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l Paper IF Citations

579 tungalGglycosideGhydrolaseGfamilyGbbGxyloglucanasesGareGrestrictedGtoGtheGphylumGpasidiomycotaG
andGshowGaGdistinctGxyloglucanGcleavageGpatternVVGIScienceTG2022TGZcTGYXaddd 6.1 0

578 uutGmicrobiomeGofGtheGlargestGlivingGrodentGharborsGunprecedentedGenzymaticGsystemsGtoGdegradeG
plantGpolysaccharidesVVGNatureVCommunicationsTG2022TGYaTGdZg 17.4 3

577 ”henotypicGandGuenomicGriversificationGinGqomplexGqarbohydrateUregradingGvumanGuutGpacteriaVVG
MSystemsTG2022TGeXXgbeZY 7.6 4

576 SecretedGulycosideGvydrolaseG”roteinsGasGsffectorsGandGwnvasionG”atternsGofG”lantUossociatedGtungiG
andG“omycetesVVGFrontiersVinVPlantVScienceTG2022TGYaTGfcaYXd 6.2 3

575 MechanisticGinsightsGintoGconsumptionGofGtheGfoodGadditiveGxanthanGgumGbyGtheGhumanGgutG
microbiotaVVGNatureVMicrobiologyTG2022TGeTGccdUcdg 26.6 3

574 tunctionalGexplorationGofGtheGglycosideGhydrolaseGfamilyGuvYYaVVGPLoSVONETG2022TGYeTGeXZdecXg 3.7 1

573 uenomeGevolutionGofGaGnonparasiticGsecondaryGheterotrophTGtheGdiatomGVVGScienceVAdvancesTG2022TGfTGeabicXec14.3 2

572
onGapproachGforGevaluatingGtheGeffectsGofGdietaryGfiberGpolysaccharidesGonGtheGhumanGgutG
microbiomeGandGplasmaGproteomeVVGProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedV
StatesVofVAmericaTG2022TGYYgTGeZYZabYYYYg

11.5 0

571 TheGectomycorrhizalGbasidiomyceteGzaccariaGbicolorGreleasesGaGuvZfGpolygalacturonaseGthatGplaysGaG
keyGroleGinGsymbiosisGestablishmentVVGNewVPhytologistTG2021TG 9.8 2

570 ueneticGdeterminantsGofGendophytismGinGtheGorabidopsisGrootGmycobiomeVGNatureVCommunicationsTG
2021TGYZTGeZZe 17.4 8

569 scologicalGgeneralismGdrivesGhyperdiversityGofGsecondaryGmetaboliteGgeneGclustersGinGxylarialeanG
endophytesVGNewVPhytologistTG2021TG 9.8 3

568 svolutionaryGtransitionGtoGtheGectomycorrhizalGhabitGinGtheGgenomesGofGaGhyperUdiverseGlineageGofG
mushroomUformingGfungiVGNewVPhytologistTG2021TG 9.8 0

567 TheGcarbohydrateUactiveGenzymeGdatabasehGfunctionsGandGliteratureVGNucleicVAcidsVResearchTG2021TG 20.1 81

566
wdentificationGofGqopperUqontainingG“xidoreductasesGinGtheGSecretomesGofGThreeGSpeciesGwithGaG
tocusGonGqopperG adicalG“xidasesGforGtheGpiocatalyticG”roductionGofGtattyGoldehydesVGAppliedVandV
EnvironmentalVMicrobiologyTG2021TGfeTGeXYcZdZY

4.8 2

565 qlinicalGevidenceGofGtheGroleGofGMethanobrevibacterGsmithiiGinGsevereGacuteGmalnutritionVGScientificV
ReportsTG2021TGYYTGcbZd 4.9 9

564 riscoveryGofGfungalGoligosaccharideUoxidisingGflavoUenzymesGwithGpreviouslyGunknownGsubstratesTG
redoxUactivityGprofilesGandGinterplayGwithGz”M“sVGNatureVCommunicationsTG2021TGYZTGZYaZ 17.4 15

563 StrainUlevelGfunctionalGvariationGinGtheGhumanGgutGmicrobiotaGbasedGonGbacterialGbindingGtoGartificialG
foodGparticlesVGCellVHostVandVMicrobeTG2021TGZgTGddbUdeaVec 23.4 4
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562
qharacterizationGofGthreeGbacterialGglycosideGhydrolaseGfamilyGgGendoglucanasesGwithGdifferentG
modularGarchitecturesGisolatedGfromGaGcompostGmetagenomeVGBiochimicaVEtVBiophysicaVActaVmV
GeneralVSubjectsTG2021TGYfdcTGYZgfbf

4 3

561
zarvaeGofGlonghornedGbeetlesGPqoleopteraiGqerambycidaeQGhaveGevolvedGaGdiverseGandG
phylogeneticallyGconservedGarrayGofGplantGcellGwallGdegradingGenzymesVGSystematicVEntomologyTG
2021TGbdTGefbUege

3.4 4

560 uutGmicrobiomeGcontributionsGtoGalteredGmetabolismGinGaGpigGmodelGofGundernutritionVGProceedingsV
ofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmericaTG2021TGYYfTG 11.5 3

559 svaluatingGmicrobiomeUdirectedGfibreGsnacksGinGgnotobioticGmiceGandGhumansVGNatureTG2021TGcgcTGgYUgc 50.4 13

558 risplayGofGtheGhumanGmucinomeGwithGdefinedG“UglycansGbyGgeneGengineeredGcellsVGNatureV
CommunicationsTG2021TGYZTGbXeX 17.4 26

557 qUtypeGcytochromeUinitiatedGreductionGofGbacterialGlyticGpolysaccharideGmonooxygenasesVG
BiochemicalVJournalTG2021TGbefTGZgZeUZgbb 3.8 2

556 MultimodularityGofGaGuvYXGβylanaseGtoundGinGtheGTermiteGuutGMetagenomeVGAppliedVandV
EnvironmentalVMicrobiologyTG2021TGfeTG 4.8 8

555 uenomicGonalysisGsnlightensGogaricalesGzifestyleGsvolutionGandGwncreasingG”eroxidaseGriversityVG
MolecularVBiologyVandVEvolutionTG2021TGafTGYbZfUYbbd 8.3 22

554 wdentificationGofGtheGmolecularGdeterminantsGdrivingGtheGsubstrateGspecificityGofGfungalGlyticG
polysaccharideGmonooxygenasesGPz”M“sQVGJournalVofVBiologicalVChemistryTG2021TGZgdTGYXXXfd 5.4 7

553 NicheGdifferentiationGandGevolutionGofGtheGwoodGdecayGmachineryGinGtheGinvasiveGfungusGSerpulaG
lacrymansVGISMEVJournalTG2021TGYcTGcgZUdXb 11.9 6

552 qharacterizationGofGtheG˛†UglucuronidaseG”na”aseGasGtheGfoundingGmemberGofGglycosideGhydrolaseG
familyGuvYdgVGGlycobiologyTG2021TGaYTGZddUZeb 5.8 1

551 ”roteomeGspecializationGofGanaerobicGfungiGduringGruminalGdegradationGofGrecalcitrantGplantGfiberVG
ISMEVJournalTG2021TGYcTGbZYUbab 11.9 17

550 tunctionalGdiversityGofGthreeGtandemGqUterminalGcarbohydrateUbindingGmodulesGofGaG˛†UmannanaseVG
JournalVofVBiologicalVChemistryTG2021TGZgdTGYXXdaf 5.4 3

549 ueneGfamilyGexpansionsGandGtranscriptomeGsignaturesGuncoverGfungalGadaptationsGtoGwoodGdecayVG
EnvironmentalVMicrobiologyTG2021TGZaTGceYdUceaZ 5.2 15

548 zyticG”olysaccharideGMonooxygenasesGasGqhitinUSpecificGéirulenceGtactorsGinGqrayfishG”lagueVG
BiomoleculesTG2021TGYYTG 5.9 1

547 SecretedGpectinGmonooxygenasesGdriveGplantGinfectionGbyGpathogenicGoomycetesVGScienceTG2021TG
aeaTGeebUeeg 33.3 29

546 SulfationGofGorabinogalactanG”roteinsGqonfersG”rivilegedGNutrientGStatusGtoGpacteroidesGplebeiusVG
MBioTG2021TGYZTGeXYadfZY 7.8 2

545 SymbioticGnitrogenGfixationGinGtheGreproductiveGstructuresGofGaGbasidiomyceteGfungusVGCurrentV
BiologyTG2021TGaYTGagXcUagYbVed 6.3 3

(2021-2021)
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544
qoUcultivationGofGtheGanaerobicGfungusGqaecomycesGchurrovisGwithGMethanobacteriumGbryantiiG
enhancesGtranscriptionGofGcarbohydrateGbindingGmodulesTGdockerinsTGandGpyruvateGformateGlyasesG
onGspecificGsubstratesVGBiotechnologyVforVBiofuelsTG2021TGYbTGZab

7.8 3

543 oGcatalogGofGmicrobialGgenesGfromGtheGbovineGrumenGunveilsGaGspecializedGandGdiverseG
biomassUdegradingGenvironmentVGGigaScienceTG2020TGgTG 7.6 21

542 qonservedGwhiteUrotGenzymaticGmechanismGforGwoodGdecayGinGtheGpasidiomycotaGgenusG
”ycnoporusVGDNAVResearchTG2020TGZeTG 4.5 13

541 uenomeGsequencingGofG igidoporusGmicroporusGprovidesGinsightsGonGgenesGimportantGforGwoodG
decayTGlatexGtoleranceGandGinterspecificGfungalGinteractionsVGScientificVReportsTG2020TGYXTGcZcX 4.9 7

540 wnfectionGcushionsGofGtusariumGgraminearumGareGfungalGarsenalsGforGwheatGinfectionVGMolecularV
PlantVPathologyTG2020TGZYTGYXeXUYXfe 5.7 14

539 oGcomparativeGgenomicsGstudyGofGZaGospergillusGspeciesGfromGsectionGtlaviVGNatureVCommunicationsTG
2020TGYYTGYYXd 17.4 54

538 oGmutationGmapGforGhumanGglycosideGhydrolaseGgenesVGGlycobiologyTG2020TGaXTGcXXUcYc 5.8 2

537 MetabolismGofGmultipleGglycosaminoglycansGbyGpacteroidesGthetaiotaomicronGisGorchestratedGbyGaG
versatileGcoreGgeneticGlocusVGNatureVCommunicationsTG2020TGYYTGdbd 17.4 27

536 riscoveryGofGaGtungalGqopperG adicalG“xidaseGwithGvighGqatalyticGsfficiencyGtowardG
cUvydroxymethylfurfuralGandGpenzylGolcoholsGforGpioprocessingVGACSVCatalysisTG2020TGYXTGaXbZUaXcf 13.1 21

535 wnvestigatingGhostUmicrobiomeGinteractionsGbyGdropletGbasedGmicrofluidicsVGMicrobiomeTG2020TGfTGYbY 16.6 15

534  evisitingG“ldG–uestionsGandGNewGopproachesGtoGwnvestigateGtheGtungalGqellGαallGqonstructionVG
CurrentVTopicsVinVMicrobiologyVandVImmunologyTG2020TGbZcTGaaYUadg 3.3 0

533 onalysisGofGtheGdiversityGofGtheGglycosideGhydrolaseGfamilyGYaXGinGmammalGgutGmicrobiomesGrevealsG
aGnovelGmannosideUphosphorylaseGfunctionVGMicrobialVGenomicsTG2020TGdTG 4.4 3

532
otGtheGnexusGofGthreeGkingdomshGtheGgenomeGofGtheGmycorrhizalGfungusGuigasporaGmargaritaG
providesGinsightsGintoGplantTGendobacterialGandGfungalGinteractionsVGEnvironmentalVMicrobiologyTG
2020TGZZTGYZZUYbY

5.2 27

531 riscoveryGofGhyperstableGcarbohydrateUactiveGenzymesGthroughGmetagenomicsGofGextremeG
environmentsVGFEBSVJournalTG2020TGZfeTGYYYdUYYae 5.7 12

530 oGfungalGfamilyGofGlyticGpolysaccharideGmonooxygenaseUlikeGcopperGproteinsVGNatureVChemicalV
BiologyTG2020TGYdTGabcUacX 11.7 33

529 tungalGecologicalGstrategiesGreflectedGinGgeneGtranscriptionGUGaGcaseGstudyGofGtwoGlitterG
decomposersVGEnvironmentalVMicrobiologyTG2020TGZZTGYXfgUYYXa 5.2 9

528 zargeUscaleGgenomeGsequencingGofGmycorrhizalGfungiGprovidesGinsightsGintoGtheGearlyGevolutionGofG
symbioticGtraitsVGNatureVCommunicationsTG2020TGYYTGcYZc 17.4 86

527 ualactosaminogalactanGactivatesGtheGinflammasomeGtoGprovideGhostGprotectionVGNatureTG2020TGcffTGdffUdgZ50.4 28
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526 MicrobiotaUdirectedGfibreGactivatesGbothGtargetedGandGsecondaryGmetabolicGshiftsGinGtheGdistalGgutVG
NatureVCommunicationsTG2020TGYYTGceea 17.4 24

525 ätilizationGofGualectinsGbyG”athogensGforGwnfectionVGFrontiersVinVImmunologyTG2020TGYYTGYfee 8.4 7

524 qharacterizationGofGtheGqoZyG epertoireGfromGtheGMarineUrerivedGtungusGinG elationGtoGSalineG
qonditionsVGMarineVDrugsTG2020TGYfTG 6 6

523
qomprehensiveGgenomicGandGtranscriptomicGanalysisGofGpolycyclicGaromaticGhydrocarbonG
degradationGbyGaGmycoremediationGfungusTGrentipellisGspVGyäqfdYaVGAppliedVMicrobiologyVandV
BiotechnologyTG2019TGYXaTGfYbcUfYcc

5.7 23

522 wnsightsGintoGanGunusualGouxiliaryGoctivityGgGfamilyGmemberGlackingGtheGhistidineGbraceGmotifGofGlyticG
polysaccharideGmonooxygenasesVGJournalVofVBiologicalVChemistryTG2019TGZgbTGYeYYeUYeYaX 5.4 19

521 oGsubfamilyGroadmapGofGtheGevolutionarilyGdiverseGglycosideGhydrolaseGfamilyGYdGPuvYdQVGJournalVofV
BiologicalVChemistryTG2019TGZgbTGYcgeaUYcgfd 5.4 55

520 wnterspeciesGqompetitionGwmpactsGTargetedGManipulationGofGvumanGuutGpacteriaGbyGtiberUrerivedG
ulycansVGCellTG2019TGYegTGcgUeaVeYa 56.2 103

519 TheGqellulosomeG”aradigmGinGonGsxtremeGolkalineGsnvironmentVGMicroorganismsTG2019TGeTG 4.9 5

518 TheGcontinuingGexpansionGofGqoZymesGandGtheirGfamiliesVGCurrentVOpinionVinVChemicalVBiologyTG2019TG
caTGfZUfe 9.7 39

517 wnvestigatingGvostGMicrobiotaG elationshipsGThroughGtunctionalGMetagenomicsVGFrontiersVinV
MicrobiologyTG2019TGYXTGYZfd 5.7 9

516 äpdatesGtoGtheGSymbolGNomenclatureGforGulycansGguidelinesVGGlycobiologyTG2019TGZgTGdZXUdZb 5.8 148

515 svolutionGandGcomparativeGgenomicsGofGtheGmostGcommonGTrichodermaGspeciesVGBMCVGenomicsTG
2019TGZXTGbfc 4.5 93

514 ”oplarGcarbohydrateUactiveGenzymeshGwholeUgenomeGannotationGandGfunctionalGanalysesGbasedGonG
 NoGexpressionGdataVGPlantVJournalTG2019TGggTGcfgUdXg 6.9 15

513 pacteroidetesGuseGthousandsGofGenzymeGcombinationsGtoGbreakGdownGglycansVGNatureV
CommunicationsTG2019TGYXTGZXba 17.4 109

512 proadUspecificityGuvYaYG˛†UglucanasesGareGaGhallmarkGofGfungiGandGoomycetesGthatGcolonizeGplantsVG
EnvironmentalVMicrobiologyTG2019TGZYTGZeZbUZeag 5.2 8

511
TranscriptomicGatlasGofGmushroomGdevelopmentGrevealsGconservedGgenesGbehindGcomplexG
multicellularityGinGfungiVGProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofV
AmericaTG2019TGYYdTGebXgUebYf

11.5 62

510 oGmetagenomicsGinvestigationGofGcarbohydrateUactiveGenzymesGalongGtheGgoatGandGcamelGintestinalG
tractVGInternationalVMicrobiologyTG2019TGZZTGbZgUbac 3 9

509 änravelingGtheGsubtletiesGofG˛†UPYUlaQUglucanGphosphorylaseGspecificityGinGtheGuvgbTGuvYbgTGandG
uvYdYGglycosideGhydrolaseGfamiliesVGJournalVofVBiologicalVChemistryTG2019TGZgbTGdbfaUdbga 5.4 9

(2019-2020)
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508 ooYdTGaGnewGlyticGpolysaccharideGmonooxygenaseGfamilyGidentifiedGinGfungalGsecretomesVG
BiotechnologyVforVBiofuelsTG2019TGYZTGcc 7.8 96

507
riscoveryGofGnovelGcarbohydrateUactiveGenzymesGthroughGtheGrationalGexplorationGofGtheGproteinG
sequencesGspaceVGProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmericaTG
2019TGYYdTGdXdaUdXdf

11.5 88

506 MycobacteriumGulceransGmycolactonesUfungiGcrosstalkingVGScientificVReportsTG2019TGgTGaXZf 4.9 6

505 uenomicGinsightsGfromGMonoglobusGpectinilyticushGaGpectinUdegradingGspecialistGbacteriumGinGtheG
humanGcolonVGISMEVJournalTG2019TGYaTGYbaeUYbcd 11.9 25

