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l Paper IF Citations

124 SPrdeskIaInewIgenomeIassemblyIalgorithmIandIitsIapplicationsItoIsingleWcellIsequencingXIJournaloofo
ComputationaloBiologyVI2012VIbjVIeffWhh 1.7 11958

123 SharingIandIcommunityIcurationIofImassIspectrometryIdataIwithIxlobalINaturalIProductsISocialI
MolecularINetworkingXINatureoBiotechnologyVI2016VIdeVIiciWidh 44.5 1566

122 metaSPrdeskIaInewIversatileImetagenomicIassemblerXIGenomeoResearchVI2017VIchVIiceWide 9.7 1305

121 rssemblyIofIlongVIerrorWproneIreadsIusingIrepeatIgraphsXINatureoBiotechnologyVI2019VIdhVIfeaWfeg 44.5 897

120 rssemblingIsingleWcellIgenomesIandIminiWmetagenomesIfromIchimericIMurIproductsXIJournaloofo
ComputationaloBiologyVI2013VIcaVIhbeWdh 1.7 815

119 MSWxwUImakesIprogressItowardsIaIuniversalIdatabaseIsearchItoolIforIproteomicsXINatureo
CommunicationsVI2014VIfVIfchh 17.4 633

118 PepNovokIdeInovoIpeptideIsequencingIviaIprobabilisticInetworkImodelingXIAnalyticaloChemistryVI
2005VIhhVIjgeWhd 7.8 506

117 znsPecTkIidentificationIofIposttranslationallyImodifiedIpeptidesIfromItandemImassIspectraXI
AnalyticaloChemistryVI2005VIhhVIegcgWdj 7.8 502

116 ueInovoIpeptideIsequencingIviaItandemImassIspectrometryXIJournaloofoComputationaloBiologyVI
1999VIgVIdchWec 1.7 434

115 yowItoIapplyIdeIsruijnIgraphsItoIgenomeIassemblyXINatureoBiotechnologyVI2011VIcjVIjihWjb 44.5 341

114 SpectralIprobabilitiesIandIgeneratingIfunctionsIofItandemImassIspectrakIaIstrikeIagainstIdecoyI
databasesXIJournaloofoProteomeoResearchVI2008VIhVIddfeWgd 5.6 341

113 rmericanIxutkIanIOpenIPlatformIforItitizenIScienceIMicrobiomeIResearchXIMSystemsVI2018VIdVI 7.6 336

112 ShortIreadIfragmentIassemblyIofIbacterialIgenomesXIGenomeoResearchVI2008VIbiVIdceWda 9.7 332

111 hybridSPrdeskIanIalgorithmIforIhybridIassemblyIofIshortIandIlongIreadsXIBioinformaticsVI2016VIdcVIbaajWbf7.2 292

110 yumanIandImouseIgenomicIsequencesIrevealIextensiveIbreakpointIreuseIinImammalianIevolutionXI
ProceedingsoofotheoNationaloAcademyoofoSciencesoofotheoUnitedoStatesoofoAmericaVI2003VIbaaVIhghcWh 11.5 290

109 TelomereWtoWtelomereIassemblyIofIaIcompleteIhumanIXIchromosomeXINatureVI2020VIfifVIhjWie 50.4 269

108 xenomeIrearrangementsIinImammalianIevolutionkIlessonsIfromIhumanIandImouseIgenomesXI
GenomeoResearchVI2003VIbdVIdhWef 9.7 244

Pavel A Pevzner

2



107 plasmidSPrdeskIassemblingIplasmidsIfromIwholeIgenomeIsequencingIdataXIBioinformaticsVI2016VI
dcVIddiaWddih 7.2 233

106 zdentificationIofIpostWtranslationalImodificationsIbyIblindIsearchIofImassIspectraXINatureo
BiotechnologyVI2005VIcdVIbfgcWh 44.5 231

105 ueInovoIfragmentIassemblyIwithIshortImateWpairedIreadskIuoesItheIreadIlengthImatterpXIGenomeo
ResearchVI2009VIbjVIddgWeg 9.7 199

