
Chris K Tuggle

ListkofkPublicationskbykCitations

Source:khttps://exaly.com/author-pdf/4420933/chris-k-tuggle-publications-by-citations.pdf

Version:k2024-04-27k

Thiskdocumentkhaskbeenkgeneratedkbasedkonkthekpublicationskandkcitationskrecordedkbykexaly.com.kFork

theklatestkversionkofkthiskpublicationklistykvisitktheklinkkgivenkabove.

ThekthirdkcolumnkiskthekimpactkfactorktIFukofkthekjournalykandkthekfourthkcolumnkisktheknumberkofk

citationskofkthekarticle.

123
papers

4,436
citations

33
h-index

63
g-index

131
ext. papers

5,686
ext. citations

4.6
avg, IF

4.97
L-index



n Paper IF Citations

123 vnalysesNofNpigNgenomesNprovideNinsightNintoNporcineNdemographyNandNevolutioncNNatureaN2012aN
infaNhnhbm 50.4 928

122 TheNPiεMaPNconsortiumNlinkageNmapNofNtheNpigNVSusNscrofaWcNMammaliangGenomeaN1995aNkaNfjlblj 3.2 402

121 xoordinatedNinternationalNactionNtoNaccelerateNgenomebtobphenomeNwithN vvNεaNtheN unctionalN
vnnotationNofNvnimalNεenomesNprojectcNGenomegBiologyaN2015aNfkaNjl 18.3 196

120 StructuralNandNfunctionalNannotationNofNtheNporcineNimmunomecNBMCgGenomicsaN2013aNfiaNhhg 4.5 128

119 vNgeneNexpressionNatlasNofNtheNdomesticNpigcNBMCgBiologyaN2012aNfeaNne 7.3 116

118 SpatialNregulationNofNhomeoboxNgeneNfusionsNinNtheNembryonicNcentralNnervousNsystemNofN
transgenicNmicecNNeuronaN1988aNfaNklnbnf 13.9 101

117 PigNboneNmarrowbderivedNmacrophagesNresembleNhumanNmacrophagesNinNtheirNresponseNtoN
bacterialNlipopolysaccharidecNJournalgofgImmunologyaN2012aNfmmaNhhmgbni 5.3 98

116 xontrolNofNgrowthNhormoneNsynthesiscNDomesticgAnimalgEndocrinologyaN1996aNfhaNfbhh 2.3 74

115 xomparativeNanalysisNofNmonocyteNsubsetsNinNtheNpigcNJournalgofgImmunologyaN2013aNfneaNkhmnbnk 5.3 71

114 MappingNofNtheNmelatoninNreceptorNfaNVMTNRfvWNgeneNinNpigsaNsheepaNandNcattlecNMammaliang
GenomeaN1997aNmaNhkmble 3.2 70

113  unctionalNvnnotationNofNvnimalNεenomesNV vvNεWoNxurrentNvchievementsNandNRoadmapcNAnnualg
ReviewgofgAnimalgBiosciencesaN2019aNlaNkjbmm 13.7 70

112
εeneNexpressionNprofilingNofNtheNshortbtermNadaptiveNresponseNtoNacuteNcaloricNrestrictionNinNliverN
andNadiposeNtissuesNofNpigsNdifferingNinNfeedNefficiencycNAmericangJournalgofgPhysiologygwgRegulatoryg
IntegrativegandgComparativegPhysiologyaN2010aNgnmaNRinibjel

3.2 67

111 vssociationNofNPITfNpolymorphismsNwithNgrowthNandNcarcassNtraitsNinNpigscNJournalgofgAnimalgScienceaN
1995aNlhaNfgmgbm 0.7 64

110 IdentificationNofNaNputativeNquantitativeNtraitNnucleotideNinNguanylateNbindingNproteinNjNforNhostN
responseNtoNPRRSNvirusNinfectioncNBMCgGenomicsaN2015aNfkaNifg 4.5 63

