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Supplementary Figure 1: Tow way comparison of diversity measurements between timepoints 

(green=PreSUR, blue=SUR, red=PostSUR) and the sufficient (AS) and leakage (AL) anastomoses sample type. 

Comparison of diversity measurements between patients with stoma and without after surgery.
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Supplementary Figure 2: Bootstrap average MDS for different groups of samples. PCO of distance among 

centroids underlying a Bray-Curtis resemblance measurement at genus level displaying groups with 

trajectories for each patient and with bubble-plot and vector overlay representing the abundance of genera 

across the sample. Comparison of the average relative abundance of bacteria in sufficient (AS) and leakage 

(AL) anastomoses sample for all timepoints separately.



Supplementary Figure 3:

 Comparison of different bacterial 

genera between patients with 

stoma and without after surgery.
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Supplementary Figure 4: Timepoint specific relative 
abundance of bacteria in sufficient and leakage 
anastomoses sample. Arrow displays statistically 
significant trend over time in one group 
(trendyspliner-Test). Bracket displays statistically 
significant differences between two groups over the 
full-time course (permuspliner-Test).



Age 60 ± 8 years

Sex
male 12 (75 %)
female 4 (25 %)

Tumour localisation
colon 4 (25 %)
rectum 12 (75 %)

Anus praeter (stoma)
yes 9 (56 %)
no 7 (44 %)

Anastomoses
sufficient 5 (31 %)
leakage 11 (69 %)

Neoadjuvant radiochemotherapy
yes 8 (50 %)
no 8 (50 %)

Histological classification

T 0-1 3 (19 %)
T 2-3 13 (81 %)
N 0 13 (81 %)
N 1 3 (19 %)
M 0 14 (87 %)

M 1 2 (13 %)

Nicotine abuse
yes 3 (19 %)
no 13 (81 %)

Diabetes mellitus Typ II
yes 6 (38 %)
no 10 (62 %)

Supplementary Figure 5: Pathological characterisation of all patients.


