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k Paper IF Citations

126 TheLsequenceLofLtheLhumanLgenomebLScienceYL2001YLfmeYLegdhaie 33.3 10609

125 TheLgenomeLsequenceLofLxrosophilaLmelanogasterbLScienceYL2000YLflkYLfeliami 33.3 4857

124 uLwholeagenomeLassemblyLofLxrosophilabLScienceYL2000YLflkYLfemjafdh 33.3 1204

123 RecentLsegmentalLduplicationsLinLtheLhumanLgenomebLScienceYL2002YLfmkYLeddgak 33.3 1051

122 OpenMSLaLanLopenasourceLsoftwareLframeworkLforLmassLspectrometrybLBMCgBioinformaticsYL2008YLmYLejg 3.6 474

121 OpenMSnLaLflexibleLopenasourceLsoftwareLplatformLforLmassLspectrometryLdataLanalysisbLNatureg
MethodsYL2016YLegYLkheal 21.6 337

120 uLcomparisonLofLwholeagenomeLshotgunaderivedLmouseLchromosomeLejLandLtheLhumanLgenomebL
ScienceYL2002YLfmjYLejjeake 33.3 305

119 TOPPaatheLOpenMSLproteomicsLpipelinebLBioinformaticsYL2007YLfgYLeemeak 7.2 216

118 SequnLanLefficientYLgenericLwWWLlibraryLforLsequenceLanalysisbLBMCgBioinformaticsYL2008YLmYLee 3.6 210

117 ToolsLforLlabelafreeLpeptideLquantificationbLMoleculargandgCellulargProteomicsYL2013YLefYLihmaij 7.6 171

116 WholeagenomeLshotgunLassemblyLandLcomparisonLofLhumanLgenomeLassembliesbLProceedingsgofg
thegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaYL2004YLedeYLemejafe 11.5 142

115 womputationalLpanagenomicsnLstatusYLpromisesLandLchallengesbLBriefingsgingBioinformaticsYL2018YLemYLeelaegi13.4 130

114 RazerSaafastLreadLmappingLwithLsensitivityLcontrolbLGenomegResearchYL2009YLemYLejhjaih 9.7 104

113 upproachingLclinicalLproteomicsnLcurrentLstateLandLfutureLfieldsLofLapplicationLinLfluidLproteomicsbL
ClinicalgChemistrygandgLaboratorygMedicineYL2009YLhkYLkfhahh 5.9 94

112 RazerSLgnLfasterYLfullyLsensitiveLreadLmappingbLBioinformaticsYL2012YLflYLfimfam 7.2 91

111 xetectingLgenomicLindelLvariantsLwithLexactLbreakpointsLinLsingleaLandLpairedaendLsequencingLdataL
usingLSplazerSbLBioinformaticsYL2012YLflYLjemafk 7.2 84

110 zlexbarLgbdLaLSIMxLandLmulticoreLparallelizationbLBioinformaticsYL2017YLggYLfmheafmhf 7.2 74
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109 ulignmentLofLNexta–enerationLSequencingLReadsbLAnnualgReviewgofgGenomicsgandgHumangGeneticsYL
2015YLejYLeggaie 9.7 72

108 uLgeometricLapproachLforLtheLalignmentLofLliquidLchromatographyamassLspectrometryLdatabL
BioinformaticsYL2007YLfgYLifkgale 7.2 68

107
ubsoluteLmyoglobinLquantitationLinLserumLbyLcombiningLtwoadimensionalLliquidL
chromatographyaelectrosprayLionizationLmassLspectrometryLandLnovelLdataLanalysisLalgorithmsbL
JournalgofgProteomegResearchYL2006YLiYLhehafe

5.6 68

106 IMSyQaaaLfastLandLerrorLawareLapproachLtoLimmunogeneticLsequenceLanalysisbLBioinformaticsYL2015YL
geYLfmjgake 7.2 67

105 zastLandLaccurateLreadLmappingLwithLapproximateLseedsLandLmultipleLbacktrackingbLNucleicgAcidsg
ResearchYL2013YLheYLekl 20.1 63

104 uccurateLmultipleLsequenceastructureLalignmentLofLRNuLsequencesLusingLcombinatorialL
optimizationbLBMCgBioinformaticsYL2007YLlYLfke 3.6 63

