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526 –heGtranscriptomeGprofileGofGtheGmosquitoGnulexGquinquefasciatusGfollowingGpermethrinGselectionUG
2012SGbSGe_bXaZ 47

525 sorizontalGgeneGtransfersGasGmetagenomicGgeneGduplicationsUG2012SGcSGbdWT5 9

524 nharacterizationGofGtannaseGproteinGsequencesGofGbacteriaGandGfungieGanGinGsilicoGstudyUG2012SGZXSGZWaTYb 25

523 –argetGselectionGforGstructuralGgenomicsGbasedGonGcombiningGfoldGrecognitionGandGcrystallisationG
predictionGmethodseGapplicationGtoGtheGhumanGproteomeUG2012SGXZSGZbT_a 7

522 –heGphylogenomicGrootsGofGmodernGbiochemistryeGoriginsGofGproteinsSGcofactorsGandGproteinG
biosynthesisUG2012SGb_SGXTZ_ 64

521 pvolutionGandGfunctionalGdiversificationGofGtheGsmallGheatGshockGproteinV˛–TcrystallinGfamilyGinGhigherG
plantsUG2012SGYZ5SGXYddTZXZ 53
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520 –heGsuperfamilyGofGhemeTcopperGoxygenGreductaseseGtypesGandGevolutionaryGconsiderationsUG2012SG
XcXbSGaYdTZb 121

519 ”tructureGandGfunctionGofGtheGlllRGnucleotideGbindingGpocketUG2012SGXcYZSGYTX_ 194

518 ProteinGdomainGstructureGuncoversGtheGoriginGofGaerobicGmetabolismGandGtheGriseGofGplanetaryG
oxygenUG2012SGYWSGabTba 45

517 –heGytréVàGtwoTcomponentGsystemGofGmrucellaGsppUGactsGasGaGredoxGsensorGandGregulatesGtheG
expressionGofGnitrogenGrespirationGenzymesUG2012SGc5SGZdT5W 44

516 –heGevolutionaryGhistoryGofGproteinGfoldGfamiliesGandGproteomesGconfirmsGthatGtheGarchaealG
ancestorGisGmoreGancientGthanGtheGancestorsGofGotherGsuperkingdomsUG2012SGXYSGXZ 45

515 tnGsilicoGcharacterizationGofGalkalineGproteasesGfromGdifferentGspeciesGofGlspergillusUG2012SGXaaSGY_ZT5b 25

514
xolecularGcloningSGtissueGdistributionGandGontogeneticGexpressionGofGàiangGpigGchemerinGandGitsG
involvementGinGregulatingGenergyGmetabolismGthroughGlktGandGp“vXVYGsignalingGpathwaysUG2012SG
ZdSGXccbTd_

16

513 tr”qdGfamilyGproteinsUG2013SGZcSGXYZaT5X 15

512 pxpressionGofGaGconiferGnzm“lTlikeGgeneGnlnzmwXGfromGnhineseGfirGOnunninghamiaGlanceolataPG
altersGtheGleafGarchitectureGinGtobaccoUG2013SGbWSG_cZTdX 14

511 lGdomainTcentricGsolutionGtoGfunctionalGgenomicsGviaGdcrzGPredictorUG2013SGX_G”upplGZSG”d 32

510 “econstitutingGproteinGinteractionGnetworksGusingGparameterTdependentGdomainTdomainG
interactionsUG2013SGX_SGX5_ 15

509 ²ariantGsurfaceGantigensGofGmalariaGparasiteseGfunctionalGandGevolutionaryGinsightsGfromG
comparativeGgeneGfamilyGclassificationGandGanalysisUG2013SGX_SG_Yb 52

508 macterialGandGarchaealGglobinsGTGaGrevisedGperspectiveUG2013SGXcZ_SGXbcdTcWW 82

507 miologySGnontrolsGandGxodelsGofG–reeG²olatileGzrganicGnompoundGpmissionsUG2013SG 24

506 etq5lGdimerizesGnotGonlyGinGvitroGbutGalsoGinGvivoGandGitsGmolecularGenvelopeGisGsimilarGtoGtheGpqTPG
monomerUG2013SG__SGaZXT__ 9

505 ”equenceGandGstructuralGinvestigationGofGaGnovelGpsychrophilicG˛–TamylaseGfromGrlaciozymaG
antarcticaGPtXYGforGcoldTadaptationGanalysisUG2013SGXdSGZZadTcZ 26

504 ccmYTlikeGisGrequiredGforGcardiovascularGdevelopmentGasGaGnovelGcomponentGofGtheGsegTnnxG
pathwayUG2013SGZbaSGb_Tc5 24

503 nharacterizationGofGaGserineGhydrolaseGtargetedGbyGacylTproteinGthioesteraseGinhibitorsGinG
–oxoplasmaGgondiiUG2013SGYccSGYbWWYTYbWXc 19
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502 pxonicGtranscriptionGfactorGbindingGdirectsGcodonGchoiceGandGaffectsGproteinGevolutionUG2013SGZ_YSGXZabTbY 201

501 –heGmiochemistryGandGxolecularGmiologyGofG²olatileGxessengersGinG–reesUG2013SG_bTdZ 23

500 nomparativeGtranscriptomeGanalysisGofGgeographicallyGdistinctGvirulentGandGattenuatedGmabesiaG
bovisGstrainsGrevealsGsimilarGgeneGexpressionGchangesGthroughGattenuationUG2013SGX_SGbaZ 39

499 xicrobialGeukaryoteGglobinsUG2013SGaZSGZdXT__a 36

498 ”equenceGpolymorphismGinGtheG–rypanosomaGrangeliGs”PbWGcodingGgenesGallowsGtypingGofGtheG
parasiteGvPXORPGandGvPXOTPGgroupsUG2013SGXZZSG__bT5Z 4

497 PredictingGtheGfunctionalSGmolecularSGandGphenotypicGconsequencesGofGaminoGacidGsubstitutionsG
usingGhiddenGxarkovGmodelsUG2013SGZ_SG5bTa5 723

496
lntiTviralGimmuneGresponsesGinGaGprimitiveGlungeGcharacterizationGandGexpressionGanalysisGofG
interferonTinducibleGimmunoproteasomeGsubunitsGwxPYSGwxPbGandGxpnwTXGinGaGsarcopterygianG
fishSGtheGyigerianGspottedGlungfishGOProtopterusGdolloiPUG2013SG_XSGa5bTa5

5

495 “ootedGphylogenyGofGtheGthreeGsuperkingdomsUG2013SGd5SGX5dZTaW_ 35

494 nompetitionGsensingeGtheGsocialGsideGofGbacterialGstressGresponsesUG2013SGXXSGYc5TdZ 239

493 pvolutionaryGoptimizationGofGproteinGfoldingUG2013SGdSGeXWWYcaX 35

492 ProteinGcomplexesGareGunderGevolutionaryGselectionGtoGassembleGviaGorderedGpathwaysUG2013SGX5ZSG_aXTbW 153

491 lGdailyTupdatedGtreeGofGOsequencedPGlifeGasGaGreferenceGforGgenomeGresearchUG2013SGZSGYWX5 39

490 ”earchingGforGlikenessGinGaGdatabaseGofGmacromolecularGcomplexesUG2013SG5ZSGYaZ_T_b 1

489 lutomatedG”equenceTmasedGlpproachesGforGtdentifyingGoomainGqamiliesUG2013SGXTY_ 1

488 ”tructuralGlnnotationsGofGrenomesGwithG”uperfamilyGandGrZoUG2013SGadTdb

487 PredictingGtheGfunctionalGconsequencesGofGcancerTassociatedGaminoGacidGsubstitutionsUG2013SGYdSGX5W_TXW 154

486 lGnetworkGofGsxrTboxGtranscriptionGfactorsGregulatesGsexualGcycleGinGtheGfungusGPodosporaG
anserinaUG2013SGdSGeXWWZa_Y 39

485 pnzymeGreactionGannotationGusingGcloudGtechniquesUG2013SGYWXZSGX_WYZb 3
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484 pxploringGfoldGspaceGpreferencesGofGnewTbornGandGancientGproteinGsuperfamiliesUG2013SGdSGeXWWZZY5 24

483 xasculinizationGofGgeneGexpressionGisGassociatedGwithGexaggerationGofGmaleGsexualGdimorphismUG
2013SGdSGeXWWZadb 76

482 –rypanosomeGnyz–XWGisGessentialGforGtheGintegrityGofGtheGyz–GdeadenylaseGcomplexGandGforG
degradationGofGmanyGm“ylsUG2013SG_XSGXYXXTYY 23

481 renomicGandGsecretomicGanalysesGrevealGuniqueGfeaturesGofGtheGlignocellulolyticGenzymeGsystemGofG
PenicilliumGdecumbensUG2013SGcSGe55Xc5 119

480 –heGchallengeGofGincreasingGPfamGcoverageGofGtheGhumanGproteomeUG2013SGYWXZSGbatWYZ 16

479 ocrzeGdatabaseGofGdomainTcentricGontologiesGonGfunctionsSGphenotypesSGdiseasesGandGmoreUG2013SG
_XSGo5ZaT__ 72

478 –ranscriptomicGanalysisGofG stilagoGmaydisGinfectingGlrabidopsisGrevealsGimportantGaspectsGofGtheG
fungusGpathogenicGmechanismsUG2013SGcSG 19

477 Plant–qcateGanGonlineGplantGtranscriptionGfactorGandGtranscriptionalGregulatorGcategorizationGandG
analysisGtoolUG2013SGX_SGZYX 87

476 m“ylT”eqGandGmicroarrayGdevelopmentGforGtheGrroovedGnarpetGshellGclamSG“uditapesGdecussatuseGaG
functionalGapproachGtoGunravelGhostTparasiteGinteractionUG2013SGX_SGb_X 31

475 renomicsTguidedGanalysisGofGyloGrecyclingGyieldsGfunctionalGelucidationGofGnzrXW5cGasGaGnewG
familyGofGpyrophosphatasesUG2013SGcSGea55d5 13

474 nomparativeGanalysisGofGproteomesGandGfunctionomesGprovidesGinsightsGintoGoriginsGofGcellularG
diversificationUG2013SGYWXZSGa_cb_a 17

473 nomparativeGanalysisGofGbarophilyTrelatedGaminoGacidGcontentGinGproteinGdomainsGofGPyrococcusG
abyssiGandGPyrococcusGfuriosusUG2013SGYWXZSGacW_Za 6

472 nomparativeGtranscriptomeGanalysisGofGfourGprymnesiophyteGalgaeUG2014SGdSGedbcWX 25

471 renomeTwideGidentificationGandGtissueTspecificGexpressionGanalysisGofG oPTglycosyltransferasesG
genesGconfirmGtheirGabundanceGinGnicerGarietinumGOnhickpeaPGgenomeUG2014SGdSGeXWdbX5 27

470 ”tructureGmasedGqunctionalGlnnotationGofGPutativeGnonservedGProteinsGfromG–reponemaGpallidumeG
”earchGforGaGPotentialGorugG–argetUG2014SGXYSG_aT5d 13

469 ouplicationGofGaGpromiscuousGtranscriptionGfactorGdrivesGtheGemergenceGofGaGnewGregulatoryG
networkUG2014SG5SG_cac 44

