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775 pindingHunderlyingHgeneticHmechanismsHofHtwoHpatientsHwithHautismHspectrumHdisorderHcarryingH
familialHapparentlyHbalancedHchromosomalHtranslocationsVH2021THZ[THe[[ZZ

774 momputationalHwethodsHforHnetectingHvargeU‘caleH‘tructuralH~earrangementsHinHmhromosomesVH[aU_Y

773 mombinatorialHpatternsHofHgeneHexpressionHchangesHcontributeHtoHvariableHexpressivityHofHtheH
developmentalHdelayUassociatedHY6pYZVYHdeletionVH

772 kHlossUofUfunctionHmutationHinH~y~lHdisruptsHsaltatorialHlocomotionHinHrabbitsVH2021THYaTHeYXXc]Zc 1

771 ‘tructuralHvariantHselectionHforHhighUaltitudeHadaptationHusingHsingleUmoleculeHlongUreadH
sequencingVH 1

770 wolecularHcharacterizationHofHnsmo~YUmutatedHpituitaryHblastomaVH2021THY]YTHcZcUc]] 6

769 ’heHtranscriptionalHlandscapeHofH‘hhHmedulloblastomaVH2021THYZTHYa]c 7

768 ‘ox‘—dHnetectingH‘tructuralH—ariationsHwithHzreciseHlreakpointsHusingHvowUnepthH q‘HnataHfromHaH
‘ingleHyxfordHxanoporeHwinsyxHplowcellVH 1
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767
’heH–sefulnessHofHmellUlasedHandHviquidUlasedH–rineH’estsHinHmlarifyingHtheHniagnosisHandH
wonitoringHtheHmourseHofH–rothelialHmarcinomaVHsdentificationHofHxovelTHzotentiallyHkctionableTHandH
‘omaticHwutationsVH2021THYYTH

766 kHzopulationU‘pecificHwajorHklleleH~eferenceHqenomeHpromH’heH–nitedHkrabHomiratesHzopulationVH
2021THYZTH66X]Zb 3

765 sntegratedHmutationalHlandscapeHanalysisHofHuterineHleiomyosarcomasVH2021THYYbTH 11

764 zroteogenomicHandHmetabolomicHcharacterizationHofHhumanHglioblastomaVH2021TH[cTH_XcU_ZbVeZX 71

763 xextHqenerationH‘equencingH’echnologyHinHtheHmlinicHandHstsHmhallengesVH2021THY[TH 7

762 mlinicalHandHqenomicHmharacteristicsHofHkdultHniffuseHwidlineHqliomaVH2021TH_[TH[bcU[cb 2

761 —ioladHaHstructuralHvariantHsignatureHextractorHwithHuserUdefinedHclassificationsVH

760 mottonHpanUgenomeHretrievesHtheHlostHsequencesHandHgenesHduringHdomesticationHandHselectionVH
2021THZZTHYYc 10

759  holeUgenomeHresequencingHofH]]_HvactucaHaccessionsHrevealsHtheHdomesticationHhistoryHofH
cultivatedHlettuceVH2021TH_[THa_ZUa6X 9

758 kHcomparisonHofHtoolsHforHcopyUnumberHvariationHdetectionHinHgermlineHwholeHexomeHandHwholeH
genomeHsequencingHdataVH 2

757 snversionsHmaintainHdifferencesHbetweenHmigratoryHphenotypesHofHaHsongbirdVH 0

756 raplotypeUresolvedHdiverseHhumanHgenomesHandHintegratedHanalysisHofHstructuralHvariationVH2021TH
[aZTH 100

755 kHverifiedHgenomicHreferenceHsampleHforHassessingHperformanceHofHcancerHpanelsHdetectingHsmallH
variantsHofHlowHalleleHfrequencyVH2021THZZTHYYY 8

754 sntegrativeHreconstructionHofHcancerHgenomeHkaryotypesHusingHsnfoqenome~VH2021THYZTHZ]6a 0

753 ~escueHofH‘’k’[HpunctionHinHryperUsgoH‘yndromeH–singHkdenineHlaseHoditingVH2021TH]THYabUYcX 2

752 zrotectionHofHtheHmVHelegansHgermHcellHgenomeHdependsHonHdiverseHnxkHrepairHpathwaysHduringH
normalHproliferationVH2021THY6THeXZ_XZcY 3

751 ‘tructuralHvariantsHcontributeHtoHpangenomeHevolutionHofHaHplantHpathogenicHfungusVH

750 oxtensiveHgenomeUwideHduplicationsHinHtheHeasternHoysterHPQVH2021TH[a6THZXZXXY6] 5

Citation Report

44



749 snUframeHdeletionHinHcanineHzs’~wYHisHassociatedHwithHaHsevereHearlyUonsetHepilepsyTHmitochondrialH
dysfunctionHandHneurodegenerationVH2021THY]XTHY_c[UY6Xc 2

748 onablingHqenomicsHzipelinesHinHmommodityHzersonalHmomputersH ithHplashH‘torageVH2021THYZTH6Y_c_b

747 vongUreadHgenomeHsequencingHforHtheHmolecularHdiagnosisHofHneurodevelopmentalHdisordersVH2021TH
ZTHYXXXZ[UYXXXZ[ 7

746 neHnovoHstructuralHmutationHratesHandHgameteUofUoriginHbiasesHrevealedHthroughHgenomeH
sequencingHofHZT[c6HfamiliesVH2021THYXbTH_caU6Xa 13

745 ~eferenceH‘—kHinsertionHpolymorphismsHareHassociatedHwithHzarkinsonOsHniseaseHprogressionHandH
differentialHgeneHexpressionVH2021THaTH]] 5

744 momparisonHofHstructuralHvariantsHdetectedHbyHopticalHmappingHwithHlongUreadHnextUgenerationH
sequencingVHBioinformaticsTH2021TH 7.2 1

743 wissenseHvariantHinHvyXrnYHisHassociatedHwithHcanineHnonsyndromicHhearingHlossVH2021THY]XTHY6YYUY6Yb 0

742 netectionHofHcopyHnumberHvariantsHinHkfricanHgoatsHusingHwholeHgenomeHsequenceHdataVH2021THZZTH[cb 0

741 ‘implifyingHtheHdevelopmentHofHportableTHscalableTHandHreproducibleHworkflowsVH

740 pamilialHyccurrenceHofHkdultHqranulosaHmellH’umorsdHknalysisHofH holeUqenomeHqermlineH—ariantsVH
2021THY[TH 1

739 wicrodeletionHofHcqZZV[dHkHpatientHwithHminimalHdeletionHsizeHassociatedHwithHaHsevereHphenotypeVH
2021THYb_THZXaXUZXb[ 1

738 mhromosomeUvevelHkssemblyHofHtheHktlanticH‘ilversideHqenomeH~evealsHoxtremeHvevelsHofH
‘equenceHniversityHandH‘tructuralHqeneticH—ariationVH2021THY[TH 2

737 vooseHendsHinHcancerHgenomeHstructureVH 0

736 nysgudHefficientHstructuralHvariantHcallingHusingHshortHorHlongHreadsVH 1

735 ’heH’elomereHvengthHvandscapeHofHzrostateHmancerVH

734 nifferentHtypesHofHdiseaseUcausingHnoncodingHvariantsHrevealedHbyHgenomicHandHgeneHexpressionH
analysesHinHfamiliesHwithHXUlinkedHintellectualHdisabilityVH2021TH]ZTHb[_Ub]a

