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l Paper IF Citations

232 xarnessingHtheHphysicochemicalHpropertiesHofHtNqHasHaHmultifunctionalHbiomaterialHforHbiomedicalH
andHotherHapplicationsVH2021THeYTHgggiUghai 8

231 xighHcoverageHwholeHgenomeHsequencingHofHtheHexpandedHaYYYHwenomesHProjectHcohortHincludingH
fYbHtriosVH 31

230 sharacterizingHnucleotideHvariationHandHexpansionHdynamicsHinHhumanUspecificHvariableHnumberH
tandemHrepeatsVH

229 qSx’uYSjHautomatedHqualityHcontrolHforHsingleUcellHStrandUseqHdataVH2021TH 2

228 TheHstructureTHfunctionHandHevolutionHofHaHcompleteHhumanHchromosomeHhVH2021THeicTHaYaUaYg 72

227 SVhoundjHtetectionHofHfutureHStructuralHVariationHhotspotsVH

226 SingleUmoleculeHopticalHgenomeHmappingHinHnanochannelsjHmultidisciplinarityHatHtheHnanoscaleVH
2021THfeTHeaUff 7

225 wenomicHTacklingHofHxumanHSatelliteHtNqjHrreakingHrarriersHthroughHTimeVH2021THbbTH 2

224 wenomeUwideHanalysisHofHstructuralHvariationVH2021THahTHddh

223 OpportunitiesHandHchallengesHforHhighUqualityHbiodiversityHtissueHarchivesHinHtheHageHofHlongUreadH
sequencingVH2021THcYTHeiceUeidh 8

222 xaplotypeHShufflingHandHtimorphicHTransposableHulementsHinHtheHxumanHuxtendedH ajorH
xistocompatibilityHsomplexHslassHyyHRegionVH2021THabTHffehii 2

221 uxpectationsHandHblindHspotsHforHstructuralHvariationHdetectionHfromHlongUreadHassembliesHandH
shortUreadHgenomeHsequencingHtechnologiesVH2021THaYhTHiaiUibh 13

220  iningHtheHgapsHofHchromosomeHhVH2021TH 2

219 SegmentalHduplicationsHandHtheirHvariationHinHaHcompleteHhumanHgenomeVH 13

218 zasminejHPopulationUscaleHstructuralHvariantHcomparisonHandHanalysisVH 9

217 TheHcompleteHsequenceHofHaHhumanHgenomeVH 58

216 TowardsHpopulationUscaleHlongUreadHsequencingVH2021THbbTHegbUehg 29
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215 wenerationHofHlineageUresolvedHcompleteHmetagenomeUassembledHgenomesHbyHprecisionHphasingVH 2

214 sasiHtargetedHenrichmentHofHmobileHelementsHusingHnanoporeHsequencingVH2021THabTHcehf 10

213 lrajHqHlongHreadHalignerHforHsequencesHandHcontigsVH2021THagTHeaYYiYgh 15

212 vromHtelomereHtoHtelomerejHtheHtranscriptionalHandHepigeneticHstateHofHhumanHrepeatHelementsVH 7

211 wenomeHstructuralHvariationHinHhumanHevolutionVH2021TH 3

210 sharacterizingHnucleotideHvariationHandHexpansionHdynamicsHinHhumanUspecificHvariableHnumberH
tandemHrepeatsVH2021THcaTHacacUacbd 5

209 xowHymportantHqreHStructuralHVariantsHforHSpeciationoVH2021THabTH 3

208 tiscoveryHofHgenomicHvariationHacrossHaHgenerationVH2021THcYTHRagdURahf 2

207 sonstructingHsmallHgenomeHgraphsHviaHstringHcompressionVH2021THcgTHibYeUibac 0

206  ulticolorHWholeUwenomeH appingHinHNanochannelsHforHweneticHqnalysisVH2021THicTHihYhUihaf 2

205 shromoanagenesisHuventHUnderliesHaHPericentricHandH ultipleHParacentricHynversionsHinHaHSingleH
shromosomeHsausingHsoffinUSirisHSyndromeVH2021THabTHgYhcdh 1

204 sombinedHuseHofHOxfordHNanoporeHandHylluminaHsequencingHyieldsHinsightsHintoHsoybeanHstructuralH
variationHbiologyVH 0

