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conventionalNorNthalidomidebbasedNtherapycNGenesoChromosomesoandoCanceraN2011aNjeaNlkjbli 5 52
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EpidemiologyoBiomarkersoandoPreventionaN2011aNgeaNflehbl 4 33

8
MappingNofNchromosomeNfpNdeletionsNinNmyelomaNidentifiesNFvMikxNatNfpfgNandNxyKNgxNatN
fphgchNasNbeingNgenesNinNregionsNassociatedNwithNadverseNsurvivalcNClinicaloCanceroResearchaN2011aN
flaNlllkbmi

12.9 122

7 WholeNGenomeNSequencingNIlluminatesNtheNGeneticNandNwiologicalNFeaturesNUnderlyingNtheN
TransitionNofNSMMNtoNMMcNBloodaN2011aNffmaNgnkbgnk 2.2

6 TheNInteractionNofNResponseNandNFISHbwasedNRiskNStratificationNtoNwetterNyefineNxlinicalNOutcomeNinN
MyelomacNBloodaN2011aNffmaNfmghbfmgh 2.2

5 zxomeNSequencingNofNtheNtVipfiWNandNtVffpfiWNTranslocationNSpecificNSubgroupsNofNMMcNBloodaN2011aN
ffmaNfmflbfmfl 2.2

4 HighNexpressionNlevelsNofNtheNmammalianNtargetNofNrapamycinNinhibitorNyzPTORNareNpredictiveNofN
responseNtoNthalidomideNinNmyelomacNLeukemiaoandoLymphomaaN2010aNjfaNgfgkbn 1.9 23
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