104 bWTupleIuNrIsequencingkIcomputerIanalysisXIJournaloofoBiomolecularoStructureoandoDynamicsVI1989VI
hVIgdWhd 3.6 188

103 tlusteringImillionsIofItandemImassIspectraXIJournaloofoProteomeoResearchVI2008VIhVIbbdWcc 5.6 187

102 rncestralIreconstructionIofIsegmentalIduplicationsIrevealsIpunctuatedIcoresIofIhumanIgenomeI
evolutionXINatureoGeneticsVI2007VIdjVIbdgbWi 36.3 162

101 ueInovoIrepeatIclassificationIandIfragmentIassemblyXIGenomeoResearchVI2004VIbeVIbhigWjg 9.7 157

100
zmagingImassIspectrometryIofIintraspeciesImetabolicIexchangeIrevealedItheIcannibalisticIfactorsI
ofIsacillusIsubtilisXIProceedingsoofotheoNationaloAcademyoofoSciencesoofotheoUnitedoStatesoofoAmericaVI
2010VIbahVIbgcigWja

11.5 155

99 WholeWgenomeIanalysisIofIrluIrepeatIelementsIrevealsIcomplexIevolutionaryIhistoryXIGenomeo
ResearchVI2004VIbeVIccefWfc 9.7 146

98 wragmentIassemblyIwithIshortIreadsXIBioinformaticsVI2004VIcaVIcaghWhe 7.2 134

97 ProteinIidentificationIbyIspectralInetworksIanalysisXIProceedingsoofotheoNationaloAcademyoofo
SciencesoofotheoUnitedoStatesoofoAmericaVI2007VIbaeVIgbeaWf 11.5 133

96 uereplicationIofIpeptidicInaturalIproductsIthroughIdatabaseIsearchIofImassIspectraXINatureo
ChemicaloBiologyVI2017VIbdVIdaWdh 11.7 131

95 rssemblyIofIlongIerrorWproneIreadsIusingIdeIsruijnIgraphsXIProceedingsoofotheoNationaloAcademyoofo
SciencesoofotheoUnitedoStatesoofoAmericaVI2016VIbbdVIvidjgWvieaf 11.5 120

94 rutomatedIgenomeIminingIofIribosomalIpeptideInaturalIproductsXIACSoChemicaloBiologyVI2014VIjVIbfefWfb4.9 114

93 tharacterizationIofIcyanobacterialIhydrocarbonIcompositionIandIdistributionIofIbiosyntheticI
pathwaysXIPLoSoONEVI2014VIjVIeifbea 3.7 114

92 uereplicationIofImicrobialImetabolitesIthroughIdatabaseIsearchIofImassIspectraXINatureo
CommunicationsVI2018VIjVIeadf 17.4 109

91 MutationWtolerantIproteinIidentificationIbyImassIspectrometryXIJournaloofoComputationaloBiologyVI
2000VIhVIhhhWih 1.7 107

90 TheIcompleteIsequenceIofIaIhumanIgenomeXXIScienceVI2022VIdhgVIeeWfd 33.3 107

(2022-2016)
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89 metawlyekIscalableIlongWreadImetagenomeIassemblyIusingIrepeatIgraphsXINatureoMethodsVI2020VI
bhVIbbadWbbba 21.6 101

88 rutomatedIdeInovoIproteinIsequencingIofImonoclonalIantibodiesXINatureoBiotechnologyVI2008VIcgVIbddgWi44.5 100

87 vxSPrnderkIaIuniversalIrepeatIresolverIforIuNrIfragmentIassemblyXIBioinformaticsVI2014VIdaVIicjdWdab 7.2 80

86 wragmentIassemblyIwithIdoubleWbarreledIdataXIBioinformaticsVI2001VIbhISupplIbVISccfWdd 7.2 79

85 uereplicationIandIdeInovoIsequencingIofInonribosomalIpeptidesXINatureoMethodsVI2009VIgVIfjgWj 21.6 75

84 ShotgunIproteinIsequencingkIassemblyIofIpeptideItandemImassIspectraIfromImixturesIofImodifiedI
proteinsXIMolecularoandoCellularoProteomicsVI2007VIgVIbbcdWde 7.6 71