504
MultiUomicGanalysesGofGexogenousGnutrientGbagGdecompositionGbyGtheGblackGmorelGMorchellaG
importunaGrevealGsustainedGcarbonGacquisitionGandGtransferringVGEnvironmentalVMicrobiologyTG2019TG
ZYTGagXgUagZd

5.2 27

503 sffectsGofGmicrobiotaUdirectedGfoodsGinGgnotobioticGanimalsGandGundernourishedGchildrenVGScienceTG
2019TGadcTG 33.3 160

502 SubstrateGspecificityTGregiospecificityTGandGprocessivityGinGglycosideGhydrolaseGfamilyGebVGJournalVofV
BiologicalVChemistryTG2019TGZgbTGYaZaaUYaZbe 5.4 15

501 wntrinsicGdynamicGbehaviorGofGenzymehsubstrateGcomplexesGgovernGtheGcatalyticGactionGofG
˛†UgalactosidasesGacrossGclanGuvUoVGScientificVReportsTG2019TGgTGYXabd 4.9 9

500 qomparativeGgenomicsGrevealsGuniqueGwoodUdecayGstrategiesGandGfruitingGbodyGdevelopmentGinGtheG
SchizophyllaceaeVGNewVPhytologistTG2019TGZZbTGgXZUgYc 9.8 30

499 qomparativeGgenomicGanalysesGrevealGdiverseGvirulenceGfactorsGandGantimicrobialGresistanceG
mechanismsGinGclinicalGslizabethkingiaGmeningoseptica´ strainsVGPLoSVONETG2019TGYbTGeXZZZdbf 3.7 9

498 wnvertingGfamilyGuvYcdGsialidasesGdefineGanGunusualGcatalyticGmotifGforGglycosidaseGactionVGNatureV
CommunicationsTG2019TGYXTGbfYd 17.4 5

497 SucroseGdUphosphateGphosphorylasehGaGnovelGinsightGinGtheGhumanGgutGmicrobiomeVGMicrobialV
GenomicsTG2019TGcTG 4.4 6

496
rehydrogenaseTGaG”yrroloquinolineG–uinoneUrependentGMemberGofGouxiliaryGoctivityGtamilyGYZGofG
theGqarbohydrateUoctiveGsnzymesGratabasehGtunctionalGandGStructuralGqharacterizationVGAppliedV
andVEnvironmentalVMicrobiologyTG2019TGfcTG

4.8 8

495 qomparativeGgenomicsGofG hizophagusGirregularisTG V´ cerebriformeTG V´ diaphanusGandGuigasporaG
roseaGhighlightsGspecificGgeneticGfeaturesGinGulomeromycotinaVGNewVPhytologistTG2019TGZZZTGYcfbUYcgf 9.8 58

494 tromGproteinsGtoGpolysaccharideshGlifestyleGandGgeneticGevolutionGofGqoprothermobacterG
proteolyticusVGISMEVJournalTG2019TGYaTGdXaUdYe 11.9 19

493 onGancientGfamilyGofGlyticGpolysaccharideGmonooxygenasesGwithGrolesGinGarthropodGdevelopmentG
andGbiomassGdigestionVGNatureVCommunicationsTG2018TGgTGecd 17.4 135

492 qomparativeGgenomicsGprovidesGinsightsGintoGtheGlifestyleGandGrevealsGfunctionalGheterogeneityGofG
darkGseptateGendophyticGfungiVGScientificVReportsTG2018TGfTGdaZY 4.9 84

491 TalaromycesGborbonicusTGspVGnovVTGaGnovelGfungusGfromGbiodegradedGorundoGdonaxGwithGpotentialG
abilitiesGinGlignocelluloseGconversionVGMycologiaTG2018TGYYXTGaYdUaZb 2.4 8
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490 TheGectomycorrhizalGbasidiomyceteGzaccariaGbicolorGreleasesGaGsecretedG˛†UYTbGendoglucanaseGthatG
playsGaGkeyGroleGinGsymbiosisGdevelopmentVGNewVPhytologistTG2018TGZZXTGYaXgUYaZY 9.8 26

489 rraftGuenomeGSequenceGofGtheGpasidiomyceteGαhiteU otGtungusG”hlebiaGcentrifugaVGGenomeV
AnnouncementsTG2018TGdTG 4

488 TenGyearsGofGqoZypediahGaGlivingGencyclopediaGofGcarbohydrateUactiveGenzymesVGGlycobiologyTG2018TG
ZfTGaUf 5.8 104

487 zyticGxylanGoxidasesGfromGwoodUdecayGfungiGunlockGbiomassGdegradationVGNatureVChemicalVBiologyTG
2018TGYbTGaXdUaYX 11.7 183

486 oGmodelGspeciesGforGagriculturalGpestGgenomicshGtheGgenomeGofGtheGqoloradoGpotatoGbeetleTG
zeptinotarsaGdecemlineataGPqoleopterahGqhrysomelidaeQVGScientificVReportsTG2018TGfTGYgaY 4.9 127

485 wdentificationGofG˛†UYTaUglucanGphosphorylaseGandGestablishmentGofGaGnewGglycosideGhydrolaseGPuvQG
familyGuvYbgVGJournalVofVBiologicalVChemistryTG2018TGZgaTGZfdcUZfed 5.4 26

484 SingleUcellGgenomicsGofGmultipleGunculturedGstramenopilesGrevealsGunderestimatedGfunctionalG
diversityGacrossGoceansVGNatureVCommunicationsTG2018TGgTGaYX 17.4 55

483 vighGintraspecificGgenomeGdiversityGinGtheGmodelGarbuscularGmycorrhizalGsymbiontG hizophagusG
irregularisVGNewVPhytologistTG2018TGZZXTGYYdYUYYeY 9.8 107

482 ”äzrphGtheGexpandedGdatabaseGofG”olysaccharideGätilizationGzociVGNucleicVAcidsVResearchTG2018TGbdTGrdeeUrdfa20.1 104

481 rietaryGpecticGglycansGareGdegradedGbyGcoordinatedGenzymeGpathwaysGinGhumanGcolonicG
pacteroidesVGNatureVMicrobiologyTG2018TGaTGZYXUZYg 26.6 142

480 qomparativeGgenomicsGandGtranscriptomicsGdepictGericoidGmycorrhizalGfungiGasGversatileG
saprotrophsGandGplantGmutualistsVGNewVPhytologistTG2018TGZYeTGYZYaUYZZg 9.8 99

479 ulycosyltransferaseGgenesGthatGcauseGmonogenicGcongenitalGdisordersGofGglycosylationGareGdistinctG
fromGglycosyltransferaseGgenesGassociatedGwithGcomplexGdiseasesVGGlycobiologyTG2018TGZfTGZfbUZgb 5.8 28

478 qultivationGandGsequencingGofGrumenGmicrobiomeGmembersGfromGtheGvungateYXXXGqollectionVG
NatureVBiotechnologyTG2018TGadTGacgUade 44.5 207

477 wntegrativeGvisualGomicsGofGtheGwhiteUrotGfungusGexposesGtheGbiotechnologicalGpotentialGofGitsG
oxidativeGenzymesGforGdelignifyingGrawGplantGbiomassVGBiotechnologyVforVBiofuelsTG2018TGYYTGZXY 7.8 18

476 ”roductionGofG˛–UYTaUzUarabinofuranosidaseGactiveGonGsubstitutedGxylanGdoesGnotGimproveGcompostG
degradationGbyGogaricusGbisporusVGPLoSVONETG2018TGYaTGeXZXYXgX 3.7 3

475 uenomeGSequencingGandGanalysesGofGTwoGMarineGtungiGfromGtheGNorthGSeaGänraveledGaG”lethoraGofG
NovelGpiosyntheticGueneGqlustersVGScientificVReportsTG2018TGfTGYXYfe 4.9 14

474 StructuralGrynamicsGandGqatalyticG”ropertiesGofGaGMultimodularGβanthanaseVGACSVCatalysisTG2018TGfTGdXZYUdXab13.1 9

473 reGnovoGassemblyGofGtheGcomplexGgenomeGofGNippostrongylusGbrasiliensisGusingGMinw“NGlongGreadsVG
BMCVBiologyTG2018TGYdTGd 7.3 22

(2018-2018)
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472
NovelGcarbohydrateGbindingGmodulesGinGtheGsurfaceGanchoredG˛–UamylaseGofGsubacteriumGrectaleG
provideGaGmolecularGrationaleGforGtheGrangeGofGstarchesGusedGbyGthisGorganismGinGtheGhumanGgutVG
MolecularVMicrobiologyTG2018TGYXeTGZbgUZdb

4.1 36

471 qomparativeGanalysisGofGbasidiomyceteGtranscriptomesGrevealsGaGcoreGsetGofGexpressedGgenesG
encodingGplantGbiomassGdegradingGenzymesVGFungalVGeneticsVandVBiologyTG2018TGYYZTGbXUbd 3.9 30

470 onnotatingGqarbohydrateUoctiveGsnzymesGinG”lantGuenomeshG”resentGqhallengesG2018TGgaUYXe

469 ”ezizomycetesGgenomesGrevealGtheGmolecularGbasisGofGectomycorrhizalGtruffleGlifestyleVGNatureV
EcologyVandVEvolutionTG2018TGZTGYgcdUYgdc 12.3 52

468 ”roteomicGrissectionGofGtheGqellulolyticGMachineriesGäsedGbyGSoilUrwellingVGMSystemsTG2018TGaTG 7.6 19

467 NuclearGgenomeGsequenceGofGtheGplastidUlackingGcryptomonadGuoniomonasGavonleaGprovidesG
insightsGintoGtheGevolutionGofGsecondaryGplastidsVGBMCVBiologyTG2018TGYdTGYae 7.3 19

466 zeveragingGsingleUcellGgenomicsGtoGexpandGtheGfungalGtreeGofGlifeVGNatureVMicrobiologyTG2018TGaTGYbYeUYbZf26.6 60

465 TheGhumanGgutGmicrobeGencodesGtheGfoundingGmemberGofGaGnovelGglycosaminoglycanUdegradingG
polysaccharideGlyaseGfamilyG”zZgVGJournalVofVBiologicalVChemistryTG2018TGZgaTGYegXdUYegYd 5.4 18

464 tunctionalGmetagenomicsGidentifiesGanGexosialidaseGwithGanGinvertingGcatalyticGmechanismGthatG
definesGaGnewGglycosideGhydrolaseGfamilyGPuvYcdQVGJournalVofVBiologicalVChemistryTG2018TGZgaTGYfYafUYfYcX5.4 17

463 TheGobligateGalkalophilicGsodaUlakeGfungusGSodiomycesGalkalinusGhasGshiftedGtoGaGproteinGdietVG
MolecularVEcologyTG2018TGZeTGbfXfUbfYg 5.7 10

462 onalysisGofGcarbohydrateUactiveGenzymesGinGThermogemmatisporaGspVGstrainGTfYGrevealsG
carbohydrateGdegradationGabilityVGCanadianVJournalVofVMicrobiologyTG2018TGdbTGggZUYXXa 3.2 2

461 oGsurfaceGendogalactanaseGinGpacteroidesGthetaiotaomicronGconfersGkeystoneGstatusGforG
arabinogalactanGdegradationVGNatureVMicrobiologyTG2018TGaTGYaYbUYaZd 26.6 57

460 wnvestigationGofGinterUGandGintraspeciesGvariationGthroughGgenomeGsequencingGofGospergillusGsectionG
NigriVGNatureVGeneticsTG2018TGcXTGYdffUYdgc 36.3 100

459  apidGrivergenceGofGuenomeGorchitecturesGtollowingGtheG“riginGofGanGsctomycorrhizalGSymbiosisGinG
theGuenusGomanitaVGMolecularVBiologyVandVEvolutionTG2018TGacTGZefdUZfXb 8.3 17

458 revelopmentGandGcharacterizationGofGstableGanaerobicGthermophilicGmethanogenicGmicrobiomesG
fermentingGswitchgrassGatGdecreasingGresidenceGtimesVGBiotechnologyVforVBiofuelsTG2018TGYYTGZba 7.8 21

457 MetagenomicGossemblyGandG”rokaryoticGMetagenomeUossembledGuenomeGSequencesGfromGtheG
NorthernGuulfGofGMexicoGIreadGZoneIVGMicrobiologyVResourceVAnnouncementsTG2018TGeTG 1.3 7

456 oncientGacquisitionGofGIalginateGutilizationGlociIGbyGhumanGgutGmicrobiotaVGScientificVReportsTG2018TGfTGfXec4.9 28

455 proadGuenomicGSamplingG evealsGaGSmutG”athogenicGoncestryGofGtheGtungalGqladeG
ästilaginomycotinaVGMolecularVBiologyVandVEvolutionTG2018TGacTGYfbXUYfcb 8.3 28
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454 MassiveGlateralGtransferGofGgenesGencodingGplantGcellGwallUdegradingGenzymesGtoGtheGmycoparasiticG
fungusGTrichodermaGfromGitsGplantUassociatedGhostsVGPLoSVGeneticsTG2018TGYbTGeYXXeaZZ 6 71

453 oGfibrolyticGpotentialGinGtheGhumanGileumGmucosalGmicrobiotaGrevealedGbyGfunctionalGmetagenomicVG
ScientificVReportsTG2017TGeTGbXZbf 4.9 27

452
qharacterizationGofGfourGendophyticGfungiGasGpotentialGconsolidatedGbioprocessingGhostsGforG
conversionGofGlignocelluloseGintoGadvancedGbiofuelsVGAppliedVMicrobiologyVandVBiotechnologyTG2017TG
YXYTGZdXaUZdYf

5.7 41

451 qomparativeGgenomicsGofGMortierellaGelongataGandGitsGbacterialGendosymbiontGMycoavidusG
cysteinexigensVGEnvironmentalVMicrobiologyTG2017TGYgTGZgdbUZgfa 5.2 98

450 sxploringGtheGgenomicGdiversityGofGblackGyeastsGandGrelativesGPTGQVGStudiesVinVMycologyTG2017TGfdTGYUZf 22.2 93

449
TheGdraftGgenomeGsequenceGofGtheGascomyceteGfungusG”enicilliumGsubrubescensGrevealsGaGhighlyG
enrichedGcontentGofGplantGbiomassGrelatedGqoZymesGcomparedGtoGrelatedGfungiVGJournalVofV
BiotechnologyTG2017TGZbdTGYUa

3.7 21

448 riscoveryGofGgenesGcodingGforGcarbohydrateUactiveGenzymeGbyGmetagenomicGanalysisGofG
lignocellulosicGbiomassesVGScientificVReportsTG2017TGeTGbZdZa 4.9 38

447 qomparativeGgenomicsGrevealsGhighGbiologicalGdiversityGandGspecificGadaptationsGinGtheGindustriallyG
andGmedicallyGimportantGfungalGgenusGospergillusVGGenomeVBiologyTG2017TGYfTGZf 18.3 261

446 änusualGactiveGsiteGlocationGandGcatalyticGapparatusGinGaGglycosideGhydrolaseGfamilyVGProceedingsVofV
theVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmericaTG2017TGYYbTGbgadUbgbY 11.5 30

445 oGbioinformaticsGanalysisGofGabXXGlyticGpolysaccharideGoxidasesGfromGfamilyGoogVGCarbohydrateV
ResearchTG2017TGbbfTGYddUYeb 2.9 41

444 TheGchimericGnatureGofGtheGgenomesGofGmarineGmagnetotacticGcoccoidUovoidGbacteriaGdefinesGaG
novelGgroupGofG”roteobacteriaVGEnvironmentalVMicrobiologyTG2017TGYgTGYYXaUYYYg 5.2 36

443 StructuralGinsightsGintoGaGfamilyGagGglycosideGhydrolaseGfromGtheGgutGsymbiontGpacteroidesG
cellulosilyticusGαvZVGJournalVofVStructuralVBiologyTG2017TGYgeTGZZeUZac 3.4 5

442 qharacterizationGofGaGmycobacterialGcellulaseGandGitsGimpactGonGbiofilmUGandGdrugUinducedGcelluloseG
productionVGGlycobiologyTG2017TGZeTGagZUagg 5.8 8

441 onGevolutionarilyGdistinctGfamilyGofGpolysaccharideGlyasesGremovesGrhamnoseGcappingGofGcomplexG
arabinogalactanGproteinsVGJournalVofVBiologicalVChemistryTG2017TGZgZTGYaZeYUYaZfa 5.4 20

440 oGpartsGlistGforGfungalGcellulosomesGrevealedGbyGcomparativeGgenomicsVGNatureVMicrobiologyTG2017TG
ZTGYeXfe 26.6 111

439 qomplexGpectinGmetabolismGbyGgutGbacteriaGrevealsGnovelGcatalyticGfunctionsVGNatureTG2017TGcbbTGdcUeX 50.4 291

438 orchaeahGsssentialGinhabitantsGofGtheGhumanGdigestiveGmicrobiotaVGHumanVMicrobiomeVJournalTG2017TG
aTGYUf 5.6 59

437 TheGqoZyGratabaseWtheGqarbohydrateUoctiveGsnzymeGPqoZyQGratabasehG”rinciplesGandGäsageG
uuidelinesG2017TGYYeUYaY 18

(2017-2018)
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436 MetabolicG olesGofGäncultivatedGpacterioplanktonGzineagesGinGtheGNorthernGuulfGofGMexicoGIreadG
ZoneIVGMBioTG2017TGfTG 7.8 46

435 StructuralGandGelectronicGdeterminantsGofGlyticGpolysaccharideGmonooxygenaseGreactivityGonG
polysaccharideGsubstratesVGNatureVCommunicationsTG2017TGfTGYXdb 17.4 101

434 äniqueGorganizationGandGunprecedentedGdiversityGofGtheGcellulosomeGsystemVGBiotechnologyVforV
BiofuelsTG2017TGYXTGZYY 7.8 22

433 TheGyeastGencodesGfunctionalGlyticGpolysaccharideGmonooxygenasesVGBiotechnologyVforVBiofuelsTG
2017TGYXTGZYc 7.8 33

432 teedGinGsummerTGrestGinGwinterhGmicrobialGcarbonGutilizationGinGforestGtopsoilVGMicrobiomeTG2017TGcTGYZZ 16.6 71

