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n Paper IF Citations

140 PredictingMtransmembraneMproteinMtopologyMwithMaMhiddenMMarkovMmodeloMapplicationMtoMcompleteM
genomescMJournalgofgMoleculargBiologyaM2001aMhejaMjklbme 6.5 8822

139 yecipheringMtheMbiologyMofMMycobacteriumMtuberculosisMfromMtheMcompleteMgenomeMsequencecM
NatureaM1998aMhnhaMjhlbii 50.4 6341

138 wiologicalMSequenceMvnalysisoMProbabilisticMModelsMofMProteinsMandMNucleicMvcidsM1998aM 2271

137 vMcombinedMtransmembraneMtopologyMandMsignalMpeptideMpredictionMmethodcMJournalgofgMolecularg
BiologyaM2004aMhhmaMfeglbhk 6.5 1669

136 κiddenMMarkovMmodelsMinMcomputationalMbiologycMvpplicationsMtoMproteinMmodelingcMJournalgofg
MoleculargBiologyaM1994aMghjaMfjefbhf 6.5 1331

135 vdvantagesMofMcombinedMtransmembraneMtopologyMandMsignalMpeptideMpredictionbbtheMPhobiusMwebM
servercMNucleicgAcidsgResearchaM2007aMhjaMWignbhg 20.1 1033

134 xompleteMgenomeMsequenceMofMaMmultipleMdrugMresistantMSalmonellaMentericaMserovarMTyphiMxTfmcM
NatureaM2001aMifhaMmimbjg 50.4 1010

133 PredictionMofMlipoproteinMsignalMpeptidesMinMGrambnegativeMbacteriacMProteingScienceaM2003aMfgaMfkjgbkg 6.3 880

132 ProgrammedMcellMdeathMiMVPyxyiWMisManMimportantMfunctionalMtargetMofMtheMmicroRNvMmiRbgfMinM
breastMcancerMcellscMJournalgofgBiologicalgChemistryaM2008aMgmhaMfegkbhh 5.4 871

131 —astMandMsensitiveMtaxonomicMclassificationMforMmetagenomicsMwithMKaijucMNaturegCommunicationsaM
2016aMlaMffgjl 17.4 677

130 vncientMhumanMgenomeMsequenceMofManMextinctMPalaeobzskimocMNatureaM2010aMikhaMljlbkg 50.4 567

129 RecalibratingMzquusMevolutionMusingMtheMgenomeMsequenceMofManMearlyMMiddleMPleistoceneMhorsecM
NatureaM2013aMinnaMlibm 50.4 563

128 JvSPvRaMtheMopenMaccessMdatabaseMofMtranscriptionMfactorbbindingMprofilesoMnewMcontentMandMtoolsM
inMtheMgeemMupdatecMNucleicgAcidsgResearchaM2008aMhkaMyfegbk 20.1 541

127 vnMvboriginalMvustralianMgenomeMrevealsMseparateMhumanMdispersalsMintoMvsiacMScienceaM2011aMhhiaMnibm 33.3 528

126
WholebgenomeMsequencingMofMcultivatedMandMwildMpeppersMprovidesMinsightsMintoMxapsicumM
domesticationMandMspecializationcMProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedg
StatesgofgAmericaaM2014aMfffaMjfhjbie

11.5 466

125 TheMtranscriptionalMnetworkMthatMcontrolsMgrowthMarrestMandMdifferentiationMinMaMhumanMmyeloidM
leukemiaMcellMlinecMNaturegGeneticsaM2009aMifaMjjhbkg 36.3 356

124 microRNvbfefMisMaMpotentMinhibitorMofMautophagycMEMBOgJournalaM2011aMheaMikgmbif 13 275
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123 PredictionMofMhumanMproteinMfunctionMfromMpostbtranslationalMmodificationsMandMlocalizationM
featurescMJournalgofgMoleculargBiologyaM2002aMhfnaMfgjlbkj 6.5 274

122 vnMκMMMposteriorMdecoderMforMsequenceMfeatureMpredictionMthatMincludesMhomologyMinformationcM
BioinformaticsaM2005aMgfMSupplMfaMigjfbl 7.2 246