109 IdentificationNofNdifferentialNgeneNexpressionNduringNporcineNconceptusNrapidNtrophoblasticN
elongationNandNattachmentNtoNuterineNluminalNepitheliumcNPhysiologicalgGenomicsaN2009aNhkaNfiebm 3.6 61

108 vnNimprovedNpigNreferenceNgenomeNsequenceNtoNenableNpigNgeneticsNandNgenomicsNresearchcN
GigaScienceaN2020aNnaN 7.6 60

107 RegionbspecificNenhancersNnearNtwoNmammalianNhomeoNboxNgenesNdefineNadjacentNrostrocaudalN
domainsNinNtheNcentralNnervousNsystemcNGenesgandgDevelopmentaN1990aNiaNfmebn 12.6 60
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106 ProfilingNtheNgastrointestinalNmicrobiotaNinNresponseNtoNSalmonellaoNlowNversusNhighNSalmonellaN
sheddingNinNtheNnaturalNporcineNhostcNInfectionvgGeneticsgandgEvolutionaN2013aNfkaNhhebie 4.5 59

105 ValidationNofNaNfirstbgenerationNlongboligonucleotideNmicroarrayNforNtranscriptionalNprofilingNinNtheN
pigcNGenomicsaN2005aNmkaNkfmbgj 4.3 57

104 zSTbbasedNgeneNdiscoveryNinNpigoNvirtualNexpressionNpatternsNandNcomparativeNmappingNtoNhumancN
MammaliangGenomeaN2003aNfiaNjkjbln 3.2 50

103 vdvancesNinNswineNtranscriptomicscNInternationalgJournalgofgBiologicalgSciencesaN2007aNhaNfhgbjg 11.2 46

102 εeneNcobexpressionNnetworkNanalysisNidentifiesNporcineNgenesNassociatedNwithNvariationNinN
SalmonellaNsheddingcNBMCgGenomicsaN2014aNfjaNijg 4.5 43

101 yistinctNperipheralNbloodNRNvNresponsesNtoNSalmonellaNinNpigsNdifferingNinNSalmonellaNsheddingN
levelsoNintersectionNofNI NεaNTLRNandNmiRNvNpathwayscNPLoSgONEaN2011aNkaNegmlkm 3.7 38

100 vnalysisNofNporcineNtranscriptionalNresponseNtoNSalmonellaNentericaNserovarNxholeraesuisNsuggestsN
novelNtargetsNofNN kappawNareNactivatedNinNtheNmesentericNlymphNnodecNBMCgGenomicsaN2008aNnaNihl 4.5 38

99 xomplementaryNyNvNmacroarrayNanalysesNofNdifferentialNgeneNexpressionNinNporcineNfetalNandN
postnatalNmusclecNJournalgofgAnimalgScienceaN2003aNmfaNgflnbmm 0.7 38

98 εOb vvNεNmeetingoNaNεatheringNOnN unctionalNvnnotationNofNvnimalNεenomescNAnimalgGeneticsaN
2016aNilaNjgmbhh 2.5 37

97 εeneNexpressionNprofilingNinNSalmonellaNxholeraesuisbinfectedNporcineNlungNusingNaNlongN
oligonucleotideNmicroarraycNMammaliangGenomeaN2006aNflaNlllbmn 3.2 37

96 TheNimpactNofNbreedNandNtissueNcompartmentNonNtheNresponseNofNpigNmacrophagesNtoN
lipopolysaccharidecNBMCgGenomicsaN2013aNfiaNjmf 4.5 36

95 PorcineNdifferentialNgeneNexpressionNinNresponseNtoNSalmonellaNentericaNserovarsNxholeraesuisNandN
TyphimuriumcNMoleculargImmunologyaN2007aNiiaNgneebfi 4.3 35

