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SUPPLEMENTARY APPENDIX

Online Supplementary Figure S1. miR-20a, -20b, and -194 expres-
sion in OCI-Ly8 cells. The levels of endogenous expression of miR-
20a, -20b, and -194 were determined by TaqMan quantitative real-
time PCR assay in triplicate experiments. RNA from seven FH B
cells was used as the control. Four small nuclear and nucleolar
RNA, RNU66, RNU38b, Z30, and RNU6B, were used as the internal
control. The DCt value was calculated as Ct value of target miR
probe subtracted from the geometrical mean of Ct values of
RNU66, RNU38b, Z30, and RNU6B. The relative miR expression
level was calculated as 2-DCt. Mean and standard deviation of tripli-
cate experiments are shown for OCI-Ly8 cells; the line indicates the
mean value for seven FH B-cell samples. P=0.006, 2.16-fold for
miR-20a; P=0.006, 0.52-fold for miR-20b; and P=0.006, 1.86-fold
for miR-194. 



Online Supplementary Table S1. List of 199 genes for expression profiling using NanoString nCount.



Online Supplementary Table S2. miRNAs differentially expressed in FL.
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Online Supplementary Table S3. Genes differentially expressed in FL.


