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	Figures S1：Focal adhesions, as crucial points of cell-ECM interaction, activate actin cytoskeleton regulation, NF-kB, and PI3K-Akt signaling pathways through ECM molecule binding.
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	Figures S2：ECM components activate intracellular downstream pathways by binding to integrin receptors or CD44 on the cell membrane.
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	Figures S3：ECM activation of the regulation of the actin cytoskeleton pathway promotes cytoskeletal reorganization, enhancing the motility and migratory capacity of tumor cells.
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	Figures S4：ECM activates the NF-kB and PI3K-Akt signaling pathways through interaction with integrin receptors mediated by focal adhesions, thereby enhancing the proliferation and survival capabilities of tumor cells.


Supplemental Table

Table S1. Sample Grouping Information

	GEO Dataset ID
	GEO Sample ID
	TNM Staging System
	Sample Type

	GSE192575
	GSM5751919
	/
	MIBC

	GSE192575
	GSM5751918
	/
	MIBC

	GSE145137
	GSM4307111
	/
	MIBC

	GSE135337
	GSM4006647
	T2
	MIBC

	GSE135337
	GSM4006648
	T3
	MIBC

	GSE135337
	GSM4006644
	Ta
	NMIBC

	GSE135337
	GSM4006645
	T1
	NMIBC

	GSE135337
	GSM4006646
	T1
	NMIBC

	GSE135337
	GSM4751267
	pTa
	NMIBC

	GSE135337
	GSM4751268
	pTa
	NMIBC

	GSE222315
	GSM6919778
	T1N1M0
	NMIBC

	GSE222315
	GSM6919780
	T1N0M0
	NMIBC

	GSE222315
	GSM6919782
	T1N1M0
	NMIBC

	GSE222315
	GSM6919784
	T1N0M0
	NMIBC

	GSE222315
	GSM6919786
	T1N1M0
	NMIBC

	GSE222315
	GSM7898117
	T1N1M0
	NMIBC

	GSE222315
	GSM7898118
	T1N0M0
	NMIBC

	GSE222315
	GSM7898119
	T1N0M0
	NMIBC

	GSE222315
	GSM7898120
	T1N0M0
	NMIBC

	GSE222315
	GSM6919785
	/
	Para

	GSE222315
	GSM6919783
	/
	Para

	GSE222315
	GSM6919781
	/
	Para

	GSE222315
	GSM6919779
	/
	Para

	GSE129845
	GSM3723357
	/
	Para

	GSE129845
	GSM3723358
	/
	Para

	GSE129845
	GSM3723359
	/
	Para

	GSE135337
	GSM5329919
	pT2
	Para


Table S2. CNV Results of Urothelial Cell Subgroups

	seurat_clusters
	mean_CNV
	median_CNV
	sd_CNV
	count

	0
	9.27E+02
	860
	3.81E+02
	36674

	1
	1.88E+03
	1766
	6.95E+02
	13200

	2
	1.06E+03
	943
	4.82E+02
	11788

	3
	1.46E+03
	1424
	5.32E+02
	9928

	4
	1.54E+03
	1582
	3.69E+02
	3500

	5
	1.92E+03
	1960
	4.06E+02
	2672

	6
	1.42E+03
	1413
	2.38E+02
	2294

	7
	1.01E+03
	893
	4.79E+02
	1763

	8
	1.37E+03
	1398
	3.28E+02
	1418

	9
	1.42E+03
	1648
	5.96E+02
	375

	10
	1.05E+03
	1083.5
	2.59E+02
	60


Table S3. Characteristic Gene Results of Urothelial Cell Subgroups

	gene
	p_val
	avg_log2FC
	pct.1
	pct.2
	p_val_adj
	cluster

	VIM
	0
	3.44E+00
	8.91E-01
	0.095
	0
	9

	SPARC
	0
	3.45E+00
	7.47E-01
	0.059
	0
	9

	EMP3
	0
	4.31E+00
	7.55E-01
	0.072
	0
	9

	GNG11
	0
	5.76E+00
	7.01E-01
	0.02
	0
	9

	PRKCDBP
	0
	5.86E+00
	6.85E-01
	0.023
	0
	9

	CTHRC1
	0
	6.18E+00
	6.88E-01
	0.027
	0
	9

	PTRF
	0
	5.45E+00
	6.80E-01
	0.021
	0
	9

	IGFBP6
	0
	3.92E+00
	7.15E-01
	0.077
	0
	9

	SERPINE2
	0
	5.72E+00
	6.56E-01
	0.03
	0
	9

	NNMT
	0
	5.03E+00
	6.48E-01
	0.026
	0
	9

	CAV1
	0
	3.67E+00
	6.88E-01
	0.069
	0
	9

	PMEPA1
	0
	4.78E+00
	6.88E-01
	0.085
	0
	9

	HMGA2
	0
	8.66E+00
	6.05E-01
	0.002
	0
	9

	MXRA8
	0
	6.72E+00
	6.11E-01
	0.011
	0
