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131 yPsmallPRNyPthatPcooperativelyPsensesPtwoPstackedPmetabolitesPinPonePpocketPforPgenePcontrolffP
NaturefCommunicationsdP2022dPikdPiqq 17.4 4

130 SpecificPlengthPandPstructurePratherPthanPhighPthermodynamicPstabilityPenablePregulatoryPmRNyP
stemeloopsPtoPpausePtranslationffPNaturefCommunicationsdP2022dPikdPqpp 17.4 2

129 SecondaryPstructurePpredictionPforPRNyPsequencesPincludingPNemethyladenosineffPNaturef
CommunicationsdP2022dPikdPijoi 17.4 4

128 NearestPneighborPrulesPforPRNyPhelixPfoldingPthermodynamicsrPimprovedPendPeffectsffPNucleicfAcidsf
ResearchdP2022dP 20.1 1

127 yPTestPandPRefinementPofPFoldingPFreePEnergyPNearestPNeighborPParametersPforPRNyPIncludingP
NeMethyladenosineffPJournalfoffMolecularfBiologydP2022dPinonkj 6.5 0

126 InversePRNyPFoldingPWorkflowPtoPDesignPandPTestPRibozymesPthatPIncludePPseudoknotsfPMethodsfinf
MolecularfBiologydP2021dPjinodPiikeilk 1.4

125 LinearTurboFoldrPLineareTimePGlobalPPredictionPofP×onservedPStructuresPforPRNyPHomologsPwithP
ypplicationsPtoPSyRSe×oVejP2021dP 1

124 ImprovedPandPLineareTimePStochasticPSamplingPofPRNyPSecondaryPStructurePwithPypplicationsPtoP
SyRSe×oVejP2021dP 3

123 MakingPendsPmeetrPNewPfunctionsPofPmRNyPsecondaryPstructurefPWileyfInterdisciplinaryfReviewsf
RNAdP2021dPijdPeinii 9.3 3

122
LinearTurboFoldrPLinearetimePglobalPpredictionPofPconservedPstructuresPforPRNyPhomologsPwithP
applicationsPtoPSyRSe×oVejfPProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoff
AmericadP2021dPiipdP

11.5 3

121
ynalysisPofPaPpreQieIPriboswitchPinPeffectorefreePandPboundPstatesPrevealsPaP
metaboliteeprogrammedPnucleobaseestackingPspinePthatPcontrolsPgenePregulationfPNucleicfAcidsf
ResearchdP2020dPlpdPpilnepinl

20.1 11

120 LinearPartitionrPlinearetimePapproximationPofPRNyPfoldingPpartitionPfunctionPandPbaseepairingP
probabilitiesfPBioinformaticsdP2020dPkndPijmpeijno 7.2 13

119 yrgininePForksPyrePaPWidespreadPMotifPtoPRecognizePPhosphatePzackbonesPandPGuanineP
NucleobasesPinPthePRNyPMajorPGroovefPJournalfoffthefAmericanfChemicalfSocietydP2020dPiljdPiqpkmeiqpkq16.4 6

118 ×RISPRe×asqebasedPmutagenesisPfrequentlyPprovokesPonetargetPmRNyPmisregulationfPNaturef
CommunicationsdP2019dPihdPlhmn 17.4 90

117 EstimatingPuncertaintyPinPpredictedPfoldingPfreePenergyPchangesPofPRNyPsecondaryPstructuresfPRnadP
2019dPjmdPoloeoml 5.8 5

116 HowPtoPbenchmarkPRNyPsecondaryPstructurePpredictionPaccuracyfPMethodsdP2019dPinjeinkdPnheno 4.6 10

115 DeterminingPparametersPforPnonelinearPmodelsPofPmultieloopPfreePenergyPchangefPBioinformaticsdP
2019dPkmdPljqpelkhn 7.2 1
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114 LinearFoldrPlinearetimePapproximatePRNyPfoldingPbyPmWetoekWPdynamicPprogrammingPandPbeamP
searchfPBioinformaticsdP2019dPkmdPijqmeikhl 7.2 29

