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k Paper IF Citations

280 sLmachineLlearningLmodelLforLpredictingLdeteriorationLofLuOV{vYckLinpatients^^LScientificfReportsXL
2022XLcdXLdheb 4.9 4

279 dbdbL{SutLaccomplishmentsLbyLaLSeniorLScientistLswardlLStevenLSalzberg^LBioinformaticsXL2021XLeiXLehkkYeibb7.2

278 dbdbL{SutL{nnovatoryLswardlLXiaoleLShirleyLLiu^LBioinformaticsXL2021XLeiXLehkiYehkj 7.2

277 dbdbLOutstandingLcontributionsLtoL{SutLawardlL}udithLtlake^LBioinformaticsXL2021XLeiXLeibc 7.2

276 SusPPlLanLalgorithmLforLimprovedLplasmidLassemblyLinLmetagenomes^LMicrobiomeXL2021XLkXLcff 16.6 5

275 dbdbL{SutLOvertonLPrizelL}ianLPeng^LBioinformaticsXL2021XLeiXLchebYchec 7.2

274 vOΔ{NOlLaLnetworkYbasedLactiveLmoduleLidentificationLalgorithmLwithLreducedLrateLofLfalseLcalls^L
MolecularfSystemsfBiologyXL2021XLciXLekgke 12.2 10

273 ulassificationLofLnodeYpositiveLmelanomasLintoLprognosticLsubgroupsLusingLkeratinXLimmuneXLandL
melanogenesisLexpressionLpatterns^LOncogeneXL2021XLfbXLcikdYcjbg 9.2 4

272 ΔelanomaYSecretedLLysosomesLTriggerLΔonocyteYverivedLvendriticLuellLspoptosisLandLLimitL
uancerL{mmunotherapy^LCancerfResearchXL2020XLjbXLckfdYckgh 10.1 11

271 PROv{yYlLpersonalizedLprioritizationLofLdriverLgenes^LBioinformaticsXL2020XLehXLcjecYcjek 7.2 8

270 UsingLtheLkineticsLofLuYreactiveLproteinLresponseLtoLimproveLtheLdifferentialLdiagnosisLbetweenL
acuteLbacterialLandLviralLinfections^LInfectionXL2020XLfjXLdfcYdfj 5.8 21

269 ΔONwTlLΔultiYomicLmoduleLdiscoveryLbyLomicLselection^LPLoSfComputationalfBiologyXL2020XLchXLecbbjcjd5 2

268 tonnieLtergerLnamedL{SutLdbckL{SutLsccomplishmentsLbyLaLSeniorLScientistLswardLrecipient^L
BioinformaticsXL2020XLehXLgcddYgcde 7.2

267 dbckL{SutLOvertonLPrizelLuhristopheLvessimoz^LBioinformaticsXL2020XLehXLgcdfYgcdg 7.2

266 dbckLOutstandingLuontributionsLtoL{SutLswardedLtoLtarbLtryant^LBioinformaticsXL2020XLehXLgcdh 7.2

265 dbckL{SutL{nnovatorLswardLRecognizesLWilliamLStaffordLNoble^LBioinformaticsXL2020XLehXLgcdiYgcdj 7.2

264 UnravellingLplasmidomeLdistributionLandLinteractionLwithLitsLhostingLmicrobiome^LEnvironmentalf
MicrobiologyXL2020XLddXLedYff 5.2 7
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263 PlasulassLimprovesLplasmidLsequenceLclassification^LPLoSfComputationalfBiologyXL2020XLchXLecbbiijc 5 14

262 ΔONwTlLΔultiYomicLmoduleLdiscoveryLbyLomicLselectionL2020XLchXLecbbjcjd

261 ΔONwTlLΔultiYomicLmoduleLdiscoveryLbyLomicLselectionL2020XLchXLecbbjcjd

260 ΔONwTlLΔultiYomicLmoduleLdiscoveryLbyLomicLselectionL2020XLchXLecbbjcjd

259 ΔONwTlLΔultiYomicLmoduleLdiscoveryLbyLomicLselectionL2020XLchXLecbbjcjd

258 NwΔOlLcancerLsubtypingLbyLintegrationLofLpartialLmultiYomicLdata^LBioinformaticsXL2019XLegXLeefjYeegh 7.2 60

257 yenomeLRearrangementLProblemsLwithLSingleLandLΔultipleLyeneLuopieslLsLReview^LComputationalf
BiologyXL2019XLdbgYdfc 0.7 3

256 PersonalizedLpredictionLofLadverseLheartLandLkidneyLeventsLusingLbaselineLandLlongitudinalLdataL
fromLSPR{NTLandLsuuORv^LPLoSfONEXL2019XLcfXLebdckidj 3.7 3

255 TheLwXPsNvwRL{ntegratedLPlatformLforLTranscriptomeLsnalysis^LJournalfoffMolecularfBiologyXL2019XL
fecXLdekjYdfbh 6.5 13

254 {naccuracyLofLtheLlogYrankLapproximationLinLcancerLdataLanalysis^LMolecularfSystemsfBiologyXL2019XL
cgXLejigf 12.2 6

253 PROΔOlLanLinteractiveLtoolLforLanalyzingLclinicallyYlabeledLmultiYomicLcancerLdatasets^LBMCf
BioinformaticsXL2019XLdbXLied 3.6 11

252 svwPTUSlLaLdiscoveryLtoolLforLdiseaseLpredictionXLenrichmentLandLnetworkLanalysisLbasedLonL
profilesLfromLmanyLdiseases^LBioinformaticsXL2018XLefXLckgkYckhc 7.2 6

251 xaucetlLstreamingLdeLnovoLassemblyLgraphLconstruction^LBioinformaticsXL2018XLefXLcfiYcgf 7.2 6

250 SortingLcancerLkaryotypesLusingLdoubleYcutYandYjoinsXLduplicationsLandLdeletions^LBioinformaticsXL
2018XL 7.2 3

249 xOuSlLaLnovelLmethodLforLanalyzingLenhancerLandLgeneLactivityLpatternsLinfersLanLextensiveL
enhancerYpromoterLmap^LGenomefBiologyXL2018XLckXLgh 18.3 32

248 ΔorphvtlLPrioritizingLyenesLforLSpecializedLΔetabolismLPathwaysLandLyeneLOntologyLuategoriesL
inLPlants^LFrontiersfinfPlantfScienceXL2018XLkXLegd 6.2 5

247
uomputationalLanalysisLofLmRNsLexpressionLprofilingLinLtheLinnerLearLrevealsLcandidateL
transcriptionLfactorsLassociatedLwithLproliferationXLdifferentiationXLandLdeafness^LHumanfGenomicsXL
2018XLcdXLeb

6.8 8

246 dbcjL{SutL{nnovatorLswardLrecognizesLΔ^LΔadanLtabu^LBioinformaticsXL2018XLefXLdeehYdeei 7.2

(2018-2020)
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245 dbcjL{SutLOvertonLPrizeLawardedLtoLuoleLTrapnell^LBioinformaticsXL2018XLefXLdeebYdeec 7.2

