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k Paper IF Citations

156 somputationalManalysisMandMpredictionMofMPu_PwRSMproteinsMusingMmachineMlearning[[MComputationalc
andcStructuralcBiotechnologycJournalYM2022YMb_YMffbZfgd 6.8 2

155 UnderstandingMtetrimentalMxostMResponseMtoMynfectionZTheMPromiseMofMTranscriptomics[[MPediatricc
CriticalcCarecMedicineYM2022YMbcYMaccZace 3 1

154 NanoqjMultraZfastMqualityMcontrolMforMnanoporeMreads[MJournalcofcOpencSourcecSoftwareYM2022YMgYMbiia 5.2 1

153 LongZReadMRNqMSequencingMydentifiesMPolyadenylationMulongationMandMtifferentialMTranscriptM
UsageMofMxostMTranscriptsMturingMSqRSZsoVZbMynfection[[MFrontierscincImmunologyYM2022YMacYMhcbbbc 8.4 0

152 uvolutionMandMspreadMofMaMhighlyMdrugMresistantMstrainMofMMycobacteriumMtuberculosisMinMPapuaMNewM
wuinea[[MBMCcInfectiouscDiseasesYM2022YMbbYMdcg 4 0

151 PositiveZunlabeledMlearningMinMbioinformaticsMandMcomputationalMbiologyjMaMbriefMreview[MBriefingscinc
BioinformaticsYM2021YM 13.4 6

150 NewMtechnologiesMforMdiagnosingMactiveMTrjMtheMVqNTtuTMdiagnosticMaccuracyMstudy[MEfficacycandc
MechanismcEvaluationYM2021YMhYMaZaf_ 1.7 0

149 wenomicMepidemiologyMofMtuberculosisMinMeasternMMalaysiajMinsightsMforMstrengtheningMpublicMhealthM
responses[MMicrobialcGenomicsYM2021YMgYM 4.4 1

148 TranscriptionalMandMepiZtranscriptionalMdynamicsMofMSqRSZsoVZbMduringMcellularMinfection[MCellc
ReportsYM2021YMceYMa_ia_h 10.6 9

147
OptimisingMTreatmentMOutcomesMforMshildrenMandMqdultsMThroughMRapidMwenomeMSequencingMofM
SepsisMPathogens[MqMStudyMProtocolMforMaMProspectiveYMMultiZsentreMTrialMUtyRusTV[MFrontierscinc
CellularcandcInfectioncMicrobiologyYM2021YMaaYMffgfh_

5.9 1

146 RealZtimeMresolutionMofMshortZreadMassemblyMgraphMusingMONTMlongMreads[MPLoScComputationalc
BiologyYM2021YMagYMea__hehf 5 2

145 ydentificationMofMReducedMxostMTranscriptomicMSignaturesMforMTuberculosisMtiseaseMandMtigitalM
PsRZrasedMValidationMandMQuantification[MFrontierscincImmunologyYM2021YMabYMfcgafd 8.4 4

144
NoMevidenceMofMSqRSZsoVZbMreverseMtranscriptionMandMintegrationMasMtheMoriginMofMchimericM
transcriptsMinMpatientMtissues[MProceedingscofcthecNationalcAcademycofcSciencescofcthecUnitedcStatescofc
AmericaYM2021YMaahYM

11.5 11

143 SignaturesMofMTSPqNhMvariantsMassociatedMwithMhumanMmetabolicMregulationMandMdiseases[MIScienceYM
2021YMbdYMa_bhic 6.1 0

142 tataZdrivenMestimationMofMsOVytZaiMcommunityMprevalenceMthroughMwastewaterZbasedM
epidemiology[MSciencecofcthecTotalcEnvironmentYM2021YMghiYMadgidg 10.2 17

141 MolecularMMethodsMforMPathogenicMracteriaMtetectionMandMRecentMqdvancesMinMWastewaterM
qnalysis[MWaterclSwitzerlandmYM2021YMacYMceea 3 1

140
WholeZexomeMSequencingMforMtheMydentificationMofMRareMVariantsMinMPrimaryMymmunodeficiencyM
wenesMinMshildrenMWithMSepsisjMqMProspectiveYMPopulationZbasedMsohortMStudy[MClinicalcInfectiousc
DiseasesYM2020YMgaYMefadZefbc

11.6 4
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139 uvaluatingMtheMgenomeMandMresistomeMofMextensivelyMdrugZresistantMβlebsiellaMpneumoniaeMusingM
nativeMtNqMandMRNqMNanoporeMsequencing[MGigaScienceYM2020YMiYM 7.6 13