733 bricHˆ HbracHcontrolsHsexHpheromoneHchoiceHbyHmaleHouropeanHcornHborerHmothsVH2021THYZTHZbYb 5

732 wetastasisHisHalteredHthroughHmultipleHprocessesHregulatedHbyHtheHoZpYHtranscriptionHfactorVH2021TH
YYTHc_XZ 2
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731 ‘omaticHstructuralHvariantHformationHisHguidedHbyHandHinfluencesHgenomeHarchitectureVH 1

730 snvestigationHofHproductUderivedHlymphomaHfollowingHinfusionHofHpiggylacUmodifiedHmnYcHchimericH
antigenHreceptorH’HcellsVH2021THY[bTHY[cYUY]X_ 26

729 qenomicHinsightsHintoHtheHpathogenesisHofHopsteinUlarrHvirusUassociatedHdiffuseHlargeHlUcellH
lymphomaHbyHwholeUgenomeHandHtargetedHampliconHsequencingVH2021THYYTHYXZ 6

728 qenomicHpeaturesHandHmlassificationHofHromologousH~ecombinationHneficientHzancreaticHnuctalH
kdenocarcinomaVH2021THY6XTHZYYcUZY[ZVec 30

727 qenomicHdiversityHinHaHpopulationHofH‘podopteraHfrugiperdaHnucleopolyhedrovirusVH2021THcXTHYX]a]c 5

726 niverseHtumorigenicHconsequencesHofHhumanHpapillomavirusHintegrationHinHprimaryHoropharyngealH
cancersVH

725 montrolHofHgeneHdopingHinHhumanHandHhorseHsportsVH2021TH 5

724 qszdHknHopenUsourceHcomputationalHpipelineHforHmappingHgenomicHinstabilityHfromHprotistsHtoH
cancerHcellsVH

723 ’ransposableHolementsHmontributeHtoHqenomeHnynamicsHandHqeneHoxpressionH—ariationHinHtheH
pungalHzlantHzathogenH—erticilliumHdahliaeVH2021THY[TH 2

722 ZUkupldHmappingUfreeHvariantHdetectionHfromHnxkUseqHdataHofHmatchedHsamplesVH2021THZZTH[X]

721 klterationsHandH~esponseHtoHsmmunotherapyHinH‘olidH’umorsVH2021THZaTH]XZ_U]X[_ 6

720 ’owardsHaHmomprehensiveH—ariationHlenchmarkHforHmhallengingHwedicallyU~elevantHkutosomalH
qenesVH 8

719 ’heHgenomesHofHprecisionHeditedHclonedHcalvesHshowHnoHevidenceHforHoffUtargetHeventsHorHincreasedH
deHnovoHmutagenesisVH2021THZZTH]_a 1

718 knHintegratedHapproachHforHcopyHnumberHvariationHdiscoveryHinHparentUoffspringHtriosVH2021THZZTH

717 liUallelicHlossHofHo~qsmYHcausesHrelativelyHmildHarthrogryposisVH2021THYXXTH[ZcU[[[ 1

716 ovolutionHandHgenomicHsignaturesHofHspontaneousHsomaticHmutationHinHintestinalHstemHcellsVH2021TH
[YTHY]YcUY][Z 3

715 kHcattleHgraphHgenomeHincorporatingHglobalHbreedHdiversityVH 2

714 momprehensiveHidentificationHofHtransposableHelementHinsertionsHusingHmultipleHsequencingH
technologiesVH2021THYZTH[b[6 7

Citation Report

46



713 qenomicHdiversityTHchromosomalHrearrangementsTHandHinterspeciesHhybridizationHinHtheHygataeaH
polymorphaHspeciesHcomplexVH2021THYYTH 0

712 onhancerHrijackingHnrivesHyncogenicHoxpressionHinHvineageUkmbiguousH‘temHmellHveukemiaVH2021TH
YYTHZb]6UZb6a 12

711 oxtrachromosomalHnxkHisHassociatedHwithHchromothripsisHeventsHandHdiverseHprognosesHinHgastricH
cardiaHadenocarcinomaVH 1

710 kHvariantHselectionHframeworkHforHgenomeHgraphsVHBioinformaticsTH2021TH[aTHi]6XUi]6a 7.2 1

709 sdentificationHandHcharacterizationHofHinheritableHstructuralHvariationsHinducedHbyHionHbeamH
radiationsHinHriceVH2021THbZ[THYYYa_a 0

708 ypticalHgenomeHmappingHidentifiesHaHgermlineHretrotransposonHinsertionHinH‘wk~mlYHinHtwoH
siblingsHwithHatypicalHteratoidHrhabdoidHtumorsVH2021THZ__THZXZUZYY 4

707 vineageUdefinedHleiomyosarcomaHsubtypesHemergeHyearsHbeforeHdiagnosisHandHdetermineHpatientH
survivalVH2021THYZTH]]c6 4

706 ~ecentHultraUrareHinheritedHvariantsHimplicateHnewHautismHcandidateHriskHgenesVH2021TH_[THYYZ_UYY[] 13

705 niscoveringHsingleHnucleotideHvariantsHandHindelsHfromHbulkHandHsingleUcellHk’kmUseqVH2021TH]cTHacb6Uacc] 2

704 rowHsmportantHkreH‘tructuralH—ariantsHforH‘peciationiVH2021THYZTH 3

703 xz‘—dHkHsimulationUdrivenHapproachHtoHgenotypingHstructuralHvariantsHinHwholeUgenomeHsequencingH
dataVH2021THYXTH 2

702 wakodHkHqraphUbasedHzatternHqrowthHkpproachHtoHnetectHmomplexH‘tructuralH—ariantsVH2021TH 2

701 kntibioticHmyclingH~evertsHoxtensiveHnrugH~esistanceHinHlurkholderiaHmultivoransVH2021TH6_THeXX6YYZY 2

700 —ariantHcallingHtoolHevaluationHforHvariableHsizeHindelHcallingHfromHnextHgenerationHwholeHgenomeH
andHtargetedHsequencingHdataVH 1

699 murrentHstatusHofHstructuralHvariationHstudiesHinHplantsVH2021THYcTHZY_[UZY6[ 7

698 ondogenousHproteinHtaggingHinHmedakaHusingHaHsimplifiedHm~s‘z~WmascHknockUinHapproachVH 1

697 ~etinoblastomaHfromHhumanHstemHcellUderivedHretinalHorganoidsVH2021THYZTH]_[_ 5

696 qenomeU ideHnetectionHofH‘tructuralH—ariationsH~evealsHxewH~egionsHkssociatedHwithH
nomesticationHinH‘mallH~uminantsVH2021THY[TH 0
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695 snHvivoHmodellingHofHpatientHgeneticHheterogeneityHidentifiesHconcurrentH ntHandHzs[uHactivityHasHaH
potentHdriverHofHinvasiveHcholangiocarcinomaHgrowthVH

694 q~sn‘‘ZdHcomprehensiveHcharacterisationHofHsomaticHstructuralHvariationHusingHsingleHbreakendH
variantsHandHstructuralHvariantHphasingVH2021THZZTHZXZ 5

693 xeuroblastomaH~iskHkssessmentHandH’reatmentH‘tratificationHwithHrybridHmaptureUlasedHzanelH
‘equencingVH2021THYYTH

