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j Paper IF Citations

121 GlycoHybridSeqnMuutomatedMIdentificationMofMNaLinkedMGlycopeptidesMUsingMylectronM
TransfercHighaynergyMwollisionMxissociationMUyThcxVbMJournalfoffProteomefResearchYM2021YMfdYMgghiaggif 5.6 4

120 MOGONyTMintegratesMmultiaomicsMdataMusingMgraphMconvolutionalMnetworksMallowingMpatientM
classificationMandMbiomarkerMidentificationbMNaturefCommunicationsYM2021YMefYMghhi 17.4 17

119 GlycanGUInMuutomatedMGlycanMunnotationMandMQuantificationMUsingMGlucoseMUnitMIndexbMFrontiersfinf
ChemistryYM2021YMmYMkdkglf 5 0

118 HaplotypeabasedMmembershipMinferenceMfromMsummaryMgenomicMdatabMBioinformaticsYM2021YMgkYMiejeaiejl7.2 1

117 RolesMofMbacteriophagesYMplasmidsMandMwRISPRMimmunityMinMmicrobialMcommunityMdynamicsMrevealedM
usingMtimeaseriesMintegratedMmetaaomicsbMNaturefMicrobiologyYM2021YMjYMefgaegi 26.6 16

116 uMzastMandMMemoryayfficientMSpectralMLibraryMSearchMulgorithmMUsingMLocalityaSensitiveMHashingbM
ProteomicsYM2020YMfdYMefdddddf 4.8 0

115 zullaSpectrumMPredictionMofMPeptidesMTandemMMassMSpectraMusingMxeepMNeuralMNetworkbMAnalyticalf
ChemistryYM2020YMmfYMhfkiahflg 7.8 17

114 NewMcomplexitiesMofMSOSainducedMOuntargetedOMmutagenesisMinMyscherichiaMcoliMasMrevealedMbyM
mutationMaccumulationMandMwholeagenomeMsequencingbMDNAfRepairYM2020YMmdYMedflif 4.3 4

113 IntegrationMofMtimeaseriesMmetaaomicsMdataMrevealsMhowMmicrobialMecosystemsMrespondMtoM
disturbancebMNaturefCommunicationsYM2020YMeeYMifle 17.4 19

112 PrivacyapreservingMconstructionMofMgeneralizedMlinearMmixedMmodelMforMbiomedicalMcomputationbM
BioinformaticsYM2020YMgjYMieflaiegi 7.2 2

111 OverlapMdetectionMonMlongYMerroraproneMsequencingMreadsMviaMsmoothMqagrambMBioinformaticsYM2020YM
gjYMhlglahlhi 7.2

110 uMMetaaproteogenomicMupproachMtoMPeptideMIdentificationMIncorporatingMussemblyMUncertaintyMandM
GenomicMVariationbMMolecularfandfCellularfProteomicsYM2019YMelYMSelgaSemf 7.6 11

109 IdentificationMofMNaterminalMproteinMprocessingMsitesMbyMchemicalMlabelingMmassMspectrometrybMRapidf
CommunicationsfinfMassfSpectrometryYM2019YMggYMedeiaedfg 2.2 2

108 TheMSymmetricalMWaveMPatternMofMvaseaPairMSubstitutionMRatesMacrossMtheMyscherichiaMcoliM
whromosomeMHasMMultipleMwausesbMMBioYM2019YMedYM 7.8 9

107 laplexMLwaMScMSMunalysisMofMPermethylatedMaGlycansMuchievedMbyMUsingMStableMIsotopicM
IodomethanebMAnalyticalfChemistryYM2019YMmeYMeekmhaeeldf 7.8 18

106 wlonalMreconstructionMfromMtimeMcourseMgenomicMsequencingMdatabMBMCfGenomicsYM2019YMfdYMeddf 4.5 5

105 ulgorithmicMapproachesMtoMclonalMreconstructionMinMheterogeneousMcellMpopulationsbMQuantitativef
BiologyYM2019YMkYMfiiafji 3.9 1
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104 mswRUSHnMzastMTandemMMassMSpectralMwlusteringMUsingMLocalityMSensitiveMHashingbMJournalfoff
ProteomefResearchYM2019YMelYMehkaeil 5.6 10

103 wonstrainedMSequencingMofMneoaypitopeMPeptidesMusingMTandemMMassMSpectrometrybMLecturefNotesf
infComputerfScienceYM2018YMedlefYMeglaeig 0.9 4

