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l Paper IF Citations

154 VersatileLandLopenLsoftwareLforLcomparingLlargeLgenomesaLGenomepBiologyXL2004XLhXLRde 18.3 3485

153 vanumLscalableLandLaccurateLlongYreadLassemblyLviaLadaptiveLYmerLweightingLandLrepeatLseparationaL
GenomepResearchXL2017XLejXLjeeYjfi 9.7 2943

152 xvolutionLofLgenesLandLgenomesLonLtheLwrosophilaLphylogenyaLNatureXL2007XLghcXLecfYdk 50.4 1586

151 MashmLfastLgenomeLandLmetagenomeLdistanceLestimationLusingLMin–ashaLGenomepBiologyXL2016XLdjXLdfe18.3 1066

150 –ighLthroughputLtNILanalysisLofLlcōLprokaryoticLgenomesLrevealsLclearLspeciesLboundariesaLNaturep
CommunicationsXL2018XLlXLhddg 17.4 1006

149 NanoporeLsequencingLandLassemblyLofLaLhumanLgenomeLwithLultraYlongLreadsaLNaturep
BiotechnologyXL2018XLfiXLffkYfgh 44.5 968

148 InteractiveLmetagenomicLvisualizationLinLaLWebLbrowseraLBMCpBioinformaticsXL2011XLdeXLfkh 3.6 959

147 TheL–arvestLsuiteLforLrapidLcoreYgenomeLalignmentLandLvisualizationLofLthousandsLofLintraspecificL
microbialLgenomesaLGenomepBiologyXL2014XLdhXLheg 18.3 820

146 –ybridLerrorLcorrectionLandLdeLnovoLassemblyLofLsingleYmoleculeLsequencingLreadsaLNaturep
BiotechnologyXL2012XLfcXLilfYjcc 44.5 758

145 yastLalgorithmsLforLlargeYscaleLgenomeLalignmentLandLcomparisonaLNucleicpAcidspResearchXL2002XLfcXLegjkYkf20.1 684

144 tssemblingLlargeLgenomesLwithLsingleYmoleculeLsequencingLandLlocalityYsensitiveLhashingaLNaturep
BiotechnologyXL2015XLffXLiefYfc 44.5 650

143 MUMmergmLtLfastLandLversatileLgenomeLalignmentLsystemaLPLoSpComputationalpBiologyXL2018XLdgXLedcchlgg5 556

142 ztzxmLtLcriticalLevaluationLofLgenomeLassembliesLandLassemblyLalgorithmsaLGenomepResearchXL2012
XLeeXLhhjYij 9.7 485

141 tssemblathonLemLevaluatingLdeLnovoLmethodsLofLgenomeLassemblyLinLthreeLvertebrateLspeciesaL
GigaScienceXL2013XLeXLdc 7.6 461

140 tccurateLcircularLconsensusLlongYreadLsequencingLimprovesLvariantLdetectionLandLassemblyLofLaL
humanLgenomeaLNaturepBiotechnologyXL2019XLfjXLddhhYddie 44.5 427

139 xvaluationLofLzRvhfkLandLdeLnovoLhaploidLgenomeLassembliesLdemonstratesLtheLenduringLqualityL
ofLtheLreferenceLassemblyaLGenomepResearchXL2017XLejXLkglYkig 9.7 365

138 tssemblathonLdmLaLcompetitiveLassessmentLofLdeLnovoLshortLreadLassemblyLmethodsaLGenomep
ResearchXL2011XLedXLeeegYgd 9.7 364
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137 zenomeLsequenceLofLtheLPvxYdechlorinatingLbacteriumLwehalococcoidesLethenogenesaLScienceXL
2005XLfcjXLdchYk 33.3 363

136 UsingLMUMmerLtoLidentifyLsimilarLregionsLinLlargeLsequenceLsetsaLCurrentpProtocolspinpBioinformatics
XL2003XLvhapterLdcXLUnitLdcaf 24.2 324

135 SingleYmoleculeLsequencingLandLchromatinLconformationLcaptureLenableLdeLnovoLreferenceL
assemblyLofLtheLdomesticLgoatLgenomeaLNaturepGeneticsXL2017XLglXLigfYihc 36.3 323