103 OptimalLrobustLnonauniqueLprobeLselectionLusingLIntegerLLinearLProgrammingbLBioinformaticsYL2004
YLfdLSupplLeYLieljamg 7.2 62

102 OpenMSLaLuLplatformLforLreproducibleLanalysisLofLmassLspectrometryLdatabLJournalgofgBiotechnology
YL2017YLfjeYLehfaehl 3.7 61

101 OpenMSLandLTOPPnLopenLsourceLsoftwareLforLLwaMSLdataLanalysisbLMethodsgingMoleculargBiologyYL
2011YLjmjYLgigajk 1.4 61

100 TheLgreedyLpathamergingLalgorithmLforLcontigLscaffoldingbLJournalgofgthegACMYL2002YLhmYLjdgajei 2 61

99 womputationalLstrategiesLtoLcombatLwOVIxaemnLusefulLtoolsLtoLaccelerateLSuRSawoVafLandL
coronavirusLresearchbLBriefingsgingBioinformaticsYL2021YLffYLjhfajjg 13.4 56

98 IntegrationLpreferencesLofLwildtypeLuuVafLforLconsensusLrepabindingLsitesLatLnumerousLlociLinLtheL
humanLgenomebLPLoSgPathogensYL2010YLjYLeedddmli 7.6 53

97 yvaluationLofLdrugainducedLneurotoxicityLbasedLonLmetabolomicsYLproteomicsLandLelectricalLactivityL
measurementsLinLcomplementaryLwNSLinLvitroLmodelsbLToxicologygingVitroYL2015YLgdYLeglaji 3.6 51

96 uLnovelLandLwelladefinedLbenchmarkingLmethodLforLsecondLgenerationLreadLmappingbLBMCg
BioinformaticsYL2011YLefYLfed 3.6 51

95 TheLSequnLwWWLtemplateLlibraryLforLefficientLsequenceLanalysisnLuLresourceLforLprogrammersbL
JournalgofgBiotechnologyYL2017YLfjeYLeikaejl 3.7 49

94 xesignLofLaLcompartmentalizedLshotgunLassemblerLforLtheLhumanLgenomebLBioinformaticsYL2001YLekL
SupplLeYLSegfam 7.2 46

93 LambdanLtheLlocalLalignerLforLmassiveLbiologicalLdatabLBioinformaticsYL2014YLgdYLighmaii 7.2 44

92 unLiterativeLmethodLforLfasterLsumaofapairsLmultipleLsequenceLalignmentbLBioinformaticsYL2000YLejYLldlaeh7.2 44
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91 TOPPuSnLaLgraphicalLworkflowLeditorLforLtheLanalysisLofLhighathroughputLproteomicsLdatabLJournalg
ofgProteomegResearchYL2012YLeeYLgmehafd 5.6 43

90 NetwoffeenLaLfastLandLaccurateLglobalLalignmentLapproachLtoLidentifyLfunctionallyLconservedL
proteinsLinLmultipleLnetworksbLBioinformaticsYL2014YLgdYLihdal 7.2 42

89 zionanLaLparallelLandLautomaticLstrategyLforLreadLerrorLcorrectionbLBioinformaticsYL2014YLgdYLigijajg 7.2 42

88
upproachingLclinicalLproteomicsnLcurrentLstateLandLfutureLfieldsLofLapplicationLinLcellularL
proteomicsbLCytometrygPartgA:gthegJournalgofgthegInternationalgSocietygforgAnalyticalgCytologyYL2009YL
kiYLlejagf

4.6 41

87 LwaMSsimaaaLsimulationLsoftwareLforLliquidLchromatographyLmassLspectrometryLdatabLBMCg
BioinformaticsYL2008YLmYLhfg 3.6 40

86 InadepthLanalysisLofLproteinLinferenceLalgorithmsLusingLmultipleLsearchLenginesLandLwelladefinedL
metricsbLJournalgofgProteomicsYL2017YLeidYLekdaelf 3.9 39

