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i Paper IF Citations

180 vunctionalIqrchitectureIofIteleteriousIweneticIVariantsIinItheIwenomeIofIaIWrangelIyslandI
MammothXIGenomegBiologygandgEvolutionVI2020VIabVIdhWeh 3.9 4

179 wenomicIVariantsIqmongIThreatenedIsoralsXIG3:gGenestgGenomestgGeneticsVI2019VIiVIafccWafdf 3.2 17

178 SexIdeterminationIbyISRYIPsRIandIsequencingIofITasmanianIdevilIfacialItumourIcellIlinesIrevealsI
nonWallograftItransmissionXIBiochemicalgandgBiophysicalgResearchgCommunicationsVI2016VIdgdVIbiWcd 3.4 1

177 ulephantidIwenomesIRevealItheIMolecularIrasesIofIWoollyIMammothIqdaptationsItoItheIqrcticXI
CellgReportsVI2015VIabVIbagWbh 10.6 79

176 wenomeWwideIanalysisIofIsignaturesIofIselectionIinIpopulationsIofIqfricanIhoneyIbeesIRqpisI
melliferaSIusingInewIwebWbasedItoolsXIBMCgGenomicsVI2015VIafVIeah 4.5 29

175 UpdatesIofItheIxbVarIdatabaseIofIhumanIhemoglobinIvariantsIandIthalassemiaImutationsXINucleicg
AcidsgResearchVI2014VIdbVItaZfcWi 20.1 289

174 βhoisanIhunterWgatherersIhaveIbeenItheIlargestIpopulationIthroughoutImostIofImodernWhumanI
demographicIhistoryXINaturegCommunicationsVI2014VIeVIefib 17.4 49

173 PolarIbearsIexhibitIgenomeWwideIsignaturesIofIbioenergeticIadaptationItoIlifeIinItheIarcticI
environmentXIGenomegBiologygandgEvolutionVI2014VIfVIdccWeZ 3.9 44

172 walaxyItoolsItoIstudyIgenomeIdiversityXIGigaScienceVI2013VIbVIag 7.6 18

171
qyeWayeIpopulationIgenomicIanalysesIhighlightIanIimportantIcenterIofIendemismIinInorthernI
MadagascarXIProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaVI2013VI
aaZVIehbcWh

11.5 31

170 somparisonIofIsequencingIplatformsIforIsingleInucleotideIvariantIcallsIinIaIhumanIsampleXIPLoSg
ONEVI2013VIhVIeeeZhi 3.7 59

169
PolarIandIbrownIbearIgenomesIrevealIancientIadmixtureIandIdemographicIfootprintsIofIpastI
climateIchangeXIProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaVI
2012VIaZiVIubchbWiZ

11.5 243

168 SequencingIandIanalysisIofIaISouthIqsianWyndianIpersonalIgenomeXIBMCgGenomicsVI2012VIacVIddZ 4.5 23

167 SomeIphenotypeIassociationItoolsIinIwalaxyjIlookingIforIdiseaseISNPsIinIaIfullIgenomeXICurrentg
ProtocolsgingBioinformaticsVI2012VIshapterIaeVIUnitaeXb 24.2

166 RevealingImammalianIevolutionaryIrelationshipsIbyIcomparativeIanalysisIofIgeneIclustersXIGenomeg
BiologygandgEvolutionVI2012VIdVIehfWfZa 3.9 8

165 qIgenomeIsequenceIresourceIforItheIayeWayeIRtaubentoniaImadagascariensisSVIaInocturnalIlemurI
fromIMadagascarXIGenomegBiologygandgEvolutionVI2012VIdVIabfWce 3.9 48

164 SystematicIdocumentationIandIanalysisIofIhumanIgeneticIvariationIinIhemoglobinopathiesIusingI
theImicroattributionIapproachXINaturegGeneticsVI2011VIdcVIbieWcZa 36.3 125
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163 somparativeIandIdemographicIanalysisIofIorangWutanIgenomesXINatureVI2011VIdfiVIebiWcc 50.4 431

162 uvaluationIofImethodsIforIdetectingIconversionIeventsIinIgeneIclustersXIBMCgBioinformaticsVI2011VI
abISupplIaVISde 3.6 7

161 sonversionIeventsIinIgeneIclustersXIBMCgEvolutionarygBiologyVI2011VIaaVIbbf 3 10

160 wenomeWwideIidentificationIofIconservedIregulatoryIfunctionIinIdivergedIsequencesXIGenomeg
ResearchVI2011VIbaVIaaciWdi 9.7 54

