
Supplementary Figure S3. Reproducibility and reliability of LSPAD method. (A) M-A plotting of

identified proteins between two replicates of diabetic serum. “M” was defined as differential protein

abundance ratios of each protein between diabetic and diabetic serum, and “A” was defined as

protein-abundance of each protein. In addition, ret dots represented statistically significant over-

represented proteins in replicate 1 of diabetic serum, green dots represented statistically significant

under-represented proteins in replicate 1 of diabetic serum, and grey dots were proteins without

statistically-significant change in two cohorts. (B) M-A plotting analysis of replicate 1 of diabetic

serum and non-diabetic serum samples. (C) M-A plotting analysis of replicate 2 of diabetic serum and

non-diabetic serum samples. (D) The linear correlation analysis of shared significantly changed

proteins in B and C based on M value resulting from B (M1) and C (M2). In which, 12 proteins were

significantly over-represented in two replicates of diabetic serum compared to non-diabetic serum

(more than 0), and night proteins were significantly under-represented in two replicates of diabetic

serum compared to non-diabetic serum (less than 0).
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