85 SegmentabasedLmultipleLsequenceLalignmentbLBioinformaticsYL2008YLfhYLielkamf 7.2 39

84 MSSimulatornLSimulationLofLmassLspectrometryLdatabLJournalgofgProteomegResearchYL2011YLedYLfmffam 5.6 36

83 MicroRazerSnLrapidLalignmentLofLsmallLRNuLreadsbLBioinformaticsYL2010YLfjYLefgah 7.2 36

82 wIxuNynLcomprehensiveLisoformLdiscoveryLandLabundanceLestimationbLGenomegBiologyYL2016YLekYLej 18.3 34

81 uLpolyhedralLapproachLtoLRNuLsequenceLstructureLalignmentbLJournalgofgComputationalgBiologyYL
1998YLiYLiekagd 1.7 34

80 uLpolyhedralLapproachLtoLsequenceLalignmentLproblemsbLDiscretegAppliedgMathematicsYL2000YLedhYLehgaelj1 33

79 –ustafnLxetectingLandLcorrectlyLclassifyingLSVsLinLtheLN–SLtwilightLzonebLBioinformaticsYL2014YLgdYLghlhamd7.2 31

78 unLexactLsolutionLforLtheLsegmentatoasegmentLmultipleLsequenceLalignmentLproblembL
BioinformaticsYL1999YLeiYLfdgaed 7.2 29

77 –enMapnLultraafastLcomputationLofLgenomeLmappabilitybLBioinformaticsYL2020YLgjYLgjlkagjmf 7.2 27

76 –enomeLalignmentLwithLgraphLdataLstructuresnLaLcomparisonbLBMCgBioinformaticsYL2014YLeiYLmm 3.6 26

75 WorkflowsLforLautomatedLdownstreamLdataLanalysisLandLvisualizationLinLlargeascaleLcomputationalL
massLspectrometrybLProteomicsYL2015YLeiYLehhgak 4.8 26

74 LocalulinLanLevolutionaryabasedLlocalLalignmentLapproachLtoLidentifyLfunctionallyLconservedL
modulesLinLmultipleLnetworksbLBioinformaticsYL2015YLgeYLgjgakf 7.2 25
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73 uLconsistencyabasedLconsensusLalgorithmLforLdeLnovoLandLreferenceaguidedLsequenceLassemblyLofL
shortLreadsbLBioinformaticsYL2009YLfiYLeeelafh 7.2 24

72 JournaledLstringLtreeaaLscalableLdataLstructureLforLanalyzingLthousandsLofLsimilarLgenomesLonLyourL
laptopbLBioinformaticsYL2014YLgdYLghmmaidi 7.2 23

71 —ighaaccuracyLpeakLpickingLofLproteomicsLdataLusingLwaveletLtechniquesbLPacificgSymposiumgong
BiocomputinggPacificgSymposiumgongBiocomputingYL2006YLfhgaih 1.3 21

70 zastLStructuralLulignmentLofLviomoleculesLUsingLaL—ashLTableYLNa–ramsLandLStringLxescriptorsbL
AlgorithmsYL2009YLfYLjmfakdm 1.8 20

69 StatisticalLqualityLassessmentLandLoutlierLdetectionLforLliquidLchromatographyamassLspectrometryL
experimentsbLBioDatagMiningYL2009YLfYLh 4.3 20

68 unalyticalLmodelLofLpeptideLmassLclusterLcentresLwithLapplicationsbLProteomegScienceYL2006YLhYLel 2.6 20

67 SLIMMnLspeciesLlevelLidentificationLofLmicroorganismsLfromLmetagenomesbLPeerJYL2017YLiYLegegl 3.1 20

66 STyLLuRnLfastLandLexactLlocalLalignmentsbLBMCgBioinformaticsYL2011YLefLSupplLmYLSei 3.6 19

65 MultipleLsequenceLalignmentLwithLarbitraryLgapLcostsnLcomputingLanLoptimalLsolutionLusingL
polyhedralLcombinatoricsbLBioinformaticsYL2002YLelLSupplLfYLShaSej 7.2 19

64 walibrationLofLmassLspectrometricLpeptideLmassLfingerprintLdataLwithoutLspecificLexternalLorL
internalLcalibrantsbLBMCgBioinformaticsYL2005YLjYLfdg 3.6 18

63 –enericLacceleratedLsequenceLalignmentLinLSequnLusingLvectorizationLandLmultiathreadingbL
BioinformaticsYL2018YLghYLghgkaghhi 7.2 17

