BF+ vs. BF- (Cytoskeletal proteins)

All Samples

Biofilm Pos Biofilm Neg Standardised mean difference
Study Total Mean SD Total Mean SD SMD  95%-Cl
USA Tumor 12 31.642 8447 11 27.460 7.990 0.49 [-0.34; 1.32]
MAL1 Tumor 10 31877 6717 11 28.309 7.292 0.49 [-0.38; 1.36]
MAL2 Tumor 16 31748 6750 10 25683 5648 0.92 [0.09;1.76]
USA Normal 12.33.914 7508 11 27.593 6.365 087 [0.00;1.73]
MAL1 Normal 832422 8735 12 33.157 8.325 —s -0.08 [-0.98; 0.81]
MAL2 Normal 12 33.776 5.864 12 26.494 5.302 ——=—— 126 [037;2.15]
Fixed effect model 70 67 - 0.66 [0.31;1.01]
Random effects model - 0.66 [0.30;1.02]
p=0.3813
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MAL1 Reps Removed

Biofilm Pos Biofilm Neg Standardised mean difference
Study Total Mean SD Total Mean Sl SMD  95%-Cl
USA Tumor 1231642 8447 11 27.460 7.990 L 0.49 [-0.34; 1.32]
MAL1 Tumor 732540 7.405 11 28.336 7.355 — 0.54 [-0.43; 1.51]
MAL2 Tumor 16 31748 6750 10 25.683 5.648 —=— 092 [0.09;176]
USA Normal 1233914 7598 11 27.593 6.365 f—=—— 087 [000;173]
MAL1 Normal 635683 6.533 12 33.175 8.288 031 [-0.68; 1.29]
MAL2 Normal 1233776 5864 12 26494 5.302 ——=—— 126 [037;2.15]
Fixed effect model 65 67 - 0.75 [0.39; 1.11]
Random effects model - 075 [0.39;1.11]

Heterogeneily: I-squared=0%, tau-squared=0, p=0.7290
T T T 1
2 1 0 1 2
MAL2 Reps Remov

eps kemo ed Biofilm Pos Biofilm Neg Standardised mean difference
Study Total Mean SD Total Mean SD SMD  95%-Cl
USA Tumor 12 31.642 8.447 11 27.460 7.990 —= 0.49 [-0.34;1.32]
MAL1 Tumor 10 31.877 6717 11 28.309 7.292 —=— 049 [-0.38; 1.36]
MAL2 Tumor 13 30.879 7.258 10 25.698 5.661 T—F—  075(-0.10;161)
USA Normal 12 33914 7598 11 27.593 6.365 0.87 [0.00;1.73]
MAL1 Normal 8324228735 12 33.157 8325 —s— ~0.08 [-0.98; 0.81]
MAL2 Normal 933.166 5734 12 26.483 5.308 —=—— 147 [022;212]
Fixed effect model 64 67 - 060 [0.25; 0.9]
Random effects model - 0.60 [0.25; 0.96]

Hotorogenelty: I-squared=0% tau-squared=0, p=0.5164

r T T 1
2 -1 0 1 2
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Tumor vs. Normal (Bacteroides fragilis)

All Samples
Tumor  NormalFlanking Standardised mean difference
Study Total Mean  SD Total Mean S| SMD 95%-Cl
UsA 28 4.823 8.500 30 2.834 8.913 — = 023 [-0.29; 0.74]
MAL1 213396 8073 20 1.469 4.333 — = 029[-033,091]
MAL2 26 3.384 4.826 24 1.348 1.787 0.54 [-0.02; 1.11]
Fixed effect model 75 74 | 0.35 [0.02;0.67]
Random effects model  —— 0.35 [0.02; 0.67]
Heterogenelty: I-squared=0%, tau-squared=0, p=0.7032
— —
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MAL1 Reps Removed Tumor NormalFlanking Standardised mean difference

Study Total Mean ~ SD Total Mean ~ SD SMD  95%-Cl
UsA 28 4.823 8500 30 2.834 8.913 0.23 [-0.29;0.74]
MAL1 18 3.576 8666 18 1.605 4.559 0.28 [-0.38; 0.94]
MAL2 26 3.384 4826 24 1.348 1.787 &= —— 054 [-002;1.11]
Fixed effect model 72 72 —_ 0.35 [0.02; 0.68]
Random effects model —— 0.35 [0.02; 0.68]

Heterogenelty: I-squared=0%, tau-squared=0, p=0.7001
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MAL2 Reps Removed

Tumor _NormalFlanking

Standardised mean difference

Study Total Mean ~ SD Total Mean Sl SMD  95%-Cl
USA 28 4.823 8500 30 2.834 8.913 — e 0.23 [-0.29;0.74]
MAL1 21 3.396 8073 20 1.469 4.333 —fF—=—— 029 [-033;091]
MAL2 23 3.746 5,024 21 1504 1.858 0.57 [-0.03; 1.18]
Fixed effect model 72 7 —_ 0.35 [0.02;0.68]
Random effects model —_— 0.35 [0.02;0.68]

Heterogeneity: |-squared=0%, tau-squared=0, p=0.6789
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Fig. S10. Resphera Insight analysis with and without biological replicates. Representative
plots of the Resphera Insight analysis of the a PICRUSt analysis of the 16S rRNA gene
sequencing data from biofilm positive vs biofilm negative samples and b tumor vs paired
normal samples for USA, MALI1, and MAL2. The 3 biological replicates were either
included (top panel), removed from MAL1 (middle panel), or removed from MAL2
(bottom panel). The fixed effects model assumes there exists a single effect size shared
by all included studies, while the random effects model allows for variation in the effect
size from study to study. Heterogeneity analysis includes estimates of I* (percentage of
variation reflecting true heterogeneity), 7° (random-effects between study variance), and
p-value from Cochran’s Q test for heterogeneity.