94 NeonatalNMeishanNpigsNshowNPOUf fNgenotypeNeffectsNonNplasmaNεHNandNPRLNconcentrationcN
AnimalgReproductiongScienceaN2002aNknaNgghbhl 2.1 35

93 MicroarrayNgeneNexpressionNprofilesNofNfastingNinducedNchangesNinNliverNandNadiposeNtissuesNofNpigsN
expressingNtheNmelanocortinbiNreceptorNygnmNNvariantcNPhysiologicalgGenomicsaN2009aNhmaNnmbfff 3.6 34

92 LivestockNmodelsNinNtranslationalNmedicinecNILARgJournalaN2015aNjkaNfbk 1.7 33

91 NotNvllNSxIyNPigsNvreNxreatedNzquallyoNTwoNIndependentNMutationsNinNtheNvrtemisNεeneNxauseNSxIyN
inNPigscNJournalgofgImmunologyaN2015aNfnjaNhflfbn 5.3 32

90 HumanNchromosomeNhNandNpigNchromosomeNfhNshowNcompleteNsyntenyNconservationNbutNextensiveN
geneborderNdifferencescNCytogeneticgandgGenomegResearchaN1999aNmjaNglhbm 1.9 32

89 ImprovedNannotationNofNtheNdomesticNpigNgenomeNthroughNintegrationNofNIsobSeqNandNRNvbseqN
datacNBMCgGenomicsaN2019aNgeaNhii 4.5 31

(2019-2013)
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88 εlobalNtranscriptionalNresponseNofNporcineNmesentericNlymphNnodesNtoNSalmonellaNentericaNserovarN
TyphimuriumcNGenomicsaN2007aNneaNlgbmi 4.3 31

87 xurrentNtranscriptomicsNinNpigNimmunityNresearchcNMammaliangGenomeaN2015aNgkaNfbge 3.2 30

86 IncreasingNgeneNdiscoveryNandNcoverageNusingNRNvbseqNofNglobinNRNvNreducedNporcineNbloodN
samplescNBMCgGenomicsaN2014aNfjaNnji 4.5 30

85 MappingNgenesNforNfatnessNandNgrowthNonNpigNchromosomeNfhoNaNsearchNinNtheNregionNcloseNtoNtheN
pigNPITfNgenecNJournalgofgAnimalgBreedinggandgGeneticsaN1999aNffkaNgknbgme 2.9 30

84 xytogeneticNandNradiationNhybridNmappingNrevealsNconservedNsyntenyNandNgeneNorderNbetweenN
humanNchromosomeNgfNandNpigNchromosomeNfhcNMammaliangGenomeaN2001aNfgaNhnlbn 3.2 28

83
vctivationNofNtheNtranscriptionNfactorNnuclearNfactorbkappaNwNinNuterineNluminalNepithelialNcellsNbyN
interleukinNfNwetaNgoNaNnovelNinterleukinNfNexpressedNbyNtheNelongatingNpigNconceptuscNBiologygofg
ReproductionaN2015aNngaNfel

3.9 27

82
SalmonellaNentericaNserovarNTyphimuriumbinfectedNpigsNwithNdifferentNsheddingNlevelsNexhibitN
distinctNclinicalaNperipheralNcytokineNandNtranscriptomicNimmuneNresponseNphenotypescNInnateg
ImmunityaN2015aNgfaNgglbif

2.7 27

81 PigNimmuneNresponseNtoNgeneralNstimulusNandNtoNporcineNreproductiveNandNrespiratoryNsyndromeN
virusNinfectionoNaNmetabanalysisNapproachcNBMCgGenomicsaN2013aNfiaNgge 4.5 27

80
εenomebwideNwholeNbloodNmicroRNvomeNandNtranscriptomeNanalysesNrevealNmiRNvbmRNvN
regulatedNhostNresponseNtoNfoodborneNpathogenNSalmonellaNinfectionNinNswinecNScientificgReportsaN
2015aNjaNfgkge