	9

	MFGE8
	0
	5.01E+00
	6.64E-01
	0.073
	0
	9

	PDLIM7
	0
	4.24E+00
	6.64E-01
	0.073
	0
	9

	TGFBI
	0
	5.78E+00
	6.32E-01
	0.042
	0
	9

	MSN
	0
	3.32E+00
	6.69E-01
	0.083
	0
	9

	COL1A2
	0
	2.96E+00
	6.35E-01
	0.05
	0
	9

	PDLIM4
	0
	4.28E+00
	6.67E-01
	0.084
	0
	9

	LINC00973
	0
	9.23E+00
	5.79E-01
	0.001
	0
	9

	CMTM3
	0
	4.25E+00
	6.51E-01
	0.079
	0
	9

	SRPX
	0
	6.48E+00
	5.79E-01
	0.011
	0
	9

	DCBLD2
	0
	5.41E+00
	6.11E-01
	0.044
	0
	9

	C12orf75
	0
	3.64E+00
	6.53E-01
	0.089
	0
	9

	LAMC2
	0
	4.72E+00
	6.43E-01
	0.083
	0
	9

	CRLF1
	0
	6.56E+00
	5.73E-01
	0.014
	0
	9

	SERPINA1
	0
	3.88E+00
	6.29E-01
	0.072
	0
	9

	NT5E
	0
	4.72E+00
	6.24E-01
	0.067
	0
	9

	ARL4C
	0
	3.53E+00
	6.51E-01
	0.095
	0
	9

	TNFRSF11B
	0
	7.44E+00
	5.65E-01
	0.009
	0
	9

	AXL
	0
	5.07E+00
	5.84E-01
	0.029
	0
	9

	TFPI2
	0
	4.76E+00
	5.97E-01
	0.043
	0
	9

	COL1A1
	0
	2.99E+00
	6.24E-01
	0.072
	0
	9

	SH3KBP1
	0
	3.59E+00
	6.51E-01
	0.099
	0
	9

	SIGLEC15
	0
	5.06E+00
	5.87E-01
	0.035
	0
	9

	TUBA1A
	0
	3.18E+00
	6.32E-01
	0.081
	0
	9

	COL4A2
	0
	4.06E+00
	5.81E-01
	0.03
	0
	9

	COL4A1
	0
	4.11E+00
	5.76E-01
	0.027
	0
	9

	COL7A1
	0
	5.03E+00
	5.89E-01
	0.042
	0
	9


Table S4. KEGG Analysis Results of Urothelial Cell Subgroups
	Cluster
	Description
	GeneRatio
	p.adjust
	Count

	1
	Ribosome
	23/59
	2.11E-22
	23

	1
	Coronavirus disease - COVID-19
	24/59
	8.52E-21
	24

	4
	Ribosome
	30/87
	1.25E-27
	30

	4
	Coronavirus disease - COVID-19
	31/87
	6.97E-25
	31

	5
	Ribosome
	39/137
	9.77E-33
	39

	5
	Coronavirus disease - COVID-19
	39/137
	2.86E-27
	39

	6
	Epstein-Barr virus infection
	25/305
	1.06E-05
	25

	9
	Focal adhesion
	39/320
	2.90E-15
	39

	9
	ECM-receptor interaction
	21/320
	1.09E-09
	21

	9
	Cytoskeleton in muscle cells
	32/320
	1.13E-08
	32

	9
	Proteoglycans in cancer
	23/320
	1.54E-04
	23

	9
	Human papillomavirus infection
	30/320
	3.95E-04
	30

	9
	PI3K-Akt signaling pathway
	31/320
	6.43E-04
	31

	9
	Prion disease
	21/320
	3.60E-02
	21


Table S5. Pseudotime analysis of CSCs differentiation into mesenchymal subtypes using Monocle3

	status
	p_value
	morans_I
	gene
	q_value

	OK
	0
	0.387448860617228
	NT5E
	0

	OK
	0
	0.449615003748215
	SERPINA1
	0

	OK
	0
	0.312872892250293
	TGFBI
	0

	OK
	0
	0.354013144423342
	LAMC2
	0

	OK
	0
	0.367656012896185
	DCBLD2
	0

	OK
	0
	0.308229160309388
	CMTM3
	0

	OK
	0
	0.349480470099008
	COL1A2
	0

	OK
	0
	0.303870616044753
	COL6A2
	0

	OK
	0
	0.350784310433795
	COL3A1
	0


Table S6. Drug sensitivity scoring results for CSCs using oncoPredict

	X
	Bortezomib_1191
	Dactinomycin_1911
	Docetaxel_1007
	Daporinad_1248
	Sepantronium.bromide_1941
	Vinblastine_1004
	Eg5_9814_1712
	Vinorelbine_2048
	Staurosporine_1034
	Dinaciclib_1180
	Paclitaxel_1080

	CTCTACGCACCGAAAG.1_1
	1.02E-02
	1.09E-02
	1.52E-02
	1.50E-02
	2.02E-02
	3.64E-02
	3.83E-02
	6.66E-02
	7.10E-02
	5.01E-02
	1.00E-01

	CAGCATATCGTCCGTT.1_2
	8.69E-03
	1.23E-02
	1.37E-02
	1.03E-02
	2.92E-02
	4.02E-02
	5.65E-02
	7.13E-02
	6.16E-02
	5.75E-02
	9.77E-02

	CATCAAGTCCCATTAT.1_2
	9.59E-03
	1.32E-02
	1.98E-02
	2.47E-02
	2.70E-02
	4.98E-02
	6.46E-02
	8.47E-02
	1.01E-01
	7.46E-02
	1.04E-01

	CTTTGCGCACCAGCAC.1_2
	9.98E-03
	9.29E-03
	1.43E-02
	1.60E-02
	2.67E-02
	3.73E-02
	4.40E-02
	6.30E-02
	6.66E-02
	7.87E-02
	9.07E-02

