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i Paper IF Citations

172 qIbacterialIsmallIRNqIregulatesItheIadaptationIofIxelicobacterIpyloriItoItheIhostIenvironmentXI
NaturedCommunicationsVI2021VIabVIbZhe 17.4 14

171 sharacterizingIPromoterIandIunhancerISequencesIbyIaIteepILearningIMethodXIFrontiersdindGenetics
VI2021VIabVIfhabei 4.5 0

170 qIsemiWsupervisedIdeepIlearningIapproachIforIpredictingItheIfunctionalIeffectsIofIgenomicI
nonWcodingIvariationsXIBMCdBioinformaticsVI2021VIbbVIabh 3.6 0

169 uxtremeIvalueItheoryIasIaIframeworkIforIunderstandingImutationIfrequencyIdistributionIinIcancerI
genomesXIPLoSdONEVI2021VIafVIeZbdceie 3.7 0

168 xxuXIpromotesImyeloidItransformationIinIcooperationIwithImutantIqSXLaXIBloodVI2020VIacfVIafgZWafhd2.2 6

167 MutationalIdiversityIinImutYIdeficientIxelicobacterIpyloriIandIitsIeffectIonIadaptationItoItheI
gastricIenvironmentXIBiochemicaldanddBiophysicaldResearchdCommunicationsVI2020VIebeVIhZfWhaa 3.4 3

166 RNqWsequencingIrevealsIpositionalImemoryIofImultipotentImesenchymalIstromalIcellsIfromIoralI
andImaxillofacialItissueItranscriptomesXIBMCdGenomicsVI2020VIbaVIdag 4.5 4

165 WholeIgenomeIsequencingIanalysisIidentifiesIrecurrentIstructuralIalterationsIinIesophagealI
squamousIcellIcarcinomaXIPeerJVI2020VIhVIeibid 3.1 6

164 uxistenceIandIpossibleIrolesIofIindependentInonWspwImethylationIinItheImammalianIbrainXIDNAd
ResearchVI2020VIbgVI 4.5 4

163 qIhypotheticalItrivalentIepigeneticIcodeIthatIaffectsItheInatureIofIhumanIuSssXIPLoSdONEVI2020VI
aeVIeZbchgdb 3.7 1

162 ToolsIforItheIRecognitionIofISortingISignalsIandItheIPredictionIofISubcellularILocalizationIofI
ProteinsIvromITheirIqminoIqcidISequencesXIFrontiersdindGeneticsVI2020VIaaVIfZghab 4.5 5

161 rroadIxeterochromaticItomainsIOpenIinIwonocyteItevelopmentIPriorItoIteINovoItNqI
MethylationXIDevelopmentaldCellVI2019VIeaVIbaWcdXee 10.2 17

160 qIsystematicIsequencingWbasedIapproachIforImicrobialIcontaminantIdetectionIandIfunctionalI
inferenceXIBMCdBiologyVI2019VIagVIgb 7.3 8

159 ynformationIScienceIShouldITakeIaILeadIinIvutureIriomedicalIResearchXIEngineeringVI2019VIeVIaaeeWaaeh 9.7 1

158 wenomicIanalysisIofIpancreaticIjuiceItNqIassessesImalignantIriskIofIintraductalIpapillaryImucinousI
neoplasmIofIpancreasXICancerdMedicineVI2019VIhVIdefeWdegc 4.8 10

157 qnalyzingItheIctIchromatinIorganizationIcoordinatingIwithIgeneIexpressionIregulationIinIrWcellI
lymphomaXIBMCdMedicaldGenomicsVI2019VIaaVIabg 3.7 8

156 PredictionIofIProteinILocalizationI2019VIecWei 0
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155 PredictionIofIProteinWrindingISitesIinItNqISequencesI2019VIddgWdea

154 xomeoboxITranscriptionIvactorIxhexIPromotesIMyeloidILeukemiaIinIsooperationIwithIMutantI
qSXLaXIBloodVI2019VIacdVIbebeWbebe 2.2

153 wenerationIofItumorIantigenWspecificImurineIsthUITIcellsIwithIenhancedIantiWtumorIactivityIviaI
highlyIefficientIsRySPRYsasiIgenomeIeditingXIInternationaldImmunologyVI2018VIcZVIadaWaed 4.9 7