121 vMhiddenMMarkovMmodelMthatMfindsMgenesMinMzcMcoliMyNvcMNucleicgAcidsgResearchaM1994aMggaMilkmblm 20.1 219

120 WhatMareMartificialMneuralMnetworkstcMNaturegBiotechnologyaM2008aMgkaMfnjbl 44.5 207

119 TheMgenomeMofMtheMleafbcuttingMantMvcromyrmexMechinatiorMsuggestsMkeyMadaptationsMtoMadvancedM
socialMlifeMandMfungusMfarmingcMGenomegResearchaM2011aMgfaMfhhnbim 9.7 183

118 miRbiinMinhibitsMcellMproliferationMandMisMdownbregulatedMinMgastricMcancercMMoleculargCanceraM2011aM
feaMgn 42.1 181

117 ReliabilityMmeasuresMforMmembraneMproteinMtopologyMpredictionMalgorithmscMJournalgofgMolecularg
BiologyaM2003aMhglaMlhjbii 6.5 181

116 vMcodeMforMtranscriptionMinitiationMinMmammalianMgenomescMGenomegResearchaM2008aMfmaMfbfg 9.7 179

115 ImprovingMancientMyNvMreadMmappingMagainstMmodernMreferenceMgenomescMBMCgGenomicsaM2012aMfhaMflm4.5 178

114 OnMtheMtotalMnumberMofMgenesMandMtheirMlengthMdistributionMinMcompleteMmicrobialMgenomescMTrendsg
ingGeneticsaM2001aMflaMigjbm 8.5 170

113 GenomeManalysisMrevealsMinsightsMintoMphysiologyMandMlongevityMofMtheMwrandtUsMbatMMyotisMbrandtiicM
NaturegCommunicationsaM2013aMiaMggfg 17.4 160

112 MolecularMcompositionMofMIMPfMribonucleoproteinMgranulescMMoleculargandgCellulargProteomicsaM2007
aMkaMlnmbmff 7.6 160

111 κiddenMMarkovMmodelsMforMsequenceManalysisoMextensionMandManalysisMofMtheMbasicMmethodcM
BioinformaticsaM1996aMfgaMnjbfel 7.2 160

110 vMsequencebprofilebbasedMκMMMforMpredictingMandMdiscriminatingMbetaMbarrelMmembraneMproteinscM
BioinformaticsaM2002aMfmMSupplMfaMSikbjh 7.2 158

109 NoMevidenceMthatMmRNvsMhaveMlowerMfoldingMfreeMenergiesMthanMrandomMsequencesMwithMtheMsameM
dinucleotideMdistributioncMNucleicgAcidsgResearchaM1999aMglaMimfkbgg 20.1 149

108 yirichletMmixturesoMaMmethodMforMimprovedMdetectionMofMweakMbutMsignificantMproteinMsequenceM
homologycMBioinformaticsaM1996aMfgaMhglbij 7.2 139

107 MicroRNvbfijMtargetsMYzSMandMSTvTfMinMcolonMcancerMcellscMPLoSgONEaM2010aMjaMemmhk 3.7 138

106 vdaptationsMtoMaMsubterraneanMenvironmentMandMlongevityMrevealedMbyMtheManalysisMofMmoleMratM
genomescMCellgReportsaM2014aMmaMfhjibki 10.6 124
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105 GenomicMvnalysesMfromMNonbinvasiveMPrenatalMTestingMRevealMGeneticMvssociationsaMPatternsMofM
ViralMInfectionsaMandMxhineseMPopulationMκistorycMCellaM2018aMfljaMhilbhjncefi 56.2 123

104 zasyGenebbaMprokaryoticMgeneMfinderMthatMranksMOR—sMbyMstatisticalMsignificancecMBMCgBioinformaticsaM
2003aMiaMgf 3.6 120

103 NovelMvariationMandMdeMnovoMmutationMratesMinMpopulationbwideMdeMnovoMassembledMyanishMtrioscM
NaturegCommunicationsaM2015aMkaMjnkn 17.4 119

