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Figure S1. Marker genes defining 17 cell types.

| GSEA CTD GSEA 4

Figure S2. 65 common targeted genes of glucocorticoid, including 16 upregulated genes and 49
down-regulated genes, obtained from the intersection of Comparative Toxicogenomics Database
(CTD) and Gene Set Enrichment Analysis (GSEA) Database.
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Figure S3. The distribution of 16 glucocorticoid-induced up-regulated genes in control and case
group.
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Distribution of down-regulated genes
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Figure S4. The distribution of 49 glucocorticoid-induced down-regulated genes in control and case
group.
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Figure S5. The network of 29 differentially expressed genes in erythroblast. The relative lower expression level of Myc
in the case group compared with that in the control group (A). The protein-protein interaction network of 29 differentially
expressed genes in erythroblast, and every gene plays a role in at least two signaling pathways of glucose and fat metab-
olism correlative (B). Myc serves as a network hub.
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Figure S6. The protein-protein interaction of 25 differentially expressed genes in monocyte de-
rived macrophages. Every gene plays a role in at least two inflammation response related signal-
ing pathways. Jun serves as the network hub of the inflammatory response.
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Figure S7. The protein-protein interaction of 29 differentially expressed genes in immature B
cell. Every gene plays a role in at least two blood vessel and bone metabolism related signaling
pathways, and Jun serves as a network hub.
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Figure S8. The protein-protein interaction of 27 differentially expressed genes in neutrophil.
Every gene plays a role in blood vessel and bone metabolism related signaling pathways and
Ccnd1 served as the network hub.

Table S1. 65 glucocorticoid-associated dysregulated genes obtained from the intersection of Com-
parative Toxicogenomics Database and Gene Set Enrichment Analysis Database.

BCL2 NAPIL1 RGS2 CD99 NASP RGCC
LDHB PDLIM1 HSP90ABI1 P2RXS SET NPM1
JUN PPIA AREG SNRPD3 LYZ IL1R2
ANP32B LTF BIRC3 OLAl ETFA EZR
SSBP2 MAP3KS HSPAS SSBP1 RPLPO PRDX6
BLNK AHNAK GAPDH TUFM PRDX4 VDACI
CSTA AKAPI12 HSPBI1 SERBP1 ALAS2 STMNI1
MARCKSLI CD9 DEFA4 ST13 TUBAIB IDH2
CI1QBP FABP5 DEFALI PSIP1 PDIA6 PRDX1
DYNLL1 GO0S2 APOBEC3G CCTS8 DUT CXCLS

PRMT1 FOSB STOML2 HMGN2 PARKY7




