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spread of “westernized” lifestyle patterns are expected to drive further increases in 





– –

(11–13)

–

–

– –

–

(16–18)





–

–



–





term “TME” first got introduced in 1889 through the “seed & soil”

. For example, in metastatic cancer, factors like TGFβ, VEGF and CCL2 are 



“Warburg effect” 
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„Polymerase chain reaction“ (PCR) describes a enzymatic amplification of genetic 
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described a method called “droplet digital PCR” (ddPCR) in which individual target 
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⁻⁻¹⁰) and was prepared in technical triplicate to generate a calibration curve. 
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bacterial load and histopathological variables were assessed using Spearman’s 
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group and KRAS mutation status was observed (Fisher’s exact test, p = 0.42). 

(Fisher’s exact test, p = 0.42). Similarly, no significant association was found for 

PIK3CA mutation status (Fisher’s exact test, p = 0.79
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However, post hoc analysis using Dunn’s multiple comparisons test did not reveal 
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hoc analysis using Dunn’s multiple comparisons test revealed significantly higher 
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n = 21). Post hoc analysis using Dunn’s multiple comparisons test confirmed the 







Spearman’s rank correlation. A strong positive correlation was observed between 

: Spearman’s rank correlation between 16S copy numbers of qPCR and ddPCR.

were evaluated using Spearman’s rank correlation.

p = 0.35, n = 10), mucin content (Spearman r = −0.06, p = 0

inflammation (Spearman r = −0.38, p = 0



–

measured bacterial load (W = 0.8571, p = 0.0056). Consequently, the Spearman‘s 
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flammation (Spearman r = −0.65, 95% CI −0.85 to −0.29, 

: Spearman’s rank correlation between bacterial load (ddPCR) and inflammation percentage relative 
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