692 wodelUguidedHdevelopmentHofHanHevolutionarilyHstableHyeastHchassisVH2021THYaTHeYXZ_[ 3

691 qlobalHmappingHofHcancersdH’heHmancerHqenomeHktlasHandHbeyondVH2021THY_THZbZ[UZb]X 10

690  x’ZHactivationHthroughHproximalHgermlineHdeletionHpredisposesHtoHsmallHintestinalH
neuroendocrineHtumorsHandHintestinalHadenocarcinomasVH2021TH[XTHZ]ZcUZ]]X 1

689 qmk’|zanelTHaHcomprehensiveHstructuralHvariantHhaplotypeHmapHofHtheHsberianHpopulationHfromH
highUcoverageHwholeUgenomeHsequencingVH 1

688 ~UloopsHandHregulatoryHchangesHinHchronologicallyHageingHfissionHyeastHcellsHdriveHnonUrandomH
patternsHofHgenomeHrearrangementsVH2021THYaTHeYXXcab]

687 ‘pecificHl~mkHandHimmuneHconfigurationsHdetermineHoptimalHresponseHtoHplatinumUbasedH
chemotherapyHinHtripleHnegativeHbreastHandHovarianHcarcinomasVH

686 kHmomprehensiveHwapHofHwycobacteriumHtuberculosisHmomplexH~egionsHofHnifferenceVH2021TH6THeXX_[_ZY 2

685 zan‘—~dHzanUqenomeHkugmentedH‘hortH~eadH~ealignmentHforH‘ensitiveHnetectionHofH‘tructuralH
—ariationsVH2021THYZTHa[Y_Y_ 0

684 ‘evereHinbreedingHandHgeneHlossHinHtheHhistoricalHandHextantHpopulationHofHtheHcriticallyHendangeredH
nevilsHroleHpupfishVH 1

683 wethodsHandHnevelopmentsHinHqraphicalHzangenomicsVH2021THYXYTHYUY] 0

682 niscoveryHofHstructuralHdeletionsHinHbreastHcancerHpredispositionHgenesHusingHwholeHgenomeH
sequencingHdataHfromHhHZXXXHwomenHofHkfricanUancestryVH2021THY]XTHY]]cUY]_a 1

681
promHnxkHhumanHsequenceHtoHtheHchromatinHhigherHorderHorganisationHandHitsHbiologicalHmeaningdH
–singHbiomolecularHinteractionHnetworksHtoHunderstandHtheHinfluenceHofHstructuralHvariationHonH
spatialHgenomeHorganisationHandHitsHfunctionalHeffectVH2021THYZYTHYaYUYaY

0

680 wetagenomicHanalysisHofHprimaryHcolorectalHcarcinomasHandHtheirHmetastasesHidentifiesHpotentialH
microbialHriskHfactorsVH2021THY_TH[[6[U[[b] 4

679 xewHhighUqualityHpeachHPzrunusHpersicaHvVHlatschQHgenomeHassemblyHtoHanalyzeHtheHmolecularH
evolutionaryHmechanismHofHvolatileHcompoundsHinHpeachHfruitsVH2021THYXbTHZbYUZc_ 3

678 kperturedHalignmentUfreeHdetectionHofHstructuralHvariationsHandHviralHintegrationsHinHcirculatingH
tumorHnxkVH2021THZZTH 1
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677 kHromologHofHtheHqeneHss´ snvolvedHinHxonhostH~esistanceHtoH heatH‘temH~ustHinVH2021THwzwsX6ZYXY[a~ 0

676 sdentificationHofHcandidateHgenesHassociatedHwithHslowUmeltingHfleshHtraitHinHpeachHusingHbulkedH
segregantHanalysisHandH~xkUseqVH2021THZb6THYYXZXb 3

675 mlonalHdynamicsHinHearlyHhumanHembryogenesisHinferredHfromHsomaticHmutationVH2021TH_caTH[c[U[ca 17

674 manineHoralHmelanomaHgenomicHandHtranscriptomicHstudyHdefinesHtwoHmolecularHsubgroupsHwithH
differentHtherapeuticalHtargetsVH

673 mopyHnumberHsignaturesHpredictHchromothripsisHandHclinicalHoutcomesHinHnewlyHdiagnosedHmultipleH
myelomaVH2021THYZTH_YaZ 2

672 nataUdrivenHapproachesHtoHadvanceHresearchHandHclinicalHcareHforHpediatricHcancerVH2021THYba6THYbb_aY 1

671 ‘imulatedHvalidationHofHintronUlessHtransgeneHdetectionHusingHnovvàHforHgeneUdopingHcontrolHinH
horseHsportsVH2021TH_ZTHa_cUa6Y 0

670 k~HgeneHrearrangementHanalysisHinHliquidHbiopsiesHrevealsHheterogeneityHinHlethalHprostateHcancerVH
2021THZbTH6]_U6__ 0

669 qenomeHsequencingHdataHanalysisHforHrareHdiseaseHgeneHdiscoveryVH2021TH 2

668 qenomicHcharacterizationHandHoutcomeHevaluationHofHkinomeHfusionsHinHlungHcancerHrevealedHnovelH
druggableHfusionsVH2021TH_THbY 2

667 qenomeHsequencingHasHaHfirstUlineHdiagnosticHtestHforHhospitalizedHnewbornsVH

666 necipheringHcomplexHgenomeHrearrangementsHinHmVHelegansHusingHshortUreadHwholeHgenomeH
sequencingVH2021THYYTHYbZ_b 2

665 wolecularHcharacterisationHofHpancreaticHductalHadenocarcinomaHwithHfusionsHandHreviewHofHtheH
literatureVH2021TH 2

664 knHensembleHdeepHlearningHframeworkHtoHrefineHlargeHdeletionsHinHlinkedUreadsVH 1

663 mlone‘igHcanHjointlyHinferHintraUtumorHheterogeneityHandHmutationalHsignatureHactivityHinHbulkHtumorH
sequencingHdataVH2021THYZTH_[_Z 1

662 righHprevalenceHofHmultilocusHpathogenicHvariationHinHneurodevelopmentalHdisordersHinHtheH’urkishH
populationVH2021THYXbTHYcbYUZXX_ 4

661 ‘ystematicHdiscoveryHofHgeneHfusionsHinHpediatricHcancerHbyHintegratingH~xkUseqHandH q‘VH 2

660 oxpandingHtheHconservationHgenomicsHtoolboxdHsncorporatingHstructuralHvariantsHtoHenhanceH
genomicHstudiesHforHspeciesHofHconservationHconcernVH2021TH[XTH_c]cU_c6_ 3
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659 zerformanceHassessmentHofHnxkHsequencingHplatformsHinHtheHkl~pHxextUqenerationH‘equencingH
‘tudyVH2021TH[cTHYYZcUYY]X 10

658 qenerationHofHiz‘mHlinesHwithHhighHcytogeneticHstabilityHfromHperipheralHbloodHmononuclearHcellsH
PzlwmsQVH

657 nisentanglingHheterogeneityHofHwalignantHzleuralHwesotheliomaHthroughHdeepHintegrativeHomicsH
analysesVH 0

656 wultiplatformHdiscoveryHandHregulatoryHfunctionHanalysisHofHstructuralHvariationsHinHnonUsmallHcellH
lungHcarcinomaVH2021TH[6THYXc66X 0