134 OneLchromosomeXLoneLcontigmLcompleteLmicrobialLgenomesLfromLlongYreadLsequencingLandL
assemblyaLCurrentpOpinionpinpMicrobiologyXL2015XLefXLddcYec 7.9 302

133 ReducingLassemblyLcomplexityLofLmicrobialLgenomesLwithLsingleYmoleculeLsequencingaLGenomep
BiologyXL2013XLdgXLRdcd 18.3 286

132 zenomeLsequenceLandLrapidLevolutionLofLtheLriceLpathogenLXanthomonasLoryzaeLpvaLoryzaeL
PXOlltaLBMCpGenomicsXL2008XLlXLecg 4.5 275

131 TelomereYtoYtelomereLassemblyLofLaLcompleteLhumanLXLchromosomeaLNatureXL2020XLhkhXLjlYkg 50.4 269

130 ImprovedLreferenceLgenomeLofLtedesLaegyptiLinformsLarbovirusLvectorLcontrolaLNatureXL2018XLhifXLhcdYhcj50.4 235

129 IntegratingL–iYvLlinksLwithLassemblyLgraphsLforLchromosomeYscaleLassemblyaLPLoSpComputationalp
BiologyXL2019XLdhXLedccjejf 5 202

128 zenomeLassemblyLforensicsmLfindingLtheLelusiveLmisYassemblyaLGenomepBiologyXL2008XLlXLRhh 18.3 200

127 TheLchannelLcatfishLgenomeLsequenceLprovidesLinsightsLintoLtheLevolutionLofLscaleLformationLinL
teleostsaLNaturepCommunicationsXL2016XLjXLddjhj 17.4 173

126 weLnovoLassemblyLofLhaplotypeYresolvedLgenomesLwithLtrioLbinningaLNaturepBiotechnologyXL2018XL 44.5 171

125 vomparativeLgenomeLassemblyaLBriefingspinpBioinformaticsXL2004XLhXLefjYgk 13.4 165

124 TowardsLcompleteLandLerrorYfreeLgenomeLassembliesLofLallLvertebrateLspeciesaLNatureXL2021XLhleXLjfjYjgi50.4 161

123 MettMOSmLaLmodularLandLopenLsourceLmetagenomicLassemblyLandLanalysisLpipelineaLGenomep
BiologyXL2013XLdgXLRe 18.3 150

122 TwoLnewLcompleteLgenomeLsequencesLofferLinsightLintoLhostLandLtissueLspecificityLofLplantL
pathogenicLXanthomonasLsppaLJournalpofpBacteriologyXL2011XLdlfXLhghcYig 3.5 146

121 –ivanumLaccurateLassemblyLofLsegmentalLduplicationsXLsatellitesXLandLallelicLvariantsLfromL
highYfidelityLlongLreadsaLGenomepResearchXL2020XLfcXLdeldYdfch 9.7 145

120 NanoporeLsequencingLandLtheLShastaLtoolkitLenableLefficientLdeLnovoLassemblyLofLelevenLhumanL
genomesaLNaturepBiotechnologyXL2020XLfkXLdcggYdchf 44.5 143

(2020-2005)
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119 weLnovoLassemblyLofLtheLcattleLreferenceLgenomeLwithLsingleYmoleculeLsequencingaLGigaScienceXL
2020XLlXL 7.6 140

118 uacillusLanthracisLcomparativeLgenomeLanalysisLinLsupportLofLtheLtmerithraxLinvestigationaL
ProceedingspofpthepNationalpAcademypofpSciencespofpthepUnitedpStatespofpAmericaXL2011XLdckXLhcejYfe 11.5 130

117
vomplexLmicrobiomeLunderlyingLsecondaryLandLprimaryLmetabolismLinLtheLtunicateYProchloronL
symbiosisaLProceedingspofpthepNationalpAcademypofpSciencespofpthepUnitedpStatespofpAmericaXL2011XL
dckXLxdgefYfe

11.5 117

116 TheLcompleteLsequenceLofLaLhumanLgenomeaaLScienceXL2022XLfjiXLggYhf 33.3 107

115 LongYreadXLwholeYgenomeLshotgunLsequenceLdataLforLfiveLmodelLorganismsaLScientificpDataXL2014XL
dXLdgccgh 8.2 106

114 MerqurymLreferenceYfreeLqualityXLcompletenessXLandLphasingLassessmentLforLgenomeLassembliesaL
GenomepBiologyXL2020XLedXLegh 18.3 101

