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Sample collection

Human samples
o Colorectal cancer
e Colorectal adenoma

o Para-tumor tissue (P) n = 61
e Adenoma (A) n = 62

e Tumor tissue (T) n = 62 l ]

Sequencing and analysis

DNA extraction

Multi-omic
eMetagenomics

Protein extraction eProteomics

Experiment validation
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Organoid
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Mouse model

Identified:

© 4,057 bacteria ‘
® 61 fungi

o 108 archaea

® 374 viruses 1

Metagenomics and proteomics integration

Diagnostic potential

Potential clinical diagnostic and therapeutic targets

CRC-specific multi-kingdom microbial ecosystem
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(A) Exdude 3 DNA extraction Sequencing 4

1. patients w/o detailed clinical information
2. patients w/ hereditary CRC disease
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0
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1. patients w/ no previous history of CRC, IBD, etc
2. patients w/ no history of antibiotic use within one
month and PPI use within two weeks at the time of Analysis

' LASSO,
, Sparce CCA

specimen collection 20 GB per sample
Include Taxonomic:

Colorectal cancer % 4,057 bacterial species

000 CTDf . Ef’z # 61 fungal species Integrate intratumor microbiome

sy == 108 archaea species :
S 374 viral species A host proteln
lorectal adenoma ’ Functional: 454 pathways
0000 S

m =02 Protein extraction nano-UHPLC-MS/MS

10,845 peptides by DIA
Analysis Molecular type:
C1234 proteomics subtypes in CRC
Tissue Tumor immunotyping
Functional:
¥ E IPA analysis
Distribution of immune cells
Survival analysis of key genes

PCoA 2

PCoA 1

Proteins Mirobes

Proteins

Mirobes
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PCoA 2 (8.98%)
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