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m Paper IF Citations

155 –nRevolutionarilyRconservedRmechanismRforRcontrollingRtheRefficiencyRofRproteinRtranslationiRCellgR
2010gRlolgRnoohpo 56.2 582

154 TranslationRefficiencyRisRdeterminedRbyRbothRcodonRbiasRandRfoldingRenergyiRProceedingseofethee
NationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericagR2010gRlkrgRnqophpk 11.5 388

153 TheReffectRofRtRN–RlevelsRonRdecodingRtimesRofRmRN–RcodonsiRNucleiceAcidseResearchgR2014gRomgRtlrlhsl 20.1 166

152 TheRaverageRcommonRsubstringRapproachRtoRphylogenomicRreconstructioniRJournaleofe
ComputationaleBiologygR2006gRlngRnnqhpk 1.7 153

151 CompositeReffectsRofRgeneRdeterminantsRonRtheRtranslationRspeedRandRdensityRofRribosomesiR
GenomeeBiologygR2011gRlmgRRllk 18.3 151

150 GenomehscaleRanalysisRofRtranslationRelongationRwithRaRribosomeRflowRmodeliRPLoSeComputationale
BiologygR2011gRrgRelkkmlmr 5 138

149 MultipleRrolesRofRtheRcodingRsequenceRpbRendRinRgeneRexpressionRregulationiRNucleiceAcidseResearchgR
2015gRongRlnhms 20.1 125

148 DeterminantsRofRproteinRabundanceRandRtranslationRefficiencyRinRSiRcerevisiaeiRPLoSeComputationale
BiologygR2007gRngRemos 5 98

147 DeterminantsRofRtranslationRelongationRspeedRandRribosomalRprofilingRbiasesRinRmouseRembryonicR
stemRcellsiRPLoSeComputationaleBiologygR2012gRsgRelkkmrpp 5 91

146 MaximumRlikelihoodRofRphylogeneticRnetworksiRBioinformaticsgR2006gRmmgRmqkohll 7.2 90

145 StrongRassociationRbetweenRmRN–RfoldingRstrengthRandRproteinRabundanceRinRSiRcerevisiaeiREMBOe
ReportsgR2012gRlngRmrmhr 6.5 79

144 NewRuniversalRrulesRofReukaryoticRtranslationRinitiationRfidelityiRPLoSeComputationaleBiologygR2013gRtgRelkknlnq5 75

143 –ssociationRbetweenRtranslationRefficiencyRandRhorizontalRgeneRtransferRwithinRmicrobialR
communitiesiRNucleiceAcidseResearchgR2011gRntgRoronhpp 20.1 72

142 –RmodelRforRcompetitionRforRribosomesRinRtheRcelliRJournaleofetheeRoyaleSocietyeInterfacegR2016gRlngR 4.1 70

141 ModellingRtheRefficiencyRofRcodonhtRN–RinteractionsRbasedRonRcodonRusageRbiasiRDNAeResearchgR
2014gRmlgRpllhmq 4.5 66

140 InferringRphylogeneticRnetworksRbyRtheRmaximumRparsimonyRcriterionuRaRcaseRstudyiRMoleculare
BiologyeandeEvolutiongR2007gRmogRnmohnr 8.3 63

139 TranslationRefficiencyRinRhumansuRtissueRspecificitygRglobalRoptimizationRandRdifferencesRbetweenR
developmentalRstagesiRNucleiceAcidseResearchgR2010gRnsgRmtqohro 20.1 54
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138 EntrainmentRtoRperiodicRinitiationRandRtransitionRratesRinRaRcomputationalRmodelRforRgeneR
translationiRPLoSeONEgR2014gRtgRetqknt 3.7 52

137 PredictiveRbiophysicalRmodelingRandRunderstandingRofRtheRdynamicsRofRmRN–RtranslationRandRitsR
evolutioniRNucleiceAcidseResearchgR2016gRoogRtknlhtkot 20.1 52

136 StabilityRanalysisRofRtheRribosomeRflowRmodeliRIEEEvACMeTransactionseoneComputationaleBiologyeande
BioinformaticsgR2012gRtgRlpophpm 3 51