62 OpenMSLandLTOPPnLopenLsourceLsoftwareLforLLwaMSLdataLanalysisbLMethodsgingMoleculargBiologyYL
2010YLjdhYLfdeaee 1.4 16

61 unLiterativeLstrategyLforLprecursorLionLselectionLforLLwaMScMSLbasedLshotgunLproteomicsbLJournalg
ofgProteomegResearchYL2009YLlYLgfgmaie 5.6 16

60 IntegerLlinearLprogrammingLapproachesLforLnonauniqueLprobeLselectionbLDiscretegAppliedg
MathematicsYL2007YLeiiYLlhdalij 1 16

59 TheLpracticalLuseLofLtheLuVLalgorithmLforLexactLmultipleLsequenceLalignmentbLJournalgofg
ComputationalgBiologyYL2000YLkYLjiiake 1.7 16

58 xRyuMaYaranLanLexactLreadLmapperLforLveryLlargeLdatabasesLwithLshortLupdateLtimebLBioinformaticsYL
2018YLghYLikjjaikkf 7.2 16

57 RapidLandLcomprehensiveLimpurityLprofilingLofLsyntheticLthyroxineLbyLultrahighaperformanceLliquidL
chromatographyahigharesolutionLmassLspectrometrybLAnalyticalgChemistryYL2013YLliYLggdmaek 7.8 15

56 TransformationLandLotherLfactorsLofLtheLpeptideLmassLspectrometryLpairwiseLpeakalistLcomparisonL
processbLBMCgBioinformaticsYL2005YLjYLfli 3.6 15
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55 woncentrationLandLchemicalLformLofLdietaryLzincLshapeLtheLporcineLcolonLmicrobiomeYLitsLfunctionalL
capacityLandLantibioticLresistanceLgeneLrepertoirebLISMEgJournalYL2020YLehYLfklgafkmg 11.9 15

54 zormulaLzeedingLPredisposesLNeonatalLPigletsLtoLwlostridiumLdifficileL–utLInfectionbLJournalgofg
InfectiousgDiseasesYL2018YLfekYLehhfaehif 7 14

53 ganonnLpreciseLmetagenomicsLclassificationLagainstLlargeLandLupatoadateLsetsLofLreferenceL
sequencesbLBioinformaticsYL2020YLgjYLiefaifd 7.2 14

52 womparingLussembliesLUsingLzragmentsLandLMateaPairsbLLecturegNotesgingComputergScienceYL2001YLfmhagdj0.9 14

51 uLpolyhedralLapproachLtoLRNuLsequenceLstructureLalignmentL1998YL 13

50 MethodsLforLtheLdetectionLandLassemblyLofLnovelLsequenceLinLhighathroughputLsequencingLdatabL
BioinformaticsYL2015YLgeYLemdhaef 7.2 12

49 RanbownLuLfastLandLaccurateLmethodLforLpolyploidLhaplotypeLreconstructionbLPLoSgComputationalg
BiologyYL2020YLejYLeeddklhg 5 11

48 zromLtheLdesktopLtoLtheLgridnLscalableLbioinformaticsLviaLworkflowLconversionbLBMCgBioinformaticsYL
2016YLekYLefk 3.6 11

47 womputationalLquantificationLofLpeptidesLfromLLwaMSLdatabLJournalgofgComputationalgBiologyYL2008YL
eiYLjliakdh 1.7 11

46 uLbranchaandacutLalgorithmLforLmultipleLsequenceLalignmentbLMathematicalgProgrammingYL2006YL
ediYLglkahfi 2.1 11

45 zastLandLudaptiveLVariableLOrderLMarkovLwhainLwonstructionbLLecturegNotesgingComputergScienceYL
2008YLgdjagek 0.9 11

44 yPRaxictionariesnLuLPracticalLandLzastLxataLStructureLforLwonstantLTimeLSearchesLinLUnidirectionalL
andLvidirectionalLzMLIndicesbLLecturegNotesgingComputergScienceYL2017YLemdafdj 0.9 10

43 untilopeaaaLLagrangianLrelaxationLapproachLtoLtheLdeLnovoLpeptideLsequencingLproblembLIEEEyACMg
TransactionsgongComputationalgBiologygandgBioinformaticsYL2012YLmYLgliamh 3 9

