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71 vMforensicMpopulationMdatabaseMinMzlMSalvadoroMjmMSTRsMandMniMSNPscMForensichSciencehInternational:h
GeneticsaM2021aMjlaMfegkik 4.3 0

70 vssessmentMofMtheMgeneMmosaicismMburdenMinMbloodMandMitsMimplicationsMforMimmuneMdisorderscM
ScientifichReportsaM2021aMffaMfgnie 4.9 0

69 GenomebwideMpostnatalMchangesMinMimmunityMfollowingMfetalMinflammatoryMresponsecMFEBShJournalaM
2021aMgmmaMghffbghhf 5.7

68 SecondMGHzPbISFGMexerciseMforMyVIoMOyNvbledOMvictimsUMidentificationMinMaMsimulatedMairMcrashcM
ForensichSciencehInternational:hGeneticsaM2021aMjhaMfegjgl 4.3 1

67
HistoricalMhumanMremainsMidentificationMthroughMmaternalMandMpaternalMgeneticMsignaturesMinMaM
founderMpopulationMwithMextensiveMgenealogicalMrecordcMAmericanhJournalhofhPhysicalhAnthropologyaM
2020aMflfaMkijbkjm

2.5 2

66 FHLdboMvMxomprehensiveMyatabaseMonMtheMMolecularMwasisMofMFamilialMHemophagocyticM
LymphohistiocytosiscMFrontiershinhImmunologyaM2020aMffaMfel 8.4 3

65 TheMfirstMGHzPbISFGMcollaborativeMexerciseMonMforensicMapplicationsMofMmassivelyMparallelM
sequencingcMForensichSciencehInternational:hGeneticsaM2020aMinaMfeghnf 4.3 2

64 SevereMvutoinflammatoryMManifestationsMandMvntibodyMyeficiencyMyueMtoMNovelMHypermorphicM
PLxGgMMutationscMJournalhofhClinicalhImmunologyaM2020aMieaMnmlbfeee 5.7 12

63 GeneticMdiagnosisMofMautoinflammatoryMdiseaseMpatientsMusingMclinicalMexomeMsequencingcMEuropeanh
JournalhofhMedicalhGeneticsaM2020aMkhaMfehnge 2.6 9

62 FlowMSortingMznrichmentMandMNanoporeMSequencingMofMxhromosomeMfMFromMaMxhineseMIndividualcM
FrontiershinhGeneticsaM2019aMfeaMfhfj 4.5 1

61 GeneticMidentificationMofMSpanishMcivilMwarMvictimscMTheMstateMofMtheMartMinMxataloniaMVNortheasternM
SpainWcMForensichSciencehInternational:hGeneticshSupplementhSeriesaM2019aMlaMifnbigf 0.5 3

60 TheMwIOMzPOxMProjectoMPersonalizedMwiomarkersMandMxlinicalMProfilesMinMxhronicMObstructiveM
PulmonaryMyiseasecMArchivoshDehBronconeumologiaaM2019aMjjaMnhbnn 0.7 11

59 UnexpectedMrelevantMroleMofMgeneMmosaicismMinMpatientsMwithMprimaryMimmunodeficiencyMdiseasescM
JournalhofhAllergyhandhClinicalhImmunologyaM2019aMfihaMhjnbhkm 11.5 29

58 TheMimpactMofMendogenousMcontentaMreplicatesMandMpoolingMonMgenomeMcaptureMfromMfaecalM
samplescMMolecularhEcologyhResourcesaM2018aMfmaMhfnbhhh 8.4 24

57 zvaluatingMtheMGeneticsMofMxommonMVariableMImmunodeficiencyoMMonogeneticMModelMandMweyondcM
FrontiershinhImmunologyaM2018aMnaMkhk 8.4 81

56 GenomesMrevealMmarkedMdifferencesMinMtheMadaptiveMevolutionMbetweenMorangutanMspeciescMGenomeh
BiologyaM2018aMfnaMfnh 18.3 5