152 trTSSYtr–uROIforIintegratedIanalysisIofItranscriptionalIregulationXINucleicdAcidsdResearchVI2018VI
dfVItbbiWtbch 20.1 37

151 qNySuutIbZagjIextendingItheIintegratedIascidianIdatabaseItoItheIexplorationIandIevolutionaryI
comparisonIofIgenomeWscaleIdatasetsXINucleicdAcidsdResearchVI2018VIdfVItgahWtgbe 20.1 58

150
yntegrativeIanalysisIofIgeneIexpressionIandItNqImethylationIusingIunsupervisedIfeatureI
extractionIforIdetectingIcandidateIcancerIbiomarkersXIJournaldofdBioinformaticsdanddComputationald
BiologyVI2018VIafVIaheZZZf

1 10

149 riomarkerIdiscoveryIbyIintegratedIjointInonWnegativeImatrixIfactorizationIandIpathwayIsignatureI
analysesXIScientificdReportsVI2018VIhVIigdc 4.9 15

148 MutationalIyntratumorIxeterogeneityIisIaIsomplexIandIuarlyIuventIinItheItevelopmentIofIqdultI
TWcellILeukemiaYLymphomaXINeoplasiaVI2018VIbZVIhhcWhic 6.4 7

147 wenomicIlandscapeIofIcolitisWassociatedIcancerIindicatesItheIimpactIofIchronicIinflammationIandIitsI
stratificationIbyImutationsIinItheIWntIsignalingXIOncotargetVI2018VIiVIifiWiha 3.3 23

146 yntroductionItoISelectedIPapersIfromIwyWbZahXIJournaldofdBioinformaticsdanddComputationaldBiology
VI2018VIafVIahZbZZe 1

145 WavesIofIchromatinImodificationsIinImouseIdendriticIcellsIinIresponseItoILPSIstimulationXIGenomed
BiologyVI2018VIaiVIach 18.3 9

144 TimeXNetIWebjIidentifyingIcellularIresponseInetworksIfromIdiverseIomicsItimeWcourseIdataXI
BioinformaticsVI2018VIcdVIcgfdWcgfe 7.2

143 OrganismWLevelIqnalysisIofIVaccinationIRevealsINetworksIofIProtectionIacrossITissuesXICellVI2017VI
agaVIcihWdacXeba 56.2 50

142 ynferringIclonalIstructureIinIxTLVWaWinfectedIindividualsjItowardsIbridgingItheIgapIbetweenIanalysisI
andIvisualizationXIHumandGenomicsVI2017VIaaVIae 6.8 6

141 slonalityIofIxTLVWaWinfectedITIcellsIasIaIriskIindicatorIforIdevelopmentIandIprogressionIofIadultI
TWcellIleukemiaXIBlooddAdvancesVI2017VIaVIaaieWabZe 7.8 21

140 tifferentialIlandscapeIofInonWspwImethylationIinIembryonicIstemIcellsIandIneuronsIcausedIbyI
tNMTcsXIScientificdReportsVI2017VIgVIaabie 4.9 44

139
MultidisciplinaryIinsightIintoIclonalIexpansionIofIxTLVWaWinfectedIcellsIinIadultITWcellIleukemiaIviaI
modelingIbyIdeterministicIfiniteIautomataIcoupledIwithIhighWthroughputIsequencingXIBMCdMedicald
GenomicsVI2017VIaZVId

3.7 7

138 ModelingItheIWregulatoryImodulesIofIgenesIexpressedIinIdevelopmentalIstagesIofXIPeerJVI2017VIeVIecchi3.1 1

(2017-2019)
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137 PqXfIysoformsVIalongIwithIReprogrammingIvactorsVItifferentiallyIRegulateItheIynductionIofI
sorneaWspecificIwenesXIScientificdReportsVI2016VIfVIbZhZg 4.9 34

136 OpenTeinjIaIdatabaseIofIdigitalIwholeWslideIimagesIofIstemIcellWderivedIteratomasXINucleicdAcidsd
ResearchVI2016VIddVItaZZZWd 20.1 2

135 wenomeWwideIidentificationIandIcharacterizationIofItranscriptionIstartIsitesIandIpromotersIinItheI
tunicateIsionaIintestinalisXIGenomedResearchVI2016VIbfVIadZWeZ 9.7 10

