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n Paper IF Citations

247 ValidationHofHmitochondrialHr’oHsequencingHforHforensicHcaseworkHanalysisVHInternationalgJournalgofg
LegalgMedicineTH1995THYXfTHdfUeb 3.1 281

246 torensicsHandHmitochondrialHr’ohHapplicationsTHdebatesTHandHfoundationsVHAnnualgReviewgofg
GenomicsgandgHumangGeneticsTH2003THbTHYYgUbY 9.7 181

245 torensicallyHrelevantH ’”HclassesVHBioTechniquesTH2008THbbTHdXaUfTHdYX 2.5 175

244 oHglobalHanalysisHofHYUchromosomalHhaplotypeHdiversityHforHZaH ®™HlociVHForensicgScienceg
International:gGeneticsTH2014THYZTHYZUZa 4.3 171

243 svaluationHofHtheHwlluminaP´fiQHpetaHVersionHtoren eqâ�¢Hr’oH ignatureH”repHyitHforHuseHinHgeneticH
profilingVHForensicgSciencegInternational:gGeneticsTH2016THZXTHZXUZg 4.3 151

242
‘assivelyHparallelHsequencingHofHforensicH ®™shHqonsiderationsHofHtheHr’oHcommissionHofHtheH
wnternationalH ocietyHforHtorensicHueneticsHPw tuQHonHminimalHnomenclatureHrequirementsVHForensicg
SciencegInternational:gGeneticsTH2016THZZTHcbUda

4.3 148

241
”opulationHrataHonHtheH®hirteenHq“rw HqoreH hortH®andemH™epeatHzociHinHofricanHomericansTHℓV VH
qaucasiansTHvispanicsTHpahamiansTHxamaicansTHandH®rinidadiansVHJournalgofgForensicgSciencesTH1999TH
bbTHYbdXYx

1.8 147

240 ValidityHofHlowHcopyHnumberHtypingHandHapplicationsHtoHforensicHscienceVHCroatiangMedicalgJournalTH
2009THcXTHZXeUYe 1.6 144

239 vighUqualityHandHhighUthroughputHmassivelyHparallelHsequencingHofHtheHhumanHmitochondrialH
genomeHusingHtheHwlluminaH‘i eqVHForensicgSciencegInternational:gGeneticsTH2014THYZTHYZfUac 4.3 139

238 r’oHmethylationUbasedHforensicHtissueHidentificationVHForensicgSciencegInternational:gGeneticsTH2011TH
cTHcYeUZb 4.3 129

237 ®ypingHofHreoxyribonucleicHocidHPr’oQHsxtractedHfromHqompactHponeHfromHvumanH™emainsVH
JournalgofgForensicgSciencesTH1991THadTHYaYfgx 1.8 128

236 spidemiologyVHr’oHidentificationsHafterHtheHgWYYHWorldH®radeHqenterHattackVHScienceTH2005THaYXTHYYZZUa 33.3 120

235 ‘itochondrialHr’oHregionsHvVwHandHvVwwHpopulationHdataVHForensicgSciencegInternationalTH1999THYXaTHZaUac2.6 114

234 ”ublicHhealthVHpuildingHmicrobialHforensicsHasHaHresponseHtoHbioterrorismVHScienceTH2003THaXYTHYfcZUa 33.3 110

233 q“rw H ®™HzociHrataHfromHbYH ampleH”opulationsVHJournalgofgForensicgSciencesTH2001THbdTHYbggdx 1.8 108

232 torensicHaspectsHofHmassHdisastershHstrategicHconsiderationsHforHr’oUbasedHhumanHidentificationVH
LegalgMedicineTH2005THeTHZaXUba 1.9 106

231 ‘ixtureHinterpretationhHdefiningHtheHrelevantHfeaturesHforHguidelinesHforHtheHassessmentHofHmixedH
r’oHprofilesHinHforensicHcaseworkVHJournalgofgForensicgSciencesTH2009THcbTHfYXUZY 1.8 104

Bruce Budowle

2



230 qharacterizationHofHgeneticHsequenceHvariationHofHcfH ®™HlociHinHfourHmajorHpopulationHgroupsVH
ForensicgSciencegInternational:gGeneticsTH2016THZcTHZYbUZZd 4.3 104

229  ingleHnucleotideHpolymorphismHtypingHwithHmassivelyHparallelHsequencingHforHhumanH
identificationVHInternationalgJournalgofgLegalgMedicineTH2013THYZeTHYXegUfd 3.1 102

228
ValidationHofH hortH®andemH™epeatsHP ®™sQHforHtorensicHℓsagehH”erformanceH®estingHofHtluorescentH
‘ultiplexH ®™H ystemsHandHonalysisHofHouthenticHandH imulatedHtorensicH amplesVHJournalgofg
ForensicgSciencesTH2001THbdTHYcXYfx

1.8 93

227  ®™aitH™azorhHaHlengthUbasedHforensicH ®™HalleleUcallingHtoolHforHuseHwithHsecondHgenerationH
sequencingHdataVHForensicgSciencegInternational:gGeneticsTH2013THeTHbXgUYe 4.3 84

226
onHassessmentHofHwhetherH ’”sHwillHreplaceH ®™sHinHnationalHr’oHdatabasesUUjointHconsiderationsH
ofHtheHr’oHworkingHgroupHofHtheHsuropeanH’etworkHofHtorensicH cienceHwnstitutesHPs’t wQHandHtheH
 cientificHWorkingHuroupHonHr’oHonalysisH‘ethodsHP Wuro‘QVHSciencegandgJusticegvgJournalgofgtheg
ForensicgSciencegSocietyTH2004THbbTHcYUa

2 81

225 oHperspectiveHonHerrorsTHbiasTHandHinterpretationHinHtheHforensicHsciencesHandHdirectionHforH
continuingHadvancementVHJournalgofgForensicgSciencesTH2009THcbTHegfUfXg 1.8 77

224 oHvalidationHstudyHofHtheH–iagenHwnvestigatorHrw”plex´fiHkitiHanHw’rszUbasedHassayHforHhumanH
identificationVHInternationalgJournalgofgLegalgMedicineTH2012THYZdTHcaaUbX 3.1 74

223  ®™HprimerHconcordanceHstudyVHForensicgSciencegInternationalTH2001THYZbTHbeUcb 2.6 73

222 wdentificationHofHaHrf YYegHprimerHbindingHsiteHmutationHandHtheHvalidationHofHaHprimerHdesignedHtoH
recoverHnullHallelesVHForensicgSciencegInternationalTH2003THYaaTHZZXUe 2.6 68

221 vighHsensitivityHmultiplexHshortHtandemHrepeatHlociHanalysesHwithHmassivelyHparallelHsequencingVH
ForensicgSciencegInternational:gGeneticsTH2015THYdTHafUbe 4.3 59

220 sxtractingHevidenceHfromHforensicHr’oHanalyseshHfutureHmolecularHbiologyHdirectionsVHBioTechniques
TH2009THbdTHaagUbXTHabZUcX 2.5 58

219 ®welveHshortHtandemHrepeatHlociHYHchromosomeHhaplotypeshHgeneticHanalysisHonHpopulationsH
residingHinH’orthHomericaVHForensicgSciencegInternationalTH2005THYcXTHYUYc 2.6 58