135 –RcomparativeRgenomicsRstudyRonRtheReffectRofRindividualRaminoRacidsRonRribosomeRstallingiRBMCe
GenomicsgR2015gRlqRSupplRlkgRSp 4.5 50

134 EstimationRofRribosomeRprofilingRperformanceRandRreproducibilityRatRvariousRlevelsRofRresolutioniR
BiologyeDirectgR2016gRllgRmo 7.2 49

133 EnhancingRheterologousRexpressionRinRChlamydomonasRreinhardtiiRbyRtranscriptRsequenceR
optimizationiRPlanteJournalgR2018gRtogRmmhnl 6.9 45

132 ReconstructingRancestralRgeneRcontentRbyRcoevolutioniRGenomeeResearchgR2010gRmkgRlmmhnm 9.7 44

131 MeanRofRtheRtypicalRdecodingRratesuRaRnewRtranslationRefficiencyRindexRbasedRonRtheRanalysisRofR
ribosomeRprofilingRdataiRG3:eGenesseGenomesseGeneticsgR2014gRpgRrnhsk 3.2 41

130 RibosomeRflowRmodelRwithRpositiveRfeedbackiRJournaleofetheeRoyaleSocietyeInterfacegR2013gRlkgRmklnkmqr 4.1 41

129 TheRextentRofRribosomeRqueuingRinRbuddingRyeastiRPLoSeComputationaleBiologygR2018gRlogRelkkptpl 5 40

128 SelectionRforRtranslationRefficiencyRonRsynonymousRpolymorphismsRinRrecentRhumanRevolutioniR
GenomeeBiologyeandeEvolutiongR2011gRngRrothql 3.9 37

127 MaximizingRproteinRtranslationRrateRinRtheRnonhhomogeneousRribosomeRflowRmodeluRaRconvexR
optimizationRapproachiRJournaleofetheeRoyaleSocietyeInterfacegR2014gRllgRmklokrln 4.1 36

126 GenomicRanalysisRofRCOPtRsignalosomeRfunctionRinRDrosophilaRmelanogasterRrevealsRaRroleRinR
temporalRregulationRofRgeneRexpressioniRMoleculareSystemseBiologygR2007gRngRlks 12.2 36

125 RationallyRdesignedgRheterologousRSiRcerevisiaeRtranscriptsRexposeRnovelRexpressionRdeterminantsiR
RNAeBiologygR2015gRlmgRtrmhso 4.8 35

124 ConservationRofRtheRrelativeRtRN–RcompositionRinRhealthyRandRcancerousRtissuesiRRnagR2012gRlsgRqokhpm 5.8 35

123 st–IcalcuRtRN–RadaptationRindexRcalculatorRbasedRonRspecieshspecificRweightsiRBioinformaticsgR2017gR
nngRpsthptl 7.2 34

122 PropertiesRofRuntranslatedRregionsRofRtheRSiRcerevisiaeRgenomeiRBMCeGenomicsgR2009gRlkgRntl 4.5 33

121 MetabolicRmodelingRofRendosymbiontRgenomeRreductionRonRaRtemporalRscaleiRMoleculareSystemse
BiologygR2011gRrgRort 12.2 30

(2011-2014)
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120 PredictionRofRacuteRmultipleRsclerosisRrelapsesRbyRtranscriptionRlevelsRofRperipheralRbloodRcellsiRBMCe
MedicaleGenomicsgR2009gRmgRoq 3.7 29

119 SensitivityRofRmRN–RTranslationiRScientificeReportsgR2015gRpgRlmrtp 4.9 27

118 QuantifyingRtheReffectRofRribosomalRdensityRonRmRN–RstabilityiRPLoSeONEgR2014gRtgRelkmnks 3.7 27

117 OnRtheRRibosomalRDensityRthatRMaximizesRProteinRTranslationRRateiRPLoSeONEgR2016gRllgReklqqosl 3.7 27

116
ExplicitRexpressionRforRtheRsteadyhstateRtranslationRrateRinRtheRinfinitehdimensionalRhomogeneousR
ribosomeRflowRmodeliRIEEEvACMeTransactionseoneComputationaleBiologyeandeBioinformaticsgR2013gR
lkgRlnmmhs

