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79 ModelingQmultidspeciesQRNxQmodificationQthroughQmultidtaskQcurriculumQlearningeQNucleicmAcidsm
ResearchcQ2021cQkpcQjnhpdjnjk 20.1 4
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proteinQisoformseQBMCmBioinformaticscQ2021cQiicQik 3.6 7
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BriefingsminmBioinformaticscQ2021cQiicQ 13.4 1
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jlcQhmmgdhmmn 7.2 26
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62 ImprovedQxpproximationQxlgorithmsQforQtheQMaximumQHappyQVerticesQandQEdgesQProblemseQ
AlgorithmicacQ2018cQogcQhkhidhkjo 0.9 15

61 zonstructingQtissuedspecificQtranscriptionalQregulatoryQnetworksQviaQaQMarkovQrandomQfieldeQBMCm
GenomicscQ2018cQhpcQook 4.5 5

60 xQdeepQboostingQbasedQapproachQforQcapturingQtheQsequenceQbindingQpreferencesQofQRNxdbindingQ
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2017cQlcQihidiigeem 10.6 39
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57 S’ExPqQaQspliceQgraphQbasedQdifferentialQtranscriptQexpressionQanalysisQtoolQforQpopulationQdataeQ
BioinformaticscQ2016cQjicQjlpjdjmgi 7.2 2
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53 ’ifferentialQgeneQexpressionQanalysisQusingQcoexpressionQandQRNxdSeqQdataeQBioinformaticscQ2013cQ
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52 xnQEfficientQxlgorithmQforQHaplotypeQInferenceQonQPedigreesQwithQaQSmallQNumberQofQ
RecombinantseQAlgorithmicacQ2012cQmicQplhdpoh 0.9 2

51 xnQefficientQalgorithmQforQhaplotypeQinferenceQonQpedigreesQwithQrecombinationsQandQmutationseQ
IEEE/ACMmTransactionsmonmComputationalmBiologymandmBioinformaticscQ2012cQpcQhidil 3 8

50 xQlineardtimeQalgorithmQforQreconstructingQzerodrecombinantQhaplotypeQconfigurationQonQaQ
pedigreeeQBMCmBioinformaticscQ2012cQhjQSupplQhncQShp 3.6 3

49 TranscriptomeQassemblyQandQisoformQexpressionQlevelQestimationQfromQbiasedQRNxdSeqQreadseQ
BioinformaticscQ2012cQiocQiphkdih 7.2 68

48 IsoLassoqQaQLxSSOQregressionQapproachQtoQRNxdSeqQbasedQtranscriptomeQassemblyeQJournalmofm
ComputationalmBiologycQ2011cQhocQhmpjdngn 1.7 100

47 WorkshopqQTranscriptomeQassemblyQfromQRNxdSeqQdataqQObjectivescQalgorithmsQandQchallengesQ
2011cQ 2

46 InferenceQofQisoformsQfromQshortQsequenceQreadseQJournalmofmComputationalmBiologycQ2011cQhocQjgldih 1.7 41

45 InferringQhaplotypesQfromQgenotypesQonQaQpedigreeQwithQmutationscQgenotypingQerrorsQandQmissingQ
alleleseQJournalmofmBioinformaticsmandmComputationalmBiologycQ2011cQpcQjjpdml 1 4
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44 SomeQxlgorithmicQzhallengesQinQGenomedWideQOrthologQxssignmenteQJournalmofmComputermSciencem
andmTechnologycQ2010cQilcQkidli 1.7 8

43 xQlineardtimeQalgorithmQforQreconstructingQzerodrecombinantQhaplotypeQconfigurationQonQpedigreesQ
withoutQmatingQloopseQJournalmofmCombinatorialmOptimizationcQ2010cQhpcQihndikg 0.9 5