159
weneticIdiversityIandIpopulationIstructureIofItheIendangeredImarsupialISarcophilusIharrisiiI
RTasmanianIdevilSXIProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaVI
2011VIaZhVIabcdhWec

11.5 164

158 tynamicsIofItheIepigeneticIlandscapeIduringIerythroidIdifferentiationIafterIwqTqaIrestorationXI
GenomegResearchVI2011VIbaVIafeiWga 9.7 100

157 sompleteIβhoisanIandIrantuIgenomesIfromIsouthernIqfricaXINatureVI2010VIdfcVIidcWg 50.4 342

156 sqwujIsombinatorialIqnalysisIofIweneWclusterIuvolutionXIJournalgofgComputationalgBiologyVI2010VIagVIabbgWdb1.7 9

155 MultiPipMakerjIaIcomparativeIalignmentIserverIforImultipleItNqIsequencesXICurrentgProtocolsging
BioinformaticsVI2010VIshapterIaZVIUnitaZXd 24.2 6

154 sompleteImitochondrialIgenomeIofIaIPleistoceneIjawboneIunveilsItheIoriginIofIpolarIbearXI
ProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaVI2010VIaZgVIeZecWg 11.5 114

153 qnIeffectiveImethodIforIdetectingIgeneIconversionIeventsIinIwholeIgenomesXIJournalgofg
ComputationalgBiologyVI2010VIagVIabhaWig 1.7 11

152 OptimizationImethodsIforIselectingIfounderIindividualsIforIcaptiveIbreedingIorIreintroductionIofI
endangeredIspeciesXIPacificgSymposiumgongBiocomputinggPacificgSymposiumgongBiocomputingVI2010VIdcWec1.3 11

151 sallingISNPsIwithoutIaIreferenceIsequenceXIBMCgBioinformaticsVI2010VIaaVIacZ 3.6 35

150 uvolutionaryIhistoryIreconstructionIforIMammalianIcomplexIgeneIclustersXIJournalgofg
ComputationalgBiologyVI2009VIafVIaZeaWgZ 1.7 5

149 urythroidIwqTqaIfunctionIrevealedIbyIgenomeWwideIanalysisIofItranscriptionIfactorIoccupancyVI
histoneImodificationsVIandImRNqIexpressionXIGenomegResearchVI2009VIaiVIbagbWhd 9.7 163

148 sleaveLandjIaIpipelineIforIusingIdegradomeIdataItoIfindIcleavedIsmallIRNqItargetsXIBioinformaticsVI
2009VIbeVIacZWa 7.2 429

147 qnalysisIofIcompleteImitochondrialIgenomesIfromIextinctIandIextantIrhinocerosesIrevealsIlackIofI
phylogeneticIresolutionXIBMCgEvolutionarygBiologyVI2009VIiVIie 3 77

146 qligningITwoIwenomicISequencesIThatIsontainItuplicationsXILecturegNotesgingComputergScienceVI
2009VIihWaaZ 0.9 1

(2009-2011)
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145 TheImitochondrialIgenomeIsequenceIofItheITasmanianItigerIRThylacinusIcynocephalusSXIGenomeg
ResearchVI2009VIaiVIbacWbZ 9.7 83

144 SimultaneousIhistoryIreconstructionIforIcomplexIgeneIclustersIinImultipleIspeciesXIPacificg
SymposiumgongBiocomputinggPacificgSymposiumgongBiocomputingVI2009VIafbWgc 1.3 4

143 ynferringItheIRecentItuplicationIxistoryIofIaIweneIslusterXILecturegNotesgingComputergScienceVI2009VIaaaWabe0.9 1

142 WholeWwenomeIqnalysisIofIweneIsonversionIuventsXILecturegNotesgingComputergScienceVI2009VIahaWaib 0.9 2

141 wenomeIanalysisIofItheIplatypusIrevealsIuniqueIsignaturesIofIevolutionXINatureVI2008VIdecVIageWhc 50.4 545

140 SequencingItheInuclearIgenomeIofItheIextinctIwoollyImammothXINatureVI2008VIdefVIchgWiZ 50.4 242

139 xumanWmacaqueIcomparisonsIilluminateIvariationIinIneutralIsubstitutionIratesXIGenomegBiologyVI
2008VIiVIRgf 18.3 44

138 somputationalIreconstructionIofIancestralItNqIsequencesXIMethodsgingMoleculargBiologyVI2008VI
dbbVIagaWhd 1.4 21

137 qpproximatingItheISpanningIStarIvorestIProblemIandIytsIqpplicationItoIwenomicISequenceI
qlignmentXISIAMgJournalgongComputingVI2008VIchVIidfWifb 1.1 25

