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j Paper IF Citations

78 –ruitNtranscriptionalNprofilingNofNtheNcontrastingNgenotypesNforNshelfNlifeNrevealsNtheNkeyNcandidateN
genesNandNmolecularNpathwaysNregulatingNpostcharvestNbiologyNinNcucumberddNGenomicsbN2022bNggkbNggfhni4.3 0

77  WxSNtoNIdentifyNNovelNQTNsNforNWSzsNxccumulationNinNWheatNPeduncleNUnderN‘ifferentNWaterN
RegimesddNFrontiersgingPlantgSciencebN2022bNgibNohlmon 6.2 0

76  enomecWideN‘NxNMethylationNandNItsN’ffectNonN eneN’xpressionN‘uringNSubclinicalNMastitisNinN
WaterNyuffaloddNFrontiersgingGeneticsbN2022bNgibNohohph 4.5

75
 roundnutNyudNNecrosisNVirusNModulatesNtheN’xpressionNofNInnateNImmunebN’ndocytosisbNandN
zuticleN‘evelopmentcxssociatedN enesNtoNzirculateNandNPropagateNinNItsNVectorbNddNFrontiersging
MicrobiologybN2022bNgibNnnihio

5.7 1

74 Wholec enomeNSequenceNResourceNofNIndianNRaceNkNofNpvdNbNtheNzausalNxgentNofNylackNRotN‘iseaseN
ofNvardNddNPlantgDiseasebN2022bNP‘ISgfhghhgnx 1.5 0

73 Wholec enomecyasedNWebN enomicNResourceNforNWaterNyuffaloNVWddNFrontiersgingGeneticsbN2022bNgibNofpnkg4.5

72 TranscriptomicNzhangesNofNxsiaNIINgNInducedNbyNzhilliNLeafNzurlNVirusNTriggerNInfectionNandN
zirculationNinNItsNVectorddNFrontiersgingMicrobiologybN2022bNgibNopfofn 5.7 0

71 MicrobiomeNofNPukzingNzaveNinNIndiaNshowsNhighNantimicrobialNactivityNagainstNplantNandNanimalN
pathogensdNGenomicsbN2021bNggibNkfpockgfo 4.3 1

70 UnderstandingNpopulationNstructureNandNdetectionNofNQTLsNforNcurdingcrelatedNtraitsNinNIndianN
cauliflowerNbyNgenotypingNbyNsequencingNanalysisdNFunctionalgandgIntegrativegGenomicsbN2021bNhgbNmnpcmpi3.8

69 zomparativeNtranscriptomeNprofilingNrevealsNtheNbasisNofNdifferentialNsheathNblightNdiseaseN
responseNinNtolerantNandNsusceptibleNriceNgenotypesdNProtoplasmabN2021bNg 3.4 3

68 ‘eNnovoNtranscriptomeNsequencingNassistedNidentificationNofNterpeneNsynthasesNfromNblackNpepperN
VWNberrydNPhysiologygandgMoleculargBiologygofgPlantsbN2021bNhnbNgglicggmg 2.8 3

67  enomeNWideNPredictionbNMappingNandN‘evelopmentNofN enomicNResourcesNofNMastitisNxssociatedN
 enesNinNWaterNyuffalodNFrontiersgingVeterinarygSciencebN2021bNobNlpiong 3.1 3

66 ‘roughtNresponsivenessNinNblackNpepperNVPiperNnigrumNLdWqN enesNassociatedNandNdevelopmentNofNaN
webcgenomicNresourcedNPhysiologiagPlantarumbN2021bNgnhbNmmpcmoi 4.6 2

65 MangoN enomicNResourcesNandN‘atabasesdNCompendiumgofgPlantgGenomesbN2021bNhgpchho 0.8

64 assistedNidentificationNofNpepperyNaromaNcompoundNUrotundoneUNbackboneNgenesNfromNblackN
pepperdNJournalgofgBiomoleculargStructuregandgDynamicsbN2021bNgcn 3.6 1