102 ImprovingMpredictionMofMproteinMsecondaryMstructureMusingMstructuredMneuralMnetworksMandMmultipleM
sequenceMalignmentscMJournalgofgComputationalgBiologyaM1996aMhaMfkhbmh 1.7 117

101 GenomebwideMdetectionMandManalysisMofMhippocampusMcoreMpromotersMusingMyeepxvGzcMGenomeg
ResearchaM2009aMfnaMgjjbkj 9.7 116

100 RapidMdetectionMofMstructuralMvariationMinMaMhumanMgenomeMusingMnanochannelbbasedMgenomeM
mappingMtechnologycMGigaScienceaM2014aMhaMhi 7.6 113

99 GenomebwideMnucleosomeMmapMandMcytosineMmethylationMlevelsMofManMancientMhumanMgenomecM
GenomegResearchaM2014aMgiaMijibkk 9.7 113

98 LargebscaleMprokaryoticMgeneMpredictionMandMcomparisonMtoMgenomeMannotationcMBioinformaticsaM
2005aMgfaMihggbn 7.2 113

97 MicroRNvbfihMdownbregulatesMκexokinaseMgMinMcolonMcancerMcellscMBMCgCanceraM2012aMfgaMghg 4.8 109

96 GenomebwideMadaptiveMcomplexesMtoMundergroundMstressesMinMblindMmoleMratsMSpalaxcMNatureg
CommunicationsaM2014aMjaMhnkk 17.4 101

95 MammalianMtissuesMdefectiveMinMnonsensebmediatedMmRNvMdecayMdisplayMhighlyMaberrantMsplicingM
patternscMGenomegBiologyaM2012aMfhaMRhj 18.3 90

94 SequencingMandMdeMnovoMassemblyMofMfjeMgenomesMfromMyenmarkMasMaMpopulationMreferencecM
NatureaM2017aMjimaMmlbnf 50.4 87

93 SignaturesMofMRNvMbindingMproteinsMgloballyMcoupledMtoMeffectiveMmicroRNvMtargetMsitescMGenomeg
ResearchaM2010aMgeaMfefebn 9.7 86

92 vMgenerativeaMprobabilisticMmodelMofMlocalMproteinMstructurecMProceedingsgofgthegNationalgAcademygofg
SciencesgofgthegUnitedgStatesgofgAmericaaM2008aMfejaMmnhgbl 11.5 84

91 xomparingMcancerMvsMnormalMgeneMexpressionMprofilesMidentifiesMnewMdiseaseMentitiesMandMcommonM
transcriptionalMprogramsMinMvMLMpatientscMBloodaM2014aMfghaMmnibnei 2.2 82

90 StatisticalMmechanicsMofMensembleMlearningcMPhysicalgReviewgEaM1997aMjjaMmffbmgj 2.4 81

89 xomparativeMMetagenomicsMofMzightMGeographicallyMRemoteMTerrestrialMκotMSpringscMMicrobialg
EcologyaM2015aMleaMiffbgi 4.4 79

88 ReconstructingMgenomeMevolutionMinMhistoricMsamplesMofMtheMIrishMpotatoMfamineMpathogencMNatureg
CommunicationsaM2013aMiaMgflg 17.4 79

AndersuKrogh

4



87 microRNvbfikaMinhibitsMGMproteinbcoupledMreceptorbmediatedMactivationMofMN—b˛”wMbyMtargetingM
xvRyfeMandMxOPSmMinMgastricMcancercMMoleculargCanceraM2012aMffaMlf 42.1 75

86 GenomeMorganisationMandMchromatinMstructureMinMzscherichiaMcolicMBiochimieaM2001aMmhaMgefbfg 4.6 71

85 yecipheringMtheMbiologyMofMMycobacteriumMtuberculosisMfromMtheMcompleteMgenomeMsequencecM
NatureaM1998aMhnkaMfnebfne 50.4 70

84 RpoyMpromotersMinMxampylobacterMjejuniMexhibitMaMstrongMperiodicMsignalMinsteadMofMaMbhjMboxcM
JournalgofgMoleculargBiologyaM2003aMhgkaMfhkfblg 6.5 70