136
yntraspecificIphylogeneticIanalysisIofISiberianIwoollyImammothsIusingIcompleteImitochondrialI
genomesXIProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaVI2008VI
aZeVIhcbgWcb

11.5 130

135 TheIinfiniteIsitesImodelIofIgenomeIevolutionXIProceedingsgofgthegNationalgAcademygofgSciencesgofg
thegUnitedgStatesgofgAmericaVI2008VIaZeVIadbedWfa 11.5 65

134 sommentIonILWholeWgenomeIshotgunIsequencingIofImitochondriaIfromIancientIhairIshaftsLXI
ScienceVI2008VIcbbVIhegkIauthorIreplyIheg 33.3 5

133 TranscriptionalIenhancementIbyIwqTqaWoccupiedItNqIsegmentsIisIstronglyIassociatedIwithI
evolutionaryIconstraintIonItheIbindingIsiteImotifXIGenomegResearchVI2008VIahVIahifWiZe 9.7 28

132 tUPsqRjIreconstructingIcontiguousIancestralIregionsIwithIduplicationsXIJournalgofgComputationalg
BiologyVI2008VIaeVIaZZgWbg 1.7 48

131 SyMULTqNuOUSIxySTORYIRusONSTRUsTyONIvORIsOMPLuXIwuNuIsLUSTuRSIyNIMULTyPLuI
SPusyuSI2008VI 1

130 PhylogenomicIresourcesIatItheIUsSsIwenomeIrrowserXIMethodsgingMoleculargBiologyVI2008VIdbbVIaccWdd 1.4 7

129 ReconstructingItheIuvolutionaryIxistoryIofIsomplexIxumanIweneIslustersI2008VIbiWdi 8

128 uvolutionaryIandIbiomedicalIinsightsIfromItheIrhesusImacaqueIgenomeXIScienceVI2007VIcafVIbbbWcd 33.3 1072
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127 qnalysesIofIdeepImammalianIsequenceIalignmentsIandIconstraintIpredictionsIforIaOIofItheIhumanI
genomeXIGenomegResearchVI2007VIagVIgfZWgd 9.7 163

126 vindingIcisWregulatoryIelementsIusingIcomparativeIgenomicsjIsomeIlessonsIfromIuNsOtuIdataXI
GenomegResearchVI2007VIagVIggeWhf 9.7 61

125 PhensodejIconnectingIuNsOtuIdataIwithImutationsIandIphenotypeXIHumangMutationVI2007VIbhVIeedWfb 4.7 72

124 xbVarIdatabaseIofIhumanIhemoglobinIvariantsIandIthalassemiaImutationsjIbZZgIupdateXIHumang
MutationVI2007VIbhVIbZf 4.7 150

123 ydentificationIandIanalysisIofIfunctionalIelementsIinIaOIofItheIhumanIgenomeIbyItheIuNsOtuIpilotI
projectXINatureVI2007VIddgVIgiiWhaf 50.4 4121

122 bhWwayIvertebrateIalignmentIandIconservationItrackIinItheIUsSsIwenomeIrrowserXIGenomeg
ResearchVI2007VIagVIagigWhZh 9.7 204

121 MobileItNqIinIOldIWorldImonkeysjIaIglimpseIthroughItheIrhesusImacaqueIgenomeXIScienceVI2007VI
cafVIbchWdZ 33.3 93

120 qIframeworkIforIcollaborativeIanalysisIofIuNsOtuIdatajImakingIlargeWscaleIanalysesI
biologistWfriendlyXIGenomegResearchVI2007VIagVIifZWd 9.7 105

119 UsingIgenomicIdataItoIunravelItheIrootIofItheIplacentalImammalIphylogenyXIGenomegResearchVI
2007VIagVIdacWba 9.7 350

118 MolecularIandIgenomicIdataIidentifyItheIclosestIlivingIrelativeIofIprimatesXIScienceVI2007VIcahVIgibWd 33.3 233

117 vastWevolvingInoncodingIsequencesIinItheIhumanIgenomeXIGenomegBiologyVI2007VIhVIRaah 18.3 116

116 WholeWgenomeIshotgunIsequencingIofImitochondriaIfromIancientIhairIshaftsXIScienceVI2007VIcagVIaibgWcZ33.3 191

115 RecharacterizationIofIancientItNqImiscodingIlesionsjIinsightsIinItheIeraIofI
sequencingWbyWsynthesisXINucleicgAcidsgResearchVI2007VIceVIaWaZ 20.1 136

114 qIxeuristicIqlgorithmIforIReconstructingIqncestralIweneIOrdersIwithItuplicationsXILecturegNotesging
ComputergScienceVI2007VIabbWace 0.9 1