468 –racingGtheGevolutionGofGqp“xGdomainGofGvindlinsUG2014SGcWSGXdZTYW_ 11

467 –heGdiversityGofGzincTfingerGgenesGonGhumanGchromosomeGXdGprovidesGanGevolutionaryGmechanismG
forGdefenseGagainstGinheritedGendogenousGretrovirusesUG2014SGYXSGZcXTb 43
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466 nomparativeGxodelingGofGorugG–argetGProteinsjUG2014SG 2

465 oeGnovoGassemblyGofGlureococcusGanophagefferensGtranscriptomesGrevealsGdiverseGresponsesGtoG
theGlowGnutrientGandGlowGlightGconditionsGpresentGduringGbloomsUG2014SG5SGZb5 36

464 nyclicGdiTrxPTdependentGsignalingGpathwaysGinGtheGpathogenicGqirmicuteGwisteriaGmonocytogenesUG
2014SGXWSGeXWW_ZWX 56

463 rlobalGpatternsGofGproteinGdomainGgainGandGlossGinGsuperkingdomsUG2014SGXWSGeXWWZ_5Y 48

462 ProteinGflexibilityGfacilitatesGquaternaryGstructureGassemblyGandGevolutionUG2014SGXYSGeXWWXcbW 56

461 PreTmetazoanGoriginsGandGevolutionGofGtheGcadherinGadhesomeUG2014SGZSGXXcZTd5 34

460 ”tructureSGevolutionGandGvirtualGscreeningGofGyoxTXGstrainGfromGvolkataUG2014SGXWSGYZ5TaZ 2

459 “evisitingGaminoGacidGsubstitutionGmatricesGforGidentifyingGdistantlyGrelatedGproteinsUG2014SGZWSGZXbTY5 31

458 qromGworkstationsGtoGworkbencheseG–owardsGpredictingGphysicochemicallyGviableGproteinTproteinG
interactionsGacrossGaGhostGandGaGpathogenUG2014SGaaSGb5dTb_ 9

457 PairwiseGdecompositionGofGanGxxrm”lGenergyGfunctionGforGcomputationalGproteinGdesignUG2014SG
Z5SGXZbXTcb 32

456 lnGallostericGswitchGforGproTsrqVxetGsignalingGusingGzymogenGactivatorGpeptidesUG2014SGXWSG5abTbZ 20

455 tnGsilicoGcharacterizationGofGanGatypicalGxlPvGphosphataseGofGPlasmodiumGfalciparumGasGaGsuitableG
targetGforGdrugGdiscoveryUG2014SGc_SGX5cTac 5

454 –heG”tructureTqunctionGwinkageGoatabaseUG2014SG_YSGo5YXTZW 169

453 mu–YGisGaGmemberGofGtheGthirdGmajorGgroupGofGhl–GtransposonsGandGisGinvolvedGinGhorizontalG
transferGeventsGinGtheGgenusGorosophilaUG2014SGaSGZ5YTa5 11

452 qromGsequenceGtoGenzymeGmechanismGusingGmultiTlabelGmachineGlearningUG2014SGX5SGX5W 14

451 xxomGandG²l”–ReGtrackingGstructuralGsimilaritiesGbetweenGmacromolecularGcomplexesUG2014SG_YSGoYdbTZWZ 194

450 ”nzPeeG”tructuralGnlassificationGofGProteinsTTextendedSGintegratingG”nzPGandGl”–“lwGdataGandG
classificationGofGnewGstructuresUG2014SG_YSGoZW_Td 438

449 tnG”ilicoGPredictionGofG–GandGmGnellGppitopesGofGoerGfGY5GinGoermatophagoidesGfarinaeUG2014SGYWX_SG_cZdW5 19
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448 nloningSGpurificationGandGpreliminaryGcrystallographicGanalysisGofGtheGselicobacterGpyloriG
pseudaminicGacidGbiosynthesisGyTacetyltransferaseGPsesUG2014SGbWSGXYbaTd 7

447 qrequentGgeneGfissionsGassociatedGwithGhumanGpathogenicGbacteriaUG2014SGXWZSGa5Tb5 3

446 PerformanceGofGproteinGdisorderGpredictionGprogramsGonGaminoGacidGsubstitutionsUG2014SGZ5SGbd_TcW_ 19

445 –oolsGforGadvancedGandGtargetedGgeneticGmanipulationGofGtheG˛†TlactamGantibioticGproducerG
lcremoniumGchrysogenumUGJournal of BiotechnologySG2014SGXadSG5XTaY 3.7 25

444 seatG”hockGProteinsGofGxalariaUG2014SG 4

443 qunctionalGdivergenceGforGeveryGparalogUG2014SGZXSGdc_TdY 38

442 reneZoeGxultiTdomainGannotationsGforGproteinGsequenceGandGcomparativeGgenomeGanalysisUG2014SG
_YSGoY_WT5 42

441 lGnovelGflavivirusGinGtheGsoybeanGcystGnematodeUG2014SGd5SGXYbYTXYcW 40

440 pvolutionGofGtheGribosomeGatGatomicGresolutionUG2014SGXXXSGXWY5XTa 129

439 nomparativeGProteinG”tructureGxodelingG singGxzopwwp“UG2014SG_bSG5UaUXTZY 754

438 reneralGmechanismGofGtwoTstateGproteinGfoldingGkineticsUG2014SGXZaSGXX_YWTb 44

437 lnGintegrativeGcomputationalGmodelGforGlargeTscaleGidentificationGofGmetalloproteinsGinGmicrobialG
genomeseGaGfocusGonGironTsulfurGclusterGproteinsUG2014SGaSGXdXZTZW 11

436 qastGpseudolikelihoodGmaximizationGforGdirectTcouplingGanalysisGofGproteinGstructureGfromGmanyG
homologousGaminoTacidGsequencesUG2014SGYbaSGZ_XTZ5a 97

435 “ankingGnonTsynonymousGsingleGnucleotideGpolymorphismsGbasedGonGdiseaseGconceptsUG2014SGcSGXX 105

434  singGhiddenGxarkovGmodelsGtoGpredictGoylTbindingGproteinsGwithGsequenceGandGstructureG
informationUG2014SGXcSGYZa5TYZba 5

433 –hinkGgloballyGandGsolveGlocallyeGsecondaryGmemoryTbasedGnetworkGlearningGforGautomatedG
multiTspeciesGfunctionGpredictionUG2014SGZSG5 11

432 nlassificationGofGintrinsicallyGdisorderedGregionsGandGproteinsUG2014SGXX_SGa5cdTaZX 1141

431 menchmarkingGofGmethodsGforGgenomicGtaxonomyUG2014SG5YSGX5YdTZd 141
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430 semoglobinsGinGtheGgenomeGofGtheGcryptomonadGruillardiaGthetaUG2014SGdSGb 2

429 onmtXTindependentGnrGmethylationGcontributesGtoGnucleosomeGpositioningGinGdiverseGeukaryotesUG
2014SGX5aSGXYcaTXYdb 111

428 pmergingGrolesGforGproteinG”TpalmitoylationGinG–oxoplasmaGbiologyUG2014SG__SGXYXTZX 20

427 ”tructuralGandGfunctionalGanalysisGofGaGnovelGpsychrophilicG˛†TmannanaseGfromGrlaciozymaGantarcticaG
PtXYUG2014SGYcSGac5Tdc 24

426 –heGuseGofGsolubleGproteinGstructuresGinGmodelingGhelicalGproteinsGinGaGlayeredGmembraneUG2014SGZYSGZWcTXc 1

425 oraftGrenomeG”equenceGofGtheGqungusG–rametesGhirsutaGWbYUG2015SGZSG 10

424 –heGvalueGofGproteinGstructureGclassificationGinformationT”urveyingGtheGscientificGliteratureUG2015SG
cZSGYWY5TZc 14

423 QuantitativeGdifferentialGproteomicsGofGyeastGextracellularGmatrixeGthereGisGmoreGtoGitGthanGmeetsG
theGeyeUG2015SGX5SGYbX 11

422 xeanGfieldGtheoryGforGbiologyGinspiredGduplicationTdivergenceGnetworkGmodelUG2015SGY5SGWcZXWa 5

421 zriginGandGimplicationsGofGzeroGdegeneracyGinGnetworksGspectraUG2015SGY5SGW_ZXXW 16

420 ”tructureGpredictionGofGqeOttPGYToxoglutarateGdioxygenaseGfromGaGpsychrophilicGyeastGrlaciozymaG
antarcticaGPtXYUG2015SG 1

419 somologyTmasedGPredictionGofGPotentialGProteinTProteinGtnteractionsGbetweenGsumanGprythrocytesG
andGPlasmodiumGfalciparumUGBioinformatics and Biology InsightsSG2015SGdSGXd5TYWa 5.3 11

418 WhyGdoG”equenceG”ignaturesGPredictGpnzymeGxechanismjGsomologyGversusGnhemistryUG2015SGXXSGYabTb_ 3

417 –heGsaemonchusGcontortusGkinomeTTaGresourceGforGfundamentalGmolecularGinvestigationsGandGdrugG
discoveryUG2015SGcSGaYZ 12

416 qollowingGtheGqootstepsGofGnhlamydialGreneG“egulationUG2015SGZYSGZWZ5T_a 17

415 pvolutionGofGtheGpvlGfamilyGofGpowderyGmildewGavirulenceTeffectorGgenesGfromGtheGz“qGXGofGaGwtypG
retrotransposonUG2015SGXaSGdXb 21

414 noiledTcoilGlengtheG”izeGdoesGmatterUG2015SGcZSGYXaYTd 9

413 ”tnn“eTstructuralGinteractomeGcomputationalGresourceGforGxycobacteriumGtuberculosisUG2015SG
YWX5SGbavWaW 5

Citation Report

36



412 ”electionGofGrecombinantGantiT”sZGdomainGantibodiesGbyGhighTthroughputGphageGdisplayUG2015SGY_SGXcdWTdWW 12

411 Nxˆ'nageGˆ GtroisNeGaGselfishGgeneticGelementGusesGaGvirusGtoGpropagateGwithinG–hermotogalesUG2015SG
XbSGZYbcTcc 16

410 tnteractiveGyaiveGmayesianGnetworkeGlGnewGapproachGofGconstructingGgeneTgeneGinteractionG
networkGforGcancerGclassificationUG2015SGYaG”upplGXSG”XdYdTZa 2

409 wargeT”caleGpvolutionaryGlnalysisGofGrenesGandG”upergeneGnlustersGfromG–erpenoidGxodularG
PathwaysGProvidesGtnsightsGintoGxetabolicGoiversificationGinGqloweringGPlantsUG2015SGXWSGeWXYccWc 12

408 –heGpvolutionGofGtheG”ecretedG“egulatoryGProteinGProgranulinUG2015SGXWSGeWXZZb_d 37

407 lctivityGlugmentationGofGlmphioxusGPeptidoglycanG“ecognitionGProteinGmbtPr“PZGviaGqusionGwithG
aGnhitinGmindingGoomainUG2015SGXWSGeWX_Wd5Z 3

