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14 MEDMEsOanOexperimentalOandOanalyticalOmethodologyOforOtheOestimationOofODNzOmethylationOlevelsO
basedOonOmicroarrayOderivedOMeDIPeenrichmentfOGenomeoResearchdO2008dOiqdOionker 9.7 93
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12 ProbingOhostOpathogenOcrossetalkObyOtranscriptionalOprofilingOofObothOMycobacteriumOtuberculosisO
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11 TheOgenopolisOmicroarrayOdatabasefOBMCoBioinformaticsdO2007dOqOSupplOidOSki 3.6 8

10 zMDzsOanOROpackageOforOtheOautomatedOmicroarrayOdataOanalysisfOBMCoBioinformaticsdO2006dOpdOlln 3.6 31

9 EffectsOofOdexamethazoneOonOLPSeinducedOactivationandOmigrationOofOmouseOdendriticOcellsO
revealedObyOaOgenomeewideOtranscriptionalOanalysisfOEuropeanoJournaloofoImmunologydO2006dOlodOinhmein 6.1 46

8 DendriticOcellsOinOpathogenOrecognitionOandOinductionOofOimmuneOresponsessOaOfunctionalOgenomicsO
approachfOJournaloofoLeukocyteoBiologydO2006dOprdOrileo 6.5 32

7 TranscriptionalOProfilingOofODendriticOCellsOinOResponseOtoOPathogensO2006dOmoiemqo

6 zOcriticalOroleOforOlipophosphoglycanOinOproinflammatoryOresponsesOofOdendriticOcellsOtoOLeishmaniaO
mexicanafOEuropeanoJournaloofoImmunologydO2005dOlndOmpoeqo 6.1 41

5 zOtypeOIOIFNedependentOpathwayOinducedObyOSchistosomaOmansoniOeggsOinOmouseOmyeloidOdendriticO
cellsOgeneratesOanOinflammatoryOsignaturefOJournaloofoImmunologydO2004dOipkdOlhiiep 5.3 56

4 zOpowerOlawOglobalOerrorOmodelOforOtheOidentificationOofOdifferentiallyOexpressedOgenesOinO
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