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97 PrimerhbbnewNcapabilitiesNandNinterfacescNNucleiclAcidslResearchaN2012aNieaNeffk 20.1 5267

96 βnhancementsNandNmodificationsNofNprimerNdesignNprogramNPrimerhcNBioinformaticsaN2007aNghaNfgnobof 7.2 1713

95 wutomaticNclusteringNofNorthologsNandNinbparalogsNfromNpairwiseNspeciesNcomparisonscNJournallofl
MolecularlBiologyaN2001aNhfiaNfeifbkg 6.5 959

94 InparanoidpNaNcomprehensiveNdatabaseNofNeukaryoticNorthologscNNucleiclAcidslResearchaN2005aNhhaNzimlbne20.1 541

93 wNfirstbgenerationNlinkageNdisequilibriumNmapNofNhumanNchromosomeNggcNNatureaN2002aNifnaNkiibn 50.4 342

92 HeterozygousNSTwTfNgainbofbfunctionNmutationsNunderlieNanNunexpectedlyNbroadNclinicalN
phenotypecNBloodaN2016aNfgmaNhfkibli 2.2 314

91 GeneticNstructureNofNβuropeanspNaNviewNfromNtheNNorthbβastcNPLoSlONEaN2009aNiaNekimg 3.7 237

90 wNrecentNbottleneckNofNYNchromosomeNdiversityNcoincidesNwithNaNglobalNchangeNinNculturecNGenomel
ResearchaN2015aNgkaNikobll 9.7 235

89 SharedNandNuniqueNcomponentsNofNhumanNpopulationNstructureNandNgenomebwideNsignalsNofN
positiveNselectionNinNSouthNwsiacNAmericanlJournalloflHumanlGeneticsaN2011aNnoaNmhfbii 11 125

88 LinkageNdisequilibriumNpatternsNandNtagSNPNtransferabilityNamongNβuropeanNpopulationscNAmericanl
JournalloflHumanlGeneticsaN2005aNmlaNhnmbon 11 108

87 Primerh_maskerpNintegratingNmaskingNofNtemplateNsequenceNwithNprimerNdesignNsoftwarecN
BioinformaticsaN2018aNhiaNfohmbfohn 7.2 107

86 PopulationNgeneticNstructureNinNIndianNwustroasiaticNspeakerspNtheNroleNofNlandscapeNbarriersNandN
sexbspecificNadmixturecNMolecularlBiologylandlEvolutionaN2011aNgnaNfefhbgi 8.3 107

85 HaplotypesNinNtheNhumanNFoxofaNandNFoxohaNgenesqNimpactNonNdiseaseNandNmortalityNatNoldNagecN
EuropeanlJournalloflHumanlGeneticsaN2007aNfkaNgoibhef 5.3 91

84 PhylogeneticNdistributionNofNtranslationalNGTPasesNinNbacteriacNBMClGenomicsaN2007aNnaNfk 4.5 86

83 wnNevaluationNofNtheNperformanceNofNtagNSNPsNderivedNfromNHapMapNinNaNyaucasianNpopulationcN
PLoSlGeneticsaN2006aNgaNegm 6 81

82 MacrolideNantibioticsNallostericallyNpredisposeNtheNribosomeNforNtranslationNarrestcNProceedingslofl
thelNationallAcademyloflSciencesloflthelUnitedlStatesloflAmericaaN2014aNfffaNoneibo 11.5 77

81 PreferredNandNavoidedNcodonNpairsNinNthreeNdomainsNofNlifecNBMClGenomicsaN2008aNoaNilh 4.5 75
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80 HighbresolutionNpictureNofNaNvenomNglandNtranscriptomepNcaseNstudyNwithNtheNmarineNsnailNyonusN
consorscNToxiconaN2012aNkoaNhibil 2.8 73

79 TranslationNinitiationNregionNsequenceNpreferencesNinNβscherichiaNcolicNBMClMolecularlBiologyaN2007aN
naNfee 4.5 72

78 TheNβgNbindingNsitesNdetermineNtheNefficiencyNofNreplicationNforNtheNoriginNofNhumanNpapillomavirusN
typeNfncNNucleiclAcidslResearchaN1992aNgeaNlefkbgf 20.1 65

77 HumanNpapillomavirusNtypeNfnNβfNproteinNisNtranslatedNfromNpolycistronicNmRNwNbyNaNdiscontinuousN
scanningNmechanismcNJournalloflVirologyaN1999aNmhaNhelgbme 6.6 58