218 ueneticHanalysisHofHtheHYavapaiH’ativeHomericansHfromHWestUqentralHorizonaHusingHtheHwlluminaH
‘i eqHtuxâ�¢HforensicHgenomicsHsystemVHForensicgSciencegInternational:gGeneticsTH2016THZbTHYfUZa 4.3 56

217 tastH ®™HalleleHidentificationHwithH ®™aitH™azorHaVXVHForensicgSciencegInternational:gGeneticsTH2017TH
aXTHYfUZa 4.3 56

216 ”opulationHgeneticHanalysesHofHtheH’u‘H ®™HlociVHInternationalgJournalgofgLegalgMedicineTH2011THYZcTHYXYUg3.1 55

215 ‘utationHratesHatHYHchromosomeHshortHtandemHrepeatsHinH®exasHpopulationsVHForensicgScienceg
International:gGeneticsTH2009THaTHYegUfb 4.3 54

214  ®™aitH™azorHvZVXhHtheHimprovedH ®™HolleleHwdentificationH®oolUU™azorVHForensicgSciencegInternational:g
GeneticsTH2015THYbTHYfZUd 4.3 53

213  ®™ eqhHoHcatalogHofHsequenceHdiversityHatHhumanHidentificationH hortH®andemH™epeatHlociVHForensicg
SciencegInternational:gGeneticsTH2017THaYTHYYYUYYe 4.3 52

(2017-2016)
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212
wnternalHvalidationHofHtheHulobaltilerâ�¢HsxpressH”q™HomplificationHyitHforHtheHdirectHamplificationHofH
referenceHr’oHsamplesHonHaHhighUthroughputHautomatedHworkflowVHForensicgSciencegInternational:g
GeneticsTH2014THYXTHaaUag

4.3 50

211 sxpansionHofH‘icrobialHtorensicsVHJournalgofgClinicalgMicrobiologyTH2016THcbTHYgdbUeb 9.7 49

210 ™ecommendationsHforHconsistentHtreatmentHofHlengthHvariantsHinHtheHhumanHmitochondrialHr’oH
controlHregionVHForensicgSciencegInternationalTH2002THYZgTHacUbZ 2.6 49

209 onHevaluationHofHtheH”ower eqâ�¢HoutoH ystemhHoHmultiplexHshortHtandemHrepeatHmarkerHkitH
compatibleHwithHmassivelyHparallelHsequencingVHForensicgSciencegInternational:gGeneticsTH2015THYgTHYeZUYeg4.3 48

208 ValidationHofHhighHthroughputHsequencingHandHmicrobialHforensicsHapplicationsVHInvestigativeg
GeneticsTH2014THcTHg 46

207 revelopingHcriteriaHandHdataHtoHdetermineHbestHoptionsHforHexpandingHtheHcoreHq“rw HlociVH
InvestigativegGeneticsTH2012THaTHY 46

206 torensicHvumanHwdentificationHℓsingH kinH‘icrobiomesVHAppliedgandgEnvironmentalgMicrobiologyTH
2017THfaTH 4.8 46

205 –uantificationHofHhumanHmitochondrialHr’oHusingHsynthesizedHr’oHstandardsVHJournalgofgForensicg
SciencesTH2011THcdTHYbceUda 1.8 46

204 ®argetedHsequencingHofHcladeUspecificHmarkersHfromHskinHmicrobiomesHforHforensicHhumanH
identificationVHForensicgSciencegInternational:gGeneticsTH2018THaZTHcXUdY 4.3 44

203 ”opulationHandHperformanceHanalysesHofHfourHmajorHpopulationsHwithHwlluminaOsHtuxHtorensicH
uenomicsH ystemVHForensicgSciencegInternational:gGeneticsTH2017THaXTHfYUgZ 4.3 44

202 qoncordanceH tudyHonH”opulationHratabaseH amplesHℓsingHtheH”ower”lexâ�¢HYdHyitHandHomptâ�� ®™´fiH
”rofilerH”lusâ�¢HyitHandHomptâ�� ®™´fiHq“filerâ�¢HyitVHJournalgofgForensicgSciencesTH2001THbdTHYcXYdx 1.8 44

201 svaluationHofHforensicHr’oHmixtureHevidencehHprotocolHforHevaluationTHinterpretationTHandHstatisticalH
calculationsHusingHtheHcombinedHprobabilityHofHinclusionVHBMCgGeneticsTH2016THYeTHYZc 2.6 44

200 tlankingHregionHvariationHofHtoren eqâ�¢Hr’oH ignatureH”repHyitH ®™HandH ’”HlociHinHYavapaiH’ativeH
omericansVHForensicgSciencegInternational:gGeneticsTH2017THZfTHYbdUYcb 4.3 42

199 qurrentHstateUofUartHofH ®™HsequencingHinHforensicHgeneticsVHElectrophoresisTH2018THagTHZdccUZddf 3.6 41

198 qhoosingHrelativesHforHr’oHidentificationHofHmissingHpersonsVHJournalgofgForensicgSciencesTH2011THcdH
 upplHYTH ZaUf 1.8 41

197 qomparisonsHofHfamilialHr’oHdatabaseHsearchingHstrategiesVHJournalgofgForensicgSciencesTH2011THcdTHYbbfUcd1.8 41

196 ‘oreHcomprehensiveHforensicHgeneticHmarkerHanalysesHforHaccurateHhumanHremainsHidentificationH
usingHmassivelyHparallelHr’oHsequencingVHBMCgGenomicsTH2016THYeTHecX 4.5 40

195
tirstHallUinUoneHdiagnosticHtoolHforHr’oHintelligencehHgenomeUwideHinferenceHofHbiogeographicH
ancestryTHappearanceTHrelatednessTHandHsexHwithHtheHwdentitasHvYHtorensicHqhipVHInternationalgJournalg
ofgLegalgMedicineTH2013THYZeTHccgUeZ

3.1 38
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194 ossessingHaHnovelHroomHtemperatureHr’oHstorageHmediumHforHforensicHbiologicalHsamplesVHForensicg
SciencegInternational:gGeneticsTH2012THdTHaYUbX 4.3 38

193 rirectH”q™HamplificationHofHr’oHfromHhumanHbloodstainsTHsalivaTHandHtouchHsamplesHcollectedHwithH
microtz“–HswabsVHForensicgSciencegInternational:gGeneticsTH2018THaZTHfXUfe 4.3 36

192 vaplotypeHblockhHaHnewHtypeHofHforensicHr’oHmarkersVHInternationalgJournalgofgLegalgMedicineTH2010TH
YZbTHacaUdY 3.1 36

191 qriteriaHforHvalidationHofHmethodsHinHmicrobialHforensicsVHAppliedgandgEnvironmentalgMicrobiologyTH
2008THebTHccggUdXe 4.8 35

190 plindHstudyHevaluationHillustratesHutilityHofHtheHwonH”u‘â�¢HsystemHforHuseHinHhumanHidentityHr’oH
typingVHCroatiangMedicalgJournalTH2015THcdTHZYfUZg 1.6 33

189 occurateTHrapidHandHhighUthroughputHdetectionHofHstrainUspecificHpolymorphismsHinHpacillusH
anthracisHandHYersiniaHpestisHbyHnextUgenerationHsequencingVHInvestigativegGeneticsTH2010THYTHc 33

