	Category
	Term
	Adjusted P-value
	Genes

	GO_Biological-Process
	GO:0051457〜maintenance of protein location in nucleus
	0.02169
	BARD1, MORC3

	GO_Biological-Process
	GO:0050686〜negative regulation of mRNA processing
	0.02169
	BARD1, SRSF6

	GO_Biological-Process
	GO:2000001〜regulation of DNA damage checkpoint
	0.02169
	BARD1, PPP1R10

	GO_Biological-Process
	GO:0007093〜mitotic cell cycle checkpoint signaling
	0.02169
	BARD1, PPP1R10, RAD50

	GO_Biological-Process
	GO:0000075〜cell cycle checkpoint signaling
	0.034275
	BARD1, PPP1R10, RAD50

	GO_Biological-Process
	GO:0072595〜maintenance of protein localization in organelle
	0.034275
	BARD1, MORC3

	GO_Biological-Process
	GO:0031297〜replication fork processing
	0.034275
	BARD1, RAD50

	GO_Biological-Process
	GO:1901976〜regulation of cell cycle checkpoint
	0.034275
	BARD1, PPP1R10

	GO_Biological-Process
	GO:0044818〜mitotic G2/M transition checkpoint
	0.035286
	BARD1, RAD50

	GO_Biological-Process
	GO:0045005〜DNA-templated DNA replication maintenance of fidelity
	0.035286
	BARD1, RAD50

	GO_Biological-Process
	GO:0045930〜negative regulation of mitotic cell cycle
	0.035286
	BARD1, PPP1R10, RAD50

	GO_Biological-Process
	GO:0035825〜homologous recombination
	0.035286
	BARD1, RAD50

	GO_Biological-Process
	GO:0010972〜negative regulation of G2/M transition of mitotic cell cycle
	0.035286
	BARD1, RAD50

	GO_Biological-Process
	GO:0032507〜maintenance of protein location in cell
	0.035286
	BARD1, MORC3

	GO_Biological-Process
	GO:1902750〜negative regulation of cell cycle G2/M phase transition
	0.035286
	BARD1, RAD50

	GO_Biological-Process
	GO:0032206〜positive regulation of telomere maintenance
	0.035286
	PPP1R10, RAD50

	GO_Biological-Process
	GO:1901988〜negative regulation of cell cycle phase transition
	0.035286
	BARD1, PPP1R10, RAD50

	GO_Biological-Process
	GO:0006260〜DNA replication
	0.035286
	BARD1, RAD50, USP37

	GO_Biological-Process
	GO:0034504〜protein localization to nucleus
	0.043116
	BARD1, MORC3, PPP1R10

	GO_Biological-Process
	GO:0010948〜negative regulation of cell cycle process
	0.046121
	BARD1, PPP1R10, RAD50

	GO_Biological-Process
	GO:0045185〜maintenance of protein location
	0.049356
	BARD1, MORC3


Table s1. GO enrichment analysis results for basis1 genes in Gemcitabine treatment group (GO, gene ontology).
	Category
	Term
	Adjusted P-value
	Genes

	REACTOME_pathway
	R-HSA-9709603〜Impaired BRCA2 binding to PALB2
	0.004563
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-9701192〜Defective homologous recombination repair (HRR) due to BRCA1 loss of function
	0.004563
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-9701193〜Defective homologous recombination repair (HRR) due to PALB2 loss of function
	0.004563
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-9704331〜Defective HDR through Homologous Recombination Repair (HRR) due to PALB2 loss of BRCA1 binding function
	0.004563
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-9704646〜Defective HDR through Homologous Recombination Repair (HRR) due to PALB2 loss of BRCA2/RAD51/RAD51C binding function
	0.004563
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-5693554〜Resolution of D-loop Structures through Synthesis-Dependent Strand Annealing (SDSA)
	0.004563
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-5693568〜Resolution of D-loop Structures through Holliday Junction Intermediates
	0.004878
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-5693537〜Resolution of D-Loop Structures
	0.004878
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-9709570〜Impaired BRCA2 binding to RAD51
	0.004878
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-5685938〜HDR through Single Strand Annealing (SSA)
	0.004878
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-5693616〜Presynaptic phase of homologous DNA pairing and strand exchange
	0.004878
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-9675136〜Diseases of DNA Double-Strand Break Repair
	0.004878
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-9701190〜Defective homologous recombination repair (HRR) due to BRCA2 loss of function
	0.004878
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-5693579〜Homologous DNA Pairing and Strand Exchange
	0.004982
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-9675135〜Diseases of DNA repair
	0.006534
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-5685942〜HDR through Homologous Recombination (HRR)
	0.010195
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-5693571〜Nonhomologous End-Joining (NHEJ)
	0.010195
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-5693565〜Recruitment and ATM-mediated phosphorylation of repair and signaling proteins at DNA double strand breaks
	0.011952
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-5693606〜DNA Double Strand Break Response
	0.011952
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-8876198〜RAB GEFs exchange GTP for GDP on RABs
	0.014879
	ALS2, RAB12