244 dbcjL{SutLaccomplishmentsLbyLaLseniorLscientistLaward^LPLoSfComputationalfBiologyXL2018XLcfXLecbbhcej5 0

243 ΔessageLfromLtheL{SutlLdbcjLOutstandingLuontributionsLtoL{SutLswardlLRussLsltman^L
BioinformaticsXL2018XLefXLdeefYdeeg 7.2

242 dbcjL{SutLOvertonLPrizeLawardedLtoLuoleLTrapnell^LPLoSfComputationalfBiologyXL2018XLcfXLecbbhche 5

241 dbcjL{SutL{nnovatorLswardLrecognizesLΔ^LΔadanLtabu^LPLoSfComputationalfBiologyXL2018XLcfXLecbbhchf5

240 dbcjLoutstandingLcontributionsLtoL{SutLawardlLRussLsltman^LPLoSfComputationalfBiologyXL2018XLcfXLecbbhcfb5

239 ΔultiYomicLandLmultiYviewLclusteringLalgorithmslLreviewLandLcancerLbenchmark^LNucleicfAcidsf
ResearchXL2018XLfhXLcbgfhYcbghd 20.1 144

238 yePΔ{lLsLstatisticalLmodelLforLpersonalLintestinalLmicrobiomeLidentification^LNpjfBiofilmsfandf
MicrobiomesXL2018XLfXLdb 8.2 4

237 yenomicLmetaYanalysisLofLtheLinterplayLbetweenLevLchromatinLorganizationLandLgeneLexpressionL
programsLunderLbasalLandLstressLconditions^LEpigeneticsfandfChromatinXL2018XLccXLfk 5.8 4

236 ΔessageLfromLtheL{SutlLdbcjL{SutLsccomplishmentsLbyLaLSeniorLScientistLsward^LBioinformaticsXL
2018XLefXLdeedYdeee 7.2

235 UtilizingLsomaticLmutationLdataLfromLnumerousLstudiesLforLcancerLresearchlLproofLofLconceptLandL
applications^LOncogeneXL2017XLehXLeeigYeeje 9.2 12

234 TranscriptionLfactorLfamilyYspecificLvNsLshapeLreadoutLrevealedLbyLquantitativeLspecificityLmodels^L
MolecularfSystemsfBiologyXL2017XLceXLkcb 12.2 66

233 TiredLandLmisconnectedlLsLbreakdownLofLbrainLmodularityLfollowingLsleepLdeprivation^LHumanf
BrainfMappingXL2017XLejXLeebbYeecf 5.9 33

232 ReconstructingLcancerLkaryotypesLfromLshortLreadLdatalLtheLhalfLemptyLandLhalfLfullLglass^LBMCf
BioinformaticsXL2017XLcjXLfjj 3.6 4

231 {mprovingLtheLperformanceLofLminimizersLandLwinnowingLschemes^LBioinformaticsXL2017XLeeXLiccbYicci 7.2 27

230 sLLinearYTimeLslgorithmLforLtheLuopyLNumberLTransformationLProblem^LJournalfoffComputationalf
BiologyXL2017XLdfXLccikYcckf 1.7 6

229 snalysisLofLbloodYbasedLgeneLexpressionLinLidiopathicLParkinsonLdisease^LNeurologyXL2017XLjkXLchihYchje6.5 59

228 ReducedLchangesLinLproteinLcomparedLtoLmRNsLlevelsLacrossLnonYproliferatingLtissues^LBMCf
GenomicsXL2017XLcjXLebg 4.5 43
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227 uomplexityLandLalgorithmsLforLcopyYnumberLevolutionLproblems^LAlgorithmsfforfMolecularfBiologyXL
2017XLcdXLce 1.8 19

226 SortingLbyLuutsXL}oinsXLandLWholeLuhromosomeLvuplications^LJournalfoffComputationalfBiologyXL
2017XLdfXLcdiYcei 1.7 6

225
TracingLtheLNeuralLuarryoverLwffectsLofL{nterpersonalLsngerLonLRestingYStateLfΔR{LinLΔenLandL
TheirLRelationLtoLTraumaticLStressLSymptomsLinLaLSubsampleLofLSoldiers^LFrontiersfinfBehavioralf
NeuroscienceXL2017XLccXLdgd

3.5 11

224 wxtractingLreplicableLassociationsLacrossLmultipleLstudieslLwmpiricalLtayesLalgorithmsLforL
controllingLtheLfalseLdiscoveryLrate^LPLoSfComputationalfBiologyXL2017XLceXLecbbgibb 5 7

223 vesigningLsmallLuniversalLkYmerLhittingLsetsLforLimprovedLanalysisLofLhighYthroughputLsequencing^L
PLoSfComputationalfBiologyXL2017XLceXLecbbgiii 5 22

222 ΔodelingLproteinYvNsLbindingLviaLhighYthroughputLinLvitroLtechnologies^LBriefingsfinfFunctionalf
GenomicsXL2017XLchXLcicYcjb 4.9 12

221 RecyclerlLanLalgorithmLforLdetectingLplasmidsLfromLdeLnovoLassemblyLgraphs^LBioinformaticsXL2017XL
eeXLfigYfjd 7.2 62

220 SwLΔsPLYLSwLwXLaffinityLlandscapeLΔsPpingLofLtranscriptionLfactorLbindingLsitesLusingLintegratedL
microfluidics^LScientificfReportsXL2016XLhXLeeegc 4.9 11

219 {ntegratedLmicrofluidicLapproachLforLquantitativeLhighYthroughputLmeasurementsLofLtranscriptionL
factorLbindingLaffinities^LNucleicfAcidsfResearchXL2016XLffXLegc 20.1 14

218 wnhancerLmethylationLdynamicsLcontributeLtoLcancerLplasticityLandLpatientLmortality^LGenomef
ResearchXL2016XLdhXLhbcYcc 9.7 67

217 RichΔindlLsLToolLforL{mprovedL{nferenceLfromLLargeYScaleLNeuroimagingLResults^LPLoSfONEXL2016XL
ccXLebcgkhfe 3.7 3

216 vissectingLtheLwffectLofLyeneticLVariationLonLtheLzepaticLwxpressionLofLvrugLvispositionLyenesL
acrossLtheLuollaborativeLurossLΔouseLStrains^LFrontiersfinfGeneticsXL2016XLiXLcid 4.5 11

215 wxpressionLandLmethylationLpatternsLpartitionLluminalYsLbreastLtumorsLintoLdistinctLprognosticL
subgroups^LBreastfCancerfResearchXL2016XLcjXLif 8.3 41

214 sLlargeYscaleLperspectiveLonLstressYinducedLalterationsLinLrestingYstateLnetworks^LScientificfReportsXL
2016XLhXLdcgbe 4.9 39

213 wvidenceLofLTsxcLdysfunctionLinLperipheralLmodelsLofLXYlinkedLdystoniaYparkinsonism^LCellularfandf
MolecularfLifefSciencesXL2016XLieXLedbgYcg 10.3 28

212 uopyYNumberLwvolutionLProblemslLuomplexityLandLslgorithms^LLecturefNotesfinfComputerfScienceXL
2016XLceiYcfk 0.9 12

