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Figure S1: GO analysis of DEGs at different locations in the colon.
(A-D) Circos chart of GO analysis with DEGs. (A) Rectum. (B) Transverse. (C)

Descending. (D) Recto-sigmoid.
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Figure S2: Immune cell correlation analysis.

(A-D) Immune cells associated with the different location. (A) Sigmoid. (B) Ascending.
(C) Caecum. (D) Rectum.
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Figure S3: The PCA analysis and immune cells expression differential analysis in the

colon.
(C-E) Differential immune cell expression

(A-B) The PCA analysis of immune cell
sigmoid.



IER3

TNFSF4

@samsm

SERPINAL & YARS1

IFITML

o

IR5A2

:
3
2

B C

negative regulation of viral entry into host cell{ [N regulation of viral life cycle
regulation of viral life cycle _ regulation of viral process
negative regulation of viral life cycle _ of izati
regulation of viral process- _ viral life cycle
of izati _ negative regulation of viral entry into host cell -
regulation of viral entry into host ce!l { | NN 8 negative regulation of viral life cycle ®
modulation by symbiont of entry into host _ regulation of viral entry into host cell
regulation of biological process involved in symbiotic interaction | _ modulation by symbiont of entry into host
positive ion of _ I of bi ical process il in iotic il i
viral life cycle _ positive ion of
P T pl - chromosome, centromeric region .
fibrillar collagen trimer. - peroni ining T plex g
qvalue banded collagen fibril - qvalue 20;"6! fibrillar collagen trimer |g
0.025 chromosome, centromeric region _ 0.025 @ 15 banded collagen fibril 19
0.050 mitotic spindle midzone | [ - 0.050 @ 2.0 mitotic spindle midzone |g a
0.075 complex of collagen trimers: o 2.5 complex of collagen trimers {@
0.100 pericentric heterochromatin{ - 0.100 . 3.0 pericentric heterochromatin 1§
lamellipodium membrane { lamellipodium membrane {§
podosome - podosome {§
chaperone complex - chaperone complex 1§
nuclear receptor activity _ nuclear receptor activity
ligand-activated transcription factor activity: _ ligand-activated transcription factor activity
oxidoreductase activity, acting on a sulfur group of donors. _ oxidoreductase activity, acting on a sulfur group of donors
. . . 58 rRNA binding | I 5S rRNA binding |g
oxidoreductase activity, acting on a sulfur group of donors, oxidoreductase activity, acting on a sulfur group of donors,
oxygen as acceptor’ - oxygen as acceptor o =
platelet-derived growth factor binding - 5 platelet-derived growth factor binding {@ w0
myosin Il binding myosin Il binding 1§
low-density lipoprotein particle receptor activity - low-density lipoprotein particle receptor activity {§
plus-end-directed microtubule motor activity' plus-end-directed microtubule motor activity Jg
low~-density lipoprotein particle binding{ - low-density lipoprotein particle binding g
0 1 2 3 010 015
Count GeneRatio

Figure S4: Characteristics analysis of DEGs.

(A) Protein-Protein Interaction Networks (PPI) of all DEGs.

(B) The GO enrichment analysis of sixteen hub DEGs with bar plot.
(C) The GO enrichment analysis of sixteen hub DEGs with bubble plot.
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Figure S5: Differential expression and survival analysis of sixteen hub genes.
(A-G) Expression of genes at different sites; (A) GSN. (B) IER3. (C) PDK4. (D)
DNMT1I. (E) CSPG4. (F) CENPE. (G) CCTS5. NS stand for not significant.
(H-M) The genes expression in normal and tumor groups; (H) COL2A1. (I) NR3C2. (J)

NR5A2. (K) SELENBPI. (L) DNMTI. (M) DOCK10.

(N-W) The Survival analysis of genes; (N) COL2A1. (O) GSN. (P) GTF3A. (Q) GZMB.
(R) IER3. (S) IFITM1. (T) PDK4. (U) TNR5A2. (V) DNMTI1. (W) CSPG4. Analyses
of variance and survival analyses were validated by external validation in TCGA and

GTEx databases.
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Figure S6: Differential expression and drug sensitivity analysis of six location-specific
gene.