655 wultiplexedH‘imianHsmmunodeficiencyH—irusU‘pecificHzairedH~xkUquidedHmascHxickasesHsnactivateH
zroviralHnxkVH2021THc_THeXXbbZZY 0

654 qenomeH‘tructuralH—ariationHvandscapeHandHstsH‘electionH‘ignaturesHinHtheHpastUgrowingH‘trainsHofH
theHzacificHyysterTHmrassostreaHgigasVH2021THZ[THa[6Ua]b 1

653 mxpro‘candHrybridHmx—HdetectionHforHbacterialHgenomesVH2021THYY[TH[YX[U[YYY

652 ‘imppzoHandHpilterppzodHimprovingHstructuralHvariantHcallingHinHppzoHsamplesVH2021THYXTH 3

651 —ioladHaHstructuralHvariantHsignatureHextractorHwithHuserUdefinedHclassificationsVHBioinformaticsTH2021TH 7.2 0

650 momprehensiveHanalysisHofHmutationalHsignaturesHinHpediatricHcancersVH 0

649 qenomicHlandscapeHandHevolutionHofHarmHaneuploidyHinHlungHadenocarcinomaVH2021THZ[THbaXUbab 0

648 kn´ international´ virtual´ hackathonHto´ build´ toolsHforHthe´ analysisHof´ structural´ variantsH
within´ species´ rangingHfrom´ coronavirusesHto´ vertebratesVH2021THYXTHZ]6 1

647 ’’UwarsdH‘tructuralH—ariantsHkssessmentHlasedHonHraplotypeUresolvedHkssembliesVH 1

646 vargeU‘caleH‘creeningHforHwonogenicHandHmlinicallyHnefinedHpamilialHrypercholesterolemiaHinH
scelandVH2021TH]YTHZ6Y6UZ6Zb 4

645 rumanHqeneticsHofHpaceH~ecognitiondHniscoveryHofHwm’zZHwutationsHinHrumansHwithHpaceH
llindnessHPmongenitalHzrosopagnosiaQVH

644 mnngenodHkHhighUprecisionHdeepHlearningHbasedHstrategyHforHtheHcallingHofHstructuralHvariationH
genotypeVH2021THc]THYXa]Ya 0

643 ’heHgenomeHofHtheHzoonoticHmalariaHparasiteHzlasmodiumHsimiumHrevealsHadaptationsHtoHhostH
switchingVH2021THYcTHZYc 6

642 ~elatedHsnferencedHkH‘upervisedHvearningHkpproachHtoHnetectH‘ignalH—ariationHinHqenomeHnataVH
2021TH
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641 momputationalHcancerHgenomicsVH2021TH[ZcU[_c

640 –—UexposureTHendogenousHnxkHdamageTHandHnxkHreplicationHerrorsHshapeHtheHspectraHofHgenomeH
changesHinHhumanHskinVH2021THYaTHeYXXc[XZ 10

639 lioinformaticsHworkflowsHforHclinicalHapplicationsHinHprecisionHoncologyVH2021TH 1

638 mallingHlargeHindelsHinHYX]aHkrabidopsisHwithHsndelonsemblerVH2021TH]cTHYXbacUYXbc] 1

637 zopulationHqenomicsHofHpungalHzlantHzathogensHandHtheHknalysesHofH~apidlyHovolvingHqenomeH
mompartmentsVH2020THZXcXTH[[aU[__ 4

636 lioinformaticsHforHmancerHsmmunotherapyVH2020THZYZXTHYUc 6

635 netectingHvargeHsndelsH–singHypticalHwapHnataVH2018THYXbUYZa 1

634 ’heH‘eqknHmSSHtemplateHlibraryHforHefficientHsequenceHanalysisdHkHresourceHforHprogrammersVH2017TH
Z6YTHY_aUY6b 49

633 –ntanglingHaHcomplexHwebdHmomputationalHanalysesHofHtumorHmolecularHprofilesHtoHdecodeHdriverH
mechanismsVH2020TH]aTH_c_U6Xc 0

632 lutlerHenablesHrapidHcloudUbasedHanalysisHofHthousandsHofHhumanHgenomesVH2020TH[bTHZbbUZcZ 9

631 kHdeepHlearningHapproachHforHfilteringHstructuralHvariantsHinHshortHreadHsequencingHdataVH2021THZZTH 9

630 livartectdHaccurateHandHmemoryUsavingHbreakpointHdetectionHbyHdirectHreadHcomparisonVH
BioinformaticsTH2020TH[6THZaZ_UZa[X 7.2 2

629 zarliamentZdHkccurateHstructuralHvariantHcallingHatHscaleVH2020THcTH 17

628 mordedHandHryalinizedHondometrioidHkdenocarcinomaHPmromQHofHtheH–terineHmorpusHareH
mharacterizedHbyHm’xxlYHwutationsHandHmanH‘howHkdverseHmlinicalHyutcomesVH2021TH]XTHYX[UYY_ 1

627 ’ransientHstructuralHvariationsHhaveHstrongHeffectsHonHquantitativeHtraitsHandHreproductiveHisolationH
inHfissionHyeastVH 1

626 ‘plit’hreaderdHoxplorationHandHanalysisHofHrearrangementsHinHcancerHgenomesVH 8

625 ‘vklkdHqenomeUwideHdetectionHofHstructuralHvariantsHandHindelsHbyHlocalHassemblyVH 5

624 q~sn‘‘dHsensitiveHandHspecificHgenomicHrearrangementHdetectionHusingHpositionalHdeHlruijnHgraphH
assemblyVH 4
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623 ’heH‘equenceHofHY_X]HwutantsHinHtheHwodelH~iceH—arietyHuitaakeHpacilitatesH~apidHpunctionalH
qenomicH‘tudiesVH 1

622 de‘tructdHkccurateH~earrangementHnetectionHusingHlreakpointH‘pecificH~ealignmentVH 4

621 radoopmx—dHkHdynamicHprogrammingHimputationHalgorithmHtoHdetectHcopyHnumberHvariantsHfromH
sequencingHdataVH 1

620 vimitedHcontributionHofHrareTHnoncodingHvariationHtoHautismHspectrumHdisorderHfromHsequencingHofH
ZTXa6HgenomesHinHquartetHfamiliesVH 6

619 wappingHandHphasingHofHstructuralHvariationHinHpatientHgenomesHusingHnanoporeHsequencingVH 6

618 vargeU‘caleH–niformHknalysisHofHmancerH holeHqenomesHinHwultipleHmomputingHonvironmentsVH 14

617 kccurateHdetectionHofHcomplexHstructuralHvariationsHusingHsingleHmoleculeHsequencingVH 33

616 momplexHrearrangementsHandHoncogeneHamplificationsHrevealedHbyHlongUreadHnxkHandH~xkH
sequencingHofHaHbreastHcancerHcellHlineVH 6

615 npsnvdHaccurateHdetectionHandHgenotypingHofHinversionsHmediatedHbyHnonUallelicHhomologousH
recombinationHusingHlongHreadHsubUalignmentVH 1

614 onablingHrapidHcloudUbasedHanalysisHofHthousandsHofHhumanHgenomesHviaHlutlerVH 2

613 sdentifyingHstructuralHvariantsHusingHlinkedUreadHsequencingHdataVH 5

612 wultiUplatformHdiscoveryHofHhaplotypeUresolvedHstructuralHvariationHinHhumanHgenomesVH 26