113 ×onservationPofPlocationPofPseveralPspecificPinhibitoryPcodonPpairsPinPthePSaccharomycesPsensuP
strictoPyeastsPrevealsPtranslationalPselectionfPNucleicfAcidsfResearchdP2019dPlodPiinleiioo 20.1 6

112 DesignPofPhighlyPactivePdoubleepseudoknottedPribozymesrPaPcombinedPcomputationalPandP
experimentalPstudyfPNucleicfAcidsfResearchdP2019dPlodPjqelj 20.1 3

111 MolecularPdynamicsPcorrectlyPmodelsPthePunusualPmajorPconformationPofPthePGyGUPRNyPinternalP
loopPandPwithPNMRPrevealsPanPunusualPminorPconformationfPRnadP2018dPjldPnmnenoj 5.8 7

110 WidespreadPtemperaturePsensitivityPandPtRNyPdecayPduePtoPmutationsPinPaPyeastPtRNyfPRnadP2018dP
jldPliheljj 5.8 12

109 ModelingPRNyPsecondaryPstructurePfoldingPensemblesPusingPSHyPEPmappingPdatafPNucleicfAcidsf
ResearchdP2018dPlndPkilekjk 20.1 47

108 SurprisingPSequencePEffectsPonPGUP×losurePofPSymmetricPjPˆ�PjPNucleotidePRNyPInternalPLoopsfP
BiochemistrydP2018dPmodPjijiejiki 3.2 4

107 ImprovingPRNyPnearestPneighborPparametersPforPhelicesPbyPgoingPbeyondPthePtwoestatePmodelfP
NucleicfAcidsfResearchdP2018dPlndPlppkelpqj 20.1 10

106 ynalysisPofPRNyPnearestPneighborPparametersPrevealsPinterdependenciesPandPquantifiesPtheP
uncertaintyPinPRNyPsecondaryPstructurePpredictionfPRnadP2018dPjldPimnpeimpj 5.8 18

105 ycceleratedPRNyPsecondaryPstructurePdesignPusingPpreselectedPsequencesPforPhelicesPandPloopsfP
RnadP2018dPjldPimmmeimno 5.8 3

104 GeneParchitecturePinfluencesPonPthePoutcomePofPINDELebasedPgenomePeditingfPFASEBfJournaldP2018dP
kjdPnlqfp 0.9

103 IdentificationPofPnewPhighPaffinityPtargetsPforPRoquinPbasedPonPstructuralPconservationfPNucleicfAcidsf
ResearchdP2018dPlndPijihqeijijm 20.1 9

102 ×hemicallyPyccuratePRelativePFoldingPStabilityPofPRNyPHairpinsPfromPMolecularPSimulationsfPJournalf
offChemicalfTheoryfandfComputationdP2018dPildPnmqpennij 6.4 9

101 mRNysPandPlncRNysPintrinsicallyPformPsecondaryPstructuresPwithPshortPendetoeendPdistancesfPNaturef
CommunicationsdP2018dPqdPlkjp 17.4 33

100
StructurePofPHIVPTyRPinPcomplexPwithPaPLabeEvolvedPRRMPprovidesPinsightPintoPduplexPRNyP
recognitionPandPsynthesisPofPaPconstrainedPpeptidePthatPimpairsPtranscriptionfPNucleicfAcidsf
ResearchdP2018dPlndPnlhienlim

20.1 18

99 ydvancedPmultieloopPalgorithmsPforPRNyPsecondaryPstructurePpredictionPrevealPthatPthePsimplestP
modelPisPbestfPNucleicfAcidsfResearchdP2017dPlmdPpmliepmmh 20.1 11

98
yPsensitivityPanalysisPofPRNyPfoldingPnearestPneighborPparametersPidentifiesPaPsubsetPofPfreePenergyP
parametersPwithPthePgreatestPimpactPonPRNyPsecondaryPstructurePpredictionfPNucleicfAcidsfResearch
dP2017dPlmdPninpenion