406 qunctionTselectiveGdomainGarchitectureGplasticityGpotentialsGinGeukaryoticGgenomeGevolutionUG2015SG
XXdSGYadTbb 3

405 ProteinGfunctionGfromGitsGemergenceGtoGdiversityGinGcontemporaryGproteinsUG2015SGXYSGW_5WWY 41

404 ”taphylococcusGaureusG”urvivesGwithGaGxinimalGPeptidoglycanG”ynthesisGxachineGbutG”acrificesG
²irulenceGandGlntibioticG“esistanceUG2015SGXXSGeXWW_cdX 55

403 xiyp–eGcrossTlinkGnetworkGmapsGwithGresidueGresolutionUG2015SGX_SGXXZbT_b 167

402 mioinformaticsGandGmiomedicalGpngineeringUG2015SG 3

401 ”pliceGjunctionsGareGconstrainedGbyGproteinGdisorderUG2015SG_ZSG_cX_TYY 13

400 ”tructuralGbiologyGandGgenomeGevolutioneGlnGintroductionUG2015SGXXdSGYW5Tc 6

399 pnrichingGtheGannotationGofGxycobacteriumGtuberculosisGsZb“vGproteomeGusingGremoteGhomologyG
detectionGapproacheseGinsightsGintoGstructureGandGfunctionUG2015SGd5SGX_TY5 8

398 znlineGresourcesGforGgenomicGanalysisGusingGhighTthroughputGsequencingUG2015SGYWX5SGZY_TZ5 5

397 ”tructuralGpredictionGofGaGnovelGlaminarinaseGfromGtheGpsychrophilicGrlaciozymaGantarcticaGPtXYGandG
itsGtemperatureGadaptationGanalysisUG2015SGYXSGaZ 11

396  ntanglingGtheGoriginGofGvirusesGandGtheirGimpactGonGcellularGevolutionUG2015SGXZ_XSGaXTb_ 25

395 –heGevaluationGofGtoolsGusedGtoGpredictGtheGimpactGofGmissenseGvariantsGisGhinderedGbyGtwoGtypesGofG
circularityUG2015SGZaSG5XZTYZ 178
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394 “ab5TfamilyGguanineGnucleotideGexchangeGfactorsGbindGretromerGandGpromoteGitsGrecruitmentGtoG
endosomesUG2015SGYaSGXXXdTYc 23

393 tnTdepthGcharacterisationGofGtheGlambGmeatGproteomeGfromGlongissimusGlumborumUG2015SGaSGYcT_X 14

392 xitochondrialGgenomesGareGretainedGbyGselectiveGconstraintsGonGproteinGtargetingUG2015SGXXYSGXWX5_TaX 52

391 tdentificationGofGfunctionalGcandidatesGamongstGhypotheticalGproteinsGofGxycobacteriumGlepraeG
mr_dYZSGaGcausativeGagentGofGleprosyUG2015SG5cSGY5T_Y 13

390 PredictiveGandGcomparativeGanalysisGofGpbolavirusGproteinsUG2015SGX_SGYbc5Tdb 10

389 –heGhumanG“mPomeeGfromGgenesGandGproteinsGtoGhumanGdiseaseUG2015SGXYbSGaXTbW 77

388 ”olutionGstructureGofGaGsolubleGfragmentGderivedGfromGaGmembraneGproteinGbyGshotgunGproteolysisUG
2015SGYcSG__5T5W 2

387 lGnovelGtransposableGxuTlikeGprophageGinGmacillusGalcalophilusGnrxnnGXUZaW_GOl–nnGYba_bPUG2015SG
ZWSGaZT5 1

386 ”tructureTbasedGfunctionGanalysisGofGputativeGconservedGproteinsGwithGisomeraseGactivityGfromG
saemophilusGinfluenzaeUG2015SG5SGb_XTbaZ 11

385 nomparativeGtranscriptomeGprofilingGapproachGtoGgleanGvirulenceGandGimmunomodulationTrelatedG
genesGofGqasciolaGhepaticaUG2015SGXaSGZaa 14

384 –ranscriptomeTwideGanalysisGofG”lxeGsuperfamilyGtoGnoveltyGphosphoethanolamineG
yTmethyltransferaseGcopyGinGwoniceraGjaponicaUG2014SGXaSG5YXTZ_ 7

383 wongGnonTcodingG“ylGdiscoveryGacrossGtheGgenusGanophelesGrevealsGconservedGsecondaryG
structuresGwithinGandGbeyondGtheGrambiaeGcomplexUG2015SGXaSGZZb 56

382 xPtneGaGmitochondrialGproteinGimportGcomponentsGdatabaseGforGplantGandGnonTplantGspeciesUG2015SG
5aSGeXW 18

381 pvolutionaryGpatternsGinGcoiledTcoilsUG2015SGbSG5_5T5a 15

380 –heGribosomeGchallengeGtoGtheG“ylGworldUG2015SGcWSGX_ZTaX 57

379 PredictionGofGsumanGreneGTGPhenotypeGlssociationsGbyGpxploitingGtheGsierarchicalG”tructureGofGtheG
sumanGPhenotypeGzntologyUG2015SGaaTbb 3

378 xolecularGcharacterizationGandGexpressionGanalysisGofGhspaWGgeneGhomologueGofGsheepGblowflySG
wuciliaGcuprinaUG2015SG5YSGY_TZb 7

377 –heG” Pp“qlxtwéGXUb5GdatabaseGinGYWX_eGaGdoublingGofGdataUG2015SG_ZSGoYYbTZZ 62
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376 tnGsilicoGapproachesGforGtheGidentificationGofGvirulenceGcandidatesGamongstGhypotheticalGproteinsGofG
xycoplasmaGpneumoniaeGZWdUG2015SG5dGPtGlSGabTcW 22

375 oefiningGtheGoomainGlrrangementGofGtheGxammalianG–argetGofG“apamycinGnomplexGnomponentG
“ictorGProteinUG2015SGYYSGcbaTca 11

374 lGphylogenomicGdataTdrivenGexplorationGofGviralGoriginsGandGevolutionUG2015SGXSGeX5WW5Yb 110

373 –heGmouseGwellhaarigGOwePGmutationsGresultGfromGdefectsGinGepidermalTtypeGtransglutaminaseGZG
O–gmZPUG2015SGXXaSGXcbTdX 7

372 lGproteomeGqualityGindexUG2015SGXbSG_Td 4

371 oraftGrenomeG”equenceGofG”poridiobolusGsalmonicolorGnm”GacZYSGaG“edTPigmentedG
masidiomycetousGéeastUG2015SGZSG 6

370 lGproteinGdomainTbasedGviewGofGtheGvirosphereThostGrelationshipUG2015SGXXdSGYZXT_Z 4

369 pxpansionGandGqunctionalGoivergenceGofGuumonjiGnTnontainingGsistoneGoemethylaseseG”ignificanceG
ofGouplicationsGinGlncestralGlngiospermsGandG²ertebratesUG2015SGXacSGXZYXTZb 35

368 –heGphylogenomicsGofGproteinGstructureseG–heGbackstoryUG2015SGXXdSGYc_TZWY 11

367 zverviewGofGcomputationalGvaccinologyeGvaccineGdevelopmentGthroughGinformationGtechnologyUG
2015SG5aSGZcXTdX 9

366 ymeGfamilyGofGproteinsTTcluesGfromGsimpleGanimalsUG2015SGZccSGXZZT_Y 9

365 ”tructureTbasedGfunctionalGannotationGofGputativeGconservedGproteinsGhavingGlyaseGactivityGfromG
saemophilusGinfluenzaeUG2015SG5SGZXbTZZa 11

364 lrgumentsG“einforcingGtheG–hreeToomainG²iewGofGoiversifiedGnellularGwifeUG2016SGYWXaSGXc5Xca5 25

363 –heG–ranscriptomeGofGduringG”kinGxodelGtnfectionUG2016SGaSGXZa 18

362 nomparingGthreeGstochasticGsearchGalgorithmsGforGcomputationalGproteinGdesigneGxonteGnarloSG
replicaGexchangeGxonteGnarloSGandGaGmultistartSGsteepestTdescentGheuristicUG2016SGZbSGXbcXTdZ 23

361 –heGcrystalGstructureGofGmaleylacetateGreductaseGfromG“hizobiumGspUGstrainGx–PTXWWW5GprovidesG
insightsGintoGtheGreactionGmechanismGofGenzymesGinGitsGoriginalGfamilyUG2016SGc_SGXWYdT_Y 3

360 –heGpnsemblGgeneGannotationGsystemUG2016SGYWXaSG 537

359 lnGexpressedSGendogenousGyodavirusTlikeGelementGcapturedGbyGaGretrotransposonGinGtheGgenomeG
ofGtheGplantGparasiticGnematodeGmursaphelenchusGxylophilusUG2016SGaSGZdb_d 9

(2016-2015)

39



358 pvolutionaryGsistoriesGofGreneGqamiliesGinGlngiospermG–reesUG2016SGXYXTXZb

357 –woGhl–GtransposonGgenesGwereGtransferredGfromGmrassicaceaeGtoGbroomrapesGandGareGactivelyG
expressedGinGsomeGrecipientsUG2016SGaSGZWXdY 10

356 lnalysesGofGnompactG–richinellaGvinomesG“evealGaGxz”TwikeGProteinGvinaseGwithGaG niqueG
yT–erminalGoomainUG2016SGaSGYc_bT5a 5

355 qromGrenomesGtoGPhenotypeseG–raitarSGtheGxicrobialG–raitGlnalyzerUG2016SGXSG 62

354 ProteinGsequenceTsimilarityGsearchGaccelerationGusingGaGheuristicGalgorithmGwithGaGsensitiveGmatrixUG
2016SGXbSGX_bTX5_ 1

353 xznl–YeGaGmetagenomicGassemblySGannotationGandGprofilingGframeworkUG2016SGZYSGY5YWTZ 117

352 pxpressionGprofilingGandGcharacterizationGofGcoldSGfreezingTrelatedGgenesGfromGmrassicaGrapaG
cultivarsUG2016SGaZSGXW5TXX5 2

351 ozrxleGdomainTbasedGtranscriptomeGandGproteomeGqualityGassessmentUG2016SGZYSGY5bbTcX 28

350 –opicsGinGrrammaticalGtnferenceUG2016SG 9

349 menchmarkingGtheGnextGgenerationGofGhomologyGinferenceGtoolsUG2016SGZYSGYaZaT_X 10

348 renomicGanalysisGofG gandanGandG“wandanGchickenGecotypesGusingGaGaWW´ kGgenotypingGarrayUG2016SG
XbSG_Wb 24

347 pvolutionGofGtheGnalciumTmasedGtntracellularG”ignalingG”ystemUG2016SGcSGYXXcTZY 26

346 oidG²irusesGpvolveGlsGaGoistinctG”upergroupGfromGnommonGlncestorsGofGnellsjUG2016SGcSGY_b_TcX 10

345 tnGvivoGproteinGinteractionGnetworkGanalysisGrevealsGporinTlocalizedGantibioticGinactivationGinG
lcinetobacterGbaumanniiGstrainGlm5Wb5UG2016SGbSGXZ_X_ 57

344 nomparativeGProteinG”tructureGxodelingG singGxzopwwp“UG2016SGcaSGYUdUXTYUdUZb 301