188 wncreasingHtheHreferenceHpopulationsHforHtheHccHow ’”HpanelhHtheHneedHandHbenefitsVHInternationalg
JournalgofgLegalgMedicineTH2017THYaYTHgYaUgYe 3.1 32

187  ®™aitH™azorHvZshHodvancingHsequenceUbasedH ®™HalleleHreportingHandHbeyondHtoHotherHmarkerH
systemsVHForensicgSciencegInternational:gGeneticsTH2017THZgTHZYUZf 4.3 32

186 ℓnderlyingHrataHforH equencingHtheH‘itochondrialHuenomeHwithHtheH‘assivelyH”arallelH equencingH
”latformHwonH®orrentâ�¢H”u‘â�¢VHBMCgGenomicsTH2015THYdH upplHYTH b 4.5 32

185 ”rototypeH”ower”lex´fiHYZaH ystemhHoHconcordanceHstudyVHForensicgSciencegInternational:gGeneticsTH
2013THeTHZXbUf 4.3 32

184 tutureHdirectionsHofHforensicHr’oHdatabasesVHCroatiangMedicalgJournalTH2014THccTHYdaUd 1.6 32

183 paseHcompositionHprofilingHofHhumanHmitochondrialHr’oHusingHpolymeraseHchainHreactionHandH
directHautomatedHelectrosprayHionizationHmassHspectrometryVHAnalyticalgChemistryTH2009THfYTHecYcUZd 7.8 32

182 r’oHqualityHandHquantityHfromHupHtoHYdHyearsHoldHpostUmortemHbloodHstoredHonHt®oHcardsVHForensicg
SciencegInternationalTH2016THZdYTHYbfUca 2.6 31

181 onHevaluationHofHtheHtransferHofHsalivaUderivedHr’oVHInternationalgJournalgofgLegalgMedicineTH2012TH
YZdTHfcYUdY 3.1 31

180 ®exasHpopulationHsubstructureHandHitsHimpactHonHestimatingHtheHrarityHofHYH ®™HhaplotypesHfromH
r’oHevidenceRVHJournalgofgForensicgSciencesTH2009THcbTHYXYdUZY 1.8 31

179 ™econstructingHtheHpopulationHhistoryHofH’icaraguaHbyHmeansHofHmtr’oTHYUchromosomeH ®™sTHandH
autosomalH ®™HmarkersVHAmericangJournalgofgPhysicalgAnthropologyTH2010THYbaTHcgYUdXX 2.5 31

178  ’”HtypingHstrategiesVHForensicgSciencegInternationalTH2004THYbdH upplTH YagUbZ 2.6 31

177 ‘assivelyHparallelHsequencingUenabledHmixtureHanalysisHofHmitochondrialHr’oHsamplesVH
InternationalgJournalgofgLegalgMedicineTH2018THYaZTHYZdaUYZeZ 3.1 30
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176 onHevaluationHofHtheH™apidvw®P´fiQHsystemHforHreliablyHgenotypingHreferenceHsamplesVHForensicg
SciencegInternational:gGeneticsTH2014THYaTHYXbUYY 4.3 30

175 outosomalHandHYU ®™HanalysisHofHdegradedHr’oHfromHtheHYZXUyearUoldHskeletalHremainsHofHszekielH
varperVHForensicgSciencegInternational:gGeneticsTH2014THgTHaaUbY 4.3 29

174 sxtractionHplatformHevaluationshHaHcomparisonHofHouto‘ateHsxpressâ�¢THsZY´fiHodvancedHXzTHandH
‘axwell´fiHYdHpenchUtopHr’oHextractionHsystemsVHLegalgMedicineTH2012THYbTHadUg 1.9 29

173 svaluationHandHcomparativeHanalysisHofHdirectHamplificationHofH ®™sHusingH”ower”lex´fiHYfrHandH
wdentifiler´fiHrirectHsystemsVHForensicgSciencegInternational:gGeneticsTH2012THdTHdbXUc 4.3 28

172 torensicHhumanHidentificationHwithHtargetedHmicrobiomeHmarkersHusingHnearestHneighborH
classificationVHForensicgSciencegInternational:gGeneticsTH2019THafTHYaXUYag 4.3 28

171 WholeHmitochondrialHgenomeHgeneticHdiversityHinHanHsstonianHpopulationHsampleVHInternationalg
JournalgofgLegalgMedicineTH2016THYaXTHdeUeY 3.1 27

170  trengtheningHforensicHr’oHdecisionHmakingHthroughHaHbetterHunderstandingHofHtheHinfluenceHofH
cognitiveHbiasVHSciencegandgJusticegvgJournalgofgthegForensicgSciencegSocietyTH2017THceTHbYcUbZX 2 27

169 ‘icrobialHforensicshHapplicationHtoHbioterrorismHpreparednessHandHresponseVHInfectiousgDiseaseg
ClinicsgofgNorthgAmericaTH2006THZXTHbccUeaTHxi 6.5 27

168 oHqomparisonHandHwntegrationHofH‘i eqHandH‘inw“’H”latformsHforH equencingH ingleH ourceHandH
‘ixedH‘itochondrialHuenomesVHPLoSgONETH2016THYYTHeXYdedXX 3.7 27

167 ’w ®HinterlaboratoryHstudiesHinvolvingHr’oHmixturesHP‘wXYaQhHoHmodernHanalysisVHForensicgScienceg
International:gGeneticsTH2018THaeTHYeZUYeg 4.3 27

166 r’oHidentificationHbyHpedigreeHlikelihoodHratioHaccommodatingHpopulationHsubstructureHandH
mutationsVHInvestigativegGeneticsTH2010THYTHf 26

165  ®™mixâ�¢HcollaborativeHexerciseHonHr’oHmixtureHinterpretationVHForensicgSciencegInternational:g
GeneticsTH2019THbXTHYUf 4.3 26

164 svaluationHofHtheHprecisionHwrHmtr’oHwholeHgenomeHpanelHonHtwoHmassivelyHparallelHsequencingH
systemsVHForensicgSciencegInternational:gGeneticsTH2018THadTHZYaUZZb 4.3 25

163 wncreasingHtheHdiscriminationHpowerHofHancestryUHandHidentityUinformativeH ’”HlociHwithinHtheH
toren eqâ�¢Hr’oH ignatureH”repHyitVHForensicgSciencegInternational:gGeneticsTH2018THadTHdXUed 4.3 25

162 suropeanHsurveyHonHforensicHapplicationsHofHmassivelyHparallelHsequencingVHForensicgScienceg
International:gGeneticsTH2017THZgTHeZaUeZc 4.3 24

161 qharacterizationHofHYYbHinsertionWdeletionHPw’rszQHpolymorphismsTHandHselectionHforHaHglobalHw’rszH
panelHforHhumanHidentificationVHLegalgMedicineTH2014THYdTHZdUaZ 1.9 24

160 ’ovelHYUchromosomeH hortH®andemH™epeatHVariantsHretectedH®hroughHtheHℓseHofH‘assivelyH
”arallelH equencingVHGenomicsugProteomicsgandgBioinformaticsTH2015THYaTHZcXUe 6.5 24