138 sompleteMwenomeMSequencesMofMslinicalMPandoraeaMfibrosisMysolates[MMicrobiologycResourcec
AnnouncementsYM2020YMiYM 1.3 1

137 somparisonMofMlongZreadMmethodsMforMsequencingMandMassemblyMofMaMplantMgenome[MGigaScienceYM
2020YMiYM 7.6 22

136 qssemblyMofMwholeZchromosomeMpseudomoleculesMforMpolyploidMplantMgenomesMusingMoutbredM
mappingMpopulations[MNaturecGeneticsYM2020YMebYMabefZabfd 36.3 7

135
QuantitativeMtraitMlociMandMdifferentialMgeneMexpressionManalysesMrevealMtheMgeneticMbasisMforM
negativelyMassociatedM˛†ZcaroteneMandMstarchMcontentMinMhexaploidMsweetpotatoM[ypomoeaMbatatasM
UL[VMLam[][MTheoreticalcandcAppliedcGeneticsYM2020YMaccYMbcZcf

6 33

134 wWqSMonMlongitudinalMgrowthMtraitsMrevealsMdifferentMgeneticMfactorsMinfluencingMinfantYMchildYMandM
adultMrMy[MSciencecAdvancesYM2019YMeYMeaawc_ie 14.3 39

133 xLqZsMvariantsMassociatedMwithMaminoMacidMsubstitutionsMinMtheMpeptideMbindingMgrooveMinfluenceM
susceptibilityMtoMβawasakiMdisease[MHumancImmunologyYM2019YMh_YMgcaZgch 2.3 4

132 ModellingMpathogenMloadMdynamicsMtoMelucidateMmechanisticMdeterminantsMofMhostZPlasmodiumM
falciparumMinteractions[MNaturecMicrobiologyYM2019YMdYMaeibZaf_b 26.6 12

131 ydentificationMofMregulatoryMvariantsMassociatedMwithMgeneticMsusceptibilityMtoMmeningococcalM
disease[MScientificcReportsYM2019YMiYMfiff 4.9 3

130 TheMuarlyMwrowthMweneticsMUuwwVMandMuqrlyMweneticsMandMLifecourseMupidemiologyMUuqwLuVM
consortiajMdesignYMresultsMandMfutureMprospects[MEuropeancJournalcofcEpidemiologyYM2019YMcdYMbgiZc__ 12.1 18

129
srossZrorderMMovementMofMxighlyMtrugZResistantMMycobacteriumMtuberculosisMfromMPapuaMNewM
wuineaMtoMqustraliaMthroughMTorresMStraitMProtectedMZoneYMb_a_Zb_ae[MEmergingcInfectiouscDiseasesYM
2019YMbeYMd_fZdae

10.2 9

128
PhaseMyMTrialMofMynducibleMsaspaseMiMTMsellsMinMqdultMStemMsellMTransplantMtemonstratesMMassiveM
slonotypicMProliferativeMPotentialMandMLongZtermMPersistenceMofMTransgenicMTMsells[MClinicalcCancerc
ResearchYM2019YMbeYMagdiZagee

12.9 8

127 RapidMdiagnosisMofMsapnocytophagaMcanimorsusMsepticMshockMinManMimmunocompetentMindividualM
usingMrealZtimeMNanoporeMsequencingjMaMcaseMreport[MBMCcInfectiouscDiseasesYM2019YMaiYMff_ 4 8

126 LobSigMisMaMmultigeneMpredictorMofMoutcomeMinMinvasiveMlobularMcarcinoma[MNpjcBreastcCancerYM2019YM
eYMah 7.8 19

125 wenotypeZfreeMdemultiplexingMofMpooledMsingleZcellMRNqZseq[MGenomecBiologyYM2019YMb_YMbi_ 18.3 19

124 RetoolingMphageMdisplayMwithMelectrohydrodynamicMnanomixingMandMnanoporeMsequencing[MLabconcAc
ChipYM2019YMaiYMd_hcZd_ib 7.2 1

123 PlasmaMlipidMprofilesMdiscriminateMbacterialMfromMviralMinfectionMinMfebrileMchildren[MScientificcReportsYM
2019YMiYMaggad 4.9 5

122 OctapeptinMsdMandMpolymyxinMresistanceMoccurMviaMdistinctMpathwaysMinManMepidemicMXtRMβlebsiellaM
pneumoniaeMSTbehMisolate[MJournalcofcAntimicrobialcChemotherapyYM2019YMgdYMehbZeic 5.1 11

(2019-2020)
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121 shironjMtranslatingMnanoporeMrawMsignalMdirectlyMintoMnucleotideMsequenceMusingMdeepMlearning[M
GigaScienceYM2018YMgYM 7.6 80

