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100 xriticalNvssessmentNofNMetagenomeN nterpretationoNtheNsecondNroundNofNchallengesccNNatureh
MethodsaN2022aN 21.6 14

99 –utNmicrobialNchangesNofNpatientsNwithNpsychoticNandNaffectiveNdisordersoNvNsystematicNreviewcN
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92  mprovedNmetagenomeNbinningNandNassemblyNusingNdeepNvariationalNautoencoderscNNatureh
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91 RebtheorisingNmobilityNandNtheNformationNofNcultureNandNlanguageNamongNtheNxordedNWareNxultureN
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90 SimilarNgenomicNpatternsNofNclinicalNinfectiveNendocarditisNandNoralNisolatesNofNStreptococcusN
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86 PopulationNgenomicsNofNtheNVikingNworldcNNatureaN2020aNjmjaNhnebhnk 50.4 35

85 –eneticNstudiesNofNabdominalNMR NdataNidentifyNgenesNregulatingNhepcidinNasNmajorNdeterminantsNofN
liverNironNconcentrationcNJournalhofhHepatologyaN2019aNlfaNjnibkeg 13.4 10
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glaNfiijbfijj

5.3 20
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79 vNjleeNyearboldNhumanNgenomeNandNoralNmicrobiomeNfromNchewedNbirchNpitchcNNatureh
CommunicationsaN2019aNfeaNjjge 17.4 31

78 zmergenceNandNSpreadNofNwasalNLineagesNofNYersinia´ pestisNduringNtheNNeolithicNyeclinecNCellaN2019aN
flkaNgnjbhejcefe 56.2 93

77 OriginsNandNgeneticNlegaciesNofNtheNxaribbeanNTainocNProceedingshofhthehNationalhAcademyhofh
ScienceshofhthehUnitedhStateshofhAmericaaN2018aNffjaNghifbghik 11.5 45

76 vncientNpathogenNyNvNinNhumanNteethNandNpetrousNbonescNEcologyhandhEvolutionaN2018aNmaNhjhibhjig 2.8 23

75 PhysiologicalNandN–eneticNvdaptationsNtoNyivingNinNSeaNNomadscNCellaN2018aNflhaNjknbjmecefj 56.2 82

74 wiosynthesisNofNbioactiveNditerpenoidsNinNtheNmedicinalNplantNVitexNagnusbcastuscNPlanthJournalaN
2018aNnhaNnihbnjm 6.9 44

73 TerminalNPleistoceneNvlaskanNgenomeNrevealsNfirstNfoundingNpopulationNofNNativeNvmericanscN
NatureaN2018aNjjhaNgehbgel 50.4 178

72
TranscriptomeNanalysisNofNrootbknotNnematodeNWMeloidogyneNincognitaYbinfectedNtomatoNWSolanumN
lycopersicumYNrootsNrevealsNcomplexNgeneNexpressionNprofilesNandNmetabolicNnetworksNofNbothNhostN
andNnematodeNduringNsusceptibleNandNresistanceNresponsescNMolecularhPlanthPathologyaN2018aNfnaNkfjbkhh

5.7 68

71 fhlNancientNhumanNgenomesNfromNacrossNtheNzurasianNsteppescNNatureaN2018aNjjlaNhknbhli 50.4 197

70 vncientNhepatitisNwNvirusesNfromNtheNwronzeNvgeNtoNtheNMedievalNperiodcNNatureaN2018aNjjlaNifmbigh 50.4 112
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68 zarlyNhumanNdispersalsNwithinNtheNvmericascNScienceaN2018aNhkgaN 33.3 118

67 vncientNnuclearNgenomesNenableNrepatriationNofN ndigenousNhumanNremainscNSciencehAdvancesaN2018
aNiaNeaaujeki 14.3 16

66 RareNtruncatingNvariantsNinNtheNsarcomericNproteinNtitinNassociateNwithNfamilialNandNearlybonsetNatrialN
fibrillationcNNaturehCommunicationsaN2018aNnaNihfk 17.4 58

65 TheNprehistoricNpeoplingNofNSoutheastNvsiacNScienceaN2018aNhkfaNmmbng 33.3 174

64 TheNx–zNToolNwoxN2017aNkjbne 3

63 –enomeNSequenceNofNaNWhichNProducesNRedNxolorantsNforNtheN’oodN ndustrycNGenomeh
AnnouncementsaN2017aNjaN 5

