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45 zNVpytorqNaNtoolNforNcopyNnumberNvariationNdetectionNandNanalysisNfromNreadNdepthNandNalleleN
imbalanceNinNwholedgenomeNsequencingeNGigaSciencecN2021cNhgcN 7.6 6

44 JyrowseRqNxnNRNInterfaceNtoNtheNJyrowseNiNGenomeNyrowsereNBioinformaticscN2021cN 7.2 2

43 MachineNyossqNrapidNprototypingNofNbioinformaticNautomataeNBioinformaticscN2021cNjncNipdjl 7.2 1

42 PairNconsensusNdecodingNimprovesNaccuracyNofNneuralNnetworkNbasecallersNforNnanoporeN
sequencingeNGenomerBiologycN2021cNiicNjo 18.3 12

41 xNModelNofNIndelNEvolutionNbyNFinitedStatecNzontinuousdTimeNMachineseNGeneticscN2020cNihmcNhhondhigk 4 0

40 JyrowseNzonnectqNxNserverNxPINtoNconnectNJyrowseNinstancesNandNuserseNPLoSrComputationalr
BiologycN2020cNhmcNehggnimh 5 1

39 zramdJSqNreferencedbasedNdecompressionNinNnodeNandNtheNbrowsereNBioinformaticscN2019cNjlcNkklhdkkli 7.2 1

38 zonsensusN ecodingNofNRecurrentNNeuralNNetworkNyasecallerseNLecturerNotesrinrComputerrSciencecN
2018cNhiodhjp 0.9 1

37 LinkingNStatisticalNandNEcologicalNTheoryqNHubbellVsNUnifiedNNeutralNTheoryNofNyiodiversityNasNaN
HierarchicalN irichletNProcesseNProceedingsrofrtherIEEEcN2017cNhglcNlhmdlip 14.3 36

36 JyrowseqNaNdynamicNwebNplatformNforNgenomeNvisualizationNandNanalysiseNGenomerBiologycN2016cNhncNmm 18.3 393

35 EstimatingNempiricalNcodonNhiddenNMarkovNmodelseNMolecularrBiologyrandrEvolutioncN2013cNjgcNnildjm 8.3 43

34 VisualizingNnextdgenerationNsequencingNdataNwithNJyrowseeNBriefingsrinrBioinformaticscN2013cNhkcNhnidn 13.4 57

33 FittingNyirthd eathNProcessesNtoNPanelN ataNwithNxpplicationsNtoNyacterialN NxNFingerprintingeN
AnnalsrofrAppliedrStatisticscN2013cNncNijhldijjl 2.1 9

32  evelopingNandNapplyingNheterogeneousNphylogeneticNmodelsNwithNXRateeNPLoSrONEcN2012cNncNejmopo 3.7 3

31 EvaluatingNbacterialNgenedfindingNHMMNstructuresNasNprobabilisticNlogicNprogramseNBioinformaticscN
2012cNiocNmjmdki 7.2 10

30 HandxlignqNyayesianNmultipleNsequenceNalignmentcNphylogenyNandNancestralNreconstructioneN
BioinformaticscN2012cNiocNhhngdh 7.2 12

29  irichletNmultinomialNmixturesqNgenerativeNmodelsNforNmicrobialNmetagenomicseNPLoSrONEcN2012cNncNejghim3.7 385
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28 xccurateNreconstructionNofNinsertionddeletionNhistoriesNbyNstatisticalNphylogeneticseNPLoSrONEcN2012
cNncNejklni 3.7 23

27 RNxcentralqNxNvisionNforNanNinternationalNdatabaseNofNRNxNsequenceseNRnacN2011cNhncNhpkhdm 5.8 54

26 EvolutionaryNmodelingNandNpredictionNofNnondcodingNRNxsNinN rosophilaeNPLoSrONEcN2009cNkcNemkno 3.7 10

25 xccurateNestimationNofNgeneNevolutionaryNratesNusingNXRxTEcNwithNanNapplicationNtoN
transmembraneNproteinseNMolecularrBiologyrandrEvolutioncN2009cNimcNhnhldih 8.3 7

