
William Raymond Pearson

ListhofhPublicationshbyhYearhinh
DescendinghOrder

Source:hhttps:xxexalywcomxauthorvpdfx2743y88xwilliamvraymondvpearsonvpublicationsvbyvyearwpdf

Version:h2y24vy4v23h

ThishdocumenthhashbeenhgeneratedhbasedhonhthehpublicationshandhcitationshrecordedhbyhexalywcomwhForh

thehlatesthversionhofhthishpublicationhlistuhvisiththehlinkhgivenhabovew

ThehthirdhcolumnhishthehimpacthfactorhpIFrhofhthehjournaluhandhthehfourthhcolumnhishthehnumberhofh

citationshofhtheharticlew

77
papers

19,578
citations

38
h-index

86
g-index

86
ext. papers

20,565
ext. citations

8.9
avg, IF

6.79
L-index



k Paper IF Citations

77 tioinformaticsIcoreIcompetenciesIforIundergraduateIlifeIsciencesIeducationYIPLoShONEVI2018VIceVIebckhjij3.7 43

76 QueryWseededIiterativeIsequenceIsimilarityIsearchingIimprovesIselectivityIgWdbWfoldYINucleichAcidsh
ResearchVI2017VIfgVIefh 20.1 13

75 spplyingVIwvaluatingIandIRefiningItioinformaticsIuoreIuompetenciesIRsnIUpdateIfromItheI
uurriculumITaskIxorceIofI—SutQsIwducationIuommitteeSYIPLoShComputationalhBiologyVI2016VIcdVIecbbfkfe5 15

74 yOtLwTlItheIylobalIOrganisationIforItioinformaticsILearningVIwducationIandITrainingYIPLoSh
ComputationalhBiologyVI2015VIccVIecbbfcfe 5 37

73 MostIpartialIdomainsIinIproteinsIareIalignmentIandIannotationIartifactsYIGenomehBiologyVI2015VIchVIkk 18.3 20

72 TheIuatalyticISiteIstlasIdYblIcatalogingIcatalyticIsitesIandIresiduesIidentifiedIinIenzymesYINucleich
AcidshResearchVI2014VIfdVIvfjgWk 20.1 130

71 snIintroductionItoIsequenceIsimilarityIRLhomologyLSIsearchingYICurrenthProtocolshinhBioinformaticsVI
2013VIuhapterIeVIUniteYc 24.2 308

70 sdjustingIscoringImatricesItoIcorrectIoverextendedIalignmentsYIBioinformaticsVI2013VIdkVIebbiWce 7.2 10

69 PS—WSearchlIiterativeIzOwWreducedIprofileISSwsRuzIsearchingYIBioinformaticsVI2012VIdjVIchgbWc 7.2 28

68 MsuiwlIexploringItheIdiversityIofIbiochemicalIreactionsYINucleichAcidshResearchVI2012VIfbVIvijeWk 20.1 60

67 zomologousIoverWextensionlIaIchallengeIforIiterativeIsimilarityIsearchesYINucleichAcidshResearchVI
2010VIejVIdciiWjk 20.1 41

66 yloballyVIunrelatedIproteinIsequencesIappearIrandomYIBioinformaticsVI2010VIdhVIecbWj 7.2 27

65 RefProtvomlIaIproteinIdatabaseIwithIimprovedIdomainIboundariesIandIhomologyIrelationshipsYI
BioinformaticsVI2010VIdhVIdehcWd 7.2 12

64 —mprovingIpairwiseIsequenceIalignmentIaccuracyIusingInearWoptimalIproteinIsequenceIalignmentsYI
BMChBioinformaticsVI2010VIccVIcfh 3.6 9

63 wxploringItheIrelationshipIbetweenIsequenceIsimilarityIandIaccurateIphylogeneticItreesYIMolecularh
BiologyhandhEvolutionVI2006VIdeVIdbkbWcbb 8.3 27

62 NomenclatureIforImammalianIsolubleIglutathioneItransferasesYIMethodshinhEnzymologyVI2005VIfbcVIcWj 1.7 236

61 PhylogeniesIofIglutathioneItransferaseIfamiliesYIMethodshinhEnzymologyVI2005VIfbcVIcjhWdbf 1.7 66
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60 TheIlimitsIofIproteinIsequenceIcomparisonqYICurrenthOpinionhinhStructuralhBiologyVI2005VIcgVIdgfWhb 8.1 64