	GGAGCAACACCATCCT.1_2
	1.09E-02
	1.29E-02
	2.14E-02
	1.80E-02
	2.87E-02
	6.10E-02
	5.46E-02
	8.55E-02
	7.50E-02
	5.82E-02
	1.54E-01

	TACCTTACAGCTATTG.1_2
	9.58E-03
	1.10E-02
	1.34E-02
	1.75E-02
	1.80E-02
	3.02E-02
	5.47E-02
	6.87E-02
	7.67E-02
	6.60E-02
	6.73E-02


Table S7. Differential analysis results of urothelial cells in MIBC, NMIBC, and Para

	cluster
	gene
	p_val
	avg_log2FC
	pct.1
	pct.2
	p_val_adj

	MIBC vs NMIBC
	LYZ
	0
	7.72E+00
	0.327
	0.029
	0

	MIBC vs NMIBC
	LEAP2
	0
	5.21E+00
	0.483
	0.055
	0

	MIBC vs NMIBC
	PHGR1
	0
	4.73E+00
	0.31
	0.168
	0

	MIBC vs NMIBC
	LGALS4
	0
	4.43E+00
	0.302
	0.12
	0

	MIBC vs NMIBC
	IFI27
	0
	3.50E+00
	0.995
	0.479
	0

	MIBC vs NMIBC
	IGKC
	0
	3.29E+00
	0.405
	0.049
	0

	MIBC vs NMIBC
	ZFAND2A
	0
	3.23E+00
	0.556
	0.159
	0

	MIBC vs NMIBC
	CITED4
	0
	3.21E+00
	0.519
	0.15
	0

	MIBC vs NMIBC
	ECH1
	0
	3.21E+00
	0.658
	0.435
	0

	MIBC vs NMIBC
	IFI6
	0
	3.14E+00
	0.869
	0.353
	0

	MIBC vs NMIBC
	SIRT2
	0
	3.09E+00
	0.391
	0.129
	0

	MIBC vs NMIBC
	BMP2
	0
	2.99E+00
	0.472
	0.11
	0

	MIBC vs NMIBC
	HLA-DRB5
	0
	2.86E+00
	0.603
	0.21
	0

	MIBC vs NMIBC
	DEFB1
	0
	2.84E+00
	0.421
	0.126
	0

	MIBC vs NMIBC
	MRPS12
	0
	2.82E+00
	0.628
	0.415
	0

	MIBC vs NMIBC
	C19orf48
	0
	2.77E+00
	0.317
	0.099
	0

	MIBC vs NMIBC
	INSIG1
	0
	2.74E+00
	0.61
	0.171
	0

	MIBC vs NMIBC
	TMEM19
	0
	2.74E+00
	0.32
	0.145
	0

	MIBC vs NMIBC
	IFITM3
	0
	2.74E+00
	0.779
	0.34
	0

	MIBC vs Para
	LYZ
	0
	7.96E+00
	0.327
	0.039
	0

	MIBC vs Para
	IFI27
	0
	7.81E+00
	0.995
	0.097
	0

	MIBC vs Para
	SULT1E1
	0
	7.01E+00
	0.305
	0.005
	0

	MIBC vs Para
	PHGR1
	0
	6.23E+00
	0.31
	0.11
	0

	MIBC vs Para
	SCD
	0
	5.81E+00
	0.477
	0.019
	0

	MIBC vs Para
	IFI6
	0
	5.57E+00
	0.869
	0.141
	0

	MIBC vs Para
	S100A8
	0
	5.13E+00
	0.428
	0.06
	0

	MIBC vs Para
	GSTM3
	0
	5.10E+00
	0.74
	0.124
	0

	MIBC vs Para
	LEAP2
	0
	4.87E+00
	0.483
	0.075
	0

	MIBC vs Para
	ISG15
	0
	4.79E+00
	0.874
	0.228
	0

	MIBC vs Para
	RARRES1
	0
	4.70E+00
	0.363
	0.135
	0

	MIBC vs Para
	CTSE
	0
	4.63E+00
	0.343
	0.027
	0

	MIBC vs Para
	DHCR24
	0
	4.41E+00
	0.332
	0.03
	0

	MIBC vs Para
	SIRT2
	0
	4.36E+00
	0.391
	0.058
	0

	MIBC vs Para
	MCM3
	0
	4.34E+00
	0.302
	0.06
	0

	MIBC vs Para
	KRT20
	0
	4.23E+00
	0.329
	0.024
	0

	MIBC vs Para
	SEMA5A
	0
	4.19E+00
	0.318
	0.066
	0

	MIBC vs Para
	CDKN2A
	0
	4.19E+00
	0.37
	0.034
	0

	NMIBC vs Para
	S100A9
	0
	7.11E+00
	0.609
	0.147
	0

	NMIBC vs Para
	PSORS1C2
	0
	7.01E+00
	0.334
	0.005
	0

	NMIBC vs Para
	RAB5IF
	0
	5.67E+00
	0.362
	0.016
	0

	NMIBC vs Para
	SPRR3
	0
	5.31E+00
	0.325
	0.027
	0

	NMIBC vs Para
	MRPS24
	0
	5.18E+00
	0.341
	0.015
	0

	NMIBC vs Para
	NAXE
	0
	5.09E+00
	0.319
	0.013
	0

	NMIBC vs Para
	ENSG00000285589
	0
	4.98E+00
	0.345
	0.013
	0

	NMIBC vs Para
	CDKN2A
	0
	4.88E+00
	0.411
	0.034
	0

	NMIBC vs Para
	STMP1
	0
	4.83E+00
	0.352
	0.017
	0

	NMIBC vs Para
	BEX3
	0
	4.76E+00
	0.366
	0.02
	0

	NMIBC vs Para
	SMIM26
	0
	4.66E+00
	0.379
	0.023
	0

	NMIBC vs Para
	CIAO2B
	0
	4.60E+00
	0.365
	0.024
	0

	NMIBC vs Para
	NBDY
	0
	4.57E+00
	0.324
	0.017
	0

	NMIBC vs Para
	ATP5F1C
	0
	4.54E+00
	0.428
	0.031
	0

	NMIBC vs Para
	CENPX
	0
	4.53E+00
	0.328
	0.019
	0

	NMIBC vs Para
	H1-2
	0
	4.52E+00
	0.312
	0.021
	0

	NMIBC vs Para
	GJB2
	0
	4.47E+00
	0.345
	0.082
	0

	NMIBC vs Para
	ATP6V0C
	0
	4.38E+00
	0.38
	0.022
	0

	NMIBC vs Para
	ATP5MC1
	0
	4.37E+00
	0.365
	0.026
	0

	NMIBC vs Para
	IFI27
	0
	4.31E+00
	0.479
	0.097
	0


Table S8. Differential analysis results of Epi9_CSC between the MIBC and NMIBC
	cluster
	gene
	p_val
	avg_log2FC
	pct.1
	pct.2
	p_val_adj