431 ”anUqellulosomicsGofGMesophilicGqlostridiahGéariationsGonGaGThemeVGMicroorganismsTG2017TGcTG 4.9 12

430 rraftGgenomeGsequenceGofGaGmonokaryoticGmodelGbrownUrotGfungusGSpYZVGGenomicsVDataTG2017TGYbTGZYUZa 9

429 vowGaGulycosideGvydrolaseG ecognizesGaGvelicalG”olyglucanVGStructureTG2017TGZcTGYaYgUYaZY 5.2

428 NinetyUnineGdeGnovoGassembledGgenomesGfromGtheGmooseGPolcesGalcesQGrumenGmicrobiomeGprovideG
newGinsightsGintoGmicrobialGplantGbiomassGdegradationVGISMEVJournalTG2017TGYYTGZcafUZccY 11.9 70

427
vowGmembersGofGtheGhumanGgutGmicrobiotaGovercomeGtheGsulfationGproblemGposedGbyG
glycosaminoglycansVGProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmerica
TG2017TGYYbTGeXaeUeXbZ

11.5 67

426 qurrentGperspectivesGonGtheGfamiliesGofGglycosideGhydrolasesGofGMycobacteriumGtuberculosishGtheirG
importanceGandGprospectsGforGassigningGfunctionGtoGunknownsVGGlycobiologyTG2017TGZeTGYYZUYZZ 5.8 15

425 proadGphylogenyGandGfunctionalityGofGcellulosomalGcomponentsGinGtheGbovineGrumenGmicrobiomeVG
EnvironmentalVMicrobiologyTG2017TGYgTGYfcUYge 5.2 27

424 oGmetagenomeUderivedGthermostableG˛†UglucanaseGwithGanGunusualGmoduleGarchitectureGwhichG
definesGtheGnewGglycosideGhydrolaseGfamilyGuvYbfVGScientificVReportsTG2017TGeTGYeaXd 4.9 13

423
uaplessGgenomeGassemblyGofGqolletotrichumGhigginsianumGrevealsGchromosomeGstructureGandG
associationGofGtransposableGelementsGwithGsecondaryGmetaboliteGgeneGclustersVGBMCVGenomicsTG
2017TGYfTGdde

4.5 53

422 oGMetagenomicsGwnvestigationGofGqarbohydrateUoctiveGsnzymesGalongGtheGuastrointestinalGTractGofG
SaudiGSheepVGFrontiersVinVMicrobiologyTG2017TGfTGddd 5.7 24

421
qomparativeGMetagenomicsGofGqelluloseUGandG”oplarGvydrolysateUregradingGMicrocosmsGfromGuutG
MicrofloraGofGtheGqanadianGpeaverGPQGandGNorthGomericanGMooseGPQGafterGzongUTermGsnrichmentVG
FrontiersVinVMicrobiologyTG2017TGfTGZcXb

5.7 14

420 sxtremeGgenomeGdiversityGinGtheGhyperUprevalentGparasiticGeukaryoteGplastocystisVGPLoSVBiologyTG
2017TGYcTGeZXXaedg 9.7 58

419 qoZyqhiphGdynamicGassessmentGofGexplorationGofGglycosideGhydrolasesGinGmicrobialGecosystemsVG
BMCVGenomicsTG2016TGYeTGdeY 4.5 16

Bernard Henrissat
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418 rraftGuenomeGSequenceGofGtheGαhiteU otGtungusG“bbaGrivulosaGaoUZVGGenomeVAnnouncementsTG
2016TGbTG 9

417 MetagenomicsGunveilsGtheGattributesGofGtheGalginolyticGguildsGofGsedimentsGfromGfourGdistantGcoldG
coastalGenvironmentsVGEnvironmentalVMicrobiologyTG2016TGYfTGbbeYUbbfb 5.2 22

416 oGrietaryGtiberUreprivedGuutGMicrobiotaGregradesGtheGqolonicGMucusGparrierGandGsnhancesG
”athogenGSusceptibilityVGCellTG2016TGYdeTGYaagUYacaVeZY 56.2 1149

415 wncreasedGuutG edoxGandGrepletionGofGonaerobicGandGMethanogenicG”rokaryotesGinGSevereGocuteG
MalnutritionVGScientificVReportsTG2016TGdTGZdXcY 4.9 108

414 sctomycorrhizalGecologyGisGimprintedGinGtheGgenomeGofGtheGdominantGsymbioticGfungusGqenococcumG
geophilumVGNatureVCommunicationsTG2016TGeTGYZddZ 17.4 97

413 SurvivalGtradeUoffsGinGplantGrootsGduringGcolonizationGbyGcloselyGrelatedGbeneficialGandGpathogenicG
fungiVGNatureVCommunicationsTG2016TGeTGYYadZ 17.4 130

412 SingleUdomainGflavoenzymesGtriggerGlyticGpolysaccharideGmonooxygenasesGforGoxidativeG
degradationGofGcelluloseVGScientificVReportsTG2016TGdTGZfZed 4.9 82

411 TheGMechanismGbyGαhichGorabinoxylanasesGqanG ecognizeGvighlyGrecoratedGβylansVGJournalVofV
BiologicalVChemistryTG2016TGZgYTGZZYbgUZZYcg 5.4 21

410 βylanGdegradationGbyGtheGhumanGgutGpacteroidesGxylanisolvensGβpYoPTQGinvolvesGtwoGdistinctGgeneG
clustersGthatGareGlinkedGatGtheGtranscriptionalGlevelVGBMCVGenomicsTG2016TGYeTGaZd 4.5 44

409
qomplexityGofGtheG uminococcusGflavefaciensGcellulosomeGreflectsGanGexpansionGinGglycanG
recognitionVGProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmericaTG2016TG
YYaTGeYadUbY

11.5 40

408 TheGmucinUdegradationGstrategyGofG uminococcusGgnavushGTheGimportanceGofGintramolecularG
transUsialidasesVGGutVMicrobesTG2016TGeTGaXZUaYZ 8.8 77

407 änravelingGtheGpectinolyticGfunctionGofGpacteroidesGxylanisolvensGusingGaG NoUseqGapproachGandG
mutagenesisVGBMCVGenomicsTG2016TGYeTGYbe 4.5 26

406 TheGgenomeGofGtheGyellowGpotatoGcystGnematodeTGuloboderaGrostochiensisTGrevealsGinsightsGintoGtheG
basisGofGparasitismGandGvirulenceVGGenomeVBiologyTG2016TGYeTGYZb 18.3 95

405 uutGbacteriaGthatGpreventGgrowthGimpairmentsGtransmittedGbyGmicrobiotaGfromGmalnourishedG
childrenVGScienceTG2016TGacYTG 33.3 406

404 rividingGtheGzargeGulycosideGvydrolaseGtamilyGbaGintoGSubfamilieshGaGMotivationGforGretailedG
snzymeGqharacterizationVGAppliedVandVEnvironmentalVMicrobiologyTG2016TGfZTGYdfdUYdgZ 4.8 117

403 TheGmolecularGbasisGofGpolysaccharideGcleavageGbyGlyticGpolysaccharideGmonooxygenasesVGNatureV
ChemicalVBiologyTG2016TGYZTGZgfUaXa 11.7 205

402 TheGgenomeGofGβylonaGheveaeGprovidesGaGwindowGintoGfungalGendophytismVGFungalVBiologyTG2016TG
YZXTGZdUbZ 2.8 55

401 StructureUtunctionGonalysisGofGaGMixedUlinkageG˛†UulucanaseWβyloglucanaseGfromGtheGyeyG uminalG
pacteroidetesG”revotellaGbryantiiGpPYQbVGJournalVofVBiologicalVChemistryTG2016TGZgYTGYYecUge 5.4 29

(2016-2016)
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400 qomparativeGuenomicGonalysisGofGrrechmeriaGconiosporaG evealsGqoreGandGSpecificGueneticG
 equirementsGforGtungalGsndoparasitismGofGNematodesVGPLoSVGeneticsTG2016TGYZTGeYXXdXYe 6 27

399 uenomeGossemblyGofGtheGtungusGqochliobolusGmiyabeanusTGandGTranscriptomeGonalysisGduringG
sarlyGStagesGofGwnfectionGonGomericanGαildriceGPZizaniaGpalustrisGzVQVGPLoSVONETG2016TGYYTGeXYcbYZZ 3.7 6

398 qomparativeGonalysisGofGSecretomeG”rofilesGofGManganesePwwQU“xidizingGoscomyceteGtungiVGPLoSV
ONETG2016TGYYTGeXYcefbb 3.7 33

397 qompostingUzikeGqonditionsGoreGMoreGsfficientGforGsnrichmentGandGriversityGofG“rganismsG
qontainingGqellulaseUsncodingGuenesGthanGSubmergedGqulturesVGPLoSVONETG2016TGYYTGeXYdeZYd 3.7 7

396 tungalGsecretomicsGofGascomyceteGfungiGforGbiotechnologicalGapplicationsVGMycosphereTG2016TGeTGYcbdUYcca10.9 6

395 éisualGqomparativeG“micsGofGtungiGforG”lantGpiomassGreconstructionVGFrontiersVinVMicrobiologyTG
2016TGeTGYaac 5.7 24

394 tunctionalGsxplorationGofGtheG”olysaccharideGzyaseGtamilyG”zdVGPLoSVONETG2016TGYYTGeXYcgbYc 3.7 15

393 rraftGuenomeGSequenceGofGtheGreepUSeaGpasidiomycetousGYeastGqryptococcusGspVGStrainGMoZgG
 evealsGwtsGpiotechnologicalG”otentialVGGenomeVAnnouncementsTG2016TGbTG 5

392 ulycansGaffectGrNoGextractionGandGinduceGsubstantialGdifferencesGinGgutGmetagenomicGstudiesVG
ScientificVReportsTG2016TGdTGZdZed 4.9 34

391 uloballyGdistributedGrootGendophyteG”hialocephalaGsubalpinaGlinksGpathogenicGandGsaprophyticG
lifestylesVGBMCVGenomicsTG2016TGYeTGYXYc 4.5 28

390 TheG–uaternaryGStructureGofGaGulycosideGvydrolaseGrictatesGSpecificityGtowardG˛†UulucansVGJournalVofV
BiologicalVChemistryTG2016TGZgYTGeYfaUgb 5.4 8

389 sxpansionGofGSignalGTransductionG”athwaysGinGtungiGbyGsxtensiveGuenomeGruplicationVGCurrentV
BiologyTG2016TGZdTGYceeUYcfb 6.3 119

388 sctomycorrhizalGfungiGdecomposeGsoilGorganicGmatterGusingGoxidativeGmechanismsGadaptedGfromG
saprotrophicGancestorsVGNewVPhytologistTG2016TGZXgTGYeXcUYg 9.8 190

387 änderstandingGplantGcellUwallGremodellingGduringGtheGsymbioticGinteractionGbetweenGTuberG
melanosporumGandGqorylusGavellanaGusingGaGcarbohydrateGmicroarrayVGPlantaTG2016TGZbbTGabeUcg 4.7 17

386 qoZymeGcontentGofG”ochoniaGchlamydosporiaGreflectsGthatGchitinGandGchitosanGmodificationGareG
involvedGinGnematodeGparasitismVGEnvironmentalVMicrobiologyTG2016TGYfTGbZXXUbZYc 5.2 26

385
rraftGuenomeGSequenceGofGtheGreepUSeaGoscomycetousGtilamentousGtungusGqadophoraGmalorumG
MoYZGfromGtheGMidUotlanticG idgeG evealsGwtsGpiotechnologicalG”otentialVGGenomeVAnnouncementsTG
2016TGbTG

9

384 StructureGandGboostingGactivityGofGaGstarchUdegradingGlyticGpolysaccharideGmonooxygenaseVGNatureV
CommunicationsTG2015TGdTGcgdY 17.4 205

383
vorizontalGgeneGtransferGandGgeneGdosageGdrivesGadaptationGtoGwoodGcolonizationGinGaGtreeG
pathogenVGProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmericaTG2015TG
YYZTGabcYUd

11.5 47
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382 qonvergentGlossesGofGdecayGmechanismsGandGrapidGturnoverGofGsymbiosisGgenesGinGmycorrhizalG
mutualistsVGNatureVGeneticsTG2015TGbeTGbYXUc 36.3 601

381 rifferentialGgeneGretentionGasGanGevolutionaryGmechanismGtoGgenerateGbiodiversityGandGadaptationG
inGyeastsVGScientificVReportsTG2015TGcTGYYceY 4.9 36

380 ulycanGcomplexityGdictatesGmicrobialGresourceGallocationGinGtheGlargeGintestineVGNatureV
CommunicationsTG2015TGdTGebfY 17.4 241

379 StructuralGbasisGforGcarbohydrateGbindingGpropertiesGofGaGplantGchitinaseUlikeGagglutininGwithG
conservedGcatalyticGmachineryVGJournalVofVStructuralVBiologyTG2015TGYgXTGYYcUZY 3.4 6

378 qloselyGrelatedGfungiGemployGdiverseGenzymaticGstrategiesGtoGdegradeGplantGbiomassVGBiotechnologyV
forVBiofuelsTG2015TGfTGYXe 7.8 74

377 ueneticGdeterminantsGofGinGvivoGfitnessGandGdietGresponsivenessGinGmultipleGhumanGgutGpacteroidesVG
ScienceTG2015TGacXTGaaccggZ 33.3 138

376 SexGandGparasiteshGgenomicGandGtranscriptomicGanalysisGofGMicrobotryumGlychnidisUdioicaeTGtheG
biotrophicGandGplantUcastratingGantherGsmutGfungusVGBMCVGenomicsTG2015TGYdTGbdY 4.5 44

375 äniqueG“rganizationGofGsxtracellularGomylasesGintoGomylosomesGinGtheG esistantGStarchUätilizingG
vumanGqolonicGtirmicutesGpacteriumG uminococcusGbromiiVGMBioTG2015TGdTGeXYXcfUYc 7.8 99

374 TheGtranscriptomeGofGsuglenaGgracilisGrevealsGunexpectedGmetabolicGcapabilitiesGforGcarbohydrateG
andGnaturalGproductGbiochemistryVGMolecularVBioSystemsTG2015TGYYTGZfXfUZX 81

373 suglenaGinGtimehGsvolutionTGcontrolGofGcentralGmetabolicGprocessesGandGmultiUdomainGproteinsGinG
carbohydrateGandGnaturalGproductGbiochemistryVGPerspectivesVinVScienceTG2015TGdTGfbUga 0.8 30

372 oGglycogeneGmutationGmapGforGdiscoveryGofGdiseasesGofGglycosylationVGGlycobiologyTG2015TGZcTGZYYUZb 5.8 38

371 outomaticGpredictionGofGpolysaccharideGutilizationGlociGinGpacteroidetesGspeciesVGBioinformaticsTG
2015TGaYTGdbeUcc 7.2 131

370 snhancedGdegradationGofGsoftwoodGversusGhardwoodGbyGtheGwhiteUrotGfungusG”ycnoporusG
coccineusVGBiotechnologyVforVBiofuelsTG2015TGfTGZYd 7.8 52

369
qreatingGaGspecialistGproteinGresourceGnetworkhGaGmeetingGreportGforGtheGproteinGbioinformaticsGandG
communityGresourcesGretreatVGDatabase:VtheVJournalVofVBiologicalVDatabasesVandVCurationTG2015TG
ZXYcTGbavXda

5 5

368
qomparativeGgenomicsTGproteomicsGandGtranscriptomicsGgiveGnewGinsightGintoGtheGexoproteomeGofG
theGbasidiomyceteGvebelomaGcylindrosporumGandGitsGinvolvementGinGectomycorrhizalGsymbiosisVG
NewVPhytologistTG2015TGZXfTGYYdgUfe

9.8 43

367 uenomeGandGTranscriptomeGofGqlostridiumGphytofermentansTGqatalystGforGtheGrirectGqonversionGofG
”lantGteedstocksGtoGtuelsVGPLoSVONETG2015TGYXTGeXYYfZfc 3.7 16

366 oGMetagenomicGwnvestigationGofGtheGruodenalGMicrobiotaG evealsGzinksGwithG“besityVGPLoSVONETG
2015TGYXTGeXYaeefb 3.7 73

365
reGNovoGossemblyGandGuenomeGonalysesGofGtheGMarineUrerivedGScopulariopsisGbrevicaulisGStrainG
ztcfXGänravelsGzifeUStyleGTraitsGandGonticancerousGScopularideGpiosyntheticGueneGqlusterVGPLoSV
ONETG2015TGYXTGeXYbXagf

3.7 24

(2015-2015)
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364 tunctionalGguildGclassificationGpredictsGtheGenzymaticGroleGofGfungiGin´ litterGandGsoilG
biogeochemistryVGSoilVBiologyVandVBiochemistryTG2015TGffTGbbYUbcd 7.5 87

363 uutGmicrobiotaGrichnessGpromotesGitsGstabilityGuponGincreasedGdietaryGfibreGintakeGinGhealthyGadultsVG
EnvironmentalVMicrobiologyTG2015TGYeTGbgcbUdb 5.2 193

362 StructureUfunctionGcharacterizationGrevealsGnewGcatalyticGdiversityGinGtheGgalactoseGoxidaseGandG
glyoxalGoxidaseGfamilyVGNatureVCommunicationsTG2015TGdTGYXYge 17.4 55

361 recipheringGuenomeGqontentGandGsvolutionaryG elationshipsGofGwsolatesGfromGtheGtungusG
MagnaportheGoryzaeGottackingGrifferentGvostG”lantsVGGenomeVBiologyVandVEvolutionTG2015TGeTGZfgdUgYZ 3.9 60

360 wnsightsGonGtheGevolutionGofGmycoparasitismGfromGtheGgenomeGofGqlonostachysGroseaVGGenomeV
BiologyVandVEvolutionTG2015TGeTGbdcUfX 3.9 93