83 SpectralIarchiveskIextendingIspectralIlibrariesItoIanalyzeIbothIidentifiedIandIunidentifiedIspectraXI
NatureoMethodsVI2011VIiVIfihWjb 21.6 67

82 uRzMMWSyntenykIdecomposingIgenomesIintoIevolutionaryIconservedIsegmentsXIBioinformaticsVI
2010VIcgVIcfajWbg 7.2 65

81 znterpretingItopWdownImassIspectraIusingIspectralIalignmentXIAnalyticaloChemistryVI2008VIiaVIcejjWfaf 7.8 65

80 NRPquestkItouplingIMassISpectrometryIandIxenomeIMiningIforINonribosomalIPeptideIuiscoveryXI
JournaloofoNaturaloProductsVI2014VIhhVIbjacWj 4.9 64

79 tomputingIhasIchangedIbiologyWWbiologyIeducationImustIcatchIupXIScienceVI2009VIdcfVIfebWc 33.3 61

78 TheIcompleteIsequenceIofIaIhumanIgenome 58

77 uereplicationVIsequencingIandIidentificationIofIpeptidicInaturalIproductskIfromIgenomeIminingItoI
peptidogenomicsItoIspectralInetworksXINaturaloProductoReportsVI2016VIddVIhdWig 15.1 54

76 tommentIonILProteinIsequencesIfromImastodonIandITyrannosaurusIrexIrevealedIbyImassI
spectrometryLXIScienceVI2008VIdcbVIbaealIauthorIreplyIbaea 33.3 51

75 PairedIdeIbruijnIgraphskIaInovelIapproachIforIincorporatingImateIpairIinformationIintoIgenomeI
assemblersXIJournaloofoComputationaloBiologyVI2011VIbiVIbgcfWde 1.7 50

74 zncreasedIdiversityIofIpeptidicInaturalIproductsIrevealedIbyImodificationWtolerantIdatabaseIsearchI
ofImassIspectraXINatureoMicrobiologyVI2018VIdVIdbjWdch 26.6 49

73 PlasmidIdetectionIandIassemblyIinIgenomicIandImetagenomicIdataIsetsXIGenomeoResearchVI2019VI
cjVIjgbWjgi 9.7 48

72 SvQuelkIimprovingItheIaccuracyIofIgenomeIassembliesXIBioinformaticsVI2012VIciVIibiiWjg 7.2 46
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71 TelomereWtoWtelomereIassemblyIofIaIcompleteIhumanIXIchromosome 45

70 MetaviralISPrdeskIassemblyIofIvirusesIfromImetagenomicIdataXIBioinformaticsVI2020VIdgVIebcgWebcj 7.2 44

69 SingleWmoleculeIproteinIidentificationIbyIsubWnanoporeIsensorsXIPLoSoComputationaloBiologyVI2017VI
bdVIebaafdfg 5 40

68 TopWdownIanalysisIofIimmunoglobulinIxIisotypesIbIandIcIwithIelectronItransferIdissociationIonIaI
highWfieldIOrbitrapImassIspectrometerXIJournaloofoProteomicsVI2017VIbfjVIghWhg 3.9 36

67 MultiplexIdeInovoIsequencingIofIpeptideIantibioticsXIJournaloofoComputationaloBiologyVI2011VIbiVIbdhbWib1.7 36

66 SingleIcellsIwithinItheIPuertoIRicoItrenchIsuggestIhadalIadaptationIofImicrobialIlineagesXIAppliedo
andoEnvironmentaloMicrobiologyVI2015VIibVIicgfWhg 4.8 34

65 tycloquestkIidentificationIofIcyclopeptidesIviaIdatabaseIsearchIofItheirImassIspectraIagainstI
genomeIdatabasesXIJournaloofoProteomeoResearchVI2011VIbaVIefafWbc 5.6 33