159 ®heH”robabilisticHuenotypingH oftwareH ®™mixhHℓtilityHandHsvidenceHforHitsHValidityVHJournalgofg
ForensicgSciencesTH2019THdbTHagaUbXc 1.8 23
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158 svaluationHofHcircularHr’oHsubstratesHforHwholeHgenomeHamplificationHpriorHtoHforensicHanalysisVH
ForensicgSciencegInternational:gGeneticsTH2012THdTHYfcUgX 4.3 23

157 ℓ HforensicHYUchromosomeHshortHtandemHrepeatsHdatabaseVHLegalgMedicineTH2010THYZTHZfgUgc 1.9 23

156
 equencingHtheHhypervariableHregionsHofHhumanHmitochondrialHr’oHusingHmassivelyHparallelH
sequencinghHsnhancedHdataHacquisitionHforHr’oHsamplesHencounteredHinHforensicHtestingVHLegalg
MedicineTH2015THYeTHYZaUe

1.9 22

155 wmprovedHYU ®™HtypingHforHdisasterHvictimHidentificationTHmissingHpersonsHinvestigationsTHandH
historicalHhumanHskeletalHremainsVHInternationalgJournalgofgLegalgMedicineTH2018THYaZTHYcbcUYcca 3.1 22

154
svaluationHofHmitogenomeHsequenceHconcordanceTHheteroplasmyHdetectionTHandHhaplogroupingHinHaH
worldwideHlineageHstudyHusingHtheH”recisionHwrHmtr’oHWholeHuenomeH”anelVHForensicgScienceg
International:gGeneticsTH2019THbZTHZbbUZcY

4.3 22

153 oHhighHvolumeHextractionHandHpurificationHmethodHforHrecoveringHr’oHfromHhumanHboneVHForensicg
SciencegInternational:gGeneticsTH2014THYZTHYccUdX 4.3 22

152 sffectsHofHtheHwonH”u‘â�¢HviU–â�¢HsequencingHchemistryHonHsequenceHdataHqualityVHInternationalg
JournalgofgLegalgMedicineTH2016THYaXTHYYdgUfX 3.1 21

151 ossessmentHofHtheHroleHofHr’oHrepairHinHdamagedHforensicHsamplesVHInternationalgJournalgofgLegalg
MedicineTH2014THYZfTHgYaUZY 3.1 21

150 ”rivacyHandHgeneticHgenealogyHdataVHScienceTH2018THadYTHfce 33.3 21

149
‘assivelyHparallelHsequenceHdataHofHaYHautosomalH ®™HlociHfromHbgdH panishHindividualsHrevealedH
concordanceHwithHqsU ®™HtechnologyHandHenhancedHdiscriminationHpowerVHForensicgScienceg
International:gGeneticsTH2019THbZTHbgUcc

4.3 20

148 ‘assivelyHparallelHsequencingHofHforensicallyHrelevantHsingleHnucleotideHpolymorphismsHusingH
®ru eqâ�¢HforensicHampliconVHInternationalgJournalgofgLegalgMedicineTH2015THYZgTHaYUd 3.1 20

147 outomatedHanalysisHofHsequenceHpolymorphismHinH ®™HallelesHbyH”q™HandHdirectHelectrosprayH
ionizationHmassHspectrometryVHForensicgSciencegInternational:gGeneticsTH2012THdTHcgbUdXd 4.3 20

146 ‘aternityHexclusionHwithHaHveryHhighHautosomalH ®™sHkinshipHindexVHInternationalgJournalgofgLegalg
MedicineTH2012THYZdTHdbcUf 3.1 20

145 ®heHeffectsHofHosianHpopulationHsubstructureHonHYH ®™HforensicHanalysesVHLegalgMedicineTH2009THYYTHdbUg 1.9 20

144 ‘assivelyHparallelHsequencingHofHdfHinsertionWdeletionHmarkersHidentifiesHnovelHmicrohaplotypesHforH
utilityHinHhumanHidentityHtestingVHForensicgSciencegInternational:gGeneticsTH2016THZcTHYgfUZXg 4.3 20

143  electionHofHhighlyHinformativeH ’”HmarkersHforHpopulationHaffiliationHofHmajorHℓ HpopulationsVH
InternationalgJournalgofgLegalgMedicineTH2016THYaXTHabYUcZ 3.1 19

142 wncreasingHtheHreachHofHforensicHgeneticsHwithHmassivelyHparallelHsequencingVHForensicgScienceug
MedicineugandgPathologyTH2017THYaTHabZUabg 1.5 19

141 wnterpretingHYHchromosomeH ®™HhaplotypeHmixtureVHLegalgMedicineTH2010THYZTHYaeUba 1.9 19
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140 mito oVshHmitochondrialHsequenceHanalysisHofHvariantsHinHsxcelVHForensicgSciencegInternational:g
GeneticsTH2014THYZTHYZZUc 4.3 18

139 rc ZcXXHisHanHambiguouslyHcharacterizedH ®™hHwdentificationHandHdescriptionHofHforensicH
microsatellitesHinHtheHgenomicsHageVHForensicgSciencegInternational:gGeneticsTH2016THZaTHYgUZb 4.3 18

138 qomparativeHtoleranceHofHtwoHmassivelyHparallelHsequencingHsystemsHtoHcommonH”q™HinhibitorsVH
InternationalgJournalgofgLegalgMedicineTH2018THYaZTHgfaUggc 3.1 18

137 revelopmentHandHvalidationHofHaHnovelHmultiplexedHr’oHanalysisHsystemTHwnno®yperHZYVHForensicg
SciencegInternational:gGeneticsTH2017THZgTHfXUgg 4.3 17

136 VariantsHobservedHforH ®™HlocusH saahHaHconcordanceHstudyVHForensicgSciencegInternational:gGeneticsTH
2012THdTHbgbUe 4.3 17

135
sffectiveHremovalHofHcoUpurifiedHinhibitorsHfromHextractedHr’oHsamplesHusingHsynchronousH
coefficientHofHdragHalterationHP q“roQHtechnologyVHInternationalgJournalgofgLegalgMedicineTH2013TH
YZeTHebgUcc

3.1 17

134 ℓtilityHofHtheHwonH câ�¢HandH‘i eqHtuxâ�¢HsequencingHplatformsHtoHcharacterizeHchallengingHhumanH
remainsVHLegalgMedicineTH2019THbYTHYXYdZa 1.9 16

133 tlankingHVariationHwnfluencesH™atesHofH tutterHinH impleH™epeatsVHGenesTH2017THfTH 4.2 16

132 ‘odifiedHr“”U”q™HforHimprovedH ®™HtypingHofHdegradedHr’oHfromHhumanHskeletalHremainsHandH
bloodstainsVHLegalgMedicineTH2016THYfTHeUYZ 1.9 16

131 ™eductionHofHstutterHratiosHinHshortHtandemHrepeatHlociHtypingHofHlowHcopyHnumberHr’oHsamplesVH
ForensicgSciencegInternational:gGeneticsTH2014THfTHZYaUf 4.3 16

130 ”opulationHstudiesHonHthreeH’ativeHolaskaHpopulationHgroupsHusingH ®™HlociVHForensicgScienceg
InternationalTH2002THYZgTHcYUe 2.6 16