120 SimulatingMtheMdynamicsMofMtargetedMcaptureMsequencingMwithMsapSim[MBioinformaticsYM2018YMcdYMhgcZhgd7.2 5

119 MycobacteriumMtuberculosisMuxploitsMaMMolecularMOffMSwitchMofMtheMymmuneMSystemMforMyntracellularM
Survival[MScientificcReportsYM2018YMhYMffa 4.9 25

118 TranscriptomicMStudiesMofMMalariajMaMParadigmMforMynvestigationMofMSystemicMxostZPathogenM
ynteractions[MMicrobiologycandcMolecularcBiologycReviewsYM2018YMhbYM 13.2 22

117 tiagnosisMofMβawasakiMtiseaseMUsingMaMMinimalMWholeZrloodMweneMuxpressionMSignature[MJAMAc
PediatricsYM2018YMagbYMeahbbic 8.3 52

116 npynvjMaccurateMdetectionMandMgenotypingMofMinversionsMusingMlongMreadMsubZalignment[MBMCc
BioinformaticsYM2018YMaiYMbfa 3.6 22

115
MultiZclonalMevolutionMofMmultiZdrugZresistant]extensivelyMdrugZresistantMMycobacteriumM
tuberculosisMinMaMhighZprevalenceMsettingMofMPapuaMNewMwuineaMforMoverMthreeMdecades[MMicrobialc
GenomicsYM2018YMdYM

4.4 19

114 wtTRjMrayesianMestimationMofMabsoluteMtandemMrepeatMcopyMnumberMusingMsequenceMcaptureMandM
highMthroughputMsequencing[MBMCcBioinformaticsYM2018YMaiYMbfg 3.6 2

113 NonZantibioticMantimicrobialMtriclosanMinducesMmultipleMantibioticMresistanceMthroughMgeneticM
mutation[MEnvironmentcInternationalYM2018YMaahYMbegZbfe 12.9 81

112 ynsightsMintoMpopulationMstructureMofMuastMqfricanMsweetpotatoMcultivarsMfromMhybridMassemblyMofM
chloroplastMgenomes[MGatescOpencResearchYM2018YMbYMda 2.4 1

111 ynsightsMintoMpopulationMstructureMofMuastMqfricanMsweetpotatoMcultivarsMfromMhybridMassemblyMofM
chloroplastMgenomes[MGatescOpencResearchYM2018YMbYMda 2.4 1

110
qMcompleteMhighZqualityMMinyONMnanoporeMassemblyMofManMextensivelyMdrugZresistantM
MycobacteriumMtuberculosisMreijingMlineageMstrainMidentifiesMnovelMvariationMinMrepetitiveMPu]PPuM
geneMregions[MMicrobialcGenomicsYM2018YMdYM

4.4 26

109 OngoingMhumanMchromosomeMendMextensionMrevealedMbyManalysisMofMrioNanoMandMnanoporeMdata[M
ScientificcReportsYM2018YMhYMaffaf 4.9 1

108 MultifactorialMchromosomalMvariantsMregulateMpolymyxinMresistanceMinMextensivelyMdrugZresistantM
βlebsiellaMpneumoniae[MMicrobialcGenomicsYM2018YMdYM 4.4 28

107 wenomeMsequencesMofMtwoMdiploidMwildMrelativesMofMcultivatedMsweetpotatoMrevealMtargetsMforM
geneticMimprovement[MNaturecCommunicationsYM2018YMiYMdeh_ 17.4 86

106 TriclosanMatMenvironmentallyMrelevantMconcentrationsMpromotesMhorizontalMtransferMofMmultidrugM
resistanceMgenesMwithinMandMacrossMbacterialMgenera[MEnvironmentcInternationalYM2018YMabaYMabagZabbf 12.9 104

105 LifeZthreateningMinfectionsMinMchildrenMinMuuropeMUtheMuUsLytSMProjectVjMaMprospectiveMcohortMstudy[M
ThecLancetcChildcandcAdolescentcHealthYM2018YMbYMd_dZdad 14.5 40

104 yntegratedMpathogenMloadMandMdualMtranscriptomeManalysisMofMsystemicMhostZpathogenMinteractionsM
inMsevereMmalaria[MSciencecTranslationalcMedicineYM2018YMa_YM 17.5 54
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103 ScaffoldingMandMcompletingMgenomeMassembliesMinMrealZtimeMwithMnanoporeMsequencing[MNaturec
CommunicationsYM2017YMhYMadeae 17.4 72