113 somparativeIgenomicIanalysisIusingItheIUsSsIgenomeIbrowserXIMethodsgingMoleculargBiologyVI2007
VIcieVIagWcd 1.4 18

112 uxperimentalIvalidationIofIpredictedImammalianIerythroidIcisWregulatoryImodulesXIGenomeg
ResearchVI2006VIafVIadhZWib 9.7 49

111 uSPuRRjIlearningIstrongIandIweakIsignalsIinIgenomicIsequenceIalignmentsItoIidentifyIfunctionalI
elementsXIGenomegResearchVI2006VIafVIaeifWfZd 9.7 97

110 ydentificationIandIclassificationIofIconservedIRNqIsecondaryIstructuresIinItheIhumanIgenomeXIPLoSg
ComputationalgBiologyVI2006VIbVIecc 5 394

(2006-2007)
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109 ReconstructingIcontiguousIregionsIofIanIancestralIgenomeXIGenomegResearchVI2006VIafVIaeegWfe 9.7 216

108 MetagenomicsItoIpaleogenomicsjIlargeWscaleIsequencingIofImammothItNqXIScienceVI2006VIcaaVIcibWd 33.3 435

107 sontrollingISizeIWhenIqligningIMultipleIwenomicISequencesIwithItuplicationsXILecturegNotesging
ComputergScienceVI2006VIachWadi 0.9 3

106 uvolutionarilyIconservedIelementsIinIvertebrateVIinsectVIwormVIandIyeastIgenomesXIGenomeg
ResearchVI2005VIaeVIaZcdWeZ 9.7 2643

105 ymprovementsItoIwqLqIandIdbuRwuIyyjIdatabasesIfeaturingIgenomicIsequenceIalignmentVI
annotationIandIexperimentalIresultsXINucleicgAcidsgResearchVI2005VIccVItdffWgZ 20.1 6

104 MultiPipMakerjIcomparativeIalignmentIserverIforImultipleItNqIsequencesXICurrentgProtocolsging
BioinformaticsVI2005VIshapterIaZVIUnitaZXd 24.2 7

103 wenerationIandIannotationIofItheItNqIsequencesIofIhumanIchromosomesIbIandIdXINatureVI2005VI
dcdVIgbdWca 50.4 61

102 uvaluationIofIregulatoryIpotentialIandIconservationIscoresIforIdetectingIcisWregulatoryImodulesIinI
alignedImammalianIgenomeIsequencesXIGenomegResearchVI2005VIaeVIaZeaWfZ 9.7 164

101 MulanjImultipleWsequenceIlocalIalignmentIandIvisualizationIforIstudyingIfunctionIandIevolutionXI
GenomegResearchVI2005VIaeVIahdWid 9.7 199

100
qnIinitialIstrategyIforItheIsystematicIidentificationIofIfunctionalIelementsIinItheIhumanIgenomeIbyI
lowWredundancyIcomparativeIsequencingXIProceedingsgofgthegNationalgAcademygofgSciencesgofgtheg
UnitedgStatesgofgAmericaVI2005VIaZbVIdgieWhZZ

11.5 98

99 uvolutionIandIfunctionalIclassificationIofIvertebrateIgeneIdesertsXIGenomegResearchVI2005VIaeVIacgWde 9.7 179

98 walaxyjIaIplatformIforIinteractiveIlargeWscaleIgenomeIanalysisXIGenomegResearchVI2005VIaeVIadeaWe 9.7 1509

97 RegulatoryIpotentialIscoresIfromIgenomeWwideIthreeWwayIalignmentsIofIhumanVImouseVIandIratXI
GenomegResearchVI2004VIadVIgZZWg 9.7 84

96 ymprovementsIinItheIxbVarIdatabaseIofIhumanIhemoglobinIvariantsIandIthalassemiaImutationsIforI
populationIandIsequenceIvariationIstudiesXINucleicgAcidsgResearchVI2004VIcbVItecgWda 20.1 250

95 PatternsIofIinsertionsIandItheirIcovariationIwithIsubstitutionsIinItheIratVImouseVIandIhumanI
genomesXIGenomegResearchVI2004VIadVIeagWbg 9.7 60

94 ReconstructingIlargeIregionsIofIanIancestralImammalianIgenomeIinIsilicoXIGenomegResearchVI2004VI
adVIbdabWbc 9.7 98

93 zPicturejIdynamicIalignmentIandIvisualizationItoolIforIanalyzingIconservationIprofilesXIGenomeg
ResearchVI2004VIadVIdgbWg 9.7 119