203 UsingHdeHnovoHassemblyHtoHidentifyHstructuralHvariationHofHeightHcomplexHimmuneHsystemHgeneH
regionsVH2021THagTHeaYYibed 5

202 WhatHisHtheHgoldHstandardHmodelHforHqlzheimerOsHdiseaseHdrugHdiscoveryHandHdevelopmentoVH2021TH
afTHadaeUaddY 5

201 PanSVRjHPanUwenomeHqugmentedHShortHReadHRealignmentHforHSensitiveHtetectionHofHStructuralH
VariationsVH2021THabTHgcaeae 0

200 qHcustomHcaptureHsequenceHapproachHforHoculocutaneousHalbinismHidentifiesHstructuralHvariantH
allelesHatHtheHOsqbHlocusVH2021THdbTHabciUabec 0

199 NextUgenerationHcytogeneticsjHsomprehensiveHassessmentHofHebHhematologicalHmalignancyH
genomesHbyHopticalHgenomeHmappingVH2021THaYhTHadbcUadce 12

198 TheHNeedHforHaHxumanHPangenomeHReferenceHSequenceVH2021THbbTHhaUaYb 16
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197 TargetedHlongUreadHsequencingHidentifiesHmissingHdiseaseUcausingHvariationVH2021THaYhTHadcfUaddi 16

196 ’ongPhasejHanHultraUfastHchromosomeUscaleHphasingHalgorithmHforHsmallHandHlargeHvariantsVH 1

195 tecipheringHcomplexHgenomeHrearrangementsHinHsVHelegansHusingHshortUreadHwholeHgenomeH
sequencingVH2021THaaTHahbeh 2

194 SignalUbasedHopticalHmapHalignmentVH2021THafTHeYbecaYb 0

193 wenomeHassemblyHofHtheHtayraHPuiraHbarbaraTH ustelidaeQHandHcomparativeHgenomicHanalysisHrevealH
adaptiveHgeneticHvariationHinHtheHsubfamilyHwuloninaeVH

192 ProteinUcodingHrepeatHpolymorphismsHstronglyHshapeHdiverseHhumanHphenotypesVHScienceTH2021TH
cgcTHadiiUaeYe 33.3 15

191 ’ocalHadaptationHandHarchaicHintrogressionHshapeHglobalHdiversityHatHhumanHstructuralHvariantHlociVH
2021THaYTH 5

190 TTU arsjHStructuralHVariantsHqssessmentHrasedHonHxaplotypeUresolvedHqssembliesVH 1

189 StructuralHvariantsHareHaHmajorHsourceHofHgeneHexpressionHdifferencesHinHhumansHandHoftenHaffectH
multipleHnearbyHgenesVH2021TH 2

188 wWqSHforHgeneticsHofHcomplexHquantitativeHtraitsjHwenomeHtoHpangenomeHandHSNPsHtoHSVsHandH
kUmersVH2021THdcTHebaYYaYi 1

187 wenomeHgraphsHdetectHhumanHpolymorphismsHinHactiveHepigenomicHstatesHduringHinfluenzaH
infectionVH 1

186 ’ongUreadHtechnologiesHidentifyHaHhiddenHinvertedHduplicationHinHaHfamilyHwithHchoroideremiaVVH2021
THbTHaYYYdf 0

185 ymprovingHvariantHcallingHusingHpopulationHdataHandHdeepHlearningVH 1

184 tetectionHofHcomplexHstructuralHvariationHfromHpairedUendHsequencingHdataVH 5

183 qssemblingH’ongHqccurateHReadsHUsingHdeHrruijnHwraphsVH 3

182 ctSNPHbVYjHupdateHandHexpansionHofHtheHnoncodingHgenomicHvariantHannotationHdatabaseVH2021TH 1

181 StructuralHVariantsHqreHaH ajorHsomponentHofHtheH issingHxeritabilityHofHqutismHSpectrumH
tisorderVH

180 sonservationHandHdivergenceHinHgeneHregulationHbetweenHmouseHandHhumanHimmuneHcellsHdeservesH
equalHemphasisVH2021THdbTHaYggUaYhg 2
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179 ThyroidHcancerHunderHtheHscopeHofHemergingHtechnologiesVH2021THedaTHaaadia 1

