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Dietary PRIMM-UK | PRIMM-NL FDR
Score mean score mean score (MWW-test)
(SD) (SD)
mMED 2.5(1.11) 2.6 (1.19) 0.7022
oPDI 36.71 (3.83) | 33.44 (3.99) 0.0004*
hPDI 40.63 (6.91) 43.62 (5.01) 0.0579
uPDI 39.04 (5.01) | 40.07 (3.79) 0.4546
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Supplementary Figure 1. Boxplots showing four food-based scores calculated to address relative
dietary quality between PRIMM-NL (n = 44) and PRIMM-UK (n = 47): the modified Mediterranean diet
score (MMED), original plant-based diet index (o-PDI), healthy plant-based diet index (h-PDI) and
unhealthy plant-based diet index (u-PDI). The composition of scores by food groups in the UK and
Dutch cohorts is given in Supplementary Table 2. The lower and upper hinges of boxplots
correspond to the 25th and 75th percentiles, respectively. The midline is the median. The upper and
lower whiskers extend from the hinges to the largest (or smallest) value no further than x1.5
interquartile range from the hinge, defined as the distance between the 25th and 75th percentiles.
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Supplementary Figure 2. Results of pibble models on cir transformed species-level relative
abundances. (A) Species associated with ORR in the two PRIMM cohorts after adjusting for
covariates that included PPI, antibiotic and steroid use, gender, performance status, previous therapy,
age and ICI. (B) Species associated with ORR or PFS12 in the newly available cohorts adjusting for
covariates that included cohort, PPI, antibiotic and steroid use, gender, performance status, previous

therapy, age and ICI.
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M208 (NC 030953 Shigella phage SHFML11)
M1164 (NC 021325 Clostridium phage vB CpeSCP51)
M1219 (NC 017732 Enterococcus phage EF62phi)
M1237 (NC 031246 Klebsiella phage vB KpnP KpV71)
M1188 (NC 013643 Enterococcus phage phiFL2A)
M1172 (NC 031051 Enterococcus phage SANTOR1)
M428 (NC 018285 Streptococcus phage YMC2011)
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M1221 (NC 042128 Escherichia phage RCS47)

M1180 (NC 013594 Escherichia phage D108)

M367 (NC 009514 Phage cdtl DNA)

M1206 (NC 001895 Enterobacteria phage P2)

M59 (NC 018843 Salmonella phage SSUS)

M1174 (NC 013644 Enterococcus phage phiFL4A)
M644 (NC 004112 Lactobacillus phage A2)

M1202 (NC 028830 Lactobacillus phage iA2)

M1240 (NC 031071 Lactococcus phage D4410)
M1282 (NC 002669 Lactococcus prophage bIL310)
M1279 (NC 002671 Lactococcus prophage bIL312)
M1216 (NC 021861 Lactococcus phage BM13)
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Supplementary Figure 3. Heatmap showing the depth of coverage of RefSeq viral sequences
found in the cohorts. We found no significant associations with response (ORR or PFS12, g-value >
0.2) when meta-analyzing the presence/absence of these viral clusters across the different cohorts.



