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Original Article

Supplementary Table S1. Sequences and locations of primers used in the QMPSF assays1

1two decanucleotides extensions, for the forward and for the reverse primers respectively, were added on the 5' side of these oligonucleotides.
Their sequences are available upon signing a material and confidential information transfer agreement.

 



Supplementary Table S2. Gene copy number abnormalities detected by QMPSF in 77 de novo DLBCL.

adetermined by immunohistochemistry

Supplementary Table S3. TP53 mutations, TP53 allelic status assessed by QMPSF/CGH and p53 protein expression in 12 DLBCL.

IHC: immunohistochemistry; ND: not done; -, < 10%; +, > 10% positive tumor cells



Supplementary Figure S1. Summary of chromosomal imbalances detected in 17 detect-
ed in 17 cases of untreated de novo DLBCL. Red bars on the right of the ideogram indi-
cate gains of chromosomal material; green bars on the left side indicate loss of chromo-
somal material. Percentage of cases in which the genomic imbalance is observed is indi-
cated at the top.
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