343 pvidenceGforGtheGsexualGoriginGofGheterokaryosisGinGarbuscularGmycorrhizalGfungiUG2016SGXSGXaWZZ 89

342 “abifierYeGanGimprovedGbioinformaticGclassifierGofG“abGr–PasesUG2017SGZZSG5acT5bW 3

341 xappingGtheGmembraneGproteomeGofGanaerobicGgutGfungiGidentifiesGaGwealthGofGcarbohydrateG
bindingGproteinsGandGtransportersUG2016SGX5SGYXY 17
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340 oistinguishingGsiddenGxarkovGnhainsUG2016SG 2

339 wearningGnodeGlabelsGwithGmultiTcategoryGsopfieldGnetworksUG2016SGYbSGXabbTXadY 5

338 qraGaGXUWYGtsGtheGxostGPotentGtsoformGofGtheGmet´ v´ XTlikeGlllergenGinG”trawberryGqruitUG2016SGa_SGZaccTda 20

337 –heGeffectorGcandidateGrepertoireGofGtheGarbuscularGmycorrhizalGfungusG“hizophagusGclarusUG2016SG
XbSGXWX 52

336 sologenomeGanalysisGofGtwoGmarineGspongesGwithGdifferentGmicrobiomesUG2016SGXbSGX5c 40

335 nomparativeGProteinG”tructureGxodelingG singGxzopwwp“UG2016SG5_SG5UaUXT5UaUZb 1267

334 –heG–txGmarrelGlrchitectureGqacilitatedGtheGparlyGpvolutionGofGProteinTxediatedGxetabolismUG2016SG
cYSGXbTYa 46

333 ProteinG”tructureGtsG“elatedGtoG“ylG”tructuralG“eactivityGtnG²ivoUGJournal of Molecular BiologySG2016SG
_YcSGb5cTbaa 6.5 10

332 siddenGxarkovGmodelsGforGgeneGsequenceGclassificationUG2016SGXdSGbdZTcW5 4

331 “apidGandGenhancedGremoteGhomologyGdetectionGbyGcascadingGhiddenGxarkovGmodelGsearchesGinG
sequenceGspaceUG2016SGZYSGZZcT__ 3

330 oeGnovoGassemblyGofGaGtadpoleGshrimpGO–riopsGnewberryiPGtranscriptomeGandGpreliminaryG
differentialGgeneGexpressionGanalysisUG2017SGXbSGXaXTXbX 7

329 siddenGxarkovGxodelsGforGProteinGoomainGsomologyGtdentificationGandGlnalysisUG2017SGX555SG_bT5c 3

328 ProteomeGwideGidentificationGofGironGbindingGproteinsGofGàanthomonasGtranslucensGpvUGundulosaeG
focusGonGsecretoryGvirulentGproteinsUG2017SGZWSGXYbTX_X 9

327 pvolutionaryGgenomicsGofGtheGcoldTadaptedGdiatomGqragilariopsisGcylindrusUG2017SG5_XSG5ZaT5_W 226

326 ProteinG”tructureGnlassificationGandGwoopGxodelingG singGxultipleG“amachandranGoistributionsUG
2017SGX5SGY_ZTY5_ 13

325 nomparisonGofGweptospiraGinterrogansGandGweptospiraGbiflexaGgenomeseGanalysisGofGpotentialG
leptospiralThostGinteractionsUG2017SGXZSGccZTcdX 5

324 tnGsilicoGcharacterizationGofGhypotheticalGproteinsGobtainedGfromGxycobacteriumGtuberculosisG
sZb“vUG2017SGaSGX 3

323 nomputationalGoesignGofGtheG–iamXGPoαGoomainGandGttsGwigandGmindingUG2017SGXZSGYYbXTYYcd 10
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322 niliaTGandGqlagellaTlssociatedGProteinGadG“egulatesGzlfactoryG–ransductionGvineticsGinGxiceUG2017SG
ZbSG5addT5bXW 24

321 lGgeneralizedGmixtureGmodelGappliedGtoGdiabetesGincidenceGdataUG2017SG5dSGcYaTc_Y 1

320 pmpiricalGgenomeGevolutionGmodelsGrootGtheGtreeGofGlifeUG2017SGXZcSGXZbTX55 18

319 lkaryotesGandGpukaryotesGareGindependentGdescendantsGofGaGuniversalGcommonGancestorUG2017SG
XZcSGXacTXcZ 17

318 ProteinGqunctionGPredictionUG2017SG 9

317
nrosstalkGofGtwoTcomponentGsignalGtransductionGsystemsGinGregulatingGcentralGcarbohydrateGandG
energyGmetabolismGduringGautotrophicGandGphotomixotrophicGgrowthGofG”ynechocystisGspUGPnnG
acWZUG2017SGdSG_c5T_da

4

316 lG”ubsetGofG biquitinTnonjugatingGpnzymesGtsGpssentialGforGPlantGtmmunityUG2017SGXbZSGXZbXTXZdW 32

315 qloralGnectarGofGtheGobligateGoutcrossingGnanavaliaGgladiataGOuacqUPGonUGOqabaceaePGcontainsGonlyGoneG
predominantGproteinSGa´ classGtttGacidicGchitinaseUG2017SGXdSGb_dTb5d 5

314 –heGProquncGqunctionGPredictionG”erverUG2017SGXaXXSGb5Td5 15

313 WhipwormGkinomesGreflectGaGuniqueGbiologyGandGadaptationGtoGtheGhostGanimalUG2017SG_bSGc5bTcaa 9

312 –heGsZGloopGofGantibodiesGshowsGuniqueGstructuralGcharacteristicsUG2017SGc5SGXZXXTXZXc 52

311 qunctionalGandGbiochemicalGcharacterizationGofGaG–GcellTassociatedGantiTapoptoticGproteinSGrtxlPaUG
2017SGYdYSGdZW5TdZXd 7

310 “evisedGdomainGstructureGofGulvanGlyaseGandGcharacterizationGofGtheGfirstGulvanGbindingGdomainUG
2017SGbSG__XX5 14

309 ”tructuralGandGfunctionalGinsightGintoGpanTendopeptidaseGinhibitionGbyG˛–YTmacroglobulinsUG2017SG
ZdcSGdb5Tdd_ 13

308 PotentialGandGpitfallsGinGtheGgeneticGdiagnosisGofGkidneyGdiseasesUG2017SGXWSG5cXT5c5 6

307 qullGProteinG”equenceG“edesignGwithGanGxxrm”lGpnergyGqunctionUG2017SGXZSG_dZYT_d_Z 8

306 –ranscriptionalGresponseGofGtheGharmfulGraphidophyteGseterosigmaGakashiwoGtoGnitrateGandG
phosphateGstressUG2017SGacSGY5cTYbW 15

305 nompositionalGandGexpressionGanalysesGofGtheGglideosomeGduringGtheGlifeGcycleGrevealGanGadditionalG
myosinGlightGchainGrequiredGforGmaximumGmotilityUG2017SGYdYSGXbc5bTXbcb5 26
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304 lGyewG“eferenceGrenomeGlssemblyGforGtheGxicrocrustaceanUG2017SGbSGX_W5TX_Xa 54

303 xitochondriaGareGnotGcaptiveGbacteriaUG2017SG_Z_SGccTdc 29

302 nomparingGpairwiseTadditiveGandGmanyTbodyGgeneralizedGmornGmodelsGforGacidVbaseGcalculationsG
andGproteinGdesignUG2017SGZcSGYZdaTY_XW 16

301 xetabolicGandGevolutionaryGpatternsGinGtheGextremelyGacidophilicGarchaeonGqerroplasmaGacidiphilumG
éUG2017SGbSGZacY 11

300 nomparativeGandGpvolutionaryGrenomicsGofGlngiospermG–reesUG2017SG 5

299 –heGpomegranateGOPunicaGgranatumGwUPGgenomeGandGtheGgenomicsGofGpunicalaginGbiosynthesisUG
Plant JournalSG2017SGdXSGXXWcTXXYc 6.9 66

298 lnkPlexeGalgorithmicGstructureGforGrefinementGofGnearTnativeGankyrinTproteinGdockingUG2017SGXcSGYYW

297 ”impleGadjustmentGofGtheGsequenceGweightGalgorithmGremarkablyGenhancesGP”tTmwl”–G
performanceUG2017SGXcSGYcc 10

296 “ecognitionGofGaGstructuralGdomainGO“WomoPGinGrcnXGproteinsGthatGinteractsGwithGtheG“WoGdomainG
containingGproteinsUG2017SGXYSGXY 1

295 qorecastingGresidueTresidueGcontactGpredictionGaccuracyUG2017SGZZSGZ_W5TZ_X_ 3

294 ProteinGsocialGbehaviorGmakesGaGstrongerGsignalGforGpartnerGidentificationGthanGsurfaceGgeometryUG
2017SGc5SGXZbTX5_ 9

293 ”tructuralGandGfunctionalGannotationGofGhumanGqlxYaqeGlGmultifacetedGproteinGhavingGaGcriticalG
roleGinGtheGimmuneGsystemUG2017SG5dbSGaaTb5 12

292 lGwholeGgenomeGanalysisGrevealsGtheGpresenceGofGaGplantGP“XGsequenceGinGtheGpotatoGpathogenG
”treptomycesGscabiesGandGotherG”treptomycesGspeciesUG2017SGXX_SGZ_aTZ5Y 6

291 qamilyTspecificGscalingGlawsGinGbacterialGgenomesUG2017SG_5SGbaX5TbaYY 3

290 ”econdTorderGautoregressiveGsiddenGxarkovGxodelUG2017SGZXSG 0

289 –ranscriptionGqactorG“epertoireGofGyecrotrophicGqungalGPhytopathogenGeGPredominanceGofGxémG
–ranscriptionGqactorsGlsGPotentialG“egulatorsGofG”ecretomeUGFrontiers in Plant ScienceSG2017SGcSGXWZb 6.2 9

288 lutoantibodyG“epertoireGinGlPpnpoGPatientsG–argetsG–woGoistinctG”ubgroupsGofGProteinsUG2017SGcSGdba 27

287 –heGpnigmaticGzriginGofGPapillomavirusGProteinGoomainsUG2017SGdSG 5
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286 tdentificationGofGnapsidVnoatG“elatedGProteinGqoldsGandG–heirG tilityGforG²irusGnlassificationUG2017SGcSGZcW 17

285 nonservedG–ranscriptionalG“esponsesGtoGyutrientG”tressGinGmloomTqormingGllgaeUG2017SGcSGXYbd 20

284 ooG²irusesGpxchangeGrenesGacrossG”uperkingdomsGofGwifejUG2017SGcSGYXXW 13

283 –umXGisGinvolvedGinGtheGmetabolismGofGsterolGestersGinG”accharomycesGcerevisiaeUG2017SGXbSGXcX 2

282 somologyGmodelingGandGpredictionGofGmTcellGandG–TcellGepitopesGofGtheGhouseGdustGmiteGallergenG
oer´ f´ YWUG2018SGXbSGXcWbTXcXY 2

281 xutationsGinGnqlP_ZGandGnqlP__GcauseGmaleGinfertilityGandGflagellumGdefectsGinG–rypanosomaGandG
humanUG2018SGdSGaca 106