59 sISystemIforIVisualizingIandIsnalyzingINearWOptimalIProteinISequenceIslignmentsYIInformationh
VisualizationVI2005VIfVIddfWdei 2.4 5

58 VisualizationIofInearWoptimalIsequenceIalignmentsYIBioinformaticsVI2004VIdbVIkgeWj 7.2 8

57 TheIgenomeIofIuryptosporidiumIhominisYINatureVI2004VIfecVIccbiWcd 50.4 444

56 SensitivityIandIselectivityIinIproteinIstructureIcomparisonYIProteinhScienceVI2004VIceVIiieWjg 6.3 105

55 xindingIproteinIandInucleotideIsimilaritiesIwithIxsSTsYICurrenthProtocolshinhBioinformaticsVI2004VI
uhapterIeVIUniteYk 24.2 25

54 —dentificationIofIresiduesIinIglutathioneItransferaseIcapableIofIdrivingIfunctionalIdiversificationIinI
evolutionYIsInovelIapproachItoIproteinIredesignYIJournalhofhBiologicalhChemistryVI2003VIdijVIjieeWj 5.4 77

53 uRPlIuleavageIofIRadiolabeledIPhosphoproteinsYINucleichAcidshResearchVI2003VIecVIejgkWhc 20.1 10

52 wntamoebaIhistolyticalIsequenceIconservationIofItheIyalayalNscIlectinIfromIclinicalIisolatesYI
ExperimentalhParasitologyVI2002VIcbcVIcgiWhe 2.1 34

51 yettingImoreIfromIlesslIalgorithmsIforIrapidIproteinIidentificationIwithImultipleIshortIpeptideI
sequencesYIMolecularhandhCellularhProteomicsVI2002VIcVIcekWfi 7.6 180

50 wmpiricalIdeterminationIofIeffectiveIgapIpenaltiesIforIsequenceIcomparisonYIBioinformaticsVI2002VI
cjVIcgbbWi 7.2 50

49 —dentificationIandIcharacterizationIofIySTTeVIaIthirdImurineIThetaIclassIglutathioneItransferaseYI
BiochemicalhJournalVI2002VIehhVIedeWed 3.8 22

48 sIstrategyIforItheIrapidIidentificationIofIphosphorylationIsitesIinItheIphosphoproteomeYIMolecularh
andhCellularhProteomicsVI2002VIcVIecfWdd 7.6 41

47 yeneralizedIneighborWjoininglImoreIreliableIphylogeneticItreeIreconstructionYIMolecularhBiologyh
andhEvolutionVI1999VIchVIjbhWch 8.3 41

46 wvolutionIofIproteinIsequencesIandIstructuresYIJournalhofhMolecularhBiologyVI1999VIdkcVIkiiWkg 6.5 107

45 vistinctiveIstructureIofItheIhumanIySTMeIgeneWinvertedIorientationIrelativeItoItheImuIclassI
glutathioneItransferaseIgeneIclusterYIArchiveshofhBiochemistryhandhBiophysicsVI1999VIehcVIjgWke 4.1 32

44 yeneIstructureVIexpressionIandIchromosomalIlocalizationIofImurineIThetaIclassIglutathioneI
transferaseImySTTcWcYIBiochemicalhJournalVI1999VIeeiVIcfc 3.8 13

43 uharacterizationIofItheIhumanIclassIMuIglutathioneISWtransferaseIgeneIclusterIandItheIySTMcI
deletionYIJournalhofhBiologicalhChemistryVI1998VIdieVIegciWdi 5.4 134
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42 wmpiricalIstatisticalIestimatesIforIsequenceIsimilarityIsearchesYIJournalhofhMolecularhBiologyVI1998VI
dihVIicWjf 6.5 280

41
RapidIidentificationIofIproteinIphosphataseIcWbindingIproteinsIbyImixedIpeptideIsequencingIandI
dataIbaseIsearchingYIuharacterizationIofIaInovelIholoenzymicIformIofIproteinIphosphataseIcYI
JournalhofhBiologicalhChemistryVI1998VIdieVIdfekhWfbg

