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Ò Prospective observation trail : SWOG S0120

Ò MGUS, SMM, solitary plasmacytoma

Ò Hemogram, serum/urinary M protein, SEP, IEP, 
B2M, free light chain, metaphase karyotyping, 
MRI

Ò At 3,6 and 12 months at first year, then every 6-
12 months  



Ò Collected to isolate CD 138+ plasma cell with 
immunomagneticbead selection 

Ò Monitored by flow cytomertyfor > 85% 

Ò AffymetrixU133 plus 2.0 microarrays, generate 
risk score based on a validated 70-gene model 
(GEP-70)



GEP -70score 



Age Û65

Low level of uninvolved Ig

Urine M > 0 g/dL

Serum M  Û3 g/dL

B2M > 3 mg /L

Albumin< 4 g/dL

Hb<12 g/dL

A level of involved SFLC > 25 mg/dL

Elevated ratio of 
involved/uninvolved SFLC > 10

Plasma > 20% in BM

GEP-70 risk score > -0.26

GEP-70 PI > -2.73

MRI focal lesion > 1

Univariateanalysis 

GEP poly-PC > 11.6





Addition of GEP improved cumulative R2

by approximately 11 %

11%



Risk factor: SFLC >25 mg/dl
M spike > 3g/dL
GEP70 risk >-0.26 