83 IntroductionMtoMtheMTheoryMofMNeuralMxomputation 68

82 SamplingMrealisticMproteinMconformationsMusingMlocalMstructuralMbiascMPLoSgComputationalgBiologyaM
2006aMgaMefhf 5 66

81 vnMintroductionMtoMhiddenMMarkovMmodelsMforMbiologicalMsequencescMNewgComprehensiveg
BiochemistryaM1998aMhgaMijbkh 63

80 NaturallyMoccurringMnucleosomeMpositioningMsignalsMinMhumanMexonsMandMintronscMJournalgofg
MoleculargBiologyaM1996aMgkhaMjehbfe 6.5 62

79 GeneralizationMinMaMlinearMperceptronMinMtheMpresenceMofMnoisecMJournalgofgPhysicsgAaM1992aMgjaMffhjbffil 60

78 xomputationalMevidenceMforMhundredsMofMnonbconservedMplantMmicroRNvscMBMCgGenomicsaM2005aMkaMffn 4.5 59

77 yeMnovoMassemblyMofMaMhaplotypebresolvedMhumanMgenomecMNaturegBiotechnologyaM2015aMhhaMkflbgg 44.5 57

76 MvSTRoMmultipleMalignmentMandMstructureMpredictionMofMnonbcodingMRNvsMusingMsimulatedM
annealingcMBioinformaticsaM2007aMghaMhheibff 7.2 57

75 MicroRNvMtransfectionMandMvGObboundMxLIPbseqMdataMsetsMrevealMdistinctMdeterminantsMofMmiRNvM
actioncMRnaaM2011aMflaMmgebhi 5.8 56

74 SigmaMvMrecognitionMsitesMinMtheMwacillusMsubtilisMgenomecMMicrobiologygpUnitedgKingdomraM2001aMfilaMgiflbgigi2.9 56

73 IntragenomicMmatchingMrevealsMaMhugeMpotentialMforMmiRNvbmediatedMregulationMinMplantscMPLoSg
ComputationalgBiologyaM2007aMhaMeghm 5 52

72 UsingMdatabaseMmatchesMwithMforMκMMGeneMforMautomatedMgeneMdetectionMinMyrosophilacMGenomeg
ResearchaM2000aMfeaMjghbm 9.7 50

71 wayesianMtranscriptomeMassemblycMGenomegBiologyaM2014aMfjaMjef 18.3 43

70 PhaseMtransitionsMinMsimpleMlearningcMJournalgofgPhysicsgAaM1989aMggaMgfhhbgfje 43
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69 NovelMviralMgenomesMidentifiedMfromMsixMmetagenomesMrevealMwideMdistributionMofMarchaealMvirusesM
andMhighMviralMdiversityMinMterrestrialMhotMspringscMEnvironmentalgMicrobiologyaM2016aMfmaMmkhbli 5.2 40

68 xxκMM_PRO—oMaMκMMbbasedMcoiledbcoilMpredictorMwithMevolutionaryMinformationcMBioinformaticsaM
2009aMgjaMgljlbkh 7.2 38

67 IdentificationMandManalysisMofMmiRNvsMinMhumanMbreastMcancerMandMteratomaMsamplesMusingMdeepM
sequencingcMBMCgMedicalgGenomicsaM2009aMgaMhj 3.7 38

66 vMshortbreadMmultiplexMsequencingMmethodMforMreliableaMcostbeffectiveMandMhighbthroughputM
genotypingMinMlargebscaleMstudiescMHumangMutationaM2013aMhiaMflfjbge 4.7 37

65 MeasuringMcovariationMinMRNvMalignmentsoMphysicalMrealismMimprovesMinformationMmeasurescM
BioinformaticsaM2006aMggaMgnmmbnj 7.2 37

64 vdaptableMprobabilisticMmappingMofMshortMreadsMusingMpositionMspecificMscoringMmatricescMBMCg
BioinformaticsaM2014aMfjaMfee 3.6 36

63 PONGOoMaMwebMserverMforMmultipleMpredictionsMofMallbalphaMtransmembraneMproteinscMNucleicgAcidsg
ResearchaM2006aMhiaMWfknblg 20.1 36