113 tLrobustLbenchmarkLforLdetectionLofLgermlineLlargeLdeletionsLandLinsertionsaLNaturepBiotechnologyXL
2020XLfkXLdfgjYdfhh 44.5 98

112 vanumLscalableLandLaccurateLlongYreadLassemblyLviaLadaptiveLkYmerLweightingLandLrepeatLseparation 89

111 StrategicLvisionLforLimprovingLhumanLhealthLatLTheLyorefrontLofLzenomicsaLNatureXL2020XLhkiXLikfYile 50.4 73

110 TheLstructureXLfunctionLandLevolutionLofLaLcompleteLhumanLchromosomeLkaLNatureXL2021XLhlfXLdcdYdcj 50.4 72

109 –ighYcoverageLsequencingLandLannotatedLassembliesLofLtheLbudgerigarLgenomeaLGigaScienceXL2014XL
fXLdd 7.6 67

108 weLnovoLassemblyLofLtheLgoldfishLTULgenomeLandLtheLevolutionLofLgenesLafterLwholeYgenomeL
duplicationaLSciencepAdvancesXL2019XLhXLeaavchgj 14.3 66

107 MashLScreenmLhighYthroughputLsequenceLcontainmentLestimationLforLgenomeLdiscoveryaLGenomep
BiologyXL2019XLecXLefe 18.3 63

106 RadicalLremodelingLofLtheLYLchromosomeLinLaLrecentLradiationLofLmalariaLmosquitoesaLProceedingsp
ofpthepNationalpAcademypofpSciencespofpthepUnitedpStatespofpAmericaXL2016XLddfXLxeddgYef 11.5 63

105 ProbingLtheLpanYgenomeLofLListeriaLmonocytogenesmLnewLinsightsLintoLintraspecificLnicheL
expansionLandLgenomicLdiversificationaLBMCpGenomicsXL2010XLddXLhcc 4.5 62

104 –awkeyemLanLinteractiveLvisualLanalyticsLtoolLforLgenomeLassembliesaLGenomepBiologyXL2007XLkXLRfg 18.3 62

103 tnLimprovedLpigLreferenceLgenomeLsequenceLtoLenableLpigLgeneticsLandLgenomicsLresearchaL
GigaScienceXL2020XLlXL 7.6 60

102 TranscriptomicLresponsesLofLSalmonellaLentericaLserovarsLxnteritidisLandLTyphimuriumLtoL
chlorineYbasedLoxidativeLstressaLAppliedpandpEnvironmentalpMicrobiologyXL2010XLjiXLhcdfYeg 4.8 59
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101 MolecularLepidemiologicLinvestigationLofLanLanthraxLoutbreakLamongLheroinLusersXLxuropeaL
EmergingpInfectiouspDiseasesXL2012XLdkXLdfcjYdf 10.2 58

100 zenomicLcomparisonLofLmultiYdrugLresistantLinvasiveLandLcolonizingLtcinetobacterLbaumanniiL
isolatedLfromLdiverseLhumanLbodyLsitesLrevealsLgenomicLplasticityaLBMCpGenomicsXL2011XLdeXLeld 4.5 58

99 TheLcompleteLsequenceLofLaLhumanLgenome 58

98 RefSeqLdatabaseLgrowthLinfluencesLtheLaccuracyLofLkYmerYbasedLlowestLcommonLancestorLspeciesL
identificationaLGenomepBiologyXL2018XLdlXLdih 18.3 57

97 vomprehensiveLwNtLsignatureLdiscoveryLandLvalidationaLPLoSpComputationalpBiologyXL2007XLfXLelk 5 53

96 tLfastLadaptiveLalgorithmLforLcomputingLwholeYgenomeLhomologyLmapsaLBioinformaticsXL2018XLfgXLijgkYijhi7.2 53

95 StrainYlevelLmetagenomicLassignmentLandLcompositionalLestimationLforLlongLreadsLwithLMetaMapsaL
NaturepCommunicationsXL2019XLdcXLfcii 17.4 51

