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Fig. 2 m status A =-3471- Standardized  (95% CI)
® Reference
Prediabetes versus NGM status [ ® | -0.08 (-0.17, 0.03)
Type 2 diabetes versus NGM status | ® | -0.14 (-0.25, -0.04)*
Measures of glyecemia
Fasting plasma glucose, per SD — o A= 3470 -0.09 (-0.13, -0.05)*
2-Heur, post-load glucose, per SD —eo— rR=3328 -0.07 (-0.11, -0.03)*
HbA%e; per SD —e— rR=3468 -0.08 (-0.11, -0.04)*
Skin autofluorescence, per SD e rR=3254 -0.05(-0.08, -0.01)*
Duration of diabetes, per SD [ = A= 574 -0.09 (-0.17, -0.00)*
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