102 udaptationMofMyscherichiaMcoliMtoMlongatermMbatchMcultureMinMvariousMrichMmediabMResearchfinf
MicrobiologyYM2018YMejmYMehiaeij 4 8

101 womputationalMidentificationMofMmicroastructuralMvariationsMandMtheirMproteogenomicMconsequencesM
inMcancerbMBioinformaticsYM2018YMghYMejkfaejle 7.2 4

100 TheMSpectrumMofMReplicationMyrrorsMinMtheMubsenceMofMyrrorMworrectionMussayedMucrossMtheMWholeM
GenomeMofbMGeneticsYM2018YMfdmYMedhgaedih 4 10

99 uMSecureMulignmentMulgorithmMforMMappingMShortMReadsMtoMHumanMGenomebMJournalfoff
ComputationalfBiologyYM2018YMfiYMifmaihd 1.7 2

98 uMMaximumaLikelihoodMupproachMtoMystimatingMtheMInsertionMzrequenciesMofMTransposableM
ylementsMfromMPopulationMSequencingMxatabMMolecularfBiologyfandfEvolutionYM2018YMgiYMfijdafike 8.3 1

97 xeterminantsMofMvaseaPairMSubstitutionMPatternsMRevealedMbyMWholeaGenomeMSequencingMofMxNuM
MismatchMRepairMxefectivebMGeneticsYM2018YMfdmYMedfmaedhf 4 19

96 RealatimeMProtectionMofMGenomicMxataMSharingMinMveaconMServicesbMAMIAfSummitsfonfTranslationalf
SciencefProceedingsYM2018YMfdekYMhiaih 1.1 2

95 ixuSHMsecureMgenomeManalysisMcompetitionMfdekbMBMCfMedicalfGenomicsYM2018YMeeYMli 3.7 9

94 InsertionMsequenceMelementsamediatedMstructuralMvariationsMinMbacterialMgenomesbMMobilefDNAYM
2018YMmYMfm 4.4 6

93 InsertionMPolymorphismsMofMMobileMGeneticMylementsMinMSexualMandMusexualMPopulationsMofMxaphniaM
pulexbMGenomefBiologyfandfEvolutionYM2017YMmYMgjfagkh 3.9 14

92 uddressingMveaconMreaidentificationMattacksnMquantificationMandMmitigationMofMprivacyMrisksbMJournalf
offthefAmericanfMedicalfInformaticsfAssociation:fJAMIAYM2017YMfhYMkmmaldi 8.6 43

91 udaptationMofMtoMLongaTermMSerialMPassageMinMwomplexMMediumnMyvidenceMofMParallelMyvolutionbM
MSystemsYM2017YMfYM 7.6 30

90 STRScannMtargetedMprofilingMofMshortMtandemMrepeatsMinMwholeagenomeMsequencingMdatabMBMCf
BioinformaticsYM2017YMelYMgml 3.6 11

89 uMcommunityMeffortMtoMprotectMgenomicMdataMsharingYMcollaborationMandMoutsourcingbMNpjfGenomicf
MedicineYM2017YMfYMgg 6.2 22

88 LeakyMwauldronMonMtheMxarkMLandnMUnderstandingMMemoryMSideawhannelMHazardsMinMSGXM2017YMfdekYMfhfeafhgh97

87 ISyScannMautomatedMidentificationMofMinsertionMsequenceMelementsMinMprokaryoticMgenomesbM
BioinformaticsYM2017YMggYMgghdagghk 7.2 82

(2017-2019)
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86 ImpactMofMumidinationMonMPeptideMzragmentationMandMIdentificationMinMShotgunMProteomicsbMJournalf
offProteomefResearchYM2016YMeiYMgjijagjji 5.6 7

85 womputationalMMethodsMinMMassMSpectrometryavasedMProteomicsbMAdvancesfinfExperimentalf
MedicinefandfBiologyYM2016YMmgmYMjgalm 3.6 7

84 UtilizingMdeMvruijnMgraphMofMmetagenomeMassemblyMforMmetatranscriptomeManalysisbMBioinformaticsYM
2016YMgfYMeddeal 7.2 29

83
StrandabiasedMcytosineMdeaminationMatMtheMreplicationMforkMcausesMcytosineMtoMthymineMmutationsMinM
yscherichiaMcolibMProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaYM
2016YMeegYMfekjale

11.5 58

82 uMGraphawentricMupproachMforMMetagenomeaGuidedMPeptideMandMProteinMIdentificationMinM
MetaproteomicsbMPLoSfComputationalfBiologyYM2016YMefYMeeddiffh 5 29