94 xvolutionaryLsuperscaffoldingLandLchromosomeLanchoringLtoLimproveLtnophelesLgenomeL
assembliesaLBMCpBiologyXL2020XLdkXLd 7.3 51

93 tutomatedLensembleLassemblyLandLvalidationLofLmicrobialLgenomesaLBMCpBioinformaticsXL2014XLdhXLdei 3.6 45

92 TelomereYtoYtelomereLassemblyLofLaLcompleteLhumanLXLchromosome 45

91 WeightedLminimizerLsamplingLimprovesLlongLreadLmappingaLBioinformaticsXL2020XLfiXLidddYiddk 7.2 45

90 –LtVLtY–LtLtypingLfromLlinearlyLprojectedLgraphLalignmentsaLBioinformaticsXL2019XLfhXLgflgYgfli 7.2 42

89 –awkeyeLandLtMOSmLvisualizingLandLassessingLtheLqualityLofLgenomeLassembliesaLBriefingspinp
BioinformaticsXL2013XLdgXLedfYeg 13.4 41

88 –aplotypeYresolvedLgenomesLprovideLinsightsLintoLstructuralLvariationLandLgeneLcontentLinLtngusL
andLurahmanLcattleaLNaturepCommunicationsXL2020XLddXLecjd 17.4 38

87 tssignmentLofLvirusLandLantimicrobialLresistanceLgenesLtoLmicrobialLhostsLinLaLcomplexLmicrobialL
communityLbyLcombinedLlongYreadLassemblyLandLproximityLligationaLGenomepBiologyXL2019XLecXLdhf 18.3 38

86 vompleteLzenomeLSequenceLofLtheLQualityLvontrolLStrainLStaphylococcusLaureusLsubspaLaureusL
tTvvLehlefaLGenomepAnnouncementsXL2014XLeXL 38

85 TowardsLcompleteLandLerrorYfreeLgenomeLassembliesLofLallLvertebrateLspecies 38

84 xxtendedLhaplotypeLphasingLofLdeLnovoLgenomeLassembliesLwithLytLvONYPhase 37

(-2012)
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83 VariationLinLhumanLchromosomeLedLribosomalLRNtLgenesLcharacterizedLbyLTtRLcloningLandL
longYreadLsequencingaLNucleicpAcidspResearchXL2018XLgiXLijdeYijeh 20.1 36

82 tLrobustLbenchmarkLforLgermlineLstructuralLvariantLdetection 34

81 InsigniamLaLwNtLsignatureLsearchLwebLserverLforLdiagnosticLassayLdevelopmentaLNucleicpAcidsp
ResearchXL2009XLfjXLWeelYfg 20.1 31

80 –ighlyYaccurateLlongYreadLsequencingLimprovesLvariantLdetectionLandLassemblyLofLaLhumanLgenome 29

79 xfficientLdeLnovoLassemblyLofLelevenLhumanLgenomesLusingLPromethIONLsequencingLandLaLnovelL
nanoporeLtoolkit 29

78 PlatypusLandLechidnaLgenomesLrevealLmammalianLbiologyLandLevolutionaLNatureXL2021XLhleXLjhiYjie 50.4 28

77 StrainsLusedLinLwholeLorganismLPlasmodiumLfalciparumLvaccineLtrialsLdifferLinLgenomeLstructureXL
sequenceXLandLimmunogenicLpotentialaLGenomepMedicineXL2020XLdeXLi 14.4 27

76 tLchromosomeYscaleLassemblyLofLtheLmajorLtfricanLmalariaLvectorLtnophelesLfunestusaLGigaScience
XL2019XLkXL 7.6 26

75 tLyastLtpproximateLtlgorithmLforLMappingLLongLReadsLtoLLargeLReferenceLwatabasesaLJournalpofp
ComputationalpBiologyXL2018XLehXLjiiYjjl 1.7 26

74 ImprovedLreferenceLgenomeLofLtheLarboviralLvectorLtedesLalbopictusaLGenomepBiologyXL2020XLedXLedh 18.3 26

73 tnalysisLofLtheLtedesLalbopictusLvibfiLgenomeLprovidesLinsightLintoLcellLlineLutilityLforLviralL
propagationaLGigaScienceXL2018XLjXLdYdf 7.6 24