62 RebtheorisingNmobilityNandNtheNformationNofNcultureNandNlanguageNamongNtheNxordedNWareNxultureN
inNzuropecNAntiquityaN2017aNnfaNhhibhil 1 108

61
–enomicNcharacterizationaNphylogeneticNanalysisaNandNidentificationNofNvirulenceNfactorsNinN
verococcusNsanguinicolaNandNverococcusNurinaeNstrainsNisolatedNfromNinfectionNepisodescNMicrobialh
PathogenesisaN2017aNffgaNhglbhie

3.8 9

60 vncientNgenomesNshowNsocialNandNreproductiveNbehaviorNofNearlyNUpperNPaleolithicNforagerscN
ScienceaN2017aNhjmaNkjnbkkg 33.3 160

59 vssemblyNandNanalysisNofNfeeNfullNM—xNhaplotypesNfromNtheNyanishNpopulationcNGenomehResearchaN
2017aNglaNfjnlbfkel 9.7 10

58 vnalysisNofNkgNhybridNassembledNhumanNYNchromosomesNexposesNrapidNstructuralNchangesNandNhighN
ratesNofNgeneNconversioncNPLoShGeneticsaN2017aNfhaNefeekmhi 6 23

57 –eneNexpressionNplasticityNacrossNhostsNofNanNinvasiveNscaleNinsectNspeciescNPLoShONEaN2017aNfgaNeeflknjk3.7 10

56 SequencingNandNdeNnovoNassemblyNofNfjeNgenomesNfromNyenmarkNasNaNpopulationNreferencecN
NatureaN2017aNjimaNmlbnf 50.4 87

55 assessmentNofNvirulenceNfactorsNinNstrainsNofNandNisolatedNfromNpatientsNwithN nfectiveNzndocarditiscN
JournalhofhMedicalhMicrobiologyaN2017aNkkaNfhfkbfhgh 3.2 15

54 WholeNgenomeNsequencingNasNaNtoolNforNphylogeneticNanalysisNofNclinicalNstrainsNofNMitisNgroupN
streptococcicNEuropeanhJournalhofhClinicalhMicrobiologyhandhInfectioushDiseasesaN2016aNhjaNfkfjbgj 5.3 11

53 vNgenomicNhistoryNofNvboriginalNvustraliacNNatureaN2016aNjhmaNgelbgfi 50.4 268

52 vlphaNproteobacterialNancestryNofNtheN[’eb’e]bhydrogenasesNinNanaerobicNeukaryotescNBiologyhDirectaN
2016aNffaNhi 7.2 22

51
yhurrinNmetabolismNinNtheNdevelopingNgrainNofNSorghumNbicolorNWLcYNMoenchNinvestigatedNbyN
metaboliteNprofilingNandNnovelNclusteringNanalysesNofNtimebresolvedNtranscriptomicNdatacNBMCh
GenomicsaN2016aNflaNfegf

4.5 37

Simon Rasmussen

4



50 MetagenomicNanalysisNofNrapidNgravityNsandNfilterNmicrobialNcommunitiesNsuggestsNnovelNphysiologyN
ofNNitrospiraNsppcNISMEhJournalaN2016aNfeaNgjknbgjmf 11.9 137

49 NovelNvariationNandNdeNnovoNmutationNratesNinNpopulationbwideNdeNnovoNassembledNyanishNtrioscN
NaturehCommunicationsaN2015aNkaNjnkn 17.4 119

48 POPULvT ONN–zNzT xScN–enomicNevidenceNforNtheNPleistoceneNandNrecentNpopulationNhistoryNofN
NativeNvmericanscNScienceaN2015aNhinaNaabhmmi 33.3 317

47 TranscriptomeNprofilingNofNbrownNadiposeNtissueNduringNcoldNexposureNrevealsNextensiveNregulationN
ofNglucoseNmetabolismcNAmericanhJournalhofhPhysiologyhwhEndocrinologyhandhMetabolismaN2015aNhemaNzhmebng6 86