102 tiagnosisMofMracterialMynfectionMUsingMaMbZTranscriptMxostMRNqMSignatureMinMvebrileMynfantsMf_MtaysM
orMYounger[MJAMAcrcJournalcofcthecAmericancMedicalcAssociationYM2017YMcagYMaeggZaegh 27.4 25

101 MetabolicMprofilingMofMpolycysticMovaryMsyndromeMrevealsMinteractionsMwithMabdominalMobesity[M
InternationalcJournalcofcObesityYM2017YMdaYMaccaZacd_ 5.5 43

100 ssNqphasejMusingMhaplotypeMresolvedMreadMdepthMtoMgenotypeMsomaticMcopyMnumberMalterationsM
fromMlowMcellularityManeuploidMtumors[MNucleiccAcidscResearchYM2017YMdeYMecd 20.1 4

99 RealZtimeMdemultiplexingMNanoporeMbarcodedMsequencingMdataMwithMnprarcode[MBioinformaticsYM
2017YMccYMcihhZcii_ 7.2 4

98 shildhoodMtuberculosisMisMassociatedMwithMdecreasedMabundanceMofMTMcellMgeneMtranscriptsMandM
impairedMTMcellMfunction[MPLoScONEYM2017YMabYMe_aheigc 3.7 9

97 tiagnosticMTestMqccuracyMofMaMbZTranscriptMxostMRNqMSignatureMforMtiscriminatingMracterialMvsMViralM
ynfectionMinMvebrileMshildren[MJAMAcrcJournalcofcthecAmericancMedicalcAssociationYM2016YMcafYMhceZde 27.4 166

96 weneticMVariationMinMtheMSLshqaMsalciumMSignalingMPathwayMysMqssociatedMWithMSusceptibilityMtoM
βawasakiMtiseaseMandMsoronaryMqrteryMqbnormalities[MCirculation:cCardiovascularcGeneticsYM2016YMiYMeeiZefh 33

95 StreamingMalgorithmsMforMidentificationMofMpathogensMandMantibioticMresistanceMpotentialMfromM
realZtimeMMinyONUTMVMsequencing[MGigaScienceYM2016YMeYMcb 7.6 58

94 RealtimeManalysisMandMvisualizationMofMMinyONMsequencingMdataMwithMnpReader[MBioinformaticsYM2016YM
cbYMgfdZf 7.2 22

93 sompleteMwenomeMSequenceMofMβlebsiellaMquasipneumoniaeMsubsp[MsimilipneumoniaeMStrainMqTssM
g__f_c[MGenomecAnnouncementsYM2016YMdYM 19

92 NaturalMresistanceMtoMMeningococcalMtiseaseMrelatedMtoMsvxMlocijMMetaZanalysisMofMgenomeZwideM
associationMstudies[MScientificcReportsYM2016YMfYMcehdb 4.9 26

91
PointMMutationsMinMuxonMarMofMqPsMRevealMwastricMqdenocarcinomaMandMProximalMPolyposisMofMtheM
StomachMasMaMvamilialMqdenomatousMPolyposisMVariant[MAmericancJournalcofcHumancGeneticsYM2016YM
ihYMhc_Zhdb

11 153

90 PunctuatedMburstsMinMhumanMmaleMdemographyMinferredMfromMaYbddMworldwideMYZchromosomeM
sequences[MNaturecGeneticsYM2016YMdhYMeicZi 36.3 204

89 qMglobalMreferenceMforMhumanMgeneticMvariation[MNatureYM2015YMebfYMfhZgd 50.4 8599

88 weneticMvariabilityMinMtheMregulationMofMgeneMexpressionMinMtenMregionsMofMtheMhumanMbrain[MNaturec
NeuroscienceYM2014YMagYMadahZadbh 25.5 483

87 uffectsMofMlongZtermMaveragingMofMquantitativeMbloodMpressureMtraitsMonMtheMdetectionMofMgeneticM
associations[MAmericancJournalcofcHumancGeneticsYM2014YMieYMdiZfe 11 52

86 cnvOffSeqjMdetectingMintergenicMcopyMnumberMvariationMusingMoffZtargetMexomeMsequencingMdata[M
BioinformaticsYM2014YMc_YMifciZde 7.2 9

(2014-2017)
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85 tiagnosisMofMchildhoodMtuberculosisMandMhostMRNqMexpressionMinMqfrica[MNewcEnglandcJournalcofc
MedicineYM2014YMcg_YMagabZagbc 59.2 229

84 cnvsapSeqjMdetectingMcopyMnumberMvariationMinMlongZrangeMtargetedMresequencingMdata[MNucleicc
AcidscResearchYM2014YMdbYMeaeh 20.1 8