72 xfficientLoligonucleotideLprobeLselectionLforLpanYgenomicLtilingLarraysaLBMCpBioinformaticsXL2009XL
dcXLelf 3.6 23

71 tLyastLtpproximateLtlgorithmLforLMappingLLongLReadsLtoLLargeLReferenceLwatabasesaLLecturep
NotespinpComputerpScienceXL2017XLiiYkd 0.9 21

70 xffectLofLsequenceLdepthLandLlengthLinLlongYreadLassemblyLofLtheLmaizeLinbredLNvfhkaLNaturep
CommunicationsXL2020XLddXLeekk 17.4 21

69 IntegratedLmicrobialLsurveyLanalysisLofLprokaryoticLcommunitiesLforLtheLPhylovhipLmicroarrayaL
AppliedpandpEnvironmentalpMicrobiologyXL2010XLjiXLhifiYk 4.8 21

68 TheLevolutionLofLtheLnaturalLkillerLcomplexnLaLcomparisonLbetweenLmammalsLusingLnewL
highYqualityLgenomeLassembliesLandLtargetedLannotationaLImmunogeneticsXL2017XLilXLehhYeil 3.2 19

67 vompleteLvertebrateLmitogenomesLrevealLwidespreadLrepeatsLandLgeneLduplicationsaLGenomep
BiologyXL2021XLeeXLdec 18.3 19

66 vompleteLgenomicLandLepigeneticLmapsLofLhumanLcentromeresaaLScienceXL2022XLfjiXLeablgdjk 33.3 19
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65 ReplyLtoLSxrrorsLinLlongYreadLassembliesLcanLcriticallyLaffectLproteinLpredictionSaLNaturep
BiotechnologyXL2019XLfjXLdejYdek 44.5 18

64 vontinuousLchromosomeYscaleLhaplotypesLassembledLfromLaLsingleLinterspeciesLydLhybridLofLyakL
andLcattleaLGigaScienceXL2020XLlXL 7.6 18

63 tLlongLreadLmappingLmethodLforLhighlyLrepetitiveLreferenceLsequences 18

62 vompleteLvlosedLzenomeLSequencesLofLMannheimiaLhaemolyticaLSerotypesLtdLandLtiXLIsolatedL
fromLvattleaLGenomepAnnouncementsXL2013XLdXL 17

61 MerqurymLreferenceYfreeLqualityXLcompletenessXLandLphasingLassessmentLforLgenomeLassemblies 16

60 xxtendedLhaplotypeYphasingLofLlongYreadLdeLnovoLgenomeLassembliesLusingL–iYvaLNaturep
CommunicationsXL2021XLdeXLdlfh 17.4 16

59 –ighYthroughputLtNILtnalysisLofLlcōLProkaryoticLzenomesLRevealsLvlearLSpeciesLuoundaries 15

58 tnLimprovedLpigLreferenceLgenomeLsequenceLtoLenableLpigLgeneticsLandLgenomicsLresearch 15

57 ReferenceLgenomeLandLdemographicLhistoryLofLtheLmostLendangeredLmarineLmammalXLtheLvaquitaaL
MolecularpEcologypResourcesXL2021XLedXLdcckYdcec 8.4 15

56 PopulationLgenomicsLofLtheLcriticallyLendangeredLk˜�k˜�p¯�aLCellpGenomicsXL2021XLdcccce 15

55 MashLScreenmL–ighYthroughputLsequenceLcontainmentLestimationLforLgenomeLdiscovery 14

54 MashmLfastLgenomeLandLmetagenomeLdistanceLestimationLusingLMin–ash 13

53 xvaluationLofLzRvhfkLandLdeLnovoLhaploidLgenomeLassembliesLdemonstratesLtheLenduringLqualityL
ofLtheLreferenceLassembly 13

52 –ivanumLaccurateLassemblyLofLsegmentalLduplicationsXLsatellitesXLandLallelicLvariantsLfromL
highYfidelityLlongLreads 13

