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29 yracketingOphenogenotypicOlimitsOofOmammalianOhybridizationdORoyalhSocietyhOpenhSciencebO2018bOlbOgofpfi3.3 16
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26 SxNSqOhighcthroughputOretrievalOofOproteinOsequencesOallowingOlfUOmismatchesdOBioinformaticsbO
2012bOhobOikiocikki 7.2 14

25 ₂enomeOsequenceOofOPectobacteriumOspdOstrainOSzzigpidOJournalhofhBacteriologybO2012bOgpkbOmffk 3.5 14

24 PairsDyOatlasOofOproteinOsequenceOspacedONucleichAcidshResearchbO2008bOimbODhnmcof 20.1 12
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HumanhMutationbO2012bOiibOghpkcifg 4.7 8

17 PredictingOproteinOstructureOusingOhiddenOMarkovOmodelsdOProteins:hStructurewhFunctionhandh
BioinformaticsbO1997bOhpbOgikcgip 4.2 7

16 NovelOcomparisonOofOevaluationOmetricsOforOgeneOontologyOclassifiersOrevealsOdrasticOperformanceO
differencesdOPLoShComputationalhBiologybO2019bOglbOegffnkgp 5 6
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13 MolecularOdynamicsOsimulationsOofOhaptenObindingOtoOstructuralOmodelsOofOhcphenyloxazoloneO
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12 PxNNZERcxOpracticalOtoolOforOproteinOfunctionOpredictiondOProteinhSciencebO2021bO 6.3 4
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3 NovelOsplitOqualityOmeasuresOforOstratifiedOmultilabelOcrossOvalidationOwithOapplicationOtoOlargeOandO
sparseOgeneOontologyOdatasetsO2022bOhbOkpcmh 1
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1 TheOwiringOofOproteinOnetworksqOzomputationalOapproachesOforOpredictingOproteinOinteractionO
networksdOBiochemistbO2011bOiibOocgg 0.5
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