOSPHATE- ISOMERASE: 1pC15

RIBOSOME: 2aG10

RIBOSOME- INACTIVATING-PROTEIN: 2aG11

RIBOZYME: 1pB17

RIBULOSE-1,5-BISPHOSPHATE: 1pC14

RIBULOSE-5-PHOSPHATE: 1pC14

RIBULOSE-BISPHOSPHATE-CARBOXYLASE: 1pC13

RICE: 1aA08, 1aD01, 1aF07, 1aH04, 1al02, 1al03, 1pAl4,
1pB11, 1pFO1, 1pF18, 1pG1l, 1pG12, 2al06, 2alll, 2all3,
2pG03, 2p110, 3aD11, 3aB02, 3aE03, 3aG01, 3pG04, 3pl01,
Slpl2

RICE (ORYZA-SATIVA) : 2aC10, 2aCl1, 2aC12, 2aF09, 2all2,
3aF03, 3pF03

RICE-CULTURED-CELL: 1pA04

RICE-SEEDLING: 1aF01, 1al04, 2aG08, 3aG02

RICE-SUSPENSION-CULTURE: 1pF17

RING-STRUCTURES: 3pA03

RNA/PCR: 3aB10

RNA-BINDING-PROTEIN: 1aG09, 3al09

RNA-BDITING: S1pl4

RNA-POLYMERASE: 1pB11, 3pI07

RNA-POLYMERASE-1: 3al10

RNA-POLYMERASE-11: 2pH04

ROBINIA-PSEUDOACACIA: 3pH07, 3pH08

ROOT: 1aE08, 2pB02, 2p102, 3aC02, 3aF08, 3al01, 3pGO5

ROOT-CAP: 1aH05, 1pA10, 2aA03

ROOT-BEXPANSION: 2aB10

ROOT-GROWTH: 1aE02

ROOT-HAIR: 3pG05

ROOT-HAIR-CURLING,DEFORMATION: 3aE10

ROOT-HAIR-DEVELOPMENT: 2aB10



ROOT-HYDROTROPISM: 2aA04

ROOT-MERISTEM: 3aF09

ROOT-NODULE: 3aE13

ROOT-REDIFFERENTIATION: 2aB08

ROOT- XYLEM-SAP: 2pC01

ROSA-HYBRIDA: 2p108

ROSE: 2pA08

ROSBOBACTER-DENITRIFICANS: 2aB01, 2aB02

ROT-C: 3pHO04

RPOB-GENE: 1pB12

RRNA-GENE: 1al08

RT-PCR: 1aG02, 1pB01

RUBISCO: 1aG10, 1al07, 1pC09, 1pC10, 1pC11, 1pC12, 1pC13,
1pC16, 2aG07, 3aG01, 3aG07, 3pC04

RUBISCO-ACTIVASE: 1pC09

RUMEX-PALUSTRIS: 3aB07

[S]

S-GENE: S3aH4

S-LOCUS-SPECIFIC-GLYCOPROTEIN: S3aH4
S-RECEPTOR-PROTEIN-KINASE: S3aH4

$3-SIGNAL: 2pD05

SACCHAROMYCES-CEREVISIAE: 1al09, 2aF03, 3all3, 3pB04
SACCHAROMYCES-EXIGUUS: 3pB04

SAFFLOWER: 1pA08

SALICYLIC-ACID: 3aG05, S1pl2
SALIX-BABYLONICA: 3aB05

SALT-GREEN: 3pG03

SALT-STRESS: 1pGO7, 1pGO8, 1pGl2, 1pG1l3, 3pD06
SALT-TOLERANCE: 1pG10, 1pGl1, 1pG14
SAMBUCUS-SIEBOLDIANA: 2aG11

SAR: 1pB07, 1pB08

SAR1: 3aF01, 3aF02

SDS-PAGE: 1aC10

SEC-18: 3aF13

SECA-PROTEIN: 2pF07, 2pF08
SECONDARY-WALL-THICKENING: 1aB07
SECRESION-VECTOR: 3pB07

SECRETED-PROTEIN: 2pI03

SECRETION: 1pF14

SEED: 3aB02, 3aB08

SEED-AGING: 2pA01

SEED-COAT: 1aR04

SEED-DORMANCY: 2aA13

SBED-EXUDATE: 2pC07

SEED-GERMINATION: 2aG04, 2aG05, 2all3, 2pA05
SEED-MATURATION: 2aG06, 2al04

SEED-PROTEIN: 2aF06, 2aF11, 2al05
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SEED-STORAGE-PROTEIN: 2al04

