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Figure S1. Volcano plots in the two datasets. (A) HT-29 cells; (B) NCM460 cells.
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Figure S2. The analyses of the genes with reversely changed expression between the two
datasets by the GO enrichment analyses. (A) In HT-29 cells treated with SCS; (B) In NCM460

cells treated with SCS.
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Figure S3. Effect of SCS in HT-29 xenograft tumor mice model. Colon cancer HT-29 cells were
injected into BALB/c nude mice to develop the CRC model, while the control group was
injected with normal saline, positive control group was given cisplatin by gavage, other mice
received an intragastric administration of different doses (50, 100, 200, 400, 800 and 1000
ug/g/day) of SCS (spine) for 25 days.
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Figure S4. Effect of SCS on body weight in HT-29 xenograft tumor mice model. Colon cancer
HT-29 cells were injected into BALB/c nude mice to develop the CRC model, while the control
group was injected with normal saline. After 3 weeks, mice received an intragastric
administration of different doses (100, 200, and 400 pg/g/day) of SCS (spine) for 4 weeks. (A)
body weight, (B) Tumor volume in each time point. All results are expressed as mean + SD (n
=10).



Table S1. Genes were up- and down-regulated in the transcriptome of SCS treatment in HT-29 (FoldChange > 1.5, P < 0.05).

Gene_ID Gene Fold change Fpkm (HT-29-0) Fpkm (HT-29-100) Description
ENSG00000197150 ABCBS8 0.849971 6.2411 11.2494 ABC transporters
ENSG00000117528 ABCD3 -1.07049 18.9982 9.04614 ABC transporters
ENSG00000076555 ACACB -4.84956 6.25005 0.21678 Pyruvate metabolism
ENSG00000114331 ACAP2 0.597227 9.66951 14.6281 Endocytosis
ENSG00000151726 ACSL1 0.387771 11.3748 14.8824 PPAR signaling pathway
ENSG00000131069 ACSS2 -0.231053 38.87 33.1177 Pyruvate metabolism
ENSG00000170017 ALCAM 1.23344 3.46587 8.1492 Cell adhesion molecules
ENSG00000137124 ALDH1B1 -0.81218 6.42896 3.66143 Pyruvate metabolism
ENSG00000143153 ATP1B1 -0.807001 134.566 76.9139 cAMP signaling pathway
ENSG00000168646 AXIN2 -1.16822 20.2617 9.01586 Colorectal cancer
ENSG00000105327 BBC3 0.539745 15.3826 22.3619 Apoptosis
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Table S2. Genes were up- and down-regulated in the transcriptome of SCS treatment in NCM460 (FoldChange > 1.5, P < 0.01).

Gene_ID Gene Fold change Fpkm (NCM460-0) Fpkm (NCM460-100) Description
ENSG00000117528 ABCD3 2.58858 1.53185 9.21413 ABC transporters
ENSG00000114331 ACAP2 5.42009 0.18855 8.07303 Endocytosis
ENSG00000062822 POLD1 -1.81149 40.939 11.6634 DNA replication
ENSG00000166851 PLK1 -1.67534 65.2857 20.4405 Cell cycle
ENSG00000105486 LIG1 -1.77395 24.4869 7.16011 DNA replication

Table S3. Effect of SCS on cell apoptosis in HT-29 and NCM460 cells. The apoptosis ratios (%) were calculated by cell apoptosis assay kit and flow cytometer.

Annexin V/PI Control 100 pg/mL 200 pg/mL 400 pg/mL

-/- 85.69+0.11 63.43+2.99 50.65+2.33 16.61+0.31

HT.29 +/- 7.94+0.09 23.70+1.54 31.08+2.92 64.75+2.98
+/+ 6.33+0.18 12.85+1.88 11.53+1.43 18.29+4.04

-/+ 0.037+0.013 0.017+0.01 0.07+0.04 0.35+0.53

-/- 88.32+0.26 81.00£1.79 81.56+6.16 75.91+0.59

NCM460 +/- 5.48+2.00 10.52+0.55 13.11+1.08 14.68+0.05
++ 6.07+0.10 8.45+0.94 8.36+0.41 9.55+0.69

-/+ 0.12+0.18 0.027+0.006 0.013+0.003 0.023+0.007

Values are expressed as mean + SD.

Statistical analysis of differences between groups was performed using one-way ANOVA.



