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SUPPLEMENTARY APPENDIX

Online Supplementary Table S1. Odds ratios and P values for associations between imaging parameters, GEP, and standard laboratory parameters.  
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Online Supplementary Table S2. List of examined gene probes.



Online Supplementary Table S3. P values for comparisons in Online Supplementary Figure S1. (Significant P values are highlighted in yellow.)



Online Supplementary Table S4. P values for comparisons in Online Supplementary Figure S2 (Significant P
values are highlighted in yellow.)



Online Supplementary Figure S1. Comparison of bone-related genes with imaging parameters.  Labels on the y-axis are presented as the gene name
followed by the probe number in parentheses.  Points on the left side of the vertical gray line represent significant comparisons.
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Online Supplementary Figure S2. Comparison of GEP-70 probes with imaging parameters.  Labels on the y-axis are presented as the gene name fol-
lowed by the probe number in parenthesis.  Points on the left side of the vertical gray line represent significant comparisons. 
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