611 pastHandHkccurateHqenomicHknalysesHusingHqenomeHqraphsVH 8

610 ‘omaticHinactivatingHz’z~tHmutationsHandHdysregulatedHpathwaysHidentifiedHinHcanineHmelanomaH
byHintegratedHcomparativeHgenomicHanalysisVH 1

609 netectionHofHcomplexHstructuralHvariationHfromHpairedUendHsequencingHdataVH 5

608 ~evealingHtheHimpactHofHrecurrentHandHrareHstructuralHvariantsHinHmultipleHmyelomaVH 1

607 lovineHbreedUspecificHaugmentedHreferenceHgraphsHfacilitateHaccurateHsequenceHreadHmappingHandH
unbiasedHvariantHdiscoveryVH 2

606 kHnewHdomesticHcatHgenomeHassemblyHbasedHonHlongHsequenceHreadsHempowersHfelineHgenomicH
medicineHandHidentifiesHaHnovelHgeneHforHdwarfismVH 12
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605 qenomicHanalysesHprovideHinsightsHintoHpeachHlocalHadaptationHandHresponsesHtoHclimateHchangeVH 1

604 kHcomprehensiveHbenchmarkingHofH q‘UbasedHstructuralHvariantHcallersVH 3

603 ‘hotgunH’ranscriptomeHandHssothermalHzrofilingHofH‘k~‘Umo—UZHsnfectionH~evealsH–niqueHrostH
~esponsesTH—iralHniversificationTHandHnrugHsnteractionsVH2020TH 51

602 ~eferenceHgenomeHforHtheHhighlyHtransformableH‘etariaHviridisHcultivarHwoX[]—VH 0

601 righlyHaccurateHlongUreadHripiHsequencingHdataHforHfiveHcomplexHgenomesVH 2

600 ~apidHdivergenceHofHtheHcopulationHproteinsHinHthenrosophilaHdunnigroupHisHassociatedHwithHhybridH
postUmatingUprezygoticHincompatibilitiesVH 3

599 vongUreadHgenomeHsequencingHforHtheHdiagnosisHofHneurodevelopmentalHdisordersVH 4

598 q~sn‘‘ZdHcomprehensiveHcharacterisationHofHsomaticHstructuralHvariationHusingHsingleHbreakendH
variantsHandHstructuralHvariantHphasingVH 6

597 ovolutionHandHgenomicHsignaturesHofHspontaneousHsomaticHmutationHinHnrosophilaHintestinalHstemH
cellsVH 1

596 wultiUzlatformHkssessmentHofHnxkH‘equencingHzerformanceHusingHrumanHandHlacterialH~eferenceH
qenomesHinHtheHkl~pHxextUqenerationH‘equencingH‘tudyVH 1

595 ’heHevolutionaryHdynamicsHofHgeneticHincompatibilitiesHintroducedHbyHduplicatedHgenesHinH
krabidopsisHthalianaVH 1

594 neHnovoHstructuralHmutationHratesHandHgameteUofUoriginHbiasesHrevealedHthroughHgenomeH
sequencingHofHZT[c6HfamiliesVH 1

593 –ltraUfastHzredictionHofH‘omaticH‘tructuralH—ariationsHbyH~educedH~eadHwappingHviaHzanUqenomeH
kUmerH‘etsVH 0

592 mhromosomeUlevelHassemblyHofHtheHktlanticHsilversideHgenomeHrevealsHextremeHlevelsHofHsequenceH
diversityHandHstructuralHgeneticHvariationVH 1

591 zangenomeUbasedHgenomeHinferenceVH 11

590 mlonalHdynamicsHinHearlyHhumanHembryogenesisHinferredHfromHsomaticHmutationVH 0

589  holeHqenomesHnefineHmoncordanceHofHwatchedHzrimaryTHXenograftTHandHyrganoidHwodelsHofH
zancreasHmancerVH 2

588 kmoseqHâ��HalleleHspecificHcopyHnumberHestimationHfromHwholeHgenomeHsequencingVH 17

(-)

53



587 neficiencyHofHnucleotideHexcisionHrepairHexplainsHmutationalHsignatureHobservedHinHcancerVH 2

586  holeHgenomeHandHtranscriptomeHmapsHofHtheHentirelyHblackHnativeHuoreanHchickenHbreedHàeonsanH
ygyeVH 1

585 ’heH’andemHnuplicatorHzhenotypeHisHaHprevalentHgenomeUwideHcancerHconfigurationHdrivenHbyH
distinctHgeneHmutationsVH 1

584
 holeUgenomeHresequencingHandHpanUtranscriptomeHreconstructionHhighlightHtheHimpactHofH
genomicHstructuralHvariationHonHsecondaryHmetabolismHgeneHclustersHinHtheHgrapevineHoscaH
pathogenzhaeoacremoniumHminimumVH

1

583 kHlargeUscaleHwholeUgenomeHsequencingHanalysisHrevealsHhighlyHspecificHgenomeHeditingHbyHbothH
mascHandHmpfYHnucleasesHinHriceVH 2

582 sntegratedHsequenceHandHgeneHexpressionHanalysisHofHmouseHmodelsHofHbreastHcancerHrevealsH
criticalHeventsHwithHhumanHparallelsVH 2

581 mharacterizationHofHsegmentalHduplicationsHandHlargeHinversionsHusingHvinkedU~eadsVH 4

580 vinked‘—HforHdetectionHofHmosaicHstructuralHvariantsHfromHlinkedUreadHexomeHandHgenomeH
sequencingHdataVH 1

579 zarliamentZdHpastH‘tructuralH—ariantHmallingH–singHyptimizedHmombinationsHofHmallersVH 12

578 qenzipesdHanHopenUsourceHframeworkHforHdistributedHandHscalableHgenomicHanalysesVH 2

577 dupholddHscalalableTHdepthUbasedHannotationHandHcurationHofHhighUconfidenceHstructuralHvariantH
callsVH 0

576 ‘tructuralHvariantsTHclonalHpropagationTHandHgenomeHevolutionHinHgrapevineHP—itisHviniferaQVH 11

575 righlyUaccurateHlongUreadHsequencingHimprovesHvariantHdetectionHandHassemblyHofHaHhumanH
genomeVH 29

574 wowsUqdHwodularHwultiUscaleHsntegratedHqenomeHqraphHlrowserVH 1

573 uevlardHaHmappingUfreeHframeworkHforHaccurateHdiscoveryHofdeHnovovariantsVH 1

572 ~econstructionHofHcloneUHandHhaplotypeUspecificHcancerHgenomeHkaryotypesHfromHbulkHtumorH
samplesVH 5

571 sntegratedHzhosphoproteomicsHandH’ranscriptionalHmlassifiersH~evealHriddenH~k‘H‘ignalingH
nynamicsHinHwultipleHwyelomaVH 1

570 ’heH’angentHcopyUnumberHinferenceHpipelineHforHcancerHgenomeHanalysesVH 3
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569 xebuladH–ltraUefficientHmappingUfreeHstructuralHvariantHgenotyperVH 3

568 ’heHgenomicHdiversificationHofHclonallyHpropagatedHgrapevinesVH 6

567 sdentificationHofHzathogenicH‘tructuralH—ariantsHinH~areHniseaseHzatientsHthroughHqenomeH
‘equencingVH 8

566 zaragraphdHkHgraphUbasedHstructuralHvariantHgenotyperHforHshortUreadHsequenceHdataVH 8