46 zarlyNdivergentNstrainsNofNYersiniaNpestisNinNzurasiaNjaeeeNyearsNagocNCellaN2015aNfkhaNjlfbmg 56.2 294

45 MetabgenomicNanalysisNofNtoiletNwasteNfromNlongNdistanceNflightspNaNstepNtowardsNglobalNsurveillanceN
ofNinfectiousNdiseasesNandNantimicrobialNresistancecNScientifichReportsaN2015aNjaNffiii 4.9 51

44 ReadsgTypeoNaNwebNapplicationNforNrapidNmicrobialNtaxonomyNidentificationcNBMChBioinformaticsaN
2015aNfkaNhnm 3.6 5

43 PopulationNgenomicsNofNwronzeNvgeNzurasiacNNatureaN2015aNjggaNfklblg 50.4 827

42 yiscoveryaNgenotypingNandNcharacterizationNofNstructuralNvariationNandNnovelNsequenceNatNsingleN
nucleotideNresolutionNfromNdeNnovoNgenomeNassembliesNonNaNpopulationNscalecNGigaScienceaN2015aNiaNki 7.6 16

41 TheNgenomeNofNaNLateNPleistoceneNhumanNfromNaNxlovisNburialNsiteNinNwesternNMontanacNNatureaN
2014aNjekaNggjbn 50.4 357

40 yerivedNimmuneNandNancestralNpigmentationNallelesNinNaNlaeeebyearboldNMesolithicNzuropeancNNature
aN2014aNjelaNggjbm 50.4 235

39 UpperNPalaeolithicNSiberianNgenomeNrevealsNdualNancestryNofNNativeNvmericanscNNatureaN2014aNjejaNmlbnf50.4 581

38 –enomebwideNancestryNpatternsNinNRapanuiNsuggestNprebzuropeanNadmixtureNwithNNativeN
vmericanscNCurrenthBiologyaN2014aNgiaNgjfmbgj 6.3 39

37 TwoNancientNhumanNgenomesNrevealNPolynesianNancestryNamongNtheNindigenousNwotocudosNofN
wrazilcNCurrenthBiologyaN2014aNgiaNRfehjbl 6.3 62

36 vNSelectiveNSweepNonNaNyeleteriousNMutationNinNxPTfvNinNvrcticNPopulationscNAmericanhJournalhofh
HumanhGeneticsaN2014aNnjaNjmibjmn 11 86

35 wenchmarkingNofNmethodsNforNgenomicNtaxonomycNJournalhofhClinicalhMicrobiologyaN2014aNjgaNfjgnbhn 9.7 141

34  dentificationNandNassemblyNofNgenomesNandNgeneticNelementsNinNcomplexNmetagenomicNsamplesN
withoutNusingNreferenceNgenomescNNaturehBiotechnologyaN2014aNhgaNmggbm 44.5 624

33 TheNgeneticNprehistoryNofNtheNNewNWorldNvrcticcNScienceaN2014aNhijaNfgjjmhg 33.3 204
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32 ’acilitationNofNpainNsensitizationNinNkneeNosteoarthritisNandNpersistentNpostboperativeNpainoNaN
crossbsectionalNstudycNEuropeanhJournalhofhPainaN2014aNfmaNfegibhf 3.7 50

31 xonstructionNofNaNdairyNmicrobialNgenomeNcatalogNopensNnewNperspectivesNforNtheNmetagenomicN
analysisNofNdairyNfermentedNproductscNBMChGenomicsaN2014aNfjaNffef 4.5 51

30 —ybridizationNcaptureNusingNshortNPxRNproductsNenrichesNsmallNgenomesNbyNcapturingNflankingN
sequencesNWxap’lankYcNPLoShONEaN2014aNnaNefenfef 3.7 17

29 RichnessNofNhumanNgutNmicrobiomeNcorrelatesNwithNmetabolicNmarkerscNNatureaN2013aNjeeaNjifbk 50.4 2584

28 MetagenomicNspeciesNprofilingNusingNuniversalNphylogeneticNmarkerNgenescNNaturehMethodsaN2013aN
feaNffnkbn 21.6 340

27 wacterialNnaturalNtransformationNbyNhighlyNfragmentedNandNdamagedNyNvcNProceedingshofhtheh
NationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaaN2013aNffeaNfnmkebj 11.5 111

