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Figure S1. Functional relationship networks of genes associated with the canonical pathways related
to osteoporosis development in control participants. Control participants (A) no. 1, (B) no. 2, (C) no.

4, and (D) no. 5.
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Figure S2. Function relationship networks of genes associated with the canonical pathways related to
obesity and diabetes onset in control participants. Control participants no. (A) 1, (B) 2, (C) 4, and (D)

5.
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