63
’stablishmentNofNRepertoireNofNPlacentomecxssociatedNMicroRNxsNandNTheirNxppearanceNinNyloodN
PlasmaNzouldNIdentifyN’arlyN’stablishmentNofNPregnancyNinNyuffaloNVWdNFrontiersgingCellgandg
DevelopmentalgBiologybN2021bNpbNmninml

5.7 0

62 SNPsNinNMammaryN landN’pithelialNzellsNUnravelingNPotentialN‘ifferenceNinNMilkNProductionN
yetweenNJerseyNandNKashmiriNzattleNUsingNRNxNSequencingdNFrontiersgingGeneticsbN2021bNghbNmmmfgl 4.5 1
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61 RevelationNofNcandidateNgenesNandNmolecularNmechanismNofNreproductiveNseasonalityNinNfemaleN
rohuNVLabeoNrohitaNHamdWNbyNRNxNsequencingdNBMCgGenomicsbN2021bNhhbNmol 4.5 0

60
TheNgenomeNofNwalkingNcatfishNzlariasNmagurNVHamiltonbNgohhWNunveilsNtheNgeneticNbasisNthatNmayN
haveNfacilitatedNtheNdevelopmentNofNenvironmentalNandNterrestrialNadaptationNsystemsNinN
aircbreathingNcatfishesdNDNAgResearchbN2021bNhobN

4.5 6

59 xgrocmorphologicalNandNmolecularNdiversityNinNdifferentNmaturityNgroupsNofNIndianNcauliflowerN
VyrassicaNoleracea´ vardNbotrytisNLdWdNPLoSgONEbN2021bNgmbNefhmfhkm 3.7 0

58  enomicNanalysisNofNpolycarpellaryNriceNVOryzaNsativaNLdWNthroughNwholeNgenomeNresequencingdN
JournalgofgPlantgBiochemistrygandgBiotechnologybN2020bNifbNimk 1.6 0

57 xssemblyNandN enomecWideNSNPN‘iscoveryNinNRohuNzarpbdNFrontiersgingGeneticsbN2020bNggbNiom 4.5 9

56  enomecWideNxssociationNStudiesNinN‘iverseNSpringNWheatNPanelNforNStripebNStembNandNLeafNRustN
ResistancedNFrontiersgingPlantgSciencebN2020bNggbNnko 6.2 21

55 xnNinsightNintoNmolecularNinteractionNofNP IPNwithNP NforNbananaNcultivardNFrontiersgingBiosciencegug
LandmarkbN2020bNhlbNiilcimh 2.8 3

54 PlantNvirusNinteractionNmechanismNandNassociatedNpathwaysNinNmosaicNdiseaseNofNsmallNcardamomN
V’lettariaNcardamomumNMatonWNbyNRNxcSeqNapproachdNGenomicsbN2020bNgghbNhfkgchflg 4.3 2

53 IntracvarietalNstabilityNperformanceNofNpopularNriceNlandraceNâ��zgkcoâ��NinNtheNxndamanNIslandsdNCerealg
ResearchgCommunicationsbN2020bNkobNgficggg 1.1

52 MuscleNtranscriptomeNsignatureNandNgeneNregulatoryNnetworkNanalysisNinNtwoNdivergentNlinesNofNaN
hillyNbovineNspeciesNMithunNVyosNfrontalisWdNGenomicsbN2020bNgghbNhlhchmh 4.3 9

51 zharacterizationNofNgeneticNdiversityNandNpopulationNstructureNinNwheatNusingNarrayNbasedNSNPN
markersdNMoleculargBiologygReportsbN2020bNknbNhpicifm 2.8 13

50 TranscriptomeNanalysisNofNSnowNMountainN arlicNforNunravelingNtheNorganosulfurNmetabolicN
pathwaydNGenomicsbN2020bNgghbNppcgfn 4.3 7

49 RevealingNliverNspecificNmicroRNxsNlinkedNwithNcarbohydrateNmetabolismNofNfarmedNcarpbNLabeoN
rohitaNVHamiltonbNgohhWdNGenomicsbN2020bNgghbNihckk 4.3 6

48  enomecWideNxnalysisNofNHSPnfN–amilyNProteinNinNandNzoexpressionNxnalysisNUnderNxbioticNandN
yioticNStressdNJournalgofgComputationalgBiologybN2020bNhnbNniocnlk 1.7