81 OnMtheMprivacyMrisksMofMsharingMclinicalMproteomicsMdatabMAMIAfSummitsfonfTranslationalfSciencef
ProceedingsYM2016YMfdejYMeffage 1.1 3

80 ProtectingMgenomicMdataManalyticsMinMtheMcloudnMstateMofMtheMartMandMopportunitiesbMBMCfMedicalf
GenomicsYM2016YMmYMjg 3.7 30

79 XLSearchnMaMProbabilisticMxatabaseMSearchMulgorithmMforMIdentifyingMwrossaLinkedMPeptidesbMJournalf
offProteomefResearchYM2016YMeiYMelgdahe 5.6 14

78 uutomatedMGlycanMSequencingMfromMTandemMMassMSpectraMofMNaLinkedMGlycopeptidesbMAnalyticalf
ChemistryYM2016YMllYMikfiagf 7.8 27

77 InsertionMsequenceacausedMlargeascaleMrearrangementsMinMtheMgenomeMofMyscherichiaMcolibMNucleicf
AcidsfResearchYM2016YMhhYMkedmaem 20.1 49

76 wharacterizationMofMtheMGlycosylationMSiteMofMHumanMPSuMPromptedMbyMMissenseMMutationMusingM
LwaMScMSbMJournalfoffProteomefResearchYM2015YMehYMflkfalg 5.6 19

75 vackgroundMMutationalMzeaturesMofMtheMRadiationaResistantMvacteriumMxeinococcusMradioduransbM
MolecularfBiologyfandfEvolutionYM2015YMgfYMfglgamf 8.3 45

74 xNuMsequenceMtemplatesMadjacentMnucleosomeMandMORwMsitesMatMgeneMamplificationMoriginsMinM
xrosophilabMNucleicfAcidsfResearchYM2015YMhgYMlkhjaje 20.1 10

73 whoosingMblindlyMbutMwiselynMdifferentiallyMprivateMsolicitationMofMxNuMdatasetsMforMdiseaseMmarkerM
discoverybMJournalfoffthefAmericanfMedicalfInformaticsfAssociation:fJAMIAYM2015YMffYMeddal 8.6 18

72
xeterminantsMofMspontaneousMmutationMinMtheMbacteriumMyscherichiaMcoliMasMrevealedMbyM
wholeagenomeMsequencingbMProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoff
AmericaYM2015YMeefYMyimmdam

11.5 76

71 IdentificationMofMGlycopeptidesMwithMMultipleMHydroxylysineMOaGlycosylationMSitesMbyMTandemMMassM
SpectrometrybMJournalfoffProteomefResearchYM2015YMehYMidmmaedl 5.6 8

70
uutomatedMannotationMandMquantitationMofMglycansMbyMliquidMchromatographycelectrosprayM
ionizationMmassMspectrometricManalysisMusingMtheMMultiGlycanaySIMcomputationalMtoolbMRapidf
CommunicationsfinfMassfSpectrometryYM2015YMfmYMegiahf

2.2 31

69 yfficientMGenomeaWideYMPrivacyaPreservingMSimilarMPatientMQueryMbasedMonMPrivateMyditMxistanceM
2015YM 55
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68 IdentificationMofMPolMIVMandMRxRfadependentMprecursorsMofMfhMntMsiRNusMguidingMdeMnovoMxNuM
methylationMinMurabidopsisbMELifeYM2015YMhYMedmime 8.9 146

67 SecureMGenomicMwomputationMthroughMSiteaWiseMyncryptionbMAMIAfSummitsfonfTranslationalfSciencef
ProceedingsYM2015YMfdeiYMffkage 1.1 2

66 uMtwoastepMprocessMforMepigeneticMinheritanceMinMurabidopsisbMMolecularfCellYM2014YMihYMgdahf 17.6 78

65 womputationalMframeworkMforMidentificationMofMintactMglycopeptidesMinMcomplexMsamplesbMAnalyticalf
ChemistryYM2014YMljYMhigajg 7.8 79

64 LabelafreeMglycopeptideMquantificationMforMbiomarkerMdiscoveryMinMhumanMserabMJournalfoffProteomef
ResearchYM2014YMegYMhlfeagf 5.6 34

63 wharacterizationMofMmicrobialMassociationsMinMhumanMoralMmicrobiomebMBiouMedicalfMaterialsfandf
EngineeringYM2014YMfhYMgkgkahh 1 3