20.1 27

97 RevisedPRNyPDihedralPParametersPforPthePymberPForcePFieldPImprovePRNyPMolecularPDynamicsfP
JournalfoffChemicalfTheoryfandfComputationdP2017dPikdPqhheqim 6.4 57

(2017-2019)
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96 zasePpairPprobabilityPestimatesPimprovePthePpredictionPaccuracyPofPRNyPnonecanonicalPbasePpairsfP
PLoSfComputationalfBiologydP2017dPikdPeihhmpjo 5 16

95 ModelingPRNyPSecondaryPStructurePwithPSequenceP×omparisonPandPExperimentalPMappingPDatafP
BiophysicalfJournaldP2017dPiikdPkkhekkp 2.9 9

94 PhysicsebasedPalleatomPmodelingPofPRNyPenergeticsPandPstructurefPWileyfInterdisciplinaryfReviewsf
RNAdP2017dPpdPeiljj 9.3 25

93 StructureeFunctionPModelPforPKissingPLoopPInteractionsPThatPInitiatePDimerizationPofPTyiPRNyfP
VirusesdP2017dPqdP 6.2 3

92 TurboFoldPIIrPRNyPstructuralPalignmentPandPsecondaryPstructurePpredictionPinformedPbyPmultipleP
homologsfPNucleicfAcidsfResearchdP2017dPlmdPiimoheiimpi 20.1 38

91 ExactPcalculationPofPloopPformationPprobabilityPidentifiesPfoldingPmotifsPinPRNyPsecondaryP
structuresfPRnadP2016dPjjdPiphpeipip 5.8 22

90 yccessFoldrPpredictingPRNyeRNyPinteractionsPwithPconsiderationPforPcompetingPselfestructurefP
BioinformaticsdP2016dPkjdPihkkeq 7.2 14

89 zridgingPthePgapPbetweenPinPvitroPandPinPvivoPRNyPfoldingfPQuarterlyfReviewsfoffBiophysicsdP2016dP
lqdPeih 7 70

88 RNyPSecondaryPStructurePPredictionfPCurrentfProtocolsfinfNucleicfAcidfChemistrydP2016dPnodPiifjfieiifjfiq0.5 18

87 ExperimenteyssistedPSecondaryPStructurePPredictionPwithPRNystructurefPMethodsfinfMolecularf
BiologydP2016dPilqhdPinkeon 1.4 17

86 PredictingPRNyeRNyPInteractionsPUsingPRNystructurefPMethodsfinfMolecularfBiologydP2016dPilqhdPmienj 1.4 8

85 SecondaryPStructurePPredictionPofPSinglePSequencesPUsingPRNystructurefPMethodsfinfMolecularf
BiologydP2016dPilqhdPimekl 1.4 13

84 PredictionPofPSecondaryPStructuresP×onservedPinPMultiplePRNyPSequencesfPMethodsfinfMolecularf
BiologydP2016dPilqhdPkmemh 1.4 3

83 ImprovedPpredictionPofPRNyPsecondaryPstructurePbyPintegratingPthePfreePenergyPmodelPwithP
restraintsPderivedPfromPexperimentalPprobingPdatafPNucleicfAcidsfResearchdP2015dPlkdPojloemq 20.1 55

82
StructuralPanalysisPofPaPclassPIIIPpreQiPriboswitchPrevealsPanPaptamerPdistantPfromPaP
ribosomeebindingPsitePregulatedPbyPfastPdynamicsfPProceedingsfoffthefNationalfAcademyfoffSciencesf
offthefUnitedfStatesfoffAmericadP2015dPiijdPEklpmeql

11.5 44

81 MolecularPmechanismPforPpreQieIIPriboswitchPfunctionPrevealedPbyPmolecularPdynamicsfPRnadP2015dP
jidPipqpeqho 5.8 20

80 NuclearPMagneticPResonanceeyssistedPPredictionPofPSecondaryPStructurePforPRNyrPIncorporationPofP
DirectioneDependentP×hemicalPShiftP×onstraintsfPBiochemistrydP2015dPmldPnonqepj 3.2 13