76 MultiPLXpNautomaticNgroupingNandNevaluationNofNPyRNprimerscNBioinformaticsaN2005aNgfaNfmefbg 7.2 50

75
LimnobacterNsppcNasNnewlyNdetectedNphenolbdegradersNamongNxalticNSeaNsurfaceNwaterNbacteriaN
characterisedNbyNcomparativeNanalysisNofNcatabolicNgenescNSystematiclandlAppliedlMicrobiologyaN2013
aNhlaNkgkbhg

4.2 42

74 NaturalNVariationNinNwrabidopsisNyvibeNwccessionNRevealsNanNImportantNRoleNofNMPKfgNinNGuardNyellN
yOgNSignalingcNPLoSlBiologyaN2016aNfiaNegeeehgg 9.7 41

73 PlasmidSeekerpNidentificationNofNknownNplasmidsNfromNbacterialNwholeNgenomeNsequencingNreadscN
PeerJaN2018aNlaNeiknn 3.1 40

72 IncreasedNsequencingNdepthNdoesNnotNincreaseNcapturedNdiversityNofNarbuscularNmycorrhizalNfungicN
MycorrhizaaN2017aNgmaNmlfbmmh 3.9 39

71 MicrobialNpopulationNdynamicsNinNresponseNtoNPectobacteriumNatrosepticumNinfectionNinNpotatoN
tuberscNScientificlReportsaN2015aNkaNfflel 4.9 35

70 GβNOMβMwSKβRNpackageNforNdesigningNuniqueNgenomicNPyRNprimerscNBMClBioinformaticsaN2006aNmaNfmg 3.6 34

69 TheNwrrivalNofNSiberianNwncestryNyonnectingNtheNβasternNxalticNtoNUralicNSpeakersNfurtherNβastcN
CurrentlBiologyaN2019aNgoaNfmefbfmffcefl 6.3 33

68
PlasmidNwithNyolistinNResistanceNGeneNmcrbfNinNβxtendedbSpectrumb˛†bLactamasebProducingN
βscherichiaNcoliNStrainsNIsolatedNfromNPigNSlurryNinNβstoniacNAntimicrobiallAgentslandlChemotherapyaN
2016aNleaNlohhblohl

5.9 33

67 XbchromosomeNasNaNmarkerNforNpopulationNhistorypNlinkageNdisequilibriumNandNhaplotypeNstudyNinN
βurasianNpopulationscNEuropeanlJournalloflHumanlGeneticsaN2005aNfhaNikgblg 5.3 30

66 StrainSeekerpNfastNidentificationNofNbacterialNstrainsNfromNrawNsequencingNreadsNusingNuserbprovidedN
guideNtreescNPeerJaN2017aNkaNehhkh 3.1 30

65 zevelopmentNofNaNmultiplexNrealbtimeNPyRNassayNforNtheNrapidNdiagnosisNofNneonatalNlateNonsetN
sepsiscNJournalloflMicrobiologicallMethodsaN2014aNfelaNnbfk 2.8 29

64 StructuralNgenomicNvariationNasNriskNfactorNforNidiopathicNrecurrentNmiscarriagecNHumanlMutationaN
2014aNhkaNomgbng 4.7 29

63 PredictingNfailureNrateNofNPyRNinNlargeNgenomescNNucleiclAcidslResearchaN2008aNhlaNell 20.1 29
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62 zevelopmentNofNaNsingleNtubeNliebplexNgenotypingNmethodNforNdetectionNofNnucleicNacidNvariationsN
onNmicroarrayscNNucleiclAcidslResearchaN2008aNhlaNemk 20.1 29

61 yonozictorpNaNtoolNforNpredictionNofNconopeptideNsuperfamiliescNNucleiclAcidslResearchaN2012aNieaNWghnbif20.1 26

60 ylassificationNofNtransmembraneNproteinNfamiliesNinNtheNyaenorhabditisNelegansNgenomeNandN
identificationNofNhumanNorthologscNGenomelResearchaN2000aNfeaNflmobno 9.7 26

59 wntibioticbinducedNribosomalNassemblyNdefectsNresultNfromNchangesNinNtheNsynthesisNofNribosomalN
proteinscNMolecularlMicrobiologyaN2011aNneaNkiblm 4.1 25

58 HighlyNexpressedNproteinsNhaveNanNincreasedNfrequencyNofNalanineNinNtheNsecondNaminoNacidN
positioncNBMClGenomicsaN2006aNmaNgn 4.5 25