42 —I–—auwwURuwYLPyuKLPIwKIN–LOzLPROTyOMIwSLxuTuLUSIN–LWuVyLyTLTyw—NIQUySL2005YL 9

41 TheLgreedyLpathamergingLalgorithmLforLsequenceLassemblyL2001YL 9

40 ulternatealocusLawareLvariantLcallingLinLwholeLgenomeLsequencingbLGenomegMedicineYL2016YLlYLegd 14.4 9

39
InvestigationLofLreactionLmechanismsLofLdrugLdegradationLinLtheLsolidLstatenLaLkineticLstudyL
implementingLultrahighaperformanceLliquidLchromatographyLandLhigharesolutionLmassL
spectrometryLforLthermallyLstressedLthyroxinebLAnalyticalgChemistryYL2013YLliYLfgliamd

7.8 8

38 yPIzuNYnLuLMethodLforLyfficientL—ighawonfidenceLProteinLInferencebLJournalgofgProteomegResearchYL
2020YLemYLedjdaedkf 5.6 6
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37 —ighaperformanceLliquidLchromatographyLwithLelectrosprayLionizationLionLmobilityLspectrometrynL
wharacterizationYLdataLmanagementYLandLapplicationsbLJournalgofgSeparationgScienceYL2016YLgmYLhkijahkjh3.4 6

36
UltrahighaperformanceLliquidLchromatographyaultravioletLabsorbanceL
detectionahigharesolutionamassLspectrometryLcombinedLwithLautomatedLdataLprocessingLforL
studyingLtheLkineticsLofLoxidativeLthermalLdegradationLofLthyroxineLinLtheLsolidLstatebLJournalgofg
ChromatographygAYL2014YLegkeYLemjafdg

4.5 6

35 TheLduplicationalossLsmallLphylogenyLproblemnLfromLcherriesLtoLtreesbLJournalgofgComputationalg
BiologyYL2013YLfdYLjhgaim 1.7 6

34 uLzastLandLuccurateLulgorithmLforLtheLQuantificationLofLPeptidesLfromLMassLSpectrometryLxatabL
LecturegNotesgingComputergScienceYL2007YLhkgahlk 0.9 6

33 SegmentLMatchLRefinementLandLupplicationsbLLecturegNotesgingComputergScienceYL2002YLefjaegm 0.9 6

32 womputationalLPana–enomicsnLStatusYLPromisesLandLwhallenges 6

31 VuRSwOTnLvariantaawareLdetectionLandLscoringLenablesLsensitiveLandLpersonalizedLoffatargetL
detectionLforLwRISPRawasmbLBMCgBiotechnologyYL2019YLemYLhd 3.5 5

30 OptimalLprecursorLionLselectionLforLLwaMuLxILMScMSbLBMCgBioinformaticsYL2013YLehYLij 3.6 5

29 viomarkerLdiscoveryLandLredundancyLreductionLtowardsLclassificationLusingLaLmultiafactorialL
MuLxIaTOzLMSLTfxMLmouseLmodelLdatasetbLBMCgBioinformaticsYL2011YLefYLehd 3.6 5

28 IntegerLLinearLProgrammingLinLwomputationalLviologybLLecturegNotesgingComputergScienceYL2009YLemmafel0.9 5

27 MultipleLStructuralLRNuLulignmentLwithLLagrangianLRelaxationbLLecturegNotesgingComputergScienceYL
2005YLgdgageh 0.9 5

26
xevelopmentLandLoptimisationLofLaLgenericLmicroLLwaySIaMSLmethodLforLtheLqualitativeLandL
quantitativeLdeterminationLofLgdamerLtoxicLgliadinLpeptidesLinLwheatLflourLforLfoodLanalysisbL
AnalyticalgandgBioanalyticalgChemistryYL2017YLhdmYLmlmammk

4.4 4

25 PPIN–UINnLPeptideLProfilingL–uidedLIdentificationLofLProteinsLimprovesLquantitationLofLiTRuQL
ratiosbLBMCgBioinformaticsYL2012YLegYLgh 3.6 4