79 DiscoveryPofPNovelPncRNyPSequencesPinPMultiplePGenomePylignmentsPonPthePzasisPofP×onservedP
andPStablePSecondaryPStructuresfPPLoSfONEdP2015dPihdPehikhjhh 3.7 21
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78 ImprovingPRNyPsecondaryPstructurePpredictionPwithPstructurePmappingPdatafPMethodsfinfEnzymology
dP2015dPmmkdPqieiil 1.7 37

77 IdentificationPofPthePdeterminantsPofPtRNyPfunctionPandPsusceptibilityPtoPrapidPtRNyPdecayPbyP
highethroughputPinPvivoPanalysisfPGenesfandfDevelopmentdP2014dPjpdPiojiekj 12.6 45

76 InfluencePofPSequencePandP×ovalentPModificationsPonPYeastPtRNyPDynamicsfPJournalfoffChemicalf
TheoryfandfComputationdP2014dPihdPklokeklpk 6.4 15

75 ModifiedPymberPForcePFieldP×orrectlyPModelsPtheP×onformationalPPreferencePforPTandemPGyPpairsP
inPRNyfPJournalfoffChemicalfTheoryfandfComputationdP2014dPihdPijqjeikhi 6.4 15

74 UsingPthePRNystructurePSoftwarePPackagePtoPPredictP×onservedPRNyPStructuresfPCurrentfProtocolsf
infBioinformaticsdP2014dPlndPijflfiejj 24.2 21

73 DynalignPIIrPcommonPsecondaryPstructurePpredictionPforPRNyPhomologsPwithPdomainPinsertionsfP
NucleicfAcidsfResearchdP2014dPljdPikqkqelp 20.1 30

72 RNyPSecondaryPStructurePynalysisPUsingPRNystructurefPCurrentfProtocolsfinfBioinformaticsdP2014dP
lndPijfnfiejm 24.2 41

71 ThePdeterminationPofPRNyPfoldingPnearestPneighborPparametersfPMethodsfinfMolecularfBiologydP
2014dPihqodPlmeoh 1.4 34

70 ycceleratingPcalculationsPofPRNyPsecondaryPstructurePpartitionPfunctionsPusingPGPUsfPAlgorithmsfforf
MolecularfBiologydP2013dPpdPjq 1.8 5

69 PrinciplesPforPunderstandingPthePaccuracyPofPSHyPEedirectedPRNyPstructurePmodelingfPBiochemistrydP
2013dPmjdPmppeqm 3.2 35

68 RNystructurerPWebPserversPforPRNyPsecondaryPstructurePpredictionPandPanalysisfPNucleicfAcidsf
ResearchdP2013dPlidPWloiel 20.1 220

67 PyrviniumPpamoatePchangesPalternativePsplicingPofPthePserotoninPreceptorPj×PbyPinfluencingPitsPRNyP
structurefPNucleicfAcidsfResearchdP2013dPlidPkpiqekj 20.1 26

66 yccuratePSHyPEedirectedPRNyPsecondaryPstructurePmodelingdPincludingPpseudoknotsfPProceedingsf
offthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericadP2013dPiihdPmlqpemhk 11.5 210

65 RNyPstructurePpredictionrPanPoverviewPofPmethodsfPMethodsfinfMolecularfBiologydP2012dPqhmdPqqeijj 1.4 97

64 ThePymberPffqqPForcePFieldPPredictsPRelativePFreePEnergyP×hangesPforPRNyPHelixPFormationfP
JournalfoffChemicalfTheoryfandfComputationdP2012dPpdPjlqoejmhm 6.4 30

63 StatisticalPevaluationPofPimprovementPinPRNyPsecondaryPstructurePpredictionfPNucleicfAcidsfResearch
dP2012dPlhdPejn 20.1 22

62 TurboKnotrPrapidPpredictionPofPconservedPRNyPsecondaryPstructuresPincludingPpseudoknotsfP
BioinformaticsdP2012dPjpdPoqjep 7.2 18