42 yeyondQevolutionaryQtreeseQNaturalmComputingcQ2010cQpcQkihdkjl 1.3 0

41 MSOxRQiegqQIncorporatingQtandemQduplicationsQintoQorthologQassignmentQbasedQonQgenomeQ
rearrangementeQBMCmBioinformaticscQ2010cQhhcQhg 3.6 46

40 EfficientQxlgorithmsQforQReconstructingQZerodRecombinantQHaplotypesQonQaQPedigreeQyasedQonQFastQ
EliminationQofQRedundantQLinearQEquationseQSIAMmJournalmonmComputingcQ2009cQjocQihpodiihp 1.1 7

39 xQsurveyQonQhaplotypingQalgorithmsQforQtightlyQlinkedQmarkerseQJournalmofmBioinformaticsmandm
ComputationalmBiologycQ2008cQmcQikhdlp 1 14

38 zlusteringQofQmainQorthologsQforQmultipleQgenomeseQJournalmofmBioinformaticsmandmComputationalm
BiologycQ2008cQmcQlnjdok 1 9

37 xQNewQModelQofQMultidMarkerQzorrelationQforQGenomedWideQTagQSNPQSelectionQ2008cQ 3

36 zomplexityQandQapproximationQofQtheQminimumQrecombinantQhaplotypeQconfigurationQproblemeQ
TheoreticalmComputermSciencecQ2007cQjnocQjhmdjjg 1.1 13

35 xveragedcaseQanalysisQofQQuickSortQandQyinaryQInsertionQTreeQheightQusingQincompressibilityeQ
InformationmProcessingmLetterscQ2007cQhgjcQkldlh 0.8 3

34 MSOxRqQaQhighdthroughputQorthologQassignmentQsystemQbasedQonQgenomeQrearrangementeQJournalm
ofmComputationalmBiologycQ2007cQhkcQhhmgdnl 1.7 60

33 zLUSTERINGQOFQMxINQORTHOLOGSQFORQMULTIPLEQGENOMESQ2007cQ 2

32 LExRNINGQPOSITIONQWEIGHTQMxTRIzESQFROMQSEQUENzEQxN’QEXPRESSIONQ’xTxQ2007cQ 3

31 xNQIMPROVE’QGIyySQSxMPLINGQMETHO’QFORQMOTIFQ’ISzOVERYQVIxQSEQUENzEQWEIGHTINGQ
2006cQ 2

30 xQParsimonyQxpproachQtoQGenomedWideQOrthologQxssignmenteQLecturemNotesminmComputermSciencecQ
2006cQlnodlpk 0.9 8

29 xssignmentQofQorthologousQgenesQviaQgenomeQrearrangementeQIEEE/ACMmTransactionsmonm
ComputationalmBiologymandmBioinformaticscQ2005cQicQjgidhl 3 101

28 xQclassQofQeditQkernelsQforQSVMsQtoQpredictQtranslationQinitiationQsitesQinQeukaryoticQmRNxseQJournalm
ofmComputationalmBiologycQ2005cQhicQngidho 1.7 41

27 zomputingQtheQminimumQrecombinantQhaplotypeQconfigurationQfromQincompleteQgenotypeQdataQonQ
aQpedigreeQbyQintegerQlinearQprogrammingeQJournalmofmComputationalmBiologycQ2005cQhicQnhpdjp 1.7 62
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26 MoreQreliableQproteinQNMRQpeakQassignmentQviaQimprovedQidintervalQschedulingeQJournalmofm
ComputationalmBiologycQ2005cQhicQhipdkm 1.7 4

25 xnQexactQsolutionQforQfindingQminimumQrecombinantQhaplotypeQconfigurationsQonQpedigreesQwithQ
missingQdataQbyQintegerQlinearQprogrammingQ2004cQ 20

24 xQFurtherQImprovedQxpproximationQxlgorithmQforQyreakpointQGraphQ’ecompositioneQJournalmofm
CombinatorialmOptimizationcQ2004cQocQhojdhpk 0.9 17

23 TheQlongestQcommonQsubsequenceQproblemQforQarcdannotatedQsequenceseQJournalmofmDiscretem
AlgorithmscQ2004cQicQilnding 32