211 uompactLUniversalLkYmerLzittingLSets^LLecturefNotesfinfComputerfScienceXL2016XLdgiYdhj 0.9 17

210 ΔicroRNssLareLessentialLforLdifferentiationLofLtheLretinalLpigmentedLepitheliumLandLmaturationLofL
adjacentLphotoreceptors^LDevelopmentfnCambridgeoXL2015XLcfdXLdfjiYkj 6.6 42

(2015-2017)
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209 wlemeNTlLaLcomputationalLtoolLforLdetectingLcoreLpromoterLelements^LTranscriptionXL2015XLhXLfcYgb 4.8 42

208 {ntegratedLanalysisLofLnumerousLheterogeneousLgeneLexpressionLprofilesLforLdetectingLrobustL
diseaseYspecificLbiomarkersLandLproposingLdrugLtargets^LNucleicfAcidsfResearchXL2015XLfeXLiiikYjk 20.1 20

207 sLhierarchicalLtayesianLmodelLforLflexibleLmoduleLdiscoveryLinLthreeYwayLtimeYseriesLdata^L
BioinformaticsXL2015XLecXLiciYdh 7.2 8

206 TheLΔORPzYRLwebLserverLandLsoftwareLtoolLforLpredictingLmissingLgenesLinLbiologicalLpathways^L
PhysiologiafPlantarumXL2015XLcggXLcdYdb 4.6 1

205 SortingLbyLuutsXL}oinsLandLWholeLuhromosomeLvuplications^LLecturefNotesfinfComputerfScienceXL
2015XLekhYfbk 0.9 3

204 xunctionalLgeneLgroupsLareLconcentratedLwithinLchromosomesXLamongLchromosomesLandLinLtheL
nuclearLspaceLofLtheLhumanLgenome^LNucleicfAcidsfResearchXL2014XLfdXLkjgfYhc 20.1 63

203 vrosophilaLTRxdLisLaLpreferentialLcoreLpromoterLregulator^LGenesfandfDevelopmentXL2014XLdjXLdcheYif 12.6 36

202 xastLlosslessLcompressionLviaLcascadingLtloomLfilters^LBMCfBioinformaticsXL2014XLcgLSupplLkXLSi 3.6 18

201 wvaluationLandLintegrationLofLfunctionalLannotationLpipelinesLforLnewlyLsequencedLorganismslLtheL
potatoLgenomeLasLaLtestLcase^LBMCfPlantfBiologyXL2014XLcfXLedk 5.3 17

200 sLcomparativeLanalysisLofLtranscriptionLfactorLbindingLmodelsLlearnedLfromLPtΔXLzTYSwLwXLandL
uh{PLdata^LNucleicfAcidsfResearchXL2014XLfdXLehe 20.1 68

199 wxaminationLofLexhaustiveLcloningLattemptsLrevealsLthatLu^LelegansLpiRNssXLtransposonsXLandL
repeatLsequencesLareLefficientlyLclonedLinLyeastXLbutLnotLinLbacteria^LFrontiersfinfGeneticsXL2014XLgXLdig 4.5 1

198 uonstructingLmoduleLmapsLforLintegratedLanalysisLofLheterogeneousLbiologicalLnetworks^LNucleicf
AcidsfResearchXL2014XLfdXLfdbjYck 20.1 23

197 ParallelLprofilingLofLtheLtranscriptomeXLcistromeXLandLepigenomeLinLtheLcellularLresponseLtoLionizingL
radiation^LSciencefSignalingXL2014XLiXLrse 8.8 45

196 TranscriptionLfactoramicroRNsLaxisLblocksLmelanomaLinvasionLprogramLbyLmiRYdccLtargetingL
NUs×c^LJournalfoffInvestigativefDermatologyXL2014XLcefXLffcYfgc 4.3 82

195 wvaluationLofLmethodsLforLmodelingLtranscriptionLfactorLsequenceLspecificity^LNaturefBiotechnology
XL2013XLecXLcdhYef 44.5 268

194 SystematicLinferenceLofLhighwaysLofLhorizontalLgeneLtransferLinLprokaryotes^LBioinformaticsXL2013XL
dkXLgicYk 7.2 19

193 wnvironmentalLstressesLdisruptLtelomereLlengthLhomeostasis^LPLoSfGeneticsXL2013XLkXLecbbeidc 6 70

192 vissectionLofLregulatoryLnetworksLthatLareLalteredLinLdiseaseLviaLdifferentialLcoYexpression^LPLoSf
ComputationalfBiologyXL2013XLkXLecbbdkgg 5 104
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191 vesignLofLshortestLdoubleYstrandedLvNsLsequencesLcoveringLallLkYmersLwithLapplicationsLtoL
proteinYbindingLmicroarraysLandLsyntheticLenhancers^LBioinformaticsXL2013XLdkXLiicYk 7.2 11

190 RsPlLaccurateLandLfastLmotifLfindingLbasedLonLproteinYbindingLmicroarrayLdata^LJournalfoff
ComputationalfBiologyXL2013XLdbXLeigYjd 1.7 13

189 ΔyΔRlLleveragingLRNsYSeqLpopulationLdataLtoLoptimizeLexpressionLestimation^LBMCfBioinformatics
XL2012XLceLSupplLhXLSd 3.6 3

188
uonstructingLlogicalLmodelsLofLgeneLregulatoryLnetworksLbyLintegratingLtranscriptionLfactorYvNsL
interactionsLwithLexpressionLdatalLanLentropyYbasedLapproach^LJournalfoffComputationalfBiologyXL
2012XLckXLebYfc

1.7 23

187 WisdomLofLcrowdsLforLrobustLgeneLnetworkLinference^LNaturefMethodsXL2012XLkXLikhYjbf 21.6 1097

186 NetworkYinducedLclassificationLkernelsLforLgeneLexpressionLprofileLanalysis^LJournalfoff
ComputationalfBiologyXL2012XLckXLhkfYibk 1.7 25

185 TheLΔORPzLalgorithmlLrankingLcandidateLgenesLforLmembershipLinLsrabidopsisLandLtomatoL
pathways^LPlantfCellXL2012XLdfXLfejkYfbh 11.6 19

184 sLnovelLcandidateLcisYregulatoryLmotifLpairLinLtheLpromotersLofLgermlineLandLoogenesisLgenesLinLu^L
elegans^LGenomefResearchXL2012XLddXLihYje 9.7 3

183 TranscriptionalLandLproteomicLanalysisLofLtheLsspergillusLfumigatusL˛�prtTLproteaseYdeficientL
mutant^LPLoSfONEXL2012XLiXLeeehbf 3.7 17

182 sssessmentLofLalgorithmsLforLinferringLpositionalLweightLmatrixLmotifsLofLtranscriptionLfactorL
bindingLsitesLusingLproteinLbindingLmicroarrayLdata^LPLoSfONEXL2012XLiXLefhcfg 3.7 20

181 UsingLuomputationalLtiologyLΔethodsLtoL{mproveLPostYsiliconLΔicroprocessorLTesting^LLecturef
NotesfinfComputerfScienceXL2012XLdhcYdhd 0.9