61 FluorescencePcompetitionPandPopticalPmeltingPmeasurementsPofPRNyPthreeewayPmultibranchPloopsP
providePaPrevisedPmodelPforPthermodynamicPparametersfPBiochemistrydP2011dPmhdPnlhemk 3.2 15
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60 TurboFoldrPiterativePprobabilisticPestimationPofPsecondaryPstructuresPforPmultiplePRNyPsequencesfP
BMCfBioinformaticsdP2011dPijdPihp 3.6 66

59 yutomatedPRNyPtertiaryPstructurePpredictionPfromPsecondaryPstructurePandPloweresolutionP
restraintsfPJournalfoffComputationalfChemistrydP2011dPkjdPjjkjell 3.5 29

58 MolecularPMechanicsPInvestigationPofPanPydenineeydeninePNone×anonicalPPairP×onformationalP
×hangefPJournalfoffChemicalfTheoryfandfComputationdP2011dPodPkooqekoqj 6.4 12

57 MultilignrPanPalgorithmPtoPpredictPsecondaryPstructuresPconservedPinPmultiplePRNyPsequencesfP
BioinformaticsdP2011dPjodPnjnekj 7.2 42

56 SharingPandParchivingPnucleicPacidPstructurePmappingPdatafPRnadP2011dPiodPijhleij 5.8 27

55 yPsequencePsimilarPtoPtRNyPkPLysPgenePisPembeddedPinPHIVeiPUkeRPandPpromotesPminusestrandP
transferfPNaturefStructuralfandfMolecularfBiologydP2010dPiodPpkeq 17.6 22

54 FragSeqrPtranscriptomeewidePRNyPstructurePprobingPusingPhighethroughputPsequencingfPNaturef
MethodsdP2010dPodPqqmeihhi 21.6 254

53 FoldingPandPfindingPRNyPsecondaryPstructurefPColdfSpringfHarborfPerspectivesfinfBiologydP2010dPjdPahhknnm10.2 107

52 ProbKnotrPfastPpredictionPofPRNyPsecondaryPstructurePincludingPpseudoknotsfPRnadP2010dPindPipoheph 5.8 128

51 ×omputationalPapproachesPforPRNyPenergyPparameterPestimationfPRnadP2010dPindPjkhleip 5.8 78

50 NNDzrPthePnearestPneighborPparameterPdatabasePforPpredictingPstabilityPofPnucleicPacidPsecondaryP
structurefPNucleicfAcidsfResearchdP2010dPkpdPDjphej 20.1 316

49 RNystructurerPsoftwarePforPRNyPsecondaryPstructurePpredictionPandPanalysisfPBMCfBioinformaticsdP
2010dPiidPijq 3.6 1095

48
ynPRNyPMolecularPSwitchrPIntrinsicPFlexibilityPofPjkSPrRNyPHelicesPlhPandPnpPmWeUyygmWeGyNPInternalP
LoopsPStudiedPbyPMolecularPDynamicsPMethodsfPJournalfoffChemicalfTheoryfandfComputationdP2010dP
ndPqihejq

6.4 41

47
ynPRNyPmolecularPswitchrPIntrinsicPflexibilityPofPjkSPrRNyPHelicesPlhPandPnpPmWeUyygmWeGyNPinternalP
loopsPstudiedPbyPmolecularPdynamicsPmethodsfPJournalfoffChemicalfTheoryfandfComputationdP2010dP
jhihdPqiheqjq

6.4 16

46 RNyPpseudoknotsrPfoldingPandPfindingfPF1zzzfBiologyfReportsdP2010dPjdPp 28

45 UsingPOligoWalkPtoPidentifyPefficientPsiRNyPsequencesfPMethodsfinfMolecularfBiologydP2010dPnjqdPihqeji 1.4 7

44 ImprovedPRNyPsecondaryPstructurePpredictionPbyPmaximizingPexpectedPpairPaccuracyfPRnadP2009dPimdPiphmeik5.8 146

43 yccuratePSHyPEedirectedPRNyPstructurePdeterminationfPProceedingsfoffthefNationalfAcademyfoff
SciencesfoffthefUnitedfStatesfoffAmericadP2009dPihndPqoeihj 11.5 493
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42 StochasticPsamplingPofPthePRNyPstructuralPalignmentPspacefPNucleicfAcidsfResearchdP2009dPkodPlhnkeom 20.1 14