	Epi9_CSC
	TFPI2
	1.50E-11
	6.14E+00
	0.84
	0
	5.06E-07

	Epi9_CSC
	HMGA2
	4.67E-14
	5.89E+00
	0.908
	0
	1.58E-09

	Epi9_CSC
	TGFBI
	1.23E-13
	5.73E+00
	0.924
	0.043
	4.16E-09

	Epi9_CSC
	LINC00973
	1.60E-12
	5.62E+00
	0.868
	0
	5.41E-08

	Epi9_CSC
	COL8A1
	4.28E-10
	5.25E+00
	0.764
	0
	1.45E-05

	Epi9_CSC
	GAS6
	5.30E-10
	5.25E+00
	0.76
	0
	1.79E-05

	Epi9_CSC
	SCG5
	1.35E-08
	5.23E+00
	0.692
	0
	4.55E-04

	Epi9_CSC
	NT5E
	9.49E-14
	5.22E+00
	0.916
	0.043
	3.21E-09

	Epi9_CSC
	SPOCK1
	6.90E-12
	5.22E+00
	0.832
	0
	2.33E-07

	Epi9_CSC
	CPE
	1.72E-10
	5.15E+00
	0.78
	0
	5.81E-06

	Epi9_CSC
	IGFBP6
	7.22E-13
	5.10E+00
	0.896
	0.043
	2.44E-08

	Epi9_CSC
	AMTN
	1.69E-06
	5.06E+00
	0.564
	0
	5.73E-02

	Epi9_CSC
	EVA1A
	3.28E-11
	5.05E+00
	0.804
	0
	1.11E-06

	Epi9_CSC
	SPHK1
	7.58E-09
	5.02E+00
	0.7
	0
	2.56E-04

	Epi9_CSC
	MALL
	4.35E-10
	4.99E+00
	0.756
	0
	1.47E-05

	Epi9_CSC
	CRTC1
	1.24E-09
	4.96E+00
	0.736
	0
	4.20E-05

	Epi9_CSC
	STRA6
	1.59E-09
	4.96E+00
	0.732
	0
	5.38E-05

	Epi9_CSC
	COL17A1
	2.08E-09
	4.92E+00
	0.724
	0
	7.05E-05

	Epi9_CSC
	P4HA2
	3.78E-11
	4.92E+00
	0.796
	0
	1.28E-06

	Epi9_CSC
	MYLK
	5.95E-10
	4.88E+00
	0.748
	0
	2.01E-05

	Epi9_CSC
	MXRA8
	7.93E-13
	4.88E+00
	0.888
	0.043
	2.68E-08

	Epi9_CSC
	CRLF1
	1.04E-11
	4.87E+00
	0.852
	0.043
	3.52E-07

	Epi9_CSC
	PLOD3
	2.10E-11
	4.86E+00
	0.8
	0
	7.11E-07

	Epi9_CSC
	TNFRSF11B
	3.03E-11
	4.84E+00
	0.844
	0.043
	1.03E-06

	Epi9_CSC
	SERPINE2
	1.96E-12
	4.78E+00
	0.892
	0.087
	6.63E-08

	Epi9_CSC
	ENPP1
	9.09E-06
	4.77E+00
	0.512
	0
	3.07E-01

	Epi9_CSC
	SERPINA1
	1.27E-13
	4.72E+00
	0.928
	0.087
	4.28E-09

	Epi9_CSC
	STK17A1
	3.04E-13
	4.72E+00
	0.9
	0.043
	1.03E-08

	Epi9_CSC
	ERICH3
	1.21E-07
	4.72E+00
	0.632
	0
	4.10E-03

	Epi9_CSC
	TNNT1
	9.44E-09
	4.70E+00
	0.688
	0
	3.19E-04

	Epi9_CSC
	DCBLD2
	8.26E-13
	4.66E+00
	0.896
	0.087
	2.79E-08

	Epi9_CSC
	PDGFC
	1.58E-09
	4.66E+00
	0.72
	0
	5.34E-05

	Epi9_CSC
	LINC001522
	3.59E-09
	4.63E+00
	0.704
	0
	1.21E-04

	Epi9_CSC
	CSPG4
	2.63E-08
	4.63E+00
	0.664
	0
	8.88E-04

	Epi9_CSC
	KRT6A1
	8.87E-05
	4.63E+00
	0.436
	0
	1.00E+00

	Epi9_CSC
	STX1A
	3.26E-09
	4.59E+00
	0.704
	0
	1.10E-04

	Epi9_CSC
	IFT571
	3.09E-10
	4.56E+00
	0.74
	0
	1.05E-05

	Epi9_CSC
	GAS2L1
	3.18E-09
	4.52E+00
	0.7
	0
	1.08E-04

	Epi9_CSC
	NNMT
	5.61E-11
	4.50E+00
	0.824
	0.043
	1.90E-06

	Epi9_CSC
	SIGLEC15
	2.20E-12
	4.49E+00
	0.872
	0.043
	7.45E-08

	Epi9_CSC
	EDNRA
	3.53E-08
	4.49E+00
	0.652
	0
	1.19E-03

	Epi9_CSC
	PTHLH
	1.43E-06
	4.47E+00
	0.564
	0
	4.83E-02


Table S9. CellChat Interaction Count and Weight

	Group
	Interaction_Count
	Interaction_Weight

	MIBC
	2900
	64.874

	NMIBC
	1343
	19.57

	Para
	1005
	11.226


Table S10. CellChat_MIBC

	source
	target
	prob
	pval
	interaction_name_2
	pathway_name
	annotation

	Epi9_CSC
	Epi10_Mix
	4.53E-02
	0
	COL1A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi9_CSC
	Epi9_CSC
	6.31E-02
	0
	COL1A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi9_CSC
	Epi10_Mix
	3.41E-02
	0
	COL1A2 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi9_CSC
	Epi9_CSC
	4.76E-02
	0
	COL1A2 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi9_CSC
	Epi10_Mix
	4.24E-02
	0
	COL4A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi9_CSC
	Epi9_CSC
	5.91E-02
	0
	COL4A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi9_CSC
	Epi10_Mix
	4.24E-02
	0
	COL4A2 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi9_CSC
	Epi9_CSC
	5.91E-02
	0
