SUPPLEMENTARY APPENDIX

Transcription factor nuclear factor erythroid-2 mediates expression
of the cytokine interleukin 8, a known predictor of inferior outcome
in patients with myeloproliferative neoplasms
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Online Supplementary Table 1. Genes whose expression levels are modulated by changes in NF-E2 levels.
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Depicted are the rank order, the most deregulated gene being placed on rank 1; the Affymetrix ID; a brief description of the gene function, if known; the GenBank accession
code; the regulation by NF-E2, shown as effect size, either up- or down-regulation; the FDR adjusted p-value; the p-value; and whether the gene is known to be a NF-E2 or
Nrf2 target, the appropriate references are given.