62 vccurateMgenotypingMacrossMvariantMclassesMandMlengthsMusingMvariantMgraphscMNaturegGeneticsaM2018aM
jeaMfejibfejn 36.3 35

61 SκvPzMSelectionMVSκvPzSWMenrichMforMRNvMstructureMsignalMinMSκvPzMsequencingbbasedMprobingM
datacMRnaaM2015aMgfaMfeigbjg 5.8 35

60 vnMevolutionaryMmethodMforMlearningMκMMMstructureoMpredictionMofMproteinMsecondaryMstructurecM
BMCgBioinformaticsaM2007aMmaMhjl 3.6 35

59 vsapoMaMframeworkMforMoverbrepresentationMstatisticsMforMtranscriptionMfactorMbindingMsitescMPLoSg
ONEaM2008aMhaMefkgh 3.7 35

58 xancersMofMunknownMprimaryMoriginMVxUPWMareMcharacterizedMbyMchromosomalMinstabilityMVxINWM
comparedMtoMmetastasisMofMknowMorigincMBMCgCanceraM2015aMfjaMfjf 4.8 34

57 LossMofMmiRbfeaMactivatesMlpoMandMcollaboratesMwithMactivatedMWntMsignalingMinMinducingMintestinalM
neoplasiaMinMfemaleMmicecMPLoSgGeneticsaM2013aMnaMefeehnfh 6 34

56 κighlyMaccessibleMvUbrichMregionsMinMhUMuntranslatedMregionsMareMhotspotsMforMbindingMofMregulatoryM
factorscMPLoSgComputationalgBiologyaM2017aMfhaMefeejike 5 33

55 TrainingMκMMMstructureMwithMgeneticMalgorithmMforMbiologicalMsequenceManalysiscMBioinformaticsaM
2004aMgeaMhkfhbn 7.2 33

54 κiddenMneuralMnetworkscMNeuralgComputationaM1999aMffaMjifbkh 2.9 33

53 wiasMofMpurineMstretchesMinMsequencedMchromosomescMComputersgngChemistryaM2002aMgkaMjhfbif 31

52 vlterationsMinMpolyadenylationMandMitsMimplicationsMforMendocrineMdiseasecMFrontiersgingEndocrinologyaM
2013aMiaMjh 5.7 26
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51 yrosophilaMImpMixLIPMidentifiesManMRNvMassemblageMcoordinatingM—bactinMformationcMGenomegBiologyaM
2015aMfkaMfgh 18.3 23

50 yiscoveryMofMregulatoryMelementsMisMimprovedMbyMaMdiscriminatoryMapproachcMPLoSgComputationalg
BiologyaM2009aMjaMefeeejkg 5 23

49 κierarchicalMassociativeMnetworkscMJournalgofgPhysicsgAaM1987aMgeaMiiinbiijj 23

48 vMhiddenMMarkovMmodelMapproachMforMdeterminingMexpressionMfromMgenomicMtilingMmicroMarrayscM
BMCgBioinformaticsaM2006aMlaMghn 3.6 22

47 LearningMwithMnoiseMinMaMlinearMperceptroncMJournalgofgPhysicsgAaM1992aMgjaMfffnbffhh 21

46 SensitiveMdetectionMofMcircularMyNvsMatMsinglebnucleotideMresolutionMusingMguidedMrealignmentMofM
partiallyMalignedMreadscMBMCgBioinformaticsaM2019aMgeaMkkh 3.6 21

45 vutomaticMgenerationMofMgeneMfindersMforMeukaryoticMspeciescMBMCgBioinformaticsaM2006aMlaMgkh 3.6 20

44 LongbMandMshortbtermMselectiveMforcesMonMmalariaMparasiteMgenomescMPLoSgGeneticsaM2010aMkaMefeefenn 6 20

43 cWordsMbMsystematicMmicroRNvMregulatoryMmotifMdiscoveryMfromMmRNvMexpressionMdatacMSilence:gAg
JournalgofgRNAgRegulationaM2013aMiaMg 19