129 ossessmentHofHimpactHofHr’oHextractionHmethodsHonHanalysisHofHhumanHremainHsamplesHonH
massivelyHparallelHsequencingHsuccessVHInternationalgJournalgofgLegalgMedicineTH2019THYaaTHcYUcf 3.1 16

128 oircraftUossistedH”ilotH uicideshHzessonsHtoHbeHzearnedVHAviationugSpaceugandgEnvironmentalgMedicineTH
2014THfcTHfbYUd 15

127 oHvalidationHstudyHofHtheH’ucleixHr wU emenHkitUUaHmethylationUbasedHassayHforHsemenH
identificationVHInternationalgJournalgofgLegalgMedicineTH2013THYZeTHZggUaXf 3.1 15

126
onalysisHofH hortH®andemH™epeatHandH ingleH’ucleotideH”olymorphismHzociHtromH ingleU ourceH
 amplesHℓsingHaHqustomHvalo”lexH®argetHsnrichmentH ystemH”anelVHAmericangJournalgofgForensicg
MedicinegandgPathologyTH2016THaeTHggUYXe

1 15

125
sxpandingHbeyondHtheHcurrentHcoreH ®™HlocihHonHexplorationHofHeaH ®™HmarkersHwithHincreasedH
diversityHforHenhancedHr’oHmixtureHdeconvolutionVHForensicgSciencegInternational:gGeneticsTH2019TH
afTHYZYUYZg

4.3 14

124 wnternalHvalidationHofHtheH™apidvw®HwrHsystemVHForensicgSciencegInternational:gGeneticsTH2017THaYTHYfXUYff 4.3 13

123 oHtechniqueHforHsettingHanalyticalHthresholdsHinHmassivelyHparallelHsequencingUbasedHforensicHr’oH
analysisVHPLoSgONETH2017THYZTHeXYefXXc 3.7 13
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122 wdentificationHandHanalysisHofHmtr’oHgenomesHattributedHtoHtinnsHrevealHlongUstagnantH
demographicHtrendsHobscuredHinHtheHtotalHdiversityVHScientificgReportsTH2017THeTHdYga 4.9 13

121 w’’ℓzshHoHnovelHdesignHamplificationHstrategyHforHretrotransposableHelementsHforHstudyingH
populationHvariationVHHumangHeredityTH2012THebTHZeUac 1.1 13

120 snhancingHresolutionHandHstatisticalHpowerHbyHutilizingHmassHspectrometryHforHdetectionHofH ’”sH
withinHtheHshortHtandemHrepeatsVHForensicgSciencegInternational:gGeneticsgSupplementgSeriesTH2009THZTHcZgUcaY0.5 13

119 ristinguishingHmitochondrialHr’oHandH’ℓ‘®HsequencesHamplifiedHwithHtheHprecisionHwrHmtr’oH
wholeHgenomeHpanelVHMitochondrionTH2020THccTHYZZUYaa 4.9 13

118 ’ativeHomericanHpopulationHdataHbasedHonHtheHulobalfilerP´fiQHautosomalH ®™HlociVHForensicgScienceg
International:gGeneticsTH2016THZbTHeYZUeYa 4.3 13

117 WorkingHtowardsHimplementationHofHwholeHgenomeHmitochondrialHr’oHsequencingHintoHroutineH
caseworkVHForensicgSciencegInternational:gGeneticsgSupplementgSeriesTH2017THdTHeaffUeafg 0.5 12

116 ℓtilityHofHamplificationHenhancersHinHlowHcopyHnumberHr’oHanalysisVHInternationalgJournalgofgLegalg
MedicineTH2015THYZgTHbaUcZ 3.1 12

115 ™esultsHofHaHcollaborativeHstudyHonHr’oHidentificationHofHagedHboneHsamplesVHCroatiangMedicalg
JournalTH2017THcfTHZXaUZYa 1.6 12

114 ℓseHofHforensicHmethodsHunderHexigentHcircumstancesHwithoutHfullHvalidationVHSciencegTranslationalg
MedicineTH2009THYTHfcme 17.5 12

113 torensicHgeneticHinvestigationHofHhumanHskeletalHremainsHrecoveredHfromHtheHzaHpelleHshipwreckVH
ForensicgSciencegInternationalTH2020THaXdTHYYXXcX 2.6 12

112 YUchromosomalHanalysisHofHureekHqypriotsHrevealsHaHprimarilyHcommonHpreU“ttomanHpaternalH
ancestryHwithH®urkishHqypriotsVHPLoSgONETH2017THYZTHeXYegbeb 3.7 11

111 wnvestigationHofHtheH ®™HlociHnoiseHdistributionsHofH”ower eqâ�¢HoutoH ystemVHCroatiangMedicalg
JournalTH2017THcfTHZYbUZZY 1.6 11

110 ”otentialHhighlyHpolymorphicHshortHtandemHrepeatHmarkersHforHenhancedHforensicHidentityHtestingVH
ForensicgSciencegInternational:gGeneticsTH2018THaeTHYdZUYeY 4.3 11

109 yinshipHindexHvariationsHamongHpopulationsHandHthresholdsHforHfamilialHsearchingVHPLoSgONETH2012TH
eTHeaebeb 3.7 11

108 outomatedHalignmentHandHnomenclatureHforHconsistentHtreatmentHofHpolymorphismsHinHtheHhumanH
mitochondrialHr’oHcontrolHregionVHJournalgofgForensicgSciencesTH2010THccTHYYgXUc 1.8 11

107 revelopmentalHValidationHofHaH‘” HWorkflowHwithHaH”q™UpasedH hortHompliconHWholeH
‘itochondrialHuenomeH”anelVHGenesTH2020THYYTH 4.2 11

106 torensicHinvestigationHapproachesHofHsearchingHrelativesHinHr’oHdatabasesVHJournalgofgForensicg
SciencesTH2021THddTHbaXUbba 1.8 11

105 oHnovelHphylogeneticHapproachHforHdeHnovoHdiscoveryHofHputativeHnuclearHmitochondrialHPp’umtQH
haplotypesVHForensicgSciencegInternational:gGeneticsTH2019THbaTHYXZYbd 4.3 10

(2019-2017)
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104 ”ostUinjectionHhybridizationHofHcomplementaryHr’oHstrandsHonHcapillaryHelectrophoresisHplatformshH
aHnovelHsolutionHforHdsr’oHartifactsVHForensicgSciencegInternational:gGeneticsTH2008THZTHZceUea 4.3 9

103 ”opulationHgeneticHanalysesHofHYcH ®™HlociHfromHsevenHforensicallyUrelevantHpopulationsHresidingHinH
theHstateHofHyuwaitVHForensicgSciencegInternational:gGeneticsTH2013THeTHeYXdUe 4.3 8

102 YU ®™HlociHdiversityHinHnativeHolaskanHpopulationsVHInternationalgJournalgofgLegalgMedicineTH2011THYZcTHccgUda3.1 8

101 vowHmanyHfamilialHrelationshipHtestingHresultsHcouldHbeHwrongmVHPLoSgGeneticsTH2020THYdTHeYXXfgZg 6 8

100 rifferencesHofH”q™HefficiencyHbetweenHtwoUstepH”q™HandHstandardHthreeUstepH”q™HprotocolsHinH
shortHtandemHrepeatHamplificationVHAustraliangJournalgofgForensicgSciencesTH2014THbdTHfXUgX 1.1 7