4.9 26

79 xorrelatingNbloodNimmuneNparametersNandNaNxxTlNgeneticNvariantNwithNtheNsheddingNofNSalmonellaN
entericaNserovarNTyphimuriumNinNswinecNVeterinarygMicrobiologyaN2009aNfhjaNhmibm 3.3 25

78 zxpressionNofNcollagenNgenesNinNtheNconesNofNskinNinNtheNyurocdYorkshireNporcineNmodelNofN
fibroproliferativeNscarringcNJournalgofgBurngCaregandgResearchaN2008aNgnaNmfjbgl 0.8 25

77 HighbresolutionNcomparativeNmappingNofNpigNxhromosomeNiaNemphasizingNtheN vTfNregioncN
MammaliangGenomeaN2004aNfjaNlflbhf 3.2 24

76 vNzXdboNanNintegratedNanimalNvNnotationNandNmicroarrayNzXpressionNdatabasecNMammaliang
GenomeaN2009aNgeaNlkmbll 3.2 23

75 zndometrialNgeneNexpressionNprofilingNinNpregnantNMeishanNandNYorkshireNpigsNonNdayNfgNofN
gestationcNBMCgGenomicsaN2014aNfjaNfjk 4.5 22

74 RapidNcommunicationoNlocalizationNofNPOUf fNtoNbovineaNovineaNandNcaprineNfqgfbggcNJournalgofg
AnimalgScienceaN2000aNlmaNgigbh 0.7 22

73  romN vvNεNtoNforkoNapplicationNofNhighlyNannotatedNgenomesNtoNimproveNfarmedNanimalN
productioncNGenomegBiologyaN2020aNgfaNgmj 18.3 21

72 εenomewideNassociationNofNpigletNresponsesNtoNinfectionNwithNoneNofNtwoNporcineNreproductiveNandN
respiratoryNsyndromeNvirusNisolatescNJournalgofgAnimalgScienceaN2017aNnjaNfkbhm 0.7 20

71 xloningNandNrestrictionNfragmentNlengthNpolymorphismNanalysisNofNaNcyNvNforNswineNPITbfaNaNgeneN
controllingNgrowthNhormoneNexpressioncNAnimalgGeneticsaN1993aNgiaNflbgf 2.5 20
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70 εeneticNarchitectureNofNgeneNexpressionNunderlyingNvariationNinNhostNresponseNtoNporcineN
reproductiveNandNrespiratoryNsyndromeNvirusNinfectioncNScientificgReportsaN2017aNlaNikgeh 4.9 19

69 HumanNOvarianNxancerNTumorN ormationNinNSevereNxombinedNImmunodeficientNVSxIyWNPigscN
FrontiersgingOncologyaN2019aNnaNn 5.3 19

68  unctionalNgenomicsNuniqueNtoNweekNgeNpostNwoundingNinNtheNdeepNconedfatNdomeNofNtheN
yurocdYorkshireNporcineNmodelNofNfibroproliferativeNscarringcNPLoSgONEaN2011aNkaNefnegi 3.7 19

67 PLzTfNVxfforfhiWaNaNhighlyNexpressedNandNprocessedNnovelNgeneNinNpigNandNmouseNplacentaaNisN
transcribedNbutNpoorlyNsplicedNinNhumancNGenomicsaN2004aNmiaNffibgj 4.3 19

66
wioinformaticNanalysesNinNearlyNhostNresponseNtoNPorcineNReproductiveNandNRespiratoryNSyndromeN
virusNVPRRSVWNrevealsNpathwayNdifferencesNbetweenNpigsNwithNalternateNgenotypesNforNaNmajorNhostN
responseNQTLcNBMCgGenomicsaN2016aNflaNfnk