57 FastGTpNanNalignmentbfreeNmethodNforNcallingNcommonNSNVsNdirectlyNfromNrawNsequencingNreadscN
ScientificlReportsaN2017aNmaNgkhm 4.9 24

56 βvaluatingNtheNperformanceNofNcommercialNwholebgenomeNmarkerNsetsNforNcapturingNcommonN
geneticNvariationcNBMClGenomicsaN2007aNnaNfko 4.5 23

55 GenomeTesteripNaNtoolkitNforNperformingNbasicNsetNoperationsNbNunionaNintersectionNandNcomplementN
onNkbmerNlistscNGigaScienceaN2015aNiaNkn 7.6 22

54 wNkbmerbbasedNmethodNforNtheNidentificationNofNphenotypebassociatedNgenomicNbiomarkersNandN
predictingNphenotypesNofNsequencedNbacteriacNPLoSlComputationallBiologyaN2018aNfiaNefeelihi 5 22

53 IdentificationNandNanalysisNofNpapillomavirusNβgNproteinNbindingNsitesNinNtheNhumanNgenomecNJournall
oflVirologyaN2012aNnlaNhinbkm 6.6 20

52 NonbsyndromicNtoothNagenesisNassociatedNwithNaNnonsenseNmutationNinNectodysplasinbwNWβzwXcN
JournalloflDentallResearchaN2013aNogaNkembff 8.1 19

51 IdentificationNandNclassificationNofNconopeptidesNusingNprofileNHiddenNMarkovNModelscNBiochimicalEtl
BiophysicalActal-lProteinslandlProteomicsaN2012aNfngiaNinnbog 4 17

50 FluoridebcleavableaNfluorescentlyNlabelledNreversibleNterminatorspNsynthesisNandNuseNinNprimerN
extensioncNChemistryl-lAlEuropeanlJournalaN2011aNfmaNgoehbfk 4.8 16

49 NoNevidenceNofNsomaticNzNwNcopyNnumberNalterationsNinNeutopicNandNectopicNendometrialNtissueNinN
endometriosiscNHumanlReproductionaN2012aNgmaNfnkmbli 5.7 15

48 ThiopurineNSbmethyltransferaseNWTPMTXNpharmacogeneticspNthreeNnewNmutationsNandNhaplotypeN
analysisNinNtheNβstonianNpopulationcNClinicallChemistrylandlLaboratorylMedicineaN2008aNilaNomibo 5.9 15

47 TheNmitochondrialNgenomeNofNtheNvenomousNconeNsnailNyonusNconsorscNPLoSlONEaN2012aNmaNekfkgn 3.7 15

46 SNPmaskerpNautomaticNmaskingNofNSNPsNandNrepeatsNacrossNeukaryoticNgenomescNNucleiclAcidsl
ResearchaN2006aNhiaNWlkfbk 20.1 14

45 wutomaticNidentificationNofNspeciesbspecificNrepetitiveNzNwNsequencesNandNtheirNutilizationNforN
detectingNmicrobialNorganismscNBioinformaticsaN2009aNgkaNfhiobkk 7.2 13
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44 GeneticNvariationNinNtheNβstonianNpopulationpNpharmacogenomicsNstudyNofNadverseNdrugNeffectsN
usingNelectronicNhealthNrecordscNEuropeanlJournalloflHumanlGeneticsaN2019aNgmaNiigbiki 5.3 13

43 βndophyticNbacterialNcommunitiesNinNpeelsNandNpulpNofNfiveNrootNvegetablescNPLoSlONEaN2019aNfiaNeegfekig3.7 13

42 MethodNforNtheNIdentificationNofNTaxonbSpecificNbmersNfromNyhloroplastNGenomepNwNyaseNStudyNonN
TomatoNPlantNWXcNFrontierslinlPlantlScienceaN2018aNoaNl 6.2 12

41 MultidrugNresistantNPseudomonasNaeruginosaNinNβstonianNhospitalscNBMClInfectiouslDiseasesaN2018aN
fnaNkfh 4 12

40 zetectionNofNNwSxwNamplifiedNbacterialNtmRNwNmoleculesNonNSLIySelNdesignedNmicroarrayNprobescN
BMClBiotechnologyaN2011aNffaNfm 3.5 11

39 zetectionNofNsmallNgenomicNimbalancesNusingNmicroarraybbasedNmultiplexNamplifiableNprobeN
hybridizationcNEuropeanlJournalloflHumanlGeneticsaN2007aNfkaNflgbmg 5.3 11