178 PopulationUscaleHdetectionHofHnonUreferenceHsequenceHvariantsHusingHcoloredHdeHrruijnHwraphsVH
2021TH 0

177 xumanHPopulationsjHOriginsHandHuvolutionVHbTHaUad

176 xaplotypeUawareHsingleUcellHmultiomicsHuncoversHfunctionalHeffectsHofHsomaticHstructuralHvariationVH 0

175 sombiningHdenseHandHsparseHlabelingHinHopticalHtNqHmappingVH2021THafTHeYbfYdhi 0

174 qccurateHlongUreadHdeHnovoHassemblyHevaluationHwithHynspectorVH2021THbbTHcab 2

173 StructuralHvariantsHinHtheHshineseHpopulationHandHtheirHimpactHonHphenotypesTHdiseasesHandH
populationHadaptationVH2021THabTHfeYa 3

172 somprehensiveHanalysisHofHwrqHusingHaHnovelHalgorithmHforHylluminaHwholeUgenomeHsequenceHdataH
orHtargetedHNanoporeHsequencingVH 0

171  utagenesisHofHhumanHgenomesHbyHendogenousHmobileHelementsHonHaHpopulationHscaleVH2021TH 2

170
 ultiUmodalHinvestigationHofHtheHschizophreniaUassociatedHcqbiHgenomicHintervalHrevealsHglobalH
geneticHdiversityHwithHuniqueHhaplotypesHandHsegmentsHthatHincreaseHtheHriskHforHnonUallelicH
homologousHrecombinationVH

1

169 TechnicalHchallengesHinHdefiningHRNqHmodificationsVH2021TH 1

168 umergingHynsightsHyntoHshronicHRenalHtiseaseHPathogenesisHinHxypertensionHvromHxumanHandH
qnimalHwenomicHStudiesVH2021THghTHafhiUagYY 1

167 xighHsoverageHWholeHwenomeHSequencingHofHtheHuxpandedHaYYYHwenomesHProjectHsohortH
yncludingHfYbHTriosVH 4

166 sonstructionHofHStrandUseqHlibrariesHinHopenHnanoliterHarraysVVH2022THbTHaYYaeY 1

165 tysgujHefficientHstructuralHvariantHcallingHusingHshortHorHlongHreadsVVH2022TH 0

164 StrVsTVRujHqHsupervisedHlearningHmethodHtoHpredictHtheHpathogenicityHofHhumanHgenomeH
structuralHvariantsVVH2022TH 4

163 THcellHreceptorHbetaHgermlineHvariabilityHisHrevealedHbyHinferenceHfromHrepertoireHdataVVH2022THadTHb 3

162 StainedwlassjHynteractiveHvisualizationHofHmassiveHtandemHrepeatHstructuresHwithHidentityH
heatmapsVVH2022TH 4
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161 ’ongPhasejHanHultraUfastHchromosomeUscaleHphasingHalgorithmHforHsmallHandHlargeHvariantsVVH2022TH 0

160 OpticalHgenomeHmappingHidentifiesHrareHstructuralHvariationsHasHpredispositionHfactorsHassociatedH
withHsevereHsOVytUaiVVH2022THaYcgfY 1

159 sharacterizingHmobileHelementHinsertionsHinHefgeHgenomesVVH2022TH 2

158 wsqT|PanelTHaHcomprehensiveHstructuralHvariantHhaplotypeHmapHofHtheHyberianHpopulationHfromH
highUcoverageHwholeUgenomeHsequencingVVH2022TH 0

157 weneticHpredispositionHtoHcancerHacrossHpeopleHofHdifferentHancestriesHinHQatarjHaHpopulationUbasedTH
cohortHstudyVVH2022TH 0

156 PangenomicsHenablesHgenotypingHofHknownHstructuralHvariantsHinHebYbHdiverseHgenomesVVHScienceTH
2021THcgdTHabghhga 33.3 11

155 qHframeworkHtoHscoreHtheHeffectsHofHstructuralHvariantsHinHhealthHandHdiseaseVVH2022TH 2

154 PushingHtheHlimitsHofHxiviHassembliesHrevealsHcentromereHdiversityHbetweenHtwoHqrabidopsisH
thalianaHgenomesVH 0

153 sOVytUaiHPandemicjHuscapeHofHPathogenicHVariantsHandH xsHuvolutionVVH2022THbcTH 0

152 wenomicHcharacterizationHofHtheHworldOsHlongestHselectionHexperimentHinHmouseHrevealsHtheH
complexityHofHpolygenicHtraitsVVH2022THbYTHeb 1