SEEDLING: 1aA04

SELENATE: 3aG11

SELF- INCOMPATIBILITY: 2pAl10, 3pHO1, S3aH4

SELPR-SPLICING: 2pF03

SENBSCENCE:1aAl11, 2aG07, 2al02, 2al03, 3aC03, 3aD13,3aG08
3pD02, 3pD03

SENESCENSE:

SENSITIZER: 3aC09

SENSOR-KINASE: 1pF11

SESAME: 1pB15

SEX-CHROMOSOME: 1aH02

SEX-EXPRESSION: 2pA04

SEXUAL-DEVELOPMENT: 1pB0S

SHADED-ENVIRONMENT: 1aF10

SHOOT: 2aB04, 2aB05

SHOOT-APICAL-MERISTEM: 2pB10

SHORT-DAY-FLOWERING: 2pB06

SHUTTLE-VECTOR: 1aC02

SIGMA-FACTOR: 3p107

SIGNAL-RECOGNITION-PARTICLE: 3aF10

SIGNAL-SEQUENCE: 2aF09

SIGNAL-TRANSDUCTION: 1pB16, 1pF03, 1pF06, 1pF07, 1pF10,
1pF11, 1pF12, 1pF13, 3aC01, 3aC02, S1pH2

SIGNALING: 1pF15

SILVER-10N: 2pA05

SILVER-NITRATE: 3aB01

SINGLET-STATE: 2aB05

SINK-LIMITED-CONDITION: 3pC04

SINK-SOURCE: 1pA02

SIROHEME: 2pGOT7

SITE-DIRECTED-MUTAGENESIS: 1pD14, 2pG04

SITE-SPECIFIC-RECOMBINATION: 3pB03

S1ZB-EXCLUSION-LIMIT: 1pF16

SMALL-GTP-BINDING-PROTEIN: 1pF14, 2aF11

SMALL-GTPASE: 3aF01, 3aF02

SMALL-RNA: 3al08

SO-STATE: 2aE07

SOLUTE-LEAKAGE: 3aA04

SOMATIC-EMBRYOGENESIS: 2pB05, 2pC06, 3aB01, 3pH04, 3pH05

SORGHUM: 3aCl11, 3aC12, 3pC01

SOURCE/SINK-MODEL-PLANT: 3pC04

SOYBEAN: 1aA04, 1aF04, 1pE15, 2al05, 3aD05

SOYBEAN- CULTURED-CELL: 3pD05

SOYBEAN- SUSPENSION-CELL: 1pF13

SPECIES-SPECIFIC: 3all0

SPECIFICITY-FACTOR: 1pC12

SPHEROIDENE: 2aE04

SPINACH: 1aC04, 1aC06, 1aC09, 1aC10, 1pC04, 1pD10, 2aC02,
2aC08, 2pG06, 3al06



SPINACH-NIR-CDNA: 2al07

SPINACIA-OLERACEA: 1aF10

SPLICING: 1pB06

SPORAMIN: 2al09

SPORULATION: 1pB06

SPRUCE: 1aD01

SQUASH: 1aB04, 1aB08, 2pC01

STABILIZATION: 2pA06

STAMEN: 1aA09

STARCH-DEGRADING: 1aF06

STARVATION-TREATMENT: 1pB09
STEAROYL-ACYL-CARRIER-PROTEIN-DESATURASE: 1pB15
STEVIA-REVAUDIANA-BERTONI: 1aB06

STEVIOL: 1aB06

STIMULATION-BY-SH-REAGENTS: 2aG01

STOMATA: 1pGO9, 3aAll, 3aAl2

STORAGE-PROTEIN: 2aF09, 2aG02, 2aG06
STRAIN-H1(PC4S8) : 3aE10
STRATEGIES-TO-DESERTIFICATION: S2aH2
STRAWBERRY: 3aG06

STRESS: 1aB01, 2aC04, 2aC05, 2pA10, 2pl10, 3pD02, Slpl2
STRESS-PROTEIN: 2p103

STRESS-RELAXATION: 1aE04