64 TruSPrdeskIbarcodeIassemblyIofITruSeqIsyntheticIlongIreadsXINatureoMethodsVI2016VIbdVIceiWfa 21.6 32

63 SequencingIcyclicIpeptidesIbyImultistageImassIspectrometryXIProteomicsVI2011VIbbVIdgecWfa 4.8 32

62 ueINovoISequencingIofIPeptidesIfromITopWuownITandemIMassISpectraXIJournaloofoProteomeo
ResearchVI2015VIbeVIeefaWgc 5.6 28

61 rssemblingIshortIreadsIfromIjumpingIlibrariesIwithIlargeIinsertIsizesXIBioinformaticsVI2015VIdbVIdcgcWi 7.2 28

60 rssemblyIofILongIvrrorWProneIReadsIUsingIRepeatIxraphs 28

59 zgRepertoiretonstructorkIaInovelIalgorithmIforIantibodyIrepertoireIconstructionIandI
immunoproteogenomicsIanalysisXIBioinformaticsVI2015VIdbVIifdWgb 7.2 27

58 siosyntheticSPrdeskIreconstructingIbiosyntheticIgeneIclustersIfromIassemblyIgraphsXIGenomeo
ResearchVI2019VIcjVIbdfcWbdgc 9.7 26

57 MetaMinerkIrIScalableIPeptidogenomicsIrpproachIforIuiscoveryIofIRibosomalIPeptideINaturalI
ProductsIwithIslindIModificationsIfromIMicrobialItommunitiesXICelloSystemsVI2019VIjVIgaaWgaiXee 10.6 26

56 MultiWspectraIpeptideIsequencingIandIitsIapplicationsItoImultistageImassIspectrometryXI
BioinformaticsVI2008VIceVIiebgWcd 7.2 25

55 OptimizingIsequencingIprotocolsIforIleaderboardImetagenomicsIbyIcombiningIlongIandIshortI
readsXIGenomeoBiologyVI2019VIcaVIccg 18.3 24

54 rutomatedIassemblyIofIcentromeresIfromIultraWlongIerrorWproneIreadsXINatureoBiotechnologyVI
2020VIdiVIbdajWbdbg 44.5 24

(2020-)
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53 uetectionIandIanalysisIofIancientIsegmentalIduplicationsIinImammalianIgenomesXIGenomeoResearch
VI2018VIciVIjabWjaj 9.7 23

52 rdvancedIProteogenomicIrnalysisIRevealsIMultipleIPeptideIMutationsIandItomplexI
zmmunoglobulinIPeptidesIinItolonItancerXIJournaloofoProteomeoResearchVI2015VIbeVIdfffWgh 5.6 22

51 SpatialIMolecularIrrchitectureIofItheIMicrobialItommunityIofIaILichenXIMSystemsVI2016VIbVI 7.6 22

50 rIfamilyIofIsmallVIcyclicIpeptidesIburiedIinIpreproalbuminIsinceItheIvoceneIepochXIPlantoDirectVI
2018VIcVIeaaaec 3.3 21

49 ReconstructingIrntibodyIRepertoiresIfromIvrrorWProneIzmmunosequencingIReadsXIJournaloofo
ImmunologyVI2017VIbjjVIddgjWddia 5.3 21

48 TandemToolskImappingIlongIreadsIandIassessingYimprovingIassemblyIqualityIinIextraWlongItandemI
repeatsXIBioinformaticsVI2020VIdgVIihfWiid 7.2 21

47 rnalysisIofImetagenomeWassembledIviralIgenomesIfromItheIhumanIgutIrevealsIdiverseIputativeI
trrssWlikeIphagesIwithIuniqueIgenomicIfeaturesXINatureoCommunicationsVI2021VIbcVIbaee 17.4 20

46 ThousandsIofIpreviouslyIunknownIphagesIdiscoveredIinIwholeWcommunityIhumanIgutI
metagenomesXIMicrobiomeVI2021VIjVIhi 16.6 19

45 tompleteIgenomicIandIepigeneticImapsIofIhumanIcentromeresXXIScienceVI2022VIdhgVIeablebhi 33.3 19

44 rInewIapproachItoIevaluatingIstatisticalIsignificanceIofIspectralIidentificationsXIJournaloofo
ProteomeoResearchVI2013VIbcVIbfgaWi 5.6 16

