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SUPPLEMENTARY DATA


Supplementary table 1. Culturomics results
See Excel file, sheet TableS1

Supplementary Table 2. Metagenomics sequencing results for the NSCLC patients
See Excel file, sheet TableS2

Supplementary Table 3. Species descriptive results for Metagenomics and culturomics for all samples
See Excel file, sheet TableS3 

Supplementary Table 4.  List of bacteria identified with culturomics, with metagenomics and the common between the two technics in NSCLC patients feces 
See Excel file, sheet TableS4
Supplementary Figure 1. Culturomics results between HV vs different cancer patients (melanoma and NSCLC). A. Number of species isolated in each group; adjusted p-value was calculated by using Dunn's test multiple comparisons B. Beta diversity between groups (Pairwise Adonis test with FDR adjusted p-value using Benjamini-Hochberg method). C. Top 20 species enriched in HV and Cancer patients patients with bold values indicating significantly enriched results by bilateral Chi-squared test p≤ 0.05.
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Supplementary Figure 2. Culturomics result between R and NR in cancer patients. A. Top 20 species enriched in R and and NR patients adjusted p-values were calculated by bilateral Chi-squared test with FDR, Benjamini-Hochberg method, adj p≤0.05. B. Top 20 species enriched in each group R and NR in NSCLC patients with bold values indicating significantly enriched results by bilateral Chi-squared test p≤ 0.05. C. Top 20 species enriched in each group R and NR in NSCLC patients with bold values indicating significantly enriched results by bilateral Chi-squared with FDR, Benjamini-Hochberg method adj p ≤ 0.05.
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[bookmark: _Hlk192775769]Supplementary Figure 3. Metagenomics results between R and NR in NSCLC patients. A. Beta diversity between groups. B. Top 20 species enriched in each group R and NR p-values were calculated by bilateral Chi-squared test p≤ 0.05. C. Top 20 species enriched in each group R and NR p-values were calculated by bilateral Chi-squared with FDR, Benjamini-Hochberg method adj p ≤ 0.05.
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Difference | (N=7) | (N=22)
Bacteroides thetaiotaomicron 7 1 p<0,001
Bacteroides intestinalis B s 0 p<0,001
Bifidobacterium adolescentis 5 0 p<0,001
Escherichia coli [ ] 7 7 0,006
Bacteroides nordii 5 1 p<0,001
Bacteroides uniformis 7 8 0,011
Lactobacillus rhamnosus [ ] 5 2 0,002
Streptococcus agalactiae 5 3 0,011
Enterococcus faecalis [ ] 7 10 0,031
Bifidobacterium longum | ] 5 4 0,030
Alistipes onderdonkii 7 1 0,050
Bacteroides fragilis [ ] 5 5 0,050