51 SegmentalLduplicationsLandLtheirLvariationLinLaLcompleteLhumanLgenome 13

50 SingleYmoleculeLsequencingLandLconformationalLcaptureLenableLdeLnovoLmammalianLreferenceLgenomes 12

49 vompleteLassemblyLofLparentalLhaplotypesLwithLtrioLbinning 12

48 NewLinsightsLintoLmammalianLsexLchromosomeLstructureLandLevolutionLusingLhighYqualityL
sequencesLfromLbovineLXLandLYLchromosomesaLBMCpGenomicsXL2019XLecXLdccc 4.5 12

(2019-2019)
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47 vhasingLperfectionmLvalidationLandLpolishingLstrategiesLforLtelomereYtoYtelomereLgenomeLassemblies 12

46 xpigeneticLpatternsLinLaLcompleteLhumanLgenomeaaLScienceXL2022XLfjiXLeabjhckl 33.3 12

45 yromLtelomereLtoLtelomeremLTheLtranscriptionalLandLepigeneticLstateLofLhumanLrepeatLelementsaaL
ScienceXL2022XLfjiXLeabkfdde 33.3 12

44 tLcompleteLreferenceLgenomeLimprovesLanalysisLofLhumanLgeneticLvariationaaLScienceXL2022XLfjiXLeablfhff33.3 12

43 SegmentalLduplicationsLandLtheirLvariationLinLaLcompleteLhumanLgenomeaaLScienceXL2022XLfjiXLeabjilih 33.3 12

42 IntegratingL–iYvLlinksLwithLassemblyLgraphsLforLchromosomeYscaleLassembly 11

41 tssemblingLLargeLzenomesLwithLSingleYMoleculeLSequencingLandLLocalityLSensitiveL–ashing 10

40 TheLstructureXLfunctionXLandLevolutionLofLaLcompleteLhumanLchromosomeLk 10

39 zenomicLanalysesLofLaLlivestockLpestXLtheLNewLWorldLscrewwormXLfindLpotentialLtargetsLforLgeneticL
controlLprogramsaLCommunicationspBiologyXL2020XLfXLgeg 6.7 10

38 xvolutionaryLandLbiomedicalLinsightsLfromLaLmarmosetLdiploidLgenomeLassemblyaLNatureXL2021XL
hlgXLeejYeff 50.4 10

37 MerfinmLimprovedLvariantLfilteringLandLpolishingLviaLkYmerLvalidation 10

36 vompleteLvlosedLzenomeLSequencesLofLThreeLuibersteiniaLtrehalosiLNasopharyngealLIsolatesLfromL
vattleLwithLShippingLyeveraLGenomepAnnouncementsXL2014XLeXL 9

35 wraftLzenomeLSequencesLfromLaLNovelLvladeLofLStrainsXLIsolatedLfromLtheLInternationalLSpaceL
StationaLGenomepAnnouncementsXL2017XLhXL 9

34 tLyastLtpproximateLtlgorithmLforLMappingLLongLReadsLtoLLargeLReferenceLwatabases 9

33 xpigeneticLPatternsLinLaLvompleteL–umanLzenome 9

32 tLcompleteLreferenceLgenomeLimprovesLanalysisLofLhumanLgeneticLvariation 9

31 vompleteLgenomicLandLepigeneticLmapsLofLhumanLcentromeres 8

30 MetaMapsLâ��LStrainYlevelLmetagenomicLassignmentLandLcompositionalLestimationLforLlongLreads 7
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29 yromLtelomereLtoLtelomeremLtheLtranscriptionalLandLepigeneticLstateLofLhumanLrepeatLelements 7

28 LongYreadLmappingLtoLrepetitiveLreferenceLsequencesLusingLWinnowmapeaaLNaturepMethodsXL2022XL 21.6 7

27 TheL–umanLPangenomeLProjectmLaLglobalLresourceLtoLmapLgenomicLdiversityaaLNatureXL2022XLicgXLgfjYggi50.4 7

26 IdentificationLandLzenomicLtnalysisLofLaLNovelLzroupLvLOrthobunyavirusLIsolatedLfromLaLMosquitoL
vapturedLnearLIquitosXLPeruaLPLoSpNeglectedpTropicalpDiseasesXL2016XLdcXLecccgggc 4.8 5

25 vompleteLvertebrateLmitogenomesLrevealLwidespreadLgeneLduplicationsLandLrepeats 5