43 ueINovoIPeptideISequencingIRevealsIManyItyclopeptidesIinItheIyumanIxutIandIOtherI
vnvironmentsXICelloSystemsVI2020VIbaVIjjWbaiXef 10.6 16

42
UltralowWinputIsingleWtubeIlinkedWreadIlibraryImethodIenablesIshortWreadIsecondWgenerationI
sequencingIsystemsItoIroutinelyIgenerateIhighlyIaccurateIandIeconomicalIlongWrangeIsequencingI
informationXIGenomeoResearchVI2020VIdaVIijiWjaj

9.7 15

41 znferenceIofIuiversityIxenesIandIrnalysisIofINonWcanonicalIVRuuSJIRecombinationIinI
zmmunoglobulinsXIFrontiersoinoImmunologyVI2019VIbaVIjih 8.4 14

40 metawlyekIscalableIlongWreadImetagenomeIassemblyIusingIrepeatIgraphs 14

39 xeneratingIlineageWresolvedVIcompleteImetagenomeWassembledIgenomesIfromIcomplexImicrobialI
communitiesXXINatureoBiotechnologyVI2022VI 44.5 13

38 TheIstringIdecompositionIproblemIandIitsIapplicationsItoIcentromereIanalysisIandIassemblyXI
BioinformaticsVI2020VIdgVIijdWibab 7.2 13

37 SpectroxenekIrIToolIforIProteogenomicIrnnotationsIUsingITopWuownISpectraXIJournaloofoProteomeo
ResearchVI2016VIbfVIbeeWfb 5.6 12

36 PairedIdeIsruijnIxraphskIrINovelIrpproachIforIzncorporatingIMateIPairIznformationIintoIxenomeI
rssemblersXILectureoNotesoinoComputeroScienceVI2011VIcdiWcfb 0.9 12
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35 ueInovoIrepeatIclassificationIandIfragmentIassemblyI2004VI 12

34 TopWdownIanalysisIofIproteinIsamplesIbyIdeInovoIsequencingItechniquesXIBioinformaticsVI2016VIdcVIchfdWj7.2 12

33 yowIbioinformaticsIandIopenIdataIcanIboostIbasicIscienceIinIcountriesIandIuniversitiesIwithIlimitedI
resourcesXINatureoBiotechnologyVI2019VIdhVIdceWdcg 44.5 11

32 WhatIisItheIdifferenceIbetweenItheIbreakpointIgraphIandItheIdeIsruijnIgraphpXIBMCoGenomicsVI
2014VIbfISupplIgVISg 4.5 11

31 PathsetIgraphskIaInovelIapproachIforIcomprehensiveIutilizationIofIpairedIreadsIinIgenomeI
assemblyXIJournaloofoComputationaloBiologyVI2013VIcaVIdfjWhb 1.7 11

30 centrowlyekIrssemblingItentromeresIwithILongIvrrorWProneIReads 9

29 zntegratingIgenomicsIandImetabolomicsIforIscalableInonWribosomalIpeptideIdiscoveryXINatureo
CommunicationsVI2021VIbcVIdccf 17.4 8

28 tompleteIgenomicIandIepigeneticImapsIofIhumanIcentromeres 8

27 wromIdeIsruijnIxraphsItoIRectangleIxraphsIforIxenomeIrssemblyXILectureoNotesoinoComputero
ScienceVI2012VIcejWcgb 0.9 7

26 rIMultiWOmicsItharacterizationIofItheINaturalIProductIPotentialIofITropicalIwilamentousIMarineI
tyanobacteriaXIMarineoDrugsVI2021VIbjVI 6 6

25 tentromererrchitectkIinferenceIandIanalysisIofItheIarchitectureIofIcentromeresXIBioinformaticsVI
2021VIdhVIibjgWicae 7.2 6

24 JointIrnalysisIofILongIandIShortIReadsIvnablesIrccurateIvstimatesIofIMicrobiomeItomplexityXICello
SystemsVI2018VIhVIbjcWcaaXed 10.6 5