62 xetectionMofMstructuralMvariantsMinvolvingMrepetitiveMregionsMinMtheMreferenceMgenomebMJournalfoff
ComputationalfBiologyYM2014YMfeYMfemagg 1.7 13

61 GlycoproteomicsnMidentifyingMtheMglycosylationMofMprostateMspecificMantigenMatMnormalMandMhighM
isoelectricMpointsMbyMLwaMScMSbMJournalfoffProteomefResearchYM2014YMegYMiikdald 5.6 38

60 vioinformaticsMprotocolsMinMglycomicsMandMglycoproteomicsbMCurrentfProtocolsfinfProteinfScienceYM
2014YMkjYMfbeibeafbeibk 3.1 9

59 PotentialMforMsexualMconflictMassessedMviaMtestosteroneamediatedMtranscriptionalMchangesMinMliverM
andMmuscleMofMaMsongbirdbMJournalfoffExperimentalfBiologyYM2014YMfekYMidkaek 3 24

58 ImprovingMphosphopeptideMidentificationMinMshotgunMproteomicsMbyMsupervisedMfilteringMofM
peptideaspectrumMmatchesM2013YM 2

57 OnMtheMmutationalMtopologyMofMtheMbacterialMgenomebMG3:fGenestfGenomestfGeneticsYM2013YMgYMgmmahdk 3.2 53

56 ProbabilisticMinferenceMofMbiochemicalMreactionsMinMmicrobialMcommunitiesMfromMmetagenomicM
sequencesbMPLoSfComputationalfBiologyYM2013YMmYMeeddfmle 5 12

55 QuantitativeMglycomicsMstrategiesbMMolecularfandfCellularfProteomicsYM2013YMefYMlkhalh 7.6 76

54 yxtendingMtheMcoverageMofMspectralMlibrariesnMaMneighborabasedMapproachMtoMpredictingMintensitiesMofM
peptideMfragmentationMspectrabMProteomicsYM2013YMegYMkijaji 4.8 9

53
QuantitativeMmeasurementMofMphosphoproteomeMresponseMtoMosmoticMstressMinMarabidopsisMbasedM
onMLibraryaussistedMeXtractedMIonMwhromatogramMULuXIwVbMMolecularfandfCellularfProteomicsYM2013YM
efYMfgihajm

7.6 55

52
InterlaboratoryMstudyMonMdifferentialManalysisMofMproteinMglycosylationMbyMmassMspectrometrynMtheM
uvRzMglycoproteinMresearchMmultiainstitutionalMstudyMfdefbMMolecularfandfCellularfProteomicsYM2013YM
efYMfmgiaie

7.6 92

51 TestosteroneMaffectsMneuralMgeneMexpressionMdifferentlyMinMmaleMandMfemaleMjuncosnMaMroleMforM
hormonesMinMmediatingMsexualMdimorphismMandMconflictbMPLoSfONEYM2013YMlYMejeklh 3.7 42

(2013-2015)
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50 SpatialMandMfunctionalMrelationshipsMamongMPolMVaassociatedMlociYMPolMIVadependentMsiRNusYMandM
cytosineMmethylationMinMtheMurabidopsisMepigenomebMGenesfandfDevelopmentYM2012YMfjYMelfiagj 12.6 115

49 NaglycanMprofilingMbyMmicrochipMelectrophoresisMtoMdifferentiateMdiseaseMstatesMrelatedMtoM
esophagealMadenocarcinomabMAnalyticalfChemistryYM2012YMlhYMgjfeak 7.8 40

48 vuildSummarynMusingMaMgroupabasedMapproachMtoMimproveMtheMsensitivityMofMpeptidecproteinM
identificationMinMshotgunMproteomicsbMJournalfoffProteomefResearchYM2012YMeeYMehmhaidf 5.6 42

47 xiverseMwRISPRsMevolvingMinMhumanMmicrobiomesbMPLoSfGeneticsYM2012YMlYMeeddfhhe 6 100

46 RuPSearchfnMaMfastMandMmemoryaefficientMproteinMsimilarityMsearchMtoolMforMnextagenerationM
sequencingMdatabMBioinformaticsYM2012YMflYMefiaj 7.2 292

45
RateMandMmolecularMspectrumMofMspontaneousMmutationsMinMtheMbacteriumMyscherichiaMcoliMasM
determinedMbyMwholeagenomeMsequencingbMProceedingsfoffthefNationalfAcademyfoffSciencesfoffthef
UnitedfStatesfoffAmericaYM2012YMedmYMyfkkhalg