47 RNxseqNanalysisNrevealsNdroughtcresponsiveNmolecularNpathwaysNwithNcandidateNgenesNandN
putativeNmolecularNmarkersNinNrootNtissueNofNwheatdNScientificgReportsbN2019bNpbNgipgn 4.9 38

46 ‘evelopmentNofNspeciesNspecificNputativeNmiRNxNandNitsNtargetNpredictionNtoolNinNwheatNVTriticumN
aestivumNLdWdNScientificgReportsbN2019bNpbNinpf 4.9 3

45 UncoveringN enomicNRegionsNxssociatedNWithNimNxgrocMorphologicalNTraitsNinNIndianNSpringNWheatN
UsingN WxSdNFrontiersgingPlantgSciencebN2019bNgfbNlhn 6.2 25

44 ‘evelopmentNofNmodelNwebcserverNforNcropNvarietyNidentificationNusingNthroughputNSNPNgenotypingN
datadNScientificgReportsbN2019bNpbNlghh 4.9 7

(2019-2021)
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43
VigSat‘yqNgenomecwideNmicrosatelliteN‘NxNmarkerNdatabaseNofNthreeNspeciesNofNVignaNforN
germplasmNcharacterizationNandNimprovementdNDatabase:gthegJournalgofgBiologicalgDatabasesgandg
CurationbN2019bNhfgpbN

5 5

42 TheNroleNofNconservedNresiduesNinNtheNcatalyticNactivityNofNN‘McgqNanNapproachNinvolvingNsiteN
directedNmutagenesisNandNmolecularNdynamicsdNPhysicalgChemistrygChemicalgPhysicsbN2019bNhgbNgnohgcgnoil3.6 8

41 LivercSpecificNmicroRNxNIdentificationNinN–armedNzarpbNLabeoNbataNVHamiltonbNgohhWbN–edNwithN
StarchN‘ietNUsingNHighcThroughputNSequencingdNMarinegBiotechnologybN2019bNhgbNlopclpl 3.4 1

40 HarmonizingNtechnologicalNadvancesNinNphenomicsNandNgenomicsNforNenhancedNsaltNtoleranceNinNriceN
fromNaNpracticalNperspectivedNRicebN2019bNghbNop 5.8 14

39 TranscriptomicNsignatureNrevealsNmechanismNofNflowerNbudNdistortionNinNwitchesUcbroomNdiseaseNofN
soybeanNV lycineNmaxWdNBMCgPlantgBiologybN2019bNgpbNhm 5.3 6

38 TranscriptomicNsignatureNofNdroughtNresponseNinNpearlNmilletNVPennisetumNglaucumNVLdWNandN
developmentNofNwebcgenomicNresourcesdNScientificgReportsbN2018bNobNiioh 4.9 31

37 yanSat‘ybNaNwholecgenomecbasedNdatabaseNofNputativeNandNexperimentallyNvalidatedN
microsatelliteNmarkersNofNthreeNMusaNspeciesdNCropgJournalbN2018bNmbNmkhcmlf 4.6 4

36 qNxNUniversalNWebcToolNforNRapidNPolymorphicNMicrosatelliteNMarkerN‘iscoveryN–romNWholeN enomeN
andNTranscriptomeN‘atadNFrontiersgingPlantgSciencebN2018bNpbNgpmm 6.2 4

35 InNSilicoNPredictionNandN–unctionalNzharacterizationNofN enesNRelatedNtoNxbioticNandNyioticNStressesN
inNzhickpeaNVzicerNarietinumWdNCurrentgResearchgingBioinformaticsbN2018bNnbNgcil 0.2

34 ’ffectsNofNweedNcontrolNstrategyNonNweedNdynamicsbNsoybeanNproductivityNandNprofitabilityNunderN
conservationNagricultureNinNIndiadNFieldgCropsgResearchbN2017bNhgfbNmgcnf 5.5 16

33 ‘ecipheringNgenesNassociatedNwithNrootNwiltNdiseaseNofNcoconutNandNdevelopmentNofNitsN
transcriptomicNdatabaseNVznT‘yWdNPhysiologicalgandgMoleculargPlantgPathologybN2017bNgffbNhllchmi 2.6 6