180 TranscriptionalLmodulationLinducedLbyLionizingLradiationlLpgeLremainsLaLcentralLplayer^LMolecularf
OncologyXL2011XLgXLeehYfj 7.9 74

179 LargeYscaleLanalysisLofLchromosomalLaberrationsLinLcancerLkaryotypesLrevealsLtwoLdistinctLpathsLtoL
aneuploidy^LGenomefBiologyXL2011XLcdXLRhc 18.3 42

178 vynamicLchangesLinLtheLcopyLnumberLofLpluripotencyLandLcellLproliferationLgenesLinLhumanLwSusL
andLiPSusLduringLreprogrammingLandLtimeLinLculture^LCellfStemfCellXL2011XLjXLcbhYcj 18 700

177 PrtTYregulatedLproteinsLsecretedLbyLsspergillusLfumigatusLactivateLΔsP×LsignalingLinLexposedL
sgfkLlungLcellsLleadingLtoLnecroticLcellLdeath^LPLoSfONEXL2011XLhXLecigbk 3.7 25

176 snL^LJournalfoffDiscretefAlgorithmsXL2011XLkXLeffYegi 6

175 vetectingLhighwaysLofLhorizontalLgeneLtransfer^LJournalfoffComputationalfBiologyXL2011XLcjXLcbjiYccf 1.7 12

174 sLNoteLonLtheLxixedLParameterLTractabilityLofLtheLyeneYvuplicationLProblem^LIEEEvACMf
TransactionsfonfComputationalfBiologyfandfBioinformaticsXL2011XLjXLjfjYgb 3 16

(2011-2013)
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173 PrefacelLdndLSatelliteLΔeetingLonLtioinformaticsLwducationXLResearchLinLuomputationalLΔolecularL
tiologyLTRwuOΔtYtwLdbcbU^LJournalfoffComputationalfBiologyXL2011XLcjXLjhg 1.7

172 SP{×wlLaLdatabaseLofLhighlyLcuratedLhumanLsignalingLpathways^LNucleicfAcidsfResearchXL2011XLekXLvikeYk 20.1 59

171 {ntegrationLofLtranscriptomicsXLproteomicsXLandLmicroRNsLanalysesLrevealsLnovelLmicroRNsL
regulationLofLtargetsLinLtheLmammalianLinnerLear^LPLoSfONEXL2011XLhXLecjckg 3.7 67

170 sLpointLmutationLinLtranslationLinitiationLfactorLe{xdtLleadsLtoLfunctionYYandLtimeYspecificLchangesL
inLbrainLgeneLexpression^LPLoSfONEXL2011XLhXLedhkkd 3.7 11

169 sLplasmaYmembraneLwYΔsPLrevealsLlinksLofLtheLeisosomeLwithLsphingolipidLmetabolismLandL
endosomalLtrafficking^LNaturefStructuralfandfMolecularfBiologyXL2010XLciXLkbcYj 17.6 79

168 wxpanderlLfromLexpressionLmicroarraysLtoLnetworksLandLfunctions^LNaturefProtocolsXL2010XLgXLebeYdd 18.8 165

167 TowardsLcomputationalLpredictionLofLmicroRNsLfunctionLandLactivity^LNucleicfAcidsfResearchXL2010XL
ejXLechb 20.1 75

166 UnderstandingLgeneLsequenceLvariationLinLtheLcontextLofLtranscriptionLregulationLinLyeast^LPLoSf
GeneticsXL2010XLhXLecbbbjbb 6 9

165 TopologyYfreeLqueryingLofLproteinLinteractionLnetworks^LJournalfoffComputationalfBiologyXL2010XL
ciXLdeiYgd 1.7 80

164 vifferentLsetsLofLQTLsLinfluenceLfitnessLvariationLinLyeast^LMolecularfSystemsfBiologyXL2010XLhXLefh 12.2 21

163 sLfasterLalgorithmLforLsimultaneousLalignmentLandLfoldingLofLRNs^LJournalfoffComputationalf
BiologyXL2010XLciXLcbgcYhg 1.7 6

162 ΔinimallyLperturbingLaLgeneLregulatoryLnetworkLtoLavoidLaLdiseaseLphenotypelLtheLgliomaLnetworkL
asLaLtestLcase^LBMCfSystemsfBiologyXL2010XLfXLcg 3.5 14

161 RasLinhibitsLendoplasmicLreticulumLstressLinLhumanLcancerLcellsLwithLamplifiedLΔyc^LInternationalf
JournalfoffCancerXL2010XLcdhXLddhjYjc 7.5 17

160 vwysSlLdeLnovoLdiscoveryLofLdysregulatedLpathwaysLinLhumanLdiseases^LPLoSfONEXL2010XLgXLeceehi 3.7 94

159 vetectingLzighwaysLofLzorizontalLyeneLTransfer^LLecturefNotesfinfComputerfScienceXL2010XLcbkYcdb 0.9 3

158 viscoveringLTranscriptionalLΔodulesLbyLuombinedLsnalysisLofLwxpressionLProfilesLandLRegulatoryL
Sequences^LLecturefNotesfinfComputerfScienceXL2010XLgijYgik 0.9

157 sssessingLtheLqualityLofLwholeLgenomeLalignmentsLinLbacteria^LAdvancesfinfBioinformaticsXL2009XLifkbdi5.5 3

156 SortingLcancerLkaryotypesLbyLelementaryLoperations^LJournalfoffComputationalfBiologyXL2009XLchXLcffgYhb1.7 8
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155 TORQUwlLtopologyYfreeLqueryingLofLproteinLinteractionLnetworks^LNucleicfAcidsfResearchXL2009XLeiXLWcbhYj20.1 23

154 {dentifyingLfunctionalLmodulesLusingLexpressionLprofilesLandLconfidenceYscoredLproteinL
interactions^LBioinformaticsXL2009XLdgXLccgjYhf 7.2 93

153 sllegrolLanalyzingLexpressionLandLsequenceLinLconcertLtoLdiscoverLregulatoryLprograms^LNucleicf
AcidsfResearchXL2009XLeiXLcghhYik 20.1 36

152 xasterLpatternLmatchingLwithLcharacterLclassesLusingLprimeLnumberLencoding^LJournalfoffComputerf
andfSystemfSciencesXL2009XLigXLcggYchd 1 12

151 ΔatchingLwithLdonStYcaresLandLaLsmallLnumberLofLmismatches^LInformationfProcessingfLettersXL2009XL
cbkXLdieYdii 0.8 3

150 TowardsLaccurateLimputationLofLquantitativeLgeneticLinteractions^LGenomefBiologyXL2009XLcbXLRcfb 18.3 19

149 uomputingLhasLchangedLbiologyYYbiologyLeducationLmustLcatchLup^LScienceXL2009XLedgXLgfcYd 33.3 61

148 SlimPLSlLaLmethodLforLfeatureLselectionLinLgeneLexpressionYbasedLdiseaseLclassification^LPLoSfONEXL
2009XLfXLehfch 3.7 34

147 TopologyYxreeLQueryingLofLProteinL{nteractionLNetworks^LLecturefNotesfinfComputerfScienceXL2009XLifYjk0.9 13

146 ΔodellingLandLanalysisLofLgeneLregulatoryLnetworks^LNaturefReviewsfMolecularfCellfBiologyXL2008XLkXLiibYjb48.7 718