565 qenotypingHstructuralHvariantsHinHpangenomeHgraphsHusingHtheHvgHtoolkitVH 12

564 rix’dHaHcomputationalHmethodHforHdetectingHcopyHnumberHvariationsHandHtranslocationsHfromHriUmH
dataVH 2

563 xano—ardHkccurateHmharacterizationHofHzatientsâ��HqenomicH‘tructuralH—ariantsH–singHvowUnepthH
xanoporeH‘equencingVH 2

562 knHintegratedHpersonalHandHpopulationUbasedHogyptianHgenomeHreferenceVH 0

561 punctionalHannotationHofHrareHstructuralHvariationHinHtheHhumanHbrainVH 3

560 onhancingHsensitivityHandHcontrollingHfalseHdiscoveryHrateHinHsomaticHindelHdiscoveryVH 1

559 wapmallerHâ��HknHintegratedHandHefficientHtoolHforHshortUreadHmappingHandHvariantHcallingHusingH
highUthroughputHsequencedHdataVH 4

558 mlone‘igHcanHjointlyHinferHintraUtumorHheterogeneityHandHmutationalHsignatureHactivityHinHbulkHtumorH
sequencingHdataVH 2

557 ’heHgenomeHofHtheHzoonoticHmalariaHparasiteHzlasmodiumHsimiumHrevealsHadaptationsHtoH
hostUswitchingVH 5

556 niverseHnoncodingHmutationsHcontributeHtoHderegulationHofHcisUregulatoryHlandscapeHinHpediatricH
cancersVH 1

555 qenotypingHstructuralHvariantsHinHpangenomeHgraphsHusingHtheHvgHtoolkitVH2020THZYTH[_ 65

554 ’snns’THanHefficientHandHcomprehensiveHstructuralHvariantHcallerHforHmassiveHparallelHsequencingH
dataVH2017TH6TH66] 37

553 ’snns’THanHefficientHandHcomprehensiveHstructuralHvariantHcallerHforHmassiveHparallelHsequencingH
dataVH2017TH6TH66] 33

552 lreakingHpointdHtheHgenesisHandHimpactHofHstructuralHvariationHinHtumoursVH2018THaTH 5
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551 sntegrativeHanalysisHofHstructuralHvariationsHusingHshortUreadsHandHlinkedUreadsHyieldsHhighlyHspecificH
andHsensitiveHpredictionsVH2020THY6THeYXXb[ca 2

550 qenomeU ideHknalysisHsdentifiesHqermUvineH~iskHpactorsHkssociatedHwithHmanineHwammaryH
’umoursVH2016THYZTHeYXX6XZc 13

549 ’heHsmpactHofHonvironmentalHandHondogenousHnamageHonH‘omaticHwutationHvoadHinHrumanH‘kinH
pibroblastsVH2016THYZTHeYXX6[b_ 55

548 ’woHextendedHhaplotypeHblocksHareHassociatedHwithHadaptationHtoHhighHaltitudeHhabitatsHinHoastH
kfricanHhoneyHbeesVH2017THY[THeYXX6acZ 42

547 zokY_HlossHofHfunctionHandHdefectiveHcerebralHdevelopmentHinHtheHdomesticHcatVH2020THY6THeYXXb6aY 2

546 kHnewHdomesticHcatHgenomeHassemblyHbasedHonHlongHsequenceHreadsHempowersHfelineHgenomicH
medicineHandHidentifiesHaHnovelHgeneHforHdwarfismVH2020THY6THeYXXbcZ6 29

545 ‘oft‘earchdHintegrationHofHmultipleHsequenceHfeaturesHtoHidentifyHbreakpointsHofHstructuralH
variationsVH2013THbTHeb[[_6 30

544  holeHgenomeHsequencingHbasedHcharacterizationHofHextensivelyHdrugUresistantHwycobacteriumH
tuberculosisHisolatesHfromHzakistanVH2015THYXTHeXYYaaaY 41

543 XomknnotatedHknalysisHofHreterogeneousHandHmomplexHoxomeUHkH‘tepHtowardsH’ranslationalH
wedicineVH2015THYXTHeXYZ[_6c 5

542 smprovingHtheHzowerHofH‘tructuralH—ariationHnetectionHbyHkugmentingHtheH~eferenceVH2015THYXTHeXY[6aaY 6

541 momparativeHqenomeHofHquHandH istarH~atsH~evealsHqeneticHlasisHofH’ypeHZHniabetesVH2015THYXTHeXY]Yb_c 11

540 sdentifyingHvikelyH’ransmissionHzathwaysHwithinHaHYXUàearHmommunityHyutbreakHofH’uberculosisHbyH
righUnepthH holeHqenomeH‘equencingVH2016THYYTHeXY_X__X 15

539 kwàmxodHmonfidentHcopyHnumberHassessmentHusingHwholeHgenomeHsequencingHdataVH2018THY[THeXYbcaYX 11

538 snsertionHandHdeletionHevolutionHreflectsHantibioticsHselectionHpressureHinHaHwycobacteriumH
tuberculosisHoutbreakVH2020THY6THeYXXb[_a 5

537 mharacterizationHofH‘tructuralH—ariationsHinHtheHmontextHofH[nHmhromatinH‘tructureVH2019TH]ZTH_YZU_ZZ 9

536 ’heHrootHhairHdefectiveHphenotypeHofHzolHs—HsubunitHmutantHisHassociatedHwithHaHdeletionHinH~rn6VH
2019THZXYcTH 1

535 xextHgenerationHmappingHrevealsHnovelHlargeHgenomicHrearrangementsHinHprostateHcancerVH2017THbTHZ[_bbUZ[6XZ30

534 prequentHvYHretrotranspositionsHoriginatingHfromH’’mZbHinHcolorectalHcancerVH2014TH_THb_[Uc 40
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533 netectionHofHcirculatingHtumorHnxkHinHpatientsHwithHosteosarcomaVH2018THcTHYZ6c_UYZaX] 26

532 –nscramblingHtheHgenomicHchaosHofHosteosarcomaHrevealsHextensiveHtranscriptHfusionTHrecurrentH
rearrangementsHandHfrequentHnovelH’z_[HaberrationsVH2016THaTH_Za[Ubb 45

531 smmortalizationHcapacityHofHrz—HtypesHisHinverselyHrelatedHtoHchromosomalHinstabilityVH2016THaTH[a6XbU[a6ZY 17

530 kHframeworkHforHgeneratingHinteractiveHreportsHforHcancerHgenomeHanalysisVH2017THZTH]_a 1

529 w—‘mdHkHwultiUvariationH‘imulatorHofHmancerHqenomeVH2020THZ[TH[Z6U[[[ 1

528 nefinddHnetectingHqenomicHneletionsHbyHsntegratingH~eadHnepthTHqmHmontentTHwappingH|ualityHandH
zairedUendHwappingH‘ignaturesHofHxextHqenerationH‘equencingHnataVH2019THY]THY[XUY[b 2

527 qenomicHvandscapeHofHàoungUynsetHlladderHmancerHandHstsHzrognosticHsmplicationsHonHkdultH
lladderHmancerVH2020THYZTH 0

526 knHimprovedHunderstandingHofHcancerHgenomicsHthroughHmassivelyHparallelHsequencingVH2014TH[THZ][UZ_c 8

525 kssemblingHandH—alidatingHlioinformaticHzipelinesHforHxextUqenerationH‘equencingHmlinicalHkssaysVH
2020THY]]THYYYbUYY[X 7