5.4 61

40 uomparisonIofIvNsIsequencesIwithIproteinIsequencesYIGenomicsVI1997VIfhVIdfWeh 4.3 505

39 sligningIaIvNsIsequenceIwithIaIproteinIsequenceYIJournalhofhComputationalhBiologyVI1997VIfVIeekWfk 1.7 23

38 wffectiveIproteinIsequenceIcomparisonYIMethodshinhEnzymologyVI1996VIdhhVIddiWgj 1.7 235

37 OnItheIprimerIselectionIproblemIinIpolymeraseIchainIreactionIexperimentsYIDiscretehAppliedh
MathematicsVI1996VIicVIdecWdfh 1 23

36 uomparisonIofImethodsIforIsearchingIproteinIsequenceIdatabasesYIProteinhScienceVI1995VIfVIccfgWhb 6.3 214

35 M—xIproteinsIareInotIglutathioneItransferaseIhomologsYIProteinhScienceVI1994VIeVIgdgWi 6.3 12

34 PrimaryIstructureIofIavianIzUaKRUSWsTPaseIbetaWsubunitYIBiochimicahEthBiophysicahActahwh
BiomembranesVI1994VIcckbVIcjkWkd 3.8 9

33 ulassificationIofIsdrenergicIReceptorISubtypeslIMolecularItiologicIspproachesYIMethodsVI1994VIfVIcfWck 3

32 vesigningImedicalIinformaticsIresearchIandIlibraryWWresourceIprojectsItoIincreaseIwhatIisIlearnedYI
JournalhofhthehAmericanhMedicalhInformaticshAssociation:hJAMIAVI1994VIcVIdjWee 8.6 76

31 TheIstructureIofItwoImurineIclassWmuIglutathioneItransferaseIgenesIcoordinatelyIinducedIbyI
butylatedIhydroxyanisoleYIArchiveshofhBiochemistryhandhBiophysicsVI1993VIebeVIejeWke 4.1 22

30
vifferencesIinIinductionIbyIxenobioticsIinImurineItissuesIandItheIzepacccciIcellIlineIofImRNssI
encodingIglutathioneItransferaseVIquinoneIreductaseVIandIuYPcsIPfgbsYIPharmacogeneticshandh
GenomicsVI1993VIeVIchiWjc

8

29 NoIpainIandIgainKâ��experiencesIwithIMentatIonIaIbiologicalIapplicationYIConcurrencyhandh
Computation:hPracticehandhExperienceVI1993VIgVIebkWedj 9

28 —dentificationIofIclassWmuIglutathioneItransferaseIgenesIySTMcWySTMgIonIhumanIchromosomeI
cpceYIAmericanhJournalhofhHumanhGeneticsVI1993VIgeVIddbWee 11 143

27 TheIoriginIofInuclearIreceptorIproteinslIaIsingleIprecursorIdistinctIfromIotherItranscriptionIfactorsYI
MolecularhEndocrinologyVI1992VIhVIeWi 64

26 uomparingImachineWindependentIversusImachineWspecificIparallelizationIofIaIsoftwareIplatformIforI
biologicalIsequenceIcomparisonYIBioinformaticsVI1992VIjVIchiWig 7.2 3

25 sligningItwoIsequencesIwithinIaIspecifiedIdiagonalIbandYIBioinformaticsVI1992VIjVIfjcWi 7.2 63
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24 vynamicIprogrammingIalgorithmsIforIbiologicalIsequenceIcomparisonYIMethodshinhEnzymologyVI
1992VIdcbVIgigWhbc 1.7 53

23 TheIoriginIofInuclearIreceptorIproteinslIaIsingleIprecursorIdistinctIfromIotherItranscriptionIfactorsYI
MolecularhEndocrinologyVI1992VIhVIeWi 37

22 sIplatformIforIbiologicalIsequenceIcomparisonIonIparallelIcomputersYIBioinformaticsVI1991VIiVIdeiWfi 7.2 7

21
uloningVIexpressionVIandIcharacterizationIofIaIclassWmuIglutathioneItransferaseIfromIhumanI
muscleVItheIproductIofItheIySTfIlocusYIProceedingshofhthehNationalhAcademyhofhScienceshofhtheh
UnitedhStateshofhAmericaVI1991VIjjVIfffeWi

