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70 yOrobustObenchmarkOforOdetectionOofOgermlineOlargeOdeletionsOandOinsertionsfONaturemBiotechnologydO
2020dOkpdOikloeikmm 44.5 98

69 γetectionOofOstructuralOvariantsOandOindelsOwithinOexomeOdatafONaturemMethodsdO2011dOqdOionep 21.6 93

68 RNyeRNyOinteractionOpredictionOandOantisenseORNyOtargetOsearchfOJournalmofmComputationalmBiologydO
2006dOikdOjnoepj 1.7 93

67 S’yL’δrOboostingOsequenceOcompressionOalgorithmsOusingOlocallyOconsistentOencodingfO
BioinformaticsdO2012dOjpdOkhmieo 7.2 89

66 γetectionOandOcharacterizationOofOnovelOsequenceOinsertionsOusingOpairedeendOnextegenerationO
sequencingfOBioinformaticsdO2010dOjndOijooepk 7.2 84

65 yluOrepeatOdiscoveryOandOcharacterizationOwithinOhumanOgenomesfOGenomemResearchdO2011dOjidOplheq 9.7 84

64 NanoporeOsequencingOtechnologyOandOtoolsOforOgenomeOassemblyrOcomputationalOanalysisOofOtheO
currentOstatedObottlenecksOandOfutureOdirectionsfOBriefingsminmBioinformaticsdO2019dOjhdOimljeimmq 13.4 83

63 yOlargeOandOcomplexOstructuralOpolymorphismOatOinpijfiOunderliesOmicrodeletionOdiseaseOriskfO
NaturemGeneticsdO2010dOljdOolmemh 36.3 81

62 γeathOandOresurrectionOofOtheOhumanOIRGMOgenefOPLoSmGeneticsdO2009dOmdOeihhhlhk 6 75

61 IdentificationOandOvalidationOofOaOnovelOmatureOmicroRNyOencodedObyOtheOMerkelOcellOpolyomavirusO
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marmosetfOMolecularmBiologymandmEvolutiondO2009dOjndOippqeqhh 8.3 37

47 δarlyOpostzygoticOmutationsOcontributeOtoOdeOnovoOvariationOinOaOhealthyOmonozygoticOtwinOpairfO
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43 TargetingOPLKiOovercomesOTeγMiOresistanceOviaO’γKiedependentOphosphorylationOandOinactivationO
ofOzclejgxLOinOHδRjepositiveObreastOcancerfOOncogenedO2018dOkodOjjmiejjnq 9.2 30
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38 OptimalOdesignOofOoligonucleotideOmicroarraysOforOmeasurementOofOγNyOcopyenumberfOHumanm
MolecularmGeneticsdO2007dOindOjooheq 5.6 23
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27 γiscoveryOofOlargeOgenomicOinversionsOusingOlongOrangeOinformationfOBMCmGenomicsdO2017dOipdOnm 4.5 14

26 taveRNyrOaOwebOsuiteOforORNyOalgorithmsOandOapplicationsfONucleicmAcidsmResearchdO2007dOkmdOWkjmeq 20.1 14

25 ypollorOaOsequencingetechnologyeindependentdOscalableOandOaccurateOassemblyOpolishingOalgorithmfO
BioinformaticsdO2020dOkndOknnqeknoq 7.2 13
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