134 TheIuxonIzunctionIsomplexIsontrolsItheIufficientIandIvaithfulISplicingIofIaISubsetIofITranscriptsI
ynvolvedIinIMitoticIsellWsycleIProgressionXIInternationaldJournaldofdMoleculardSciencesVI2016VIagVI 6.3 17

133 ZrTrafIasIaItownstreamITargetIweneIofIOsterixIRegulatesIOsteoblastogenesisIofIxumanI
MultipotentIMesenchymalIStromalIsellsXIJournaldofdCellulardBiochemistryVI2016VIaagVIbdbcWcd 4.7 18

132 StableIfeatureIselectionIbasedIonItheIensembleILIWnormIsupportIvectorImachineIforIbiomarkerI
discoveryXIBMCdGenomicsVI2016VIagVIaZbf 4.5 20

131 TranscriptionalIregulationIofIaIhorizontallyItransferredIgeneIfromIbacteriumItoIchordateXI
ProceedingsdofdthedRoyaldSocietydB:dBiologicaldSciencesVI2016VIbhcVI 4.4 14

130 qIstudyIonItheIapplicationIofItopicImodelsItoImotifIfindingIalgorithmsXIBMCdBioinformaticsVI2016VI
agVIeZb 3.6 4

129 qdvancesVIpracticeVIandIclinicalIperspectivesIinIhighWthroughputIsequencingXIOraldDiseasesVI2016VI
bbVIcecWfd 3.5 7

128 trTMuujIaIdatabaseIofItranscriptomeIinImouseIearlyIembryosXINucleicdAcidsdResearchVI2015VIdcVItggaWf 20.1 44

127 xitPredictIversionIdjIcomprehensiveIreliabilityIscoringIofIphysicalIproteinWproteinIinteractionsIfromI
moreIthanIaZZIspeciesXIDatabase:dthedJournaldofdBiologicaldDatabasesdanddCurationVI2015VIbZaeVI 5 63

126 qIweneticIqlgorithmIforIMotifIvindingIrasedIonIStatisticalISignificanceXILecturedNotesdindComputerd
ScienceVI2015VIdchWddi 0.9 5

125 trTSSIasIanIintegrativeIplatformIforItranscriptomeVIepigenomeIandIgenomeIsequenceIvariationI
dataXINucleicdAcidsdResearchVI2015VIdcVIthgWia 20.1 43

124 tiscoveryIofIyntermediaryIwenesIbetweenIPathwaysIUsingISparseIRegressionXIPLoSdONEVI2015VIaZVIeZacgbbb3.7 1

123 qlterationsIinIrRNqWmRNqIinteractionIduringIplastidIevolutionXIMoleculardBiologydanddEvolutionVI
2014VIcaVIagbhWdZ 8.3 2

122 qnalysisIofIchangesIinItranscriptionIstartIsiteIdistributionIbyIaIclassificationIapproachXIGeneVI2014VI
ecgVIbiWdZ 3.8 10

121 TimeXNetjIidentifyingIactiveIgeneIsubWnetworksIusingItimeWcourseIgeneIexpressionIprofilesXIBMCd
SystemsdBiologyVI2014VIhISupplIdVISb 3.5 9

120 somputationalIpromoterImodelingIidentifiesItheImodesIofItranscriptionalIregulationIinI
hematopoieticIstemIcellsXIPLoSdONEVI2014VIiVIeichec 3.7 7
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119 qIsetIofIstructuralIfeaturesIdefinesItheIcisWregulatoryImodulesIofIantennaWexpressedIgenesIinI
trosophilaImelanogasterXIPLoSdONEVI2014VIiVIeaZdcdb 3.7 2

118 ynnateIimmunityIinteractomeIdynamicsXIGenedRegulationdanddSystemsdBiologyVI2014VIhVIaWae 2 1

117 tevelopmentIandIvalidationIofIaInewIhighWthroughputImethodItoIinvestigateItheIclonalityIofI
xTLVWaWinfectedIcellsIbasedIonIprovirusIintegrationIsitesXIGenomedMedicineVI2014VIfVIdf 14.4 42

116 uvaluationIofIsequenceIfeaturesIfromIintrinsicallyIdisorderedIregionsIforItheIestimationIofIproteinI
functionXIPLoSdONEVI2014VIiVIehihiZ 3.7 17