92 somparativeIanalysisIofItheIalphaWlikeIglobinIclustersIinImouseVIratVIandIhumanIchromosomesI
indicatesIaImechanismIunderlyingIbreaksIinIconservedIsyntenyXIGenomegResearchVI2004VIadVIfbcWcZ 9.7 26
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91 qligningImultipleIgenomicIsequencesIwithItheIthreadedIblocksetIalignerXIGenomegResearchVI2004VI
adVIgZhWae 9.7 1006

90 wenomeIsequenceIofItheIrrownINorwayIratIyieldsIinsightsIintoImammalianIevolutionXINatureVI2004
VIdbhVIdicWeba 50.4 1689

89 somparativeIgenomicsXIAnnualgReviewgofgGenomicsgandgHumangGeneticsVI2004VIeVIaeWef 9.7 136

88 xumanWmouseIalignmentsIwithIrLqSTZXIGenomegResearchVI2003VIacVIaZcWg 9.7 920

87 qIcombinatorialInetworkIofIevolutionarilyIconservedImyelinIbasicIproteinIregulatoryIsequencesI
confersIdistinctIglialWspecificIphenotypesXIJournalgofgNeuroscienceVI2003VIbcVIaZbadWbc 6.6 69

86 TranscriptionWassociatedImutationalIasymmetryIinImammalianIevolutionXINaturegGeneticsVI2003VIccVIeadWg36.3 238

85 MultispeciesIcomparativeIanalysisIofIaImammalianWspecificIgenomicIdomainIencodingIsecretoryI
proteinsXIGenomicsVI2003VIhbVIdagWcb 4.3 66

84 sovariationIinIfrequenciesIofIsubstitutionVIdeletionVItranspositionVIandIrecombinationIduringI
eutherianIevolutionXIGenomegResearchVI2003VIacVIacWbf 9.7 234

83 PipMakerjIaIWorldIWideIWebIserverIforIgenomicIsequenceIalignmentsXICurrentgProtocolsging
BioinformaticsVI2003VIshapterIaZVIUnitIaZXb 24.2 15

82 unteriXIbZZcjIVisualizationItoolsIforIgenomeIalignmentsIofIunterobacteriaceaeXINucleicgAcidsg
ResearchVI2003VIcaVIcebgWcb 20.1 22

81 MultiPipMakerIandIsupportingItoolsjIqlignmentsIandIanalysisIofImultipleIgenomicItNqIsequencesXI
NucleicgAcidsgResearchVI2003VIcaVIceahWbd 20.1 174

80 wqLqVIaIdatabaseIforIgenomicIsequenceIalignmentsIandIannotationsXIGenomegResearchVI2003VIacVIgcbWda9.7 39

79 tistinguishingIregulatoryItNqIfromIneutralIsitesXIGenomegResearchVI2003VIacVIfdWgb 9.7 103

78 uvolutionQsIcauldronjIduplicationVIdeletionVIandIrearrangementIinItheImouseIandIhumanIgenomesXI
ProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericaVI2003VIaZZVIaadhdWi 11.5 624

77 SignificanceIofIinterspeciesImatchesIwhenIevolutionaryIrateIvariesXIJournalgofgComputationalg
BiologyVI2003VIaZVIecgWed 1.7 10

76 xbVarjIqIrelationalIdatabaseIofIhumanIhemoglobinIvariantsIandIthalassemiaImutationsIatItheI
globinIgeneIserverXIHumangMutationVI2002VIaiVIbbeWcc 4.7 354

75 ynitialIsequencingIandIcomparativeIanalysisIofItheImouseIgenomeXINatureVI2002VIdbZVIebZWfb 50.4 5376

74 UseIofIsubtractiveIhybridizationIforIcomprehensiveIsurveysIofIprokaryoticIgenomeIdifferencesXI
FEMSgMicrobiologygLettersVI2002VIbaaVIageWhb 2.9 46

(2002-2004)

7



73 TheIshlamydomonasIreinhardtiiIplastidIchromosomejIislandsIofIgenesIinIaIseaIofIrepeatsXIPlantgCell
VI2002VIadVIbfeiWgi 11.6 332

72 SignificanceIOfIinterWspeciesImatchesIwhenIevolutionaryIrateIvariesI2002VI 4

71
wenerationIandIcomparativeIanalysisIofIapproximatelyIcXcIMbIofImouseIgenomicIsequenceI
orthologousItoItheIregionIofIhumanIchromosomeIgqaaXbcIimplicatedIinIWilliamsIsyndromeXI
GenomegResearchVI2002VIabVIcWae

9.7 54

70 wenomicIstructureIandIfunctionalIcontrolIofItheItlxcWgIbigeneIclusterXIProceedingsgofgthegNationalg
AcademygofgSciencesgofgthegUnitedgStatesgofgAmericaVI2002VIiiVIghZWe 11.5 62