24 RefSeqLdatabaseLgrowthLinfluencesLtheLaccuracyLofLkYmerYbasedLspeciesLidentification 5

23 xffectLofLSequenceLwepthLandLLengthLinLLongYreadLtssemblyLofLtheLMaizeLInbredLNvfhk 5

22 TheLwhaleLsharkLgenomeLrevealsLpatternsLofLvertebrateLgeneLfamilyLevolutionaLELifeXL2021XLdcXL 8.9 5

21 vompleteLvlosedLzenomeLSequencesLofLyourLMannheimiaLvarigenaLIsolatesLfromLvattleLwithL
ShippingLyeveraLGenomepAnnouncementsXL2014XLeXL 4

20 StandardsLrecommendationsLforLtheLxarthLuiozenomeLProjectaaLProceedingspofpthepNationalp
AcademypofpSciencespofpthepUnitedpStatespofpAmericaXL2022XLddlXL 11.5 4

19 StainedzlassmLInteractiveLvisualizationLofLmassiveLtandemLrepeatLstructuresLwithLidentityL
heatmapsaaLBioinformaticsXL2022XL 7.2 4

18 vhasingLperfectionmLvalidationLandLpolishingLstrategiesLforLtelomereYtoYtelomereLgenomeL
assembliesaaLNaturepMethodsXL2022XL 21.6 4

17 zenomeLSequenceLofLtheLtttenuatedLvarbosapLVaccineLStrainLofLuacillusLanthracisaLGenomep
AnnouncementsXL2013XLdXL 3

16
ualancingLopennessLwithLIndigenousLdataLsovereigntymLtnLopportunityLtoLleaveLnoLoneLbehindLinL
theLjourneyLtoLsequenceLallLofLlifeaaLProceedingspofpthepNationalpAcademypofpSciencespofpthepUnitedp
StatespofpAmericaXL2022XLddlXL

11.5 3

15 tLcontiguousLdeLnovoLgenomeLassemblyLofLsugarLbeetLxLdcLTuetaLvulgarisLLaU 3

14 tssignmentLofLvirusLandLantimicrobialLresistanceLgenesLtoLmicrobialLhostsLinLaLcomplexLmicrobialL
communityLbyLcombinedLlongYreadLassemblyLandLproximityLligation 3

13 StrainsLusedLinLwholeLorganismPlasmodiumLfalciparumvaccineLtrialsLdifferLinLgenomeLstructureXL
sequenceXLandLimmunogenicLpotential 3

12 yalseLgeneLandLchromosomeLlossesLaffectedLbyLassemblyLandLsequenceLerrors 3

(-)
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11 TheLgenomicLstructureLofLaLhumanLchromosomeLeeLnucleolarLorganizerLregionLdeterminedLbyLTtRL
cloningaLScientificpReportsXL2021XLddXLellj 4.9 3

10 MerfinmLimprovedLvariantLfilteringXLassemblyLevaluationLandLpolishingLviaLkYmerLvalidationaaLNaturep
MethodsXL2022XL 21.6 3

9 tutomatedLassemblyLofLhighYqualityLdiploidLhumanLreferenceLgenomes 3

8 weLNovoLassemblyLofLtheLgoldfishLTvarassiusLauratusULgenomeLandLtheLevolutionLofLgenesLafterL
wholeLgenomeLduplication 2

7 WeightedLminimizerLsamplingLimprovesLlongLreadLmapping 2

6 –LtVPRzmLtLâ��L–LtLtypingLfromLlinearlyLprojectedLgraphLalignments 2

5 tnalysisLofLtheLtedesLalbopictusLvibfiLgenomeLprovidesLinsightLintoLcellLlineLadaptationsLtoLinLvitroL
viralLpropagation 1

4 ReferenceLgenomeLandLdemographicLhistoryLofLtheLmostLendangeredLmarineLmammalXLtheLvaquita 1

3 TheLwhaleLsharkLgenomeLrevealsLpatternsLofLvertebrateLgeneLfamilyLevolution 1

2 –aplotypeYResolvedLvattleLzenomesLProvideLInsightsLIntoLStructuralLVariationLandLtdaptation 1

1 IrreconcilableLdifferencesmLdivorcingLgeographicLmutationLandLrecombinationLratesLwithinLaLglobalL
MRStLcloneaLGenomepBiologyXL2012XLdfXLdkd 18.3
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