22 EfficientQinferenceQofQhaplotypesQfromQgenotypesQonQaQpedigreeeQJournalmofmBioinformaticsmandm
ComputationalmBiologycQ2003cQhcQkhdmp 1 61

21 MinimumQRecombinantQHaplotypeQzonfigurationQonQTreeQPedigreeseQLecturemNotesminmComputerm
SciencecQ2003cQjjpdjlj 0.9 18

20 xpproximationQalgorithmsQforQNMRQspectralQpeakQassignmenteQTheoreticalmComputermSciencecQ2003cQ
ippcQihhdiip 1.1 16

19 zomputationalQassignmentQofQproteinQbackboneQNMRQpeaksQbyQefficientQboundingQandQfilteringeQ
JournalmofmBioinformaticsmandmComputationalmBiologycQ2003cQhcQjondkgp 1 4

18 EfficientQruledbasedQhaplotypingQalgorithmsQforQpedigreeQdataQ2003cQ 27

17 MoreQReliableQProteinQNMRQPeakQxssignmentQviaQImprovedQidIntervalQSchedulingeQLecturemNotesminm
ComputermSciencecQ2003cQlogdlpi 0.9 1

16 TheQaveragedcaseQareaQofQHeilbronndtypeQtrianglesaeQRandommStructuresmandmAlgorithmscQ2002cQigcQigmdihp0.8 14

15 TheQlongestQcommonQsubsequenceQproblemQforQsequencesQwithQnestedQarcQannotationseQJournalmofm
ComputermandmSystemmSciencescQ2002cQmlcQkmldkog 1 36

14 eQComputingminmSciencemandmEngineeringcQ2002cQkcQlgdmi 1.5 16

13 NewQapplicationsQofQtheQincompressibilityQmethodqQPartQIIeQTheoreticalmComputermSciencecQ2000cQijlcQlpdng1.1 13

12 xveragedcaseQanalysisQofQalgorithmsQusingQKolmogorovQcomplexityeQJournalmofmComputermSciencemandm
TechnologycQ2000cQhlcQkgidkgo 1.7 7

11 xQlowerQboundQonQtheQaveragedcaseQcomplexityQofQshellsorteQJournalmofmthemACMcQ2000cQkncQpgldphh 2 12

10 TheQIncompressibilityQMethodeQLecturemNotesminmComputermSciencecQ2000cQjmdlj 0.9

9 MappingQzlonesQwithQaQGivenQOrderingQorQInterleavingeQAlgorithmicacQ1998cQihcQimidiok 0.9 5
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8 TwoQheadsQareQbetterQthanQtwoQtapeseQJournalmofmthemACMcQ1997cQkkcQijndilm 2 6

7 xpproximationQalgorithmsQforQtreeQalignmentQwithQaQgivenQphylogenyeQAlgorithmicacQ1996cQhmcQjgidjhl 0.9 39

6 ’NxQsequencingQandQstringQlearningeQMathematicalmSystemsmTheorycQ1996cQipcQjondkgl 11

5 xnQapproximationQschemeQforQsomeQSteinerQtreeQproblemsQinQtheQplaneeQNetworkscQ1996cQiocQhondhpj 1.6 15

4 PatternQlanguagesQwithQandQwithoutQerasingeQInternationalmJournalmofmComputermMathematicscQ1994cQ
lgcQhkndhmj 1.2 44

3 THEQSTRUzTUREQxN’QzOMPLEXITYQOFQMINIMxLQNFxâ��SQOVERQxQUNxRYQxLPHxyETeQInternationalm
JournalmofmFoundationsmofmComputermSciencecQ1991cQgicQhmjdhoi 0.6 29

2 OrchestratingQquartetsqQapproximationQandQdataQcorrection 10

1 ’eepHINTqQUnderstandingQHIVdhQintegrationQviaQdeepQlearningQwithQattention 2
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