Supplementary Table 1. Correlations between CFP and Gene Markers of Immune Cells in

TIMER
LUAD STAD
CELL TYPE Gene marker None Purity None Purity

Cor P Cor P Cor P Cor P

B cell CD19 0.4 il 0.289 Fx 0.573 Frx 0.535 Frx

CD20 (MS4A1) 0.481 falaied 0.373 kel 0.639 halaid 0.598 halaid

CD38 0.218 falaied 0.094 * 0.551 halaid 0.503 halad

CD79A 0.315 ok 0.195 Fhk 0.616 sl 0.582 s

CD8+ T cell CD8A 0.349 falaied 0.236 kel 0.529 okk 0.499 okex

CD8B 0.309 ok 0.222 Fhk 0.386 sl 0.36 s

T cell(general) CD3D 0.415 ok 0.29 Fhk 0.563 sl 0.511 s

CD3E 0.489 falaied 0.383 kel 0.587 halaid 0.539 halad

CD2 0.471 faalel 0.36 falaiel 0.573 il 0.529 il

Tfh IL21 0.214 falaiad 0.155 kel 0.305 haad 0.26 halaid

CXCR5 0.507 falaiad 0.419 kel 0.667 halad 0.632 halaid

ICOS 0.496 okl 0.391 kel 0.532 wxx 0.484 el

BCL6 0.114 ** 0.123 ** 0.37 haad 0.339 halaid

Thl STAT4 0.376 il 0.267 falalel 0.581 il 0.541 Fx
STAT1 0.149 falalel 0.054 2.35E-01 0.118 * 0.094  6.78E-02

IFN-y (IFNG) 0.182 falale 0.07 1.22E-01 0.196 el 0.151 *x

IFN-o (TNF)  0.355 falalel 0.244 falaiel 0.377 il 0.307 il

IL12RB2 0.153 kel 0.088 * 0.325 halad 0.318 o

WSX-1 (IL27RA) 0.231 kel 0.164 kel 0.339 halad 0.346 o

T-BET (TBX21) 0.431 falele 0.325 falaiel 0.554 il 0.522 il

Th2 IL13 0.24 falale 0.185 falalel 0.17 el 0.157 *x

STAT5A 0.517 falalel 0.438 falaiel 0.477 Fkk 0.462 Fkx

CCR3 0.143 ** 0.056 2.16E-01 0.425 halaid 0.397 halaid
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HLA-DPB1  0.56
HLA-DQB1  0.395
HLA-DRA (HLA-
0.493
DRAL)
BDCA-1 (CD1C) 0.501

BDCA-4 (NRP1) 0.141

CD1lc (ITGAX) 0.541

KKk

KKk

KKk

KKk

*%

KKk

0.488

0.304

0.405

0.44

0.12

0.472

*kk

*kk

*kk

*kk

*%

*kk

0.55

0.387

0.47

0.714

0.528

0.589

*k*k

*kk

*k*k

*kk

*k*k

*kk

0.501

0.31

0.417

0.682

0.506

0.553

*k*k

*kk

*k*k

*kk

*k*k

*kk

STAD, stomach adenocarcinoma; LUAD, lung adenocarcinoma. Tth, follicular helper T cell; Th, T helper cell;

Treg, regulatory T cell; TAM, tumor-associated- macrophage; NK, natural killer cell; DC, dendritic cell; None,

correlation without adjustment; Purity, correlation adjusted for tumor purity; Cor, R value of Spearman’s

correlation. ¥*P < 0.01; **P <0.001; ***P <0.0001



Supplementary Table 2. The clinicopathological features of 12 STAD patients and 7 LUAD

patients.

Sample Race  Organ/Anatomic site  Pathology diagnosis Age Gender Grade  TNM stage
1 Han Stomach Adenocarcinoma 70 Male 2 IIb
2 Han Stomach Adenocarcinoma 65 Male 2 JIE]
3 Han Stomach Adenocarcinoma 63  Female 3 Illa
4 Han Stomach Adenocarcinoma 48  Female 2 Ib
5 Han Stomach Adenocarcinoma 65 Male 2 Ib
6 Han Stomach Adenocarcinoma 58 Male 3 la
7 Han Stomach Adenocarcinoma 63 Male 3 Ib
8 Han Stomach Adenocarcinoma 63 Male 2-3 JIE]
9 Han Stomach Adenocarcinoma 63 Male 3 IIb
10 Han Stomach Adenocarcinoma 58  Female 2 IIb
11 Han Stomach Adenocarcinoma 67 Male 3 Ila
12 Han Stomach Adenocarcinoma 61 Male 2 Ila
1 Han Lung Adenocarcinoma 59  Female 2 Ia
2 Han Lung Adenocarcinoma 70 Male 2 IIb
3 Han Lung Adenocarcinoma 59  Female 2 ITa
4 Han Lung Adenocarcinoma 53 Male 2 IIb
5 Han Lung Adenocarcinoma 68 Male 2 Ib
6 Han Lung Adenocarcinoma 66  Female 2 IIb
7 Han Lung Adenocarcinoma 57 Male 3 ITa







Supplementary Figure 1 Correlation of CFP expression with immune infiltration level in
diverse type cancers via TIMER database. Correlation of CFP expression with immune infiltration levels
in Adrenocortical carcinoma (ACC), Bladder Urothelial Carcinoma (BLCA), Breast invasive carcinoma (BRCA),
Breast invasive carcinoma-Basal (BRCA-Basal), Breast invasive carcinoma-Her2 (BRCA-Her2), Breast invasive
carcinoma-Luminal (BRCA- Luminal), Cervical squamous cell carcinoma and endocervical adenocarcinoma
(CESC), Cholangio carcinoma (CHOL), Lymphoid Neoplasm Diffuse Large B-cell Lymphoma (DLBC),
Esophageal carcinoma (ESCA), Glioblastoma multiforme (GBM), Head and Neck squamous cell carcinoma
(HNSC), Head and Neck squamous cell carcinomaHPVpos (HNSC-HPVpos), Head and Neck squamous cell
carcinoma-HPVneg (HNSC-HPVneg), Kidney Chromophobe (KICH), Kidney renal clear cell carcinoma (KIRC),
Kidney renal papillary cell carcinoma (KIRP), Brain Lower Grade Glioma (LGG), Liver hepatocellular carcinoma
(LIHC), Lung adenocarcinoma (LUAD), Mesothelioma (MESO), Ovarian serous cystadenocarcinoma (OV),
Pancreatic adenocarcinoma (PAAD), Pheochromocytoma and Paraganglioma (PCPG), Prostate adenocarcinoma
(PRAD), Rectum adenocarcinoma (READ), Sarcoma (SARC), Skin Cutaneous Melanoma (SKCM), Skin
Cutaneous Melanoma-Primary (SKCM- Primary), Skin Cutaneous Melanoma-Metastasis (SKCM- Metastasis),
Testicular Germ Cell Tumors (TGCT), Thyroid carcinoma (THCA), Thymoma(THYM), Uterine Corpus

Endometrial Carcinoma (UCEC), Uterine Carcinosarcoma (UCS), Uveal Melanoma (UVM).



