	Table 1: Patient-derived organoid cohort description
	
	
	

	
	COMPASS
	      ProsperPanc

	
	Female (n=14)
	Male (n=21)
	Total (n=35)
	Female (n=15)
	Male (n=12)
	Total (n=27)

	Median age (IQR)*
	63.5 (8.25)
	63 (13)
	63 (11)
	64 (13)
	63 (9.5)
	64 (10.5)

	KRAS
    G12D
    G12V
    G12C
    G12R
    Q61H
    Q61L
    WT
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	Moffit subtype
Patient RNA
    Basal-like
    Classical

PDO RNA
    Basal-like
    Intermediate basal
    Intermediate classical
    Classical
    NA
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	Median passage number
	12 (1.75)
	10 (4)
	11 (4)
	8 (3)
	11.5 (6.25)
	9 (5.5)

	Location
    Pancreas
    Liver
    Peritoneum
    Omentum
    Ovary
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*IQR – Interquartile range


Table 2: Hypermethylated gene promoters in basal-like PDOs negatively correlated with gene expression
	Gene
	Gene name
	Spearman Rho coefficient
	P-value

	ZNF568
	Zinc finger protein 558
	-0.71
	0

	ZNF829
	Zinc finger protein 829
	-0.59
	6.5e-7

	CTSE
	Cathepsin E
	-0.49
	6.2e-5

	PPFIBP2
	PPFIB scaffold protein 2
	-0.44
	0.00045

	REG4
	Regenerating family member 4
	-0.43
	0.00053

	NR0B2
	Nuclear receptor subfamily 0 group B member 2
	-0.38
	0.0022

	SLC39A14
	Solute carrier family 39 member 14
	-0.37
	0.0029

	SERPINB6
	Serpin family B member 6
	-0.36
	0.0048

	SSBP3
	Single stranded DNA binding protein 3
	-0.35
	0.0058

	LGALS4
	Galectin 4
	-0.35
	0.0058

	ZNF461
	Zinc finger protein 461
	-0.34
	0.0074

	PBX1-AS1
	PBX1 antisense RNA 1
	-0.26
	0.045





Table 3: Differential methylation analysis of hypermethylated clusters compared to Cluster 1*
	
	Cluster 4 (n=15)
	Cluster 2 (n=14)
	Cluster 3 (n=12)

	Differentially methylated positions (DMPs)
	570,080
	531,927
	475,852

	Differentially methylated regions (DMRs)
	4,200
	1,176
	3,298

	DMRs at promoters
	2,785
	801
	2,121

	Promoter protein coding genes
	2,430
	738
	1,952

	Negatively correlated with gene expression genes
	135
	89
	197


*Cluster 1 has an n=21