32 TranscriptomicNsignatureNofN–usariumNtoxinNinNchickpeaNunveilingNwiltNpathogenicityNpathwaysNandN
markerNdiscoverydNPhysiologicalgandgMoleculargPlantgPathologybN2017bNgffbNgmicgnn 2.6 2

31 zomputationalNdecipheringNofNbioticNstressNassociatedNgenesNinNtomatoNVWdNGenomicsgDatabN2017bNgkbNohcpf 4

30 ‘evelopmentNofNtranscriptomeNbasedNwebNgenomicNresourcesNofNyellowNmosaicNdiseaseNindN
PhysiologygandgMoleculargBiologygofgPlantsbN2017bNhibNnmncnnn 2.8 7

29 ‘raftNwholeNgenomeNsequenceNofNgroundnutNstemNrotNfungusNxtheliaNrolfsiiNrevealingNgeneticN
architectNofNitsNpathogenicityNandNvirulencedNScientificgReportsbN2017bNnbNlhpp 4.9 10

28 MiSNP‘bqNaNwebcbasedNgenomicNresourcesNofNtropicalNecologyNfruitNmangoNVMangiferaNindicaNLdWNforN
phylogeographyNandNvarietalNdifferentiationdNScientificgReportsbN2017bNnbNgkpmo 4.9 14

27 ‘iscoveryNofNPutativeNHerbicideNResistanceN enesNandNItsNRegulatoryNNetworkNinNzhickpeaNUsingN
TranscriptomeNSequencingdNFrontiersgingPlantgSciencebN2017bNobNplo 6.2 14

26 PutativeNMicrosatelliteN‘NxNMarkercyasedNWheatN enomicNResourceNforNVarietalNImprovementNandN
ManagementdNFrontiersgingPlantgSciencebN2017bNobNhffp 6.2 17
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25 LowcdepthNshotgunNsequencingNresolvesNcompleteNmitochondrialNgenomeNsequenceNofNLabeoN
rohitadNMitochondrialgDNAgPartgA:gDNAgMappingtgSequencingtgandgAnalysisbN2016bNhnbNilgnco 1.3 2

24 OriginbN‘iversityNandN enomeNSequenceNofNMangoNVMangiferaNindicaNLdWdNIndiangJournalgofgHistorygofg
SciencebN2016bNlgbN 15

23 ‘raftN enomeNSequenceNofNTwoNMonosporidialNLinesNofNtheNKarnalNyuntN–ungusNTilletiaNindicaNMitraN
VPSWKy HcgNandNPSWKy HchWdNGenomegAnnouncementsbN2016bNkbN 9

22 ‘evelopmentNofNxntimicrobialNPeptideNPredictionNToolNforNxquacultureNIndustriesdNProbioticsgandg
AntimicrobialgProteinsbN2016bNobNgkgcp 5.5 10

21 xNmetacanalysisNofNpotentialNcandidateNgenesNassociatedNwithNsalinityNstressNtoleranceNinNricedNAgrig
GenebN2016bNgbNghmcgik 1.9 5

20 TheNOnionN enomicNResourceqNxNgenomicsNandNbioinformaticsNdrivenNresourceNforNonionNbreedingdN
PlantgGenebN2016bNobNpcgl 3.1 6

19 xssemblyNandNvariationNanalysesNofNzlariasNbatrachusNmitogenomeNretrievedNfromNW SNdataNandNitsN
phylogeneticNrelationshipNwithNotherNcatfishesdNMetagGenebN2015bNlbNgflcgk 0.7 6

18 xpplicationsNofNyioinformaticsNinNPlantNandNxgricultureN2015bNnllcnop 2

17 ’videnceNofNsalicylicNacidNpathwayNwithN’‘SgNandNPx‘kNproteinsNbyNmolecularNdynamicsNsimulationN
forNgrapeNimprovementdNJournalgofgBiomoleculargStructuregandgDynamicsbN2015bNiibNhgofcpg 3.6 10

