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Supplementary Figure 1. Perturbation of oxidative phosphorylation (KEGG map) in the study by Hodges and coworkers. Genes are painted red
for up-regulation or green for down-regulation. For details regarding the KEGG maps please refer to the KEGG website.
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Supplementary Figure 2. Perturbation of ribosome (KEGG map) in the study by Hodges and coworkers.
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Supplementary Figure 3. Perturbation of endocytosis (KEGG map) in the study by Hodges and coworkers.
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Supplementary Figure 4. Perturbation of natural killer cell mediated cytotoxicity (KEGG map) in the study by Hodges and coworkers.
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Supplementary Figure 5. Perturbation of MAPK signaling pathway (KEGG map) in the study by Hodges and coworkers.
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Supplementary Figure 6. Perturbation of oxidative phosphorylation (KEGG map) in our experiment.
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Supplementary Figure 7. Perturbation of ribosome (KEGG map) in our experiment.
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Supplementary Figure 8. Classification of the MCI patients and normal elderly controls in our experiment. The expression value of the probes
for differentially expressed genes were used in the automatic clustering of the 17 MCI samples (dark blue bar at the top) and 13 control samples
(light blue bar). Sample IDs are shown at the bottom.
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Supplementary Figure 9. Dynamic perturbation of blood transcriptome during the progression of AD. The enrichment scores are converted
from p-values of functional enrichment for ribosome or oxidative phosphorylation. The normal elderly controls and three stages of the disease
(MCI, mAD and sAD) are compared with young controls separately. Please note the different scales of scores for the two functional categories.

Supplementary Table 1A
. Original datasets for blood transcriptome studies under various disease conditions examined in this work
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Supplementary Table 1B
. Enriched functional categories in the five published studies on AD blood transcriptome
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Supplementary Table 2A
. Sample information for each group of patients or controls
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Supplementary Table 3A
. Datasets for blood transcriptome affected by various lifestyles examined in this study
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