41 yccuratePSHyPEedirectedPRNyPstructurePpredictionfPFASEBfJournaldP2009dPjkdPplkfj 0.9

40 NMReassistedPpredictionPofPRNyPsecondaryPstructurerPidentificationPofPaPprobablePpseudoknotPinP
thePcodingPregionPofPanPRjPretrotransposonfPJournalfoffthefAmericanfChemicalfSocietydP2008dPikhdPihjkkeq16.4 37

39 OligoWalkrPanPonlinePsiRNyPdesignPtoolPutilizingPhybridizationPthermodynamicsfPNucleicfAcidsf
ResearchdP2008dPkndPWihlep 20.1 66

38 FundamentalPdifferencesPinPthePequilibriumPconsiderationsPforPsiRNyPandPantisenseP
oligodeoxynucleotidePdesignfPNucleicfAcidsfResearchdP2008dPkndPkokpelm 20.1 20

37 PyRTSrPprobabilisticPalignmentPforPRNyPjoinTPsecondaryPstructurePpredictionfPNucleicfAcidsfResearch
dP2008dPkndPjlhneio 20.1 39

36 ProbabilisticPstructuralPalignmentPofPRNyPsequencesfPProceedingsfoffthefIEEEfInternationalf
ConferencefonfAcousticsufSpeechufandfSignalfProcessingdP2008dP 1.6 1

35 EfficientPsiRNyPselectionPusingPhybridizationPthermodynamicsfPNucleicfAcidsfResearchdP2008dPkndPnlheo 20.1 105

34 NMRPrevealsPthePabsencePofPhydrogenPbondingPinPadjacentPUUPandPyGPmismatchesPinPanPisolatedP
internalPloopPfromPribosomalPRNyfPBiochemistrydP2007dPlndPijnnmeop 3.2 20

33 EfficientPpairwisePRNyPstructurePpredictionPusingPprobabilisticPalignmentPconstraintsPinPDynalignfP
BMCfBioinformaticsdP2007dPpdPikh 3.6 82

32 PredictingPhelicalPcoaxialPstackingPinPRNyPmultibranchPloopsfPRnadP2007dPikdPqkqemi 5.8 52

31 TowardPTurboPDecodingPofPRNyPSecondaryPStructureP2007dP 1

30 EfficientPparameterPestimationPforPRNyPsecondaryPstructurePpredictionfPBioinformaticsdP2007dPjkdPiiqejp 7.2 124

29 RNyPsecondaryPstructurePpredictionfPCurrentfProtocolsfinfNucleicfAcidfChemistrydP2007dP×hapterPiidP
UnitPiifj 0.5 52

28 PredictingPRNyPsecondaryPstructurePbyPfreePenergyPminimizationfPTheoreticalfChemistryfAccountsdP
2006dPiindPinheinp 1.9 16

27 PredictionPofPRNyPsecondaryPstructurePbyPfreePenergyPminimizationfPCurrentfOpinionfinfStructuralf
BiologydP2006dPindPjohep 8.1 283

26 DetectionPofPnonecodingPRNysPonPthePbasisPofPpredictedPsecondaryPstructurePformationPfreePenergyP
changefPBMCfBioinformaticsdP2006dPodPiok 3.6 125

25 yPsetPofPnearestPneighborPparametersPforPpredictingPthePenthalpyPchangePofPRNyPsecondaryP
structurePformationfPNucleicfAcidsfResearchdP2006dPkldPlqijejl 20.1 100

(2006-2009)
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24 NudgedPelasticPbandPcalculationPofPminimalPenergyPpathsPforPthePconformationalPchangePofPaPGGP
nonecanonicalPpairfPJournalfoffMolecularfBiologydP2006dPkmodPinpkeqk 6.5 37