16 RecyclingNofNOrganicNWasteNthroughN–ourN‘ifferentNzompostsNforN‘iseaseNSuppressionNandN rowthN
’nhancementNinNMungNyeansdNCleangugSoiltgAirtgWaterbN2015bNkibNgfmmcgfng 1.6 10

15
SyM‘bqNfirstNwholeNgenomeNputativeNmicrosatelliteN‘NxNmarkerNdatabaseNofNsugarbeetNforN
bioenergyNandNindustrialNapplicationsdNDatabase:gthegJournalgofgBiologicalgDatabasesgandgCurationbN
2015bNhfglbN

5 4

14 SpeciesNspecificNapproachNtoNtheNdevelopmentNofNwebcbasedNantimicrobialNpeptidesNpredictionNtoolN
forNcattledNComputersgandgElectronicsgingAgriculturebN2015bNgggbNllcmg 6.5 3

13 LocusNminimizationNinNbreedNpredictionNusingNartificialNneuralNnetworkNapproachdNAnimalgGeneticsbN
2014bNklbNopocpfh 2.5 9

12  eneticNdiversityNanalysisNforNquantitativeNtraitsNinNlentilNVLensNculinarismedikdWNgermplasmdNLegumeg
ResearchbN2014bNinbNgip 1 1

11 InNsilicoNminingNofNputativeNmicrosatelliteNmarkersNfromNwholeNgenomeNsequenceNofNwaterNbuffaloN
VyubalusNbubalisWNandNdevelopmentNofNfirstNyuffSat‘ydNBMCgGenomicsbN2013bNgkbNki 4.5 11

10 ‘evelopmentNofNaNmodelNwebserverNforNbreedNidentificationNusingNmicrosatelliteN‘NxNmarkerdNBMCg
GeneticsbN2013bNgkbNggo 2.6 5

9 –irstNwholeNgenomeNbasedNmicrosatelliteN‘NxNmarkerNdatabaseNofNtomatoNforNmappingNandNvarietyN
identificationdNBMCgPlantgBiologybN2013bNgibNgpn 5.3 20

8 PIP’Micro‘yqNmicrosatelliteNdatabaseNandNprimerNgenerationNtoolNforNpigeonpeaNgenomedN
Database:gthegJournalgofgBiologicalgDatabasesgandgCurationbN2013bNhfgibNbasflk 5 7

(2013-2016)
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7 xnalysisNandNfunctionalNannotationNofNexpressedNsequenceNtagsNofNwaterNbuffalodNAnimalg
BiotechnologybN2013bNhkbNhlcif 1.4 1

6
SeasonalNparasitismNandNbiologicalNcharacteristicsNofNHabrobraconNhebetorNVHymenopteraqN
yraconidaeWNâ��NaNpotentialNlarvalNectoparasitoidNofNHelicoverpaNarmigeraNVLepidopteraqNNoctuidaeWNinN
aNchickpeaNecosystemdNBiocontrolgSciencegandgTechnologybN2012bNhhbNiflcigo

1.7 12

5 yioticNstressNresistanceNinNagricultureNthroughNantimicrobialNpeptidesdNPeptidesbN2012bNimbNihhcif 3.8 29

4 SelectionNofNpigeonpeaNgenotypesNforNtoleranceNtoNaluminiumNtoxicitydNPlantgBreedingbN2011bNgifbNkphckpl2.4 9

3 yootstrapNstudyNofNparameterNestimatesNforNnonlinearNRichardsNgrowthNmodelNthroughNgeneticN
algorithmdNJournalgofgAppliedgStatisticsbN2011bNiobNkpgclff 1 3

2 PredictionNofNMHzNyindingNPeptidesNandN’pitopesNfromNzoatNProteinNofNMungbeanNYellowNMosaicN
IndiaNViruscUbfldNJournalgofgProteomicsgandgBioinformaticsbN2010bNfibNgnicgno 2.1 3

1 xNyootstrapNStudyNofNVarianceN’stimationNunderNHeteroscedasticityNUsingN eneticNxlgorithmdN
JournalgofgStatisticalgTheorygandgPracticebN2008bNhbNllcmp 0.5 1
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