11.5 418

44 uMdeMvruijnMgraphMapproachMtoMtheMquantificationMofMcloselyarelatedMgenomesMinMaMmicrobialM
communitybMJournalfoffComputationalfBiologyYM2012YMemYMlehafi 1.7 11

43 ProteinMidentificationMproblemMfromMaMvayesianMpointMofMviewbMStatisticsfandfItsfInterfaceYM2012YMiYMfeagk 0.4 8

42
uMnovelMalignmentMmethodMandMmultipleMfiltersMforMexclusionMofMunqualifiedMpeptidesMtoMenhanceM
labelafreeMquantificationMusingMpeptideMintensityMinMLwaMScMSbMJournalfoffProteomefResearchYM2011YM
edYMhkmmalef

5.6 54

41 TheMecoresponsiveMgenomeMofMxaphniaMpulexbMScienceYM2011YMggeYMiiiaje 33.3 924

40 RuPSearchnMaMfastMproteinMsimilarityMsearchMtoolMforMshortMreadsbMBMCfBioinformaticsYM2011YMefYMeim 3.6 92

39 ImprovingMconfidenceMinMdetectionMandMcharacterizationMofMproteinMNaglycosylationMsitesMandM
microheterogeneitybMRapidfCommunicationsfinfMassfSpectrometryYM2011YMfiYMfddkaem 2.2 61

38 OnMtheMaccuracyMandMlimitsMofMpeptideMfragmentationMspectrumMpredictionbMAnalyticalfChemistryYM
2011YMlgYMkmdaj 7.8 40

37 vioinformaticMupproachesMinMGlycomicsMandMGlycoproteomicsbMCurrentfProteomicsYM2011YMlYMgdmagfh 0.7 1

36 TheMtranscriptionalMdiversityMofMfiMxrosophilaMcellMlinesbMGenomefResearchYM2011YMfeYMgdeaeh 9.7 171

35 RNuMotifScannMautomaticMidentificationMofMRNuMstructuralMmotifsMusingMsecondaryMstructuralM
alignmentbMNucleicfAcidsfResearchYM2010YMglYMeekj 20.1 29

34 zragGeneScannMpredictingMgenesMinMshortMandMerroraproneMreadsbMNucleicfAcidsfResearchYM2010YMglYMeeme 20.1 535

33 TheMimportanceMofMpeptideMdetectabilityMforMproteinMidentificationYMquantificationYMandMexperimentM
designMinMMScMSMproteomicsbMJournalfoffProteomefResearchYM2010YMmYMjfllamk 5.6 31
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32 wombinatorialMlibrariesMofMsyntheticMpeptidesMasMaMmodelMforMshotgunMproteomicsbMAnalyticalf
ChemistryYM2010YMlfYMjiimajl 7.8 14

31 ProteomicMchangesMinMtheMphotoreceptorMouterMsegmentMuponMintenseMlightMexposurebMJournalfoff
ProteomefResearchYM2010YMmYMeekgale 5.6 17

30 LTRMretroelementsMinMtheMgenomeMofMxaphniaMpulexbMBMCfGenomicsYM2010YMeeYMhfi 4.5 21

29 MappingMsiteaspecificMproteinMNaglycosylationsMthroughMliquidMchromatographycmassMspectrometryM
andMtargetedMtandemMmassMspectrometrybMRapidfCommunicationsfinfMassfSpectrometryYM2010YMfhYMmjiakf 2.2 36

28 unMORzomeMassemblyMapproachMtoMmetagenomicsMsequencesManalysisbMJournalfoffBioinformaticsfandf
ComputationalfBiologyYM2009YMkYMhiiake 1 31

27 uMbayesianMapproachMtoMproteinMinferenceMproblemMinMshotgunMproteomicsbMJournalfoffComputationalf
BiologyYM2009YMejYMeelgamg 1.7 55

26 LearningMyourMidentityMandMdiseaseMfromMresearchMpapersM2009YM 113

25 MGyScananonaLTRnMcomputationalMidentificationMandMclassificationMofMautonomousMnonaLTRM
retrotransposonsMinMeukaryoticMgenomesbMNucleicfAcidsfResearchYM2009YMgkYMeehg 20.1 52

24 OnMtheMestimationMofMfalseMpositivesMinMpeptideMidentificationsMusingMdecoyMsearchMstrategybM
ProteomicsYM2009YMmYMemhafdh 4.8 9