145 SP{×wYYaLdatabaseXLvisualizationLandLanalysisLtoolLofLcellularLsignalingLpathways^LBMCfBioinformaticsXL
2008XLkXLccb 3.6 48

144 ΔetaReglLaLplatformLforLmodelingXLanalysisLandLvisualizationLofLbiologicalLsystemsLusingLlargeYscaleL
experimentalLdata^LGenomefBiologyXL2008XLkXLRc 18.3 15

143 RegulatoryLnetworksLdefineLphenotypicLclassesLofLhumanLstemLcellLlines^LNatureXL2008XLfggXLfbcYg 50.4 283

142 uomputationalLproblemsLinLperfectLphylogenyLhaplotypinglLtypingLwithoutLcallingLtheLallele^L
IEEEvACMfTransactionsfonfComputationalfBiologyfandfBioinformaticsXL2008XLgXLcbcYk 3 6

141 wvolutionLandLselectionLinLyeastLpromoterslLanalyzingLtheLcombinedLeffectLofLdiverseLtranscriptionL
factorLbindingLsites^LPLoSfComputationalfBiologyXL2008XLfXLei 5 19

140 TranscriptionLfactorLandLmicroRNsLmotifLdiscoverylLtheLsmadeusLplatformLandLaLcompendiumLofL
metazoanLtargetLsets^LGenomefResearchXL2008XLcjXLccjbYk 9.7 146

139 SortingLgenomesLwithLcentromeresLbyLtranslocations^LJournalfoffComputationalfBiologyXL2008XLcgXLikeYjcd1.7

138 xromLwYΔsPsLtoLmoduleLmapslLdissectingLquantitativeLgeneticLinteractionsLusingLphysicalL
interactions^LMolecularfSystemsfBiologyXL2008XLfXLdbk 12.2 59

(2008-2009)
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137 uomprehensiveLmicroRNsLprofilingLrevealsLaLuniqueLhumanLembryonicLstemLcellLsignatureL
dominatedLbyLaLsingleLseedLsequence^LStemfCellsXL2008XLdhXLcgbhYch 5.8 184

136 vwTwuT{NyLPsTzWsYSLTRsNSuR{PT{ONsLLYLuORRwLsTwvLW{TzLuL{N{usLLPsRsΔwTwRSL2008XL 2

135 vetectingLviseaseYSpecificLvysregulatedLPathwaysLViaLsnalysisLofLulinicalLwxpressionLProfilesL2008XLefiYegk 34

134 sLxasterLslgorithmLforLRNsLuoYfolding^LLecturefNotesfinfComputerfScienceXL2008XLcifYcjg 0.9 17

133 SortingLuancerL×aryotypesLbyLwlementaryLOperations^LLecturefNotesfinfComputerfScienceXL2008XLdccYddg 0.9 1

132 vetectingLpathwaysLtranscriptionallyLcorrelatedLwithLclinicalLparameters^LComputationalfSystemsf
BioinformaticsfvfLifefSciencesfSocietyfComputationalfSystemsfBioinformaticsfConferenceXL2008XLiXLdfkYgj 5

131 vegenerateLprimerLdesignlLtheoreticalLanalysisLandLtheLzYvwNLprogram^LMethodsfinfMolecularf
BiologyXL2007XLfbdXLddcYff 1.4 12

130 NetworkYbasedLpredictionLofLproteinLfunction^LMolecularfSystemsfBiologyXL2007XLeXLjj 12.2 743

129 PediatricLonsetLurohnSsLcolitisLisLcharacterizedLbyLgenotypeYdependentLageYrelatedLsusceptibility^L
InflammatoryfBowelfDiseasesXL2007XLceXLcgbkYcg 4.5 51

128 {mprovedLalgorithmsLforLtheLrandomLclusterLgraphLmodel^LRandomfStructuresfandfAlgorithmsXL2007XL
ecXLfcjYffk 0.8 4

127 sLgenomeYwideLanalysisLinLSaccharomycesLcerevisiaeLdemonstratesLtheLinfluenceLofLchromatinL
modifiersLonLtranscription^LNaturefGeneticsXL2007XLekXLebeYk 36.3 59

126 {dentificationLofLfunctionalLmodulesLusingLnetworkLtopologyLandLhighYthroughputLdata^LBMCf
SystemsfBiologyXL2007XLcXLj 3.5 229

125 ywVsLTlLanLintegratedLsoftwareLtoolLforLgenotypeLanalysis^LBMCfBioinformaticsXL2007XLjXLeh 3.6 36

124 xunctionalLgenomicLdelineationLofLTLRYinducedLtranscriptionalLnetworks^LBMCfGenomicsXL2007XLjXLekf 4.5 24

123 RefinementLandLexpansionLofLsignalingLpathwayslLtheLosmoticLresponseLnetworkLinLyeast^LGenomef
ResearchXL2007XLciXLegjYhi 9.7 44

122 RiskLfactorsLforLperianalLurohnSsLdiseaselLtheLroleLofLgenotypeXLphenotypeXLandLethnicity^LAmericanf
JournalfoffGastroenterologyXL2007XLcbdXLcibdYj 0.7 18

121 yeneLexpressionLsignatureLofLhumanLcancerLcellLlinesLtreatedLwithLtheLrasLinhibitorLsalirasibL
TSYfarnesylthiosalicylicLacidU^LCancerfResearchXL2007XLhiXLeedbYj 10.1 43

120 SortingLbyLreciprocalLtranslocationsLviaLreversalsLtheory^LJournalfoffComputationalfBiologyXL2007XLcfXLfbjYdd1.7 7
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119 sLrandomizationLtestLforLcontrollingLpopulationLstratificationLinLwholeYgenomeLassociationLstudies^L
AmericanfJournalfoffHumanfGeneticsXL2007XLjcXLjkgYkbg 11 42

118 RearrangementsLinLyenomesLwithLuentromeresLPartL{lLTranslocations^LLecturefNotesfinfComputerf
ScienceXL2007XLeekYege 0.9 1

117 sssessingLtheLnumberLofLancestralLalternativelyLsplicedLexonsLinLtheLhumanLgenome^LBMCfGenomics
XL2006XLiXLdie 4.5 16

116 wdxcLidentifiedLbyLpromoterLandLbiochemicalLanalysisLasLaLcentralLtargetLofLglioblastomaLcellYcycleL
arrestLinLresponseLtoLRasLinhibition^LInternationalfJournalfoffCancerXL2006XLcckXLgdiYej 7.5 24

115 sLprobabilisticLmethodologyLforLintegratingLknowledgeLandLexperimentsLonLbiologicalLnetworks^L
JournalfoffComputationalfBiologyXL2006XLceXLchgYjc 1.7 50

114 sTΔLhaplotypesLandLbreastLcancerLriskLinL}ewishLhighYriskLwomen^LBritishfJournalfoffCancerXL2006XL
kfXLcgeiYfe 8.7 25