151 TruvarijHRefinedHStructuralHVariantHsomparisonHPreservesHqllelicHtiversityVH 1

150 gcaPtqjHaHhaplotypeUresolvedHdiploidHassemblerVVH2022THbcTHfh

149 ymprovedHstructuralHvariantHdiscoveryHinHhardUtoUcallHregionsHusingHsampleUspecificHstringHdetectionH
fromHaccurateHlongHreadsVH 1

148 xaplotypeUresolvedHdeHnovoHassemblyHofHaHTujiaHgenomeHsuggestsHtheHnecessityHforHhighUqualityH
populationUspecificHgenomeHreferencesVVH2022TH 3

147 sombinedHuseHofHOxfordHNanoporeHandHylluminaHsequencingHyieldsHinsightsHintoHsoybeanHstructuralH
variationHbiologyVVH2022THbYTHec 0

146  obileHelementsHinHhumanHpopulationUspecificHgenomeHandHphenotypeHdivergenceVH 1

145 UnderstandingHRegulatoryH echanismsHofHrrainHvunctionHandHtiseaseHthroughHctHwenomeH
OrganizationVVH2022THacTH 0

144 wenomicHanswersHforHchildrenjHtynamicHanalysesHofHnaYYYHpediatricHrareHdiseaseHgenomesVVH2022TH 2
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143 OpticalHwenomeH appingjHslinicalHValidationHandHtiagnosticHUtilityHforHunhancedHsytogenomicH
qnalysisHofHxematologicalHNeoplasmsVH 0

142 ShortHarmsHofHhumanHacrocentricHchromosomesHandHtheHcompletionHofHtheHhumanHgenomeH
sequenceVVH2022TH 0

141 wenomeUwideHrecombinationHmapHconstructionHfromHsingleHspermHsequencingHinHcattleVVH2022THbcTHaha 1

140 weneticHmosaicismHinHtheHhumanHbrainjHfromHlineageHtracingHtoHneuropsychiatricHdisordersVVH2022TH 2

139 shasingHperfectionjHvalidationHandHpolishingHstrategiesHforHtelomereUtoUtelomereHgenomeH
assembliesVVH2022TH 4

138 qHhiddenHlayerHofHstructuralHvariationHinHtransposableHelementsHrevealsHpotentialHgeneticHmodifiersH
inHhumanHdiseaseUriskHlociVVH2022TH 0

137 xaplotypeUresolvedHshineseHmaleHgenomeHassemblyHbasedHonHhighUfidelityHsequencingVH2022TH 1

136 TowardsHtheHdetectionHofHcopyHnumberHvariationHfromHsingleHspermHsequencingHinHcattleVVH2022THbcTHbae

135 TheHmotifHcompositionHofHvariableUnumberHtandemHrepeatsHimpactsHgeneHexpressionVH 0

134 qreHweHthereHyetoHtrivingHtheHroadHtoHevolutionaryHgraphUpangenomicsVVH2022THffTHaYbaie 0

133 vromHtelomereHtoHtelomerejHTheHtranscriptionalHandHepigeneticHstateHofHhumanHrepeatHelementsVVH
ScienceTH2022THcgfTHeabkcaab 33.3 12

132 vamilialHlongUreadHsequencingHincreasesHyieldHofHdeHnovoHmutationsVVH2022TH 1

131 qwsjHsompactHrepresentationHofHassembledHgenomesVH 0

130 SegmentalHduplicationsHandHtheirHvariationHinHaHcompleteHhumanHgenomeVVHScienceTH2022THcgfTHeabjfife 33.3 12

129 RareHvariantsHandHtheHoligogenicHarchitectureHofHautismVVH2022TH 0

128 SolvingHtheHgeneticHaetiologyHofHhereditaryHgastrointestinalHtumourHsyndromesUHaHcollaborativeH
multicentreHendeavourHwithinHtheHprojectHSolveURtVVH2022THaYddge 0

127 xaplotypeUresolvedHinversionHlandscapeHrevealsHhotspotsHofHmutationalHrecurrenceHassociatedHwithH
genomicHdisordersVH 2

126 xiddenHbiasesHinHgermlineHstructuralHvariantHdetectionVVH2021THbbTHcdg 3
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125 trfermikitjHaHtoolHtoHdiscoverHVNTRUassociatedHdeletionsVH2021TH