280 ”evereGqertilityGpffectsGofG”permGnausedGbyGqailureG–oGpnterGqemaleG”permG”torageGzrgansGinUG2018
SGcSGX_dTXaW 2

279 PanTrenomeG”torageGandGlnalysisG–echniquesUG2018SGXbW_SGYdT5Z 14

278 PhaseGseparationGofGaGyeastGprionGproteinGpromotesGcellularGfitnessUG2018SGZ5dSG 344

277 nomparativeGsystemsGanalysisGofGtheGsecretomeGofGtheGopportunisticGpathogenGlspergillusG
fumigatusGandGotherGlspergillusGspeciesUG2018SGcSGaaXb 30

276 zrganizationGofGfeedTforwardGloopGmotifsGrevealsGarchitecturalGprinciplesGinGnaturalGandGengineeredG
networksUG2018SG_SGeaapdb5X 20

275 ”tructureGPredictionGofGaGyovelGpxoT˛†TXSZTrlucanaseeGtnsightsGintoGtheGnoldGldaptationGofG
PsychrophilicGéeastGrlaciozymaGantarcticaGPtXYUG2018SGXWSGX5bTXac 10

274 reneGexpressionGprofilesGofGtheG”outhernGhouseGmosquitoGnulexGquinquefasciatusGduringGexposureG
toGpermethrinUG2018SGY5SG_ZdT_5Z 12

273 qunctionalGelucidationGofGhypotheticalGproteinsGforGtheirGindispensableGrolesGtowardGdrugGdesigningG
targetsGfromGselicobacterGpyloriGstrainGsPlrXUG2018SGZaSGdWaTdXc 6

272 ”emiparametricGhiddenGxarkovGmodelGwithGnonTparametricGregressionUG2018SG_bSG5XdaT5YW_ 2

271 –heGlinearGneighborhoodGpropagationGmethodGforGpredictingGlongGnonTcodingG“ylâ��proteinG
interactionsUG2018SGYbZSG5YaT5Z_ 104

270 –heGcrystalGstructureGandGcatalyticGmechanismGofGhydroxynitrileGlyaseGfromGpassionGfruitSGPassifloraG
edulisUG2018SGYc5SGZXZTZY_ 10

269 yewGinsightsGintoGtheGevolutionGandGfunctionalGdivergenceGofGtheG”Wpp–GfamilyGinG”accharumGbasedG
onGcomparativeGgenomicsUG2018SGXcSGYbW 21
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268 lncestralityGandGxosaicismGofGriantG²irusesG”upportingGtheGoefinitionGofGtheGqourthG–“ nGofG
xicrobesUG2018SGdSGYaac 30

267 ”qPpwTwPteG”equenceTbasedGfeatureGprojectionGensembleGlearningGforGpredictingGwnc“ylTproteinG
interactionsUG2018SGX_SGeXWWaaXa 91

266 renomeTwideGidentificationGofGlPYVp“qGtranscriptionGfactorsGinGmungbeanGO²ignaGradiataPGandG
expressionGprofilingGofGtheG²ro“pmGsubfamilyGunderGdroughtGstressUG2018SGadSGXWWd 12

265 tntegratingGxultifacetedGtnformationGtoGPredictGxycobacteriumGtuberculosisTsumanG
ProteinTProteinGtnteractionsUG2018SGXbSGZcXWTZcYZ 5

264 wocalizationG nderG–opologicalG ncertaintyGforGwaneGtdentificationGofGlutonomousG²ehiclesUG2018SG 1

263 xayrG²ersusGWoeseeGlkaryotesGandGpukaryotesUG2018SGXZT5_

262 lGgeneTrichGfractionGanalysisGofGtheGPassifloraGedulisGgenomeGrevealsGhighlyGconservedG
microsyntenicGregionsGwithGtwoGrelatedGxalpighialesGspeciesUG2018SGcSGXZWY_ 13

261 renomicGlpproachGtoGlsthmaUG2018SG 1

260 renomeTwideGsurveyGofGremoteGhomologuesGforGproteinGdomainGsuperfamiliesGofGknownGstructureG
revealsGunequalGdistributionGacrossGstructuralGclassesUG2018SGX_SGYaaTYcW 0

259
qunctionalGannotationGofGhypotheticalGproteinsGfromGtheGpxiguobacteriumGantarcticumGstrainGmbG
revealsGproteinsGinvolvedGinGadaptationGtoGextremeGenvironmentsSGincludingGhighGarsenicGresistanceUG
2018SGXZSGeWXdcda5

22

258 xiningGofGpotentialGdrugGtargetsGthroughGtheGidentificationGofGessentialGandGanalogousGenzymesGinG
theGgenomesGofGpathogensGofGrlycineGmaxSGαeaGmaysGandG”olanumGlycopersicumUG2018SGXZSGeWXdb5XX 1

257 xethodsGforGPhysicalGnharacterizationGofGPhaseT”eparatedGmodiesGandGxembraneTlessGzrganellesUG
Journal of Molecular BiologySG2018SG_ZWSG_bbZT_cW5 6.5 74

256 yitrosocaldusGcavascurensisSGanGlmmoniaGzxidizingSGpxtremelyG–hermophilicGlrchaeonGwithGaG
sighlyGxobileGrenomeUG2018SGdSGYc 51

255 nharacterizingGPhageGrenomesGforG–herapeuticGlpplicationsUG2018SGXWSG 70

254 –emperatureGadaptationGanalysisGofGaGpsychrophilicGmannanaseGthroughGstructuralSGfunctionalGandG
molecularGdynamicsGsimulationUG2018SG__SGXYbWTXYbb 1

253 oeGnovoGprofileGgenerationGbasedGonGsequenceGcontextGspecificityGwithGtheGlongGshortTtermG
memoryGnetworkUG2018SGXdSGYbY 4

252 somologyGmodelingGandGepitopeGpredictionGofGoerGfGZZUG2018SG5XSGeaYXZ 4

251 tmprovedGstrategyGforGtheGcurationGandGclassificationGofGkinasesSGwithGbroadGapplicabilityGtoGotherG
eukaryoticGproteinGgroupsUG2018SGcSGacWc 8
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250 PositiveGandGyegativeG“egulationGofGlngiogenesisGbyG”olubleG²ascularGpndothelialGrrowthGqactorG
“eceptorTXUG2018SGXdSG 44

249 –heGmechanismGbyGwhichGaGdistinguishingGarabinofuranosidaseGcanGcopeGwithGinternalG
diTsubstitutionsGinGarabinoxylansUG2018SGXXSGYYZ 15

248 somologyGtnferenceGmasedGonGaG“econciliationGlpproachGforGtheGnomparativeGrenomicsGofG
ProtozoaUG2018SGX_SGXXbadZ_ZXcbc5XZc

247 nomprehensiveGanalysisGofG²erticilliumGnonalfalfaeGinGsilicoGsecretomeGuncoversGputativeGeffectorG
proteinsGexpressedGduringGhopGinvasionUG2018SGXZSGeWXdcdbX 12

246 sxxp“GnutToffG–hresholdG–oolGOsxxp“n––p“PeG”upervisedGclassificationGofGsuperfamilyGproteinG
sequencesGwithGaGreliableGcutToffGthresholdUG2018SGXZSGeWXdZb5b 11

245 miologicalGoatabasesUG2018SGZWZTZZb

244 renexlytlGupdateGYWXcUG2018SG_aSGWaWTWa_ 309

243 tntelligentGlgentseGxultiTlgentG”ystemsUG2019SGZX5TZYW 3

242 tgpGbindingGactivitiesGandGinGsilicoGepitopeGpredictionGofGoerGfGZYGinGoermatophagoidesGfarinaeUG2019
SGYXZSG_aT5_ 4

241 yascentGPolypeptideGoomainG–opologyGandGplongationG“ateGoirectGtheGnotranslationalGsierarchyGofG
sspbWGandG–“inVnn–UG2019SGb5SGXXXbTXXZWUe5 35

240 sighGpotassiumGseawaterGinhibitsGascidianGspermGchemotaxisSGbutGdoesGnotGaffectGtheGmaleGgameteG
chemotaxisGofGaGbrownGalgaUG2019SGYbSGYY5TYZX 1

239 ”hortTGandGwongT–ermGpffectsGofG ²lGonGlrabidopsisGlreGxediatedGbyGaGyovelGcrxPG
PhosphodiesteraseUG2019SGYdSGY5cWTY5c5Ue_ 16

238 –heGsspbWGnhaperoneG”ystemG”tabilizesGaG–hermoTsensitiveG”ubproteomeGinGpU´ coliUG2019SGYcSGXZZ5TXZ_5Uea 20

237 –heGdraftGgenomeGofGrevealsGinsightsGintoGtoxinGevolutionUG2019SGdSGXXZX_TXXZYc 14

236 –heGmixedGliverGandGheartGtranscriptomeGdatasetGofGtheGyewGαealandGbrushtailGpossumUG2019SGYbSGXW_5bb 1

235 ”tructuralGinsightsGintoGtheGmolecularGmechanismsGofGpectinolyticGenzymesUG2019SGXWSGZY5TZ__ 2

234 nomparativeGgenomicGanalysisGsuggestsGthatGtheGspermTspecificGsodiumVprotonGexchangerGandG
solubleGadenylylGcyclaseGareGkeyGregulatorsGofGnat”perGamongGtheGxetazoaUG2019SG5SGY5 10

233 ”tructuralGmasisGofGtheG”ubcellularG–opologyGwandscapeGofUG2019SGXWSGXabW 8
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232 ProteinGlbundanceGmiasesGtheGlminoGlcidGnompositionGofGoisorderedG“egionsGtoGxinimizeG
yonTfunctionalGtnteractionsUGJournal of Molecular BiologySG2019SG_ZXSG_dbcT_ddY 6.5 11

231 xultivariateGtnformationGqusionGWithGqastGvernelGwearningGtoGvernelG“idgeG“egressionGinGPredictingG
wnc“ylTProteinGtnteractionsUG2018SGdSGbXa 15

230 renomeGstructureGandGevolutionGofGlntirrhinumGmajusGwUG2019SG5SGXb_TXcZ 39

229 qipoQVqmàzZZSGaGnullinTXTbasedGubiquitinGligaseGcomplexGcomponentGmodulatesGubiquitinationGandG
solubilityGofGpolyglutamineGdiseaseGproteinUG2019SGX_dSGbcXTbdc 10

228 UG2019SGbSGXZ_caTXZ_da 38

227 reneticGvariantGpathogenicityGpredictionGtrainedGusingGdiseaseTspecificGclinicalGsequencingGdataG
setsUG2019SGYdSGXX__TXX5X 7

226 ProteinG”tructureTruidedGsiddenGxarkovGxodelsGOsxxsPGasGlGPowerfulGxethodGinGtheGoetectionGofG
lncestralGpndogenousG²iralGplementsUG2019SGXXSG 3

225 –estingGpmpiricalG”upportGforGpvolutionaryGxodelsGthatG“ootGtheG–reeGofGwifeUG2019SGcbSGXZXTX_Y 4

224 oifferentialGproteostaticGregulationGofGinsolubleGandGabundantGproteinsUG2019SGZ5SG_WdcT_XWb 5