69 sandidateIgenesIrequiredIforIembryonicIdevelopmentjIaIcomparativeIanalysisIofIdistalImouseI
chromosomeIadIandIhumanIchromosomeIacqbbXIGenomicsVI2002VIgiVIaedWfa 4.3 17

68 PipToolsjIaIcomputationalItoolkitItoIannotateIandIanalyzeIpairwiseIcomparisonsIofIgenomicI
sequencesXIGenomicsVI2002VIhZVIfhaWiZ 4.3 28

67 vunctionalIandIbindingIstudiesIofIxScXbIofItheIbetaWglobinIlocusIcontrolIregionXIGeneVI2002VIbhcVIaheWig3.8 9

66 sompleteIgenomeIsequenceIofISalmonellaIentericaIserovarITyphimuriumILTbXINatureVI2001VIdacVIhebWf 50.4 1500

65 qInegativeIcisWelementIregulatesItheIlevelIofIenhancementIbyIhypersensitiveIsiteIbIofItheI
betaWglobinIlocusIcontrolIregionXIJournalgofgBiologicalgChemistryVI2001VIbgfVIfbhiWih 5.4 16

64 tatabasesIofIhumanIhemoglobinIvariantsIandIotherIresourcesIatItheIglobinIgeneIserverXI
HemoglobinVI2001VIbeVIahcWic 0.6 31

63 SequencesIflankingIhypersensitiveIsitesIofItheIbetaWglobinIlocusIcontrolIregionIareIrequiredIforI
synergisticIenhancementXIMoleculargandgCellulargBiologyVI2001VIbaVIbifiWhZ 4.8 47

62 somparativeIanalysisIofItheIgeneWdenseIqsxuYTvRbIregionIonIhumanIchromosomeIgqbbIwithItheI
orthologousIregionIonImouseIchromosomeIeXINucleicgAcidsgResearchVI2001VIbiVIacebWfe 20.1 36

61 TheIhumanIandImouseIMxsIclassIyyyIregionjIaIparadeIofIbaIgenesIatItheIcentromericIsegmentXI
TrendsgingImmunologyVI2000VIbaVIcbZWh 39

60 WinnowingIsequencesIfromIaIdatabaseIsearchXIJournalgofgComputationalgBiologyVI2000VIgVIbicWcZb 1.7 4

59 wenomicIsequenceIanalysisIofItheImouseINaipIgeneIarrayXIGenomegResearchVI2000VIaZVIaZieWaZb 9.7 56

58 PipMakerWWaIwebIserverIforIaligningItwoIgenomicItNqIsequencesXIGenomegResearchVI2000VIaZVIeggWhf 9.7 906

57 WebWbasedIvisualizationItoolsIforIbacterialIgenomeIalignmentsXINucleicgAcidsgResearchVI2000VIbhVIcdhfWif20.1 26

56 qIgreedyIalgorithmIforIaligningItNqIsequencesXIJournalgofgComputationalgBiologyVI2000VIgVIbZcWad 1.7 3220
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55 WinnowingIsequencesIfromIaIdatabaseIsearchI1999VI 2

54 TheIgeneImutatedIinIbareIpatchesIandIstriatedImiceIencodesIaInovelIcbetaWhydroxysteroidI
dehydrogenaseXINaturegGeneticsVI1999VIbbVIahbWg 36.3 135

53 TheImouseIcornichonIgeneIfamilyXIDevelopmentgGenesgandgEvolutionVI1999VIbZiVIabZWe 1.8 13

52 somparativeIsequenceIanalysisIofItheImouseIandIhumanILgnaYSMqIintervalXIGenomicsVI1999VIfZVIacgWea4.3 37

51 sharacterizationIofItheIhumanIandImouseIunconventionalImyosinIXVIgenesIresponsibleIforI
hereditaryIdeafnessItvNrcIandIshakerIbXIGenomicsVI1999VIfaVIbdcWeh 4.3 141

50 somparativeISequenceIofIxumanIandIMouseIrqsIslonesIfromItheImndbIRegionIofIshromosomeI
bpacXIGenomegResearchVI1999VIiVIecWfa 9.7 44

49 MyIadventureIusingIcomputerIscienceIonItheIwenomeIprojectXIACMgSIGBIOgNewsletterVI1999VIaiVIaeWaf

48 ulectronicIaccessItoIsequenceIalignmentsVIexperimentalIresultsVIandIhumanImutationsIasIanIaidItoI
studyingIglobinIgeneIregulationXIGenomicsVI1998VIdgVIdbiWcg 4.3 35