4.5 18

65 NewNinsightsNintoNporcinebhumanNsyntenyNconservationcNMammaliangGenomeaN1999aNfeaNimmbnf 3.2 18

64 PostbweaningNbloodNtranscriptomicNdifferencesNbetweenNYorkshireNpigsNdivergentlyNselectedNforN
residualNfeedNintakecNBMCgGenomicsaN2016aNflaNlh 4.5 18

63
NKNcellsNareNintrinsicallyNfunctionalNinNpigsNwithNSevereNxombinedNImmunodeficiencyNVSxIyWNcausedN
byNspontaneousNmutationsNinNtheNvrtemisNgenecNVeterinarygImmunologygandgImmunopathologyaN2016
aNfljaNfbk

2 17

62 vssessingNperipheralNbloodNcellNprofileNofNYorkshireNpigsNdivergentlyNselectedNforNresidualNfeedN
intakecNJournalgofgAnimalgScienceaN2015aNnhaNmngbn 0.7 16

61 OrganicNbarnNdustNextractNexposureNimpairsNporcineNmacrophageNfunctionNinNvitrooNimplicationsNforN
respiratoryNhealthcNVeterinarygImmunologygandgImmunopathologyaN2014aNfjlaNgebhe 2 16

60
xharacterizingNdifferentialNindividualNresponseNtoNporcineNreproductiveNandNrespiratoryNsyndromeN
virusNinfectionNthroughNstatisticalNandNfunctionalNanalysisNofNgeneNexpressioncNFrontiersgingGeneticsaN
2012aNhaNhgf

4.5 16

59 TranscriptionalNprofilingNusingNaNnovelNcyNvNarrayNidentifiesNdifferentialNgeneNexpressionNduringN
porcineNembryoNelongationcNMoleculargReproductiongandgDevelopmentaN2005aNlfaNfgnbhn 2.6 16

58
yevelopmentNofNSevereNxombinedNImmunodeficientNVSxIyWNPigNModelsNforNTranslationalNxancerN
ModelingoN utureNInsightsNonNHowNHumanizedNSxIyNPigsNxanNImproveNPreclinicalNxancerNResearchcN
FrontiersgingOncologyaN2018aNmaNjjn

5.3 16

57 xreatingNeffectiveNbiocontainmentNfacilitiesNandNmaintenanceNprotocolsNforNraisingNspecificN
pathogenbfreeaNsevereNcombinedNimmunodeficientNVSxIyWNpigscNLaboratorygAnimalsaN2018aNjgaNiegbifg 2.6 15

56
vnalysisNofNporcineNdifferentialNgeneNexpressionNfollowingNchallengeNwithNSalmonellaNentericaN
serovarNxholeraesuisNusingNsuppressionNsubtractiveNhybridizationcNVeterinarygMicrobiologyaN2006aN
ffiaNkeblf

3.3 15

55 yynamicNexpressionNofNmurineNHOXvjNproteinNinNtheNcentralNnervousNsystemcNGenegExpressiong
PatternsaN2005aNjaNlngbmee 1.5 15

54 vnNimprovedNpigNreferenceNgenomeNsequenceNtoNenableNpigNgeneticsNandNgenomicsNresearch 15

53 MicroRNvNbufferingNandNalteredNvarianceNofNgeneNexpressionNinNresponseNtoNSalmonellaNinfectioncN
PLoSgONEaN2014aNnaNenihjg 3.7 13

(2014-2017)
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52 TNxellNLymphomaNandNLeukemiaNinNSevereNxombinedNImmunodeficiencyNPigsNfollowingNwoneN
MarrowNTransplantationoNvNxaseNReportcNFrontiersgingImmunologyaN2017aNmaNmfh 8.4 12

51 vnalysisNofNbloodNleukocytesNinNaNnaturallyNoccurringNimmunodeficiencyNofNpigsNshowsNtheNdefectNisN
localizedNtoNwNandNTNcellscNVeterinarygImmunologygandgImmunopathologyaN2014aNfkgaNflibn 2 12