524 niversificationHofHtheHheatHshockHresponseHbyHrelitronHtransposableHelementsVH2019THbTH 8

523 —ariantHprofilingHofHevolvingHprokaryoticHpopulationsVH2017TH_THeZcca 11

522 svUcallersdHaHhighlyHportableHparallelHworkflowHforHstructuralHvariantHdetectionHinHwholeUgenomeH
sequenceHdataVH2020THbTHebZY] 7

521 q~ywU~ndHresolvingHgenomicHbiasesHtoHimproveHreadHdepthHdetectionHofHcopyHnumberHvariantsVH
2015TH[THeb[6 19

520 intansvdHanH~HpackageHforHintegrativeHanalysisHofHstructuralHvariationsVH2020THbTHebb6a 3

519 onhancingHbreakpointHresolutionHwithHdeepHsegmentationHmodeldHkHgeneralHrefinementHmethodHforH
readUdepthHbasedHstructuralHvariantHcallersVH2021THYaTHeYXXcYb6

518 mombinatorialHpatternsHofHgeneHexpressionHchangesHcontributeHtoHvariableHexpressivityHofHtheH
developmentalHdelayUassociatedHY6pYZVYHdeletionVH2021THY[THY6[ 0

517 snfluencesHofHrareHcopyHnumberHvariationHonHhumanHcomplexHtraitsVH 0

516 ‘implifyingHtheHdevelopmentHofHportableTHscalableTHandHreproducibleHworkflowsVH2021THYXTH 0

(2021-2018)
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515 qeneticHalterationHandHclonalHevolutionHofHprimaryHglioblastomaHintoHsecondaryHgliosarcomaVH2021TH
ZaTHY]b[UY]cZ 3

514 mVHelegansHgenomeUwideHanalysisHrevealsHnxkHrepairHpathwaysHthatHactHcooperativelyHtoHpreserveH
genomeHintegrityHuponHionizingHradiationVH2021THY6THeXZ_bZ6c

513 ’argetingHtheHxonUmodingHqenomeHforHtheHniagnosisHofHnisordersHofH‘exHnevelopmentVH2021THYUYc 1

512 kHlenchmarkHofH‘tructuralH—ariantHknalysisH’oolsHforHxextHqenerationH‘equencingHnataVH2013THZTHb6Ucb

511 ‘—owdHkH‘tructuralH—ariantHostimationHwethodH–singHwultiUmappedH~eadsHonHlreakpointsVH2014THZXbUZYc

510 lioinformaticsHknalysisHofH‘equenceHnataVH2016TH[YaU[[[

509 netectingHrorizontalHqeneH’ransferHbyHwappingH‘equencingH~eadsHkcrossH‘peciesHloundariesVH

508 klleleU‘pecificH|uantificationHofH‘tructuralH—ariationsHinHmancerHqenomesVH 1

507 qenotypingHofHsnversionsHandH’andemHnuplicationsVH

506 ry‘kdHkHrybridH‘tructuralHvariantHkssemblyHapproachHusingHnextHgenerationHandHsingleUmoleculeH
sequencingHtechnologiesVH 1

505 qenomicH~earrangementsHmonsideredHasH|uantitativeH’raitsVH

504 onhancingHunowledgeHniscoveryHfromHmancerHqenomicsHnataHwithHqalaxyVH

503 kHcomputationalHmethodHforHdetectionHofHstructuralHvariantsHusingHneviantH~eadsHandHreadHpairH
yrientationdHnev~yVH

502 kHrecurrenceHbasedHapproachHforHvalidatingHstructuralHvariationHusingHlongUreadHsequencingH
technologyVH

501 onhancingHsensitivityHandHcontrollingHfalseHdiscoveryHrateHinHsomaticHindelHdiscoveryHusingHaHlatentH
variableHmodelVH

500 rizilerdH—isualHoxplorationHofHvargeHqenomeHsnteractionHwatricesHwithHsnteractiveH‘mallHwultiplesVH 1

499 snformaticsHforHmancerHsmmunotherapyVH 1

498 momputationalHproteogenomicHidentificationHandHfunctionalHinterpretationHofHtranslatedHfusionsH
andHmicroHstructuralHvariationsHinHcancerVH
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497 ‘|–sndH’ranscriptomicH‘tructuralH—ariationHnetectionHfromH~xkUseqVH

496 qenerationTHselectionHandHtranscriptomicHprofilingHofHhumanHneuromesodermalHandHspinalHcordH
progenitorsHinHvitroVH 2

495 kHframeworkHforHgeneratingHinteractiveHreportsHforHcancerHgenomeHanalysisVH

494 ~ecurrentHlossHofHheterozygosityHcorrelatesHwithHclinicalHoutcomeHinHpancreaticHneuroendocrineH
cancerVH

493 mombiningHaccurateHtumourHgenomeHsimulationHwithHcrowdUsourcingHtoHbenchmarkHsomaticH
structuralHvariantHdetectionVH 1

492 ‘—onginedHanHefficientHandHversatileHsimulatorHofHgenomeHstructuralHvariationsHwithHfeaturesHofH
cancerHclonalHevolutionVH

491 knHsntegratedHwethodHofHnetectingHmopyHxumberH—ariationHlasedHonH‘equenceHkssemblyVH2018TH_bcU_c]

490 zk‘kdHsdentifyingHworeHmredibleH‘tructuralH—ariantsHofHredouYZVH2018TH__[U__b

489 smprovedHsndelHnetectionHklgorithmHlasedHonH‘plitU~eadHandH~eadUnepthVH2018THb_[Ub6]

488 sntegrationHofHqenomicHandH’ranscriptomicHpeaturesHinHzancreaticHmancerH~evealsHsncreasedHmellH
mycleHzrogressionHinHwetastasesVH

487 kH~andomizedHsterativeHkpproachHforH‘—HniscoveryHwithH‘—elterVH2018THYb[[THY6cUYaa

486 ‘—UplauditdHkHcloudUbasedHframeworkHforHmanuallyHcuratingHthousandsHofHstructuralHvariantsVH 1

485 mlusterHexpansionHofHapolipoproteinHnHPkponQHgenesHinHteleostHfishesVH

484 zVHfalciparumHzfk’z]HwultiUnrugH~esistanceH~esistanceHtoHuko6XcHPmipargaminQHisHzresentHinHkfricaVH

483 wultipleHmyelomaHimmunoglobulinH˛»HtranslocationsHportendHpoorHprognosisVH 1

482 mrisprWmascH’argetedHmaptureHofHwammalianHqenomicH~egionsHforHmharacterizationHbyHxq‘VH

481 niscoveryHofHtandemHandHinterspersedHsegmentalHduplicationsHusingHhighHthroughputHsequencingVH 1

480 netectingHvargeHsndelsH–singHypticalHwapHnataVH
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479 yriginHandHrecentHexpansionHofHanHendogenousHgammaretroviralHlineageHinHcanidsVH

478 ~econstructingHandHcharacterizingHfocalHamplificationsHinHcancerHusingHkmpliconkrchitectVH 0

477 ~etrotransposonHinsertionsHcanHinitiateHcolorectalHcancerHandHareHassociatedHwithHpoorHsurvivalVH 0

476 ‘—XplorerdHsdentificationHofHstructuralHvariantsHthroughHoverlapHofHdiscordantHclustersVH

