Edulitin 2, a ribotoxin-like protein from Boletus edulis that triggers apoptosis in colon cancer cells while preserving the integrity of the intestinal microbiota
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Antiproliferative effects of edulitin 2 from Boletus edulis




[bookmark: _Hlk140746231_Copy_1]Table S1. NCBI Sequence Read Archive (SRA) accession numbers of data generated in this study (BioProject number PRJNA1291050).

	Sample name
	Accession number
	Ref

	Total_1
	SAMN49946430
	Landi et al. 2025

	Total_6
	SAMN49946432
	Landi et al. 2025

	Total_12
	SAMN49946434
	Landi et al. 2025

	Untreated_2
	SAMN49946436
	Landi et al. 2025

	Untreated_7
	SAMN49946438
	Landi et al. 2025

	Untreated_13
	SAMN49946440
	Landi et al. 2025

	Treated_Edulitin2_4
	SAMN52935334
	This work

	Treated_Edulitin2_9
	SAMN52935336
	This work

	Treated_Edulitin2_15
	SAMN52935338
	This work




Table S2. Average abundance of bacteria at the phylum level of edulitin 2-Treated and Untreated groups.

	Phylum
	Untreated
	Treated
	p-value

	Firmicutes
	70488.33
	81685.33
	0.34

	Bacteroidetes
	31025.33
	30615.33
	0.95

	Proteobacteria
	25001.67
	36666.00
	0.22

	Actinobacteria
	1802.67
	1644.00
	0.64

	Chloroflexi
	22.00
	10.67
	0.66

	Epsilonbacteraeota
	20.00
	25.67
	0.87

	Nanoarchaeaeota
	7.67
	4.00
	0.57

	Latescibacteria
	3.00
	4.00
	0.8

	Omnitrophicaeota
	2.33
	1.33
	0.7

	Planctomycetes
	0.67
	3.00
	0.49

	BRC1
	0.00
	2.00
	0.37

	Patescibacteria
	0.00
	6.67
	3.69E-05 ****


**** p-value <0.0001



Table S3. Average abundance of bacteria at the genus level of edulitin 2-Treated and Untreated groups.

	
Genus

	Untreated

	Treated

	p-value


	Blautia
	30793.67
	30214.00
	0.9325

	Bacteroides
	24733.33
	36467.67
	0.2251

	Ruminococcaceae UCG-002
	23226.67
	26074.67
	0.5297

	Bifidobacterium
	12005.33
	11006.33
	0.8851

	Faecalibacterium
	9273.33
	14169.00
	0.5940

	Alistipes
	5622.33
	9375.33
	0.6480

	Prevotella 9
	3828.33
	3477.00
	0.9228

	Subdoligranulum
	3605.33
	3533.67
	0.9798

	Anaerostipes
	3247.33
	2610.67
	0.8119

	Eubacterium hallii group Lachnospiraceae family
	2076.00
	3892.67
	0.5470

	Romboutsia
	1342.67
	1148.33
	0.7057

	Dialister
	982.33
	1293.67
	0.7405

	Ruminococcaceae UCG-005
	810.67
	396.67
	0.6703

	Ruminococcus 2
	729.67
	763.00
	0.8288

	Parabacteroides
	542.00
	536.00
	0.9905

	Collinsella
	511.00
	442.33
	0.8542

	Eubacterium coprostanoligenes group (Ruminococcaceae family)
	462.00
	503.00
	0.9512