Bacteroides ovatus 6 9 0,090
Bacteroides vulgatus [ | 6 9 0,090
Eggerthella lenta [ ] 6 9 0,090
Actinomyces oris 3 1 0,031
Sutterella wadsworthensis - 3 1 0,031
Alistipes shahii 3 2 0,090
Cutibacterium acnes [ ] 4 6 0,288
Parabacteroides distasonis [ ] 4 6 0,288
Enterobacter cloacae [ ] 0 3 0,319
Enterocloster citroniae [ ] 0 3 0,319
Enterocloster clostridioformis I 0 3 0,319
Finegoldia magna [ ] 4] 3 0,319
Gemella morbillorum [] 0 3 0,319
Lactococcus lactis 1 0 3 0,319
Lysinibacillus fusiformis 1 0 3 0,319
Odoribacter splanchnicus I 0 3 0,319
Streptococcus gordonii I 0 3 0,319
Streptococcus oralis I 0 3 0,319
Alistipes putredinis [ ] 0 4 0,319
Blautia coccoides [ ] 0 4 0,319
Butyricimonas virosa [ ] 0 4 0,319
Enterocloster aldenensis . 0 4 0,319
Erysipelatoclostridium innocuum | |l 0 4 0,319
Klebsiella oxytoca [ ] 0 4 0,319
Lachnoclostridium scindens l 0 4 0,319
Veillonella parvula l 0 4 0,319
Coprobacillus cateniformis 0 6 0,259
Erysipelatoclostridium ramosum 0 8 0,135
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Anaerosalibacter massiliensis | [ 0 3 0,191
Clostridium cadaveris [ 1] 0 3 0,191
Dermabacter hominis [ | 0 3 0,191
Clostridium perfringens [ 1 1 4 0,230 . .
. Enriched in NSCLC R
Hungatella hathewayi - 0 4 0,191 -
Cutibacterium acnes [— 1 5 0,191 B Enviched in NSCLC NR
c Species Frequency Difference R({n=7) | NR(n=6) | P-value
[Eagerthel fenta — T 0166
[Escherichia coil _— ¢ 0 0166
Veillonella parvula — 4 0 0466
|Bacteroides celulosilyticus I 5 1 0213
|alisioes onderdonii — 5 2 0213
(Bacteroides ovatus I 6 2 0213
\Peptoniphiss haroi ] 3 0 0237
|Steptococcus vestibuaris 3 0 0237
[Bactarodos unformis 5 2 0241
|Bacteroides wigatus ]| 5 2 0241
(Enterococcus faecium 5 2 o241
|Bacteroides stercoris 2 0 0241
|Bifidobacterium biffdum - 2 0 0241
Clostridium innocuum 1 2 ) 0241
|Enterocloster avalensis 2 0 o241
(Enterococcus gallinarum - 2 0 0241
|Eubacterium fimosum [} 2 0 o241
Finegoldia magna 2 0 o241
lLimosilactobacilus formentum 2 0 0241
|Staphylococcus aureus —} 2 0 o241
(Goprobacilus catoniformis ] 1 2 0459
(Cutibacterum acnes 1 2 0459
(Enterobacter cloacae [} 1 2 0459
|Enterocioste aidenensis u 1 2 0459
(Enterococeus avium 1 2 059
(Odaribactarspianchicus ] 1 2 0459
|Parabacteroides merdae: ] 1 2 0459
[Enterobacter yangtangensis 0 2 023
|Enterocioste botteae 0 2 0238
(Enterociostr costridioformis - 0 2 023
[Entorocaccus cassifavous 0 2 0238
| Gemela morbiforum 0 2 023
|Peptoniphilus obesihominis || 0 2 0238
(Colinsalia aerofaciens ] 1 3 o241
IDietma fastidiosa. | 1 3 0241
\anasrosaiiacter massiionsis | NN 0 3 0166
(Clostrdium cadaveris — 0 3 01686
|Dermabacter hominis | | 0 3 0,166
\Hungatelia hathewayi [ 0 3 0,166
(Clostricium pertringens _ — 0 4 0166