359 tunctionalGannotationGofGtheG“phiostomaGnovoUulmiGgenomehGinsightsGintoGtheGphytopathogenicityG
ofGtheGfungalGagentGofGrutchGelmGdiseaseVGGenomeVBiologyVandVEvolutionTG2014TGeTGbYXUaX 3.9 44

358 vowGdoGgutGmicrobesGbreakGdownGdietaryGfibermVGTrendsVinVBiochemicalVSciencesTG2014TGagTGYcdUf 10.3 18

357 ueneUtargetedGmetagenomicGanalysisGofGglucanUbranchingGenzymeGgeneGprofilesGamongGhumanGandG
animalGfecalGmicrobiotaVGISMEVJournalTG2014TGfTGbgaUcXa 11.9 23

356 qomparativeGgenomicsGanalysisGofGzactobacillusGspeciesGassociatedGwithGweightGgainGorGweightG
protectionVGNutritionVandVDiabetesTG2014TGbTGeYXg 4.7 69

355 pacteriaTGphagesGandGpigshGtheGeffectsGofGinUfeedGantibioticsGonGtheGmicrobiomeGatGdifferentGgutG
locationsVGISMEVJournalTG2014TGfTGYcddUed 11.9 224

354 riscoveryGandGcharacterizationGofGaGnewGfamilyGofGlyticGpolysaccharideGmonooxygenasesVGNatureV
ChemicalVBiologyTG2014TGYXTGYZZUd 11.7 268

353
TheGidentificationGandGmolecularGcharacterizationGofGtheGfirstGarchaealGbifunctionalG
exoU˛†UglucosidaseWNUacetylU˛†UglucosaminidaseGdemonstrateGthatGfamilyGuvYYdGisGmadeGofGthreeG
functionallyGdistinctGsubfamiliesVGBiochimicaVEtVBiophysicaVActaVmVGeneralVSubjectsTG2014TGYfbXTGadeUee

4 27

352 tirstGstructuralGinsightsGintoG˛–UzUarabinofuranosidasesGfromGtheGtwoGuvdZGglycosideGhydrolaseG
subfamiliesVGJournalVofVBiologicalVChemistryTG2014TGZfgTGcZdYUea 5.4 32

351 uenomicGandGtranscriptomicGanalysisGofGzaccariaGbicolorGqoZomeGrevealsGinsightsGintoG
polysaccharidesGremodellingGduringGsymbiosisGestablishmentVGFungalVGeneticsVandVBiologyTG2014TGeZTGYdfUYfY3.9 62

350 uillGbacteriaGenableGaGnovelGdigestiveGstrategyGinGaGwoodUfeedingGmolluskVGProceedingsVofVtheV
NationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmericaTG2014TGYYYTGscXgdUYXb 11.5 67

349 pacteriaGfromGdiverseGhabitatsGcolonizeGandGcompeteGinGtheGmouseGgutVGCellTG2014TGYcgTGZcaUdd 56.2 226

348
sxtensiveGsamplingGofGbasidiomyceteGgenomesGdemonstratesGinadequacyGofGtheG
whiteUrotWbrownUrotGparadigmGforGwoodGdecayGfungiVGProceedingsVofVtheVNationalVAcademyVofV
SciencesVofVtheVUnitedVStatesVofVAmericaTG2014TGYYYTGggZaUf

11.5 461

347 TheGcarbohydrateUactiveGenzymesGdatabaseGPqoZyQGinGZXYaVGNucleicVAcidsVResearchTG2014TGbZTGrbgXUc 20.1 3918
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346 TheGgenomeGofGtheGwhiteUrotGfungusG”ycnoporusGcinnabarinushGaGbasidiomyceteGmodelGwithGaG
versatileGarsenalGforGlignocellulosicGbiomassGbreakdownVGBMCVGenomicsTG2014TGYcTGbfd 4.5 62

345 snhancedGwholeGgenomeGsequenceGandGannotationGofGqlostridiumGstercorariumGrSMfcaZTGusingG
 NoUseqGtranscriptomicsGandGhighUthroughputGproteomicsVGBMCVGenomicsTG2014TGYcTGcde 4.5 16

344 qarbohydrateUrelatedGenzymesGofGimportantG”hytophthoraGplantGpathogensVGFungalVGeneticsVandV
BiologyTG2014TGeZTGYgZUZXX 3.9 28

343 oreGstoolGsamplesGsuitableGforGstudyingGtheGlinkGbetweenGgutGmicrobiotaGandGobesitymVGEuropeanV
JournalVofVEpidemiologyTG2014TGZgTGaXeUg 12.1 46

342 uenomeGsequencingGprovidesGinsightGintoGtheGreproductiveGbiologyTGnutritionalGmodeGandGploidyGofG
theGfernGpathogenGMixiaGosmundaeVGNewVPhytologistTG2014TGZXZTGccbUcdb 9.8 41

341 uenomeGsequenceGandGtranscriptomeGanalysesGofGtheGthermophilicGzygomyceteGfungusG hizomucorG
mieheiVGBMCVGenomicsTG2014TGYcTGZgb 4.5 35

340 qomparativeGgenomicGanalysisGprovidesGinsightsGintoGtheGevolutionGandGnicheGadaptationGofGmarineG
MagnetospiraGspVG–vUZGstrainVGEnvironmentalVMicrobiologyTG2014TGYdTGcZcUbb 5.2 37

339 qorrectionhGpeptidoglycanhGaGpostUgenomicGanalysisVGBMCVMicrobiologyTG2014TGYbTGYZa 4.5 78

338  umenGcellulosomicshGdivergentGfiberUdegradingGstrategiesGrevealedGbyGcomparativeGgenomeUwideG
analysisGofGsixGruminococcalGstrainsVGPLoSVONETG2014TGgTGeggZZY 3.7 55

337 qomparativeGanalysisGofGcarbohydrateGactiveGenzymesGinGqlostridiumGtermitidisGqTYYYZGrevealsG
complexGcarbohydrateGdegradationGabilityVGPLoSVONETG2014TGgTGeYXbZdX 3.7 25

336
tastGsolubilizationGofGrecalcitrantGcellulosicGbiomassGbyGtheGbasidiomyceteGfungusGzaetisariaGarvalisG
involvesGsuccessiveGsecretionGofGoxidativeGandGhydrolyticGenzymesVGBiotechnologyVforVBiofuelsTG2014TG
eTGYba

7.8 41

335 onalysisGofGtheG”hlebiopsisGgiganteaGgenomeTGtranscriptomeGandGsecretomeGprovidesGinsightGintoGitsG
pioneerGcolonizationGstrategiesGofGwoodVGPLoSVGeneticsTG2014TGYXTGeYXXbecg 6 67

334 rraftGuenomeGSequenceGofGNonlabensGulvanivoransTGanGälvanUregradingGpacteriumVGGenomeV
AnnouncementsTG2014TGZTG 12

333 rraftGuenomeGSequenceGofG”seudoalteromonasGspVGStrainG”zSéTGanGälvanUregradingGpacteriumVG
GenomeVAnnouncementsTG2014TGZTG 6

332
qorrectionGforG ileyGetGalVTGsxtensiveGsamplingGofGbasidiomyceteGgenomesGdemonstratesGinadequacyG
ofGtheGwhiteUrotWbrownUrotGparadigmGforGwoodGdecayGfungiVGProceedingsVofVtheVNationalVAcademyVofV
SciencesVofVtheVUnitedVStatesVofVAmericaTG2014TGYYYTGYbgcgUYbgcg

11.5 8

331 rraftGuenomeGSequenceGofGaG areGSmutG elativeTGTilletiariaGanomalaGäpqGgcYVGGenomeV
AnnouncementsTG2014TGZTG 9

330 rraftGuenomeGSequencesGofGTwoGälvanUregradingGwsolatesTGStrainsGzT GandGz“ TGThatGpelongGtoG
theGolteromonasGuenusVGGenomeVAnnouncementsTG2014TGZTG 8

329
rissectionGofGhexosylUGandGsialyltransferaseGdomainsGinGtheGbifunctionalGcapsuleGpolymerasesGfromG
NeisseriaGmeningitidisGαGandGYGdefinesGaGnewGsialyltransferaseGfamilyVGJournalVofVBiologicalV
ChemistryTG2014TGZfgTGaagbcUce

5.4 20

(2014-2014)
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328 qomparativeGgenomicsGofGtheGmajorGfungalGagentsGofGhumanGandGanimalGSporotrichosishGSporothrixG
schenckiiGandGSporothrixGbrasiliensisVGBMCVGenomicsTG2014TGYcTGgba 4.5 78

327
qompleteGgenomeGofGaGnewGtirmicutesGspeciesGbelongingGtoGtheGdominantGhumanGcolonicG
microbiotaGPO uminococcusGbicirculansOQGrevealsGtwoGchromosomesGandGaGselectiveGcapacityGtoGutilizeG
plantGglucansVGEnvironmentalVMicrobiologyTG2014TGYdTGZfegUgX

5.2 40

326 qomparativeGanalysesGofG”odosporaGanserinaGsecretomesGrevealGaGlargeGarrayGofG
lignocelluloseUactiveGenzymesVGAppliedVMicrobiologyVandVBiotechnologyTG2014TGgfTGebceUdg 5.7 33

325 MiningGforGhemicellulasesGinGtheGfungusUgrowingGtermiteG”seudacanthotermesGmilitarisGusingG
functionalGmetagenomicsVGBiotechnologyVforVBiofuelsTG2013TGdTGef 7.8 54

324 sxpansionGofGtheGenzymaticGrepertoireGofGtheGqoZyGdatabaseGtoGintegrateGauxiliaryGredoxGenzymesVG
BiotechnologyVforVBiofuelsTG2013TGdTGbY 7.8 734

323 uenomicGevidenceGforGameioticGevolutionGinGtheGbdelloidGrotiferGodinetaGvagaVGNatureTG2013TGcXXTGbcaUe 50.4 274

322 uenomewideGanalysisGofGpolysaccharidesGdegradingGenzymesGinGYYGwhiteUGandGbrownUrotG
”olyporalesGprovidesGinsightGintoGmechanismsGofGwoodGdecayVGMycologiaTG2013TGYXcTGYbYZUZe 2.4 91

321 wnsightsGintoGexoUGandGendoglucanaseGactivitiesGofGfamilyGdGglycosideGhydrolasesGfromG”odosporaG
anserinaVGAppliedVandVEnvironmentalVMicrobiologyTG2013TGegTGbZZXUg 4.8 36

320 uutGmicrobiotaGfromGtwinsGdiscordantGforGobesityGmodulateGmetabolismGinGmiceVGScienceTG2013TGabYTGYZbYZYb33.3 2251

319 uenomeGofGanGarbuscularGmycorrhizalGfungusGprovidesGinsightGintoGtheGoldestGplantGsymbiosisVG
ProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmericaTG2013TGYYXTGZXYYeUZZ 11.5 499

318 qarbohydrateGutilizationGandGmetabolismGisGhighlyGdifferentiatedGinGogaricusGbisporusVGBMCV
GenomicsTG2013TGYbTGdda 4.5 27

317 TheGabundanceGandGvarietyGofGcarbohydrateUactiveGenzymesGinGtheGhumanGgutGmicrobiotaVGNatureV
ReviewsVMicrobiologyTG2013TGYYTGbgeUcXb 22.2 811

316 uenomeGofGtheGredGalgaG”orphyridiumGpurpureumVGNatureVCommunicationsTG2013TGbTGYgbY 17.4 165

315
qomparativeGgenomicsGofGaGplantUpathogenicGfungusTG”yrenophoraGtriticiUrepentisTGrevealsG
transduplicationGandGtheGimpactGofGrepeatGelementsGonGpathogenicityGandGpopulationGdivergenceVG
Gt:VGeneslVGenomeslVGeneticsTG2013TGaTGbYUda

3.2 111

314 qharacterizationGofGsaltUadaptedGsecretedGlignocellulolyticGenzymesGfromGtheGmangroveGfungusG
”estalotiopsisGspVGNatureVCommunicationsTG2013TGbTGYfYX 17.4 64

313
qelloUoligosaccharideGoxidationGrevealsGdifferencesGbetweenGtwoGlyticGpolysaccharideG
monooxygenasesGPfamilyGuvdYQGfromG”odosporaGanserinaVGAppliedVandVEnvironmentalVMicrobiologyTG
2013TGegTGbffUgd

4.8 132

312  oleGofGglycosideGphosphorylasesGinGmannoseGforagingGbyGhumanGgutGbacteriaVGJournalVofVBiologicalV
ChemistryTG2013TGZffTGaZaeXUaZafa 5.4 43

311 sffectsGofGdietGonGresourceGutilizationGbyGaGmodelGhumanGgutGmicrobiotaGcontainingGpacteroidesG
cellulosilyticusGαvZTGaGsymbiontGwithGanGextensiveGglycobiomeVGPLoSVBiologyTG2013TGYYTGeYXXYdae 9.7 184
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310 wdentificationGofGtheGgalactosyltransferaseGofGqryptococcusGneoformansGinvolvedGinGtheG
biosynthesisGofGbasidiomyceteUtypeGglycosylinositolphosphoceramideVGGlycobiologyTG2013TGZaTGYZYXUg 5.8 6

309 TheGstructureGofGaGStreptomycesGavermitilisG˛–UzUrhamnosidaseGrevealsGaGnovelGcarbohydrateUbindingG
moduleGqpMdeGwithinGtheGsixUdomainGarrangementVGJournalVofVBiologicalVChemistryTG2013TGZffTGYZaedUfc5.4 51

308 uenomicGevaluationGofGThermoanaerobacterGsppVGforGtheGconstructionGofGdesignerGcoUculturesGtoG
improveGlignocellulosicGbiofuelGproductionVGPLoSVONETG2013TGfTGecgadZ 3.7 34

307 tunctionalGmetagenomicsGrevealsGnovelGpathwaysGofGprebioticGbreakdownGbyGhumanGgutGbacteriaVG
PLoSVONETG2013TGfTGeeZedd 3.7 63

306 ätilisationGofGmucinGglycansGbyGtheGhumanGgutGsymbiontG uminococcusGgnavusGisGstrainUdependentVG
PLoSVONETG2013TGfTGeedabY 3.7 165

305 revelopmentGandGvalidationGofGaGmicroarrayGforGtheGinvestigationGofGtheGqoZymesGencodedGbyGtheG
humanGgutGmicrobiomeVGPLoSVONETG2013TGfTGefbXaa 3.7 28

304 qarbohydrateUactiveGenzymesGrevealedGinGqoptotermesGformosanusGPwsopterahG hinotermitidaeQG
transcriptomeVGInsectVMolecularVBiologyTG2012TGZYTGZacUbc 3.4 36

303 TranscriptomeGanalysisGofGStagonosporaGnodorumhGgeneGmodelsTGeffectorsTGmetabolismGandG
pantothenateGdispensabilityVGMolecularVPlantVPathologyTG2012TGYaTGcaYUbc 5.7 35

302
uenomeGsequenceGofGtheGbuttonGmushroomGogaricusGbisporusGrevealsGmechanismsGgoverningG
adaptationGtoGaGhumicUrichGecologicalGnicheVGProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheV
UnitedVStatesVofVAmericaTG2012TGYXgTGYecXYUd

11.5 277

301 olgalGgenomesGrevealGevolutionaryGmosaicismGandGtheGfateGofGnucleomorphsVGNatureTG2012TGbgZTGcgUdc 50.4 304

300 qyanophoraGparadoxaGgenomeGelucidatesGoriginGofGphotosynthesisGinGalgaeGandGplantsVGScienceTG
2012TGaacTGfbaUe 33.3 304

299 uenomeGsequenceGofGtheGmodelGmedicinalGmushroomGuanodermaGlucidumVGNatureVCommunicationsTG
2012TGaTGgYa 17.4 307

298
vowGnatureGcanGexploitGnonspecificGcatalyticGandGcarbohydrateGbindingGmodulesGtoGcreateG
enzymaticGspecificityVGProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofV
AmericaTG2012TGYXgTGZXffgUgb

11.5 79

297 sffectsGofGdietaryGfiberGonGtheGfelineGgastrointestinalGmetagenomeVGJournalVofVProteomeVResearchTG
2012TGYYTGcgZbUaa 5.6 63

296 zifestyleGtransitionsGinGplantGpathogenicGqolletotrichumGfungiGdecipheredGbyGgenomeGandG
transcriptomeGanalysesVGNatureVGeneticsTG2012TGbbTGYXdXUc 36.3 564

295 wnsightGintoGtradeUoffGbetweenGwoodGdecayGandGparasitismGfromGtheGgenomeGofGaGfungalGforestG
pathogenVGNewVPhytologistTG2012TGYgbTGYXXYUYXYa 9.8 168

294 svolutionTGsubstrateGspecificityGandGsubfamilyGclassificationGofGglycosideGhydrolaseGfamilyGcGPuvcQVG
BMCVEvolutionaryVBiologyTG2012TGYZTGYfd 3 296

293 uenomeUwideGanalysisGofGacetivibrioGcellulolyticusGprovidesGaGblueprintGofGanGelaborateGcellulosomeG
systemVGBMCVGenomicsTG2012TGYaTGZYX 4.5 48

(2012-2013)
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292
regradationGofGdifferentGpectinsGbyGfungihGcorrelationsGandGcontrastsGbetweenGtheGpectinolyticG
enzymeGsetsGidentifiedGinGgenomesGandGtheGgrowthGonGpectinsGofGdifferentGoriginVGBMCVGenomicsTG
2012TGYaTGaZY

4.5 69

291 qomparativeGgenomicsGofGtheGwhiteUrotGfungiTG”hanerochaeteGcarnosaGandG”VGchrysosporiumTGtoG
elucidateGtheGgeneticGbasisGofGtheGdistinctGwoodGtypesGtheyGcolonizeVGBMCVGenomicsTG2012TGYaTGbbb 4.5 97

290 ”ostUgenomicGanalysesGofGfungalGlignocellulosicGbiomassGdegradationGrevealGtheGunexpectedG
potentialGofGtheGplantGpathogenGästilagoGmaydisVGBMCVGenomicsTG2012TGYaTGce 4.5 109