42 vMquantitativeMstudyMofMpruningMbyMoptimalMbrainMdamagecMInternationalgJournalgofgNeuralgSystemsaM
1993aMiaMfjnbkn 6.2 18

41 MeanbfieldManalysisMofMhierarchicalMassociativeMnetworksMwithMUmagnetisationUcMJournalgofgPhysicsgAaM
1988aMgfaMggffbgggi 17

40 yiscoveryaMgenotypingMandMcharacterizationMofMstructuralMvariationMandMnovelMsequenceMatMsingleM
nucleotideMresolutionMfromMdeMnovoMgenomeMassembliesMonMaMpopulationMscalecMGigaScienceaM2015aMiaMki 7.6 16

39 NovelMoverlappingMcodingMsequencesMinMxhlamydiaMtrachomatiscMFEMSgMicrobiologygLettersaM2006aM
gkjaMfekbfl 2.9 15

38 GeneM—indingoMPuttingMtheMPartsMTogetherM1998aMgkfbgli 14

37 NonlinearMbackpropagationoMdoingMbackpropagationMwithoutMderivativesMofMtheMactivationMfunctioncM
IEEEgTransactionsgongNeuralgNetworksaM1997aMmaMfhgfbl 13

36 SugarMMetabolismMofMtheM—irstMThermophilicMPlanctomyceteMoMxomparativeMGenomicMandM
TranscriptomicMvpproachescMFrontiersgingMicrobiologyaM2017aMmaMgfie 5.7 12

35 miRMaidoMaMunifiedMprogrammingMinterfaceMforMmicroRNvMdataMresourcescMBMCgBioinformaticsaM2010aM
ffaMgn 3.6 12

34 PredictionMofMStructurallybyeterminedMxoiledbxoilMyomainsMwithMκiddenMMarkovMModelsM2007aMgngbheg 12

(2007-2015)
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33 ModelingMpromoterMgrammarsMwithMevolvingMhiddenMMarkovMmodelscMBioinformaticsaM2008aMgiaMfkknblj 7.2 11

32 vlternativeMpolyadenylationMofMtumorMsuppressorMgenesMinMsmallMintestinalMneuroendocrineMtumorscM
FrontiersgingEndocrinologyaM2014aMjaMik 5.7 10

31 κiddenMMarkovMModelsMforMpredictionMofMproteinMfeaturescMMethodsgingMoleculargBiologyaM2008aMifhaMflhbnm1.4 10

30 TeachingMcomputersMtoMfoldMproteinscMPhysicalgReviewgEaM2004aMleaMeheneh 2.4 10

29 zvolvingMtheMstructureMofMhiddenMMarkovMmodelscMIEEEgTransactionsgongEvolutionarygComputationaM
2006aMfeaMhnbin 15.6 9

28
SecretedMbreastMtumorMinterstitialMfluidMmicroRNvsMandMtheirMtargetMgenesMareMassociatedMwithM
triplebnegativeMbreastMcanceraMtumorMgradeaMandMimmuneMinfiltrationcMBreastgCancergResearchaM2020aM
ggaMlh

8.3 8

27 RNvMSequencingMofMTrigeminalMGangliaMinMRattusMNorvegicusMafterMGlycerylMTrinitrateMInfusionMwithM
RelevanceMtoMMigrainecMPLoSgONEaM2016aMffaMeefjjehn 3.7 7

26 SNPestoMaMprobabilisticMgraphicalMmodelMforMestimatingMgenotypescMBMCgResearchgNotesaM2014aMlaMknm 2.3 6

25 wayesMyoMflexibleMbiologicalMmodelingMforMmotifMdiscoverycMJournalgofgComputationalgBiologyaM2008aM
fjaMfhilbkh 1.7 6

24 yynamicsMofMLearningMinMSimpleMPerceptronscMPhysicagScriptaaM1989aMTgjaMfinbfjf 2.6 6

23 OnMtheMaccuracyMofMshortMreadMmappingcMMethodsgingMoleculargBiologyaM2013aMfehmaMhnbjn 1.4 6

22 TaxonomicMclassificationMmethodMforMmetagenomicsMbasedMonMcoreMproteinMfamiliesMwithMxorebKaijucM
NucleicgAcidsgResearchaM2020aMimaMenh 20.1 5