55 ReplyMtoMUNoMevidenceMforMunknownMarchaicMancestryMinMSouthMvsiaUcMNaturehGeneticsaM2018aMjeaMfkhlbfkhn36.3 2

Ferran Casals

2



54 PhenotypeaMpenetranceaMandMtreatmentMofMfhhMcytotoxicMTblymphocyteMantigenMibinsufficientM
subjectscMJournalhofhAllergyhandhClinicalhImmunologyaM2018aMfigaMfnhgbfnik 11.5 204

53 YbchromosomalMsequencesMofMdiverseMIndianMpopulationsMandMtheMancestryMofMtheMvndamanesecM
HumanhGeneticsaM2017aMfhkaMinnbjfe 6.3 11

52 LengthMandMrepeatbsequenceMvariationMinMjmMSTRsMandMniMSNPsMinMtwoMSpanishMpopulationscMForensich
SciencehInternational:hGeneticsaM2017aMheaMkkble 4.3 17

51 MorphometricaMwehavioralaMandMGenomicMzvidenceMforMaMNewMOrangutanMSpeciescMCurrenthBiologyaM
2017aMglaMhimlbhinmcefe 6.3 116

50 yetectionMofMgenomicMrearrangementsMfromMtargetedMresequencingMdataMinMParkinsonUsMdiseaseM
patientscMMovementhDisordersaM2017aMhgaMfkjbfkn 7 10

49 GenomicManalysisMofMvndamaneseMprovidesMinsightsMintoMancientMhumanMmigrationMintoMvsiaMandM
adaptationcMNaturehGeneticsaM2016aMimaMfekkble 36.3 88

48 xhimpanzeeMgenomicMdiversityMrevealsMancientMadmixtureMwithMbonoboscMScienceaM2016aMhjiaMillbimf 33.3 139

47 NaturalMSelectionMinMtheMGreatMvpescMMolecularhBiologyhandhEvolutionaM2016aMhhaMhgkmbhgmh 8.3 44

46 GeneticMLoadMofMLossbofbFunctionMPolymorphicMVariantsMinMGreatMvpescMGenomehBiologyhandh
EvolutionaM2016aMmaMmlfbl 3.9 15

45 vnMassessmentMofMaMmassivelyMparallelMsequencingMapproachMforMtheMidentificationMofMindividualsM
fromMmassMgravesMofMtheMSpanishMxivilMWarMVfnhkbfnhnWcMElectrophoresisaM2016aMhlaMgmifbgmil 3.6 16

44 zxtremeMselectiveMsweepsMindependentlyMtargetedMtheMXMchromosomesMofMtheMgreatMapescM
ProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaaM2015aMffgaMkifhbm 11.5 52

43 MendelianMgenesMforMParkinsonUsMdiseaseMcontributeMtoMtheMsporadicMformsMofMtheMdiseasecMHumanh
MolecularhGeneticsaM2015aMgiaMgeghbhi 5.6 20

42 PopulationMandMgenomicMlessonsMfromMgeneticManalysisMofMtwoMIndianMpopulationscMHumanhGeneticsaM
2014aMfhhaMfglhbml 6.3 23

41 SelectiveMconstraintaMbackgroundMselectionaMandMmutationMaccumulationMvariabilityMwithinMandM
betweenMhumanMpopulationscMBMChGenomicsaM2013aMfiaMinj 4.5 13

40 GreatMapeMgeneticMdiversityMandMpopulationMhistorycMNatureaM2013aMinnaMilfbj 50.4 574

39 zxomeMsequencingMidentifiesMmutationsMinMtheMgeneMTTxlvMinMFrenchbxanadianMcasesMwithM
hereditaryMmultipleMintestinalMatresiacMJournalhofhMedicalhGeneticsaM2013aMjeaMhgibn 5.8 93

38 RareMallelicMformsMofMPRyMnMassociatedMwithMchildhoodMleukemogenesiscMGenomehResearchaM2013aM
ghaMifnbhe 9.7 37

37 WholebexomeMsequencingMrevealsMaMrapidMchangeMinMtheMfrequencyMofMrareMfunctionalMvariantsMinMaM
foundingMpopulationMofMhumanscMPLoShGeneticsaM2013aMnaMefeehmfj 6 52
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36 LongbstandingMbalancingMselectionMinMtheMTHwSiMgeneoMinfluenceMonMsexbspecificMbrainMexpressionM
andMgrayMmatterMvolumesMinMvlzheimerMdiseasecMHumanhMutationaM2013aMhiaMlihbjh 4.7 6