289 ”eptidoglycanhGaGpostUgenomicGanalysisVGBMCVMicrobiologyTG2012TGYZTGZgb 4.5 13

288
qomparativeGgenomicsGofGqeriporiopsisGsubvermisporaGandG”hanerochaeteGchrysosporiumGprovideG
insightGintoGselectiveGligninolysisVGProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedV
StatesVofVAmericaTG2012TGYXgTGcbcfUda

11.5 225

287 wntegratedGmetagenomicsWmetaproteomicsGrevealsGhumanGhostUmicrobiotaGsignaturesGofGqrohnOsG
diseaseVGPLoSVONETG2012TGeTGebgYaf 3.7 320

286 qomplexGcarbohydrateGutilizationGbyGtheGhealthyGhumanGmicrobiomeVGPLoSVONETG2012TGeTGeZfebZ 3.7 219

285 oGfamilyGuvcYG˛–UzUarabinofuranosidaseGfromG”leurotusGostreatushGidentificationTGrecombinantG
expressionGandGcharacterizationVGAppliedVMicrobiologyVandVBiotechnologyTG2012TGgbTGggcUYXXd 5.7 22

284 uenomeGanalysesGhighlightGtheGdifferentGbiologicalGrolesGofGcellulasesVGNatureVReviewsVMicrobiologyTG
2012TGYXTGZZeUab 22.2 154

283 TheG”aleozoicGoriginGofGenzymaticGligninGdecompositionGreconstructedGfromGaYGfungalGgenomesVG
ScienceTG2012TGaadTGYeYcUg 33.3 1129

282 MetabolicGreconstructionGforGmetagenomicGdataGandGitsGapplicationGtoGtheGhumanGmicrobiomeVGPLoSV
ComputationalVBiologyTG2012TGfTGeYXXZacf 5 730

281
TheGgenomesGofGtheGfungalGplantGpathogensGqladosporiumGfulvumGandGrothistromaGseptosporumG
revealGadaptationGtoGdifferentGhostsGandGlifestylesGbutGalsoGsignaturesGofGcommonGancestryVGPLoSV
GeneticsTG2012TGfTGeYXXaXff

6 189

280 riverseGlifestylesGandGstrategiesGofGplantGpathogenesisGencodedGinGtheGgenomesGofGeighteenG
rothideomycetesGfungiVGPLoSVPathogensTG2012TGfTGeYXXaXae 7.6 387

279
tunctionalGanalysisGofGfamilyGuvadG˛–UgalactosidasesGfromG uminococcusGgnavusGsYhGinsightsGintoG
theGmetabolismGofGaGplantGoligosaccharideGbyGaGhumanGgutGsymbiontVGAppliedVandVEnvironmentalV
MicrobiologyTG2012TGefTGeeZXUaZ

4.8 37

278 sukaryoteGtoGgutGbacteriaGtransferGofGaGglycosideGhydrolaseGgeneGessentialGforGstarchGbreakdownGinG
plantsVGMobileVGeneticVElementsTG2012TGZTGfYUfe 12

277 pifidobacteriumGasteroidesG” zZXYYGgenomeGanalysisGrevealsGcluesGforGcolonizationGofGtheGinsectG
gutVGPLoSVONETG2012TGeTGebbZZg 3.7 91

276 uenomicGanalysisGofGtheGnecrotrophicGfungalGpathogensGSclerotiniaGsclerotiorumGandGpotrytisG
cinereaVGPLoSVGeneticsTG2011TGeTGeYXXZZaX 6 659

275 rietGdrivesGconvergenceGinGgutGmicrobiomeGfunctionsGacrossGmammalianGphylogenyGandGwithinG
humansVGScienceTG2011TGaaZTGgeXUb 33.3 1215
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274 “bligateGbiotrophyGfeaturesGunraveledGbyGtheGgenomicGanalysisGofGrustGfungiVGProceedingsVofVtheV
NationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmericaTG2011TGYXfTGgYddUeY 11.5 479

273 TheGimpactGofGaGconsortiumGofGfermentedGmilkGstrainsGonGtheGgutGmicrobiomeGofGgnotobioticGmiceG
andGmonozygoticGtwinsVGScienceVTranslationalVMedicineTG2011TGaTGYXdraYXd 17.5 384

272 qomparativeGgenomeGsequenceGanalysisGunderscoresGmycoparasitismGasGtheGancestralGlifeGstyleGofG
TrichodermaVGGenomeVBiologyTG2011TGYZTG bX 18.3 448

271 qomparativeGgenomicsGofGtheGsocialGamoebaeGrictyosteliumGdiscoideumGandGrictyosteliumG
purpureumVGGenomeVBiologyTG2011TGYZTG ZX 18.3 117

270 MicrobialGcommunityGfunctionGandGbiomarkerGdiscoveryGinGtheGhumanGmicrobiomeG2011TGYZTG”be 21

269 MycobacteriumGtuberculosisG vYXgXGandG vYgfeGencodeGfunctionalG˛†UglucanUtargetingGproteinsVG
ProteinVExpressionVandVPurificationTG2011TGecTGYeZUd 2 12

268 qomparativeGgenomicGanalysisGofGtheGthermophilicGbiomassUdegradingGfungiGMyceliophthoraG
thermophilaGandGThielaviaGterrestrisVGNatureVBiotechnologyTG2011TGZgTGgZZUe 44.5 324

267 MycobacteriumGtuberculosisGcomplexGmycobacteriaGasGamoebaUresistantGorganismsVGPLoSVONETG
2011TGdTGeZXbgg 3.7 56

266 ”hylogeneticGandGgeneUcentricGmetagenomicsGofGtheGcanineGintestinalGmicrobiomeGrevealsG
similaritiesGwithGhumansGandGmiceVGISMEVJournalTG2011TGcTGdagUbg 11.9 229

265 TheG˛–UglucuronidaseGoguYGfromGSchizophyllumGcommuneGisGaGmemberGofGaGnovelGglycosideG
hydrolaseGfamilyGPuvYYcQVGAppliedVMicrobiologyVandVBiotechnologyTG2011TGgXTGYaZaUaZ 5.7 33

264 qarbohydrateUactiveGenzymesGfromGtheGzygomyceteGfungusG hizopusGoryzaehGaGhighlyGspecializedG
approachGtoGcarbohydrateGdegradationGdepictedGatGgenomeGlevelVGBMCVGenomicsTG2011TGYZTGaf 4.5 86

263 qarbohydrateUactiveGenzymesGfromGpigmentedGpacillihGaGgenomicGapproachGtoGassessGcarbohydrateG
utilizationGandGdegradationVGBMCVMicrobiologyTG2011TGYYTGYgf 4.5 18

262 wnsightsGintoGplantGbiomassGconversionGfromGtheGgenomeGofGtheGanaerobicGthermophilicGbacteriumG
qaldicellulosiruptorGbesciiGrSMGdeZcVGNucleicVAcidsVResearchTG2011TGagTGaZbXUcb 20.1 94

261 ”odosporaGanserinaGhemicellulasesGpotentiateGtheGTrichodermaGreeseiGsecretomeGforG
saccharificationGofGlignocellulosicGbiomassVGAppliedVandVEnvironmentalVMicrobiologyTG2011TGeeTGZaeUbd 4.8 86

260 MimivirusGshowsGdramaticGgenomeGreductionGafterGintraamoebalGcultureVGProceedingsVofVtheV
NationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmericaTG2011TGYXfTGYXZgdUaXY 11.5 102

259
oGnovelTGnoncatalyticGcarbohydrateUbindingGmoduleGdisplaysGspecificityGforGgalactoseUcontainingG
polysaccharidesGthroughGcalciumUmediatedGoligomerizationVGJournalVofVBiologicalVChemistryTG2011TG
ZfdTGZZbggUcXg

5.4 31

258 qorrectionGforGpoyerGetGalVTGMimivirusGshowsGdramaticGgenomeGreductionGafterGintraamoebalG
cultureVGProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmericaTG2011TGYXfTGYeZabUYeZab11.5 2

257 TheGplantGcellGwallUdecomposingGmachineryGunderliesGtheGfunctionalGdiversityGofGforestGfungiVG
ScienceTG2011TGaaaTGedZUc 33.3 417

(2011-2011)
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256
uenomeGandGtranscriptomeGanalysesGofGtheGmountainGpineGbeetleUfungalGsymbiontGurosmanniaG
clavigeraTGaGlodgepoleGpineGpathogenVGProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedV
StatesVofVAmericaTG2011TGYXfTGZcXbUg

11.5 161

255 tinishedGgenomeGofGtheGfungalGwheatGpathogenGMycosphaerellaGgraminicolaGrevealsGdispensomeG
structureTGchromosomeGplasticityTGandGstealthGpathogenesisVGPLoSVGeneticsTG2011TGeTGeYXXZXeX 6 401

254 qomparativeGgenomicsGyieldsGinsightsGintoGnicheGadaptationGofGplantGvascularGwiltGpathogensVGPLoSV
PathogensTG2011TGeTGeYXXZYae 7.6 335

253  ecognitionGandGdegradationGofGplantGcellGwallGpolysaccharidesGbyGtwoGhumanGgutGsymbiontsVGPLoSV
BiologyTG2011TGgTGeYXXYZZY 9.7 480

252 TheGcystUdividingGbacteriumG amlibacterGtataouinensisGTTpaYXGgenomeGrevealsGaGwellUstockedG
toolboxGforGadaptationGtoGaGdesertGenvironmentVGPLoSVONETG2011TGdTGeZaefb 3.7 29

251 PvemiUQqelluloseGregradingGsnzymesGandGTheirGsncodingGuenesGfromGospergillusGandGTrichodermaG
2011TGabYUacc 1

250 qomparativeGgenomicsGrevealsGmobileGpathogenicityGchromosomesGinGtusariumVGNatureTG2010TGbdbTGadeUea50.4 1085

249 ”ˆ'rigordGblackGtruffleGgenomeGuncoversGevolutionaryGoriginsGandGmechanismsGofGsymbiosisVGNatureTG
2010TGbdbTGYXaaUf 50.4 545

248 uenomeGsequenceGofGtheGmodelGmushroomGSchizophyllumGcommuneVGNatureVBiotechnologyTG2010TG
ZfTGgceUda 44.5 381

247 obundanceGandGdiversityGofGdockerinUcontainingGproteinsGinGtheGfiberUdegradingGrumenGbacteriumTG
 uminococcusGflavefaciensGtrUYVGPLoSVONETG2010TGcTGeYZbed 3.7 56

246
oGnewGarchaealGbetaUglycosidaseGfromGSulfolobusGsolfataricushGseedingGaGnovelGretainingG
betaUglycanUspecificGglycosideGhydrolaseGfamilyGalongGwithGtheGhumanGnonUlysosomalG
glucosylceramidaseGupoZVGJournalVofVBiologicalVChemistryTG2010TGZfcTGZXdgYUeXa

5.4 38

245 oGnovelG˛–UNUacetylgalactosaminidaseGfamilyGwithGanGNorSUdependentGcatalyticGmechanismGsuitableG
forGenzymaticGremovalGofGbloodGgroupGoGantigensVGBiocatalysisVandVBiotransformationTG2010TGZfTGZZUaZ 2.5 3

244 tunctionalGmetagenomicsGtoGmineGtheGhumanGgutGmicrobiomeGforGdietaryGfiberGcatabolicGenzymesVG
GenomeVResearchTG2010TGZXTGYdXcUYZ 9.7 182

243
uenomeGanalysisGofGpifidobacteriumGbifidumG” zZXYXGrevealsGmetabolicGpathwaysGforGhostUderivedG
glycanGforagingVGProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmericaTG
2010TGYXeTGYgcYbUg

11.5 266

242
MultipleGlateralGgeneGtransfersGandGduplicationsGhaveGpromotedGplantGparasitismGabilityGinG
nematodesVGProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmericaTG2010TG
YXeTGYedcYUd

11.5 244

241  ecognitionGofGtheGhelicalGstructureGofGbetaUYTbUgalactanGbyGaGnewGfamilyGofGcarbohydrateUbindingG
modulesVGJournalVofVBiologicalVChemistryTG2010TGZfcTGacgggUdXXg 5.4 32

240 ”aradoxicalGconservationGofGaGsetGofGthreeGcelluloseUtargetingGgenesGinGMycobacteriumGtuberculosisG
complexGorganismsVGMicrobiologyVhUnitedVKingdomiTG2010TGYcdTGYbdfUYbec 2.9 19

239 oGhierarchicalGclassificationGofGpolysaccharideGlyasesGforGglycogenomicsVGBiochemicalVJournalTG2010TG
baZTGbaeUbb 3.8 218
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238 SignatureGactiveGsiteGarchitecturesGilluminateGtheGmolecularGbasisGforGligandGspecificityGinGfamilyGacG
carbohydrateGbindingGmoduleVGBiochemistryTG2010TGbgTGdYgaUZXc 3.2 32

237 onnotatingGqarbohydrateUoctiveGsnzymesGinG”lantGuenomeshG”resentGqhallengesG2010TGgaUYXe

236
“rganismalTGgeneticTGandGtranscriptionalGvariationGinGtheGdeeplyGsequencedGgutGmicrobiomesGofG
identicalGtwinsVGProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmericaTG
2010TGYXeTGecXaUf

11.5 364

235 SequencingGofGmultipleGclostridialGgenomesGrelatedGtoGbiomassGconversionGandGbiofuelGproductionVG
JournalVofVBacteriologyTG2010TGYgZTGdbgbUd 3.5 71

234 uenomeGsequenceGofGtheGnecrotrophicGplantGpathogenG”ythiumGultimumGrevealsGoriginalG
pathogenicityGmechanismsGandGeffectorGrepertoireVGGenomeVBiologyTG2010TGYYTG ea 18.3 280

233 qomparativeGgenomeGanalysisGofG”revotellaGruminicolaGandG”revotellaGbryantiihGinsightsGintoGtheirG
environmentalGnicheVGMicrobialVEcologyTG2010TGdXTGeZYUg 4.4 192

232 StructureGofGaGpolyisoprenoidGbindingGdomainGfromGSaccharophagusGdegradansGimplicatedGinGplantG
cellGwallGbreakdownVGFEBSVLettersTG2010TGcfbTGYceeUfb 3.8 17

231
éiewingGtheGhumanGmicrobiomeGthroughGthreeUdimensionalGglasseshGintegratingGstructuralGandG
functionalGstudiesGtoGbetterGdefineGtheGpropertiesGofGmyriadGcarbohydrateUactiveGenzymesVGActaV
CrystallographicaVSectionVF:VStructuralVBiologyVCommunicationsTG2010TGddTGYZdYUb

23

230
ModulationGofGcellulosomeGcompositionGinGqlostridiumGcellulolyticumhGadaptationGtoGtheG
polysaccharideGenvironmentGrevealedGbyGproteomicGandGcarbohydrateUactiveGenzymeGanalysesVG
ProteomicsTG2010TGYXTGcbYUcb

4.8 67

229 TheGcompleteGgenomeGofGTeredinibacterGturneraeGTegXYhGanGintracellularGendosymbiontGofGmarineG
woodUboringGbivalvesGPshipwormsQVGPLoSVONETG2009TGbTGedXfc 3.7 76

228 qharacterizingGaGmodelGhumanGgutGmicrobiotaGcomposedGofGmembersGofGitsGtwoGdominantGbacterialG
phylaVGProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmericaTG2009TGYXdTGcfcgUdb11.5 478

227 TheGgenomeGofGNectriaGhaematococcahGcontributionGofGsupernumeraryGchromosomesGtoGgeneG
expansionVGPLoSVGeneticsTG2009TGcTGeYXXXdYf 6 329

226 TropherymaGwhippleiGglycosylationGinGtheGpathophysiologicGprofileGofGαhippleOsGdiseaseVGJournalVofV
InfectiousVDiseasesTG2009TGYggTGYXbaUcZ 7 28

225
MolecularGbasisGforGgalactosylationGofGcoreGfucoseGresiduesGinGinvertebrateshGidentificationGofG
caenorhabditisGelegansGNUglycanGcoreGalphaYTdUfucosideGbetaYTbUgalactosyltransferaseGuozTUYGasGaG
memberGofGaGnovelGglycosyltransferaseGfamilyVGJournalVofVBiologicalVChemistryTG2009TGZfbTGadZZaUadZaa

5.4 42

224 NovelGfeaturesGofGtheGpolysaccharideUdigestingGglidingGbacteriumGtlavobacteriumGjohnsoniaeGasG
revealedGbyGgenomeGsequenceGanalysisVGAppliedVandVEnvironmentalVMicrobiologyTG2009TGecTGdfdbUec 4.8 177

223 oGcoreGgutGmicrobiomeGinGobeseGandGleanGtwinsVGNatureTG2009TGbceTGbfXUb 50.4 5429

222
uenomeTGtranscriptomeTGandGsecretomeGanalysisGofGwoodGdecayGfungusG”ostiaGplacentaGsupportsG
uniqueGmechanismsGofGlignocelluloseGconversionVGProceedingsVofVtheVNationalVAcademyVofVSciencesVofV
theVUnitedVStatesVofVAmericaTG2009TGYXdTGYgcbUg

11.5 479

221 ureenGevolutionGandGdynamicGadaptationsGrevealedGbyGgenomesGofGtheGmarineGpicoeukaryotesG
MicromonasVGScienceTG2009TGaZbTGZdfUeZ 33.3 503

(2009-2010)
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220 ThreeGgenomesGfromGtheGphylumGocidobacteriaGprovideGinsightGintoGtheGlifestylesGofGtheseG
microorganismsGinGsoilsVGAppliedVandVEnvironmentalVMicrobiologyTG2009TGecTGZXbdUcd 4.8 590

219 onalysisGofGtheGstructuralGandGfunctionalGdiversityGofGplantGcellGwallGspecificGfamilyGdGcarbohydrateG
bindingGmodulesVGBiochemistryTG2009TGbfTGYXagcUbXb 3.2 34

218 TheGqarbohydrateUoctiveGsnZymesGdatabaseGPqoZyQhGanGexpertGresourceGforGulycogenomicsVGNucleicV
AcidsVResearchTG2009TGaeTGrZaaUf 20.1 3914