21 zarlyMPleistoceneMenamelMproteomeMsequencesMfromMymanisiMresolveMStephanorhinusMphylogeny 5

20 κighbthroughputMproteomicsMofMbreastMcancerMinterstitialMfluidoMidentificationMofMtumorM
subtypebspecificMserologicallyMrelevantMbiomarkerscMMoleculargOncologyaM2021aMfjaMignbikf 7.9 4

19 TranscriptomeMdynamicsMofMtheMmicroRNvMinhibitionMresponsecMNucleicgAcidsgResearchaM2015aMihaMkgelbgf 20.1 3

18 cMIEEEgTransactionsgongInformationgTheoryaM1994aMieaMfgfjbfgfm 2.8 3

17 xvncerMbioMarkerMPredictionMPipelineMVxvMPPWbvMstandardizedMframeworkMforMtheManalysisMofM
quantitativeMbiologicalMdatacMPLoSgComputationalgBiologyaM2020aMfkaMefeelkkj 5 2

16 SensitiveMdetectionMofMcircularMyNvsMatMsinglebnucleotideMresolutionMusingMguidedMrealignmentMofM
partiallyMalignedMreads 2
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15 PredictionMofMyNvMfromMcontextMusingMneuralMnetworks 2

14 vMGeneralMMethodMforMxombiningMPredictorsMTestedMonMProteinMSecondaryMStructureMPredictioncM
PerspectivesgingNeuralgComputingaM2000aMgjnbgki 2

13 MultipleMalignmentMandMstructureMpredictionMofMnonbcodingMRNvMsequencescMBMCgBioinformaticsaM
2007aMmaM 3.6 1

12 TheMwlockMκiddenMMarkovMModelMforMwiologicalMSequenceMvnalysiscMLecturegNotesgingComputerg
ScienceaM2004aMkible 0.9 1

11 MarkovMchainsMandMhiddenMMarkovMmodelsM1998aMilbme 1

10 xontextMdependencyMofMnucleotideMprobabilitiesMandMvariantsMinMhumanMyNvccMBMCgGenomicsaM2022aM
ghaMml 4.5 1

9 LowMPassMGenomesMofMfifaihfMxhineseMRevealMPatternsMofMViralMInfectionaMNovelMPhenotypicM
vssociationsaMandMtheMGeneticMκistoryMofMxhinacMSSRNgElectronicgJournala 1 1

8 xontextMdependencyMofMnucleotideMprobabilitiesMandMvariantsMinMhumanMyNv 1

7 κiddenMMarkovMModelsMforMκumanMGenesM1997aMfjbhg

6 ImprovingMTheMvnalysisMOfMGeneMzxpressionMProfilesMwyMxomparingMvMLMwlastsMWithMTheirMNearestM
NormalMxounterpartscMBloodaM2013aMfggaMgjkmbgjkm 2.2

5 xvncerMbioMarkerMPredictionMPipelineMVxvMPPWâ��vMstandardizedMframeworkMforMtheManalysisMofM
quantitativeMbiologicalMdataM2020aMfkaMefeelkkj

4 xvncerMbioMarkerMPredictionMPipelineMVxvMPPWâ��vMstandardizedMframeworkMforMtheManalysisMofM
quantitativeMbiologicalMdataM2020aMfkaMefeelkkj

3 xvncerMbioMarkerMPredictionMPipelineMVxvMPPWâ��vMstandardizedMframeworkMforMtheManalysisMofM
quantitativeMbiologicalMdataM2020aMfkaMefeelkkj

2 xvncerMbioMarkerMPredictionMPipelineMVxvMPPWâ��vMstandardizedMframeworkMforMtheManalysisMofM
quantitativeMbiologicalMdataM2020aMfkaMefeelkkj

1 xvncerMbioMarkerMPredictionMPipelineMVxvMPPWâ��vMstandardizedMframeworkMforMtheManalysisMofM
quantitativeMbiologicalMdataM2020aMfkaMefeelkkj
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