
Nicola De Maio

ListgofgPublicationsgbygYearging
DescendinggOrder

Source:ghttps:xxexalyvcomxauthorupdfx3246219xnicolaudeumaioupublicationsubyuyearvpdf

Version:g2y24uy4u1yg

ThisgdocumentghasgbeenggeneratedgbasedgongthegpublicationsgandgcitationsgrecordedgbygexalyvcomvgForg

theglatestgversiongofgthisgpublicationglisttgvisitgtheglinkggivengabovev

ThegthirdgcolumngisgthegimpactgfactorgoIFpgofgthegjournaltgandgthegfourthgcolumngisgthegnumbergofg

citationsgofgthegarticlev

50
papers

2,356
citations

23
h-index

48
g-index

61
ext. papers

4,057
ext. citations

9.4
avg, IF

5.17
L-index



j Paper IF Citations

50 phastSimtOEfficientOsimulationOofOsequenceOevolutionOforOpandemicfscaleOdatasetsggOPLoSm
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SARSfCoVflOpandemicgONaturemGeneticseO2021eOomeOrisfrkp 36.3 58

39 GeneticOVariabilityOofOtheOSARSfCoVflOPocketomegOJournalmofmProteomemResearcheO2021eOlieOnlklfnlko 5.6 2

38 AOPhylodynamicOWorkflowOtoORapidlyOGainOInsightsOintoOtheODispersalOHistoryOandODynamicsOofO
SARSfCoVflOLineagesgOMolecularmBiologymandmEvolutioneO2021eOmreOkpirfkpkm 8.3 36

37 TheOCumulativeOIndelOModeltOFastOandOAccurateOStatisticalOEvolutionaryOAlignmentgOSystematicm
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24 CombiningOgenomicsOandOepidemiologyOtoOanalyseObifdirectionalOtransmissionOofOinOaOmultifhostO
systemgOELifeeO2019eOreO 8.9 33

23 ComparisonOofOlongfreadOsequencingOtechnologiesOinOtheOhybridOassemblyOofOcomplexObacterialO
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ComputationalmBiologyeO2018eOkneOekiipkkq 5 37

19 PneumococcalOCapsuleOSynthesisOLocusOcpsOasOEvolutionaryOHotspotOwithOPotentialOtoOGenerateO
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15 SimBactOsimulationOofOwholeObacterialOgenomesOwithOhomologousOrecombinationgOMicrobialm
GenomicseO2016eOleO 4.4 23

14 SCOTTItOEfficientOReconstructionOofOTransmissionOwithinOOutbreaksOwithOtheOStructuredOCoalescentgO
PLoSmComputationalmBiologyeO2016eOkleOekiiokmi 5 64
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