3 26

115 CodonRbiasgRtRN–RpoolsRandRhorizontalRgeneRtransferiRMobileeGeneticeElementsgR2011gRlgRrphrr 26

114 ContractionRafterRsmallRtransientsiRAutomaticagR2016gRqrgRlrshlso 5.7 25

113 –lternativeRtranscriptionRinitiationRandRtheR–UGRcontextRconfigurationRcontrolRdualhorganellarR
targetingRandRfunctionalRcompetenceRofR–rabidopsisRLonlRproteaseiRMolecularePlantgR2014gRrgRtsthlkkp 14.4 25

112 RibosomeRFlowRModelRonRaRRingiRIEEEvACMeTransactionseoneComputationaleBiologyeande
BioinformaticsgR2015gRlmgRlomthnt 3 23

111 OnRtheRsteadyhstateRdistributionRinRtheRhomogeneousRribosomeRflowRmodeliRIEEEvACMeTransactionse
oneComputationaleBiologyeandeBioinformaticsgR2012gRtgRlrmohnq 3 23

110 EvolutionaryRrateRandRgeneRexpressionRacrossRdifferentRbrainRregionsiRGenomeeBiologygR2008gRtgRRlom 18.3 23

109 –ccurategRmodelhbasedRtuningRofRsyntheticRgeneRexpressionRusingRintronsRinRSiRcerevisiaeiRPLoSe
GeneticsgR2014gRlkgRelkkookr 6 22

108 EfficientRmanipulationsRofRsynonymousRmutationsRforRcontrollingRtranslationRrateuRanRanalyticalR
approachiRJournaleofeComputationaleBiologygR2012gRltgRmkkhnl 1.7 22

107 ParsimonyRscoreRofRphylogeneticRnetworksuRhardnessRresultsRandRaRlinearhtimeRheuristiciRIEEEvACMe
TransactionseoneComputationaleBiologyeandeBioinformaticsgR2009gRqgRotphpkp 3 20

106 ComparativeRclassificationRofRspeciesRandRtheRstudyRofRpathwayRevolutionRbasedRonRtheRalignmentR
ofRmetabolicRpathwaysiRBMCeBioinformaticsgR2010gRllRSupplRlgRSns 3.6 20

105 NucleotideRsequenceRcompositionRadjacentRtoRintronicRspliceRsitesRimprovesRsplicingRefficiencyRviaR
itsReffectRonRprehmRN–RlocalRfoldingRinRfungiiRRnagR2015gRmlgRlrkohls 5.8 19

104 ThreehdimensionalReukaryoticRgenomicRorganizationRisRstronglyRcorrelatedRwithRcodonRusageR
expressionRandRfunctioniRNatureeCommunicationsgR2014gRpgRpsrq 17.4 19

103 SequenceRfeaturesRofREiRcoliRmRN–sRaffectRtheirRdegradationiRPLoSeONEgR2011gRqgRemspoo 3.7 19

Tamir Tuller

4



102 –RcodeRforRtranscriptionRelongationRspeediRRNAeBiologygR2018gRlpgRslhto 4.8 19

101 TranscriptRfeaturesRaloneRenableRaccurateRpredictionRandRunderstandingRofRgeneRexpressionRinRSiR
cerevisiaeiRBMCeBioinformaticsgR2013gRloRSupplRlpgRSl 3.6 18

100 PropertiesRandRdeterminantsRofRcodonRdecodingRtimeRdistributionsiRBMCeGenomicsgR2014gRlpRSupplR
qgRSln 4.5 18

99 ComputationalRanalysisRofRnascentRpeptidesRthatRinduceRribosomeRstallingRandRtheirRproteomicR
distributionRiniRRnagR2017gRmngRtsnhtto 5.8 17

98 ModellingRandRmeasuringRintracellularRcompetitionRforRfiniteRresourcesRduringRgeneRexpressioniR
JournaleofetheeRoyaleSocietyeInterfacegR2019gRlqgRmklskssr 4.1 17

97 ComplementaryRPostRTranscriptionalRRegulatoryRInformationRisRDetectedRbyRPUNCHhPRandR
RibosomeRProfilingiRScientificeReportsgR2016gRqgRmlqnp 4.9 17