35 NextbgenerationMsequencingMapproachesMforMgeneticMmappingMofMcomplexMdiseasescMJournalhofh
NeuroimmunologyaM2012aMgimaMfebgg 3.5 15

34 GeneticscMHumanMgeneticMvariationaMsharedMandMprivatecMScienceaM2012aMhhlaMhnbie 33.3 27

33 SimilarityMinMrecombinationMrateMestimatesMhighlyMcorrelatesMwithMgeneticMdifferentiationMinMhumanscM
PLoShONEaM2011aMkaMeflnfh 3.7 13

32 VariationMinMgenomebwideMmutationMratesMwithinMandMbetweenMhumanMfamiliescMNaturehGeneticsaM
2011aMihaMlfgbi 36.3 404

31 GeneticMadaptationMofMtheMantibacterialMhumanMinnateMimmunityMnetworkcMBMChEvolutionaryhBiologyaM
2011aMffaMgeg 3 20

30 RecentMhumanMevolutionMhasMshapedMgeographicalMdifferencesMinMsusceptibilityMtoMdiseasecMBMCh
GenomicsaM2011aMfgaMjj 4.5 22

29 vMpopulationMgeneticMapproachMtoMmappingMneurologicalMdisorderMgenesMusingMdeepMresequencingcM
PLoShGeneticsaM2011aMlaMefeefhfm 6 72

28 vMtargetedMassociationMstudyMofMimmunityMgenesMandMnetworksMsuggestsMnovelMassociationsMwithM
placentalMmalariaMinfectioncMPLoShONEaM2011aMkaMeginnk 3.7 6

27 vMmapMofMhumanMgenomeMvariationMfromMpopulationbscaleMsequencingcMNatureaM2010aMiklaMfekfblh 50.4 6142

26 SerotypebspecificMpneumococcalMdiseaseMmayMbeMinfluencedMbyMmannosebbindingMlectinMdeficiencycM
EuropeanhRespiratoryhJournalaM2010aMhkaMmjkbkh 13.6 11

25 yirectMmeasureMofMtheMdeMnovoMmutationMrateMinMautismMandMschizophreniaMcohortscMAmericanhJournalh
ofhHumanhGeneticsaM2010aMmlaMhfkbgi 11 181

24 HumanMpseudogenesMofMtheMvwOMfamilyMshowMaMcomplexMevolutionaryMdynamicsMandMlossMofM
functioncMGlycobiologyaM2009aMfnaMjmhbnf 5.8 12

23 InterrogatingMffMfastbevolvingMgenesMforMsignaturesMofMrecentMpositiveMselectionMinMworldwideM
humanMpopulationscMMolecularhBiologyhandhEvolutionaM2009aMgkaMggmjbnl 8.3 20

22 vMvariantMinMtheMgeneMFUTnMisMassociatedMwithMsusceptibilityMtoMplacentalMmalariaMinfectioncMHumanh
MolecularhGeneticsaM2009aMfmaMhfhkbii 5.6 9

21 vMnaturalMhistoryMofMFUTgMpolymorphismMinMhumanscMMolecularhBiologyhandhEvolutionaM2009aMgkaMfnnhbgeeh8.3 169

20 yecayMofMlinkageMdisequilibriumMwithinMgenesMacrossMHGyPbxzPHMhumanMsamplesoMmostMpopulationM
isolatesMdoMnotMshowMincreasedMLycMBMChGenomicsaM2009aMfeaMhhm 4.5 16

19 GeneticMandMstructuralManalysisMofMMwLgMandMMvSPgMpolymorphismsMinMsouthbeasternMvfricanM
childrencMTissuehAntigensaM2009aMliaMgnmbhel 14
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18 walancingMselectionMisMtheMmainMforceMshapingMtheMevolutionMofMinnateMimmunityMgenescMJournalhofh
ImmunologyaM2008aMfmfaMfhfjbgg 5.3 150