image3.tiff
o °
=) &)

Axis.2[16.5%)]

IS)
o

-+ NR
+R

-1.0 -0.5 0.0 0.5 1.0
B Axis.1[20.8%] &
[ Enviched in NR [ Enviched in NR
Il Evrchedin R 1M Evichedin R

Species Frequency Difference | R(n=7) | NR (n=6)| p-value Species Frequency Difference | R(n=7) | NR (n=6)| p-value
\Lacrimispora_amygdalina 7 2 0,006 | |Lacrimispora_amygdalina ﬁ 7 2 0,166
|Evtepia_gabavorous | ] 4 0 0,025 | |Evtepia_gabavorous [ ] 4 0 0,166
IFGB1434_GGB3510_SGB4687 4 0 0,025 | |FGB1434_GGB3510_SGB4687 4 0 0,166
Erysipelotrichaceae_GGB3034_SGB4030 [ ] 5 1 0053 | |Erysipelotrichaceae_GGB3034_SGB4030 [ ] 5 1 0,199
IRoseburia_hominis [ ] 6 2 0,059 | |Roseburia_hominis 6 2 0,199
Streptococcus_parasanguinis 7 3 0,033 | |Streptococcus_parasanguinis | ] 7 3 0,199
FGB1217_GGB2982_SGB3964 [ 1 3 0 0077 | |FGB1217_GGB2982_SGB3964 [ | 3 0 0,199
|Negativibacillus_massiliensis 3 0 0077 | |Negativibacillus_massiliensis 3 0 0,199
\Romboutsia_timonensis - 3 0 0077 | |Romboutsia_timonensis | | 3 0 0,199
|Ruminococcaceae_GGB9621_SGB15073 3 0 0077 | |Ruminococcaceae_GGB9621_SGB15073 3 0 0,199
Clostridium_sp_AF27_2AA - 4 1 0,159 | |Clostridium_sp_AF27_2AA | | 4 1 0,199
Clostridium_sp_Marseille_P3244 - 4 1 0,159 | |Clostridium_sp_Marseille_P3244 | ] 4 1 0,199
\Lachnoclostridium_sp_An131 4 1 0,159 | |Lachnoclostridium_sp_An131 4 1 0,199
\Lachnospira_eligens - 4 1 0,159 | |Lachnospira_eligens | | 4 1 0,199
(Marinilabiliaceae_GGB58233_SGB79883 4 1 0159 | |Marinilabiliaceae_GGB56233_SGB79883 4 1 0,199
|Parasttterella_excrementihominis - 4 1 0,159 | |Parasutterella_excrementihominis [ ] 4 1 0,199
|Ruminococcaceae_GGB9730_SGB15291 [ ] 4 1 0,159 | |Ruminococcaceae_GGBY730_SGB15291 [ ] 4 1 0,199
Streptococcus_gordonii 4 1 0,159 | |Streptococcus_gordonii 4 1 0,199
\Alistipes_indistinctus [ ] 5 2 0,199 | |Alistioes_indistinctus [ ] 5 2 0,199
IBifidobacterium_fongum [ ] 5 2 0,199 | |Bifidobacterium_fongum [ ] 5 2 0,199
Bacteroidales_unclassified_GGB1495_SGB2071 [ ] 1 3| 0193 | |Bacteroidales_unclassified GGB1495_SGB2071 || 1 3 0,199
Blautia_SGB4831 [ ] 1 3| 0193 | |Blautia_SGB4831 1 1 3 0,199
Clostridia_unclassified_GGB9537_SGB14940 1 3 0,193 | |Clostridia_unclassified_GGB9537_SGB14940 1 3 0,199
(Enterocloster_aldensis [ | 1 3 0,193 | |Enterocoster_aldensis [ ] 1 3 0,199
Ruminococcaceae_GGBI614_SGB15049 1 3 0,193 | |Ruminococcaceae_GGBI614_SGB15049 1 3 0,199
Streptococcus_thermophilus [ | 1 3 0,193 | |Streptococcus_thermophilus [ ] 1 3 0,199
|Anaeromassilibacillus_sp_An250 2 4 0,199 | |Anaeromassilibacillus_sp_An250 2 4 0,199
Eubacteriaceae_bacterium [ ] 2 4| 0199 | |Eubscteriaceae_bacterium [ | 2 4 |o1%9
Intestinimonas_gabonensis [ | 2 4 | 0199 | |intestinimonas_gabonensis [ | 2 4 |01
Intestinimonas_massiliensis 2 4 0,199 | |Intestinimonas_massiliensis 2 4 0,199
Oscillbacter_sp_ER4 [ | 2 4| 0199 | |Oscilibacter_sp_ER4 [ | 2 4 |01
\Prevotella_copri_clade_A 2 4 0,199 | |Prevotella_copri_clade_A 2 4 0,199
[Ruminococcaceae_GGBY512_SGB14909 [ | 2 4| 0199 | |Ruminococcaceae_GGBYST2_SGB14909 [ | 2 4 |01
[Ruminococcaceae_GGB9632_SGB15089 [ | 2 4| 0199 | |Ruminococcaceae_GGBIE32_SGB15089 [ | 2 4 |01
|Blautia_massiliensis 3 5 0,159 | |Blautia_massiliensis 3 5 0,199
[Ruminococcaceae_GGBI615_SGB15053 [ | 3 5 | 0159 | |Ruminococcaceae_GGBI615_SGB1S053 [ | 3 5 | 019
|Anaerofilum_sp_BX8 0 3 0,033 | |Anaerofilum_sp_BX8 0 3 0,166
Enterococcaceae_GGB33516_SGB54347 [ | 0 3 | 0,033 | |Enterococcaceas_GGB33516_SGB54347 [ | 0 3| o166
IRuminococcaceas_GGB53485_SGBA0143 [ | 0 3 | 0,033 | |Ruminococcaceae_GGB58485_SGBE0143 [ | 0 3| 0166
Clostrdia_unclassified_SGB4367 [ 1 5 | 0,009 | |Clostridia_unclassified_SGB4367 [ 1 5 ] 0166