	COL4A2 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi9_CSC
	Epi10_Mix
	7.64E-03
	0
	COL4A5 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi9_CSC
	Epi9_CSC
	1.08E-02
	0
	COL4A5 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi9_CSC
	Epi10_Mix
	2.68E-02
	0
	COL6A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi9_CSC
	Epi9_CSC
	3.76E-02
	0
	COL6A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi9_CSC
	Epi10_Mix
	7.64E-03
	0
	COL6A3 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi9_CSC
	Epi9_CSC
	1.08E-02
	0
	COL6A3 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi9_CSC
	Epi10_Mix
	2.26E-02
	0
	COL9A2 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi9_CSC
	Epi9_CSC
	3.17E-02
	0
	COL9A2 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi9_CSC
	Epi10_Mix
	3.17E-02
	0
	LAMA3 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi9_CSC
	Epi9_CSC
	4.43E-02
	0
	LAMA3 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi9_CSC
	Epi10_Mix
	7.64E-03
	0
	LAMA4 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi9_CSC
	Epi9_CSC
	1.08E-02
	0
	LAMA4 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi9_CSC
	Epi10_Mix
	3.41E-02
	0
	LAMB1 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi9_CSC
	Epi9_CSC
	4.76E-02
	0
	LAMB1 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi9_CSC
	Epi10_Mix
	7.64E-03
	0
	LAMB2 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi9_CSC
	Epi9_CSC
	1.08E-02
	0
	LAMB2 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi9_CSC
	Epi10_Mix
	5.11E-02
	0
	LAMB3 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi9_CSC
	Epi9_CSC
	7.09E-02
	0
	LAMB3 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi9_CSC
	Epi10_Mix
	2.26E-02
	0
	LAMC1 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi9_CSC
	Epi9_CSC
	3.17E-02
	0
	LAMC1 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi9_CSC
	Epi10_Mix
	6.78E-02
	0
	LAMC2 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi9_CSC
	Epi9_CSC
	9.35E-02
	0
	LAMC2 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi9_CSC
	Epi1_HER2
	1.15E-02
	0
	LAMA3 - (ITGA3+ITGB1)
	LAMININ
	ECM-Receptor


Table S11.CellChat_NMIBC

	source
	target
	prob
	pval
	interaction_name_2
	pathway_name
	annotation

	Epi7_Mesenchymal
	Epi7_Mesenchymal
	9.04E-03
	0
	COL1A1 - (ITGA1+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi7_Mesenchymal
	1.77E-02
	0
	COL1A2 - (ITGA1+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi7_Mesenchymal
	7.80E-03
	0
	COL4A1 - (ITGA1+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi7_Mesenchymal
	7.80E-03
	0
	COL4A2 - (ITGA1+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi7_Mesenchymal
	3.91E-03
	0
	COL6A1 - (ITGA1+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi7_Mesenchymal
	3.91E-03
	0
	COL6A2 - (ITGA1+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi1_HER2
	8.16E-03
	0
	COL1A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi3_Mix
	8.16E-03
	0
	COL1A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi9_CSC
	5.86E-03
	0
	COL1A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi1_HER2
	1.60E-02
	0
	COL1A2 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi3_Mix
	1.60E-02
	0
	COL1A2 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi9_CSC
	1.15E-02
	0
	COL1A2 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi1_HER2
	7.04E-03
	0
	COL4A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi7_Mesenchymal
	3.91E-03
	0
	LAMA4 - (ITGA1+ITGB1)
	LAMININ
	ECM-Receptor