24 OptimalLdechargingLandLclusteringLofLchargeLladdersLgeneratedLinLySIaMSbLJournalgofgProteomeg
ResearchYL2010YLmYLfjllami 5.6 4

23 zastLandLuccurateLStructuralLRNuLulignmentLbyLProgressiveLLagrangianLOptimizationbLLecturegNotesg
ingComputergScienceYL2005YLfekaffl 0.9 4

22 VisualizationLchallengesLforLaLnewLcyberapharmaceuticalLcomputingLparadigm 4

21 –enMapnLzastLandLyxactLwomputationLofL–enomeLMappability 4

20 ScalableLstringLsimilarityLsearchcjoinLwithLapproximateLseedsLandLmultipleLbacktrackingL2013YL 3
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19 vioinformaticsLforLqualitativeLandLquantitativeLproteomicsbLMethodsgingMoleculargBiologyYL2011YLkemYLggeahm1.4 3

18 RapidLandLwultureLzreeLIdentificationLofLinL—areLwarcassesLbyL—ighaResolutionLTandemLMassL
SpectrometryLProteotypingbLFrontiersgingMicrobiologyYL2020YLeeYLjgj 5.7 2

17 PredictaIVLprojectLoverviewLTyULgrantLfdffffUnLnonLanimalabasedLtoxicityLprofilingLbyLintegratingL
toxicoLdynamicsLandLbiokineticsbLToxicologygLettersYL2013YLffeYLSk 4.4 2

16 InferringLproteolyticLprocessesLfromLmassLspectrometryLtimeLseriesLdataLusingLdegradationLgraphsbL
PLoSgONEYL2012YLkYLehdjij 3.7 2

15 RobustLconsensusLcomputationbLBMCgBioinformaticsYL2008YLmYL 3.6 2

14 viologicalLSequenceLunalysisLUsingLtheLSequnLwWWLLibrary 2

13 ProfilingLofLSubaLethalLinLVitroLyffectsLofLMultiaWalledLwarbonLNanotubesLRevealsLwhangesLinL
whemokinesLandLwhemokineLReceptorsbLNanomaterialsYL2021YLeeYL 5.4 2

12 ulgorithmsLforLtheLuutomatedLubsoluteLQuantificationLofLxiagnosticLMarkersLinLwomplexL
ProteomicsLSamplesbLLecturegNotesgingComputergScienceYL2005YLeieaejf 0.9 2

11 PriSeTnLyfficientLxeLNovoLPrimerLxiscovery 1

10 OptimumLSearchLSchemesLforLupproximateLStringLMatchingLUsingLvidirectionalLzMaIndex 1

9 ganonnLpreciseLmetagenomicsLclassificationLagainstLlargeLandLupatoadateLsetsLofLreferenceLsequences 1

8 LaRuLfnLparallelLandLvectorizedLprogramLforLsequenceastructureLalignmentLofLRNuLsequencesbbLBMCg
BioinformaticsYL2022YLfgYLel 3.6 0

7 TestingLassemblyLstrategiesLofLzrancisellaLtularensisLgenomesLtoLinferLanLevolutionaryLconservationL
analysisLofLgenomicLstructuresbLBMCgGenomicsYL2021YLffYLlff 4.5 0

6 RaptornLuLfastLandLspaceaefficientLpreafilterLforLqueryingLveryLlargeLcollectionsLofLnucleotideL
sequencesbLIScienceYL2021YLfhYLedfklf 6.1 0

5 U—PLwa—RMSayxperimenteLplanenLundLauswertenLâ��LveispielLThyroxinbLNachrichtengAusgDergChemie
YL2013YLjeYLhiiahil 0.1

4 vioinformaticsLSupportLforL–enomeaSequencingLProjectsfiaii

3
xifferenzielleLProteomanalyseLâ��LyxperimentelleLMethodenYLalgorithmischeL—erausforderungenL
TxifferentialLunalysisLinLProteomicsnLyxperimentalLMethodsYLulgorithmicLwhallengesUbLITgwg
InformationgTechnologyYL2004YLhjYLgeagl

0.4

2 PracticalLMultipleLSequenceLulignmentL2010YLfeahg
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1 —iddenLvreakpointsLinL–enomeLulignmentsbLLecturegNotesgingComputergScienceYL2012YLgmeahdg 0.9
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