47 qIdatabaseIofIexperimentalIresultsIonIglobinIgeneIexpressionXIGenomicsVI1998VIecVIcbeWcg 4.3 12

46 qlignmentsIwithoutIlowWscoringIregionsXIJournalgofgComputationalgBiologyVI1998VIeVIaigWbaZ 1.7 39

45 MultipleIregulatoryIelementsIinItheIeQWflankingIsequenceIofItheIhumanIepsilonWglobinIgeneXIJournalg
ofgBiologicalgChemistryVI1998VIbgcVIaZbZbWi 5.4 19

44 qIcomputerIprogramIforIaligningIaIctNqIsequenceIwithIaIgenomicItNqIsequenceXIGenomeg
ResearchVI1998VIhVIifgWgd 9.7 622

43 qnalysisIofItheIqualityIandIutilityIofIrandomIshotgunIsequencingIatIlowIredundanciesXIGenomeg
ResearchVI1998VIhVIaZgdWhd 9.7 53

42 qItoolIforIaligningIveryIsimilarItNqIsequencesXIBioinformaticsVI1997VIacVIgeWhZ 7.2 8

41 sonservedIuIboxesIfunctionIasIpartIofItheIenhancerIinIhypersensitiveIsiteIbIofItheIbetaWglobinIlocusI
controlIregionXIRoleIofIbasicIhelixWloopWhelixIproteinsXIJournalgofgBiologicalgChemistryVI1997VIbgbVIcfiWgh 5.4 70

40 LongIhumanWmouseIsequenceIalignmentsIrevealInovelIregulatoryIelementsjIaIreasonItoIsequenceI
theImouseIgenomeXIGenomegResearchVI1997VIgVIieiWff 9.7 268

39 LargeWscaleIcomparativeIsequenceIanalysisIofItheIhumanIandImurineIrrutonQsItyrosineIkinaseIlociI
revealsIconservedIregulatoryIdomainsXIGenomegResearchVI1997VIgVIcaeWbi 9.7 126

38
TheIcompleteIsequencesIofItheIgalagoIandIrabbitIbetaWglobinIlocusIcontrolIregionsjIextendedI
sequenceIandIfunctionalIconservationIoutsideItheIcoresIofItNaseIhypersensitiveIsitesXIGenomicsVI
1997VIciVIiZWd

4.3 34

(1997-1999)
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37 somparisonIofItNqIsequencesIwithIproteinIsequencesXIGenomicsVI1997VIdfVIbdWcf 4.3 505

36 qligningIaItNqIsequenceIwithIaIproteinIsequenceXIJournalgofgComputationalgBiologyVI1997VIdVIcciWdi 1.7 23

35 LocusIcontrolIregionsIofImammalianIbetaWglobinIgeneIclustersjIcombiningIphylogeneticIanalysesI
andIexperimentalIresultsItoIgainIfunctionalIinsightsXIGeneVI1997VIbZeVIgcWid 3.8 207

34 PhylogeneticIvootprintingIofIxypersensitiveISiteIcIofItheI˛†WwlobinILocusIsontrolIRegionXIBloodVI
1997VIhiVIcdegWcdfi 2.2 35

33
RoleIofItNqIsequencesIoutsideItheIcoresIofItNaseIhypersensitiveIsitesIRxSsSIinIfunctionsIofItheI
betaWglobinIlocusIcontrolIregionXItomainIopeningIandIsynergismIbetweenIxSbIandIxScXIJournalgofg
BiologicalgChemistryVI1996VIbgaVIaahgaWh

5.4 46

32 wlobinIgeneIserverjIaIprototypeIuWmailIdatabaseIserverIfeaturingIextensiveImultipleIalignmentsI
andIdataIcompilationIforIelectronicIgeneticIanalysisXIGenomicsVI1994VIbaVIcddWec 4.3 31

31 shainingImultipleWalignmentIblocksXIJournalgofgComputationalgBiologyVI1994VIaVIbagWbf 1.7 19

30 RecentIdevelopmentsIinIlinearWspaceIalignmentImethodsjIaIsurveyXIJournalgofgComputationalg
BiologyVI1994VIaVIbgaWia 1.7 37

29 ParametricIrecomputingIinIalignmentIgraphsXILecturegNotesgingComputergScienceVI1994VIhgWaZa 0.9 6

28 PositiveIandInegativeIregulatoryIelementsIofItheIrabbitIembryonicIepsilonWglobinIgeneIrevealedIbyI
anIimprovedImultipleIalignmentIprogramIandIfunctionalIanalysisXIDNAgSequenceVI1993VIdVIafcWgf 25