217
”ostUgenomicGinsightsGintoGtheGplantGpolysaccharideGdegradationGpotentialGofGospergillusGnidulansG
andGcomparisonGtoGospergillusGnigerGandGospergillusGoryzaeVGFungalVGeneticsVandVBiologyTG2009TGbdG
SupplGYTGSYdYUSYdg

3.9 106

216 TheGZXXfGupdateGofGtheGospergillusGnidulansGgenomeGannotationhGaGcommunityGeffortVGFungalV
GeneticsVandVBiologyTG2009TGbdGSupplGYTGSZUYa 3.9 82

215 TheGpifidobacteriumGdentiumGpdYGgenomeGsequenceGreflectsGitsGgeneticGadaptationGtoGtheGhumanG
oralGcavityVGPLoSVGeneticsTG2009TGcTGeYXXXefc 6 120

214
ueneUcentricGmetagenomicsGofGtheGfiberUadherentGbovineGrumenGmicrobiomeGrevealsGforageG
specificGglycosideGhydrolasesVGProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesV
ofVAmericaTG2009TGYXdTGYgbfUca

11.5 495

213 riversityGandGstrainGspecificityGofGplantGcellGwallGdegradingGenzymesGrevealedGbyGtheGdraftGgenomeG
ofG uminococcusGflavefaciensGtrUYVGPLoSVONETG2009TGbTGeddcX 3.7 97

212 TheGgenomeGofGzaccariaGbicolorGprovidesGinsightsGintoGmycorrhizalGsymbiosisVGNatureTG2008TGbcZTGffUgZ 50.4 823

211 uenomeGsequenceGofGtheGmetazoanGplantUparasiticGnematodeGMeloidogyneGincognitaVGNatureV
BiotechnologyTG2008TGZdTGgXgUYc 44.5 790

210 uenomeGsequencingGandGanalysisGofGtheGbiomassUdegradingGfungusGTrichodermaGreeseiGPsynVG
vypocreaGjecorinaQVGNatureVBiotechnologyTG2008TGZdTGccaUdX 44.5 920

209 ulycosyltransferasesTGglycosideGhydrolaseshGsurpriseTGsurpriseHVGCurrentVOpinionVinVStructuralVBiologyTG
2008TGYfTGcZeUaa 8.1 48

208 TheGgenomeGsequenceGofGtheGmodelGascomyceteGfungusG”odosporaGanserinaVGGenomeVBiologyTG2008
TGgTG ee 18.3 237

207
t“zyhGanGintegratedGdatabaseGforGtheGclassificationGandGfunctionalGannotationGofGfungalG
oxidoreductasesGpotentiallyGinvolvedGinGtheGdegradationGofGligninGandGrelatedGaromaticGcompoundsVG
FungalVGeneticsVandVBiologyTG2008TGbcTGdafUbc

3.9 105

206 ulycosyltransferaseshGstructuresTGfunctionsTGandGmechanismsVGAnnualVReviewVofVBiochemistryTG2008TG
eeTGcZYUcc 29.1 1240

205
piochemicalGandGstructuralGcharacterizationGofGtheGintracellularGmannanaseGoaManoGofG
olicyclobacillusGacidocaldariusGrevealsGaGnovelGglycosideGhydrolaseGfamilyGbelongingGtoGclanGuvUoVG
JournalVofVBiologicalVChemistryTG2008TGZfaTGaYccYUf

5.4 66

204 TheGconvergenceGofGcarbohydrateGactiveGgeneGrepertoiresGinGhumanGgutGmicrobesVGProceedingsVofV
theVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmericaTG2008TGYXcTGYcXedUfY 11.5 102

203 wnsightsGintoGplantGcellGwallGdegradationGfromGtheGgenomeGsequenceGofGtheGsoilGbacteriumGqellvibrioG
japonicusVGJournalVofVBacteriologyTG2008TGYgXTGcbccUda 3.5 140

Bernard Henrissat
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202 qompleteGgenomeGsequenceGofGtheGcomplexGcarbohydrateUdegradingGmarineGbacteriumTG
SaccharophagusGdegradansGstrainGZUbXGTVGPLoSVGeneticsTG2008TGbTGeYXXXXfe 6 132

201 wdentificationGofGaGuvYYXGsubfamilyGofGalphaGYTaUgalactosidaseshGnovelGenzymesGforGremovalGofGtheG
alphaGaualGxenotransplantationGantigenVGJournalVofVBiologicalVChemistryTG2008TGZfaTGfcbcUcb 5.4 43

200 rivergenceGofGcatalyticGmechanismGwithinGaGglycosidaseGfamilyGprovidesGinsightGintoGevolutionGofG
carbohydrateGmetabolismGbyGhumanGgutGfloraVGChemistryVandVBiologyTG2008TGYcTGYXcfUde 64

199 svolutionGofGsymbioticGbacteriaGinGtheGdistalGhumanGintestineVGPLoSVBiologyTG2007TGcTGeYcd 9.7 401

198 uenomeGsequencingGandGanalysisGofGtheGversatileGcellGfactoryGospergillusGnigerGqpSGcYaVffVGNatureV
BiotechnologyTG2007TGZcTGZZYUaY 44.5 889

197 pacterialGglycosidasesGforGtheGproductionGofGuniversalGredGbloodGcellsVGNatureVBiotechnologyTG2007TG
ZcTGbcbUdb 44.5 199

196 StructuralGorganizationGandGaGstandardizedGnomenclatureGforGplantGendoUYTbUbetaUglucanasesG
PcellulasesQGofGglycosylGhydrolaseGfamilyGgVGPlantVPhysiologyTG2007TGYbbTGYdgaUd 6.6 72

195 uenomicGandGmetabolicGadaptationsGofGMethanobrevibacterGsmithiiGtoGtheGhumanGgutVGProceedingsV
ofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmericaTG2007TGYXbTGYXdbaUf 11.5 360

194 uenomeGsequenceGofGtheGcellulolyticGglidingGbacteriumGqytophagaGhutchinsoniiVGAppliedVandV
EnvironmentalVMicrobiologyTG2007TGeaTGacadUbd 4.8 170

193
MembraneGassociationGisGaGdeterminantGforGsubstrateGrecognitionGbyG”MTbGproteinG
“UmannosyltransferasesVGProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofV
AmericaTG2007TGYXbTGefZeUaZ

11.5 51

192 uenomicGandGproteomicGanalysesGofGtheGagarolyticGsystemGexpressedGbyGSaccharophagusGdegradansG
ZUbXVGAppliedVandVEnvironmentalVMicrobiologyTG2006TGeZTGaagdUbXc 4.8 105

191 qrystalGstructureGofGinactivatedGThermotogaGmaritimaGinvertaseGinGcomplexGwithGtheGtrisaccharideG
substrateGraffinoseVGBiochemicalVJournalTG2006TGagcTGbceUdZ 3.8 59

190 rividingGtheGlargeGglycosideGhydrolaseGfamilyGYaGintoGsubfamilieshGtowardsGimprovedGfunctionalG
annotationsGofGalphaUamylaseUrelatedGproteinsVGProteinVEngineeringlVDesignVandVSelectionTG2006TGYgTGcccUdZ1.9 430

189 ”oplarGcarbohydrateUactiveGenzymesVGueneGidentificationGandGexpressionGanalysesVGPlantVPhysiologyTG
2006TGYbXTGgbdUdZ 6.6 229

188 qompleteGcellulaseGsystemGinGtheGmarineGbacteriumGSaccharophagusGdegradansGstrainGZUbXTVG
JournalVofVBacteriologyTG2006TGYffTGafbgUdY 3.5 118

187 oGmutationGinGtheGuT”GhydrolysisGsiteGofGorabidopsisGdynaminUrelatedGproteinGYsGconfersGenhancedG
cellGdeathGinGresponseGtoGpowderyGmildewGinfectionVGPlantVJournalTG2006TGbeTGecUfb 6.9 55

186
piosynthesisGofGcelluloseUenrichedGtensionGwoodGinG”opulushGglobalGanalysisGofGtranscriptsGandG
metabolitesGidentifiesGbiochemicalGandGdevelopmentalGregulatorsGinGsecondaryGwallGbiosynthesisVG
PlantVJournalTG2006TGbcTGYbbUdc

6.9 306

185 TheGgenomeGofGblackGcottonwoodTG”opulusGtrichocarpaGPTorrVGNGurayQVGScienceTG2006TGaYaTGYcgdUdXb 33.3 3205

(2006-2008)
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184 snzymeUsubstrateGcomplexGstructuresGofGaGuvagGbetaUxylosidaseGfromGueobacillusG
stearothermophilusVGJournalVofVMolecularVBiologyTG2005TGacaTGfafUbd 6.5 57

183 ”roteinGdisorderhGconformationalGdistributionGofGtheGflexibleGlinkerGinGaGchimericGdoubleGcellulaseVG
BiophysicalVJournalTG2005TGffTGZfZaUaZ 2.9 72

182 svolutionaryGandGmechanisticGrelationshipsGbetweenGglycosidasesGactingGonGalphaUGandGbetaUbondsVG
CarbohydrateVResearchTG2005TGabXTGZeZfUab 2.9 41

181 MucolipidosisGwwGisGcausedGbyGmutationsGinGuN”ToGencodingGtheGalphaWbetaG
ulcNocUYUphosphotransferaseVGNatureVMedicineTG2005TGYYTGYYXgUYZ 50.5 167

180 smergenceGofGaGsubfamilyGofGxylanaseGinhibitorsGwithinGglycosideGhydrolaseGfamilyGYfVGFEBSVJournalTG
2005TGZeZTGYebcUcc 5.7 69

179  ecentGstructuralGinsightsGintoGtheGexpandingGworldGofGcarbohydrateUactiveGenzymesVGCurrentV
OpinionVinVStructuralVBiologyTG2005TGYcTGdaeUbc 8.1 238

178 éaZyMol“hGaGtoolGtoGdefineGandGclassifyGmodularityGinGviralGproteinsVGJournalVofVGeneralVVirologyTG
2005TGfdTGebaUebg 4.9 42

177 qarbohydrateUactiveGenzymesGinvolvedGinGtheGsecondaryGcellGwallGbiogenesisGinGhybridGaspenVGPlantV
PhysiologyTG2005TGYaeTGgfaUge 6.6 152

176 MycobacteriumGtuberculosisGstrainsGpossessGfunctionalGcellulasesVGJournalVofVBiologicalVChemistryTG
2005TGZfXTGZXYfYUb 5.4 54

175
TheGcrystalGstructureGofGtheGfamilyGdGcarbohydrateGbindingGmoduleGfromGqellvibrioGmixtusG
endoglucanaseGcaGinGcomplexGwithGoligosaccharidesGrevealsGtwoGdistinctGbindingGsitesGwithGdifferentG
ligandGspecificitiesVGJournalVofVBiologicalVChemistryTG2004TGZegTGZYcdXUf

5.4 58

174 βbGmodulesGrepresentGaGnewGfamilyGofGcarbohydrateUbindingGmodulesGthatGdisplayGnovelGpropertiesVG
JournalVofVBiologicalVChemistryTG2004TGZegTGZZgcaUda 5.4 62

173 TheGfamilyGdGcarbohydrateGbindingGmoduleGqmqpMdUZGcontainsGtwoGligandUbindingGsitesGwithG
distinctGspecificitiesVGJournalVofVBiologicalVChemistryTG2004TGZegTGZYccZUg 5.4 83

172
StructuralGdeterminantsGofGsubstrateGspecificityGinGfamilyGYGbetaUglucosidaseshGnovelGinsightsGfromG
theGcrystalGstructureGofGsorghumGdhurrinaseUYTGaGplantGbetaUglucosidaseGwithGstrictGspecificityTGinG
complexGwithGitsGnaturalGsubstrateVGJournalVofVBiologicalVChemistryTG2004TGZegTGaYegdUfXa

5.4 107

171 ylothoGisGaGnovelGbetaUglucuronidaseGcapableGofGhydrolyzingGsteroidGbetaUglucuronidesVGJournalVofV
BiologicalVChemistryTG2004TGZegTGgeeeUfb 5.4 172

170
TheGthreeUdimensionalGstructureGofGinvertaseGPbetaUfructosidaseQGfromGThermotogaGmaritimaG
revealsGaGbimodularGarrangementGandGanGevolutionaryGrelationshipGbetweenGretainingGandGinvertingG
glycosidasesVGJournalVofVBiologicalVChemistryTG2004TGZegTGYfgXaUYX

5.4 168

169 uenomeGsequenceGofGtheGlignocelluloseGdegradingGfungusG”hanerochaeteGchrysosporiumGstrainG
 ”efVGNatureVBiotechnologyTG2004TGZZTGdgcUeXX 44.5 710

168 ”arallelGsubstrateGbindingGsitesGinGaGbetaUagaraseGsuggestGaGnovelGmodeGofGactionGonGdoubleUhelicalG
agaroseVGStructureTG2004TGYZTGdZaUaZ 5.2 59

167 qrystallizationGandGpreliminaryGβUrayGanalysisGofGfamilyGagGbetaUrUxylosidaseGfromGueobacillusG
stearothermophilusGTUdVGActaVCrystallographicaVSectionVD:VBiologicalVCrystallographyTG2004TGdXTGcfaUc 4
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166
qrystallizationGandGpreliminaryGcrystallographicGanalysisGofGaGthermostableGfamilyGcZG
betaUrUxylosidaseGfromGueobacillusGstearothermophilusGTUdVGActaVCrystallographicaVSectionVD:V
BiologicalVCrystallographyTG2004TGdXTGYbdYUa

6

165 ”lantGproteinaceousGinhibitorsGofGcarbohydrateUactiveGenzymesVGBiochimicaVEtVBiophysicaVActaVmV
ProteinsVandVProteomicsTG2004TGYdgdTGYbY 4 3

164 qrystalGstructureGofGThermotogaGmaritimaGalphaUzUfucosidaseVGwnsightsGintoGtheGcatalyticGmechanismG
andGtheGmolecularGbasisGforGfucosidosisVGJournalVofVBiologicalVChemistryTG2004TGZegTGYaYYgUZf 5.4 124

163 wdentificationGofGtheGcatalyticGresiduesGinGfamilyGcZGglycosideGhydrolaseTGaGbetaUxylosidaseGfromG
ueobacillusGstearothermophilusGTUdVGJournalVofVBiologicalVChemistryTG2003TGZefTGZdebZUg 5.4 46

162 retailedGkineticGanalysisGofGaGfamilyGcZGglycosideGhydrolasehGaGbetaUxylosidaseGfromGueobacillusG
stearothermophilusVGBiochemistryTG2003TGbZTGYXcZfUad 3.2 50

161
wdentificationGofGtheGcatalyticGnucleophileGofGtheGfamilyGZgGalphaUzUfucosidaseGfromGThermotogaG
maritimaGthroughGtrappingGofGaGcovalentGglycosylUenzymeGintermediateGandGmutagenesisVGJournalVofV
BiologicalVChemistryTG2003TGZefTGbeagbUg

5.4 60

160 αhyGareGthereGsoGmanyGcarbohydrateUactiveGenzymeUrelatedGgenesGinGplantsmVGTrendsVinVPlantVScience
TG2003TGfTGcdaUc 13.1 117

159 onGevolvingGhierarchicalGfamilyGclassificationGforGglycosyltransferasesVGJournalVofVMolecularVBiologyTG
2003TGaZfTGaXeUYe 6.5 912

158 –uantitativeGtraitGlociGandGcomparativeGgenomicsGofGcerealGcellGwallGcompositionVGPlantVPhysiologyTG
2003TGYaZTGZdaUeY 6.6 57

157 TheGthreeUdimensionalGstructuresGofGtwoGbetaUagarasesVGJournalVofVBiologicalVChemistryTG2003TGZefTGbeYeYUfX5.4 103

156 TheGtamiliesGofGqarbohydrateUoctiveGsnzymesGinGtheGuenomicGsraVGJournalVofVAppliedVGlycoscienceV
hrzzziTG2003TGcXTGZbYUZbb 1 10

155 SequenceGtamiliesGandGModularG“rganizationGofGqarbohydrateUoctiveGsnzymesG2003TG 1

154 ulycogenGmetabolismGlosshGaGcommonGmarkerGofGparasiticGbehaviourGinGbacteriamVGTrendsVinVGeneticsTG
2002TGYfTGbaeUbX 8.5 68

153 éiralG NoUpolymerasesGUUGaGpredictedGZOU“UriboseGmethyltransferaseGdomainGsharedGbyGallG
MononegaviralesVGTrendsVinVBiochemicalVSciencesTG2002TGZeTGZZZUb 10.3 87

152 ossignmentGofGtheGYvTGYaqTGandGYcNGresonancesGofGtheGZZTcGkraGqpMZfGmoduleGofGtheGcellulaseG
qelcwGofGqlostridiumGcellulolyticumVGJournalVofVBiomolecularVNMRTG2002TGZaTGYceUf 3 4

151 ospergillusGaculeatusGbetaUYTbUgalactanasehGsubstrateGrecognitionGandGrelationsGtoGotherGglycosideG
hydrolasesGinGclanGuvUoVGBiochemistryTG2002TGbYTGYcYacUba 3.2 35

150 rimensionTGshapeTGandGconformationalGflexibilityGofGaGtwoGdomainGfungalGcellulaseGinGsolutionG
probedGbyGsmallGangleGβUrayGscatteringVGJournalVofVBiologicalVChemistryTG2002TGZeeTGbXffeUgZ 5.4 85

149 qharacterizationGofGsomeGmesogenicGalkylGYUthioglycosidesVGCanadianVJournalVofVChemistryTG2002TGfXTGYYdZUYYdc0.9 3

(2002-2004)
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148 qrystalGstructureGofGaGmonocotyledonGPmaizeGZMuluYQGbetaUglucosidaseGandGaGmodelGofGitsGcomplexG
withGpUnitrophenylGbetaUrUthioglucosideVGBiochemicalVJournalTG2001TGacbTGaeUbd 3.8 70

