
Online Supplementary Table S1. Clinical data for patients undergoing high-dose chemotherapy and autologous stem cell transplantation. Clinical patient
data for age, serum-β2-microglobulin, and plasma cell infiltration in the Heidelberg/Montpellier-group 1 (HM1) and  -2 (HM2). Median value and range
are given. NA, not available; ISS, International Staging System.

Analysis Details n Total 

Gene expression profiling of Tβ4
Myeloma samples HM1 U133A+B MMC 65 

HM2 U133 Plus 2.0 MMC 233 298 
Healthy donors and MGUS patients HM1 U133A+B BMPC 7 

MGUS 7 
HM2 U133 Plus 2.0 BMPC 7 

MGUS 16 
Data available for survival studies after HDM 
MMC HM1 U133A+B 48 

HM2 U133 Plus 2.0 161 209
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Online supplementary Table S2. Supervised gene analysis resulted in identification of differently expressed genes in myeloma cells from Tβ4high and Tβ4low

patients from the validation group. After identification of the biological function of the gene, these were grouped into different classes. 