38 PhenotypicNandNMolecularNβpidemiologyNofNβSxLbaNwmpybaNandNyarbapenemasebProducingNinN
NorthernNandNβasternNβuropecNFrontierslinlMicrobiologyaN2019aNfeaNgilk 5.7 11

37
PositionbspecificNscoringNmatrixNandNhiddenNMarkovNmodelNcomplementNeachNotherNforNtheN
predictionNofNconopeptideNsuperfamiliescNBiochimicalEtlBiophysicalActal-lProteinslandlProteomicsaN
2013aNfnhiaNmfmbgi

4 10

36 yhromosomalNtoxinbantitoxinNsystemsNinNPseudomonasNputidaNareNratherNselfishNthanNbeneficialcN
ScientificlReportsaN2020aNfeaNoghe 4.9 9

35 wNcomputationalNstudyNofNelongationNfactorNGNWβFGXNduplicatedNgenespNdivergedNnatureNunderlyingN
theNinnovationNonNtheNsameNstructuralNtemplatecNPLoSlONEaN2011aNlaNeggmno 3.7 9

34 FluorescentNlabelingNofNNwSxwNamplifiedNtmRNwNmoleculesNforNmicroarrayNapplicationscNBMCl
BiotechnologyaN2009aNoaNik 3.5 9

33 yharacterizationNofNspeciesbspecificNrepeatsNinNlfhNprokaryoticNspeciescNDNAlResearchaN2012aNfoaNgfobhe 4.5 8

32 GeneNcontentNofNtheNfishbhuntingNconeNsnailNyonusNconsors 8

31 wNparallelNSNPNarrayNstudyNofNgenomicNaberrationsNassociatedNwithNmentalNretardationNinNpatientsN
andNgeneralNpopulationNinNβstoniacNEuropeanlJournalloflMedicallGeneticsaN2011aNkiaNfhlbih 2.6 7

30 ScreeningNofNgeNpatientsNwithNXblinkedNmentalNretardationNusingNchromosomeNXbspecificN
arraybMwPHcNEuropeanlJournalloflMedicallGeneticsaN2007aNkeaNhoobife 2.6 7

29 wNhighNcapacityNassayNforNinhibitorsNofNhumanNpapillomavirusNzNwNreplicationcNNaturelBiotechnologyaN
1995aNfhaNfgfebi 44.5 7

28 MethodNforNtheNIdentificationNofNPlantNzNwNinNFoodNUsingNwlignmentbFreeNwnalysisNofNSequencingN
ReadspNwNyaseNStudyNonNLupincNFrontierslinlPlantlScienceaN2020aNffaNlil 6.2 6

27 wluMinepNalignmentbfreeNmethodNforNtheNdiscoveryNofNpolymorphicNwluNelementNinsertionscNMobilel
DNAaN2019aNfeaNhf 4.4 6
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26 HaplotypeNphasingNandNinheritanceNofNcopyNnumberNvariantsNinNnuclearNfamiliescNPLoSlONEaN2015aNfeaNeefggmfh3.7 6

25 wrraybMwPHpNaNmethodologyNforNtheNdetectionNofNlocusNcopybnumberNchangesNinNcomplexNgenomescN
NaturelProtocolsaN2008aNhaNnioblk 18.8 6

24 wNhumanbspecificNVNTRNinNtheNTRIxhNpromoterNcausesNgeneNexpressionNvariationNbetweenN
individualscNPLoSlGeneticsaN2020aNflaNefeenonf 6 6

23 MuropeptidesNStimulateNGrowthNResumptionNfromNStationaryNPhaseNinNβscherichiaNcolicNScientificl
ReportsaN2019aNoaNfneih 4.9 6

22 zetectionNofNtmRNwNmoleculesNonNmicroarraysNatNlowNtemperaturesNusingNhelperNoligonucleotidescN
BMClBiotechnologyaN2010aNfeaNhi 3.5 5

21 MultiPLXpNautomaticNgroupingNandNevaluationNofNPyRNprimerscNMethodslinlMolecularlBiologyaN2015aN
fgmkaNfgmbig 1.4 5

20 HighbdensityNgenotypingNandNlinkageNdisequilibriumNinNtheNhumanNgenomeNusingNchromosomeNggNasN
aNmodelcNCurrentlOpinionlinlChemicallBiologyaN2002aNlaNgibhe 9.7 4