96 WidespreadRsignaturesRofRlocalRmRN–RfoldingRstructureRselectionRinRfourRDengueRvirusRserotypesiR
BMCeGenomicsgR2015gRlqRSupplRlkgRSo 4.5 17

95 ForbiddenRpentahpeptidesiRProteineSciencegR2007gRlqgRmmplht 6.3 17

94 TheRRN–RpolymeraseRflowRmodelRofRgeneRtranscriptioniRIEEEeTransactionseoneBiomedicaleCircuitseande
SystemsgR2014gRsgRpohqo 5.1 16

93 GlobalRmapRofRphysicalRinteractionsRamongRdifferentiallyRexpressedRgenesRinRmultipleRsclerosisR
relapsesRandRremissionsiRHumaneMoleculareGeneticsgR2011gRmkgRnqkqhlt 5.6 16

92 ReconstructionRofRancestralRgenomicRsequencesRusingRlikelihoodiRJournaleofeComputationaleBiologygR
2007gRlogRmlqhnr 1.7 16

91 OptimalRDownRRegulationRofRmRN–RTranslationiRScientificeReportsgR2017gRrgRolmon 4.9 15

90 CloneRclustersRinRautoreactiveRCDoRThcellRlinesRfromRprobableRmultipleRsclerosisRpatientsRformR
diseasehcharacteristicRsignaturesiRImmunologygR2009gRlmsgRmsrhnkk 7.8 15

89 ExploitingRhiddenRinformationRinterleavedRinRtheRredundancyRofRtheRgeneticRcodeRwithoutRpriorR
knowledgeiRBioinformaticsgR2015gRnlgRllqlhs 7.2 14

88 HighhresolutionRmodelingRofRtheRselectionRonRlocalRmRN–RfoldingRstrengthRinRcodingRsequencesR
acrossRtheRtreeRofRlifeiRGenomeeBiologygR2020gRmlgRqn 18.3 14

87 EvidenceRofRtranslationRefficiencyRadaptationRofRtheRcodingRregionsRofRtheRbacteriophageRlambdaiR
DNAeResearchgR2017gRmogRnnnhnom 4.5 14

86 DrosophilaRCOPtRsignalosomeRsubunitRrRinteractsRwithRmultipleRgenomicRlociRtoRregulateR
developmentiRNucleiceAcidseResearchgR2014gRomgRtrqlhrk 20.1 14

85 CohevolutionaryRnetworksRofRgenesRandRcellularRprocessesRacrossRfungalRspeciesiRGenomeeBiologygR
2009gRlkgRRos 18.3 14
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84 GenomehwideRanalysisRofRhorizontallyRacquiredRgenesRinRtheRgenusRMycobacteriumiRScientifice
ReportsgR2018gRsgRloslr 4.9 14

83 TPpnRcancerousRmutationsRexhibitRselectionRforRtranslationRefficiencyiRCancereResearchgR2009gRqtgRsskrhln10.1 13

82 GenomeRscaleRanalysisRofREscherichiaRcoliRwithRaRcomprehensiveRprokaryoticRsequencehbasedR
biophysicalRmodelRofRtranslationRinitiationRandRelongationiRDNAeResearchgR2018gRmpgRltphmkp 4.5 13

81 WidespreadRnonhmodularRoverlappingRcodesRinRtheRcodingRregionsiRPhysicaleBiologygR2020gRlrgRknlkkm 3 12

80 ChallengesRandRobstaclesRrelatedRtoRsolvingRtheRcodonRbiasRriddlesiRBiochemicaleSocietyeTransactionsgR
2014gRomgRlppht 5.1 12

79 SignificantRdifferencesRinRtermsRofRcodonRusageRbiasRbetweenRbacteriophageRearlyRandRlateRgenesuRaR
comparativeRgenomicsRanalysisiRBMCeGenomicsgR2017gRlsgRsqq 4.5 12

78
OvercomingRtheRexpressionRbarrierRofRtheRferredoxinhhydrogenaseRchimeraRinRChlamydomonasR
reinhardtiiRsupportsRaRlinearRincrementRinRphotosyntheticRhydrogenRoutputiRAlgaleResearchgR2018gR
nngRnlkhnlp

5 12

77 –RdeterministicRmathematicalRmodelRforRbidirectionalRexcludedRflowRwithRLangmuirRkineticsiRPLoSe
ONEgR2017gRlmgReklsmlrs 3.7 11