99 ‘icrobialHtorensicHwnvestigationHofHtheHonthraxUzetterHottacksH2011THYcUZc 7

98 ‘issingHpersonsHidentificationhHgeneticsHatHworkHforHsocietyVHScienceTH2000THZgXTHZZceUf 33.3 7

97 ™everseHqomplementH”q™hHoHnovelHoneUstepH”q™HsystemHforHtypingHhighlyHdegradedHr’oHforH
humanHidentificationVHForensicgSciencegInternational:gGeneticsTH2020THbbTHYXZZXY 4.3 7

96 smpiricalHtestingHofHaHZaUow‘sHpanelHofH ’”sHforHancestryHevaluationsHinHfourHmajorHℓ HpopulationsVH
InternationalgJournalgofgLegalgMedicineTH2016THYaXTHfgYUfgd 3.1 6

95 ”ressureHcyclingHtechnologyHP”q®QHreducesHeffectsHofHinhibitorsHofHtheH”q™VHInternationalgJournalgofg
LegalgMedicineTH2013THYZeTHaZYUaa 3.1 6

94 ValidationHofHtheH”zsXUwrâ�¢HmassHspectrometryHmitochondrialHr’oHassayVHInternationalgJournalgofg
LegalgMedicineTH2013THYZeTHZeeUfd 3.1 6

93 ”opulationHgeneticHanalysesHofHtheH ®™HlociHofHtheHomptl ®™H’u‘H slectâ�¢HkitHforHvanHpopulationHinH
tujianH”rovinceTHqhinaVHInternationalgJournalgofgLegalgMedicineTH2013THYZeTHabcUd 3.1 6

92 qorrectingHwnconsistenciesHandHsrrorsHinHpacterialHuenomeH‘etadataHℓsingHanHoutomatedHqurationH
®oolHinHsxcelHPoutoqursQVHFrontiersgingBioengineeringgandgBiotechnologyTH2015THaTHYaf 5.8 6

91 oHgeneticHoverviewHofHZaYU ®™HmarkersHinHℓosHpopulationVHForensicgSciencegInternational:gGeneticsTH
2016THZaTHYcXUYcZ 4.3 6

90 ®heHgeneticHstructureHofHnativeHomericansHinH’orthHomericaHbasedHonHtheHulobalfiler´fiH ®™sVHLegalg
MedicineTH2016THZaTHbgUcb 1.9 6

89 qompoundHstutterHinHrZ YaafHandHrYZ agYVHForensicgSciencegInternational:gGeneticsTH2019THagTHcXUcd 4.3 6

88 oHqontinuousH tatisticalH”hasingHtrameworkHforHtheHonalysisHofHtorensicH‘itochondrialHr’oH
‘ixturesVHGenesTH2021THYZTH 4.2 6

87 wnternationalHWildlifeH®raffickinghHoHperspectiveHonHtheHchallengesHandHpotentialHforensicHgeneticsH
solutionsVHForensicgSciencegInternational:gGeneticsTH2021THcbTHYXZccY 4.3 6
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86 ”arsingHapartHtheHcontributorsHofHmitochondrialHr’oHmixturesHwithHmassivelyHparallelHsequencingH
dataVHForensicgSciencegInternational:gGeneticsgSupplementgSeriesTH2017THdTHebagUebbY 0.5 5

85 ”ostmortemHmedicolegalHgeneticHdiagnosticsHalsoHrequireHreportingHguidanceVHEuropeangJournalgofg
HumangGeneticsTH2016THZbTHaZgUaX 5.3 5

84 rutyHofH’otificationHandHoviationH afetyUoH tudyHofHtatalHoviationHoccidentsHinHtheHℓnitedH tatesHinH
ZXYcVHInternationalgJournalgofgEnvironmentalgResearchgandgPublicgHealthTH2018THYcTH 4.6 5

83 svaluationHofHaHnovelHmaterialTHriomicsHXU wabâ�¢THforHcollectionHofHr’oVHForensicgScienceg
International:gGeneticsTH2014THYZTHYgZUf 4.3 5

82 revelopmentalHvalidationHofHtheHsXZXSbHsystemVHForensicgSciencegInternational:gGeneticsTH2014THYYTHZXeUYa4.3 5

81 reepH equencingH”rovidesHqomprehensiveH‘ultiplexHqapabilitiesVHForensicgSciencegInternational:g
GeneticsgSupplementgSeriesTH2013THbTHeaabUeaac 0.5 5

80 ”opulationHgeneticsHofHZaHYU ®™HmarkersHinHyuwaitiHpopulationVHForensicgSciencegInternational:g
GeneticsTH2015THYdTHZXaUZXb 4.3 5

79 oHcaseHofHomelogeninHYUnullhHaHsimpleHprimerHbindingHsiteHmutationHorHunusualHgeneticHanomalymVH
LegalgMedicineTH2012THYbTHaZXUa 1.9 5

78
™esponseHtoHqommentHonHâ��zowHcopyHnumberHtypingHhasHyetHtoHachieveHâ��generalHacceptanceâ��â��H
PpudowleHetHalVTHZXXgVHtorensicH ciVHwntVHueneticshH upplementH eriesHZTHccYâ��ccZQHbyH®heresaH
qaragineTH‘echthildH”rinzVHForensicgSciencegInternational:gGeneticsTH2011THcTHcUe

4.3 5

77
™eplyHtoHqommentsHbyHpuckletonHandHuillHonHâ��zowHcopyHnumberHtypingHhasHyetHtoHachieveHâ��generalH
acceptanceâ��â��HbyHpudowleTHpVTHetHalVTHZXXgVHtorensicH ciVHwntVhHuenetVH upplVH eriesHZTHccYâ��ccZVHForensicg
SciencegInternational:gGeneticsTH2011THcTHYZUYb

4.3 5

76 ”edigreeHlikelihoodHratioHforHlineageHmarkersVHInternationalgJournalgofgLegalgMedicineTH2011THYZcTHcYgUZc 3.1 5

75 ueneticHanalysisHofHeHmedievalHskeletonsHfromHtheHoragoneseH”yreneesVHCroatiangMedicalgJournalTH
2011THcZTHaadUba 1.6 5

74 oreHlowHz™sHreliablemVHForensicgSciencegInternational:gGeneticsTH2020THbgTHYXZacX 4.3 5

73
oircraftUossistedH”ilotH uicidesHinHtheHueneralHoviationHwncreasedHforH“neUYearH”eriodHafterHYYH
 eptemberHZXXYHottackHinHtheHℓnitedH tatesVHInternationalgJournalgofgEnvironmentalgResearchgandg
PublicgHealthTH2018THYcTH

4.6 5

72
svaluationHofH”romegaH”ower eqâ�¢HoutoWYHsystemsHprototypeHonHanHadmixedHsampleHofH™ioHdeH
xaneiroTHprazilhH”opulationHdataTHsensitivityTHstutterHandHmixtureHstudiesVHForensicgScienceg
International:gGeneticsTH2021THcaTHYXZcYd

4.3 5

71 ®heHfactorHofHYXHinHforensicHr’oHmatchHprobabilitiesVHForensicgSciencegInternational:gGeneticsTH2017TH
ZfTHYefUYfe 4.3 4