115 ydentificationIofInovelImotifIpatternsItoIdecipherItheIpromoterIarchitectureIofIcoWexpressedIgenesI
inIqrabidopsisIthalianaXIBMCdSystemsdBiologyVI2013VIgISupplIcVISaZ 3.5 6

114 sharacterizationIofItheIcompactIbicistronicImicroRNqIprecursorVImiRWaYmiRWaccVIexpressedI
specificallyIinIsionaImuscleItissuesXIGenedExpressiondPatternsVI2013VIacVIdcWeZ 1.5 18

113 ynferringItheIchoreographyIofIparentalIgenomesIduringIfertilizationIfromIultralargeWscaleI
wholeWtranscriptomeIanalysisXIGenesdanddDevelopmentVI2013VIbgVIbgcfWdh 12.6 64

112 LinkingItranscriptionalIchangesIoverItimeIinIstimulatedIdendriticIcellsItoIidentifyIgeneInetworksI
activatedIduringItheIinnateIimmuneIresponseXIPLoSdComputationaldBiologyVI2013VIiVIeaZZccbc 5 21

111 ympactsIofItheIuNsOtuIProjectXISeibutsudButsuriVI2013VIecVIbgbWbgc 0

110 SequenceWIandIspeciesWdependenceIofIproteasomalIprocessivityXIACSdChemicaldBiologyVI2012VIgVIadddWec4.9 40

109 TIcellIreceptorIstimulationWinducedIepigeneticIchangesIandIvoxpcIexpressionIareIindependentIandI
complementaryIeventsIrequiredIforITregIcellIdevelopmentXIImmunityVI2012VIcgVIgheWii 32.3 494

108 wlobalIgeneIexpressionIofItheIinnerIcellImassIandItrophectodermIofItheIbovineIblastocystXIBMCd
DevelopmentaldBiologyVI2012VIabVIcc 3.1 61

107 shemicalIcompositionIisImaintainedIinIpoorlyIconservedIintrinsicallyIdisorderedIregionsIandI
suggestsIaImeansIforItheirIclassificationXIMoleculardBioSystemsVI2012VIhVIcbfbWgc 34

106 qIbitWparallelIdynamicIprogrammingIalgorithmIsuitableIforItNqIsequenceIalignmentXIJournaldofd
BioinformaticsdanddComputationaldBiologyVI2012VIaZVIabeZZZb 1 4

105 trTSSjItataraseIofITranscriptionalIStartISitesIprogressIreportIinIbZabXINucleicdAcidsdResearchVI2012
VIdZVItaeZWd 20.1 42

104 wenomeWwideIanalysisIofItNqImethylationIandIexpressionIofImicroRNqsIinIbreastIcancerIcellsXI
InternationaldJournaldofdMoleculardSciencesVI2012VIacVIhbeiWgb 6.3 35

103 wenomeIStructureVIvunctionalIwenomicsVIandIProteomicsIinIqscidiansI2012VIhgWacb 2

102 vunctionalIannotationIofIintrinsicallyIdisorderedIdomainsIbyItheirIaminoIacidIcontentIusingIyttI
NavigatorXIPacificdSymposiumdondBiocomputingdPacificdSymposiumdondBiocomputingVI2012VIafdWge 1.3 3

(2012-2014)
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101 RqN–IsignalingIinducesIinterferonWstimulatedIgenesIinItheIfetalIthymicIstromaXIBiochemicaldandd
BiophysicaldResearchdCommunicationsVI2011VIdZhVIecZWf 3.4 12

100 qIregressionIanalysisIofIgeneIexpressionIinIuSIcellsIrevealsItwoIgeneIclassesIthatIareIsignificantlyI
differentIinIepigeneticIpatternsXIBMCdBioinformaticsVI2011VIabISupplIaVISeZ 3.6 17

99 qssessingItheIutilityIofIgeneIcoWexpressionIstabilityIinIcombinationIwithIcorrelationIinItheIanalysisI
ofIproteinWproteinIinteractionInetworksXIBMCdGenomicsVI2011VIabISupplIcVISai 4.5 7

98 ProfilingIascidianIpromotersIasItheIprimordialItypeIofIvertebrateIpromoterXIBMCdGenomicsVI2011VI
abISupplIcVISg 4.5 4

97 xitPredictjIaIdatabaseIofIqualityIassessedIproteinWproteinIinteractionsIinInineIspeciesXINucleicdAcidsd
ResearchVI2011VIciVItgddWi 20.1 74