26 TargetedNmetabolicNengineeringNguidedNbyNcomputationalNanalysisNofNsinglebnucleotideN
polymorphismsNWSNPsYcNMethodshinhMolecularhBiologyaN2013aNnmjaNienbgm 1.4

25 TranscriptomeNresponsesNtoNcombinationsNofNstressesNinNvrabidopsiscNPlanthPhysiologyaN2013aNfkfaNflmhbni6.6 334

24 –enomebscaleNcoldNstressNresponseNregulatoryNnetworksNinNtenNvrabidopsisNthalianaNecotypescNBMCh
GenomicsaN2013aNfiaNlgg 4.5 50

23 xompleteNgenesNmayNpassNfromNfoodNtoNhumanNbloodcNPLoShONEaN2013aNmaNeknmej 3.7 31

22 –lobalNnetworkNreorganizationNduringNdynamicNadaptationsNofNwacillusNsubtilisNmetabolismcNScienceaN
2012aNhhjaNfennbfeh 33.3 215

21 MicrobialNcommunityNstructureNofNvrcticNmultiyearNseaNiceNandNsurfaceNseawaterNbyNijiNsequencingN
ofNtheNfkSNRNvNgenecNISMEhJournalaN2012aNkaNffbge 11.9 135

20 MultilocusNsequenceNtypingNofNtotalbgenomebsequencedNbacteriacNJournalhofhClinicalhMicrobiologyaN
2012aNjeaNfhjjbkf 9.7 1163

19 snpTreebbaNwebbserverNtoNidentifyNandNconstructNSNPNtreesNfromNwholeNgenomeNsequenceNdatacNBMCh
GenomicsaN2012aNfhNSupplNlaNSk 4.5 76

18  dentificationNofNacquiredNantimicrobialNresistanceNgenescNJournalhofhAntimicrobialhChemotherapyaN
2012aNklaNgkiebi 5.1 2855

17 vnNvboriginalNvustralianNgenomeNrevealsNseparateNhumanNdispersalsNintoNvsiacNScienceaN2011aNhhiaNnibm 33.3 528

16 LactobacillusNacidophilusNinducesNvirusNimmuneNdefenceNgenesNinNmurineNdendriticNcellsNbyNaN
TollblikeNreceptorbgbdependentNmechanismcNImmunologyaN2010aNfhfaNgkmbmf 7.8 110

15 wifidobacteriumNbifidumNactivelyNchangesNtheNgeneNexpressionNprofileNinducedNbyNLactobacillusN
acidophilusNinNmurineNdendriticNcellscNPLoShONEaN2010aNjaNeffekj 3.7 29
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14 TranscriptionalNlandscapeNestimationNfromNtilingNarrayNdataNusingNaNmodelNofNsignalNshiftNandNdriftcN
BioinformaticsaN2009aNgjaNghifbl 7.2 20

13
 mpairedNuptakeNanddorNutilizationNofNleucineNbyNSaccharomycesNcerevisiaeNisNsuppressedNbyNtheN
SPTfjbheeNalleleNofNtheNTvTvbbindingNproteinNgenecNAppliedhandhEnvironmentalhMicrobiologyaN2009aN
ljaNkejjbkf

4.8 18

12 TheNtranscriptionallyNactiveNregionsNinNtheNgenomeNofNwacillusNsubtiliscNMolecularhMicrobiologyaN2009aN
lhaNfeihbjl 4.1 139

11 vrthroscopicNtreatmentNofNimpingementNofNtheNankleNreducesNpainNandNenhancesNfunctioncN
ScandinavianhJournalhofhMedicinehandhSciencehinhSportsaN2002aNfgaNknblg 4.6 43

10  ntraarticularNglucocorticoidaNmorphineNandNbupivacaineNreducesNpainNandNconvalescenceNafterN
arthroscopicNankleNsurgeryoNaNrandomizedNstudyNofNhkNpatientscNActahOrthopaedicaaN2000aNlfaNhefbi 21

9 vNpairedNliverNbiopsyNandNplasmaNproteomicsNstudyNrevealsNcirculatingNbiomarkersNforN
alcoholbrelatedNliverNdisease 5
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