	Herbinix
	428.33
	373.00
	0.8546

	Barnesiella
	426.33
	520.33
	0.8669

	Lachnospiraceae NK4A136 group
	385.67
	428.67
	0.8947

	Roseburia
	370.67
	427.33
	0.9176

	Pseudobutyrivibrio
	288.33
	30.00
	0.4232

	Akkermansia
	239.00
	184.00
	0.8580

	Lachnoclostridium
	227.33
	143.33
	0.7702

	Ruminococcus 1
	210.33
	380.00
	0.6172

	Ruminiclostridium 6
	191.67
	231.33
	0.8899

	Christensenellaceae R-7 group
	190.00
	122.33
	0.6066

	Clostridium sensu stricto 1
	175.33
	82.67
	0.6576

	Oscillibacter
	136.67
	268.33
	0.4394

	Tyzzerella 4
	136.67
	113.33
	0.7888

	Escherichia-Shigella
	119.67
	96.00
	0.8849

	U. m. of Ruminococcaceae family
	112.67
	141.67
	0.7151

	Dorea
	106.67
	148.67
	0.8297

	Megasphaera
	96.67
	70.67
	0.8387

	Intestinimonas
	89.00
	0.00
	0.3739

	Eubacterium eligens group (Lachnospiraceae family)
	72.67
	65.00
	0.9333

	Streptococcus
	60.33
	199.67
	0.4760

	Hungatella
	54.67
	51.00
	0.9188

	Ruminiclostridium 5
	53.33
	74.67
	0.6216

	Acidaminococcus
	39.00
	34.33
	0.9263

	Oscillospira
	29.00
	36.00
	0.6858

	UBA1819
	29.00
	32.33
	0.9036

	Lachnospira
	27.67
	26.00
	0.9671

	Family XIII AD3011 group (Clostridiales order)
	25.67
	28.33
	0.9462

	U. m. of Clostridiales vadinBB60 group family
	22.00
	10.00
	0.6455

	Negativibacillus
	20.33
	20.00
	0.9862

	Erysipelatoclostridium
	20.00
	25.67
	0.8702

	GCA-900066225
	14.67
	16.67
	0.9325

	Ruminococcaceae UCG-004
	12.67
	164.00
	0.4096

	Sellimonas
	12.67
	11.67
	0.9093

	Sutterella
	12.00
	18.67
	0.3833

	Eubacterium ventriosum group (Lachnospiraceae family)
	11.67
	15.33
	0.8583

	Lachnospiraceae NC2004 group
	11.33
	10.33
	0.9511

	DTU089
	10.67
	10.67
	1.0000

	Bilophila
	10.67
	11.00
	0.9837

	Lachnospiraceae UCG-006
	10.33
	15.33
	0.8002

	Ruminiclostridium 9
	9.00
	7.33
	0.8046

	Ruminococcaceae UCG-013
	9.00
	24.33
	0.5363

	Parasutterella
	8.33
	11.00
	0.8562

	Clostridium innocuum group
	7.33
	9.33
	0.5655

	Merdibacter
	6.00
	18.67
	0.2210

	Odoribacter
	5.00
	3.33
	0.6570

	Holdemania
	4.33
	0.00
	0.3739

	Turicibacter
	4.00
	5.33
	0.8512

	Ruminococcaceae NK4A214 group
	3.67
	0.00
	0.3739

	Fournierella
	3.67
	0.00
	0.3739

	Erysipelotrichaceae UCG-003
	3.00
	4.00
	0.7953

	Lachnospiraceae UCG-004
	2.67
	0.67
	0.5072

	Butyricimonas
	2.67
	0.00
	0.3739

	Stomatobaculum
	2.67
	1.33
	0.6779

	Butyricicoccus
	2.67
	3.67
	0.8362

	Eggerthella
	2.33
	0.00
	0.3739

	Actinomyces
	2.33
	1.33
	0.7014

	Flavonifractor
	2.00
	2.33
	0.9188

	Pseudoflavonifractor
	1.67
	0.00
	0.3739

	Agathobacter
	1.67
	0.00
	0.3739

	U. m. of Family XIII family (Clostridiales order)
	1.00
	0.00
	0.3739

	Adlercreutzia
	1.00
	0.00
	0.3739

	GCA-900066575
	1.00
	0.00
	0.3739

	U. m. of Haloferacaceae family
	0.67
	0.00
	0.3739

	Coprobacillus
	0.67
	1.67
	0.6072

	Bacillus
	0.67
	1.33
	0.6779

	Eubacterium nodatum group (Family XIII family)
	0.67
	0.00
	0.3739

	Eisenbergiella
	0.67
	1.00
	0.7953

	Defluviitaleaceae UCG-011
	0.00
	0.67
	0.3739

	Enterococcus
	0.00
	1.33
	0.3739

	Caproiciproducens
	0.00
	0.67
	0.3739

	Lactobacillus
	0.00
	0.67
	0.3739

	Lachnospiraceae UCG-010
	0.00
	2.00
	0.3739

	Gemella
	0.00
	0.67
	0.3739

	Peptococcus
	0.00
	0.67
	0.3739

	Prevotella 2
	0.00
	4.33
	0.3739

	Porphyromonas
	0.00
	4.33
	0.3739

	Candidatus Chloroploca
	0.00
	1.00
	0.3739

	U. m. of Pla4 lineage class
	0.00
	0.67
	0.3739

	U. m. of Planctomycetes phylum
	0.00
	1.00
	0.3739

	Desulfotomaculum
	0.00
	6.00
	0.0005***

	Ruminococcaceae UCG-008
	0.00
	0.67
	0.3739

	U. m. of WS6 (Dojkabacteria) class
	0.00
	3.00
	0.3739

	Salmonella
	0.00
	1.33
	0.3739


*** p-value <0.001
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