96 wenomeWwideIcharacterizationIofItranscriptionalIstartIsitesIinIhumansIbyIintegrativeItranscriptomeI
analysisXIGenomedResearchVI2011VIbaVIggeWhi 9.7 100

95 srossWvalidatedImethodsIforIpromoterYtranscriptionIstartIsiteImappingIinISLItransWsplicedIgenesVI
establishedIusingItheIsionaIintestinalisItroponinIyIgeneXINucleicdAcidsdResearchVI2011VIciVIbfchWdh 20.1 5

94 PredictingIpromoterIactivitiesIofIprimaryIhumanItNqIsequencesXINucleicdAcidsdResearchVI2011VIciVIege 20.1 8

93 SeedWSetIsonstructionIbyIuquiWentropyIPartitioningIforIufficientIandISensitiveIShortWReadIMappingXI
LecturedNotesdindComputerdScienceVI2011VIaeaWafb 0.9 1

92 TheIzmjdcWyrfdIaxisIregulatesIMbImacrophageIpolarizationIandIhostIresponsesIagainstIhelminthI
infectionXINaturedImmunologyVI2010VIaaVIicfWdd 19.1 803

91 trTSSIprovidesIaItissueIspecificIdynamicIviewIofITranscriptionIStartISitesXINucleicdAcidsdResearchVI
2010VIchVItihWaZd 20.1 46

90 ModelingItissueWspecificIstructuralIpatternsIinIhumanIandImouseIpromotersXINucleicdAcidsdResearchVI
2010VIchVIagWbe 20.1 39

89 wenomicIcisWregulatoryInetworksIinItheIearlyIsionaIintestinalisIembryoXIDevelopmentdmCambridgenVI
2010VIacgVIafacWbc 6.6 54

88 sharacterizationIofItranscriptionIstartIsitesIofIputativeInonWcodingIRNqsIbyImultifacetedIuseIofI
massivelyIparalleledIsequencerXIDNAdResearchVI2010VIagVIafiWhc 4.5 3

87 tesignIandIutilityIofIssNbIanchorIpeptideIaptamersXIBiochimieVI2010VIibVIaZaZWe 4.6 6

86
cPcZcIsomputationalIpredictionIofImitochondrialIinnerImembraneIproteinsRrioinformaticsjI
vunctionalIgenomicsVTheIdhthIqnnualIMeetingIofItheIriophysicalISocietyIofIzapanSXISeibutsudButsuri
VI2010VIeZVISaii

0

85 PositionalIvariationsIamongIheterogeneousInucleosomeImapsIgiveIdynamicalIinformationIonI
chromatinXIChromosomaVI2010VIaaiVIciaWdZd 2.8 6

84 ynsorbZaZIWIithIynternationalIsonferenceIonIrioinformaticsIatITokyoVIzapanVISeptemberIbfWbhVI
bZaZXIBMCdBioinformaticsVI2010VIaaISupplIgVISa 3.6 1
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83 wradualItransitionIfromImosaicItoIglobalItNqImethylationIpatternsIduringIdeuterostomeI
evolutionXIBMCdBioinformaticsVI2010VIaaISupplIgVISb 3.6 16

82 uffectsIofIqluIelementsIonIglobalInucleosomeIpositioningIinItheIhumanIgenomeXIBMCdGenomicsVI
2010VIaaVIcZi 4.5 39

81 shallengesIofItheInextIdecadeIforItheIqsiaIPacificIregionjIbZaZIynternationalIsonferenceIinI
rioinformaticsIRynsorIbZaZSXIBMCdGenomicsVI2010VIaaISupplIdVISa 4.5 9

80 PredictionIofIsubcellularIlocationsIofIproteinsjIwhereItoIproceedoXIProteomicsVI2010VIaZVIcigZWhc 4.8 66

79 PseudocountsIforItranscriptionIfactorIbindingIsitesXINucleicdAcidsdResearchVI2009VIcgVIiciWdd 20.1 36

78 MassiveItranscriptionalIstartIsiteIanalysisIofIhumanIgenesIinIhypoxiaIcellsXINucleicdAcidsdResearchVI
2009VIcgVIbbdiWfc 20.1 87