223 nomparativeGrenomicsGmetweenGandGlppliedGtoGtdentifyGxechanismsGtnvolvedGinGldaptationUG2019SG
XWSGXcb 8

222 PoαGoomainsGlcrossGtheGxicrobialGWorldeGxolecularGwinkGtoGtheGProteasesSG”tressG“esponseSGandG
ProteinG”ynthesisUG2019SGXXSGa__Ta5d 3

221 xultioomainmenchmarkeGaGmultiTdomainGqueryGandGsubjectGdatabaseGsuiteUG2019SGYWSGbb 1

220 PathogenicityGandGorugG“esistanceGofGsumanGPathogensUG2019SG 1

219 “ab5Gr–PasesGareGrequiredGforGoptimalG–z“nYGfunctionUG2019SGYXcSGdaXTdba 9

218 “epurposingGorugsGmasedGonGpvolutionaryG“elationshipsGmetweenG–argetsGofGlpprovedGorugsGandG
ProteinsGofGtnterestUG2019SGXdWZSG_5T5d 4

217 nomprehensiveG–ranscriptionalGProfilingGofGtheGrastrointestinalG–ractGofG“uminantsGfromGmirthGtoG
ldulthoodG“evealsG”trongGoevelopmentalG”tageG”pecificGreneGpxpressionUG2019SGdSGZ5dTZbZ 6

216 renomeTwideGanalysisGrevealsGtheGevolutionGandGstructuralGfeaturesGofGW“tyvwpoXGinGplantsUG2019SG
Yd_SGZYdTZ_X 9

215 lGT²ariantGinGaGwitterGofG”horthairedG”tandardGoachshundsGwithGàTwinkedGsypohidroticGpctodermalG
oysplasiaUG2019SGdSGd5TXW_ 5
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214 –heG” Pp“qlxtwéGYUWGdatabaseeGaGsignificantGproteomeGupdateGandGaGnewGwebserverUG2019SG_bSGo_dWTo_d_ 64

213 renomicGresourcesGforGtheGstudyGofGechinodermGdevelopmentGandGevolutionUG2019SGX5XSGa5Tcc 3

212 lnnmyeGantTnolonyTclusteringTbasedGbipartiteGnetworkGmethodGforGpredictingGlongGnonTcodingG
“ylTproteinGinteractionsUG2019SGYWSGXa 11

211 –owardsGregionTspecificGpropagationGofGproteinGfunctionsUG2019SGZ5SGXbZbTXb__ 3

210 ProteinGfunctionGpredictionGasGaGgraphTtransductionGgameUG2020SGXZ_SGdaTXW5 5

209 –heG”nzPGdatabaseGinGYWYWeGexpandedGclassificationGofGrepresentativeGfamilyGandGsuperfamilyG
domainsGofGknownGproteinGstructuresUG2020SG_cSGoZbaToZcY 87

208 ProteomeTwideGanalysisGofGproteinGdisorderGinG–riticumGaestivumGandGsordeumGvulgareUG2020SGc_SGXWbXZc 0

207 qunctionalGandG”tructuralGlnalysisGofGPredictedGProteinsGzbtainedGfromGxinisatelliteGZZUX5T–aggedG
–ranscriptGplv–T_5G²ariantsUG2020SGYWYWSGY5aYd5W 1

206 tntegratedGnoTfunctionalGyetworkGlnalysisGonGtheG“esistanceGandG²irulenceGqeaturesGinUG2020SGXXSG5dcZcW 3

205 lnGpducationalGmioinformaticsGProjectGtoGtmproveGrenomeGlnnotationUG2020SGXXSG5bb_db 2

204 ”creeningGofGPotentialGmioremediationGpnzymesGfromGsotG”pringGtsolatesGandGnharacterizationGofG
lmylaseGProteinG”equencesGofGmacteriaGandGqungieGlnGtnG”ilicoG”tudyUG2020SGY_SGW_WYWWZW

203 tnGsilicoGqunctionalGlnnotationGandGnharacterizationGofGsypotheticalGProteinsGfromGqrtd_UG2020SG_bSGZXdTZZX 3

202 qunctionalGannotationGofGanGecologicallyGimportantGproteinGfromGnhloroflexusGaurantiacusGinvolvedG
inGpolyhydroxyalkanoatesGOPslPGbiosyntheticGpathwayUG2020SGYSGX 3

201 tdentificationGofGtheG”esquiterpeneGnyclaseGtnvolvedGinGtheGmiosynthesisGofG
ORPT_TppiTeremophilTdTenTXXTolGoerivativesGtsolatedGfromUG2020SGX5SGYbb5TYbcY 2

200 renomeTwideGidentificationGandGexpressionGanalysisGofG”n“vYGgeneGfamilyGinGmungbeanGO²ignaG
radiataPGinGresponseGtoGdroughtGstressUG2020SGbXSG_ad 6

199 –heG–p“mXT–p“mYTxlutyGcomplexGofGmouseGmeioticGtelomeresGdatesGbackGtoGtheGcommonGancestorG
ofGmetazoansUG2020SGYWSG55 7

198 pffectorG“epertoireGofGeGtnG”earchGofGPossibleG²irulenceGqactorsG“esponsibleGforGttsGsostG”pecificityUG
2020SGXXSG5bd 3

197 nellGphenotypesGasGmacrostatesGofGtheGr“yGdynamicsUG2020SGZZ_SGYXZTYY_ 2
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196 Predict”uperqamTP””TZoXoeGlGserverGforGpredictingGsuperfamilyGforGtheGannotationGofGtwilightGzoneG
proteinGsequencesUG2020SGYXWSGXWb_bd 0

195 lnGinventoryGofGinteractorsGofGtheGhumanGs”PaWVs”PXWGchaperoninGinGtheGmitochondrialGmatrixG
spaceUG2020SGY5SG_WbT_Xa 8

194 macterialGzriginGandG“eductiveGpvolutionGofGtheGnP“GrroupUG2020SGXYSGXWZTXYX 6

193 lntimicrobialGlctivityGofGProteinGqractionGfromG²enomGlgainstUG2020SGY5SG 14

192 nhimerasGofGP_Tl–PaseGandGruanylateGnyclaseGinGPathogenicGProtistsUG2020SGZaSGZcYTZdY 2

191 xethodsGandG–oolsGforGwongGyonTnodingG“ylGoetectionGandGtheirGlpplicationGinG”ystemsGxedicineUG
2021SG_WT5X 1

190 ”ignaturesGofGconservedGandGuniqueGmolecularGfeaturesGinGlfrotheriaUG2021SGXXSGXWXX 1

189 nomputationalGstructuralGgenomicsGunravelsGcommonGfoldsGandGpredictedGfunctionsGinGtheG
secretomeGofGfungalGphytopathogenGxagnaportheGoryzaeUG 4

188
PredictionGofGneuropeptideGprecursorsGandGdifferentialGexpressionGofGadipokineticG
hormoneVcorazoninTrelatedGpeptideSGhuginGandGcorazoninGinGtheGbrainGofGmalariaGvectorG
yyssorhynchusGalbimanusGduringGaGPlasmodiumGbergheiGinfectionUG2021SGXSGXWWWX_

187 –heGyTterminalGregionGofGuawXGhasGaGroleGtoGinhibitGtheGformationGofGorganizedGsmoothGendoplasmicG
reticulumGasGanGintrinsicallyGdisorderedGregionUG2021SGXXSGb5Z 1

186 sydrogenGbondsGmeetGselfTattentioneGallGyouGneedGforGgeneralTpurposeGproteinGstructureG
embeddingUG 1

185 –xpxXWamGinGhumansGandG²acbGandG–agXGinGyeastGareGpredictedGtoGbeGlipidGtransferGproteinsUG

184 –ranscriptomicG“esponsesGofGqourGPelagophytesGtoGyutrientGOySGPPGandGwightG”tressUG2021SGcSG 1

183 àlinknyyp–eGlGnytoscapeGlpplicationGforG²isualizationGofGProteinGtnteractionGyetworksGmasedGonG
nrossTwinkingGxassG”pectrometryGtdentificationsUG2021SGYWSGXd_ZTXd5W 1

182 –heGtreeGofGlifeGdescribesGaGtripartiteGcellularGworldUG2021SG_ZSGeYWWWZ_Z 6

181 ”l“”Tno²TYGpntryGProteinG–xP“””YGandGttsGsomologueSG–xP“””_GldoptsG”tructuralGqoldG”imilarGtoG
mloodGnoagulationGandGnomplementGPathwayG“elatedGProteinsUG 2

180 renomicGinsightsGintoGlonganGevolutionGfromGaGchromosomeTlevelGgenomeGassemblyGandGpopulationG
analysisGofGlonganGaccessionsUG 0

179 yucleoporinG–P“GlffectsGnYnXYGxyogenicGoifferentiationGviaG“egulationGofGpxpressionUG2021SGXWSG 0

(2021-2020)
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178 –heGnhaperoninGrrop”wGqacilitatesGnaulobacterGcrescentusGnellGoivisionGbyG”upportingGtheG
qunctionsGofGtheGαT“ingG“egulatorsGqtslGandGqzllUG2021SGXYSG 1

177 ”chistosomiasisGorugGoiscoveryGinGtheGpraGofGlutomationGandGlrtificialGtntelligenceUG2021SGXYSGa_YZcZ 2

176 ozpGurtGxetagenomeGWorkflowUG2021SGaSG 12

175 ”earchingGsequenceGdatabasesGforGfunctionalGhomologsGusingGprofileGsxxseGhowGtoGsetGbitGscoreG
thresholdsjUG 0

174 renomeTwideGassociationGstudyGofGsignatureGgeneticGalterationsGamongGpseudomonasGaeruginosaG
cysticGfibrosisGisolatesUG2021SGXbSGeXWWdacX 2

173  nravelingGtheGfunctionsGofGuncharacterizedGtranscriptionGfactorsGinGpscherichiaGcoliGusingGnhtPTexoUG

172 mioinformaticGlnalysisGofGtheG–ypeG²tG”ecretionG”ystemGandGpffectorGPredictionUG2021SGXYSGad_cY_ 3

171 “ylGpolymerasesGinGstrictGendosymbiontGbacteriaGwithGextremeGgenomeGreductionGshowGdistinctG
erosionsGthatGmightGresultGinGlimitedGandGdifferentialGpromoterGrecognitionUG2021SGXaSGeWYZdZ5W 0

170 yonrefoldabilityGisGPervasiveGlcrossGtheGProteomeUG2021SGX_ZSGXX_Z5TXX__c 9

169  nravelingGtheGfunctionsGofGuncharacterizedGtranscriptionGfactorsGinGpscherichiaGcoliGusingGnhtPTexoUG
2021SG_dSGdadaTdbXW 6

168 –xpxXWamGinGhumansGandG²acbGandG–agXGinGyeastGareGpredictedGtoGbeGlipidGtransferGproteinsUG2021SG 1

167 napturingGtheG²irlV²irrG–n”GofGlgrobacteriumGtumefaciensUG2008SGaZXSGXaXTbb 9