124 PangenomeUbasedHgenomeHinferenceHallowsHefficientHandHaccurateHgenotypingHacrossHaHwideH
spectrumHofHvariantHclassesVVH2022TH 1

123 TheHxumanHPangenomeHProjectjHaHglobalHresourceHtoHmapHgenomicHdiversityVVH2022THfYdTHdcgUddf 7

122  ultiplexHstructuralHvariantHdetectionHbyHwholeUgenomeHmappingHandHnanoporeHsequencingVVH2022TH
abTHfeab 0

121 qHbutterflyHpanUgenomeHrevealsHaHlargeHamountHofHstructuralHvariationHunderliesHtheHevolutionHofH
chromatinHaccessibilityVH 0

120 WristwatchHPsRjHqHVersatileHandHufficientHwenomeHWalkingHStrategyVVH2022THaYTHgibhdh 0

119 ymprovedHsequenceHmappingHusingHaHcompleteHreferenceHgenomeHandHliftUoverVH 0

118 NaturalHandHuxperimentalHRewiringHofHweneHRegulatoryHRegionsVVH2022TH 0

117 SvqnnajHefficientHandHaccurateHpathogenicityHpredictionHofHcodingHandHregulatoryHstructuralHvariantsH
inHlongUreadHgenomeHsequencingVVH2022THadTHdd 0

116 StructuralHvariantsHinHtheHbarleyHgeneHpooljHprecisionHandHsensitivityHtoHdetectHthemHusingH
shortUreadHsequencingHandHtheirHassociationHwithHgeneHexpressionHandHphenotypicHvariationVH 0

115 RecurrentHinversionHpolymorphismsHinHhumansHassociateHwithHgeneticHinstabilityHandHgenomicH
disordersVVH2022TH 2

114 qHdeepHlearningHframeworkHforHstructuralHvariantHdiscoveryHandHgenotypingVH

113 TTU arsjHstructuralHvariantsHassessmentHbasedHonHhaplotypeUresolvedHassembliesVVH2022THbcTHaaY 1

112 ynitialHqnalysisHofHStructuralHVariationHtetectionsHinHsattleHUsingH’ongUReadHSequencingH ethodsVH
2022THacTHhbh 0

111 PhasingHofHdeHnovoHmutationsHusingHaHscaledUupHmultipleHampliconHlongUreadHsequencingHapproachVH

110 RepresentingHsexHchromosomesHinHgenomeHassembliesVH2022THbTHaYYacb 1

109 TheHthirdHinternationalHhackathonHforHapplyingHinsightsHintoHlargeUscaleHgenomicHcompositionHtoHuseH
casesHinHaHwideHrangeHofHorganismsVHaaTHecY

108 tynamicHynterplayHbetweenHStructuralHVariationsHandHctHwenomeHOrganizationHinHPancreaticH
sancerVVH2022THebbYYhah 0
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107 somputationalHandHexperimentalHmethodsHforHclassifyingHvariantsHofHunknownHclinicalHsignificanceVVH
2022THhTH 0

106 PangenomicHgenotypingHwithHtheHmarkerHarrayVH

105 PopulationUscaleHgenotypingHofHstructuralHvariationHinHtheHeraHofHlongUreadHsequencingVH2022TH 0

104 snakeSVjHvlexibleHvrameworkHforH’argeUScaleHSVHtiscoveryVH2022THaUad

103  assiveHinversionHpolymorphismsHshapeHtheHgenomicHlandscapeHofHdeerHmiceVH 0

102 sonstructingHfounderHsetsHunderHallelicHandHnonUallelicHhomologousHrecombinationVH

101 yntegratingHweneticHStructuralHVariationsHandHWholeUwenomeHSequencingHyntoHslinicalHNeurologyVH
2022THhTHebYYYYe 0

100 SentieonHtNqscopeH’ongReadHUHqHhighlyHqccurateTHvastTHandHufficientHPipelineHforHwermlineHVariantH
sallingHfromHPacrioHxiviHreadsVH

99 StructuralHVariationHinHsancerjHRoleTHPrevalenceTHandH echanismsVH2022THbcTH 0

98 xaplotypeUresolvedHassemblyHofHaHtetraploidHpotatoHgenomeHusingHlongHreadsHandHlowUdepthH
offspringHdataVH