77 somparativeIgenomicIanalysesIofIStreptococcusImutansIprovideIinsightsIintoIchromosomalI
shufflingIandIspeciesWspecificIcontentXIBMCdGenomicsVI2009VIaZVIceh 4.5 56

76 PrognoScanjIaInewIdatabaseIforImetaWanalysisIofItheIprognosticIvalueIofIgenesXIBMCdMedicald
GenomicsVI2009VIbVIah 3.7 507

75 SpatialIandItemporalIpreferencesIforItransWsplicingIinIsionaIintestinalisIrevealedIbyIuSTWbasedIgeneI
expressionIanalysisXIGeneVI2009VIdcZVIddWi 3.8 4

74 qNIqSSuSSMuNTIOvIPRutysTyONIqLwORyTxMSIvORINUsLuOSOMuIPOSyTyONyNwI2009VI 4

73 qnIassessmentIofIpredictionIalgorithmsIforInucleosomeIpositioningXIGenomedInformaticsVI2009VIbcVIafiWgh 7

72 TwoIdifferentIclassesIofIcoWoccurringImotifIpairsIfoundIbyIaInovelIvisualizationImethodIinIhumanI
promoterIregionsXIBMCdGenomicsVI2008VIiVIaab 4.5 6

71 WeakIcorrelationIbetweenIsequenceIconservationIinIpromoterIregionsIandIinIproteinWcodingI
regionsIofIhumanWmouseIorthologousIgeneIpairsXIBMCdGenomicsVI2008VIiVIaeb 4.5 11

70 RetrotranspositionIasIaIsourceIofInewIpromotersXIMoleculardBiologydanddEvolutionVI2008VIbeVIabcaWh 8.3 35

69 somprehensiveIdetectionIofIhumanIterminalIoligoWpyrimidineIRTOPSIgenesIandIanalysisIofItheirI
characteristicsXINucleicdAcidsdResearchVI2008VIcfVIcgZgWae 20.1 79

68 MarkovIchainWbasedIpromoterIstructureImodelingIforItissueWspecificIexpressionIpatternIpredictionXI
DNAdResearchVI2008VIaeVIcWaa 4.5 7

67 trTrSjIaIdatabaseIofItranscriptionalIregulationIinIracillusIsubtilisIcontainingIupstreamIintergenicI
conservationIinformationXINucleicdAcidsdResearchVI2008VIcfVIticWf 20.1 290

66 wenomeWwideIanalysisIofIshlamydophilaIpneumoniaeIgeneIexpressionIatItheIlateIstageIofI
infectionXIDNAdResearchVI2008VIaeVIhcWia 4.5 4

(2008-2010)
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65 USyNwISyMPLuIRULuSIONIPRuSuNsuIqNtIPOSyTyONyNwIOvIMOTyvSIvORIPROMOTuRISTRUsTURuI
MOtuLyNwIqNtITySSUuWSPusyvysIuXPRuSSyONIPRutysTyONI2008VI 1

64 wenomeWwideIdemethylationIduringIneuralIdifferentiationIofIPaiIembryonalIcarcinomaIcellsXI
JournaldofdHumandGeneticsVI2008VIecVIaheWaia 4.3 15

63 trTSSjIdatabaseIofItranscriptionIstartIsitesVIprogressIreportIbZZhXINucleicdAcidsdResearchVI2008VIcfVItigWaZa20.1 105

62 TheIxWynvitationalItatabaseIRxWynvtrSVIaIcomprehensiveIannotationIresourceIforIhumanIgenesIandI
transcriptsXINucleicdAcidsdResearchVI2008VIcfVItgicWi 20.1 52

61 UsingIsimpleIrulesIonIpresenceIandIpositioningIofImotifsIforIpromoterIstructureImodelingIandI
tissueWspecificIexpressionIpredictionXIGenomedInformaticsVI2008VIbaVIahhWii 2

60 WoLvIPSORTjIproteinIlocalizationIpredictorXINucleicdAcidsdResearchVI2007VIceVIWeheWg 20.1 2146

59 qTTutWyyjIaIdatabaseIofIcoWexpressedIgenesIandIcisIelementsIforIidentifyingIcoWregulatedIgeneI
groupsIinIqrabidopsisXINucleicdAcidsdResearchVI2007VIceVIthfcWi 20.1 319