70
™eiterationHofHtheH tatisticalHpasisHofHr’oH ourceHottributionHreterminationsHinHViewHofHtheH
ottorneyHueneralOsHrirectiveHonHJ™easonableH cientificHqertaintyJH tatementsVHJournalgofgForensicg
SciencesTH2017THdZTHYYYbUYYYc

1.8 4

69 pipolarHrisorderHinHoviationH‘edicineVHAerospacegMedicinegandgHumangPerformanceTH2017THffTHbZUbe 1.1 4

(2017-2017)
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68 ®heHlotUtoUlotHvariabilityHinHtheHmitochondrialHgenomeHofHcontrolsVHForensicgSciencegInternational:g
GeneticsTH2020THbeTHYXZZgf 4.3 4

67 ottentionUreficitWvyperactivityHrisorderHandHtatalHoccidentsHinHoviationH‘edicineVHAerospaceg
MedicinegandgHumangPerformanceTH2017THffTHfeYUfec 1.1 4

66 ueneralHoviationH”ilotsH“verHeXHYearsH“ldVHAerospacegMedicinegandgHumangPerformanceTH2017THffTHYbZUYbc1.1 4

65 ‘olecularHgeneticHinvestigativeHleadsHtoHdifferentiateHmonozygoticHtwinsVHInvestigativegGeneticsTH
2014THcTHYY 4

64 “nHdoctorsOHaccountabilityHandHflightHdeckHsafetyVHCroatiangMedicalgJournalTH2015THcdTHafcUd 1.6 4

63
qommentHonHJoHuniversalHstrategyHtoHinterpretHr’oHprofilesHthatHdoesHnotHrequireHaHdefinitionHofH
lowHcopyHnumberJHbyH”eterHuillHandHxohnHpuckletonTHZXYXTHtorensicH ciVHwntVHueneticsHbTHZZYUZZeVH
ForensicgSciencegInternational:gGeneticsTH2011THcTHYc

4.3 4

62 ®heHdemiseHofHtheHℓnitedHyingdomOsHforensicHscienceHserviceHPt  QhHlossHofHworldUleadingHengineHofH
innovationHandHdevelopmentHinHtheHforensicHsciencesVHInvestigativegGeneticsTH2011THZTHb 4

61 ”opulationHgeneticHstudyHofHaH”eruvianHpopulationHusingHhumanHidentificationH ®™sVHInternationalg
JournalgofgLegalgMedicineTH2020THYabTHZXeYUZXea 3.1 4

60  ®™aitH™azorH“nlinehHonHenhancedHuserHinterfaceHtoHfacilitateHinterpretationHofH‘” HdataVHForensicg
SciencegInternational:gGeneticsTH2021THcZTHYXZbda 4.3 4

59 ollelicHfrequenciesHwithHZaHautosomicH ®™ HinHtheHoymaraHpopulationHofH”eruVHInternationalgJournalg
ofgLegalgMedicineTH2021THYacTHeegUefY 3.1 4

58
”redictedHactivityHofHℓu®ZpeTHopqpYTH“”™‘YTHandHq“‘®HusingHfullUgeneHhaplotypesHandHtheirH
associationHwithHtheHqY”ZrdUinferredHmetabolizerHphenotypeVHForensicgSciencegInternational:g
GeneticsTH2018THaaTHbfUcf

4.3 4

57 uraphHolgorithmsHforH‘ixtureHwnterpretationVHGenesTH2021THYZTH 4.2 4

56
qomparisonHofHstandardHcapillaryHelectrophoresisHbasedHgenotypingHmethodHandHtoren eqHr’oH
 ignatureH”repHkitHPwlluminaQHonHaHsetHofHchallengingHsamplesVHForensicgSciencegInternational:gGeneticsg
SupplementgSeriesTH2017THdTHeYbXUeYbZ

0.5 3

55 svaluationHofHaHbgHwnrelH‘arkerHvwrHpanelHinHtwoHspecificHpopulationsHofH outhHomericaHandHoneH
populationHofH’orthernHofricaVHInternationalgJournalgofgLegalgMedicineTH2015THYZgTHZbcUg 3.1 3

54 onHalgorithmHforHrandomHmatchHprobabilityHcalculationHfromHpeptideHsequencesVHForensicgScienceg
International:gGeneticsTH2020THbeTHYXZZgc 4.3 3

53 zinkageTHrecombinationTHandHmutationHrateHanalysesHofHYgHXUchromosomalH ®™HlociHinHqhineseH
 outhernHvanHpedigreesVHInternationalgJournalgofgLegalgMedicineTH2019THYaaTHYdgYUYdgf 3.1 3

52 ‘odelingHoneHcompleteHversusHtriplicateHanalysesHinHlowHtemplateHr’oHtypingVHInternationalgJournalg
ofgLegalgMedicineTH2014THYZfTHZcgUde 3.1 3

51 vighHthroughputHwholeHmitochondrialHgenomeHsequencingHbyHtwoHplatformsHofHmassivelyHparallelH
sequencingVHBMCgGenomicsTH2014THYcTH”e 4.5 3
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50 ’omenclatureHupdateHandHalleleHrepeatHstructureHforHtheHmarkersHrY cYfHandHrY bbgVHForensicg
SciencegInternational:gGeneticsTH2014THYaTHea 4.3 3

49 ”opulationHdataHonHZcHautosomalH ®™sHforHcXXHunrelatedHyuwaitisVHForensicgSciencegInternational:g
GeneticsTH2014THYZTHYZdUe 4.3 3

48 ‘icrobialHtorensicHwnvestigationsHinHtheHqontextHofHpacterialH”opulationHueneticsH2011THcbcUccg 3

47 qommentsHonHJwnterpretingHYHchromosomeH ®™HhaplotypeHmixtureJVHLegalgMedicineTH2011THYaTHcZiH
authorHreplyHcZUa 1.9 3

46 vandbookHofHtorensicHueneticsVHSecuritygSciencegandgTechnologyTH2016TH 3

45 ueneticHassessmentHrevealsHnoHpopulationHsubstructureHandHdivergentHregionalHandHsexUspecificH
historiesHinHtheHqhachapoyasHfromHnortheastH”eruVHPLoSgONETH2020THYcTHeXZbbbge 3.7 3

44
snhancementHofH”athologistOsH™outineH”racticehH™euseHofHr’oHsxtractedHfromHwmmunostainedH
tormalinUfixedH”araffinUembeddedHPtt”sQH lidesHinHrownstreamH‘olecularHonalysisHofHqancerVH
CancergGenomicsgandgProteomicsTH2016THYaTHaggUbXd

3.3 3

43 oHstandaloneHhumanitarianHr’oHidentificationHdatabaseHsystemHtoHincreaseHidentificationHofHhumanH
remainsHofHforeignHnationalsVHInternationalgJournalgofgLegalgMedicineTH2020THYabTHZXagUZXbb 3.1 3

42  upervisedHqlassificationHofHqY”ZrdHuenotypeHandH‘etabolizerH”henotypeHWithH”ostmortemH
®ramadolUsxposedHtinnsVHAmericangJournalgofgForensicgMedicinegandgPathologyTH2019THbXTHfUYf 1 3

41 oHpathwayUdrivenHpredictiveHmodelHofHtramadolHpharmacogeneticsVHEuropeangJournalgofgHumang
GeneticsTH2019THZeTHYYbaUYYcd 5.3 2