166 PredictingGreneGqunctionGusingGPredictiveGnlusteringG–reesUG2010SGZa5TZcb 3

165 ProteinGstructureGpredictionGbasedGonGsequenceGsimilarityUG2009SG5adSGXYdT5a 15

164 lGquzzyG²iterbiGllgorithmGforGtmprovedG”equenceGllignmentGandG”earchingGofGProteinsUG2005SGXXTYX 2

163 oomainsGmediateGproteinTproteinGinteractionsGandGnucleateGproteinGassembliesUG2008SGZcZT_W5 6

162 nhaperonesGandGProteasesGofGPlasmodiumGfalciparumUG2014SGXaXTXcb 4

161 oraftGgenomicGandGtranscriptomeGresourcesGforGmarineGchelicerateG–achypleusGtridentatusUG2019SGaSGXdWWYd 10
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160 oeep–qactoreGlGdeepGlearningTbasedGtoolGforGtheGpredictionGofGtranscriptionGfactorsUG2021SGXXcSG 17

159 xodelingGmethylTsensitiveGtranscriptionGfactorGmotifsGwithGanGexpandedGepigeneticGalphabetUG 9

158 –ransformingGtheGwanguageGofGwifeeG–ransformerGyeuralGyetworksGforGProteinGPredictionG–asksUG 8

157 “efPlantyw“eGaGcomprehensiveGcollectionGofGexperimentallyGvalidatedGplantGyw“sUG 16

156 yonT“efoldabilityGisGPervasiveGlcrossGtheGpUGcoliGProteomeUG 2

155 –heGozpGurtGxetagenomeGWorkflowUG 1

154 tdentificationGofGpotentialGinhibitoryGanalogsGofGmetastasisGtumorGantigensGOx–lsPGusingGbioactiveG
compoundseGrevealingGtherapeuticGoptionGtoGpreventGmalignancyUG 2

153 renomicGandGmorphologicGcharacterizationGofGaGplanktonicG–hiovulumGOnampylobacterotaPG
dominatingGtheGsurfaceGwatersGofGtheGsulfidicGxovileGnaveSG“omaniaUG 1

152 –heGchaperoninGrrop”wGfacilitatesGnaulobacterGcrescentusGcellGdivisionGbyGsupportingGtheGfunctionG
ofGtheGactinGhomologueGqtslUG 1

151 ”tructuralGandGfunctionalGdiversityGofGtheGmicrobialGkinomeUG2007SG5SGeXb 205

150 tmprovementGinGProteinGoomainGtdentificationGtsG“eachedGbyGmreakingGnonsensusSGwithGtheG
lgreementGofGxanyGProfilesGandGoomainGnoToccurrenceUG2016SGXYSGeXWW5WZc 21

149 oiversityGandGdistributionGofGnucleaseGbacteriocinsGinGbacterialGgenomesGrevealedGusingGsiddenG
xarkovGxodelsUG2017SGXZSGeXWW5a5Y 33

148 lnalysisGofGtheGhumanGkinomeGusingGmethodsGincludingGfoldGrecognitionGrevealsGtwoGnovelGkinasesUG
2008SGZSGeX5db 9

147 pvolutionaryGdescentGofGprionGgenesGfromGtheGαtPGfamilyGofGmetalGionGtransportersUG2009SG_SGebYWc 94

146 lGstatisticalGmodelGofGproteinGsequenceGsimilarityGandGfunctionGsimilarityGrevealsGoverlyTspecificG
functionGpredictionsUG2009SG_SGeb5_a 23

145 nomputationalGproteinGdesigneGvalidationGandGpossibleGrelevanceGasGaGtoolGforGhomologyGsearchingG
andGfoldGrecognitionUG2010SG5SGeXW_XW 16

144 –heG²einGPatterningGXGO²pPXPGgeneGfamilyGlaterallyGspreadGthroughGanGecologicalGnetworkUG2011SGaSGeYYYbd 15

143 nharacterizationGofGtheGsmallG“ylGtranscriptomeGofGtheGdiatomSG–halassiosiraGpseudonanaUG2011SGaSGeYYcbW 34

(2011-2021)
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142 ”electionGinGcoastalG”ynechococcusGOcyanobacteriaPGpopulationsGevaluatedGfromGenvironmentalG
metagenomesUG2011SGaSGeY_Y_d 15

141 tdentificationGofGPlasmodiumGvivaxGproteinsGwithGpotentialGroleGinGinvasionGusingGsequenceG
redundancyGreductionGandGprofileGhiddenGxarkovGmodelsUG2011SGaSGeY5Xcd 10

140 “espiratoryGmembraneGendoThydrogenaseGactivityGinGtheGmicroaerophileGlzorhizobiumGcaulinodansG
isGbidirectionalUG2012SGbSGeZab__ 2

139 sybridGsequencingGapproachGappliedGtoGhumanGfecalGmetagenomicGcloneGlibrariesGrevealedGclonesG
withGpotentialGbiotechnologicalGapplicationsUG2012SGbSGe_ba5_ 5

138 ”tructuralGphylogenomicsGrevealsGgradualGevolutionaryGreplacementGofGabioticGchemistriesGbyG
proteinGenzymesGinGpurineGmetabolismUG2013SGcSGe5dZWW 19

137 oevelopmentalGgeneGdiscoveryGinGaGhemimetabolousGinsecteGdeGnovoGassemblyGandGannotationGofGaG
transcriptomeGforGtheGcricketGrryllusGbimaculatusUG2013SGcSGeaX_bd 34

136 lGmethodGforGWo_WGrepeatGdetectionGandGsecondaryGstructureGpredictionUG2013SGcSGea5bW5 40

135 winkGclusteringGrevealsGstructuralGcharacteristicsGandGbiologicalGcontextsGinGsignedGmolecularG
networksUG2013SGcSGeabWcd 7

134 ”tructuralGphylogenomicsGretrodictsGtheGoriginGofGtheGgeneticGcodeGandGuncoversGtheGevolutionaryG
impactGofGproteinGflexibilityUG2013SGcSGebYYY5 47

133 qunctionalGannotationGofGconservedGhypotheticalGproteinsGfromGsaemophilusGinfluenzaeG“dGvWYWUG
2013SGcSGec_YaZ 59

132 oeGnovoGtranscriptomesGofGaGmixotrophicGandGaGheterotrophicGciliateGfromGmarineGplanktonUG2014SGdSGeXWX_Xc 20

131 mioinformaticGindicationsGthatGnzPtTGandGclathrinTbasedGtransportGsystemsGareGnotGpresentGinG
chloroplastseGanGlrabidopsisGmodelUG2014SGdSGeXW__YZ 6

130 lcanthamoebaGcastellaniiG”–l–GproteinUG2014SGdSGeXXXZ_5 4

129 nrystalGstructureGofGselicobacterGpyloriGpseudaminicGacidGbiosynthesisGyTacetyltransferaseGPseseG
implicationsGforGsubstrateGspecificityGandGcatalysisUG2015SGXWSGeWXX5aZ_ 15

128 miomimeticseGqromGmioinformaticsGtoG“ationalGoesignGofGoendrimersGasGreneGnarriersUG2015SGXWSGeWXZcZdY 14

127 nel5tSGaG”wsTnontainingGrlycosideGsydrolaseeGnharacterizationGandGtnvestigationGonGttsG“oleGinG
“uminiclostridiumGcellulolyticumUG2016SGXXSGeWXaWcXY 5

126 renomeTwideGidentificationGandGcharacterizationGofGcacaoGW“véGtranscriptionGfactorsGandGanalysisG
ofGtheirGexpressionGinGresponseGtoGwitchesNGbroomGdiseaseUG2017SGXYSGeWXcbZ_a 13

125 tdentificationGofGtheG”TtransferaseGlikeGsuperfamilyGbacillithiolGtransferasesGencodedGbyGmacillusG
subtilisUG2018SGXZSGeWXdYdbb 5
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124
tsolationGandGcharacterizationGofGtheGfullTlengthGcoylGencodingGaGmemberGofGaGnovelGcytochromeG
p_5WGfamilyGOnéPZYWlXPGfromGtheGtropicalGfreshwaterGsnailSGmiomphalariaGglabrataSGintermediateG
hostGforG”chistosomaGmansoniUG2005SGXWWSGY5dTaY

8

123 ”XcGfamilyGofGmitochondrialGribosomalGproteinseGevolutionaryGhistoryGandGrlyXZYGpolymorphismGinG
colonGcarcinomaUG2016SGbSG55a_dT55aaY 6

122 nancerTpredictingGtranscriptomicGandGepigeneticGsignaturesGrevealedGforGulcerativeGcolitisGinG
patientTderivedGepithelialGorganoidsUG2018SGdSGYcbXbTYcbZW 14

121 PredictionGofGwongGyonTnodingG“ylsGmasedGonG“ylT”eqQUG2013SGZdSGXX5aTXXaa 3

120 lpplicationGofGqireworksGllgorithmGinGmioinformaticsUG2020SGYZZTYaY 1

119 Pl””YUG2011SGYSG5ZTaa 3

118 qunctionalGPredictionGofGsypotheticalGProteinsGfromG”higellaGflexneriGandG²alidationGofGtheG
PredictedGxodelsGbyG singG“znGnurveGlnalysisUG2018SGXaSGeYa 5

117 lnalysisGofGosmotinSGaGP“GproteinGasGmetabolicGmodulatorGinGplantsUG2011SG5SGZZaT_W 35

116 somologyGmodelingGandGassignedGfunctionalGannotationGofGanGuncharacterizedGantitoxinGproteinG
fromG”treptomycesGxinghaiensisUG2015SGXXSG_dZT5WW 2

115 qoldGcombinationsGinGmultiTdomainGproteinsUG2019SGX5SGZ_YTZ5W 3

114 lnkyrinGdomainsGacrossGtheG–reeGofGwifeUG2014SGYSGeYa_ 55

113 WhatGisGanGarchaeonGandGareGtheGlrchaeaGreallyGuniquejUG2018SGaSGe5bbW 6

112 –andemTrepeatGproteinGdomainsGacrossGtheGtreeGofGlifeUG2015SGZSGebZY 37

111 tnGsilicoGfunctionalGpredictionGofGhypotheticalGproteinsGfromGtheGcoreGgenomeGofGbiovarUG2020SGcSGeda_Z 5

110 “efPlantyw“GisGaGcomprehensiveGcollectionGofGexperimentallyGvalidatedGplantGdiseaseGresistanceG
proteinsGfromGtheGyw“GfamilyUG2021SGXdSGeZWWXXY_ 7

109 ProteinsGfromGtheGcoreGgenomeGofGnorynebacteriumGulceransGrespondGforGpathogenicityGandGrevealG
promisingGvaccineGtargetsGforGdiphtheriaUG2021SGXaXSGXW5YaZ 1

108 ProteinG”equenceGoatabaseGxethodsUG2004SGXZTXb

107 oevelopmentGofGtntegratedG”ystemGforGxotifGandGoomainG”earchUG2004SGX_SGddXTdda 2

(2004-2005)
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106 reneGandGProteinG”equenceGoatabasesUG2007SGZ_dTZbY