	Epi7_Mesenchymal
	Epi7_Mesenchymal
	1.96E-03
	0
	LAMB1 - (ITGA1+ITGB1)
	LAMININ
	ECM-Receptor

	Epi7_Mesenchymal
	Epi7_Mesenchymal
	3.91E-03
	0
	LAMC1 - (ITGA1+ITGB1)
	LAMININ
	ECM-Receptor

	Epi7_Mesenchymal
	Epi1_HER2
	3.53E-03
	0
	LAMA4 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi7_Mesenchymal
	Epi3_Mix
	3.53E-03
	0
	LAMA4 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi7_Mesenchymal
	Epi9_CSC
	2.53E-03
	0
	LAMA4 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi7_Mesenchymal
	Epi1_HER2
	1.77E-03
	0
	LAMB1 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi7_Mesenchymal
	Epi3_Mix
	1.77E-03
	0
	LAMB1 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi7_Mesenchymal
	Epi9_CSC
	1.27E-03
	0
	LAMB1 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi7_Mesenchymal
	Epi1_HER2
	3.53E-03
	0
	LAMC1 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi7_Mesenchymal
	Epi3_Mix
	3.53E-03
	0
	LAMC1 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi7_Mesenchymal
	Epi9_CSC
	2.53E-03
	0
	LAMC1 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi7_Mesenchymal
	Epi6_Luminal_HER2
	2.69E-03
	0
	LAMA4 - (ITGA3+ITGB1)
	LAMININ
	ECM-Receptor

	Epi7_Mesenchymal
	Epi1_HER2
	3.53E-03
	0
	LAMA4 - (ITGA3+ITGB1)
	LAMININ
	ECM-Receptor


Table S12.CellChat_Para

	source
	target
	prob
	pval
	interaction_name_2
	pathway_name
	annotation

	Epi7_Mesenchymal
	Epi0_Mix
	2.39E-02
	0
	COL1A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi2_Mix
	2.39E-02
	0
	COL1A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi9_CSC
	2.19E-02
	0
	COL1A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi7_Mesenchymal
	2.81E-02
	0
	COL1A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi0_Mix
	4.10E-02
	0
	COL1A2 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi2_Mix
	4.10E-02
	0
	COL1A2 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi9_CSC
	3.76E-02
	0
	COL1A2 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi7_Mesenchymal
	4.80E-02
	0
	COL1A2 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi0_Mix
	3.95E-03
	0
	COL4A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi2_Mix
	3.95E-03
	0
	COL4A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi9_CSC
	3.61E-03
	0
	COL4A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi7_Mesenchymal
	4.66E-03
	0
	COL4A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi0_Mix
	3.95E-03
	0
	COL4A2 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi2_Mix
	3.95E-03
	0
	COL4A2 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi9_CSC
	3.61E-03
	0
	COL4A2 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi7_Mesenchymal
	4.66E-03
	0
	COL4A2 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi0_Mix
	1.40E-02
	0
	COL6A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi2_Mix
	1.40E-02
	0
	COL6A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi9_CSC
	1.28E-02
	0
	COL6A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi7_Mesenchymal
	1.65E-02
	0
	COL6A1 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi0_Mix
	2.51E-02
	0
	COL6A2 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi2_Mix
	2.51E-02
	0
	COL6A2 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi9_CSC
	2.30E-02
	0
	COL6A2 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi7_Mesenchymal
	2.95E-02
	0
	COL6A2 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi0_Mix
	1.40E-02
	0
	COL6A3 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi2_Mix
	1.40E-02
	0
	COL6A3 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi9_CSC
	1.28E-02
	0
	COL6A3 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi7_Mesenchymal
	1.65E-02
	0
	COL6A3 - (ITGA2+ITGB1)
	COLLAGEN
	ECM-Receptor

	Epi7_Mesenchymal
	Epi0_Mix
	3.95E-03
	0
	LAMC1 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi7_Mesenchymal
	Epi2_Mix
	3.95E-03
	0
	LAMC1 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor

	Epi7_Mesenchymal
	Epi9_CSC
	3.61E-03
	0
	LAMC1 - (ITGA2+ITGB1)
	LAMININ
	ECM-Receptor