147 qrystalGstructureGofGaGmonocotyledonGPmaizeGZMuluYQG˛†UglucosidaseGandGaGmodelGofGitsGcomplexG
withGpUnitrophenylG˛†UdUthioglucosideVGBiochemicalVJournalTG2001TGacbTGaeUbd 3.8 102

146 ThreeUdimensionalGstructuresGofGär”UsugarGglycosyltransferasesGilluminateGtheGbiosynthesisGofG
plantGpolysaccharidesVGPlantVPhysiologyTG2001TGYZcTGcZeUaY 6.6 64

145 “ptimizedGmixturesGofGrecombinantGvumicolaGinsolensGcellulasesGforGtheGbiodegradationGofG
crystallineGcelluloseVGBiotechnologyVandVBioengineeringTG2001TGeZTGaagUbc 4.9 88

144 oGcensusGofGcarbohydrateUactiveGenzymesGinGtheGgenomeGofGorabidopsisGthalianaVGPlantVMolecularV
BiologyTG2001TGbeTGccUeZ 4.6 176

143 TheGkappaUcarrageenaseGofG”VGcarrageenovoraGfeaturesGaGtunnelUshapedGactiveGsitehGaGnovelGinsightG
inGtheGevolutionGofGqlanUpGglycosideGhydrolasesVGStructureTG2001TGgTGcYaUZc 5.2 167

142 ulycosideGhydrolasesGandGglycosyltransferaseshGfamiliesGandGfunctionalGmodulesVGCurrentVOpinionVinV
StructuralVBiologyTG2001TGYYTGcgaUdXX 8.1 344

141 TheGiotaUcarrageenaseGofGolteromonasGfortisVGoGbetaUhelixGfoldUcontainingGenzymeGforGtheG
degradationGofGaGhighlyGpolyanionicGpolysaccharideVGJournalVofVBiologicalVChemistryTG2001TGZedTGbXZXZUg 5.4 62

140 TheGceloGgeneTGencodingGaGglycosylGhydrolaseGfamilyGaGbetaUglucosidaseGinGozospirillumGirakenseTGisG
requiredGforGoptimalGgrowthGonGcellobiosidesVGAppliedVandVEnvironmentalVMicrobiologyTG2001TGdeTGZafXUa 4.8 19

139 qlassificationGofGglycosideGhydrolasesGandGglycosyltransferasesGfromGhyperthermophilesVGMethodsVinV
EnzymologyTG2001TGaaXTGYfaUZXY 1.7 44

138 snzymeUcatalyzedGcondensationGreactionGinGaGmammalianGalphaUamylaseVGvighUresolutionGstructuralG
analysisGofGanGenzymeUinhibitorGcomplexVGBiochemistryTG2001TGbXTGeeXXUg 3.2 70

137 StreptomycesGmatensisGlaminaripentaoseGhydrolaseGisGanGOinvertingOGbetaUYTaUglucanaseVGFEBSV
LettersTG2001TGbggTGYfeUgX 3.8 15

136 ulycosidaseGactiveGsiteGmutationsGinGhumanGalphaUzUiduronidaseVGGlycobiologyTG2001TGYYTGebYUcX 5.8 24

135 TheGsnzymaticGSynthesisGofGulycosidicGpondshGIulycosynthasesIGandGulycosyltransferasesVVGTrendsVinV
GlycoscienceVandVGlycotechnologyTG2001TGYaTGYXcUYZX 0.1 29

134 TheGlocationGofGtheGligandUbindingGsiteGofGcarbohydrateUbindingGmodulesGthatGhaveGevolvedGfromGaG
commonGsequenceGisGnotGconservedVGJournalVofVBiologicalVChemistryTG2001TGZedTGbfcfXUe 5.4 93

133 oGcensusGofGcarbohydrateUactiveGenzymesGinGtheGgenomeGofGorabidopsisGthalianaG2001TGccUeZ 14

132 wdentificationGofGtheGcatalyticGresiduesGofGtheGfirstGfamilyGofG˛†PYUaQglucanosyltransferasesGidentifiedG
inGfungiVGBiochemicalVJournalTG2000TGabeTGebY 3.8 21

131 wdentificationGofGtheGcatalyticGresiduesGofGtheGfirstGfamilyGofG˛†PYâ��aQglucanosyltransferasesGidentifiedG
inGfungiVGBiochemicalVJournalTG2000TGabeTGebYUebe 3.8 60
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130 qrystalGstructuresGofGhumanGpancreaticG˛–UamylaseGinGcomplexGwithGcarbohydrateGandGproteinaceousG
inhibitorsVGBiochemicalVJournalTG2000TGabdTGZXYUZXf 3.8 69

129 vumanGglucocerebrosidasehGheterologousGexpressionGofGactiveGsiteGmutantsGinGmurineGnullGcellsVG
GlycobiologyTG2000TGYXTGYZYeUZb 5.8 29

128 ulycosideGhydrolasesGandGglycosyltransferasesVGtamiliesTGmodulesTGandGimplicationsGforGgenomicsVG
PlantVPhysiologyTG2000TGYZbTGYcYcUg 6.6 224

127
TheGmechanismGofGsubstrateGPaglyconeQGspecificityGinGbetaGUglucosidasesGisGrevealedGbyGcrystalG
structuresGofGmutantGmaizeGbetaGUglucosidaseUrwMp“oTGUrwMp“oulcTGandGUdhurrinGcomplexesVG
ProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmericaTG2000TGgeTGYacccUdX

11.5 148

126 iotaUqarrageenasesGconstituteGaGnovelGfamilyGofGglycosideGhydrolasesTGunrelatedGtoGthatGofG
kappaUcarrageenasesVGJournalVofVBiologicalVChemistryTG2000TGZecTGacbggUcXc 5.4 97

125 StructuralGfeaturesGofGnormalGandGmutantGhumanGlysosomalGglycosideGhydrolasesGdeducedGfromG
bioinformaticsGanalysisVGHumanVMolecularVGeneticsTG2000TGgTGgdeUee 5.6 16

124 piochemicalGanalysisGofGrecombinantGfungalGmutanasesVGoGnewGfamilyGofGalphaYTaUglucanasesGwithG
novelGcarbohydrateUbindingGdomainsVGJournalVofVBiologicalVChemistryTG2000TGZecTGZXXgUYf 5.4 54

123
wmagingGtheGenzymaticGdigestionGofGbacterialGcelluloseGribbonsGrevealsGtheGendoGcharacterGofGtheG
cellobiohydrolaseGqeldoGfromGvumicolaGinsolensGandGitsGmodeGofGsynergyGwithGcellobiohydrolaseG
qeleoVGAppliedVandVEnvironmentalVMicrobiologyTG2000TGddTGYbbbUcZ

4.8 176

122 qrystalGstructureGofGaGcohesinGmoduleGfromGqlostridiumGcellulolyticumhGimplicationsGforGdockerinG
recognitionVGJournalVofVMolecularVBiologyTG2000TGaXbTGYfgUZXX 6.5 53

121 SolutionGstructureGofGtheGmoduleGβZGYGofGunknownGfunctionGofGtheGcellulosomalGscaffoldingGproteinG
qipqGofGqlostridiumGcellulolyticumVGJournalVofVMolecularVBiologyTG2000TGaXbTGZXYUYe 6.5 40

120 vighGresolutionGβUrayGcrystallographyGshowsGthatGascorbateGisGaGcofactorGforGmyrosinaseGandG
substitutesGforGtheGfunctionGofGtheGcatalyticGbaseVGJournalVofVBiologicalVChemistryTG2000TGZecTGagafcUga 5.4 142

119 qrystalGstructuresGofGhumanGpancreaticG˛–UamylaseGinGcomplexGwithGcarbohydrateGandGproteinaceousG
inhibitorsVGBiochemicalVJournalTG2000TGabdTGZXY 3.8 20

118
NachweisGderGzigandenUinduziertenGpewegungGderGbeidenGromˆ⁄nenGvonGulucoamylaseGuYGausG
ospergillusGnigerGdurchGdynamischeGzichtstreuungGunterGéerwendungGheterobifunktionellerG
SubstratanalogaVGAngewandteVChemieTG1999TGYYYTGYXZeUYXaX

3.6 1

117
rynamicGzightGScatteringGsvidenceGforGaGzigandUwnducedGMotionGbetweenGtheGTwoGromainsGofG
ulucoamylaseGuYGofGospergillusGnigerGwithGveterobivalentGSubstrateGonaloguesVGAngewandteV
ChemieVmVInternationalVEditionTG1999TGafTGgebUgee

16.4 13

116 qellulosomeUlikeGsequencesGinGorchaeoglobusGfulgidushGanGenigmaticGvestigeGofGcohesinGandG
dockerinGdomainsVGFEBSVLettersTG1999TGbdaTGZeeUfX 3.8 17

115 rigestionGofGcrystallineGcelluloseGsubstratesGbyGtheGqlostridiumGthermocellumGcellulosomehG
structuralGandGmorphologicalGaspectsVGBiochemicalVJournalTG1999TGabXTGfZgUfac 3.8 64

114 rigestionGofGcrystallineGcelluloseGsubstratesGbyGtheGqlostridiumGthermocellumGcellulosomehG
structuralGandGmorphologicalGaspectsVGBiochemicalVJournalTG1999TGabXTGfZg 3.8 18

113 TheGthirdGchitinaseGgeneGPchiqQGofGSerratiaGmarcescensGZYeXGandGtheGrelationshipGofGitsGproductGtoG
otherGbacterialGchitinasesVGBiochemicalVJournalTG1999TGabaTGcfe 3.8 68

(1999-2000)
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112 urowthGofGozospirillumGirakenseGypqYGonGtheGarylGbetaUglucosideGsalicinGrequiresGeitherGsaloGorGsalpVG
JournalVofVBacteriologyTG1999TGYfYTGaXXaUg 3.5 16

111 zocalizationGofGsynthesisGofGbetaYTdUglucanGinGSaccharomycesGcerevisiaeVGJournalVofVBacteriologyTG
1999TGYfYTGebYbUZX 3.5 75

110 qlassificationGofGchitinasesGmodulesVGExsTG1999TGfeTGYaeUcd 66

109 oGschemeGforGdesignatingGenzymesGthatGhydrolyseGtheGpolysaccharidesGinGtheGcellGwallsGofGplantsVG
FEBSVLettersTG1998TGbZcTGacZUb 3.8 212

108 ulycosidaseGfamiliesVGBiochemicalVSocietyVTransactionsTG1998TGZdTGYcaUd 5.1 152

107
TheGgeneGglvoGofGpacillusGsubtilisGYdfGencodesGaGmetalUrequiringTGNorPvQUdependentG
dUphosphoUalphaUglucosidaseVGossignmentGtoGfamilyGbGofGtheGglycosylhydrolaseGsuperfamilyVGJournalV
ofVBiologicalVChemistryTG1998TGZeaTGZeabeUcd

5.4 56

106 oGYTaUbetaUglucanosyltransferaseGisolatedGfromGtheGcellGwallGofGospergillusGfumigatusGisGaG
homologueGofGtheGyeastGpglZpVGMicrobiologyVhUnitedVKingdomiTG1998TGYbbGPG”tGYYQTGaXegUaXfd 2.9 78

105
sndogenousGcellulasesGinGanimalshGisolationGofGbetaUYTGbUendoglucanaseGgenesGfromGtwoGspeciesGofG
plantUparasiticGcystGnematodesVGProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesV
ofVAmericaTG1998TGgcTGbgXdUYY

11.5 401

104
TheGkappaUcarrageenaseGofGtheGmarineGbacteriumGqytophagaGdrobachiensisVGStructuralGandG
phylogeneticGrelationshipsGwithinGfamilyUYdGglycosideGhydrolasesVGMolecularVBiologyVandVEvolutionTG
1998TGYcTGcZfUae

8.3 95

103 oGclassificationGofGnucleotideUdiphosphoUsugarGglycosyltransferasesGbasedGonGaminoGacidGsequenceG
similaritiesVGBiochemicalVJournalTG1998TGaZgGP”tGaQTGeYg 3.8 52

102 NomenclatureGforGsugarUbindingGsubsitesGinGglycosylGhydrolasesVGBiochemicalVJournalTG1997TGaZYGPG”tG
ZQTGcceUg 3.8 845

101 octiveUsiteGmotifsGofGlysosomalGacidGhydrolaseshGinvariantGfeaturesGofGclanGuvUoGglycosylGhydrolasesG
deducedGfromGhydrophobicGclusterGanalysisVGGlycobiologyTG1997TGeTGZeeUfb 5.8 58

100 oGbifunctionalizedGfluorogenicGtetrasaccharideGasGaGsubstrateGtoGstudyGcellulasesVGJournalVofV
BiologicalVChemistryTG1997TGZeZTGZeXgUYa 5.4 63

99 wdentificationGofGcandidateGactiveGsiteGresiduesGinGlysosomalGbetaUhexosaminidaseGoVGJournalVofV
BiologicalVChemistryTG1997TGZeZTGfYbUZX 5.4 31

98 oGclassificationGofGnucleotideUdiphosphoUsugarGglycosyltransferasesGbasedGonGaminoGacidGsequenceG
similaritiesVGBiochemicalVJournalTG1997TGaZdGPG”tGaQTGgZgUag 3.8 641

97 SerratiaGmarcescensGchitobiaseGisGaGretainingGglycosidaseGutilizingGsubstrateGacetamidoGgroupG
participationVGBiochemicalVJournalTG1997TGaZfGPG”tGaQTGgbcUg 3.8 88

96 ”arallelUupGstructureGevidencesGtheGmolecularGdirectionalityGduringGbiosynthesisGofGbacterialG
celluloseVGProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmericaTG1997TGgbTGgXgYUc11.5 245

95
svidenceGthatGgalactanaseGoGfromG”seudomonasGfluorescensGsubspeciesGcellulosaGisGaGretainingG
familyGcaGglycosylGhydrolaseGinGwhichGsYdYGandGsZeXGareGtheGcatalyticGresiduesVGBiochemistryTG1997TG
adTGYcbfgUcXX

3.2 30
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94 StructuralGandGsequenceUbasedGclassificationGofGglycosideGhydrolasesVGCurrentVOpinionVinVStructuralV
BiologyTG1997TGeTGdaeUbb 8.1 1373

93
TheGcrystalGstructuresGofGSinapisGalbaGmyrosinaseGandGaGcovalentGglycosylUenzymeGintermediateG
provideGinsightsGintoGtheGsubstrateGrecognitionGandGactiveUsiteGmachineryGofGanGSUglycosidaseVG
StructureTG1997TGcTGddaUec

5.2 260

92 romainGevolutionGinGtheGalphaUamylaseGfamilyVGJournalVofVMolecularVEvolutionTG1997TGbcTGaZZUaY 3.1 131

91 onGultrastructuralGstudyGofGtheGinteractionGofGaGfungalGendoglucanaseGfromGvumicolaGinsolensGwithG
cottonGfibresVGCelluloseTG1997TGbTGeUZX 5.5 12

90 recipheringGproteinGsequenceGinformationGthroughGhydrophobicGclusterGanalysisGPvqoQhGcurrentG
statusGandGperspectivesVGCellularVandVMolecularVLifeVSciencesTG1997TGcaTGdZYUbc 10.3 426

89 oGnewGcellulaseGfamilyVGMolecularVMicrobiologyTG1997TGZaTGfbfUg 4.1 12

88 äpdatingGtheGsequenceUbasedGclassificationGofGglycosylGhydrolasesVGBiochemicalVJournalTG1996TGaYdGPG
”tGZQTGdgcUd 3.8 1175

87 MechanismUbasedGinhibitionGandGstereochemistryGofGglucosinolateGhydrolysisGbyGmyrosinaseVG
BiochemistryTG1996TGacTGYcZcdUg 3.2 44

86
StructureGofGtheGtusariumGoxysporumGendoglucanaseGwGwithGaGnonhydrolyzableGsubstrateGanaloguehG
substrateGdistortionGgivesGriseGtoGtheGpreferredGaxialGorientationGforGtheGleavingGgroupVGBiochemistryTG
1996TGacTGYcZfXUe

3.2 227

85 MannanaseGoGfromG”seudomonasGfluorescensGsspVGcellulosaGisGaGretainingGglycosylGhydrolaseGinG
whichGsZYZGandGsaZXGareGtheGputativeGcatalyticGresiduesVGBiochemistryTG1996TGacTGYdYgcUZXb 3.2 66

84 slectronGmicroscopicGinvestigationGofGtheGdiffusionGofGpacillusGlicheniformisGalphaUamylaseGintoGcornG
starchGgranulesVGInternationalVJournalVofVBiologicalVMacromoleculesTG1996TGYgTGYdcUg 7.9 68

83 ”lantGchitinasesGuseGtwoGdifferentGhydrolyticGmechanismsVGFEBSVLettersTG1996TGafZTGYfdUf 3.8 91

82 sndoglucanaseGwwGPsuwwQGofG”enicilliumGjanthinellumhGcrNoGsequenceTGheterologousGexpressionGandG
promotorGanalysisVGCurrentVGeneticsTG1996TGZgTGbgXUc 2.9 29

81 wdentificationGofGTwoGTryptophanG esiduesGinGsndoglucanaseGwwwGfromGTrichodermaGreeseiGsssentialG
forGqelluloseGpindingGandGqatalyticGoctivityVGACSVSymposiumVSeriesTG1996TGYdbUYea 0.4 1

80 oGmodularGfamilyGYgGchitinaseGfoundGinGtheGprokaryoticGorganismGStreptomycesGgriseusGväTGdXaeVG
JournalVofVBacteriologyTG1996TGYefTGcXdcUeX 3.5 166

79 TowardsGaGclassificationGofGglycosyltransferasesGbasedGonGaminoGacidGsequenceGsimilaritieshG
prokaryoticGalphaUmannosyltransferasesVGBiochemicalVJournalTG1996TGaYfGPG”tGYQTGYaaUf 3.8 73