113 QuantificationLofLproteinLhalfYlivesLinLtheLbuddingLyeastLproteome^LProceedingsfoffthefNationalf
AcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaXL2006XLcbeXLcebbfYk 11.5 535

112 sLfastLmethodLforLcomputingLhighYsignificanceLdiseaseLassociationLinLlargeLpopulationYbasedL
studies^LAmericanfJournalfoffHumanfGeneticsXL2006XLikXLfjcYkd 11 36

111 ReconstructingLuhainLxunctionsLinLyeneticLNetworks^LSIAMfJournalfonfDiscretefMathematicsXL2006XL
dbXLidiYifb 0.7 0

110 sLsimplerLandLfasterLc^gYapproximationLalgorithmLforLsortingLbyLtranspositions^LInformationfandf
ComputationXL2006XLdbfXLdigYdkb 0.8 39

109 sLspecificLRsvgcLhaplotypeLincreasesLbreastLcancerLriskLinL}ewishLnonYsshkenaziLhighYriskLwomen^L
EuropeanfJournalfoffCancerXL2006XLfdXLccdkYef 7.5 3

108 ParallelLinductionLofLsTΔYdependentLproYLandLantiapoptoticLsignalsLinLresponseLtoLionizingL
radiationLinLmurineLlymphoidLtissue^LOncogeneXL2006XLdgXLcgjfYkd 9.2 62

107 snLTOTn^{ead}sqrt{logLTnU}UULslgorithmLforLSortingLbyLReciprocalLTranslocations^LLecturefNotesfinf
ComputerfScienceXL2006XLdgjYdhk 0.9 11

106 SortingLbyLTranslocationsLViaLReversalsLTheory^LLecturefNotesfinfComputerfScienceXL2006XLjiYkj 0.9 6

105 vecipheringLtranscriptionalLregulatoryLelementsLthatLencodeLspecificLcellLcycleLphasingLbyL
comparativeLgenomicsLanalysis^LCellfCycleXL2005XLfXLcijjYki 4.7 39

104 {ntegrativeLanalysisLofLgenomeYwideLexperimentsLinLtheLcontextLofLaLlargeLhighYthroughputLdataL
compendium^LMolecularfSystemsfBiologyXL2005XLcXLdbbg^bbbd 12.2 39

103 {dentificationLofLproteinLcomplexesLbyLcomparativeLanalysisLofLyeastLandLbacterialLproteinL
interactionLdata^LJournalfoffComputationalfBiologyXL2005XLcdXLjegYfh 1.7 120

102 sLglobalLviewLofLpleiotropyLandLphenotypicallyLderivedLgeneLfunctionLinLyeast^LMolecularfSystemsf
BiologyXL2005XLcXLdbbg^bbbc 12.2 232
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101 TheLdegenerateLprimerLdesignLproblemlLtheoryLandLapplications^LJournalfoffComputationalfBiologyXL
2005XLcdXLfecYgh 1.7 49

100 uonservationLandLevolvabilityLinLregulatoryLnetworkslLtheLevolutionLofLribosomalLregulationLinL
yeast^LProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaXL2005XLcbdXLidbeYj11.5 212

99 sLcatalogLofLstabilityYassociatedLsequenceLelementsLinLeSLUTRsLofLyeastLmRNss^LGenomefBiologyXL
2005XLhXLRjh 18.3 57

98 vissectionLofLaLvNsYdamageYinducedLtranscriptionalLnetworkLusingLaLcombinationLofLmicroarraysXL
RNsLinterferenceLandLcomputationalLpromoterLanalysis^LGenomefBiologyXL2005XLhXLRfe 18.3 62

97 TheLxactorLyraphLNetworkLΔodelLforLtiologicalLSystems^LLecturefNotesfinfComputerfScienceXL2005XLecYfi0.9 4

96 TypingLwithoutLcallingLtheLallelelLaLstrategyLforLinferringLSNPLhaplotypes^LEuropeanfJournalfoff
HumanfGeneticsXL2005XLceXLjkjYkbc 5.3 3

95 wXPsNvwRYYanLintegrativeLprogramLsuiteLforLmicroarrayLdataLanalysis^LBMCfBioinformaticsXL2005XLhXLded 3.6 242

94 ΔodelingLandLsnalysisLofLzeterogeneousLRegulationLinLtiologicalLNetworks^LLecturefNotesfinf
ComputerfScienceXL2005XLkjYcce 0.9 4

93 TagLSNPLselectionLinLgenotypeLdataLforLmaximizingLSNPLpredictionLaccuracy^LBioinformaticsXL2005XL
dcLSupplLcXLickgYdbe 7.2 85

92 sccurateLidentificationLofLalternativelyLsplicedLexonsLusingLsupportLvectorLmachine^LBioinformaticsXL
2005XLdcXLjkiYkbc 7.2 89

91 sLblockYfreeLhiddenLΔarkovLmodelLforLgenotypesLandLitsLapplicationLtoLdiseaseLassociation^LJournalf
offComputationalfBiologyXL2005XLcdXLcdfeYhb 1.7 48

90 TheLincompleteLperfectLphylogenyLhaplotypeLproblem^LJournalfoffBioinformaticsfandfComputationalf
BiologyXL2005XLeXLegkYjf 1 14

89 ywRt{LlLyenotypeLresolutionLandLblockLidentificationLusingLlikelihood^LProceedingsfoffthefNationalf
AcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaXL2005XLcbdXLcgjYhd 11.5 99

88 ΔaximumLlikelihoodLresolutionLofLmultiYblockLgenotypesL2004XL 12

87 ΔultilevelLmodelingLandLinferenceLofLtranscriptionLregulation^LJournalfoffComputationalfBiologyXL
2004XLccXLegiYig 1.7 10

86 {nLsilicoLidentificationLofLtranscriptionalLregulatorsLassociatedLwithLcYΔyc^LNucleicfAcidsfResearchXL
2004XLedXLfkggYhc 20.1 23

85 sLnonYwSTYbasedLmethodLforLexonYskippingLprediction^LGenomefResearchXL2004XLcfXLchciYde 9.7 94

84
RevealingLmodularityLandLorganizationLinLtheLyeastLmolecularLnetworkLbyLintegratedLanalysisLofL
highlyLheterogeneousLgenomewideLdata^LProceedingsfoffthefNationalfAcademyfoffSciencesfoffthef
UnitedfStatesfoffAmericaXL2004XLcbcXLdkjcYh

11.5 298
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83 sLglobalLviewLofLtheLselectionLforcesLinLtheLevolutionLofLyeastLcisYregulation^LGenomefResearchXL
2004XLcfXLjdkYef 9.7 21

82 uomputationalLProblemsLinLNoisyLSNPLandLzaplotypeLsnalysislLtlockLScoresXLtlockL{dentificationXL
andLPopulationLStratification^LINFORMSfJournalfonfComputingXL2004XLchXLehbYeib 2.4 5

81 P{VOTlLproteinLinteracionsLvisualizatiOnLtool^LBioinformaticsXL2004XLdbXLfdfYg 7.2 23

80 zowLprevalentLisLfunctionalLalternativeLsplicingLinLtheLhumanLgenomeq^LTrendsfinfGeneticsXL2004XLdbXLhjYic8.5 251