40 qopycatsHinH”ilotHoircraftUossistedH uicidesHafterHtheHuermanwingsHwncidentVHInternationalgJournalgofg
EnvironmentalgResearchgandgPublicgHealthTH2018THYcTH 4.6 2

39 ™esponseHtohHℓseHofHpriorHoddsHforHmissingHpersonsHidentificationsHUHauthorsOHreplyVHInvestigativeg
GeneticsTH2012THaTHa 2

38 ‘icrobialHtorensicshHsducatingHtheHWorkforceHandHtheHqommunityH2011THddeUdfX 2

37 ValidationHofHmassHspectrometryHanalysisHofHmitochondrialHr’oVHForensicgSciencegInternational:g
GeneticsgSupplementgSeriesTH2009THZTHcZeUcZf 0.5 2

36  electHmethodsHforHmicrobialHforensicHnucleicHacidHanalysisHofHtraceHandHuncultivableHspecimensH
2020THYgcUZXc 2

35 ™educingHnoiseHandHstutterHinHshortHtandemHrepeatHlociHwithHuniqueHmolecularHidentifiersVHForensicg
SciencegInternational:gGeneticsTH2021THcYTHYXZbcg 4.3 2

34 outosomalH ®™HandH ’”HcharacterizationHofHpopulationsHfromHtheH’ortheasternH”eruvianHondesH
withHtheHtoren eqâ�¢Hr’oH ignatureH”repHyitVHForensicgSciencegInternational:gGeneticsTH2021THcZTHYXZbfe 4.3 2

33 olleleHfrequenciesHforHYcHautosomalH ®™HlociHandHhaplotypeHdataHforHYeHYU ®™HlociHinHaHpopulationH
fromHpelizeVHInternationalgJournalgofgLegalgMedicineTH2015THYZgTHYZYeUf 3.1 1

(2015-2014)
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32 wnsertionHwithinHtheHflankingHregionHofHtheHrYX YZaeHlocusVHForensicgSciencegInternational:gGeneticsTH
2018THacTHebUed 4.3 1

31 refinitionHandH”urposeVHSecuritygSciencegandgTechnologyTH2016THYUYZ 1

30 ‘olecularHoutopsyVHSecuritygSciencegandgTechnologyTH2016THaeeUbYa 1

29 sditorsOHpickhHreUOcolonOUizationHofHhealthyHmicrobiotaHafterHrecurrentHqVHdifficileHinfectionVH
InvestigativegGeneticsTH2013THbTHZf 1

28 ‘icrobialHtorensicsTHWhatH’extmH2011THdgaUdgd 1

27 ™esponseHtohHr’oHidentificationHbyHpedigreeHlikelihoodHratioHaccommodatingHpopulationH
substructureHandHmutationsUHauthorsOHreplyVHInvestigativegGeneticsTH2011THZTHf 1

26 skaterhHanH™HpackageHforH ’”UbasedHkinshipHanalysisTHtestingTHandHevaluationVVHF1zzzResearchTH2022TH
YYTHYf 3.6 1

25 torensicHhumanHidentificationHusingHskinHmicrobiomeHgeneticHsignaturesH2020THYccUYdg 1

24 ”opulationHdataHofHZeHYUchromosomeH ®™ HinHoymaraHpopulationHfromH”eruVHAustraliangJournalgofg
ForensicgSciencesTYUYc 1.1 1

23 ueneticHstudyHwithHautosomalH ®™HmarkersHinHpeopleHofHtheH”eruvianHjungleHforHhumanH
identificationHpurposesVHJournalgofgthegCanadiangSocietygofgForensicgScienceTH2021THcbTHYYeUYaf 0.5 1

22 snhancedHmixtureHinterpretationHwithHmacrohaplotypesHbasedHonHlongUreadHr’oHsequencingVH
InternationalgJournalgofgLegalgMedicineTH2021THYacTHZYfgUZYgf 3.1 1

21
”opulationHwnformativeH‘arkersH electedHℓsingHWrightOsHtixationHwndexHandH‘achineHzearningH
wmprovesHvumanHwdentificationHℓsingHtheH kinH‘icrobiomeVHAppliedgandgEnvironmentalgMicrobiologyTH
2021THfeTHeXYZXfZY

4.8 1

20 ™everseHcomplementU”q™THanHinnovativeHandHeffectiveHmethodHforHmultiplexingHforensicallyH
relevantHsingleHnucleotideHpolymorphism´ markerHsystemsVHBioTechniquesTH2021THeYTHbfbUbfg 2.5 1

19 ‘‘rw®hHoHtoolHforHtheHdeconvolutionHandHinterpretationHofHmitochondrialHr’oHmixturesVHForensicg
SciencegInternational:gGeneticsTH2021THccTHYXZcdf 4.3 1

18 ®heH’extH tateUofUtheUortHtorensicHueneticsH®echnologyhH‘assivelyH”arallelH equencingVHSecurityg
SciencegandgTechnologyTH2016THZbgUZgY 0

17 ”opulationHueneticHqonsiderationsHinH tatisticalHwnterpretationHofH‘icrobialHtorensicHrataHinH
qomparisonHwithHvumanHr’oHtorensicH tandardH2011THcdYUcfX 0

16 ValidationHofHtheHoppliedHpiosystemsH™apidvw®HwrHinstrumentHandHoqsHulobaltilerHsxpressHsampleH
cartridgeVHInternationalgJournalgofgLegalgMedicineTH2021THY 3.1 0

15 svaluationHofHYd Hr™’oHvypervariableH™egionsHforHpioweaponH peciesHretectionHbyH‘assivelyH
”arallelH equencingVHInternationalgJournalgofgMicrobiologyTH2020THZXZXTHffdccZX 3.6 0
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14 zinkageHandHlinkageHdisequilibriumHamongHtheHmarkersHinHtheHforensicH‘” HpanelsVHJournalgofg
ForensicgSciencesTH2021THddTHYdaeUYdbd 1.8 0

13 oHnovelHapproachHtoHimagingHandHvisualizationHofHminuteHamountsHofHr’oHinHsmallHvolumeHsamplesVH
AnalystugTheTH2021THYbdTHdcZXUdcZe 5 0

12 reterminingHwnformativeH‘icrobialH ingleH’ucleotideH”olymorphismsHforHvumanHwdentificationVVH
AppliedgandgEnvironmentalgMicrobiologyTH2022THeXXXcZZZ 4.8 0

11 ™ehH™imanHetHalVHsxaminingHperformanceHandHlikelihoodHratiosHforHtwoHlikelihoodHratioHsystemsHusingH
theH”™“VsrwtHdatasetVVHForensicgSciencegInternational:gGeneticsTH2022THYXZeXg 4.3 0

10 ueneticHstudyHwithHZYHautosomalH ®™sHinHfiveH”eruvianHmacroHregionsHforHhumanHidentificationH
purposesVVHLegalgMedicineTH2022THceTHYXZXea 1.9 0

9 ®echniquesHforHestimatingHgeneticallyHvariableHpeptidesHandHsemiUcontinuousHlikelihoodsHfromH
massivelyHparallelHsequencingHdataVVHForensicgSciencegInternational:gGeneticsTH2022THcgTHYXZeYg 4.3 0
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