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n Paper IF Citations

107 FastdOscalableOgenerationOofOhighequalityOproteinOmultipleOsequenceOalignmentsOusingO–lustalO
OmegafOMoleculargSystemsgBiologydO2011dOodOmkq 12.2 8587

106 TheOHHpredOinteractiveOserverOforOproteinOhomologyOdetectionOandOstructureOpredictionfONucleicg
AcidsgResearchdO2005dOkkdOWjllep 20.1 2558

105 ProteinOhomologyOdetectionObyOHMMeHMMOcomparisonfOBioinformaticsdO2005dOjidOqmienh 7.2 1860

104 HHblitsrOlightningefastOiterativeOproteinOsequenceOsearchingObyOHMMeHMMOalignmentfONatureg
MethodsdO2011dOqdOiokem 21.6 1279

103 yO–ompletelyOReimplementedOMPIOzioinformaticsOToolkitOwithOaONewOHHpredOServerOatOitsO–orefO
JournalgofgMoleculargBiologydO2018dOlkhdOjjkoejjlk 6.5 1095

102 MMseqsjOenablesOsensitiveOproteinOsequenceOsearchingOforOtheOanalysisOofOmassiveOdataOsetsfO
NaturegBiotechnologydO2017dOkmdOihjneihjp 44.5 519

101 UniformOtransitionsOofOtheOgeneralORNyOpolymeraseOIIOtranscriptionOcomplexfONaturegStructuralgandg
MoleculargBiologydO2010dOiodOijojep 17.6 341

100 FastOandOaccurateOautomaticOstructureOpredictionOwithOHHpredfOProteins:gStructureugFunctiongandg
BioinformaticsdO2009dOooOSupplOqdOijpekj 4.2 338

99 TheOMPIObioinformaticsOToolkitOasOanOintegrativeOplatformOforOadvancedOproteinOsequenceOandO
structureOanalysisfONucleicgAcidsgResearchdO2016dOlldOWlihem 20.1 291

98 ––MpredeefastOandOpreciseOpredictionOofOproteinOresidueeresidueOcontactsOfromOcorrelatedO
mutationsfOBioinformaticsdO2014dOkhdOkijpekh 7.2 273

97 HHesuitekOforOfastOremoteOhomologyOdetectionOandOdeepOproteinOannotationfOBMCgBioinformaticsdO
2019dOjhdOlok 3.6 238

96 TheOMPIOzioinformaticsOToolkitOforOproteinOsequenceOanalysisfONucleicgAcidsgResearchdO2006dOkldOWkkmeq 20.1 233

95 –lusteringOhugeOproteinOsequenceOsetsOinOlinearOtimefONaturegCommunicationsdO2018dOqdOjmlj 17.4 200

94 UniclustOdatabasesOofOclusteredOandOdeeplyOannotatedOproteinOsequencesOandOalignmentsfONucleicg
AcidsgResearchdO2017dOlmdOÅioheÅion 20.1 199

93 MoreOthanOtheOsumOofOtheirOpartsrOonOtheOevolutionOofOproteinsOfromOpeptidesfOBioEssaysdO2003dOjmdOpkoeln4.1 181

92 TPRpredrOaOtoolOforOpredictionOofOTPRedOPPReOandOSβLielikeOrepeatsOfromOproteinOsequencesfOBMCg
BioinformaticsdO2007dOpdOj 3.6 159

91 –ryoeβMOstructureOandOrRNyOmodelOofOaOtranslatingOeukaryoticOphSOribosomeOatOmfmeyOresolutionfO
ProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericadO2010dOihodOiqolpemk 11.5 158
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90 TheOMreiirRadmhOstructureOshowsOanOyTPedependentOmolecularOclampOinOÅNyOdoubleestrandObreakO
repairfOCelldO2011dOilmdOmlenn 56.2 157

89 SequenceOcontextespecificOprofilesOforOhomologyOsearchingfOProceedingsgofgthegNationalgAcademygofg
SciencesgofgthegUnitedgStatesgofgAmericadO2009dOihndOkoohem 11.5 136

88 –omparativeOanalysisOofOcoiledecoilOpredictionOmethodsfOJournalgofgStructuralgBiologydO2006dOimmdOilhem 3.4 128

87 ThreeebodyOdecayOofOaOrubidiumOzoseâ��βinsteinOcondensatefOAppliedgPhysicsgB:gLasersgandgOpticsdO
1999dOnqdOjmoejni 1.9 128