83 MetaZanalysisMofMgenomeZwideMassociationMstudiesMidentifiesMtenMlociMinfluencingMallergicM
sensitization[MNaturecGeneticsYM2013YMdeYMi_bZi_f 36.3 191

82 TheMeffectMofMgenomicMinversionsMonMestimationMofMpopulationMgeneticMparametersMfromMSNPMdata[M
GeneticsYM2013YMaicYMbdcZec 4 9

81 qMnewMscoringMsystemMderivedMfromMbaseMexcessMandMplateletMcountMatMpresentationMpredictsM
mortalityMinMpaediatricMmeningococcalMsepsis[MCriticalcCareYM2013YMagYMRfh 10.8 19

80 YxapjMaMpopulationMmodelMforMprobabilisticMassignmentMofMYMhaplogroupsMfromMreZsequencingMdata[M
BMCcBioinformaticsYM2013YMadYMcca 3.6 3

79 tetectionMofMtuberculosisMinMxyVZinfectedMandMZuninfectedMqfricanMadultsMusingMwholeMbloodMRNqM
expressionMsignaturesjMaMcaseZcontrolMstudy[MPLoScMedicineYM2013YMa_YMea__aech 11.6 224

78 temographicMandMmotorMfeaturesMassociatedMwithMtheMoccurrenceMofMneuropsychiatricMandMsleepM
complicationsMofMParkinsonTsMdisease[MJournalcofcNeurologypcNeurosurgerycandcPsychiatryYM2013YMhdYMhhcZg 5.5 20

77 qMpopulationMmodelMforMgenotypingMindelsMfromMnextZgenerationMsequenceMdata[MNucleiccAcidsc
ResearchYM2013YMdaYMedf 20.1 12

76 RareMgenomicMstructuralMvariantsMinMcomplexMdiseasejMlessonsMfromMtheMreplicationMofMassociationsM
withMobesity[MPLoScONEYM2013YMhYMeeh_dh 3.7 27

75 tysregulationMofMcomplementMsystemMandMstdXMTMcellMactivationMpathwaysMimplicatedMinMallergicM
response[MPLoScONEYM2013YMhYMegdhba 3.7 12

74 xighlyMinterconnectedMgenesMinMdiseaseZspecificMnetworksMareMenrichedMforMdiseaseZassociatedM
polymorphisms[MGenomecBiologyYM2012YMacYMRdf 18.3 50

73 qnMintegratedMmapMofMgeneticMvariationMfromMaY_ibMhumanMgenomes[MNatureYM2012YMdiaYMefZfe 50.4 6049

72 cnvxiTSeqjMintegrativeMmodelsMforMhighZresolutionMcopyMnumberMvariationMdetectionMandMgenotypingM
usingMpopulationMsequencingMdata[MGenomecBiologyYM2012YMacYMRab_ 18.3 24

71 qMgenomeZwideMassociationMsearchMforMtypeMbMdiabetesMgenesMinMqfricanMqmericans[MPLoScONEYM2012YM
gYMebib_b 3.7 138

70 NovelMlociMforMadiponectinMlevelsMandMtheirMinfluenceMonMtypeMbMdiabetesMandMmetabolicMtraitsjMaM
multiZethnicMmetaZanalysisMofMdeYhiaMindividuals[MPLoScGeneticsYM2012YMhYMea__bf_g 6 326

69 vineZscaleMestimationMofMlocationMofMbirthMfromMgenomeZwideMsingleZnucleotideMpolymorphismMdata[M
GeneticsYM2012YMai_YMffiZgg 4 7

68 qnMexomeMsequencingMpipelineMforMidentifyingMandMgenotypingMcommonMsNVsMassociatedMwithM
diseaseMwithMapplicationMtoMpsoriasis[MBioinformaticsYM2012YMbhYMicg_Zicgd 7.2 21
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67 sommonMvariantsMatMfqbbMandMagqbaMareMassociatedMwithMintracranialMvolume[MNaturecGeneticsYM2012
YMddYMeciZdd 36.3 104

66 sommonMvariantsMatMabqaeMandMabqbdMareMassociatedMwithMinfantMheadMcircumference[MNaturec
GeneticsYM2012YMddYMecbZech 36.3 94

65 weneZtargetedManalysisMofMcopyMnumberMvariantsMidentifiesMcMnovelMassociationsMwithMcoronaryMheartM
diseaseMtraits[MCirculation:cCardiovascularcGeneticsYM2012YMeYMeeeZf_ 7

64 NovelMassociationMapproachMforMvariableMnumberMtandemMrepeatsMUVNTRsVMidentifiesMtOsβeMasMaM
susceptibilityMgeneMforMsevereMobesity[MHumancMolecularcGeneticsYM2012YMbaYMcgbgZch 5.6 29