76 ExtensiveRInterhDomainRLateralRGeneRTransferRinRtheREvolutionRofRtheRHumanRCommensalR
MethanosphaeraRstadtmanaeiRFrontierseineGeneticsgR2012gRngRlsm 4.5 11

75 NetworksRofRribosomeRflowRmodelsRforRmodelingRandRanalyzingRintracellularRtrafficiRScientifice
ReportsgR2019gRtgRlrkn 4.9 10

74 RibosomeRflowRmodelRwithRextendedRobjectsiRJournaleofetheeRoyaleSocietyeInterfacegR2017gRlogR 4.1 10

73 TheREffectRofRDysregulationRofRtRN–RGenesRandRTranslationREfficiencyRMutationsRinRCancerRandR
NeurodegenerationiRFrontierseineGeneticsgR2012gRngRmkl 4.5 10

72 RFMappuRribosomeRflowRmodelRapplicationiRBioinformaticsgR2012gRmsgRlqqnho 7.2 10

71 BiologicalRnetworksuRcomparisongRconservationgRandRevolutionRviaRrelativeRdescriptionRlengthiR
JournaleofeComputationaleBiologygR2007gRlogRslrhns 1.7 10

70 ImprovingRnDRGenomeRReconstructionsRUsingROrthologousRandRFunctionalRConstraintsiRPLoSe
ComputationaleBiologygR2015gRllgRelkkomts 5 9

69 UniversalRevolutionaryRselectionRforRhighRdimensionalRsilentRpatternsRofRinformationRhiddenRinRtheR
redundancyRofRviralRgeneticRcodeiRBioinformaticsgR2018gRnogRnmolhnmos 7.2 9

68 MappingRtheRtranslationRinitiationRlandscapeRofRanRSiRcerevisiaeRgeneRusingRfluorescentRproteinsiR
GenomicsgR2013gRlkmgRolthmt 4.3 9

67 CheckableRConditionsRforRContractionR–fterRSmallRTransientsRinRTimeRandR–mplitudeiRLectureeNotese
ineControleandeInformationeSciencesgR2017gRmrthnkp 0.5 9
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66 NovelRinsightsRintoRgeneRexpressionRregulationRduringRmeiosisRrevealedRbyRtranslationRelongationR
dynamicsiRNpjeSystemseBiologyeandeApplicationsgR2019gRpgRlm 5 8

65 ComputationalRanalysisRofRtheRoscillatoryRbehaviorRatRtheRtranslationRlevelRinducedRbyRmRN–RlevelsR
oscillationsRdueRtoRfiniteRintracellularRresourcesiRPLoSeComputationaleBiologygR2018gRlogRelkkqkpp 5 8

64 MaximizingRProteinRTranslationRRateRinRtheRRibosomeRFlowRModeluRTheRHomogeneousRCaseiR
IEEEvACMeTransactionseoneComputationaleBiologyeandeBioinformaticsgR2014gRllgRllsohtp 3 8

63 HigherhorderRgenomicRorganizationRofRcellularRfunctionsRinRyeastiRJournaleofeComputationaleBiologygR
2009gRlqgRnknhlq 1.7 8

62 ControllabilityR–nalysisRandRControlRSynthesisRforRtheRRibosomeRFlowRModeliRIEEEvACMeTransactionse
oneComputationaleBiologyeandeBioinformaticsgR2018gRlpgRlnplhlnqo 3 7

61 EvidenceRofRaRDirectREvolutionaryRSelectionRforRStrongRFoldingRandRMutationalRRobustnessRWithinR
HIVRCodingRRegionsiRJournaleofeComputationaleBiologygR2016gRmngRqolhpk 1.7 7

60 InferringRhorizontalRtransfersRinRtheRpresenceRofRrearrangementsRbyRtheRminimumRevolutionR
criterioniRBioinformaticsgR2008gRmogRsmqhnm 7.2 7

59 TrackingRtheRevolutionRofRnDRgeneRorganizationRdemonstratesRitsRconnectionRtoRphenotypicR
divergenceiRNucleiceAcidseResearchgR2017gRopgRonnkhonon 20.1 6