79 sLnoteLonLtoleranceLgraphLrecognition^LDiscretefAppliedfMathematicsXL2004XLcfeXLebiYecc 1 7

78 sLfullyLdynamicLalgorithmLforLmodularLdecompositionLandLrecognitionLofLcographs^LDiscretefAppliedf
MathematicsXL2004XLcehXLedkYefb 1 23

77 ulusterLgraphLmodificationLproblems^LDiscretefAppliedfMathematicsXL2004XLcffXLcieYcjd 1 200

76 ΔodelingLandLanalysisLofLheterogeneousLregulationLinLbiologicalLnetworks^LJournalfoff
ComputationalfBiologyXL2004XLccXLcbefYfk 1.7 23

75 vesigningLaLmultirouteLsynthesisLschemeLinLcombinatorialLchemistry^LACSfCombinatorialfScienceXL
2004XLhXLgfbYj

74 TheLcanineLolfactoryLsubgenome^LGenomicsXL2004XLjeXLehcYid 4.3 97

73 {ncompleteLvirectedLPerfectLPhylogeny^LSIAMfJournalfonfComputingXL2004XLeeXLgkbYhbi 1.1 43

72 uomputationalLProblemsLinLPerfectLPhylogenyLzaplotypinglLXorYyenotypesLandLTagLSNPs^LLecturef
NotesfinfComputerfScienceXL2004XLcfYec 0.9 15

71 RevealingLtheLstructureLandLdynamicsLofLcisYregulationLusingLheterogeneousXLgenomeYwideXL
multiYspeciesLdata^LGenomefInformaticsXL2004XLcgXLebbYc

70 TwoLnotesLonLgenomeLrearrangement^LJournalfoffBioinformaticsfandfComputationalfBiologyXL2003XLcXLicYkf1 43

69 yenomeYwideLinLsilicoLidentificationLofLtranscriptionalLregulatorsLcontrollingLtheLcellLcycleLinLhumanL
cells^LGenomefResearchXL2003XLceXLiieYjb 9.7 242

68 uL{u×LandLwXPsNvwRlLaLsystemLforLclusteringLandLvisualizingLgeneLexpressionLdata^LBioinformaticsXL
2003XLckXLcijiYkk 7.2 283

67 uhainLfunctionsLandLscoringLfunctionsLinLgeneticLnetworks^LBioinformaticsXL2003XLckLSupplLcXLicbjYci 7.2 23

66 {dentifyingLtlocksLandLSubYpopulationsLinLNoisyLSNPLvata^LLecturefNotesfinfComputerfScienceXL2003XLebeYeck0.9 4
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65 vetectingLexcessLradicalLreplacementsLinLphylogeneticLtrees^LGeneXL2003XLeckXLcdiYeg 3.8 17

64 TheLrestrictionLscaffoldLproblem^LJournalfoffComputationalfBiologyXL2003XLcbXLejgYkj 1.7 12

63 ScoringLclusteringLsolutionsLbyLtheirLbiologicalLrelevance^LBioinformaticsXL2003XLckXLdejcYk 7.2 56

62 sdvancedLcomputationalLtechniquesLforLreYsequencingLvNsLwithLpolymeraseLsignalingLassayL
arrays^LNucleicfAcidsfResearchXL2003XLecXLghhiYig 20.1 3

61 zandlingLlongLtargetsLandLerrorsLinLsequencingLbyLhybridization^LJournalfoffComputationalfBiologyXL
2003XLcbXLfjeYki 1.7 3

60 sLcomputationalLmethodLforLresequencingLlongLvNsLtargetsLbyLuniversalLoligonucleotideLarrays^L
ProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaXL2002XLkkXLcgfkdYh 11.5 11

59 LargeLscaleLsequencingLbyLhybridization^LJournalfoffComputationalfBiologyXL2002XLkXLfceYdj 1.7 20

58 vwxOylLaLpracticalLschemeLforLdecipheringLfamiliesLofLgenes^LGenomicsXL2002XLjbXLdkgYebd 4.3 17

57 viscoveringLstatisticallyLsignificantLbiclustersLinLgeneLexpressionLdata^LBioinformaticsXL2002XLcjL
SupplLcXLScehYff 7.2 576

56 ulusterLyraphLΔodificationLProblems^LLecturefNotesfinfComputerfScienceXL2002XLeikYekb 0.9 15

55 TheLdegenerateLprimerLdesignLproblem^LBioinformaticsXL2002XLcjLSupplLcXLScidYjc 7.2 72

54 {mprovedLslgorithmsLforLtheLRandomLulusterLyraphLΔodel^LLecturefNotesfinfComputerfScienceXL2002
XLdebYdek 0.9 6

53 OnLtheLyeneralityLofLPhylogeniesLfromL{ncompleteLvirectedLuharacters^LLecturefNotesfinfComputerf
ScienceXL2002XLegjYehi 0.9 2

52 uomplexityLclassificationLofLsomeLedgeLmodificationLproblems^LDiscretefAppliedfMathematicsXL2001XL
cceXLcbkYcdj 1 119

51 OnLtheLcomplexityLofLpositionalLsequencingLbyLhybridization^LJournalfoffComputationalfBiologyXL
2001XLjXLehcYic 1.7 9

50 sLxullyLvynamicLslgorithmLforLRecognizingLandLRepresentingLProperL{ntervalLyraphs^LSIAMfJournalf
onfComputingXL2001XLecXLdjkYebg 1.1 46

49 uomputationalLexpansionLofLgeneticLnetworks^LBioinformaticsXL2001XLciLSupplLcXLSdibYj 7.2 29

48 sLuhemicalYvistanceYtasedLTestLforLPositiveLvarwinianLSelection^LLecturefNotesfinfComputerfScience
XL2001XLcfdYcgg 0.9 2
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47 sLclusteringLalgorithmLbasedLonLgraphLconnectivity^LInformationfProcessingfLettersXL2000XLihXLcigYcjc 0.8 302

46 slgorithmsLforLopticalLmapping^LJournalfoffComputationalfBiologyXL2000XLiXLebeYch 1.7 3

45 sLfastLalgorithmLforLjointLreconstructionLofLancestralLaminoLacidLsequences^LMolecularfBiologyfandf
EvolutionXL2000XLciXLjkbYh 8.3 230

44 snLalgorithmLcombiningLdiscreteLandLcontinuousLmethodsLforLopticalLmapping^LJournalfoff
ComputationalfBiologyXL2000XLiXLifgYhb 1.7

43 snLalgorithmLforLclusteringLcvNsLfingerprints^LGenomicsXL2000XLhhXLdfkYgh 4.3 66

42 sLxasterLandLSimplerLslgorithmLforLSortingLSignedLPermutationsLbyLReversals^LSIAMfJournalfonf
ComputingXL2000XLdkXLjjbYjkd 1.1 121

41 sLPolynomialLspproximationLslgorithmLforLtheLΔinimumLxillY{nLProblem^LSIAMfJournalfonf
ComputingXL2000XLebXLcbhiYcbik 1.1 30