STRESS-RESPONSE: 2al12

STRUCTURE: 2pGO01

SUBMEBRGENCE: 1pE03, 2pA02

SUBMERGENCE-STRESS: 2pI10
SUBSTRATE-BINDING-PROTEIN: 3aAl3

SUBTRACTION: 2al02
SUBTRACTIVE-HYBRIDIZATION:
SUCROSE: 1pB07, 2al08
SUCROSE - INDUCIBLE-EXPRESSION-OF-THE-GENE: 2al09
SUCROSE- INDUCTION: 2al10

SUGAR: 2pI106

SUGAR- INDUCTION: 2pF09, 2pF10

SULFATE: 3aG11

SULFITE: 2pG08

SULFITE-REDUCTASE: 2pG04, 2pG07
SULFOQUINOVOSYL-DIACYLGLYCEROL: 1pA1l
SULFUR-METABOLISM: 2aAl1

SULFUR-NUTRITION: 2al05

SUNFLOWER: 3aG08

SUPEROXIDE: 2aC08

SUPEROXIDE-DISMUTASE: 2aC08, 2all2, 2pA10, 2pG02, 2pG03
SUPEROXIDE-DISMUTASE-CU-ZN: 2aC08

SUPPRESSOR: 3aB04, 3aB06
SUSPENSION-CULTURED-CELL: 1pGO03
SUSPENSION-CULTURED-POPLAR-CELLS: 1pE02
SWEET-POTATO: 3pF01

SYM-B: 3aE09

1aG03
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SYNCHRONIZATION-OF-CELL-CYCLE: 2pA07

SYNECHOCOCCUS: 2pD03, 3aF10

SYNBCHOCOCCUS-PCC-6301: 3al07

SYNECHOCOCCUS-PCC-7942: 1aG10, 1pC07, 1pCO8, 2aC03, 3aAl3
SYNECHOCYSTIS: 1aD08, 1pC01, 2pE07
SYNECHOCYSTIS-PCC-6803: 1pA17, 2pD01, 3aD01, 3al07
SYUCHROUOUS-CULTURE: 1pB03

[T]

T-DNA-TAGGING: 1aA03

T1-STATE: 2aB07

TATA: 2pH04

TAU: 1pC12

TBP: 2pH04

TED2: 1aH11

TEMPBRATE-PHAGE: 3aB11

TENPERATURE-DEPENDENCY: 1aB09

TEMPERATURE- SENSITIVE-MUTANT: 2aB08, 2aB09

TENSION-00D: 1pB10

TERMOPHILIC-CYANOBACTERIUM: 2pB05

TGALA: 2pH03

THERMAL - TOLERANCE: 1aG06

THERNOLUMINESCENCE: 1pD11

THERMOPHILIC-CYANOBACTERIA: 1aD07, 1aP03

THIANIN: 2aA10, 2aG08

THIAMIN-BINDING-PROTRIN: 2aG08

THIOL-ENZYME: 1pC06

THYLAKOID: 2pRO7, 2pR08

THYLAKOID-MEMBRANES: 1pAll, 1aB05, 1aD09

TI-PLASMID: 3pH03

TIGHTLY-BOUND-FNR: 1aC06, 1aC07

TIP-GROWTH: 3aC08, 3pA05

TISSUB-CULTURE: S1pI2

TISSUB-SPECIFIC-BXPRESSION: 3pH02

TISSUB-SPECIFIC- GENE-EXPRESSION: 1aH05

TISSUE-SPECIFICITY: 1pB13, 2p104, 3al01, 3all3

TJ1: 1pBO8

1J2: 1pB08 _

TOBACCO: 1aH06, 1aHO7, 1aH08, 1aH09, 1pB03, 1pB04, 1pB14,
10B13, 1pF12, 2aC04, 2aC05, 2aG13, 2pF09, 2pR10, 2pHO3,
2pH04, 2p102, 2p104, 3aB07, 3aR06, 3all0, 3alll, 3pHO8,
Slpl2