475 ovaluationHofHtheHperformanceHofHcopyHnumberHvariantHpredictionHtoolsHforHtheHdetectionHofH
deletionsHfromHwholeHgenomeHsequencingHdataVH

474 knalysisHofHstructuralHvariantsHinHfourHkfricanHmichlidsHhighlightsHanHassociationHwithHdevelopmentalH
andHimmuneHrelatedHgenesVH 1

473 ~ekvvoxdHstructuralHvariationHdiscoveryHinHcancerHgenomeHbyHsensitiveHanalysisHofHsingleUendHreadsVH

472 simuqdHaHgeneralUpurposeHgenomeHsimulatorVH

471 ~emovalHofHaHsubsetHofHnonUessentialHgenesHfullyHattenuatesHaHhighlyHvirulentwycoplasmastrainVH 0

470 quidelinesHforHlioinformaticsHandHtheH‘tatisticalHknalysisHofHymicHnataVH2019TH]_Ua_

469 onhancingHbreakpointHresolutionHwithHdeepHsegmentationHmodeldHaHgeneralHrefinementHmethodHforH
readUdepthHbasedHstructuralHvariantHcallersVH

468 ~UloopsHandHregulatoryHchangesHinHchronologicallyHageingHfissionHyeastHcellsHdriveHnonUrandomH
patternsHofHgenomeHrearrangementsVH

467 tuvsdHaccurateHdetectionHofHnxkHfusionsHinHclinicalHsequencingHforHprecisionHoncologyVH

466 neep‘—dHkccurateHcallingHofHgenomicHdeletionsHfromHhighUthroughputHsequencingHdataHusingHdeepH
convolutionalHneuralHnetworkVH

465 neHnovoHdiploidHgenomeHassemblyHforHgenomeUwideHstructuralHvariantHdetectionVH 1

464 ovaluationHofHcomputationalHgenotypingHofH‘tructuralH—ariationsHforHclinicalHdiagnosesVH

463  holeHqenomeHnetectionHofH‘equenceHandH‘tructuralHzolymorphismHinH‘ixHniverseHrorsesVH

462 netectionHofHgenomeUwideHstructuralHvariationsHinHtheH‘hanghaiHrolsteinHcattleHpopulationHusingH
nextUgenerationHsequencingVH2019TH[ZTH[ZXU[[[ 0
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461 xbsYHwediatesHkssemblyHandHkctivityHofHtheHwreYYHcomplexVH

460 lreakmkTHaHmethodHtoHdiscoverHindelsHusingHmhszUseqHandHk’kmUseqHreadsTHfindsHrecurrentHindelsHinH
regulatoryHregionsHofHneuroblastomaHgenomesVH

459 vowHkbundanceHofHmirculatingH’umorHnxkHinHvocalizedHzrostateHmancerVH 1

458 snsertionalHoncogenesisHbyHrz—aXHrevealedHbyHmultipleHgenomicHanalysesHinHaHclinicallyH
rz—UnegativeHcervicalHcancerVH

457 qenomicHbasisHofHcircannualHrhythmHinHtheHeuropeanHcornHborerHmothVH 0

456 ‘hinyU‘o‘—dHkHwebUbasedHperformanceHcalculatorHforHsomaticHstructuralHvariantHdetectionVH

455 wutationalHsignaturesHareHjointlyHshapedHbyHnxkHdamageHandHrepairVH 3

454 niscoveryHandH|ualityHknalysisHofHaHmomprehensiveH‘etHofH‘tructuralH—ariantsHandH‘hortH’andemH
~epeatsVH 2

453 netectingH’ranscriptomicH‘tructuralH—ariantsHinHreterogeneousHmontextsHviaHtheHwultipleH
mompatibleHkrrangementsHzroblemVH

452 recatondHreliablyHdetectingHcopyHnumberHvariationHinHplantHgenomesHusingHshortHreadHsequencingH
dataVH

451 vongUreadHassemblyHofHtheHmhineseHrhesusHmacaqueHgenomeHandHidentificationHofHapeUspecificH
structuralHvariantsVH

450 zrioritizationHofHgenesHdrivingHcongenitalHphenotypesHofHpatientsHwithHdeHnovoHgenomicHstructuralH
variantsVH 1

449 zopnelHidentifiesHmediumUsizeHdeletionsHjointlyHinHtensHofHthousandsHofHgenomesVH 0

448 qenomeHsequencingHforHearlyUonsetHdementiadHhighHdiagnosticHyieldHandHfrequentHobservationHofH
multipleHcontributoryHallelesVH 1

447 netectionHandHcharacterizationHofHcopyHnumberHvariantsHbasedHonHwholeUgenomeHsequencingHbyH
nxl‘o|HplatformsVH

446 vongUreadUbasedHrumanHqenomicH‘tructuralH—ariationHnetectionHwithHcute‘—VH 1

445 qeneticHlasisHofneHxovokppearanceHofHmarotenoidHyrnamentationHinHlareUzartsHofHmanariesVH

444 sntegrativeHgenomicTHtranscriptomicTHandHepigenomicHanalysesHofHbenignHprostaticHhyperplasiaH
revealHnewHoptionsHforHtherapyVH
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443 netectionHofHsomaticHstructuralHvariantsHfromHshortUreadHnextUgenerationHsequencingHdataVH 1

442 ‘ingleHcellHtriUchannelUprocessingHrevealsHstructuralHvariationHlandscapesHandHcomplexH
rearrangementHprocessesVH 1

441 ’heHpopulationHgenomicsHofHstructuralHvariationHinHaHsongbirdHgenusVH 2

440 xoncodingHdeHnovoHmutationsHcontributeHtoHautismHspectrumHdisorderHviaHchromatinHinteractionsVH 0

439 knalysisHofHunmappedHregionsHassociatedHwithHlongHdeletionsHinHuoreanHwholeHgenomeHsequencesH
basedHonHshortHreadHdataVH2019THYaTHe]X 0

438 wetastasisHisHalteredHthroughHmultipleHprocessesHregulatedHbyHtheHoZpYHtranscriptionHfactorVH

437 kH6[UbpHinsertionHinHexonHZHofHtheHporcineHuspZYkHgeneHisHassociatedHwithHarthrogryposisHmultiplexH
congenitaVH 0

436 kdaptationTHancestralHvariationHandHgeneHflowHinHaHâ��‘kyHsslandâ��nrosophilaspeciesVH 2

435 sntegratedHanalysisHofHwholeHgenomeHandHtranscriptomeHsequencingHinHaHyoungHpatientHwithHgastricH
cancerHprovidesHinsightsHforHprecisionHtherapyVH2020THZXTHYY_

434 wassiveHparallelHsequencingHinHindividualsHwithHmultipleHprimaryHtumoursHrevealsHtheHbenefitHofH
reUanalysisVH2021THYcTH]6 1

433 ‘imilarityUbasedHanalysisHofHalleleHfrequencyHdistributionHamongHmultipleHpopulationsHidentifiesH
adaptiveHgenomicHstructuralHvariantsVH2021TH 1

432 kHcisUregulatoryHelementHpromotingHincreasedHtranscriptionHatHlowHtemperatureHinHculturedH
ectothermicHnrosophilaHcellsVH2021THZZTHaaY 0
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353 zopulationHdifferentiationHandHstructuralHvariationHinHtheHwanducaHsextaHgenomeHacrossHtheH–nitedH
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(2022-2022)

67
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