Table S13.182 prognostic CSC marker genes by univariate Cox regression

	gene
	HR
	z
	pvalue
	lower
	upper

	MAN1B1
	1.39E+00
	2.89E+00
	3.90E-03
	1.11E+00
	1.74E+00

	TUBB6
	1.12E+00
	2.45E+00
	1.43E-02
	1.02E+00
	1.22E+00

	CERCAM
	1.31E+00
	4.30E+00
	1.73E-05
	1.16E+00
	1.48E+00

	MAP7D3
	1.42E+00
	4.53E+00
	5.83E-06
	1.22E+00
	1.65E+00

	SEL1L3
	8.68E-01
	-2.30E+00
	2.17E-02
	7.70E-01
	9.80E-01

	FN1
	1.12E+00
	3.09E+00
	2.01E-03
	1.04E+00
	1.20E+00

	SLC16A1
	1.12E+00
	2.84E+00
	4.56E-03
	1.03E+00
	1.20E+00

	CALD1
	1.14E+00
	2.60E+00
	9.20E-03
	1.03E+00
	1.26E+00

	RTKN
	1.23E+00
	2.90E+00
	3.75E-03
	1.07E+00
	1.42E+00

	HSD17B1
	1.18E+00
	3.11E+00
	1.84E-03
	1.06E+00
	1.31E+00


Table S14.Results of four machine learning weighted averaging methods

	Gene
	XGBoost
	Lasso
	DecisionTree
	RandomForest
	Weighted

	MAN1B1
	1.00E+00
	6.84E-01
	4.13E-01
	6.52E-01
	6.87E-01

	TUBB6
	2.31E-01
	6.84E-01
	4.50E-01
	9.13E-01
	5.70E-01

	CERCAM
	8.04E-03
	8.58E-01
	2.76E-01
	1.00E+00
	5.36E-01

	MAP7D3
	4.38E-02
	9.70E-01
	1.00E+00
	0.00E+00
	5.03E-01

	SEL1L3
	2.44E-01
	5.03E-01
	5.26E-01
	7.10E-01
	4.96E-01

	FN1
	2.65E-02
	6.84E-01
	1.53E-01
	9.57E-01
	4.55E-01

	SLC16A1
	9.70E-02
	6.84E-01
	5.80E-01
	3.77E-01
	4.34E-01

	CALD1
	2.92E-01
	6.84E-01
	7.08E-01
	0.00E+00
	4.21E-01

	RTKN
	1.19E-02
	7.33E-01
	9.28E-01
	0.00E+00
	4.18E-01

	HSD17B1
	1.31E-01
	8.88E-01
	3.02E-02
	5.80E-01
	4.07E-01


Table S15.Core gene expression profile and clinical data of CSCRPI patients

	
	OS
	OS.time
	age
	gender
	stage
	TUBB6
	CERCAM
	MAP7D3
	SEL1L3
	HSD17B1
	RS
	RS_group
	CSCRPI

	TCGA-2F-A9KO-01A
	1
	2.45E+01
	63
	1
	Stage IV
	4.03E+00
	3.71E+00
	2.09E+00
	5.28E+00
	1.34E+00
	4.49E-01
	low-risk
	1.11E+00

	TCGA-2F-A9KP-01A
	1
	1.21E+01
	66
	1
	Stage IV
	4.46E+00
	4.15E+00
	2.36E+00
	4.56E+00
	2.86E+00
	9.36E-01
	low-risk
	1.22E+00

	TCGA-2F-A9KQ-01A
	0
	9.62E+01
	69
	1
	Stage III
	3.40E+00
	3.38E+00
	6.61E-01
	4.79E+00
	1.94E+00
	3.57E-02
	low-risk
	5.17E-01

	TCGA-2F-A9KR-01A
	1
	1.06E+02
	59
	0
	Stage III
	4.01E+00
	2.39E+00
	2.12E+00
	4.77E+00
	3.16E+00
	4.89E-01
	low-risk
	7.61E-01

	TCGA-2F-A9KT-01A
	0
	7.84E+01
	83
	1
	Stage II
	6.01E+00
	6.65E+00
	2.07E+00
	1.33E+00
	2.98E+00
	1.74E+00
	high-risk
	1.46E+00

	TCGA-2F-A9KW-01A
	1
	8.47E+00
	67
	0
	Stage III
	4.60E+00
	6.40E+00
	3.64E+00
	1.88E+00
	5.80E+00
	2.84E+00
	high-risk
	2.18E+00

	TCGA-4Z-AA7N-01A
	1
	4.56E+01
	65
	1
	Stage III
	6.09E+00
	5.07E+00
	2.66E+00
	6.21E+00
	1.37E+00
	5.54E-01
	low-risk
	1.37E+00

	TCGA-4Z-AA7O-01A
	0
	1.71E+01
	64
	1
	Stage II
	4.69E+00
	6.12E+00
	8.40E-01
	4.40E+00
	1.07E+00
	5.16E-01
	low-risk
	1.08E+00

	TCGA-4Z-AA7Q-01A
	1
	1.70E+01
	79
	1
	Stage I
	6.33E+00
	4.92E+00
	1.82E+00
	3.16E+00
	2.33E+00
	7.79E-01
	low-risk
	9.20E-01

	TCGA-4Z-AA7R-01A
	1
	1.74E+01
	73
	1
	Stage IV
	3.62E+00
	4.49E+00
	3.26E+00
	5.54E+00
	2.33E+00
	1.28E+00
	high-risk
	1.82E+00