50 IntegratingNcomparativeNexpressionNprofilingNdataNandNassociationNofNSNPsNwithNSalmonellaN
sheddingNforNimprovedNfoodNsafetyNandNporcineNdiseaseNresistancecNAnimalgGeneticsaN2011aNigaNjgfbhi 2.5 12

49 SxIyNpigsoNvnNemergingNlargeNanimalNNKNmodelN2017aNgaNfbk 12

48 SxIyNpigsoNvnNemergingNlargeNanimalNNKNmodelcNJournalgofgRaregDiseasesgResearchgogTreatmentaN2017
aNgaNfbk 1.1 12

47  unctionalNannotationsNofNthreeNdomesticNanimalNgenomesNprovideNvitalNresourcesNforNcomparativeN
andNagriculturalNresearchcNNaturegCommunicationsaN2021aNfgaNfmgf 17.4 12

46
PorcineNsignalNregulatoryNproteinNalphaNbindsNtoNhumanNxyilNtoNinhibitNphagocytosisoNImplicationsN
forNhumanNhematopoieticNstemNcellNtransplantationNintoNsevereNcombinedNimmunodeficientNpigscN
XenotransplantationaN2019aNgkaNefgikk

2.8 12

45 WholeNbloodNmicroarrayNanalysisNofNpigsNshowingNextremeNphenotypesNafterNaNporcineNreproductiveN
andNrespiratoryNsyndromeNvirusNinfectioncNBMCgGenomicsaN2015aNfkaNjfk 4.5 11

44 MappingNofNiihNporcineNzSTNimprovesNtheNcomparativeNmapsNforNSSxfNandNSSxlNwithNtheNhumanN
genomecNAnimalgGeneticsaN2005aNhkaNhmfbn 2.5 11

43 vNcomparativeNanalysisNofNchromatinNaccessibilityNinNcattleaNpigaNandNmouseNtissuescNBMCgGenomicsaN
2020aNgfaNknm 4.5 11

42 PreciseNmappingNofNbreakpointsNinNconservedNsyntenyNbetweenNhumanNchromosomeNfNandNpigN
chromosomesNiaNkNandNncNAnimalgGeneticsaN2002aNhhaNnfbk 2.5 10

41 xloningNofNtheNfullNlengthNpigNPITfNVPOUf fWNxyNvNandNaNnovelNalternativeNPITfNtranscriptaNandN
functionalNstudiesNofNtheirNencodedNproteinscNAnimalgBiotechnologyaN2001aNfgaNfbfn 1.4 10

40 IdentificationNofNpotentialNserumNbiomarkersNtoNpredictNfeedNefficiencyNinNyoungNpigscNJournalgofg
AnimalgScienceaN2016aNniaNfimgbng 0.7 10

39 TuberculosisbresistantNtransgenicNcattlecNProceedingsgofgthegNationalgAcademygofgSciencesgofgtheg
UnitedgStatesgofgAmericaaN2015aNffgaNhmjibj 11.5 9

38 MethodsNforNtranscriptomicNanalysesNofNtheNporcineNhostNimmuneNresponseoNapplicationNtoN
SalmonellaNinfectionNusingNmicroarrayscNVeterinarygImmunologygandgImmunopathologyaN2010aNfhmaNgmebnf2 9

37 zxpressionNpatternaNgenomicNcloningNandNR LPNanalysesNofNtheNswineNPITbfNgenecNAnimalgGeneticsaN
1994aNgjaNggnbhh 2.5 9

36 PigsNwithNSevereNxombinedNImmunodeficiencyNvreNImpairedNinNxontrollingNInfluenzaNvNVirusN
InfectioncNJournalgofgInnategImmunityaN2017aNnaNfnhbgeg 6.9 8