105 “elationalG”equenceGwearningUG2008SGYcT55 6

104 –heGmioverseGlPtGandGwebGapplicationUG2009SG5_XSG5XXTZ_ 2

103 lGbioinformaticsGinsightGtoGrhizobialGglobinseGgeneGidentificationGandGmappingSGpolypeptideG
sequenceGandGpheneticGanalysisSGandGproteinGmodelingUG2015SG_SGXXb 1

102 wearningGtheGwanguageGofGmiologicalG”equencesUG2016SGYX5TY_b 3

101 qromGgenomesGtoGphenotypeseG–raitarSGtheGmicrobialGtraitGanalyzerUG 1

100 oidGvirusesGevolveGasGaGdistinctGsupergroupGfromGcommonGancestorsGofGcellsjUG 0

99 ”impleGadjustmentGofGtheGsequenceGweightGalgorithmGremarkablyGenhancesGP”tTmwl”–G
performanceUG

98 sxxp“GnutToffG–hresholdG–oolGOsxxp“n––p“PeG”upervisedGnlassificationGofG”uperfamilyGProteinG
”equencesGwithGaGreliableGnutToffG–hresholdUG 0

97 PoαGoomainsGinGxicroorganismseGwinkGmetweenG”tressG“esponseGandGProteinG”ynthesisUG 0

96 nomparativeGsystemsGanalysisGofGtheGsecretomeGofGtheGopportunisticGpathogenGlspergillusG
fumigatusGandGotherGlspergillusGspeciesUG

95 nandidatusyitrosocaldusGcavascurensisSGanGammoniaGoxidizingSGextremelyGthermophilicGarchaeonG
withGaGhighlyGmobileGgenomeUG

94 oeGnovoGprofileGgenerationGbasedGonGsequenceGcontextGspecificityGwithGtheGlongGshortTtermG
memoryGnetworkUG

93 nomprehensiveGanalysisGofG²erticilliumGnonalfalfaeGinGsilicoGsecretomeGuncoversGputativeGeffectorG
proteinsGexpressedGduringGhopGinvasionUG

92 WhatGisGanGarchaeonGandGareGtheGlrchaeaGreallyGuniquejUG

91 –owardsGregionTspecificGpropagationGofGproteinGfunctionsUG

90 reneticGvariantGpathogenicityGpredictionGtrainedGusingGdiseaseTspecificGclinicalGsequencingGdatasetsUG

89 nomprehensiveGtranscriptionalGprofilingGofGtheGgastrointestinalGtractGofGruminantsGfromGbirthGtoG
adulthoodGrevealsGstrongGdevelopmentalGstageGspecificGgeneGexpressionUG 1
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88 lGdeGnovoGpolTvariantGinGaGlitterGofGshorthairedGstandardGoachshundsGwithGàTlinkedGhypohidroticG
ectodermalGdysplasiaUG

87 oiscoveryGofGyovelGorugG–argetsGinGxicrobialGPathogensGlmongGsypotheticalGProteinseGxethodsG
andG”ignificanceUG2019SGZbbTZdX

86 renomicGinsightsGintoGtheGlrchaeaGinhabitingGanGlustralianGradioactiveGlegacyGsiteUG

85 –heG–p“mXT–p“mYTxlutyGcomplexGofGmouseGmeioticGtelomeresGdatesGbackGtoGtheGcommonGancestorG
ofGmetazoansUG

84 lGphysicsTbasedGenergyGfunctionGallowsGtheGcomputationalGredesignGofGaGPoαGdomainUG 1

83 pffectGofGmudZGphosphorylationGsiteGmutationsGonGbudGsiteGselectionGandGcellGcycleGprogressionGinG
”accharomycesGcerevisiaeUG2019SGdWSG5d

82 –heGrenomeZoGnonsortiumGforG”tructuralGlnnotationsGofG”electedGxodelGzrganismsUG2020SGYXa5SGYbTab 1

81 àlinknyyp–eGaGnytoscapeGapplicationGforGvisualizationGofGproteinGinteractionGnetworksGbasedGonG
crossTlinkingGmassTspectrometryGidentificationsUG

80 somologyGmodelingGandGfunctionalGcharacterizationGofGmultidrugGeffluxorGxtaGproteinGfromG
macillusGltrophaeuseGlnGexplanatoryGinsilicoGapproachUG

79 renomicGtnsightsGtntoGtheGtnhabitingGanGlustralianG“adioactiveGwegacyG”iteUG2021SGXYSGbZY5b5 2

78 tdentificationGofGpotentialGinhibitoryGanalogsGofGmetastasisGtumorGantigensGOx–lsPGusingGbioactiveG
compoundseGrevealingGtherapeuticGoptionGtoGpreventGmalignancyUG2021SGX

77 ProteinG”tructureGPredictionUG2009SGaZTbc

76 tnG”ilicoGlnalysisGofGrlutaminaseGfromGoifferentG”peciesGofGpscherichiaGandGmacillusUG2016SG_XSG_WaTX_ 8

75 ”ystematicGtnterrogationGofGProteinG“efoldingG nderGnellularTwikeGnonditionsUG 2

74 tdentificationGandGfunctionalGannotationGofGhypotheticalGproteinsGofGuropathogenicGstrainGnq–WbZG
towardsGdesigningGantimicrobialGdrugGtargetsUG2021SGXTXY 2

73 “eannotationGofGxycoplasmaGhyopneumoniaeGhypotheticalGproteinsGrevealedGnovelGpotentialG
virulenceGfactorsUG2021SGXaYSGXW5Z__ 0

72 ”equenceGoivergenceGandGqunctionalG”pecializationsGofGtheGlncientG”pliceosomalG”qZbeGtmplicationsG
inGqlexibilityGandGldaptationsGofGtheGxultiTProteinGnomplexUUG2021SGXYSGb_bZ__ 0

71 wandTuseGtypeGtemporarilyGaffectsGactiveGpondGcommunityGstructureGbutGnotGgeneGexpressionG
patternsUUG2022SG 1

(2022-)
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70 ”crepéardeGanGonlineGresourceGforGdisulfideTstabilisedGtandemGrepeatGpeptidesUG 0

69 ”ystematicGanalysisGofGsoTαtPGtranscriptionGfactorsGinGsesameGgenomeGandGgeneGexpressionG
profilingGofG”isoTαtPGclassGtGentailingGdroughtGstressGresponsesGatGearlyGseedlingGstageUUG2022SG_dSGYW5d 0

68 “esourcesGforGcomputationalGpredictionGofGintrinsicGdisorderGinGproteinsUUG2022SG 1

67 tnvestigatingGtheGqunctionalG“oleGofGsypotheticalGProteinsGqromGanGlntarcticGmacteriumGspUGwz_WeG
pmphasisGonGtdentifyingGProteinsGtnvolvedGinGnoldGldaptationUUG2022SGXZSGcY5Yad

66 QuantifyingGandGnataloguingG nknownG”equencesGwithinGsumanGxicrobiomesUUG2022SGeWX_acYX 0

65 sypotheticalGproteinGpredictedGtoGbeGtumorGsuppressoreGaGproteinGfunctionalGanalysisUUG2022SGYWSGea 0

64 ”eqrutinatoreGyonTqunctionalGsomologueG”equenceG”crutinyGforGtheGrenerationGofGlargeGoatatsetsG
forGProteinG”uperfamilyGlnalysisUG 0

63 PhylogeneticGstudyGtoGanalyseGtheGevolutionaryGrelationshipGofGtaxonomicallyGdiverseG˛–TamylasesUGX

62 sydrogenGbondsGmeetGselfTattentioneGallGyouGneedGforGproteinGstructureGembeddingUG2021SG 0

61 “egulationGofGvsyéyGantiviralGactivityGbyGtheGextendedGdiTvsGdomainGandGnucleoTcytoplasmicG
traffickingUG

60 nharacterizationGofGaG”ecretoryGéxwWbdTlikeGnupinGProteinG–hatGnontributesGtoGPathogenicityUUG2021
SGdSG 0

59 tmage_XU–tqUG2019SG

58 tmage_YU–tqUG2019SG

57 –able_XUàw”àUG2019SG

56 tmage_XUtifUG2020SG

55 –able_XUxlsxUG2020SG

54 –able_YUxlsxUG2020SG

53 –able_ZUxlsxUG2020SG
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52 –able__UxlsxUG2020SG

51 –able_5UxlsxUG2020SG

50 –able_aUxlsxUG2020SG

49 oata_”heet_XUdocxUG2018SG

48 –able_XUxlsxUG2018SG

47 –able_YUxlsxUG2018SG

46 –able_ZUxlsxUG2018SG

45 oata_”heet_XUdocxUG2020SG

44 tmage_XU–tqqUG2018SG

43 tmage_YUPoqUG2018SG

42 –able_XUàw”àUG2018SG

41 oata_”heet_XUdocxUG2019SG

40 –able_YUàw”àUG2019SG

39 oata_”heet_XUpdfUG2020SG

38 –heGPlantGtnvertaseVPectinGxethylesteraseGtnhibitorG”uperfamilyUUGFrontiers in Plant ScienceSG2022SG
XZSGcaZcdY 6.2 0

37
tnG”ilicoGtdentificationGandGnharacterizationGofGaGsypotheticalGProteinGqromG“evealingG
”TldenosylmethionineToependentGxethyltransferaseGlctivityUUGBioinformatics and Biology InsightsSG
2022SGXaSGXXbbdZYYYYXWd_YZa

5.3

36 –heGlimitationsGofGtheGcurrentGproteinGclassificationGtoolsGinGidentifyingGlipolyticGfeaturesGinGputativeG
bacterialGlipaseGsequencesUUGJournal of BiotechnologySG2022SGZ5XSGZWTZb 3.7 0

35 qungalGpffectorGProteinseGxolecularGxediatorsGofGqungalG”ymbiontsGofGPlantsUGRhizosphere BiologySG
2022SGYdbTZYX 0.8

(2022-2020)
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34 nhromosomeTlevelGgenomeGandGtheGidentificationGofGsexGchromosomesGinG loborusGdiversusUG 1

33 renomeTwideGsubcellularGproteinGlocalisationGinGtheGflagellateGparasiteG–rypanosomaGbruceiUG 0

32 lGfullyGphasedGinterspecificGgrapevineGrootstockGgenomeGsequenceGrepresentingG²UGripariaGandG²UG
cinereaGandGalleleTawareGannotationGofGtheGphylloxeraGresistanceGlocusG“dvXUG 0

31 ”pruceGgigaTgenomeseGstructurallyGsimilarGyetGdistinctiveGwithGdifferentiallyGexpandingGgeneGfamiliesG
andGrapidlyGevolvingGgenesUGPlant JournalSG 6.9 0

30 pstablishingGtheG–axaSGqunctionalGprofileSGandGinTsilicoGlyurvedicG“emedyGofGxicrobiotaGimplicatedGinG
WestGyileGqeverUG

29 –ransformerGyeuralGyetworksGforGProteinGqamilyGandGtnteractionGPredictionG–asksUG

28 nlimateTpndangeredGlrcticGppishelfGwakeGsarborsG²iralGlssemblagesGwithGoistinctGreneticG
“epertoiresUG 1

27 ²onGsippelâ��windauGO²swPGdiseaseGandG²swTassociatedGtumorsGinGtndianGsubjectseG²swGgeneGtestingGinG
aGresourceGconstraintGsettingUG2022SGYZSG
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