86 yOvocabularyOofOancientOpeptidesOatOtheOoriginOofOfoldedOproteinsfOELifedO2015dOldOehqlih 8.9 124

85 Rβ–QLmOcontrolsOtranscriptOelongationOandOsuppressesOgenomeOinstabilityOassociatedOwithO
transcriptionOstressfOCelldO2014dOimodOihkoelq 56.2 122

84 βvolutionOofOtheObetaepropellerOfoldfOProteins:gStructureugFunctiongandgBioinformaticsdO2008dOoidOoqmephk 4.2 114

83
LocalizationOofOeukaryoteespecificOribosomalOproteinsOinOaOmfmeˆ�OcryoeβMOmapOofOtheOphSOeukaryoticO
ribosomefOProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericadO2010dO
ihodOiqomleq

11.5 112

82 ProteinOSequenceOynalysisOUsingOtheOMPIOzioinformaticsOToolkitfOCurrentgProtocolsgingBioinformaticsdO
2020dOojdOeihp 24.2 109

81 ÅeOnovoOidentificationOofOhighlyOdivergedOproteinOrepeatsObyOprobabilisticOconsistencyfO
BioinformaticsdO2008dOjldOphoeil 7.2 108

80 PredictionOofOproteinOfunctionalOresiduesOfromOsequenceObyOprobabilityOdensityOestimationfO
BioinformaticsdO2008dOjldOnikejh 7.2 104

79 GravitationalOlaserOtrapOforOatomsOwithOevanescentewaveOcoolingfOOpticsgCommunicationsdO1995dOiiqdOnmjennj2 97

78 InOvivoOligandsOofOMÅymOandORIGeIOinOmeaslesOviruseinfectedOcellsfOPLoSgPathogensdO2014dOihdOeihhlhpi 7.6 96

77 WIsHrOwhoOisOtheOhostwOPredictingOprokaryoticOhostsOfromOmetagenomicOphageOcontigsfO
BioinformaticsdO2017dOkkdOkiikekiil 7.2 92

76 ÅzIRÅOcomplexOintegratesOalternativeOmRNyOsplicingOwithORNyOpolymeraseOIIOtranscriptOelongationfO
NaturedO2012dOlpldOkpneq 50.4 89

75 GiantOSpinORelaxationOofOanOUltracoldO–esiumOGasfOPhysicalgReviewgLettersdO1998dOphdOipnqeipoj 7.4 87

74 RβPPβReerepeatsOandOtheirOperiodicitiesOinOfibrousOproteinsfONucleicgAcidsgResearchdO2005dOkkdOWjkqelk 20.1 86

73 ProteinelevelOassemblyOincreasesOproteinOsequenceOrecoveryOfromOmetagenomicOsamplesOmanyfoldfO
NaturegMethodsdO2019dOindOnhkenhn 21.6 84
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72 ShorteÅistanceOytomicOzeamOÅecelerationOwithOaOStimulatedOLightOForcefOPhysicalgReviewgLettersdO
1997dOopdOiljheiljk 7.4 81

71 ModulationsOofOÅNyO–ontactsObyOLinkerOHistonesOandOPostetranslationalOModificationsOÅetermineO
theOMobilityOandOModifiabilityOofONucleosomalOHkOTailsfOMoleculargCelldO2016dOnidOjloemq 17.6 80

70 LysinegRNyeinteractionsOdriveOandOregulateObiomolecularOcondensationfONaturegCommunicationsdO
2019dOihdOjqhq 17.4 80

69 yutomaticOPredictionOofOProteinOkÅOStructuresObyOProbabilisticOMultietemplateOHomologyOModelingfO
PLoSgComputationalgBiologydO2015dOiidOeihhlklk 5 78

68 HHompeepredictionOandOclassificationOofOouterOmembraneOproteinsfONucleicgAcidsgResearchdO2009dOkodOWllnemi20.1 78

67 βvolutionOofOouterOmembraneObetaebarrelsOfromOanOancestralObetaObetaOhairpinfOMoleculargBiologyg
andgEvolutiondO2010dOjodOiklpemp 8.3 76

66 ybrzelikeOtranscriptionOfactorsOassumeOaOswappedOhairpinOfoldOthatOisOevolutionarilyOrelatedOtoO
doubleepsiObetaObarrelsfOStructuredO2005dOikdOqiqejp 5.2 73