	REACTOME_pathway
	R-HSA-6804756〜Regulation of TP53 Activity through Phosphorylation
	0.014879
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-69473〜G2/M DNA damage checkpoint
	0.014879
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-5693607〜Processing of DNA double-strand break ends
	0.015132
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-9007101〜Rab regulation of trafficking
	0.023365
	ALS2, RAB12

	REACTOME_pathway
	R-HSA-5693567〜HDR through Homologous Recombination (HRR) or Single Strand Annealing (SSA)
	0.025307
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-5693538〜Homology Directed Repair
	0.026508
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-5633007〜Regulation of TP53 Activity
	0.033476
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-5685939〜HDR through MMEJ (alt-NHEJ)
	0.033476
	RAD50

	REACTOME_pathway
	R-HSA-69481〜G2/M Checkpoints
	0.033476
	BARD1, RAD50

	REACTOME_pathway
	R-HSA-5693532〜DNA Double-Strand Break Repair
	0.033476
	BARD1, RAD50


Table s2. Pathway enrichment analysis results for basis1 genes in Gemcitabine treatment group.






	Category
	Term
	Adjusted P-value
	Genes

	GO_Molecular-Function
	GO:0008083〜growth factor activity
	0.023464
	MANF, OSGIN2

	GO_Molecular-Function
	GO:0015114〜phosphate ion transmembrane transporter activity
	0.023464
	SLC25A10

	GO_Molecular-Function
	GO:0004706〜JUN kinase kinase kinase activity
	0.023464
	MAP3K9

	GO_Molecular-Function
	GO:0015116〜sulfate transmembrane transporter activity
	0.023464
	SLC25A10

	GO_Molecular-Function
	GO:0015556〜C4-dicarboxylate transmembrane transporter activity
	0.023464
	SLC25A10

	GO_Molecular-Function
	GO:0004708〜MAP kinase kinase activity
	0.023464
	MAP3K9

	GO_Molecular-Function
	GO:0004709〜MAP kinase kinase kinase activity
	0.024468
	MAP3K9

	GO_Molecular-Function
	GO:0051861〜glycolipid binding
	0.024468
	MANF

	GO_Molecular-Function
	GO:0005310〜dicarboxylic acid transmembrane transporter activity
	0.024468
	SLC25A10

	GO_Molecular-Function
	GO:0048018〜receptor ligand activity
	0.024468
	MANF, OSGIN2

	GO_Molecular-Function
	GO:0015036〜disulfide oxidoreductase activity
	0.02765
	TMX1

	GO_Molecular-Function
	GO:0004712〜protein serine/threonine/tyrosine kinase activity
	0.029222
	MAP3K9

	GO_Molecular-Function
	GO:0016667〜oxidoreductase activity, acting on a sulfur group of donors
	0.031675
	TMX1

	GO_Molecular-Function
	GO:1901682〜sulfur compound transmembrane transporter activity
	0.031675
	SLC25A10


Table s3. GO enrichment analysis results for basis1 genes in Gemcitabine+Paclitaxel treatment group (GO, gene ontology).







	Category
	Term
	Adjusted P-value
	Genes

	REACTOME_pathway
	R-HSA-428643〜Organic anion transporters
	0.034871
	SLC25A10

	REACTOME_pathway
	R-HSA-1614558〜Degradation of cysteine and homocysteine
	0.034871
	SLC25A10

	REACTOME_pathway
	R-HSA-1614635〜Sulfur amino acid metabolism
	0.040609
	SLC25A10

	REACTOME_pathway
	R-HSA-70263〜Gluconeogenesis
	0.040609
	SLC25A10

	REACTOME_pathway
	R-HSA-5368286〜Mitochondrial translation initiation
	0.047703
	MRPL47

	REACTOME_pathway
	R-HSA-5389840〜Mitochondrial translation elongation
	0.047703
	MRPL47

	REACTOME_pathway
	R-HSA-5419276〜Mitochondrial translation termination
	0.047703
	MRPL47

	REACTOME_pathway
	R-HSA-5368287〜Mitochondrial translation
	0.047703
	MRPL47

	REACTOME_pathway
	R-HSA-70326〜Glucose metabolism
	0.047703
	SLC25A10

	REACTOME_pathway
	R-HSA-425393〜Transport of inorganic cations/anions and amino acids/oligopeptides
	0.049789
	SLC25A10


Table s4. Pathway enrichment analysis results for basis1 genes in Gemcitabine+Paclitaxel treatment group.
