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activeMpromoterscMCellhCycleaM2009aMmaMffejbffff 4.7 12

35 WhenMgametophyticMselfbincompatibilityMmeetsMgynodioecycMGeneticalhResearchaM2008aMneaMglbhj 1.1 12

34 TheMIcelandicMxancerMProjectbbaMpopulationbwideMapproachMtoMstudyingMcancercMNaturehReviewsh
CanceraM2004aMiaMimmbng 31.3 12

33 zvidenceMforMvdaptiveMIntrogressionMofMyiseaseMResistanceMGenesMvmongMxloselyMRelatedMSpeciescM
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