Table S16.CSCRPI ESTIMATE results

	ID
	StromalScore
	ImmuneScore
	ESTIMATEScore
	TumorPurity

	TCGA-2F-A9KO-01A
	-3.72E+02
	6.52E+02
	2.81E+02
	7.98E-01

	TCGA-2F-A9KP-01A
	-1.76E+03
	-1.21E+03
	-2.97E+03
	9.86E-01

	TCGA-2F-A9KQ-01A
	-1.35E+03
	-1.08E+03
	-2.43E+03
	9.69E-01

	TCGA-2F-A9KR-01A
	-1.61E+03
	-7.45E+02
	-2.35E+03
	9.66E-01

	TCGA-2F-A9KT-01A
	-1.14E+03
	-6.59E+02
	-1.80E+03
	9.43E-01

	TCGA-2F-A9KW-01A
	-2.63E+02
	-2.79E+02
	-5.41E+02
	8.65E-01

	TCGA-4Z-AA7N-01A
	5.43E+02
	1.79E+03
	2.33E+03
	5.84E-01

	TCGA-4Z-AA7O-01A
	-8.59E+02
	-6.17E+01
	-9.21E+02
	8.92E-01

	TCGA-4Z-AA7Q-01A
	-7.80E+02
	1.00E+03
	2.21E+02
	8.04E-01

	TCGA-4Z-AA7R-01A
	-1.13E+03
	-1.11E+03
	-2.24E+03
	9.62E-01


Table S17.CSCRPI ssgsea results

	ID
	Activated B cell
	Activated CD4 T cell
	Activated CD8 T cell
	Activated dendritic cell
	CD56bright natural killer cell

	TCGA-2F-A9KO-01A
	6.38E-01
	5.31E-01
	5.17E-01
	2.56E-01
	-1.00E-02

	TCGA-2F-A9KP-01A
	-4.51E-01
	-1.95E-01
	-4.94E-01
	-4.74E-01
	1.97E-01

	TCGA-2F-A9KQ-01A
	-7.55E-01
	-3.89E-01
	-5.79E-01
	-2.33E-01
	3.98E-01

	TCGA-2F-A9KR-01A
	-5.22E-01
	-5.30E-01
	-4.07E-01
	-2.51E-01
	-3.09E-02

	TCGA-2F-A9KT-01A
	-5.98E-01
	-1.43E-01
	-5.58E-01
	1.55E-01
	2.58E-01

	TCGA-2F-A9KW-01A
	-1.84E-01
	4.21E-01
	-2.39E-01
	3.56E-01
	-1.71E-01

	TCGA-4Z-AA7N-01A
	9.10E-01
	3.08E-01
	1.69E-01
	3.93E-01
	-1.71E-01

	TCGA-4Z-AA7O-01A
	3.32E-01
	5.65E-01
	2.99E-01
	2.33E-01
	2.45E-01

	TCGA-4Z-AA7Q-01A
	6.52E-01
	5.04E-01
	5.85E-01
	2.52E-01
	-3.27E-02

	TCGA-4Z-AA7R-01A
	-6.25E-01
	-3.74E-01
	-4.92E-01
	-5.38E-01
	-6.79E-02


Table S18.CSCRPI GDSC2

	
	Camptothecin_1003
	Vinblastine_1004
	Cisplatin_1005
	Cytarabine_1006
	Docetaxel_1007

	TCGA-2F-A9KO-01A
	2.04E-02
	1.20E-02
	6.24E+00
	1.77E+00
	6.39E-03

	TCGA-2F-A9KP-01A
	1.56E-01
	1.90E-02
	4.50E+01
	6.05E+00
	1.24E-02

	TCGA-2F-A9KQ-01A
	1.38E-01
	3.09E-02
	4.84E+01
	7.65E+00
	1.33E-02

	TCGA-2F-A9KR-01A
	5.14E-02
	1.07E-02
	2.45E+01
	2.08E+00
	6.76E-03

	TCGA-2F-A9KT-01A
	2.17E-01
	1.27E-02
	3.93E+01
	6.28E+00
	6.10E-03

	TCGA-2F-A9KW-01A
	1.23E-01
	4.96E-02
	2.50E+01
	9.50E+00
	2.72E-02

	TCGA-4Z-AA7N-01A
	2.33E-02
	1.53E-02
	7.97E+00
	2.41E+00
	1.06E-02

	TCGA-4Z-AA7O-01A
	9.21E-02
	2.31E-02
	2.42E+01
	4.78E+00
	8.07E-03

	TCGA-4Z-AA7Q-01A
	4.39E-02
	1.41E-02
	9.62E+00
	4.51E+00
	7.22E-03

	TCGA-4Z-AA7R-01A
	8.76E-02
	1.14E-02
	2.08E+01
	3.33E+00
	6.66E-03


Table S19.CSCRPI CellMiner

	
	p.value
	cor
	obsnumber
	Gene

	TUBB6.CERCAM
	8.63E-07
	6.22E-01
	52
	TUBB6

	TUBB6.MAP7D3
	3.23E-04
	4.79E-01
	52
	TUBB6

	TUBB6.HSD17B1
	1.62E-03
	4.26E-01
	52
	TUBB6

	TUBB6.Actinomycin D
	1.04E-02
	-3.52E-01
	52
	TUBB6

	TUBB6.Fluorouracil
	5.54E-03
	-3.79E-01
	52
	TUBB6

	TUBB6.Mitotane
	2.38E-02
	-3.13E-01
	52
	TUBB6

	TUBB6.Vinblastine
	7.30E-03
	-3.68E-01
	52
	TUBB6

	TUBB6.Vincristine
	1.37E-02
	-3.40E-01
	52
	TUBB6

	TUBB6.Teniposide
	1.60E-02
	-3.32E-01
	52
	TUBB6

	TUBB6.Doxorubicin
	1.36E-02
	-3.40E-01
	52
	TUBB6