23 ManifoldIdeIsruijnIxraphsXILectureoNotesoinoComputeroScienceVI2014VIcjgWdba 0.9 5

22 xvNOMvWWzuvIrNrLYSzSIOwIsrtTvRzrLIPROMOTvRIRvxzONSI2002VI 5

21 mosaicwlyekIResolvingIlongImosaicIrepeatsIusingIlongIerrorWproneIreads 5

20 TraceIReconstructionIProblemsIinItomputationalIsiologyXIIEEEoTransactionsoonoInformationoTheoryVI
2021VIghVIdcjfWddbe 2.8 5

19 MultiplexIdeIsruijnIgraphsIenableIgenomeIassemblyIfromIlongVIhighWfidelityIreadsXXINatureo
BiotechnologyVI2022VI 44.5 5

18 rutomatedIanalysisIofIimmunosequencingIdatasetsIrevealsInovelIimmunoglobulinIuIgenesIacrossI
diverseIspeciesXIPLoSoComputationaloBiologyVI2020VIbgVIebaahidh 5 4

(2020-2004)
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17 zmmunoglobulinItlassificationIUsingItheItoloredIrntibodyIxraphXIJournaloofoComputationaloBiologyVI
2016VIcdVIeidWje 1.7 4

16 TheIrntibodyIRepertoireIofItolorectalItancerXIMolecularoandoCellularoProteomicsVI2017VIbgVIcbbbWcbce 7.6 3

15 PathsetIxraphskIrINovelIrpproachIforItomprehensiveIUtilizationIofIPairedIReadsIinIxenomeI
rssemblyXILectureoNotesoinoComputeroScienceVI2012VIcaaWcbc 0.9 3

14 TandemMapperIandITandemQUrSTkImappingIlongIreadsIandIassessingYimprovingIassemblyIqualityI
inIextraWlongItandemIrepeats 3

13 ThousandsIofIpreviouslyIunknownIphagesIdiscoveredIinIwholeWcommunityIhumanIgutImetagenomes 3

12 VRuuSJIrecombinationIisIanIimportantIandIevolutionarilyIconservedImechanismIforIgeneratingI
antibodiesIwithIunusuallyIlongItuRdsXIGenomeoResearchVI2020VIdaVIbfehWbffi 9.7 3

11 yORmonkIautomatedIannotationIofIhumanIcentromeres 2

10 xenerationIofIlineageWresolvedIcompleteImetagenomeWassembledIgenomesIbyIprecisionIphasing 2

9 MetaRiPPquestkIrIPeptidogenomicsIrpproachIforItheIuiscoveryIofIRibosomallyISynthesizedIandI
PostWtranslationallyIModifiedIPeptides 1

8 MosaicwlyekIResolvingILongIMosaicIRepeatsIUsingILongIReadsXILectureoNotesoinoComputeroScienceVI
2020VIccgWcci 0.9 1

7 ORwographkIsearchIforInovelIinsecticidalIproteinIgenesIinIgenomicIandImetagenomicIassemblyI
graphsXIMicrobiomeVI2021VIjVIbej 16.6 1

6 viralwlyekIassemblingIvirusesIandIidentifyingItheirIhostsIfromIlongWreadImetagenomicsIdataXXI
GenomeoBiologyVI2022VIcdVIfh 18.3 1

5 rutomatedIannotationIofIhumanIcentromeresIwithIyORmonXXIGenomeoResearchVI2022VI 9.7 1

4 PrefacekIcndISatelliteIMeetingIonIsioinformaticsIvducationVIResearchIinItomputationalIMolecularI
siologyIRRvtOMsWsvIcabaSXIJournaloofoComputationaloBiologyVI2011VIbiVIigf 1.7

3 vducatingIsiologistsIinItheIcbstItenturykIsioinformaticsIScientistsIversusIsioinformaticsI
TechniciansI2007VIbWf

2 rreIThereIRearrangementIyotspotsIinItheIyumanIxenomepXIPLoSoComputationaloBiologyVI2005VI
preprintVIecaj 5

1 zdentifyingIproteaseIcleavageIsitesIbyIlabelWfreeImassIspectrometryXIFASEBoJournalVI2010VIceVIjafXe 0.9
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