97 wqVySUN|jHwenomeHassemblyHvalidationHviaHinterUSUN|HdistancesHinHOxfordHNanoporeHreadsVH 0

96 wraphHpangenomeHcapturesHmissingHheritabilityHandHempowersHtomatoHbreedingVH2022THfYfTHebgUecd 3

95 TheHsompleatHxumanHwenomeVH2022THaTHbcdUbcf

94 qHstatisticalTHreferenceUfreeHalgorithmHsubsumesHmyriadHproblemsHinHgenomeHscienceHandHenablesH
novelHdiscoveryVH 0

93 xarnessingHtheHvullHPotentialHofH ultiUOmicHqnalysesHtoHqdvanceHtheHStudyHandHTreatmentHofH
shronicH|idneyHtiseaseVHbTH 0

92 WholeHuxomeHSequencingHinHSouthHqfricajHStakeholderHViewsHonHReturnHofHyndividualHResearchH
ResultsHandHyncidentalHvindingsVHacTH 0

91 qHneurodevelopmentalHdisorderHcausedHbyHaHnovelHdeHnovoHSVqHinsertionHinHexonHacHofHtheHSRsqPH
geneVH 0

90 ThousandsHofHhumanHmutationHclustersHareHexplainedHbyHshortUrangeHtemplateHswitchingVHgrVbgfdghVaba

(-2022)
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89 svsapturejHufficientHandHspecificHdetectionHofHveryHlowHfrequencyHstructuralHvariantHjunctionsHbyH
errorUminimizedHcaptureHsequencingVH

88 qH apHofHcoHtNqHTransductionHVariantsH ediatedHbyHNonU’TRHRetroelementsHonHcbYbHxumanH
wenomesVH2022THaaTHaYcb 0

87 yncreasedHmutationHrateHandHinterlocusHgeneHconversionHwithinHhumanHsegmentalHduplicationsVH 0

86 somplexHgenomicHrearrangementsjHanHunderestimatedHcauseHofHrareHdiseasesVH2022TH 1

85 wapsHandHcomplexHstructurallyHvariantHlociHinHphasedHgenomeHassembliesVH 0

84 yncludingHdiverseHandHadmixedHpopulationsHinHgeneticHepidemiologyHresearchVH 0

83 tuetjHSNPUqssistedHStructuralHVariantHsallingHandHPhasingHUsingHOxfordHNanoporeHSequencingVH

82 NeurodevelopmentalHcopyUnumberHvariantsjHqHroadmapHtoHimprovingHoutcomesHbyHunitingHpatientH
advocatesTHresearchersTHandHcliniciansHforHcollectiveHimpactVH2022THaYiTHacecUacfe 1

81 qssemblyHofHaHpangenomeHforHglobalHcattleHrevealsHmissingHsequencesHandHnovelHstructuralH
variationsTHprovidingHnewHinsightsHintoHtheirHdiversityHandHevolutionaryHhistoryVH2022THcbTHaeheUafYa 0

80 somparisonHandHbenchmarkHofHlongUreadHbasedHstructuralHvariantHdetectionHstrategiesVH 0

79 StructuralHevolutionHofHtrypsinogenHgeneHredundancyHconfersHriskHforHpancreasHdiseasesVH

78 sharacterizingHtheHgeneticHpolymorphismsHinHcgYHchallengingHmedicallyHrelevantHgenesHusingH
longUreadHsequencingHdataHfromHdaHhumanHindividualsHamongHaiHglobalHpopulationsVH 0

77 RuViewerjHhaplotypeUresolvedHvisualizationHofHreadHalignmentsHinHandHaroundHtandemHrepeatsVH2022
THadTH 0

76 StructuralHvariantsHinHtheHbarleyHgeneHpooljHprecisionHandHsensitivityHtoHdetectHthemHusingH
shortUreadHsequencingHandHtheirHassociationHwithHgeneHexpressionHandHphenotypicHvariationVH 0

75 sharacterizationHofHaHNovelHxyperUVariableHVariableHNumberHTandemHRepeatHinHtheHtopamineH
TransporterHweneHPS’sfqcQVH

74 RareHcodingHvariationHprovidesHinsightHintoHtheHgeneticHarchitectureHandHphenotypicHcontextHofH
autismVH 4

73 qHmultiUomicsHframeworkHrevealsHstrawberryHflavorHgenesHandHtheirHregulatoryHelementsVH 0