23 IndependentMmammalianMgenomeMcontractionsMfollowingMtheMKTMboundarybMGenomefBiologyfandf
EvolutionYM2009YMeYMfaef 3.9 12

22 uMmachinealearningMapproachMtoMcombinedMevidenceMvalidationMofMgenomeMassembliesbM
BioinformaticsYM2008YMfhYMkhhaid 7.2 20

21
uMcomputationalMapproachMtoMcharacterizingMbondMlinkagesMofMglycanMisomersMusingMmatrixaassistedM
laserMdesorptioncionizationMtandemMtimeaofaflightMmassMspectrometrybMRapidfCommunicationsfinf
MassfSpectrometryYM2008YMffYMgijeam

2.2 3

20 GenomeMassemblyYMrearrangementYMandMrepeatsbMChemicalfReviewsYM2007YMedkYMggmeahdj 68.1 19

19 uncestralMreconstructionMofMsegmentalMduplicationsMrevealsMpunctuatedMcoresMofMhumanMgenomeM
evolutionbMNaturefGeneticsYM2007YMgmYMegjeal 36.3 162

18 xeMnovoMidentificationMofMLTRMretrotransposonsMinMeukaryoticMgenomesbMBMCfGenomicsYM2007YMlYMmd 4.5 64

17 WholeagenomeMsequencingMandMassemblyMwithMhighathroughputYMshortareadMtechnologiesbMPLoSfONE
YM2007YMfYMehlh 3.7 94

16 worrectingMbaseaassignmentMerrorsMinMrepeatMregionsMofMshotgunMassemblybMIEEEwACMfTransactionsf
onfComputationalfBiologyfandfBioinformaticsYM2007YMhYMihajh 3 6

15 uMwomputationalMupproachMforMtheMIdentificationMofMSiteaSpecificMProteinMGlycosylationsMThroughM
IonaTrapMMassMSpectrometrybMLecturefNotesfinfComputerfScienceYM2007YMmjaedk 0.9 3

(2007-2010)
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14 IdentifyingMrepeatMdomainsMinMlargeMgenomesbMGenomefBiologyYM2006YMkYMRk 18.3 23

13 uMcomputationalMapproachMtowardMlabelafreeMproteinMquantificationMusingMpredictedMpeptideM
detectabilitybMBioinformaticsYM2006YMffYMehleal 7.2 141

12 uxVuNwyMyNTMINMPROTyINMINzyRyNwyMzROMMSHOTGUNMPROTyOMIwSMUSINGMPyPTIxyM
xyTywTuvILITYM2006YM 12

11 uMmachineMlearningMapproachMtoMpredictingMpeptideMfragmentationMspectrabMPacificfSymposiumfonf
BiocomputingfPacificfSymposiumfonfBiocomputingYM2006YMfemagd 1.3 19

10 uutomatedMinterpretationMofMMScMSMspectraMofMoligosaccharidesbMBioinformaticsYM2005YMfeMSupplMeYMihgeam7.2 89

9 uMnovelMmethodMforMmultipleMalignmentMofMsequencesMwithMrepeatedMandMshuffledMelementsbMGenomef
ResearchYM2004YMehYMfggjahj 9.7 83

8 xeMnovoMrepeatMclassificationMandMfragmentMassemblybMGenomefResearchYM2004YMehYMekljamj 9.7 157

7 ShotgunMproteinMsequencingMbyMtandemMmassMspectraMassemblybMAnalyticalfChemistryYM2004YMkjYMkffeagg 7.8 44

6 RationalMdesignMofMaMmoreMstableMpenicillinMGMacylaseMagainstMorganicMcosolventbMJournalfoffMolecularf
CatalysisfB:fEnzymaticYM2002YMelYMfliafmd 21

5 zragmentMassemblyMwithMdoubleabarreledMdatabMBioinformaticsYM2001YMekMSupplMeYMSffiagg 7.2 79

4 uMnewMestimatorMofMsignificanceMofMcorrelationMinMtimeMseriesMdatabMJournalfoffComputationalfBiologyYM
2001YMlYMhjgakd 1.7 11

3 RegulationMofMadjacentMyeastMgenesbMTrendsfinfGeneticsYM2000YMejYMedmaee 8.5 99

2 TheMsymmetricalMpatternMofMbaseapairMsubstitutionsMratesMacrossMtheMchromosomeMinMyscherichiaMcoliM
hasMmultipleMcauses 1

1 wlonalMreconstructionMfromMtimeMcourseMgenomicMsequencingMdata 1
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