(A-D) The Survival analysis of genes; (A) DOCK10. (B) STABI. (C) CENPE. (D)
CCTS5. Analyses of variance and survival analyses were validated by external validation
in TCGA and GTEx databases.

(E-F) Expression of genes at various locations; (E) DCBLD2. (F) FABPS5. NS stand for
not significant.

(G-J) The genes expression in normal and tumor groups; (G) DCBLD2. (H) FABPS. (I)
PDKI1. (J) EGR2.

(K-P) The Survival analysis of genes; (K) DCBLD2. (L) GTF3A. (M) GSS. (N) PDKI.
(O) TEADS3. (P) EGR2.

(Q-R) Drug sensitivity of PDKI1. (Q) BX795. (R) OSU-03012. Different and survival
analyses were validated by external validation in TCGA and GTEx databases.
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Figure S7: RT-qPCR was used to detect differences in expression of 16 hub genes in
colorectal cells and colorectal cancer cells.









	Supplementary figures
	Figure S1: GO analysis of DEGs at different locations in the colon.
	(A-D) Circos chart of GO analysis with DEGs. (A) Rectum. (B) Transverse. (C) Descending. (D) Recto-sigmoid.
	Figure S2: Immune cell correlation analysis.
	(A-D) Immune cells associated with the different location. (A) Sigmoid. (B) Ascending. (C) Caecum. (D) Rectum.
	Figure S3: The PCA analysis and immune cells expression differential analysis in the colon.
	(A-B) The PCA analysis of immune cell; (A) Rectum. (B) Recto-sigmoid.
	(C-E) Differential immune cell expression; (C) Rectum. (D) Transverse. (E) Recto-sigmoid.
	Figure S4: Characteristics analysis of DEGs.
	(A) Protein-Protein Interaction Networks (PPI) of all DEGs.
	(B) The GO enrichment analysis of sixteen hub DEGs with bar plot.
	(C) The GO enrichment analysis of sixteen hub DEGs with bubble plot.
	Figure S5: Differential expression and survival analysis of sixteen hub genes.
	(A-G) Expression of genes at different sites; (A) GSN. (B) IER3. (C) PDK4. (D) DNMT1. (E) CSPG4. (F) CENPE. (G) CCT5. NS stand for not significant.
	(H-M) The genes expression in normal and tumor groups; (H) COL2A1. (I) NR3C2. (J) NR5A2. (K) SELENBP1. (L) DNMT1. (M) DOCK10.
	(N-W) The Survival analysis of genes; (N) COL2A1. (O) GSN. (P) GTF3A. (Q) GZMB. (R) IER3. (S) IFITM1. (T) PDK4. (U) TNR5A2. (V) DNMT1. (W) CSPG4. Analyses of variance and survival analyses were validated by external validation in TCGA and GTEx databases.
	Figure S6: Differential expression and drug sensitivity analysis of six location-specific gene.
	(A-D) The Survival analysis of genes; (A) DOCK10. (B) STAB1. (C) CENPE. (D) CCT5. Analyses of variance and survival analyses were validated by external validation in TCGA and GTEx databases.
	(E-F) Expression of genes at various locations; (E) DCBLD2. (F) FABP5. NS stand for not significant.
	(G-J) The genes expression in normal and tumor groups; (G) DCBLD2. (H) FABP5. (I) PDK1. (J) EGR2.
	(K-P) The Survival analysis of genes; (K) DCBLD2. (L) GTF3A. (M) GSS. (N) PDK1. (O) TEAD3. (P) EGR2.
	(Q-R) Drug sensitivity of PDK1. (Q) BX795. (R) OSU-03012. Different and survival analyses were validated by external validation in TCGA and GTEx databases.
	Figure S7: RT-qPCR was used to detect differences in expression of 16 hub genes in colorectal cells and colorectal cancer cells.

	original WB Images
	幻灯片编号 1
	幻灯片编号 2