11.5 61

20 —dentifyingIdistantlyIrelatedIproteinIsequencesYICurrenthOpinionhinhStructuralhBiologyVI1991VIcVIedcWedh 8.1 11

19 MolecularIcharacterizationIofIalphaIcWIandIalphaIdWadrenoceptorsYITrendshinhPharmacologicalh
SciencesVI1991VIcdVIhdWi 13.2 139

18 SearchingIproteinIsequenceIlibrarieslIcomparisonIofItheIsensitivityIandIselectivityIofItheI
SmithWWatermanIandIxsSTsIalgorithmsYIGenomicsVI1991VIccVIhegWgb 4.3 444

17
zereditaryIdifferencesIinItheIexpressionIofItheIhumanIglutathioneItransferaseIactiveIonI
transWstilbeneIoxideIareIdueItoIaIgeneIdeletionYIProceedingshofhthehNationalhAcademyhofhScienceshofh
thehUnitedhStateshofhAmericaVI1988VIjgVIidkeWi

11.5 583

16 —mprovedItoolsIforIbiologicalIsequenceIcomparisonYIProceedingshofhthehNationalhAcademyhofh
ScienceshofhthehUnitedhStateshofhAmericaVI1988VIjgVIdfffWj 11.5 9694

15 TissueWspecificIinductionIofImurineIglutathioneItransferaseImRNssIbyIbutylatedIhydroxyanisoleYI
JournalhofhBiologicalhChemistryVI1988VIdheVIceedfWed 5.4 49

14 RapidIandIsensitiveIproteinIsimilarityIsearchesYIScienceVI1985VIddiVIcfegWfc 33.3 3665

13 —ncreasedIsynthesisIofIglutathioneISWtransferasesIinIresponseItoIanticarcinogenicIantioxidantsYI
uloningIandImeasurementIofImessengerIRNsYIJournalhofhBiologicalhChemistryVI1983VIdgjVIdbgdWhd 5.4 98

12 sutomaticIconstructionIofIrestrictionIsiteImapsYINucleichAcidshResearchVI1982VIcbVIdciWdi 20.1 43

11 RegulationIofIsynthesisIofIamyloidIsWrelatedIproteinYIAnnalshofhthehNewhYorkhAcademyhofhSciencesVI
1982VIejkVIcbhWcg 6.5 38

10 viscreteWlengthIrepeatedIsequencesIinIeukaryoticIgenomesYIProceedingshofhthehNationalhAcademyhofh
ScienceshofhthehUnitedhStateshofhAmericaVI1981VIijVIfbchWdb 11.5 6

9 LongIandIshortIrepeatsIofIseaIurchinIvNsIandItheirIevolutionYIChromosomaVI1981VIjfVIckWed 2.8 18

8 RepeatedIvNsIsequencesInearItheIgQWendIofItheIsilkIfibroinIgeneYIJournalhofhBiologicalhChemistryVI
1981VIdghVIfbeeWfc 5.4 26

7 uomputerIprogramsIforIanalysisIofInucleicIacidIhybridizationVIthermalIdenaturationVIandIgelI
electrophoresisIdataYINucleichAcidshResearchVI1979VIhVIekccWdc 20.1 36

(1979-1992)
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6 KineticIdeterminationIofItheIgenomeIsizeIofItheIpeaYIPlanthPhysiologyVI1978VIhdVIccdWg 6.6 6

5 sIprogramIforIleastIsquaresIanalysisIofIreassociationIandIhybridizationIdataYINucleichAcidshResearchVI
1977VIfVIcidiWei 20.1 196

4 SequenceIrelationshipIbetweenIlongIandIshortIrepetitiveIvNsIofItheIratlIaIpreliminaryIreportYI
ProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericaVI1977VIifVIfejdWh 11.5 12

3 sbsenceIofIshortIperiodIinterspersionIofIrepetitiveIandInonWrepetitiveIsequencesIinItheIvNsIofI
vrosophilaImelanogasterYIChromosomaVI1976VIghVIebkWdh 2.8 89

2 StoichiometryIofIchromatinIproteinsYIBiochemicalhandhBiophysicalhResearchhCommunicationsVI1974VI
gjVIgbWi 3.4 31

1 tarriersItoI—ntegrationIofItioinformaticsIintoIUndergraduateILifeISciencesIwducation 3
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