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SUPPLEMENTARY APPENDIX

Online Supplementary Table S1. Clinical and biological data of the patients.



Online Supplementary Table S2. Genes evaluated in the present study.



Online Supplementary Table S3. Monoclonal antibodies used for the FACS analysis in the present study.

Online Supplementary Table S4. IGHV gene repertoires of the “mutated” (<98% identity to germline), "unmutated" (≥98% identity to germline) and
“truly unmutated” (100% identity to germline) subgroups.



Online Supplementary Table S5. Cases belonging to stereotyped subsets.



Online Supplementary Table S6. Average ΔCt, median ΔCt and SD values for the 83
genes analyzed in the present study.



Online Supplementary Table S7. Flow cytometry results from 30 CLL cases analyzed in the present study. The data reported indicate percentage of pos-
itive cells.



Online Supplementary Table S8. Western blotting results from 59
CLL cases analyzed in the present study. Data reported indicate
ratio between the OD of the sample and the OD of actin.



Online Supplementary Table S9. Gene expression profiles in relation to BcR molecular features. Average ΔCt,  2^-ΔΔCt values,
fold difference and t-test values in subgroups of CLL cases.