72 ProfilingHgenesHencodingHtheHadaptiveHimmuneHreceptorHrepertoireHwithHgqyRRHSuiteVHacTH 0
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71 SVisionjHaHdeepHlearningHapproachHtoHresolveHcomplexHstructuralHvariantsVH 1

70 qHbutterflyHpanUgenomeHrevealsHthatHaHlargeHamountHofHstructuralHvariationHunderliesHtheHevolutionH
ofHchromatinHaccessibilityVHgrVbgfhciVabb 2

69 ReUgenotypingHstructuralHvariantsHthroughHanHaccurateHforceUcallingHmethodVH 1

68 qHsurveyHofHcurrentHmethodsHtoHdetectHandHgenotypeHinversionsVH 0

67 PhasingHofHdeHnovoHmutationsHusingHaHscaledUupHmultipleHampliconHlongUreadHsequencingHapproachVH 0

66 ResolutionHofHstructuralHvariationHinHdiverseHmouseHgenomesHrevealsHchromatinHremodelingHdueHtoH
transposableHelementsVH 0

65 ydentificationHofHaHfamilialHcomplexHchromosomalHrearrangementHbyHopticalHgenomeHmappingVH2022TH
aeTH 0

64 xighUcoverageHwholeUgenomeHsequencingHofHtheHexpandedHaYYYHwenomesHProjectHcohortHincludingH
fYbHtriosVH2022THaheTHcdbfUcddYVeai 9

63 StructuralHVariantsHydentifiedHUsingHNonU endelianHynheritanceHPatternsHqdvanceHtheH echanisticH
UnderstandingHofHqutismHSpectrumHtisorderVH2022THaYYaeY 0

62 PangenomeHwraphHsonstructionHfromHwenomeHqlignmentHwithH inigraphUsactusVH 0

61 xaplotypeUresolvedHassembliesHandHvariantHbenchmarkHofHaHshineseHQuartetVH 0

60 ynversionHpolymorphismHinHaHcompleteHhumanHgenomeHassemblyVH 0

59 sopyHNumberHVariationVH2022TH 0

58 slinicalHValidationHandHtiagnosticHUtilityHofHOpticalHwenomeH appingHforHunhancedHsytogenomicH
qnalysisHofHxematologicalHNeoplasmsVH2022TH 2

57 RepeatHpolymorphismsHinHnonUcodingHtNqHunderlieHtopHgeneticHriskHlociHforHglaucomaHandH
colorectalHcancerVH 0

56 shromosomalHinversionHpolymorphismsHshapeHtheHgenomicHlandscapeHofHdeerHmiceVH 0

55 sommonHVariableHymmunodeficiencyjH oreHPathwaysHthanHRoadsHtoHRomeVH2023THahTH 0

54 vamosjHVNTRHannotationHusingHefficientHmotifHsetsVH 0

(-)
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53 PwwVSVjHaHwholeUgenomeUsequencingUbasedHstructuralHvariantHresourceHandHdataHanalysisHplatformVH 0

52 yntegrationHofHxiUsHwithHshortHandHlongUreadHgenomeHsequencingHrevealsHtheHstructureHofHgermlineH
rearrangedHgenomesVH2022THacTH 0

51 SemiUautomatedHassemblyHofHhighUqualityHdiploidHhumanHreferenceHgenomesVH 3

50 wqVySUN|jHwenomeHassemblyHvalidationHviaHinterUSUN|HdistancesHinHOxfordHNanoporeHreadsVH 0

49 teepO jHSingleUmoleculeHopticalHgenomeHmappingHviaHdeepHlearningVH 0

48 wameteHrinningHtoHqchieveHxaplotypeUResolvedHwenomeHqssemblyVH2023THbYaUbah 0

47 qnalysisHofHabgfHxaplotypeUResolvedHwenomesHqllowsHsharacterizationHofHsisUHandHTransUqbundantH
wenesVH2023THbcgUbgb 0

46 RetrotransposonHinsertionsHassociatedHwithHriskHofHneurologicHandHpsychiatricHdiseasesVH 0

45 tuetjHSNPUassistedHstructuralHvariantHcallingHandHphasingHusingHOxfordHnanoporeHsequencingVH2022TH
bcTH 0

44 shromosomeU’engthHxaplotypesHwithHStrandPhaseRHandHStrandUseqVH2023THahcUbYY 0
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