58 SolvingRtheRRiddleRofRtheREvolutionRofRShinehDalgarnoRBasedRTranslationRinRChloroplastsiRMoleculare
BiologyeandeEvolutiongR2019gRnqgRmspohmsqk 8.3 6

57 TheRIntegrationRofRMultipleRNuclearhEncodedRTransgenesRinRtheRGreenR–lgaRResultsRinRHigherR
TranscriptionRLevelsiRFrontierseinePlanteSciencegR2019gRlkgRlrso 6.2 6

56 SelectionRforRreducedRtranslationRcostsRatRtheRintronicRpbRendRinRfungiiRDNAeResearchgR2016gRmngRnrrhto 4.5 6

55 DiscoveringRlocalRpatternsRofRcohevolutionuRcomputationalRaspectsRandRbiologicalRexamplesiRBMCe
BioinformaticsgR2010gRllgRon 3.6 6

54 –RNewRLinearhTimeRHeuristicR–lgorithmRforRComputingRtheRParsimonyRScoreRofRPhylogeneticR
NetworksuRTheoreticalRBoundsRandREmpiricalRPerformanceR2007gRqlhrm 6

53 TheRCOPtRsignalosomeRinfluencesRtheRepigeneticRlandscapeRofR–rabidopsisRthalianaiRBioinformaticsgR
2019gRnpgRmrlshmrmn 7.2 6

52 CodonhbasedRindicesRforRmodelingRgeneRexpressionRandRtranscriptRevolutioniRComputationaleande
StructuraleBiotechnologyeJournalgR2021gRltgRmqoqhmqqn 6.8 6

51 –lgorithmsRforRribosomeRtrafficRengineeringRandRtheirRpotentialRinRimprovingRhostRcellsbRtiterRandR
growthRrateiRScientificeReportsgR2020gRlkgRmlmkm 4.9 5

50 ModelingRthreehdimensionalRgenomicRorganizationRinRevolutionRandRpathogenesisiRSeminarseineCelle
andeDevelopmentaleBiologygR2019gRtkgRrshtn 7.5 5

49 RibosomalRmutationsRaffectingRtheRtranslationRofRgenesRthatRuseRnonhoptimalRcodonsiRFEBSeJournalgR
2014gRmslgRnrklhls 5.7 5

(2014-2019)
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48 –nalysisRofRcoevolvingRgeneRfamiliesRusingRmutuallyRexclusiveRorthologousRmodulesiRGenomee
BiologyeandeEvolutiongR2011gRngRolnhmn 3.9 5

47 VariabilityRinRmRN–RtranslationuRaRrandomRmatrixRtheoryRapproachiRScientificeReportsgR2021gRllgRpnkk 4.9 5

46 ChimeraUGEMuRunsupervisedRgeneRexpressionRmodelingRinRanyRgivenRorganismiRBioinformaticsgR2019
gRnpgRnnqphnnrl 7.2 4

45 CSORâ��R–RsequenceRoptimizationRsoftwareRforRengineeringRchloroplastRexpressionRinRChlamydomonasR
reinhardtiiiRAlgaleResearchgR2020gRoqgRlklrss 5 4

44 ModelingRandR–nalyzingRtheRFlowRofRMolecularRMachinesRinRGeneRExpressioniRRNAeTechnologiesgR
2018gRmrphnkk 0.2 4

43 UnsupervisedRdetectionRofRregulatoryRgeneRexpressionRinformationRinRdifferentRgenomicRregionsR
enablesRgeneRexpressionRrankingiRBMCeBioinformaticsgR2017gRlsgRrr 3.6 3

42 ImagehProcessingRSoftwareRforRHighhThroughputRQuantificationRofRColonyRLuminescenceiRMSpheregR
2019gRogR 5 3

41 MostRassociationsRbetweenRtranscriptRfeaturesRandRgeneRexpressionRareRmonotoniciRMoleculare
BioSystemsgR2014gRlkgRlomqhok 3

40 CohevolutionRisRincompatibleRwithRtheRMarkovRassumptionRinRphylogeneticsiRIEEEvACMeTransactionse
oneComputationaleBiologyeandeBioinformaticsgR2011gRsgRlqqrhrk 3 3

