1. Tissue (FFPE and Fresh)

Type Volume/Amount Application Technologies
Tumour biopsy (core or Genomics, WES, Epigenetics, bulk RNAseq,
surgical resection) Transcriptomics, single cell RNA-seq, spatial
Proteomics, transcriptomics, IHC
=1-2 cores . .
Tumour microenvironment
analysis,

WES, bulk RNAseq, single cell

EBUS-guided Various involved EBUS sites if possible. Genomics, RNA-seq, Spatial
Transbronchial Needle * FFPE for IHC Transcriptomics, transcriptomics,
Aspiration (TBNA) * Fresh: multiple vials per site sampled if Proteomics, IHC

possible (for different applications)

Fresh tissue (confirm with Functional analysis, Single-cell RNAseq, ex vivo/in

laboratory on preferred Organoids, live cell assays, vivo culture, ex vivo/in vivo drug

storage medium) As available murine xenografts (PDX), drug | screens, WES/WGS, RNA-seq,
discovery, spatial spatial transcriptomics
transcriptomics, Multi-omics

Adjacent non-tumour 1 collection, if feasible Control tissue —as above As above

tissue

2. Blood

Whole blood Genomics,

(EDTA tubes) IxSmL Transcriptomics NGS, RNA-seq

Whole blood

Transcriptomic profiling (gene | Bulk RNAseq, single-nucleus

(PAXgene RNA ortempus | 1-2 tubes expression) (sn) RNA-Seq

RNA tube)




Whole blood

Circulating tumour DNA

NGS, ddPCR, methylation

(Cell-Free DNA Collection | 2x10 mL (ctDNA), cell-free DNA assays
Tubes)
Circulating tumour DNA . .
'(DElaD?r:fube) 2x10 mL (CtDNA) or RNA (ctRNA), cell :\C;tsh ‘i::gnz::;gz;‘et'cs (e.g.
free DNA (CfDNA) y y
PBMCs Immune profiling, TCR/BCR Flow cytometry, CyTOF,
(CPT, Heparin or EDTA 10-20 mL repertoire analysis, gene scRNAseq, bulk RNA-seq,
tube)) expression TCR/BCR sequencing
Biomarker discovery,
Serum tube 5-10 mL proteomics (e.g. cytokine ELISA, Olink, SOMAscan
profiling), metabolomics
3. Other Fluids
Pleural effusion 20-100 mL Tumour cellisolation, cfDNA, Cytospin, NGS, single-cell
exosomes
Bronchoalveolar lavage Lung Microbiome, lung Microbiome §equencmg
(BAL) 10-20 mL immune profilin (metagenomics, 16s),
P & scRNAseq
Stools 25-50 mL Gut Microbiome Microbiome sequencing
Urine 50-100 mL Metabolomics, cfDNA LC-MS, ddPCR