35 NovelNzngraftmentNandNTNxellNyifferentiationNofNHumanNHematopoieticNxellsNinNSxIyNPigscNFrontiersg
ingImmunologyaN2020aNffaNfee 8.4 8
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34
TransgenicNmiceNectopicallyNexpressingNHOXvjNinNtheNdorsalNspinalNcordNshowNstructuralNdefectsNofN
theNcervicalNspinalNcordNalongNwithNsensoryNandNmotorNdefectsNofNtheNforelimbcNDevelopmentalgBraing
ResearchaN2004aNfjeaNfgjbhn

8

33 xhangesNinNHhKglacNatNεeneNRegulatoryNRegionsNinNPorcineNvlveolarNMacrophagesN ollowingNLPSNorN
PolyIxNzxposurecNFrontiersgingGeneticsaN2020aNffaNmfl 4.5 8

32 PhysicalNassignmentsNofNhumanNchromosomeNfhNgenesNonNpigNchromosomeNffNdemonstrateN
extensiveNsyntenyNandNgeneNorderNconservationNbetweenNpigNandNhumancNAnimalgGeneticsaN1999aNheaNheibm2.5 7

31
yetectingNyifferentiallyNzxpressedNεenesNwithNRNvbseqNyataNUsingNwackwardNSelectionNtoNvccountN
forNtheNzffectsNofNRelevantNxovariatescNJournalgofgAgriculturalvgBiologicalvgandgEnvironmentalg
StatisticsaN2015aNgeaNjllbjnl

1.9 6

30 UseNofNbioinformaticNSNPNpredictionsNinNdifferentiallyNexpressedNgenesNtoNfindNSNPsNassociatedNwithN
SalmonellaNcolonizationNinNswinecNJournalgofgAnimalgBreedinggandgGeneticsaN2011aNfgmaNhjibkj 2.9 6

29 RapidNcommunicationoNmappingNofNtheNMannosebwindingNLectinNgNVMwLgWNgeneNtoNpigNchromosomeN
ficNJournalgofgAnimalgScienceaN2000aNlmaNgnngbh 0.7 6

28 vcuteNsystemicNinflammatoryNresponseNtoNlipopolysaccharideNstimulationNinNpigsNdivergentlyN
selectedNforNresidualNfeedNintakecNBMCgGenomicsaN2019aNgeaNlgm 4.5 5

27 IntroductionNtoNSystemsNwiologyNforNvnimalNScientistsN2011aNfbhe 5

26 PhysicalNmappingNofNgenesNinNtheNporcineNovarianNtranscriptomecNAnimalgGeneticsaN2005aNhkaNhggbhe 2.5 5

25 zctopicNHOXvjNexpressionNresultsNinNabnormalNdifferentiationaNmigrationNandNpjhbindependentNcellN
deathNofNsuperficialNdorsalNhornNneuronscNDevelopmentalgBraingResearchaN2005aNfjnaNmlbnl 5

24 vNhighbqualityNannotatedNtranscriptomeNofNswineNperipheralNbloodcNBMCgGenomicsaN2017aNfmaNiln 4.5 4

23 RapidNcommunicationoNεeneticNlinkageNandNphysicalNmappingNofNtheNporcineN
lipopolysaccharidebbindingNproteinNVLwPWNgenecNJournalgofgAnimalgScienceaN2001aNlnaNjjkbl 0.7 4

22 PigNgenomeNfunctionalNannotationNenhancesNtheNbiologicalNinterpretationNofNcomplexNtraitsNandN
humanNdiseasecNNaturegCommunicationsaN2021aNfgaNjmim 17.4 4

21 SurvivalNofNhumanNcadaverNskinNonNsevereNcombinedNimmuneNdeficiencyNpigsoNProofNofNconceptcN
WoundgRepairgandgRegenerationaN2019aNglaNigkbihe 3.6 3

20 LinkageNmappingNandNexpressionNanalysesNofNaNnovelNgeneaNplacentallyNexpressedNtranscriptNfN
VPLzTfWNinNtheNpigcNAnimalgGeneticsaN2004aNhjaNlgbi 2.5 3