23 RevolutionsPinPRNyPsecondaryPstructurePpredictionfPJournalfoffMolecularfBiologydP2006dPkmqdPmjnekj 6.5 134

22 NearestPneighborPparametersPforPWatsone×rickPcomplementaryPheteroduplexesPformedPbetweenP
jWeOemethylPRNyPandPRNyPoligonucleotidesfPNucleicfAcidsfResearchdP2006dPkldPknhqeil 20.1 33

21 RNyPsecondaryPstructurePanalysisPusingPRNystructurefPCurrentfProtocolsfinfBioinformaticsdP2006dP
×hapterPijdPUnitPijfn 24.2 51

20 RNyPsecondaryPstructurePpredictionP2005dP 1

19 PredictingPaPsetPofPminimalPfreePenergyPRNyPsecondaryPstructuresPcommonPtoPtwoPsequencesfP
BioinformaticsdP2005dPjidPjjlnemk 7.2 95

18 UsingPanPRNyPsecondaryPstructurePpartitionPfunctionPtoPdeterminePconfidencePinPbasePpairsP
predictedPbyPfreePenergyPminimizationfPRnadP2004dPihdPiiopeqh 5.8 249

17 SecondaryPstructurePmodelsPofPthePkWPuntranslatedPregionsPofPdiversePRjPRNysfPRnadP2004dPihdPqopepo 5.8 20

16
IncorporatingPchemicalPmodificationPconstraintsPintoPaPdynamicPprogrammingPalgorithmPforP
predictionPofPRNyPsecondaryPstructurefPProceedingsfoffthefNationalfAcademyfoffSciencesfoffthef
UnitedfStatesfoffAmericadP2004dPihidPojpoeqj

11.5 1090

15 ExperimentallyPderivedPnearesteneighborPparametersPforPthePstabilityPofPRNyPthreeePandPfourewayP
multibranchPloopsfPBiochemistrydP2002dPlidPpnqeph 3.2 66

14 DynalignrPanPalgorithmPforPfindingPthePsecondaryPstructurePcommonPtoPtwoPRNyPsequencesfPJournalf
offMolecularfBiologydP2002dPkiodPiqiejhk 6.5 302

13 ThermodynamicsPofPthreeewayPmultibranchPloopsPinPRNyfPBiochemistrydP2001dPlhdPnqoiepi 3.2 76

12 ThermodynamicsPofPRNyPSecondaryPStructurePFormationP1999dPjielo 6

11 PredictingPoligonucleotidePaffinityPtoPnucleicPacidPtargetsfPRnadP1999dPmdPilmpenq 5.8 199

10 ExpandedPsequencePdependencePofPthermodynamicPparametersPimprovesPpredictionPofPRNyP
secondaryPstructurefPJournalfoffMolecularfBiologydP1999dPjppdPqiielh 6.5 3182

9 ynPUpdatedPRecursivePylgorithmPforPRNyPSecondaryPStructurePPredictionPwithPImprovedP
ThermodynamicPParametersfPACSfSymposiumfSeriesdP1997dPjlnejmo 0.4 14

8 RNyPHelixPThermodynamicsrPThePEndPGame 2

7 LinearFoldrPLineareTimePPredictionPofPRNyPSecondaryPStructures 1
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6 ThePformationPofPintramolecularPsecondaryPstructurePbringsPmRNyPendsPinPclosePproximity 1

5 ×hemicallyPyccuratePRelativePFoldingPStabilityPofPRNyPHairpinsPfromPMolecularPSimulations 1

4 ×RISPRg×asqebasedPmutagenesisPfrequentlyPprovokesPonetargetPmRNyPmisregulation 1

3 SecondaryPStructurePPredictionPforPRNyPSequencesPIncludingPNnemethyladenosine 1

2 SpecificPlengthPandPstructurePratherPthanPhighPthermodynamicPstabilityPenablePregulatoryPmRNyP
stemeloopsPtoPpausePtranslation 2

1 QuantitativePpredictionPofPvariantPeffectsPonPalternativePsplicingPusingPendogenousPpreemessengerP
RNyPstructurePprobing 1
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