65 ÅifferentObindingOpropertiesOandOfunctionOofO–XX–OzincOfingerOdomainsOinOÅnmtiOandOTetifOPLoSg
ONEdO2011dOndOeinnjo 3.7 73

64 MMseqsjOdesktopOandOlocalOwebOserverOappOforOfastdOinteractiveOsequenceOsearchesfOBioinformaticsdO
2019dOkmdOjpmnejpmp 7.2 73

63 TranscriptomeOmapsOofOmRNPObiogenesisOfactorsOdefineOpreemRNyOrecognitionfOMoleculargCelldO
2014dOmmdOolmemo 17.6 72

62 GenomeewideOynalysisOofORNyOPolymeraseOIIOTerminationOatOProteine–odingOGenesfOMoleculargCelldO
2017dOnndOkpelqfen 17.6 68

61 HHsenserrOexhaustiveOtransitiveOprofileOsearchOusingOHMMeHMMOcomparisonfONucleicgAcidsgResearchdO
2006dOkldOWkolep 20.1 64

60 MechanismsOforOyctiveORegulationOofOziomolecularO–ondensatesfOTrendsgingCellgBiologydO2020dOkhdOleil 18.3 60

59 HHreprOdeOnovoOproteinOrepeatOdetectionOandOtheOoriginOofOTIMObarrelsfONucleicgAcidsgResearchdO2006dO
kldOWikoelj 20.1 56

58 k–lustrOfastOandOsensitiveOclusteringOofOlargeOproteinOsequenceOdatabasesfOBMCgBioinformaticsdO2013dO
ildOjlp 3.6 55

57 ProteinOsequenceOcomparisonOandOfoldOrecognitionrOprogressOandOgoodepracticeObenchmarkingfO
CurrentgOpiniongingStructuralgBiologydO2011dOjidOlhleii 8.1 55

56 yOgalaxyOofOfoldsfOProteingSciencedO2010dOiqdOijlekh 6.3 53

55 MMseqsOsoftwareOsuiteOforOfastOandOdeepOclusteringOandOsearchingOofOlargeOproteinOsequenceOsetsfO
BioinformaticsdO2016dOkjdOikjkekh 7.2 52
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54 TheOMOFecontainingONSLOcomplexOassociatesOgloballyOwithOhousekeepingOgenesdObutOactivatesOonlyO
aOdefinedOsubsetfONucleicgAcidsgResearchdO2012dOlhdOimhqejj 20.1 52

53 PevalueebasedOregulatoryOmotifOdiscoveryOusingOpositionalOweightOmatricesfOGenomegResearchdO2013dO
jkdOipieql 9.7 51

52 TheOmolecularOcellOdeathOmachineryOinOtheOsimpleOcnidarianOHydraOincludesOanOexpandedOcaspaseO
familyOandOproeOandOantieapoptoticOzclejOproteinsfOCellgResearchdO2010dOjhdOpijejm 24.7 49

51 –oherentObeamOsplitterOforOatomsObasedOonOaObichromaticOstandingOlightOwavefOOpticsgLettersdO1994dO
iqdOnmpenh 3 49

50 zayesianOMarkovOmodelsOconsistentlyOoutperformOPWMsOatOpredictingOmotifsOinOnucleotideO
sequencesfONucleicgAcidsgResearchdO2016dOlldOnhmmenq 20.1 48

49 ScbyOfromOStreptomycesOcoelicolorOykXjaOhasOhomologyOtoOfattyOacidOsynthasesOandOisOableOtoO
synthesizeOgammaebutyrolactonesfOMicrobiologygpUnitedgKingdomrdO2007dOimkdOikqleilhl 2.9 47

48 RecruitmentOofOTRβXOtoOtheOtranscriptionOmachineryObyOitsOdirectObindingOtoOtheOphosphoe–TÅOofO
RNyOpolymeraseOIIfOPLoSgGeneticsdO2013dOqdOeihhkqil 6 46

47 PhospholipidOscramblasesOandOTubbyelikeOproteinsObelongOtoOaOnewOsuperfamilyOofOmembraneO
tetheredOtranscriptionOfactorsfOBioinformaticsdO2009dOjmdOimqenj 7.2 45

