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Figure S1. Extracellular vesicles (EVs) from the tissues of patients with pancreatic cancer. Size 

distribution of EVs obtained from tissues. The average size was 63.42 ± 19.02 nm. 

 

Figure S2. Beta diversity of tissue EV-derived microbiomes in tumor and normal tissues in 2-

dimension (n = 15). (A) Phylum, (B) class, (C) order, (D) family, and (E) genus levels. 



 

Figure S3. Beta diversity of tissue EV-derived microbiomes in tumor and normal tissues in 3-

dimension (n = 15). (A) Phylum, (B) class, (C) order, (D) family levels. 



 

Figure S4. Phylogenetic profiles of EV-derived microbiomes. Common microbiota in paired normal 

and tumor tissues at the (A) phylum, (B) class, (C) order, and (D) family levels. 



 

Figure S5. Microbiome composition profiling in the tissues of patients with pancreatic cancer. 

Clustering of common microbiota in paired normal and tumor tissues (n = 15). 

 

Figure S6. The abundance of known important microbiotas in human gut between normal and tumor 

tissues (n=15). 



 

Figure S7. Abundance of Tepidimonas by surgical procedures in tumor tissues (PD; 

pancreaticoduodenectomy, TPS; total pancreatectomy with splenectomy, DPS; distal pancreatectomy 

with splenectomy, n = 15, mean ± SEM). 

 

Figure S8. Proliferation of cancer cells in the presence of the supernatant of TF in Capan2 and SNU213  

(n = 5, mean ± SD, * p < 0.05, *** p < 0.001 ). 

 

Figure S9. Proliferation of cancer cells in the presence of the culture medium of Tepidimonas fonticaldi 

in Panc 10.05 and CFPAC-1 cell (n = 5, mean ± SD). 



 

Figure S10. Proliferation of cancer cells in the presence of the the supernatant of Tepidimonas fonticaldi 

and Gemcitabine in SW1990 and CFPAC-1 cell (n = 5, mean ± SD, * p < 0.05). 

 

Figure S11. Alterations in protein of SNAIL with the presence of the supernatant of Tepidimonas 

fonticaldi in HPAF-II and Panc 10.05 cell (1% FBS). 

 

Figure S12. Regulation of transcrpition factors associated epithelial to mesenchymal transition (EMT) 

by Tepidimonas fonticaldi in Panc 10.05 cell (10% FBS, n = 4, ***p < 0.001). 



 

Figure S13. Alterations in cancer metabolites in SW1990 cells in the presence of the supernatant of 

Tepidimonas fonticaldi (TF). Metabolic assay was performed in (A) 10% FBS and (B) 1% FBS. 

Table S1. Clinicopathological information of enrolled patients. WBC; white blood cell, Hb; 

hemoglobin, Plt; platelet, AST; aspartate aminotransferase, ALT; alanine aminotransferase, ALP; 

alkaline phosphatase, TP; total protein, Alb; albumin, TB; total bilirubin, BUN; blood urea nitrogen, 

Crea; creatinine, CA 19-9; carbohydrate antigen 19-9, CEA; carcinoembryonic antigen, DPS; distal 

pancreatectomy with splenectomy, TPS; total pancreatectomy with splenectomy, PD; 

pancreaticoduodenectomy, LN; lymph node, n.i.; not identified. 
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Table S1. (Continued). Clinicopathological information of enrolled patients. WBC; white blood cell, 

Hb; hemoglobin, Plt; platelet, AST; aspartate aminotransferase, ALT; alanine aminotransferase, ALP; 

alkaline phosphatase, TP; total protein, Alb; albumin, TB; total bilirubin, BUN; blood urea nitrogen, 

Crea; creatinine, CA 19-9; carbohydrate antigen 19-9, CEA; carcinoembryonic antigen, DPS; distal 

pancreatectomy with splenectomy, TPS; total pancreatectomy with splenectomy, PD; 

pancreaticoduodenectomy, LN; lymph node, n.i.; not identified. 
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Table S2. Comparative analysis of taxa between normal and tumor tissues. 
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Table S3. PCR primers. ZEB1; zinc finger E-box-binding homeobox 1. 

Gene Sequence (5′->3′) 
Annealing 

temperature (℃) 

RT-PCR 

product length (bp) 

18s 
Forward CGGCTACCACATCCAAGGAA 

60 187 
Reverse GCTGGAATTACCGCGGCT 

E-cadherin 
Forward TTGCACCGGTCGACAAAGGAC 

63 231 
Reverse TGGATTCCAGAAACGGAGGCC 

ZEB1 
Forward TGCACTGAGTGTGGAAAAGC 

58 237 
Reverse TGGTGATGCTGAAAGAGACG 

Snail 
Forward GGCTCCTTCGTCCTTCTCCT 

60 124 
Reverse CTGGAGATCCTTGGCCTCAG 

Twist 
Forward TGCGGAAGATCATCCCCACG 

63 137 
Reverse GCTGCAGCTTGCCATCTTGGA 

 