40 {ncompleteLvirectedLPerfectLPhylogeny^LLecturefNotesfinfComputerfScienceXL2000XLcfeYcge 0.9 7

39 spproximationLslgorithmsLforLtheLΔedianLProblemLinLtheLtreakpointLΔodel^LComputationalfBiology
XL2000XLddgYdfc 0.7 6

38 snLalgorithmLforLclusteringLcvNssLforLgeneLexpressionLanalysisL1999XL 27

37 uonstructionLofLphysicalLmapsLfromLoligonucleotideLfingerprintsLdata^LJournalfoffComputationalf
BiologyXL1999XLhXLdeiYgd 1.7 6

36 toundedLvegreeL{ntervalLSandwichLProblems^LAlgorithmicaXL1999XLdfXLkhYcbf 0.9 19

35 xasterLSubtreeL{somorphism^LJournalfoffAlgorithmsXL1999XLeeXLdhiYdjb 70

34 ulusteringLgeneLexpressionLpatterns^LJournalfoffComputationalfBiologyXL1999XLhXLdjcYki 1.7 699

33 TractabilityLofLParameterizedLuompletionLProblemsLonLuhordalXLStronglyLuhordalXLandLProperL
{ntervalLyraphs^LSIAMfJournalfonfComputingXL1999XLdjXLckbhYckdd 1.1 124

32 sLxullyLvynamicLslgorithmLforLRecognizingLandLRepresentingLProperL{ntervalLyraphs^LLecturefNotesf
infComputerfScienceXL1999XLgdiYgek 0.9 1

31 uomplexityLulassificationLofLSomeLwdgeLΔodificationLProblems^LLecturefNotesfinfComputerfScienceXL
1999XLhgYii 0.9 18

30 OnLtheLuomplexityLofLPositionalLSequencingLbyLzybridization^LLecturefNotesfinfComputerfScienceXL
1999XLjjYcbb 0.9 4
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29 xasterLandLsimplerLalgorithmLforLsortingLsignedLpermutationsLbyLreversalsL1997XL 31

28 RealizingL{ntervalLyraphsLwithLSizeLandLvistanceLuonstraints^LSIAMfJournalfonfDiscretefMathematicsXL
1997XLcbXLhhdYhji 0.7 12

27 SatisfiabilityLproblemsLonLintervalsLandLunitLintervals^LTheoreticalfComputerfScienceXL1997XLcigXLefkYeid 1.1 11

26 PathwidthXLtandwidthXLandLuompletionLProblemsLtoLProperL{ntervalLyraphsLwithLSmallLuliques^L
SIAMfJournalfonfComputingXL1996XLdgXLgfbYghc 1.1 73

25 {ntervalLgraphsLwithLsideLTandLsizeULconstraints^LLecturefNotesfinfComputerfScienceXL1995XLcfdYcgf 0.9 1

24 xourLstrikesLagainstLphysicalLmappingLofLvNs^LJournalfoffComputationalfBiologyXL1995XLdXLcekYgd 1.7 121

23 yraphLSandwichLProblems^LJournalfoffAlgorithmsXL1995XLckXLffkYfie 125

22 wfficientLalgorithmsLforLminimumYcostLflowLproblemsLwithLpiecewiseYlinearLconvexLcosts^L
AlgorithmicaXL1994XLccXLdghYdii 0.9 5

21 TheLdomaticLnumberLproblemLonLsomeLperfectLgraphLfamilies^LInformationfProcessingfLettersXL1994XL
fkXLgcYgh 0.8 19

20 OnLtheLuomplexityLofLvNsLPhysicalLΔapping^LAdvancesfinfAppliedfMathematicsXL1994XLcgXLdgcYdhc 0.8 67

19 talancingLproblemsLinLacyclicLnetworks^LDiscretefAppliedfMathematicsXL1994XLfkXLiiYke 1 8

18 uomplexityLandLalgorithmsLforLreasoningLaboutLtime^LJournalfoffthefACMXL1993XLfbXLccbjYccee 2 118

17 ProbabilisticLsnalysisLinLLinearLProgramming^LStatisticalfScienceXL1993XLjXLgi 2.4 4

16 sLfastLalgorithmLforLconstructingLmongeLsequencesLinLtransportationLproblemsLwithLforbiddenLarcs^L
DiscretefMathematicsXL1993XLccfXLfegYfff 0.7 10

15 ΔongeLandLfeasibilityLsequencesLinLgeneralLflowLproblems^LDiscretefAppliedfMathematicsXL1993XLffXLdcYej1 10

14 sLrandomizedLschemeLforLspeedingLupLalgorithmsLforLlinearLandLconvexLprogrammingLproblemsL
withLhighLconstraintsYtoYvariablesLratio^LMathematicalfProgrammingXL1993XLhcXLekYgd 2.1 21

13 yreedilyLSolvableLTransportationLNetworksLandLwdgeYyuidedLVertexLwlimination^LNetworkf
OptimizationfProblems:fAlgorithmssfApplicationsfandfComplexityXL1993XLcYdd 2

12 ^LIEEEfTransactionsfonfComputersXL1992XLfcXLcejbYcejg 2.5 6
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11 sLpolynomialLalgorithmLforLanLintegerLquadraticLnonYseparableLtransportationLproblem^L
MathematicalfProgrammingXL1992XLggXLegkYeic 2.1 19

10 StronglyLPolynomialLslgorithmsLforLtheLzighLΔultiplicityLSchedulingLProblem^LOperationsfResearchXL
1991XLekXLhfjYhge 2.3 58

9 ΔinimizingLtheLnumberLofLtardyLjobLunitsLunderLreleaseLtimeLconstraints^LDiscretefAppliedf
MathematicsXL1990XLdjXLfgYgi 1 30

8 snLOTnlogdnULalgorithmLforLtheLmaximumLweigthedLtardinessLproblem^LInformationfProcessingf
LettersXL1989XLecXLdcgYdck 0.8 13

7 snLalgorithmLforLtheLdetectionLandLconstructionLofLΔongeLsequences^LLinearfAlgebrafandfItsf
ApplicationsXL1989XLccfYccgXLhhkYhjb 0.9 26

6 TheLwfficiencyLofLtheLSimplexLΔethodlLsLSurvey^LManagementfScienceXL1987XLeeXLebcYeef 3.9 65

5 sLsimplexLvariantLsolvingLanLmLˆ�LdLlinearLprogramLinLOTminTmdXLddULexpectedLnumberLofLpivotLsteps^L
JournalfoffComplexityXL1987XLeXLeidYeji 1.2 20

4 sLxamilyLofLSimplexLVariantsLSolvingLanmˆ�dLinearLProgramLinLwxpectedLNumberLofLPivotLStepsL
vependingLondOnly^LMathematicsfoffOperationsfResearchXL1986XLccXLgibYgkb 1.5 11

3 ΔultiYomicLandLmultiYviewLclusteringLalgorithmslLreviewLandLcancerLbenchmark 1

2 SusPPlLsnLalgorithmLforLimprovedLplasmidLassemblyLinLmetagenomes 5

1 PROΔOlLsnLinteractiveLtoolLforLanalyzingLclinicallyYlabeledLmultiYomicLcancerLdatasets 1
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