46 StrongOevaporativeOcoolingOofOaOtrappedOcesiumOgasfOOpticsgExpressdO1998dOjdOkjkeq 3.3 41

45 ÅiscriminativeOmodellingOofOcontextespecificOaminoOacidOsubstitutionOprobabilitiesfOBioinformaticsdO
2012dOjpdOkjlheo 7.2 39

44
RetroactivedOaOmembraneeanchoredOextracellularOproteinOrelatedOtoOvertebrateOsnakeO
neurotoxinelikeOproteinsdOisOrequiredOforOcuticleOorganizationOinOtheOlarvaOofOÅrosophilaO
melanogasterfODevelopmentalgDynamicsdO2005dOjkkdOihmnenk

2.9 38

43 IsOzoseeβinsteinOcondensationOofOatomicOcesiumOpossiblewfOEurophysicsgLettersdO1998dOlldOjmekh 1.6 38

42 TheOXXmotifOwebOserverOforOeXhaustivedOweightOmatriXebasedOmotifOdiscoveryOinOnucleotideO
sequencesfONucleicgAcidsgResearchdO2012dOlhdOWihleq 20.1 36

41 GenomeeassociatedORNyOpolymeraseOIIOincludesOtheOdissociableORpblgoOsubcomplexfOJournalgofg
BiologicalgChemistrydO2008dOjpkdOjnljkeo 5.4 36

40 OnOtheOoriginOofOtheOhistoneOfoldfOBMCgStructuralgBiologydO2007dOodOio 2.7 34

39 MetaβukesensitivedOhighethroughputOgeneOdiscoverydOandOannotationOforOlargeescaleOeukaryoticO
metagenomicsfOMicrobiomedO2020dOpdOlp 16.6 29

38 bbcontactsrOpredictionOofO˛†estrandOpairingOfromOdirectOcouplingOpatternsfOBioinformaticsdO2015dOkidOiojqeko7.2 28

37
βxpressiondOcrystallizationOandOpreliminaryOXerayOcrystallographicOstudiesOofOtheOouterOmembraneO
proteinOOmpWOfromOβscherichiaOcolifOActagCrystallographicagSectiongF:gStructuralgBiologyg
CommunicationsdO2006dOnjdOlimep

28
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36 yOconservedOGyOelementOinOTyTyelessORNyOpolymeraseOIIOpromotersfOPLoSgONEdO2011dOndOejomqm 3.7 27

35 zigedataOapproachesOtoOproteinOstructureOpredictionfOSciencedO2017dOkmmdOjlpejlq 33.3 26

34 yOHigheThroughputOScreenOforOTranscriptionOyctivationOÅomainsORevealsOTheirOSequenceOFeaturesO
andOPermitsOPredictionObyOÅeepOLearningfOMoleculargCelldO2020dOopdOpqheqhjfen 17.6 23

33 PROSSTTrOprobabilisticOsimulationOofOsingleecellORNyeseqOdataOforOcomplexOdifferentiationO
processesfOBioinformaticsdO2019dOkmdOkmioekmiq 7.2 22

32 OfObitsOandObugseeonOtheOuseOofObioinformaticsOandOaObacterialOcrystalOstructureOtoOsolveOaOeukaryoticO
repeateproteinOstructurefOPLoSgONEdO2010dOmdOeiklhj 3.7 19

31 FastOandOsensitiveOtaxonomicOassignmentOtoOmetagenomicOcontigsfOBioinformaticsdO2021dO 7.2 17

30 ynOanalysisOandOevaluationOofOtheOWeFoldOcollaborativeOforOproteinOstructureOpredictionOandOitsO
pipelinesOinO–ySPiiOandO–ySPijfOScientificgReportsdO2018dOpdOqqkq 4.9 16

29 βvidenceOforOadditiveOandOsynergisticOactionOofOmammalianOenhancersOduringOcellOfateO
determinationfOELifedO2021dOihdO 8.9 16

28 TheOzaMMOwebOserverOforOdeenovoOmotifOdiscoveryOandOregulatoryOsequenceOanalysisfONucleicgAcidsg
ResearchdO2018dOlndOWjimeWjjh 20.1 15

27 zayesianOmultipleOlogisticOregressionOforOcaseecontrolOGWySfOPLoSgGeneticsdO2018dOildOeihhopmn 6 13

26 SyntheticOproteinOalignmentsObyO––MgenOquantifyOnoiseOinOresidueeresidueOcontactOpredictionfOPLoSg
ComputationalgBiologydO2018dOildOeihhnmjn 5 12