19 MolecularNyharacterizationNofNIsolatesNFromNzifferentNSourcesNinNβstoniaNRevealsNPotentialN
TransmissionNofNResistanceNGenesNwmongNzifferentNReservoirscNFrontierslinlMicrobiologyaN2021aNfgaNlefioe5.7 4

18 wpplicationNofNMolecularNMethodsNforNyarbapenemaseNzetectioncNFrontierslinlMicrobiologyaN2019aN
feaNfmkk 5.7 3

17 StrainSeekerpNfastNidentificationNofNbacterialNstrainsNfromNunassembledNsequencingNreadsNusingN
userbprovidedNguideNtreesc 3

16
SynthesisNofNfourNcolorsNfluorescentlyNlabelledNhVbObblockedNnucleotidesNwithNfluorideNcleavableN
blockingNgroupNandNlinkerNforNarrayNbasedNSequencingbbybSynthesisNapplicationscNNucleiclAcidsl
SymposiumlSeriesaN2008aNhikbl

2

15 MultiPLXpNautomaticNgroupingNandNevaluationNofNPyRNprimerscNMethodslinlMolecularlBiologyaN2007aN
iegaNgnmbhei 1.4 2

14 THβNWHOLβNGβNOMβNTwGSNPNSβLβyTIONNwNzNTRwNSFβRwxILITYNwMONGNHwPMwPN
POPULwTIONSN2005aN 2

13 FastNmaskingNofNrepeatedNprimerNbindingNsitesNinNeukaryoticNgenomescNMethodslinlMolecularlBiologyaN
2007aNiegaNgefbfn 1.4 2

12 yompetitivenessNforNNoduleNyolonizationNinNSinorhizobiumNmelilotipNyombinedNbTaggedNStrainN
yompetitionNandNGenomebWideNwssociationNwnalysiscNMSystemsaN2021aNlaNeeekkegf 7.6 2

11 MolecularNdiagnosisNofNzownNsyndromeNusingNquantitativeNwPβXbgNmicroarrayscNPrenatallDiagnosisaN
2010aNheaNffmebm 3.2 1

10
wpplicationNofNtwoNdifferentNmicroarraybbasedNcopybnumberNdetectionN
methodologiesbbarraybcomparativeNgenomicNhybridizationNandNarraybmultiplexNamplifiableNprobeN
hybridizationbbwithNidenticalNamplifiableNtargetNsequencescNClinicallChemistrylandlLaboratoryl
MedicineaN2008aNilaNmggbi

5.9 1

9 PseudomonasNputidaNchromosomalNtoxinbantitoxinNsystemsNcarryNneitherNclearNfitnessNbenefitsNnorN
bigNcosts 1
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8 yompetitivenessNpredictionNforNnoduleNcolonizationNinNSinorhizobiumNmelilotiNthroughNcombinedNinN
vitroNtaggedNstrainNcharacterizationNandNgenomebwideNassociationNanalysis 1

7 yharacteristicsNofNβxtendedbSpectrumNxetabLactamasebProducingNβnterobacteriaceaeNandNyontactN
toNwnimalsNinNβstoniacNMicroorganismsaN2020aNnaN 4.9 1

6 TheNnewNyOSTNwctionNβuropeanNVenomNNetworkNWβUVβNXbsynergyNandNfutureNperspectivesNofN
modernNvenomicscNGigaScienceaN2021aNfeaN 7.6 1

5 zevelopmentNofNaNdedicatedNGoldenNGateNwssemblyNPlatformNWRtGGwXNforNRhodotorulaNtoruloidescN
MetaboliclEngineeringlCommunicationsaN2022aNfkaNeeegee 6.5 1

4 SharedNandNUniqueNyomponentsNofNHumanNPopulationNStructureNandNGenomebWideNSignalsNofN
PositiveNSelectionNinNSouthNwsiacNAmericanlJournalloflHumanlGeneticsaN2012aNoeaNhmnbhmo 11 0

3 FastNmaskingNofNrepeatedNprimerNbindingNsitesNinNeukaryoticNgenomescNMethodslinlMolecularlBiologyaN
2015aNfgmkaNfbfl 1.4

2 PrimerNzesignNforNLargebScaleNMultiplexNPyRNandNwrrayedNPrimerNβxtensionN2013aNfoobgen

1 KwTKpNFastNgenotypingNofNrareNvariantsNdirectlyNfromNunmappedNsequencingNreadscNHumanlMutationaN
2021aNigaNmmmbmnl 4.7
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