17 SNPManalysisMtoMresultsMVSNPatorWoMaMwebbbasedMenvironmentMorientedMtoMstatisticalMgenomicsM
analysesMuponMSNPMdatacMBioinformaticsaM2008aMgiaMfkihbi 7.2 57

16 IsMthereMselectionMforMtheMpaceMofMsuccessiveMinactivationMofMtheMarpvTMgeneMinMprimatestcMJournalhofh
MolecularhEvolutionaM2008aMklaMghbm 3.1 2

15 zvolutionaryManalysisMofMgenesMofMtwoMpathwaysMinvolvedMinMplacentalMmalariaMinfectioncMHumanh
GeneticsaM2008aMfghaMhihbjl 6.3 6

14 SignaturesMofMselectionMinMtheMhumanMolfactoryMreceptorMORjIfMgenecMMolecularhBiologyhandh
EvolutionaM2008aMgjaMfiibji 8.3 24

13 zxtremeMindividualMmarkerMFVSTMWvaluesMdoMnotMimplyMpopulationbspecificMselectionMinMhumansoMtheM
NRGfMexamplecMHumanhGeneticsaM2007aMfgfaMljnbkg 6.3 20

12 TestingMchromosomalMphylogeniesMandMinversionMbreakpointMreuseMinMyrosophilacMGeneticsaM2007aM
fljaMfklbll 4 22

11 vbundanceMandMchromosomalMdistributionMofMsixMyrosophilaMbuzzatiiMtransposonsoMwuTfaMwuTgaM
wuThaMwuTiaMwuTjaMandMwuTkcMChromosomaaM2006aMffjaMiehbfg 2.8 15

10 vMwvxbbasedMphysicalMmapMofMtheMyrosophilaMbuzzatiiMgenomecMGenomehResearchaM2005aMfjaMmmjbng 9.7 20

9 MolecularMcharacterizationMandMchromosomalMdistributionMofMGalileoaMKeplerMandMNewtonaMthreeM
foldbackMtransposableMelementsMofMtheMyrosophilaMbuzzatiiMspeciesMcomplexcMGeneticsaM2005aMfknaMgeilbjn4 23

8 yuplicativeMandMconservativeMtranspositionsMofMlarvalMserumMproteinMfMgenesMinMtheMgenusM
yrosophilacMGeneticsaM2004aMfkmaMgjhbki 4 12

7 TheMfoldbackblikeMtransposonMGalileoMisMinvolvedMinMtheMgenerationMofMtwoMdifferentMnaturalM
chromosomalMinversionsMofMyrosophilaMbuzzatiicMMolecularhBiologyhandhEvolutionaM2003aMgeaMklibmj 8.3 64

6 vMnewMsplitMofMtheMHoxMgeneMcomplexMinMyrosophilaoMrelocationMandMevolutionMofMtheMgeneMlabialcM
MolecularhBiologyhandhEvolutionaM2003aMgeaMgeigbji 8.3 36

5 LowMoccurrenceMofMgeneMtranspositionMeventsMduringMtheMevolutionMofMtheMgenusMyrosophilacM
Evolution;hInternationalhJournalhofhOrganichEvolutionaM2003aMjlaMfhgjbhj 3.8 39

4 LOWMOxxURRzNxzMOFMGzNzMTRvNSPOSITIONMzVzNTSMyURINGMTHzMzVOLUTIONMOFMTHzMGzNUSM
yROSOPHILvcMEvolution;hInternationalhJournalhofhOrganichEvolutionaM2003aMjlaMfhgj 3.8 10

3 HowMmalleableMisMtheMeukaryoticMgenometMzxtremeMrateMofMchromosomalMrearrangementMinMtheM
genusMyrosophilacMGenomehResearchaM2001aMffaMghebn 9.7 129

2 FurtherMconfirmationMforMunknownMarchaicMancestryMinMvndamanMandMSouthMvsia 2

1 NextbgenerationMsequencingMforMrareMdiseasesghfbgig

(-2008)
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