24 xccurateNdetectionNofNrecombinantNbreakpointsNinNwholedgenomeNalignmentseNPLoSrComputationalr
BiologycN2009cNlcNehgggjho 5 25

23 FastNstatisticalNalignmenteNPLoSrComputationalrBiologycN2009cNlcNehgggjpi 5 252

22 EvolutionaryNtripletNmodelsNofNstructuredNRNxeNPLoSrComputationalrBiologycN2009cNlcNehgggkoj 5 4

21 JyrowseqNaNnextdgenerationNgenomeNbrowsereNGenomerResearchcN2009cNhpcNhmjgdo 9.7 550

20 xREIqNaNphylodgrammarNvisualizationNwebservereNNucleicrAcidsrResearchcN2008cNjmcNWmldp 20.1 2

19 SpecificNalignmentNofNstructuredNRNxqNstochasticNgrammarsNandNsequenceNannealingeNBioinformaticscN
2008cNikcNimnndoj 7.2 31

18 GenomedwideNnucleotidedlevelNmammalianNancestorNreconstructioneNGenomerResearchcN2008cNhocNhoipdkj9.7 136

17 xnalysesNofNdeepNmammalianNsequenceNalignmentsNandNconstraintNpredictionsNforNhTNofNtheNhumanN
genomeeNGenomerResearchcN2007cNhncNnmgdnk 9.7 163

16 IdentificationNandNanalysisNofNfunctionalNelementsNinNhTNofNtheNhumanNgenomeNbyNtheNENzO ENpilotN
projecteNNaturecN2007cNkkncNnppdohm 50.4 4121

15 EvolutionNofNgenesNandNgenomesNonNtheN rosophilaNphylogenyeNNaturecN2007cNklgcNigjdho 50.4 1586

14 xnNempiricalNcodonNmodelNforNproteinNsequenceNevolutioneNMolecularrBiologyrandrEvolutioncN2007cN
ikcNhkmkdnp 8.3 139

13 TransducersqNanNemergingNprobabilisticNframeworkNforNmodelingNindelsNonNtreeseNBioinformaticscN
2007cNijcNjilodmi 7.2 29

12 PhylocomposerNandNphylodirectorqNanalysisNandNvisualizationNofNtransducerNindelNmodelseN
BioinformaticscN2007cNijcNjimjdk 7.2 6

11 XRateqNaNfastNprototypingcNtrainingNandNannotationNtoolNforNphylodgrammarseNBMCrBioinformaticscN
2006cNncNkio 3.6 40
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10 xcceleratedNprobabilisticNinferenceNofNRNxNstructureNevolutioneNBMCrBioinformaticscN2005cNmcNnj 3.6 95

9 UsingNevolutionaryNExpectationNMaximizationNtoNestimateNindelNrateseNBioinformaticscN2005cNihcNiipkdjgg7.2 30

8 xNprobabilisticNmodelNforNtheNevolutionNofNRNxNstructureeNBMCrBioinformaticscN2004cNlcNhmm 3.6 38

7 xNPLongNIndelPNmodelNforNevolutionaryNsequenceNalignmenteNMolecularrBiologyrandrEvolutioncN2004cN
ihcNlipdkg 8.3 91

6 TranscendentNelementsqNwholedgenomeNtransposonNscreensNandNopenNevolutionaryNquestionseN
GenomerResearchcN2002cNhicNhhlidl 9.7 15

5 xnNexpectationNmaximizationNalgorithmNforNtrainingNhiddenNsubstitutionNmodelseNJournalrofr
MolecularrBiologycN2002cNjhncNnljdmk 6.5 59

4 EvolutionaryNHMMsqNaNyayesianNapproachNtoNmultipleNalignmenteNBioinformaticscN2001cNhncNogjdig 7.2 133

3  ynamicNprogrammingNalignmentNaccuracyeNJournalrofrComputationalrBiologycN1998cNlcNkpjdlgk 1.7 84

2 ModularNnondrepeatingNcodesNforN NxNstorage 1

1 WTFgenesq´ WhatVsNTheNFunctionNofNtheseNgenesvNStaticNsitesNforNmodeldbasedNgeneNsetNanalysiseN
F1000ResearchcmcNkij 3.6
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