TOBACCO-BY-2-CELLS: 1pB02, 2pA07, 3aR02, 3aF13, 3al09,
3al10, 3pA01

TOBACCO- CULTURBD - CELLS: 1pGO1

TOBACCO- SUSPENSION-CULTURB- CBLL: 1pR09, 2pH05

TOCHOPHEROL: 3aD09

TOLBRANCB: S2ali4



TONOPLAST: 1pA07, 1pAl4, 1pG14 TYPHASTEROL: 2pC10

TONOPLAST-MEMBRANE: 3pA04 TYROSINE: 1aB08

TONOPLAST-VESICLES: 1pA06 TYROSINE- AMMONIA-LYASB: 1aE03

TORGOR REGULATION: 3aA10 TYROSINE-HYDROXYLASE: 1aB08
TOXICITY: 1aB08, S2aH4 TYROSINE-Z: 2pD06

TRACHEARY-ELEMENT: 1aB07

TRACHEARY- ELENENT-DIFFERENTIATION: 2pB04 (U]
TRANJENT-EXPRESSION-ASSAY: 3p102

TRANS-FACTOR: 2pHO1 ULTRA-VIOLET-LIGHT-PROTECTION: 3aC10
TRANSCRIPTION: 3pl06, 3pl107 ULTRASTRUCTURE: 2pB01
TRANSCRIPTION-FACTOR: 2pHO06, 2pH09, 2pHO8, 3aE08 UNFOLDING: 2pE03
TRANSCRIPTION-REGULATORY-FACTOR(S) : 3p104 UNICONAZOLE: 3aB06
TRANSCRIPTIONAL-REGULATION: 2pB02, 2pH05, 3all2 UV-A-PHOTORECEPTOR: 3aC12
TRANSCRIPTIONAL-START-POINT: 1al05 UV-B: 2pI07, 3aC11, 3aGO1, 3aG02, 3aG03, 3aG04
TRANSCRIPTIONAL-STIMULATION: 2pH03 UV-B-RESPONSIVE- BLEMENT: 2p107
TRANSDIFRERENTIATION: 1aH10

TRANSFORMANT:  1aH07 [V]

TRANSFORMATION: 1pB07, 2aB05, 3all3, 3pB04, 3pHO01

TRANSFORMATION-FREQUENCY: 1pBO08

TRANSGENIC: 1pC03, 2al05, 3pHO8

TRANSGENIC- ARABIDOPSIS-THALIANA: 2al07
TRANSGENIC-LIVERWORT-CELLS: 1pB10
TRANSGENIC-PLANTS: 1pF06, 1pF14, 2aC04, 2aC06, 2al04,
3ak07

TRANSGENIC-RICE: S1pI3

TRANSGENIC-TOBACCO: 1pA15, 1pB13, 2aB03, 2pI04, 3pD01

TRANSIENT-EXPRESSION: 3pB03

TRANSIENT-RAMAN- SPECTROSCOPY: 2aE07

TRANSIT-PEPTIDE: 1pD04

TRANSLATIONAL-BFRICIENCY: 3al05

TRANSLOCATION: 3aA05

TRANSLOCATOR: 1pC05

TRANSPORT: 1aF05, 1pD04

TRANSPORT-VESICLE: 3aF13

TRANSPOSON: 2aB12, S1pll

TREE-EXTRINSIC-PROTEINS: 1aD06

TREHALOSE: 1pGO7, 2pA07

TRIACYLGLYCEROL- SYNTHESIS: 1pA08
TRIENOIC-FATTY-ACID: 1pAl5
TRIPLET-SENSITIZED-PHOTOISOMERIZATION: 2aEB04
TRIS-TREATMENT: 2pD06