63 MultiPhenjMjointMmodelMofMmultipleMphenotypesMcanMincreaseMdiscoveryMinMwWqS[MPLoScONEYM2012YMgYMecdhfa3.7 240

62 wenomeZwideMassociationMstudiesMofMasthmaMinMpopulationZbasedMcohortsMconfirmMknownMandM
suggestedMlociMandMidentifyManMadditionalMassociationMnearMxLq[MPLoScONEYM2012YMgYMedd__h 3.7 89

61 TTsabZqNββaZtRtbMandMsxRNqeZsxRNqcZsxRNrdMinfluenceMdifferentMpathwaysMleadingMtoM
smokingMbehaviorMfromMadolescenceMtoMmidZadulthood[MBiologicalcPsychiatryYM2011YMfiYMfe_Zf_ 7.9 56

60 StructuralMvariationMinMtwoMhumanMgenomesMmappedMatMsingleZnucleotideMresolutionMbyMwholeM
genomeMdeMnovoMassembly[MNaturecBiotechnologyYM2011YMbiYMgbcZc_ 44.5 99

59 MirrorMextremeMrMyMphenotypesMassociatedMwithMgeneMdosageMatMtheMchromosomeMafpaa[bMlocus[M
NatureYM2011YMdghYMigZa_b 50.4 322

58 wenomeZwideMassociationMstudyMidentifiesMlociMinfluencingMconcentrationsMofMliverMenzymesMinM
plasma[MNaturecGeneticsYM2011YMdcYMaacaZh 36.3 415

57 xaplotypeMandMisoformMspecificMexpressionMestimationMusingMmultiZmappingMRNqZseqMreads[MGenomec
BiologyYM2011YMabYMRac 18.3 179

56 wenomeZwideMassociationMidentifiesMnineMcommonMvariantsMassociatedMwithMfastingMproinsulinMlevelsM
andMprovidesMnewMinsightsMintoMtheMpathophysiologyMofMtypeMbMdiabetes[MDiabetesYM2011YMf_YMbfbdZcd 0.9 285

55
qMgenomeZwideMmetaZanalysisMofMgeneticMvariantsMassociatedMwithMallergicMrhinitisMandMgrassM
sensitizationMandMtheirMinteractionMwithMbirthMorder[MJournalcofcAllergycandcClinicalcImmunologyYM2011YM
abhYMiifZa__e

11.5 170

54 ynvestigationMofMtheMxyNb__MlocusMinMUβMSLuMfamiliesMidentifiesMnovelMcopyMnumberMvariants[MAnnalsc
ofcHumancGeneticsYM2011YMgeYMchcZig 2.2 5

53 TransformingMgrowthMfactorZbetaMsignalingMpathwayMinMpatientsMwithMβawasakiMdisease[MCirculation:c
CardiovascularcGeneticsYM2011YMdYMafZbe 96

52
qccurateMsingleZnucleotideMpolymorphismMalleleMassignmentMinMtrisomicMorMduplicatedMregionsMbyM
usingMaMsingleMbaseZextensionMassayMwithMMqLtyZTOvMmassMspectrometry[MClinicalcChemistryYM2011YM
egYMaahhZie

5.5 8

51
sorrectionMforMSchumannMetMal[YMwenomeZwideMassociationMandMgeneticMfunctionalMstudiesMidentifyM
autismMsusceptibilityMcandidateMbMgeneMUqUTSbVMinMtheMregulationMofMalcoholMconsumption[M
ProceedingscofcthecNationalcAcademycofcSciencescofcthecUnitedcStatescofcAmericaYM2011YMa_hYMicafZicaf

11.5 2

50 ObesityZsusceptibilityMlociMhaveMaMlimitedMinfluenceMonMbirthMweightjMaMmetaZanalysisMofMupMtoMbhYbaiM
individuals[MAmericancJournalcofcClinicalcNutritionYM2011YMicYMheaZf_ 7 50

(2011-2012)
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49 famsNVjMcopyMnumberMvariantMassociationMforMquantitativeMtraitsMinMfamilies[MBioinformaticsYM2011YM
bgYMahgcZe 7.2 9

48
PathwayZdrivenMgeneMstabilityMselectionMofMtwoMrheumatoidMarthritisMwWqSMidentifiesMandMvalidatesM
newMsusceptibilityMgenesMinMreceptorMmediatedMsignallingMpathways[MHumancMolecularcGeneticsYM2011
YMb_YMcdidZe_f