39 –RpossibleRuniversalRroleRforRmRN–RsecondaryRstructureRinRbacterialRtranslationRrevealedRusingRaR
syntheticRoperoniRNatureeCommunicationsgR2020gRllgRosmr 17.4 3

38 QuantifyingRtheRdistributionRofRproteinRoligomerizationRdegreeRreflectsRcellularRinformationR
capacityiRScientificeReportsgR2020gRlkgRlrqst 4.9 3

37 GenomehScaleR–nalysisRofRPerturbationsRinRTranslationRElongationRBasedRonRaRComputationalR
ModeliRScientificeReportsgR2018gRsgRlqltl 4.9 3

36 TheREffectRofRCodonRUsageRonRtheRSuccessRofRHorizontalRGeneRTransferR2013gRlorhlps 3

35 PredictionRandRlargehscaleRanalysisRofRprimaryRoperonsRinRplastidsRrevealsRuniqueRgeneticRfeaturesRinR
theRevolutionRofRchloroplastsiRNucleiceAcidseResearchgR2019gRorgRnnoohnnpm 20.1 2

34 PredictionRofRtheRWingateRanaerobicRmechanicalRpowerRoutputsRfromRaRmaximalRincrementalR
cardiopulmonaryRexerciseRstressRtestRusingRmachinehlearningRapproachiRPLoSeONEgR2019gRlogRekmlmltt 3.7 2

33 sbvRIMPROVERRDiagnosticRSignatureRChallengeiRSystemseBiomedicineenAustinseTexeogR2013gRlgRmkshmlq 2

32 EfficientRalgorithmsRforRreconstructingRgeneRcontentRbyRcohevolutioniRBMCeBioinformaticsgR2011gRlmR
SupplRtgRSlm 3.6 2

31 ReconstructingRancestralRgenomicRsequencesRbyRcohevolutionuRformalRdefinitionsgRcomputationalR
issuesgRandRbiologicalRexamplesiRJournaleofeComputationaleBiologygR2010gRlrgRlnmrhoo 1.7 2
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30 TheRNEThHMMRapproachuRphylogeneticRnetworkRinferenceRbyRcombiningRmaximumRlikelihoodRandR
HiddenRMarkovRModelsiRJournaleofeBioinformaticseandeComputationaleBiologygR2009gRrgRqmphoo 1 2

29 DiscoveringRLocalRPatternsRofRCohevolutioniRLectureeNoteseineComputereSciencegR2008gRpphrl 0.9 2

28 ExploringRPotentialRSignalsRofRSelectionRforRDisorderedRResiduesRinRProkaryoticRandREukaryoticR
ProteinsiRGenomicsseProteomicseandeBioinformaticsgR2020gRlsgRpothpqo 6.5 2

27 mRN–RsecondaryRstructureRstabilityRregulatesRbacterialRtranslationRinsulationRandRrehinitiation 2

26 WholeRcellRbiophysicalRmodelingRofRcodonhtRN–RcompetitionRrevealsRnovelRinsightsRrelatedRtoR
translationRdynamicsiRPLoSeComputationaleBiologygR2020gRlqgRelkkskns 5 2

25 –RMathematicalR–nalysisRofRRN–RStructuralRMotifsRinRVirusesiRMathematicsgR2021gRtgRpsp 2.3 2

24 ThreehdimensionalRGenomicROrganizationRofRGenesâ��RFunctionRinREukaryotesR2016gRmnnhmpm 2

23 NewRcomputationalRmodelRforRmiRN–hmediatedRrepressionRrevealsRnovelRregulatoryRrolesRofRmiRN–R
bindingsRinsideRtheRcodingRregioniRBioinformaticsgR2020gR 7.2 2

22 TimehWindowR–nalysisRofRDevelopmentalRGeneRExpressionRDataRwithRMultipleRGeneticR
BackgroundsiRLectureeNoteseineComputereSciencegR2005gRpnhqo 0.9 2

21 GenerationRandRcomparativeRgenomicsRofRsyntheticRdengueRvirusesiRBMCeBioinformaticsgR2018gRltgRlok 3.6 1

20 NovelRDriverRSynonymousRMutationsRinRtheRCodingRRegionsRofRGCBRLymphomaRPatientsRImproveRtheR
TranscriptionRLevelsRofRBCLmiRLectureeNoteseineComputereSciencegR2020gRlkshlls 0.9 1