58 MelinaIyyjIaIwebItoolIforIcomparisonsIamongIseveralIpredictiveIalgorithmsItoIfindIpotentialImotifsI
fromIpromoterIregionsXINucleicdAcidsdResearchVI2007VIceVIWbbgWca 20.1 33

57 tistinctIclassIofIputativeIKnonWconservedKIpromotersIinIhumansjIcomparativeIstudiesIofIalternativeI
promotersIofIhumanIandImouseIgenesXIGenomedResearchVI2007VIagVIaZZeWad 9.7 28

56 TxuIzqPqNuSuISOsyuTYIOvIryOyNvORMqTysSIRzSriSXIAsiadPacificdBiotechdNewsVI2007VIaaVIaZefWaZeg 0

55 yntrinsicIpromoterIactivitiesIofIprimaryItNqIsequencesIinItheIhumanIgenomeXIDNAdResearchVI2007VI
adVIgaWg 4.5 5

54 somputationalIpredictionIofIsubcellularIlocalizationXIMethodsdindMoleculardBiologyVI2007VIciZVIdbiWff 1.4 35

53 trTSSjItataraseIofIxumanITranscriptionIStartISitesVIprogressIreportIbZZfXINucleicdAcidsdResearchVI
2006VIcdVIthfWi 20.1 84

52 tiverseItNqImethylationIstatusesIatIalternativeIpromotersIofIhumanIgenesIinIvariousItissuesXIDNAd
ResearchVI2006VIacVIaeeWfg 4.5 23

51 trTwRjIaIdatabaseIofItunicateIpromotersIandItheirIregulatoryIelementsXINucleicdAcidsdResearchVI
2006VIcdVIteebWe 20.1 27

50 SbdbWbIsomparativeIanalysisIofIfirmicuteIpromotersRSbWdbjIKrioinformaticsIofITranscriptionalI
RegulationKVSymposiaVqbstractVMeetingIProgramIofIuqrSIOIrSzIbZZfSXISeibutsudButsuriVI2006VIdfVISabi 0

49 SbdbWcIsomparativeIanalysisIofImamalianItranscriptomesRSbWdbjIKrioinformaticsIofITranscriptionalI
RegulationKVSymposiaVqbstractVMeetingIProgramIofIuqrSIOIrSzIbZZfSXISeibutsudButsuriVI2006VIdfVISabi 0

48 tiversificationIofItranscriptionalImodulationjIlargeWscaleIidentificationIandIcharacterizationIofI
putativeIalternativeIpromotersIofIhumanIgenesXIGenomedResearchVI2006VIafVIeeWfe 9.7 354
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47 LargeWscaleIanalysisIofIhumanIalternativeIproteinIisoformsjIpatternIclassificationIandIcorrelationI
withIsubcellularIlocalizationIsignalsXINucleicdAcidsdResearchVI2005VIccVIbceeWfc 20.1 21

46 wenomeWwideIanalysisIrevealsIstrongIcorrelationIbetweenIspwIislandsIwithInearbyItranscriptionI
startIsitesIofIgenesIandItheirItissueIspecificityXIGeneVI2005VIceZVIabiWcf 3.8 79

45 PredictionIofItranscriptionalIterminatorsIinIracillusIsubtilisIandIrelatedIspeciesXIPLoSd
ComputationaldBiologyVI2005VIaVIebe 5 140

44 sancerIgeneIexpressionIdatabaseIRswutSjIaIdatabaseIforIgeneIexpressionIprofilingIwithI
accompanyingIclinicalIinformationIofIhumanIcancerItissuesXINucleicdAcidsdResearchVI2005VIccVIteccWf 20.1 36

43 ParameterILandscapeIqnalysisIforIsommonIMotifItiscoveryIProgramsXILecturedNotesdindComputerd
ScienceVI2005VIgiWhg 0.9 2

42 PROTuyNISUrsuLLULqRILOsqLyZqTyONIPRutysTyONIWyTxIWOLvIPSORTI2005VI 40

41 PredictionIofITranscriptionalITerminatorsIinIracillusIsubtilisIandIRelatedISpeciesXIPLoSd
ComputationaldBiologyVI2005VIpreprintVIebe 5 1

40 vindingIOptimalIPairsIofIPatternsXILecturedNotesdindComputerdScienceVI2004VIdeZWdfb 0.9 8

39 vindingIOptimalIPairsIofIsooperativeIandIsompetingIPatternsIwithIroundedItistanceXILectured
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