5.6 62

47
wenomeZwideMassociationMandMgeneticMfunctionalMstudiesMidentifyMautismMsusceptibilityMcandidateMbM
geneMUqUTSbVMinMtheMregulationMofMalcoholMconsumption[MProceedingscofcthecNationalcAcademycofc
SciencescofcthecUnitedcStatescofcAmericaYM2011YMa_hYMgaaiZbd

11.5 218

46 qMnewMhighlyMpenetrantMformMofMobesityMdueMtoMdeletionsMonMchromosomeMafpaa[b[MNatureYM2010YM
dfcYMfgaZe 50.4 403

45 xundredsMofMvariantsMclusteredMinMgenomicMlociMandMbiologicalMpathwaysMaffectMhumanMheight[M
NatureYM2010YMdfgYMhcbZh 50.4 1514

44 VariantsMinMqtsYeMandMnearMssNLaMareMassociatedMwithMfetalMgrowthMandMbirthMweight[MNaturec
GeneticsYM2010YMdbYMdc_Ze 36.3 184

43 MetaZanalysisMidentifiesMacMnewMlociMassociatedMwithMwaistZhipMratioMandMrevealsMsexualMdimorphismM
inMtheMgeneticMbasisMofMfatMdistribution[MNaturecGeneticsYM2010YMdbYMidiZf_ 36.3 724

42 qssociationManalysesMofMbdiYgifMindividualsMrevealMahMnewMlociMassociatedMwithMbodyMmassMindex[M
NaturecGeneticsYM2010YMdbYMicgZdh 36.3 2267

41 cnvxapjManMintegrativeMpopulationMandMhaplotypeZbasedMmultiplatformMmodelMofMSNPsMandMsNVs[M
NaturecMethodsYM2010YMgYMedaZf 21.6 37

40 ynferringMcombinedMsNV]SNPMhaplotypesMfromMgenotypeMdata[MBioinformaticsYM2010YMbfYMadcgZde 7.2 29

39 wenomeZwideMassociationMstudyMrevealsMmultipleMlociMassociatedMwithMprimaryMtoothMdevelopmentM
duringMinfancy[MPLoScGeneticsYM2010YMfYMea___hef 6 50

38 invertvRuwuNujMsoftwareMforMsimulatingMinversionsMinMpopulationMgeneticMdata[MBioinformaticsYM2010YM
bfYMhchZd_ 7.2 9

37 NewMgeneticMlociMimplicatedMinMfastingMglucoseMhomeostasisMandMtheirMimpactMonMtypeMbMdiabetesMrisk[M
NaturecGeneticsYM2010YMdbYMa_eZaf 36.3 1673

36 wenomeZwideMassociationMscanMmetaZanalysisMidentifiesMthreeMLociMinfluencingMadiposityMandMfatM
distribution[MPLoScGeneticsYM2009YMeYMea___e_h 6 393

35 PathwayManalysisMofMwWqSMprovidesMnewMinsightsMintoMgeneticMsusceptibilityMtoMcMinflammatoryM
diseases[MPLoScONEYM2009YMdYMeh_fh 3.7 110

34 weneticMLociMassociatedMwithMsZreactiveMproteinMlevelsMandMriskMofMcoronaryMheartMdisease[MJAMAcrc
JournalcofcthecAmericancMedicalcAssociationYM2009YMc_bYMcgZdh 27.4 459

33 weneticMdeterminantsMofMheightMgrowthMassessedMlongitudinallyMfromMinfancyMtoMadulthoodMinMtheM
northernMvinlandMbirthMcohortMaiff[MPLoScGeneticsYM2009YMeYMea___d_i 6 113

32 wenomeZwideMassociationManalysisMofMmetabolicMtraitsMinMaMbirthMcohortMfromMaMfounderMpopulation[M
NaturecGeneticsYM2009YMdaYMceZdf 36.3 588

Lachlan J Coin

8



31 SixMnewMlociMassociatedMwithMbodyMmassMindexMhighlightMaMneuronalMinfluenceMonMbodyMweightM
regulation[MNaturecGeneticsYM2009YMdaYMbeZcd 36.3 1368

30 VariantsMinMMTNRarMinfluenceMfastingMglucoseMlevels[MNaturecGeneticsYM2009YMdaYMggZha 36.3 584

29 wenomeZwideMassociationMstudyMforMearlyZonsetMandMmorbidMadultMobesityMidentifiesMthreeMnewMriskM
lociMinMuuropeanMpopulations[MNaturecGeneticsYM2009YMdaYMaegZi 36.3 521

28 wenomeZwideMassociationMstudyMidentifiesMeightMlociMassociatedMwithMbloodMpressure[MNaturec
GeneticsYM2009YMdaYMfffZgf 36.3 970