27 somparativeIanalysisIofItheIlocusIcontrolIregionIofItheIrabbitIbetaWlikeIgeneIclusterjIxScIincreasesI
transientIexpressionIofIanIembryonicIepsilonWglobinIgeneXINucleicgAcidsgResearchVI1993VIbaVIabfeWgb 20.1 44

26 sonstrainedIsequenceIalignmentXIBulletingofgMathematicalgBiologyVI1993VIeeVIeZcWbd 2.1 9

25 qligningItwoIsequencesIwithinIaIspecifiedIdiagonalIbandXIBioinformaticsVI1992VIhVIdhaWg 7.2 63

24 tynamicIprogrammingIalgorithmsIforIbiologicalIsequenceIcomparisonXIMethodsgingEnzymologyVI
1992VIbaZVIegeWfZa 1.7 53

23 qItimeWefficientVIlinearWspaceIlocalIsimilarityIalgorithmXIAdvancesgingAppliedgMathematicsVI1991VIabVIccgWceg0.8 841

22 ymprovedIalgorithmsIforIsearchingIrestrictionImapsXIBioinformaticsVI1991VIgVIddgWef 7.2 2

21 MappingIsequencedIuXcoliIgenesIbyIcomputerjIsoftwareVIstrategiesIandIexamplesXINucleicgAcidsg
ResearchVI1991VIaiVIfcgWdg 20.1 72

20 SoftwareItoolsIforIanalyzingIpairwiseIalignmentsIofIlongIsequencesXINucleicgAcidsgResearchVI1991VI
aiVIdffcWg 20.1 30
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19
SequenceIandIcomparativeIanalysisIofItheIrabbitIalphaWlikeIglobinIgeneIclusterIrevealsIaIrapidI
modeIofIevolutionIinIaIwIUIsWrichIregionIofImammalianIgenomesXIJournalgofgMoleculargBiologyVI1991
VIbbbVIbccWdi

6.5 38

18 qnIORNPSIsequenceIcomparisonIalgorithmXIInformationgProcessinggLettersVI1990VIceVIcagWcbc 0.8 61

17 qnIalgorithmIforIsearchingIrestrictionImapsXIBioinformaticsVI1990VIfVIbdgWeb 7.2 5

16 qIspaceWefficientIalgorithmIforIlocalIsimilaritiesXIBioinformaticsVI1990VIfVIcgcWha 7.2 73

15 qlignmentIofIuscherichiaIcoliIβabItNqIsequencesItoIaIgenomicIrestrictionImapXINucleicgAcidsg
ResearchVI1990VIahVIcacWba 20.1 97

14 rasicIlocalIalignmentIsearchItoolXIJournalgofgMoleculargBiologyVI1990VIbaeVIdZcWaZ 6.5 65807

13 RowIreplacementIalgorithmsIforIscreenIeditorsXIACMgTransactionsgongProgramminggLanguagesgandg
SystemsVI1989VIaaVIccWef 1.6 9

12 qpproximateImatchingIofIregularIexpressionsXIBulletingofgMathematicalgBiologyVI1989VIeaVIeWcg 2.1 118

11 SequenceIcomparisonIwithIconcaveIweightingIfunctionsXIBulletingofgMathematicalgBiologyVI1988VIeZVIigWabZ2.1 79

10 qIsimpleIrowWreplacementImethodXISoftwaregugPracticegandgExperienceVI1988VIahVIeigWfaa 2.5 2

9 qIfileIcomparisonIprogramXISoftwaregugPracticegandgExperienceVI1985VIaeVIaZbeWaZdZ 2.5 104

8 SoftwareIforIRoundoffIqnalysisXIACMgTransactionsgongMathematicalgSoftwareVI1975VIaVIaZhWabh 2.3 31

7 somputerISearchIforINumericalIynstabilityXIJournalgofgthegACMVI1975VIbbVIeabWeba 2 14

6 OnItheIstabilityIofIfiniteInumericalIproceduresXINumerischegMathematikVI1972VIaiVIdbeWdcb 2.2 6

5 QuadraticIconvergenceIinIintervalIarithmeticVIpartIyXIBITgNumericalgMathematicsVI1972VIabVIbhdWbiZ 1.7 12

4 QuadraticIconvergenceIinIintervalIarithmeticVIpartIyyXIBITgNumericalgMathematicsVI1972VIabVIbiaWbih 1.7 13

3 OnIanIintervalWarithmeticImatrixImethodXIBITgNumericalgMathematicsVI1972VIabVIbacWbai 1.7 7

2 wenomeWwideIevidenceIforIaIhybridIoriginIofImodernIpolarIbears 3

(-1991)

11
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