78
qloningTGsequencingGandGoverexpressionGinGsscherichiaGcoliGofGtheGalginatelyaseUencodingGalyGgeneG
ofG”seudomonasGalginovorahGidentificationGofGthreeGclassesGofGalginateGlyasesVGBiochemicalVJournalTG
1996TGaYgGPG”tGZQTGcecUfa

3.8 33

77 StereochemicalGcourseGandGreactionGproductsGofGtheGactionGofGbetaUxylosidaseGfromG
ThermoanaerobacteriumGsaccharolyticumGstrainGpdoU wVGFEBSVJournalTG1996TGZadTGeXdUYa 21

(1996-1997)
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76 “nGtheGclassificationGofGmodularGproteinsVGProteinVEngineeringlVDesignVandVSelectionTG1996TGgTGeZcUd 1.9 5

75 sndoglucanaseGwwGPsuwwQGof”enicilliumGjanthinellumhGcrNoGsequenceTGheterologousGexpressionGandG
promotorGanalysisG1996TGZgTGbgX 1

74 qloningGandGcharacterizationGofGaGxylanaseGgeneGfromGcornGstrainsGofGsrwiniaGchrysanthemiVG
MolecularVPlantmMicrobeVInteractionsTG1996TGgTGdcYUe 3.6 46

73 qloningGandGcharacterizationGofGtheGbgxoGgeneGfromGsrwiniaGchrysanthemiGrYGwhichGencodesGaG
betaUglucosidaseWxylosidaseGenzymeVGMolecularVGeneticsVandVGenomicsTG1995TGZbdTGbdcUee 27

72 tunctionalGimplicationsGofGstructureUbasedGsequenceGalignmentGofGproteinsGinGtheGextracellularG
pectateGlyaseGsuperfamilyVGPlantVPhysiologyTG1995TGYXeTGgdaUed 6.6 101

71 StereochemistryGofGchitinGhydrolysisGbyGaGplantGchitinaseWlysozymeGandGβUrayGstructureGofGaGcomplexG
withGallosamidinhGevidenceGforGsubstrateGassistedGcatalysisVGBiochemistryTG1995TGabTGYcdYgUZa 3.2 322

70 StructuresGofGoligosaccharideUboundGformsGofGtheGendoglucanaseGéGfromGvumicolaGinsolensGatGYVgGoG
resolutionVGBiochemistryTG1995TGabTGYdZYXUZX 3.2 136

69 tamilyGoGcellulaseshGtwoGessentialGtryptophanGresiduesGinGendoglucanaseGwwwGfromGTrichodermaG
reeseiVGBiochimicaVEtVBiophysicaVActaVmVGeneralVSubjectsTG1995TGYZbcTGYfeUgX 4 12

68 rynamicGlightGscatteringGstudyGofGtheGtwoUdomainGstructureGofGvumicolaGinsolensGendoglucanaseGéVG
FEBSVLettersTG1995TGaedTGbgUcZ 3.8 14

67
qonservedGcatalyticGmachineryGandGtheGpredictionGofGaGcommonGfoldGforGseveralGfamiliesGofGglycosylG
hydrolasesVGProceedingsVofVtheVNationalVAcademyVofVSciencesVofVtheVUnitedVStatesVofVAmericaTG1995TG
gZTGeXgXUb

11.5 511

66 tamiliesTGsuperfamiliesGandGsubfamiliesGofGglycosylGhydrolasesVGBiochemicalVJournalTG1995TGaYYGPG”tG
YQTGacXUY 3.8 72

65 MultidomainGarchitectureGofGbetaUglycosylGtransferaseshGimplicationsGforGmechanismGofGactionVG
JournalVofVBacteriologyTG1995TGYeeTGYbYgUZb 3.5 415

64 StructuresGandGmechanismsGofGglycosylGhydrolasesVGStructureTG1995TGaTGfcaUg 5.2 1582

63 ”rocessingGandGvydrolyticGMechanismGofGtheGcgkoUsncodedGkappaUqarrageenaseGofGolteromonasG
carrageenovoraVGFEBSVJournalTG1995TGZZfTGgeYUgec 2

62 rockingGofGcongoGredGtoGtheGsurfaceGofGcrystallineGcelluloseGusingGmolecularGmechanicsVGBiopolymers
TG1995TGadTGZXYUYX 2.2 53

61 TheGcrystalGstructureGofGmethylGbetaUcellotriosideGmonohydrateGXVZcGethanolateGandGitsGrelationshipG
toGcelluloseGwwVGCarbohydrateVResearchTG1995TGZeeTGZXgUZg 2.9 50

60 ”rocessingGandGhydrolyticGmechanismGofGtheGcgkoUencodedGkappaUcarrageenaseGofGolteromonasG
carrageenovoraVGFEBSVJournalTG1995TGZZfTGgeYUc 33

59 StructureUbasedGmultipleGalignmentGofGextracellularGpectateGlyaseGsequencesVGMolecularV
PlantmMicrobeVInteractionsTG1995TGfTGaaYUb 3.6 27
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58  eadingUframeGshiftGinGSaccharomycesGglucoamylasesGrestoresGcatalyticGbaseTGextendsGsequenceGandG
improvesGalignmentGwithGotherGglucoamylasesVGProteinVEngineeringlVDesignVandVSelectionTG1994TGeTGYZfYUZ1.9 8

57 qellulasesGandGtheirGinteractionGwithGcelluloseVGCelluloseTG1994TGYTGYdgUYgd 5.5 141

56 svidenceGforGaGgeneralGroleGforGhighUaffinityGnonUcatalyticGcelluloseGbindingGdomainsGinGmicrobialG
plantGcellGwallGhydrolasesVGMolecularVMicrobiologyTG1994TGYYTGaecUfZ 4.1 95

55 oGnovelTGsmallGendoglucanaseGgeneTGeglcTGfromGTrichodermaGreeseiGisolatedGbyGexpressionGinGyeastVG
MolecularVMicrobiologyTG1994TGYaTGZYgUZf 4.1 122

54 StereochemicalGcourseGofGtheGhydrolysisGreactionGcatalyzedGbyGchitinasesGoYGandGrGfromGpacillusG
circulansGαzUYZVGFEBSVLettersTG1994TGabaTGYeeUfX 3.8 69

53 TheGgeneGencodingGtheGkappaUcarrageenaseGofGolteromonasGcarrageenovoraGisGrelatedGtoG
betaUYTaUYTbUglucanasesVGGeneTG1994TGYagTGYXcUg 3.8 56

52 viddenGdomainsGandGactiveGsiteGresiduesGinGbetaUglycanaseUencodingGgeneGsequencesmVGGeneTG1993TG
YZcTGYggUZXb 3.8 14

51 qomparisonGofGthreeGalgorithmsGforGtheGassignmentGofGsecondaryGstructureGinGproteinshGtheG
advantagesGofGaGconsensusGassignmentVGProteinVEngineeringlVDesignVandVSelectionTG1993TGdTGaeeUfZ 1.9 107

50 bUThiocellooligosaccharidesGhGTheirGSynthesisGandGuseGasGwnhibitorsGofGqellulasesVGJournalVofV
CarbohydrateVChemistryTG1993TGYZTGebaUecZ 1.7 24

49 NewGfamiliesGinGtheGclassificationGofGglycosylGhydrolasesGbasedGonGaminoGacidGsequenceGsimilaritiesVG
BiochemicalVJournalTG1993TGZgaGPG”tGaQTGefYUf 3.8 1729

48
StarchUGandGglycogenUdebranchingGandGbranchingGenzymeshGpredictionGofGstructuralGfeaturesGofGtheG
catalyticGPbetaWalphaQfUbarrelGdomainGandGevolutionaryGrelationshipGtoGotherGamylolyticGenzymesVG
TheVProteinVJournalTG1993TGYZTGegYUfXc

233

47 qharacteristicsGofGanGexochitinaseGfromGStreptomycesGolivaceoviridisTGitsGcorrespondingGgeneTG
putativeGproteinGdomainsGandGrelationshipGtoGotherGchitinasesVGFEBSVJournalTG1993TGZYbTGdcgUdg 89

46 StereochemistryTGspecificityGandGkineticsGofGtheGhydrolysisGofGreducedGcellodextrinsGbyGnineG
cellulasesVGFEBSVJournalTG1993TGZYeTGgbeUca 82

45
oGcorrectiveGframeshiftGinGtheGsequenceGofGtheG˛†UglucosidaseGgeneGfromGqellvibrioGgilvusGrestoresG
similarityGwithGaGlargeGdomainGfoundGinGotherG˛†UglucosidasesVGJournalVofVBioscienceVandV
BioengineeringTG1993TGedTGZbXUZbZ

2

44 wnfluenzaGpGvirusGneuraminidaseGcanGsynthesizeGitsGownGinhibitorVGStructureTG1993TGYTGYgUZd 5.2 148

43
éisualizationGofGtheGadsorptionGofGaGbacterialGendoUbetaUYTbUglucanaseGandGitsGisolatedG
celluloseUbindingGdomainGtoGcrystallineGcelluloseVGInternationalVJournalVofVBiologicalVMacromoleculesTG
1993TGYcTGabeUcY

7.9 53

42 ominoGacidGsequenceGsimilaritiesGbetweenGlowGmolecularGweightGendoUYTbUbetaUxylanasesGandG
familyGvGcellulasesGrevealedGbyGclusteringGanalysisVGFEBSVLettersTG1993TGaZYTGYacUg 3.8 51

41 wdentificationGofGanGessentialGglutamateGresidueGinGtheGactiveGsiteGofGendoglucanaseGwwwGfromG
TrichodermaGreeseiVGFEBSVLettersTG1993TGaYdTGYaeUbX 3.8 46

(1993-1994)
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40 retectionGofGsecondaryGstructureGelementsGinGproteinsGbyGhydrophobicGclusterGanalysisVGProteinV
EngineeringlVDesignVandVSelectionTG1992TGcTGdZgUac 1.9 112

39 StereochemistryGofGtheGhydrolysisGreactionGcatalyzedGbyGendoglucanaseGZGfromGsrwiniaG
chrysanthemiVGFEBSVLettersTG1992TGaXXTGYbcUf 3.8 32

38
NucleotideGsequencesGofGtheGarbGgenesTGwhichGcontrolGbetaUglucosideGutilizationGinGsrwiniaG
chrysanthemihGcomparisonGwithGtheGsscherichiaGcoliGbglGoperonGandGevidenceGforGaGnewG
betaUglycohydrolaseGfamilyGincludingGenzymesGfromGeubacteriaTGarcheabacteriaTGandGhumansVG
JournalVofVBacteriologyTG1992TGYebTGedcUee

3.5 75

37 SpecificityGmappingGofGcellulolyticGenzymeshGclassificationGintoGfamiliesGofGstructurallyGrelatedG
proteinsGconfirmedGbyGbiochemicalGanalysisVGProteinVScienceTG1992TGYTGYZgaUe 6.3 83

36 oGclassificationGofGglycosylGhydrolasesGbasedGonGaminoGacidGsequenceGsimilaritiesVGBiochemicalV
JournalTG1991TGZfXGPG”tGZQTGaXgUYd 3.8 2550

35 NationalGpublicationGbiasVGNatureTG1991TGacbTGbZeUbZe 50.4 5

34 StructuralGandGfunctionalGrelationshipsGinGtwoGfamiliesGofGbetaUYTbUglycanasesVGFEBSVJournalTG1991TG
ZXZTGadeUee 69

33
rispersionGpolymerizationGofGstyreneGinGpolarGsolventshGwwVGéisualizationGofGsurfaceGlayersGofGstericG
stabilizerGonGdispersionUpolymerizedGandGprecipitatedGpolystyreneGlatexGparticlesGbyGtransmissionG
electronGmicroscopyVGJournalVofVColloidVandVInterfaceVScienceTG1990TGYafTGYeXUYfY

9.3 37

32 StructuralGhomologyGamongGtheGperoxidaseGenzymeGfamilyGrevealedGbyGhydrophobicGclusterG
analysisVGProteins:VStructurelVFunctionVandVBioinformaticsTG1990TGfTGZcYUe 4.2 46

31 NucleotideGsequenceGofGtheGengβqoGgeneGencodingGtheGmajorGendoglucanaseGofGβanthomonasG
campestrisGpvVGcampestrisVGGeneTG1990TGfgTGcaUg 3.8 45

30 qelShGaGnovelGendoglucanaseGidentifiedGfromGsrwiniaGcarotovoraGsubspVGcarotovoraVGGeneTG1990TGgXTGgUYb 3.8 50

29 vydrophobicGclusterGanalysishGproceduresGtoGderiveGstructuralGandGfunctionalGinformationGfromG
ZUrUrepresentationGofGproteinGsequencesVGBiochimieTG1990TGeZTGcccUeb 4.6 298

28 qellulaseGfamiliesGrevealedGbyGhydrophobicGclusterGanalysisVGGeneTG1989TGfYTGfaUgc 3.8 376

27 vydrophobicGclusterGanalysisGofGtheGprimaryGsequencesGofGalphaUamylasesVGInternationalVJournalVofV
BiologicalVMacromoleculesTG1989TGYYTGZYeUZc 7.9 35

26 ”ossibleGadsorptionGsitesGofGcellulasesGonGcrystallineGcelluloseVGFEBSVLettersTG1988TGZaYTGYeeUYfZ 3.8 33

25 vydrophobicUclusterGanalysisGofGplantGproteinGsequencesVGoGdomainGhomologyGbetweenGstorageGandG
lipidUtransferGproteinsVGBiochemicalVJournalTG1988TGZccTGgXYUc 3.8 32

24 SolidUstateGYaqUNVMV VGandGelectronGmicroscopyGstudyGonGtheGreversibleGcelluloseGwUlcelluloseGwwwwG
transformationGinGéaloniaVGCarbohydrateVResearchTG1987TGYdXTGYUYY 2.9 74

23 ”recipitationGandGcrystallizationGofGcelluloseGdopedGwithGdyesVGDieVMakromolekulareVChemieVRapidV
CommunicationsTG1985TGdTGeaeUebY 7
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22 SynergismGofGqellulasesGfromGTrichodermaGreeseiGinGtheGregradationGofGqelluloseVGBiootechnologyTG
1985TGaTGeZZUeZd 395

21 ändirectionalGdegradationGofGvaloniaGcelluloseGmicrocrystalsGsubjectedGtoGcellulaseGactionVGFEBSV
LettersTG1985TGYfbTGZfcUZff 3.8 142

20 qolloidalGgoldGlabellingGofGlTbU˛†UrUglucanGcellobiohydrolaseGadsorbedGonGcelluloseGsubstratesVGFEBSV
LettersTG1984TGYeZTGYgaUYge 3.8 96

19 TheGactionGofGYTbU˛†UrUglucanGcellobiohydrolaseGonGéaloniaGcelluloseGmicrocrystalsVGFEBSVLettersTG
1983TGYcaTGYYaUYYf 3.8 86

18 StereochemistryGofGtheGhydrolysisGofG˛–T˛–UtrehaloseGbyGtrehalaseTGdeterminedGbyGusingGaGlabelledG
substrateVGCarbohydrateVResearchTG1983TGYZbTGZdcUZea 2.9 27

17 oGnovelGsynthesisGofGcUthioUUglucoseVGTetrahedronVLettersTG1981TGZZTGcXdYUcXdZ 2 42

16 S“MsG sqsNTGoS”sqTSG“tGTvsGS”sqwtwqwTYGoNrGMsqvoNwSMG“tGoqTw“NG“tGT svozoSsSG1980TGaaYUaca 6

15 osymmetricGacetalationGofG˛–T˛–UtrehalosehGSynthesisGofG˛–UdUgalactopyranosylG˛–UdUglucopyranosideG
andGdUdeoxyUdUfluoroU˛–UdUglucopyranosylG˛–UdUglucopyranosideVGCarbohydrateVResearchTG1978TGdaTGbYUbg 2.9 33

14 qarbohydrateUoctiveGsnzymesGratabasehG”rinciplesGandGqlassificationGofGulycosyltransferasesfgUYYf 3

13 MetabolicGrolesGofGuncultivatedGbacterioplanktonGlineagesGinGtheGnorthernGuulfGofGMexicoGâ��readGZoneâ�� 2

12 oGmodelGspeciesGforGagriculturalGpestGgenomicshGtheGgenomeGofGtheGqoloradoGpotatoGbeetleTG
zeptinotarsaGdecemlineataGPqoleopterahGqhrysomelidaeQ 1

11 ”roteomeGspecializationGofGanaerobicGfungiGduringGruminalGdegradationGofGrecalcitrantGplantGfiber 1

10 oGcatalogGofGmicrobialGgenesGfromGtheGbovineGrumenGunveilsGaGspecializedGandGdiverseG
biomassUdegradingGenvironment 1

9 TranscriptomicGatlasGofGmushroomGdevelopmentGhighlightsGanGindependentGoriginGofGcomplexGmulticellularity 5

8 TheGgenomeGofGouriculariopsisGamplaGshedsGlightGonGfruitingGbodyGdevelopmentGandGwoodUdecayGofG
barkUinhabitingGfungi 2

7 MicrobiotaUdirectedGfibreGactivatesGbothGtargetedGandGsecondaryGmetabolicGshiftsGinGtheGdistalGgut 1

6 ueneticGdeterminantsGofGendophytismGinGtheGorabidopsisGrootGmycobiome 1

5 ulobalGandGtemporalGstateGofGtheGhumanGgutGmicrobiomeGinGhealthGandGdisease 2

(-1985)
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4 TheGtoodGodditiveGβanthanGuumGrrivesGodaptationGofGtheGvumanGuutGMicrobiota 1

3 svolutionaryGprimingGandGtransitionGtoGtheGectomycorrhizalGhabitGinGanGiconicGlineageGofG
mushroomUformingGfungihGisGpreadaptationGaGrequirementm 2

2 qoUcultivationGofGtheGanaerobicGfungusGqaecomycesGchurrovisGwithGMethanobacteriumGbryantiiG
enhancesGtranscriptionGofGcarbohydrateGbindingGmodules 1

1 TheGqellulosomehGoGNaturalGpacterialGStrategyGtoGqombatGpiomassG ecalcitrancebXeUbac 12
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