Figure S1. GO gene function annotation on BP. The full version of Fig. 2: section ‘BP’ is demonstrated. GO, Gene Ontology;
BP, biological process.
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Figure S2. GO gene function annotation on CC. The full version of Fig. 2: section ‘CC’ is presented. GO, Gene Ontology;

CC, cellular component.

GO0:0031224~intrinsic component of
membrane

GO:0043005~neuron projection

GO:0045202~synapse

G0:1990351~transporter complex

G0:1902495~transmembrane transporter
complex

CcC

GO:0071944~cell periphery

G0:0097458~neuron part

G0:0034702~ion channel complex

G0:0005886~plasma membrane

G0:0044459~plasma membrane part

G0:0031226~intrinsic component of plasma
membrane

G0:0005887~integral component of plasma
membrane

o

50 100 150 200 250 300 350 400



Figure S3. GO gene function annotation on molecular function. The full version of Fig. 2: section ‘MF’ is demonstrated.

GO, Gene Ontology; MF, molecular function.
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Figure S4. KEGG pathway enrichment. KEGG is the abbreviation of KEGG pathways. The full version of Fig. 2: section
‘KEGG’ is presented. KEGG, Kyoto Encyclopedia of Genes and Genomes.

hsa04512:ECM-receptor interaction
hsa04725:Cholinergic synapse
hsa05031:Amphetamine addiction
hsa04723:Retrograde endocannabinoid...
hsa04911:Insulin secretion
hsa05014:Amyotrophic lateral sclerosis (ALS)
hsa04713:Circadian entrainment

hsa04728:Dopaminergic synapse

KEGG

hsa04024:cAMP signaling pathway

hsa04514:Cell adhesion molecules (CAMs)

hsa04724:Glutamatergic synapse

hsa05033:Nicotine addiction

hsa04020:Calcium signaling pathway

hsa04970:Salivary secretion

hsa04080:Neuroactive ligand-receptor...

o
_
o
N
o
W
o
o
o

50



Figure S5. Scatter plot of methylation level of ADCYS in
combination group, T2DM group and CRC group. The T2DM
group is on the x-axis (the horizontal axis on left side), the
combination group (CRC with T2DM) is on the y-axis (vertical
axis), and the CRC group is on the z-axis (the horizontal axis
on right side). Spearman’s correlation analysis was used and ‘r’
represents the correlation coefficient between the two groups.
The results showed that the correlation coefficient between the
combination group and the T2DM group was higher than that
between the combination group and the CRC group. ADCYS5,
adenylate cyclase 5; T2DM, type 2 diabetes mellitus; CRC,
colorectal cancer.
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