27 ynferenceMofMhaplotypicMphaseMandMmissingMgenotypesMinMpolyploidMorganismsMandMvariableMcopyM
numberMgenomicMregions[MBMCcBioinformaticsYM2008YMiYMeac 3.6 18

26 tiseaseMassociationMtestsMbyMinferringMancestralMhaplotypesMusingMaMhiddenMmarkovMmodel[M
BioinformaticsYM2008YMbdYMigbZh 7.2 21

25 SmallMdeletionMvariantsMhaveMstableMbreakpointsMcommonlyMassociatedMwithMaluMelements[MPLoScONEYM
2008YMcYMeca_d 3.7 49

24 TreevamjMb__hMUpdate[MNucleiccAcidscResearchYM2008YMcfYMtgceZd_ 20.1 234

23 ymprovedMtechniquesMforMtheMidentificationMofMpseudogenes[MBioinformaticsYM2004YMb_MSupplMaYMiidZa__ 7.2 19

22 qMcensusMofMhumanMcancerMgenes[MNaturecReviewscCancerYM2004YMdYMaggZhc 31.3 2424

21 unhancedMproteinMdomainMdiscoveryMusingMtaxonomy[MBMCcBioinformaticsYM2004YMeYMef 3.6 14

20 TheMPfamMproteinMfamiliesMdatabase[MNucleiccAcidscResearchYM2004YMcbYMtachZda 20.1 2720

19
unhancedMproteinMdomainMdiscoveryMbyMusingMlanguageMmodelingMtechniquesMfromMspeechM
recognition[MProceedingscofcthecNationalcAcademycofcSciencescofcthecUnitedcStatescofcAmericaYM2003YM
a__YMdeafZb_

11.5 42

18 wtTRjMrayesianMestimationMofMabsoluteMtandemMrepeatMcopyMnumberMusingMsequenceMcaptureMandM
highMthroughputMsequencing 1

17 qMcompleteMhighMqualityMnanoporeZonlyMassemblyMofManMXtRMMycobacteriumMtuberculosisMreijingM
lineageMstrainMidentifiesMnovelMvariationMinMrepetitiveMPu]PPuMgeneMregions 2

16 wenotypeZfreeMdemultiplexingMofMpooledMsingleZcellMRNqZseq 5

15 xighZthroughputMmultiplexedMtandemMrepeatMgenotypingMusingMtargetedMlongZreadMsequencing[M
FvuuuResearchYiYMa_hd 3.6

14 StreamingMalgorithmsMforMidentificationMofMpathogensMandMantibioticMresistanceMpotentialMfromM
realZtimeMMinyONTMMsequencing 5

(-2009)
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13 ScaffoldingMandMsompletingMwenomeMqssembliesMinMRealZtimeMwithMNanoporeMSequencing 8

12 qssemblyMofMwholeZchromosomeMpseudomoleculesMforMpolyploidMplantMgenomesMusingMoutcrossedM
mappingMpopulations 1

11 npynvjMaccurateMdetectionMandMgenotypingMofMinversionsMmediatedMbyMnonZallelicMhomologousM
recombinationMusingMlongMreadMsubZalignment 1

10 shironjMTranslatingMnanoporeMrawMsignalMdirectlyMintoMnucleotideMsequenceMusingMdeepMlearning 4

9 tirectMRNqMsequencingMandMearlyMevolutionMofMSqRSZsoVZb 61

8 somparisonMofMlongMreadMmethodsMforMsequencingMandMassemblyMofMaMplantMgenome 3

7 OctapeptinMsdMynducesMLessMResistanceMandMNovelMMutationsMinManMupidemicM
sarbapenemaseZproducingβlebsiellaMpneumoniaeSTbehMslinicalMysolateMsomparedMtoMPolymyxins 1

6 ydentificationMofMreducedMhostMtranscriptomicMsignaturesMforMtuberculosisMandMdigitalMPsRZbasedM
validationMandMquantification 5

5 xighZthroughputMmultiplexedMtandemMrepeatMgenotypingMusingMtargetedMlongZreadMsequencing 1

4 RealZtimeMdemultiplexingMNanoporeMbarcodedMsequencingMdataMwithMnprarcode 1

3 SimulatingMtheMtynamicsMofMTargetedMsaptureMSequencingMwithMsapSim 1

2 MultiZclonalMevolutionMofMMtR]XtRM[MtuberculosisinMaMhighMprevalenceMsettingMinMPapuaMNewM
wuineaMoverMthreeMdecades 1

1 LongZreadMRNqMsequencingMidentifiesMpolyadenylationMelongationMandMdifferentialMtranscriptMusageM
ofMhostMtranscriptsMduringMSqRSZsoVZbMinMvitroMinfection 1
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