19 ReferenceNTranscriptomesNofNPorcineNPeripheralNImmuneNxellsNxreatedNThroughNwulkNandN
SinglebxellNRNvNSequencingcNFrontiersgingGeneticsaN2021aNfgaNkmniek 4.5 3

18 vNxomprehensiveNProtocolNforNLaparotomyNinNSwineNtoN acilitateNUltrasoundbεuidedNInjectionNintoN
theN etalNIntraperitonealNSpacecNComparativegMedicineaN2019aNknaNfghbfgn 1.6 2

17 xyh˛µNxellsNinNPigsNWithNSevereNxombinedNImmunodeficiencyNyueNtoNyefectsNincNFrontiersging
ImmunologyaN2020aNffaNjfe 8.4 2

(2020-2004)
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16 RapidNcommunicationoNgeneticNlinkageNandNphysicalNmappingNofNtheNporcineNphospholipidNtransferN
proteinNVPLTPWNgenecNJournalgofgAnimalgScienceaN2001aNlnaNfkhhbi 0.7 2

15 vnalysisNofNεeneNzxpressionNinNaNRegionNvssociatedNwithNHostNResponseNtoNPorcineNReproductiveN
andNRespiratoryNSyndromeNVirusNxhallenge 2

14
xomputationalNintegrationNofNstructuralNandNfunctionalNgenomicsNdataNacrossNspeciesNtoNdevelopN
informationNonNtheNporcineNinflammatoryNgeneNregulatoryNpathwaycNDevelopmentsgingBiologicalsaN
2008aNfhgaNfejbffh

2

13 yifferentialNinductionNofNinnateNmemoryNinNporcineNmonocytesNbyNbglucanNorNbacillusN
xalmettebεuerincNInnategImmunityaN2021aNglaNiimbike 2.7 2

12 TheNeffectsNofNaNglobinNblockerNonNtheNresolutionNofNhUmRNvNsequencingNdataNinNporcineNbloodcNBMCg
GenomicsaN2019aNgeaNlif 4.5 2

11 εeneNexpressionNinNtonsilsNinNswineNfollowingNinfectionNwithNporcineNreproductiveNandNrespiratoryN
syndromeNviruscNBMCgVeterinarygResearchaN2021aNflaNmm 2.7 2

10 PhysicalNmappingNofNeightNpigNgenesNwhoseNexpressionNlevelNisNacutelyNaffectedNbyNSalmonellaN
challengecNAnimalgGeneticsaN2005aNhkaNhjnbkg 2.5 1

9 RapidNcommunicationoNMappingNofNtheNmyeloperoxidaseNVMPOWNgeneNtoNpigNchromosomeNfgcN
JournalgofgAnimalgScienceaN2000aNlmaNhfmnbne 0.7 1

8 NovelNengraftmentNandNTNcellNdifferentiationNofNhumanNhematopoieticNcellsNinNvrtbdbILgRεbdNSxIyNpigs 1

7 QuantitativeNanalysisNofNtheNbloodNtranscriptomeNofNyoungNhealthyNpigsNandNitsNrelationshipNwithN
subsequentNdiseaseNresiliencecNBMCgGenomicsaN2021aNggaNkfi 4.5 1

6
InfectivityNofNεIIciNhumanNnorovirusNdoesNnotNdifferNbetweenNTbwbNKNsevereNcombinedN
immunodeficiencyNVSxIyWNandNnonbSxIyNgnotobioticNpigsaNimplicatingNtheNroleNofNNKNcellsNinN
mediationNofNhumanNnorovirusNinfectioncNVirusgResearchaN2019aNgklaNgfbgj

6.4 0

5
zffectNofNvRTzMISNVyxLRzfxWNdeficiencyNandNmicroinjectionNtimingNonNeditingNefficiencyNduringN
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