TROPICAL-PLANT: 3pD02

V-TYPE-ATPASE: 1pA07

VACUOLAR: 3pG02
VACUOLAR-H+-PYROPHOSPHATASE: 1al03

VACUOLAR-MEMBRANE: 1pAO1, 1pA02
VACUOLAR-MORPHOLOGY: 2aF05

VACUOLAR-PROCESSING: 2aF06
VACUOLAR-PROTEIN: 2aF11

VACUOLE: 1pG12, 1pG13, 1pG17, 2aF02, 2aF03, 2aF04, 2aF06,
2aPR07, 2aF10, 2aG07, 3pC03, 3pE07
VALLISNERIA: §3aH5
VALLISNERIA-GIGANTEA: 3pA06

VAM2: 2aF04

VAMG: 2aF03

VASCULAR: 1aH11

VAUCHERIA: 3aC08
VEGBTATION-DEGRADATION: S2aH2
VESICULAR-TRANSPORT: 2aF11, 3aF01, 3aF02
VICIA: 1pGO9

VICIA-FAVA: 1pF10

VIGNA-ANGULARIS: 1aB01
VIGNA-MUNGO: 2aG03
VIGNA-SINENSIS-ENDL. : 3aE06
VIRESCENT-MUTANT: 1pB11

VITIS: 3aG05
TRYPSIN-DIGESTION: 1pDO06 VIVIPAROUS-1: 2pH09
TRYPTOPHAN- (L) : 3aB12 VM-23: 1pA07

TRYPTOPHAN- (L) - AMINOTRANSFERASE: 3aB12

TUBULIN: 2aG10, 3pA03, 3pA04 [WJ
TUNICATE: 3pE07

TURGOR-PRESSURE: 3aA01

TWO-DIMENSIONAL-CRYSTAL: 1aD10

TYPE-1-ELEMENT: 1pB01

WALL-LOOSENING: 1pE04
WATER-CHANNEL: 3aA09
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WATER-POTENTIAL: 2aA04
WATER-SPLITTING-REACTION: 2pD04, 2pD08
WATER-STRESS: 1pF01, 2aA03, 3pG01
WAXY: S1pI3

WC-1-AND-WC-2: 3pGO6

WD-40-REPEAT: 1aH08

WEEPING: 3aB04, 3aB05

WHEAT: 1pGOS5, 2aA13, 2aG09, 3pl04, 3pl05
WHEAT- CELL-SUSPENSION-CULTURE: 3aG09
WHEAT-COLEBOPTILE: 1aB03

WHITE-LIGHT: 1aE05

WILLOW-PLANTS: 1aH01

WINGED-BEAN: 2p103

WOUNDING: 1pPRO8, 2pl03, 2pI05

WX-GENE: 2aG09, 2alll

[X]

XANTHINE-OXIDASE: 2pA10

XANTHOPHYLL: 2pB04

XANTHOPHYLL-CYCLE: 1aD01
XYLEM-FORMATION: 1pE10

XYLOGLUCAN: 1pEO1, 1pB04, 3pE03, S3aH2

(Y]

YCF-7: 2pR06

YCF-8: 2pF06

YEAST: 1al09, 1pB04, 2aB14, 2aF02, 3aF01, 3aF02, 3pB04
YBAST (SACCHAROMYCES) : 1pB06

YEAST (SACCHAROMYCES - CEREVISIAE) : 2aF10
YEAST-ARTIFICIAL - CHROMOSOME (YAC) : 3pB02

YIELD- THRESHOLD- TURGOR: 2aA04

[Z]

ZEA-MAYS: 1aA05, 1aC02, 2aA02, 2aG01, 3all2, 3pl02
ZBAXANTHIN: 2pE04

ZINNIA: 1laH11

ZINNIA-ELEGANS: 1aH10
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