25 ObservationOofOtheOMagnetoeOpticalORadiationOForceObyOLaserOSpectroscopyfOEurophysicsgLettersdO
1992dOjhdOihieihn 1.6 11

24 ÅescribePROTrOdatabaseOofOaminoOacidelevelOproteinOstructureOandOfunctionOpredictionsfONucleicg
AcidsgResearchdO2021dOlqdOÅjqpeÅkhp 20.1 11

23 –ontextOsimilarityOscoringOimprovesOproteinOsequenceOalignmentsOinOtheOmidnightOzonefO
BioinformaticsdO2015dOkidOnolepi 7.2 10

22 βphOreceptorsOandOephrinOclassOzOligandsOareOexpressedOatOtissueOboundariesOinOHydraOvulgarisfO
InternationalgJournalgofgDevelopmentalgBiologydO2013dOmodOomqenm 1.9 10

21 HHesuitekOforOfastOremoteOhomologyOdetectionOandOdeepOproteinOannotation 10

20 MMseqsjrOsensitiveOproteinOsequenceOsearchingOforOtheOanalysisOofOmassiveOdataOsets 9

19 SpacePHyRβRrOSensitiveOidentificationOofOphagesOfromO–RISPROspacersOinOprokaryoticOhostsfO
BioinformaticsdO2021dO 7.2 8
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18 UniversalityOofOcoreOpromoterOelementswfONaturedO2014dOmiidOβiiej 50.4 7

17 FoldseekrOfastOandOaccurateOproteinOstructureOsearch 7

16 GoingOtoOextremesOeOaOmetagenomicOjourneyOintoOtheOdarkOmatterOofOlifefOFEMSgMicrobiologygLettersdO
2021dOknpdO 2.9 7

15 StimulatedOmagnetoeopticalOforceOinOtheOdressedeatomOpicturefOPhysicalgReviewgAdO1994dOmhdOjmioejmjo 2.6 6

14 PÅzalertrOautomaticdOrecurrentOremoteOhomologyOtrackingOandOproteinOstructureOpredictionfOBMCg
StructuralgBiologydO2008dOpdOmi 2.7 5

13 ProteinelevelOassemblyOincreasesOproteinOsequenceOrecoveryOfromOmetagenomicOsamplesOmanyfold 5

12 SubeÅopplerOmanifestationOofOtheOmagnetoeopticalOradiationOforcefOOpticsgCommunicationsdO1993dO
qpdOmlenh 2 4

11 FastOandOsensitiveOtaxonomicOassignmentOtoOmetagenomicOcontigs 4

10 MechanismsOofOactiveOregulationOofObiomolecularOcondensates 1

9 –lusteringOhugeOproteinOsequenceOsetsOinOlinearOtime 1

8 SpacePHyRβRrOSensitiveOidentificationOofOphagesOfromO–RISPROspacersOinOprokaryoticOhosts 1

7 MetaβukOâ��OsensitivedOhighethroughputOgeneOdiscoveryOandOannotationOforOlargeescaleOeukaryoticOmetagenomics 1

6 TejaasrOreverseOregressionOincreasesOpowerOforOdetectingOtranseeQTLsfOGenomegBiologydO2021dOjjdOilj 18.3 1

5 ThermodynamicOmodelingOrevealsOwidespreadOmultivalentObindingObyORNyebindingOproteinsfO
BioinformaticsdO2021dOkodOikhpeikin 7.2 1

4 LargeescaleOanalysisOofOÅrosophilaOcoreOpromoterOfunctionOusingOsyntheticOpromotersffOMolecularg
SystemsgBiologydO2022dOipdOeqpin 12.2 1

3 zayesianOMarkovOmodelsOimproveOtheOpredictionOofObindingOmotifsObeyondOfirstOorderfONARg
GenomicsgandgBioinformaticsdO2021dOkdOlqabhjn 3.7 0

2 –lnmOrepresentsOaOnewOtypeOofOcysteineebasedOedepalmitoylaseOlinkedOtoOneurodegenerationffO
SciencegAdvancesdO2022dOpdOeabjpnkk 14.3 0

1 InOsilicoeFunktionseOundOStrukturvorhersagenObeiOProteinenfOBioSpektrumdO2014dOjhdOimpeini 0.1
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