19 –RRibosomeRFlowRModelRforR–nalyzingRTranslationRElongationiRLectureeNoteseineComputereSciencegR
2011gRnpshnqk 0.9 1

18 ComputationalRdiscoveryRandRmodelingRofRnovelRgeneRexpressionRrulesRencodedRinRtheRmRN–iR
BiochemicaleSocietyeTransactionsgR2020gRosgRlplthlpms 5.1 1

17 IdentificationRofRconservedRslowRcodonsRthatRareRimportantRforRproteinRexpressionRandRfunctioniR
RNAeBiologygR2021gRlsgRmmtqhmnkr 4.8 1

16 ControllingRtheRribosomalRdensityRprofileRinRmRN–RtranslationR2016gR 1

15 EstimatingRtheRpredictiveRpowerRofRsilentRmutationsRonRcancerRclassificationRandRprognosisiRNpje
GenomiceMedicinegR2021gRqgRqr 6.2 1

14 ProkaryoticRrRN–hmRN–RinteractionsRareRinvolvedRinRallRtranslationRstepsRandRshapeRbacterialR
transcriptsiRRNAeBiologygR2021gRlhlp 4.8 1

13 CSNuRunsupervisedRapproachRforRinferringRbiologicalRnetworksRbasedRonRtheRgenomeRaloneiRBMCe
BioinformaticsgR2020gRmlgRltk 3.6 0

(2020-2009)
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12 ComputationalRbasedRdesignRandRtrackingRofRsyntheticRvariantsRofRPorcineRcircovirusRrevealRrelationsR
betweenRsilentRgenomicRinformationRandRviralRfitnessiRScientificeReportsgR2021gRllgRlkqmk 4.9 0

11 MPEPEgRaRpredictiveRapproachRtoRimproveRproteinRexpressionRinRbasedRonRdeepRlearningiiR
ComputationaleandeStructuraleBiotechnologyeJournalgR2022gRmkgRllomhllpn 6.8 0

10 HiddenRSilentRCodesRinRViralRGenomesR2017gRsrhllk

9 CoevolutionRofRGeneRFamiliesuRModelsgR–lgorithmsgRandRSystemsRBiologyR2012gRqphrs

8 ComputationalRModelingRofRGeneRTranslationRandRitsRPotentialR–pplicationsRinRIndividualizedR
MedicineiRStudieseineMechanobiologyseTissueeEngineeringeandeBiomaterialsgR2011gRosrhpkn 0.5

7 DeterminantsRofRefficientRmodulationRofRribosomalRtrafficRjamsiRComputationaleandeStructurale
BiotechnologyeJournalgR2021gRltgRqkqohqkrt 6.8

6 InferringRModelsRofRRearrangementsgRRecombinationsgRandRHorizontalRTransfersRbyRtheRMinimumR
EvolutionRCriterioniRLectureeNoteseineComputereSciencegR2007gRlllhlmn 0.9

5 NovelRPhylogeneticRNetworkRInferenceRbyRCombiningRMaximumRLikelihoodRandRHiddenRMarkovR
ModelsiRLectureeNoteseineComputereSciencegR2008gRnpohnqs 0.9

4 GenerationRandRComparativeRGenomicsRofRSyntheticRDengueRVirusesiRLectureeNoteseineComputere
SciencegR2017gRnlhpm 0.9

3 CohevolutionaryRModelsRforRReconstructingR–ncestralRGenomicRSequencesuRComputationalRIssuesR
andRBiologicalRExamplesiRLectureeNoteseineComputereSciencegR2009gRlqohlsk 0.9

2 UsingRComputationalRSyntheticRBiologyRToolsRtoRModulateRGeneRExpressionRWithinRaRMicrobiomeiR
LectureeNoteseineComputereSciencegR2022gRmnphmpt 0.9

1 ModelingRtheReffectRofRrRN–hmRN–RinteractionsRandRmRN–RfoldingRonRmRN–RtranslationRinR
chloroplastsiRComputationaleandeStructuraleBiotechnologyeJournalgR2022gRmkgRmpmlhmpns 6.8

Tamir Tuller
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