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Supplementary Table S1 - qPCR primer sequences used in the study.
	Gene name
	Primer type
	Sequence

	DIO3OS
	Forward primer
	AACAACTTGGAGAGAGGCGG

	
	Reverse primer
	GAGGATGGGCTTGGGATCAG

	GAPDH
	Forward primer
	CATCCTGGGCTACACTGAGC

	
	Reverse primer
	GTCAAAGGTGGAGGAGTGGG




Supplementary Table S2 - List of upregulated genes when comparing chemoresistant  cases with chemosensitive ones in the discovery phase (Phase I)

	ID
	mean_CR
	mean_CS
	sd_CR
	sd_CS
	FC
	logFC
	P.Value
	adj.P.Val

	KRT77
	0.51
	0.005
	0.86
	0.01
	18.44
	4.20
	0.007
	1.00

	LINC01544
	0.61
	0.01
	0.84
	0.03
	17.28
	4.11
	0.007
	1.00

	CTSE
	164.88
	7.83
	390.39
	12.37
	20.98
	4.39
	0.008
	1.00

	FOXI2
	1.91
	0.08
	3.04
	0.13
	19.16
	4.26
	0.008
	1.00

	TNNT3
	44.67
	3.81
	44.66
	6.39
	11.58
	3.53
	0.001
	0.86

	KRTAP5-10
	4.63
	0.42
	4.40
	0.78
	9.41
	3.23
	0.0002
	1.00

	KRTAP5-9
	10.19
	0.96
	10.68
	1.11
	9.96
	3.32
	0.005
	1.00

	LOC101593348
	0.99
	0.09
	0.95
	0.17
	8.21
	3.04
	0.002
	0.80

	MYCBP2-AS1
	4.02
	0.27
	3.83
	0.53
	9.70
	3.28
	0.009
	1.00

	LOC101927967
	1.04
	0.00
	1.19
	0.00
	9.62
	3.27
	0.009
	1.00

	ALOX12B
	1.09
	0.11
	0.77
	0.14
	7.60
	2.93
	0.001
	0.89

	TRHDE-AS1
	5.81
	0.74
	6.59
	1.71
	7.72
	2.95
	0.002
	0.85

	MIR4737
	9.70
	0.38
	10.71
	1.06
	7.75
	2.96
	0.005
	1.00

	P2RX6
	1.38
	0.16
	1.26
	0.22
	7.66
	2.94
	0.005
	1.00

	SNORD42B
	35.90
	4.04
	37.57
	7.33
	7.06
	2.82
	0.001
	0.89

	SLC7A4
	6.13
	0.87
	5.92
	1.68
	6.78
	2.76
	0.002
	0.82

	LPA
	0.34
	0.04
	0.35
	0.05
	7.13
	2.83
	0.007
	1.00

	ACADL
	0.21
	0.01
	0.21
	0.02
	6.22
	2.64
	0.007
	1.00

	PTGER4P2-CDK2AP2P2
	0.96
	0.16
	0.93
	0.32
	5.39
	2.43
	0.007
	1.00

	FOXQ1
	121.02
	23.57
	107.99
	20.27
	5.13
	2.36
	0.003
	1.00

	LINC01107
	0.75
	0.12
	0.57
	0.26
	5.04
	2.33
	0.003
	1.00

	MAP10
	2.61
	0.52
	1.68
	0.33
	4.88
	2.29
	0.0008
	0.76

	SEMA6A
	13.99
	2.76
	13.57
	2.01
	5.06
	2.34
	0.006
	1.00

	TRHDE
	1.56
	0.29
	1.47
	0.50
	5.09
	2.35
	0.008
	1.00

	CYP4X1
	5.32
	1.16
	4.40
	1.86
	4.49
	2.17
	0.001
	0.83

	ACVR1C
	0.55
	0.11
	0.58
	0.13
	4.66
	2.22
	0.006
	1.00

	TMEM217
	0.74
	0.15
	0.49
	0.22
	4.23
	2.08
	0.001
	0.88

	LOC100505942
	1.34
	0.27
	1.02
	0.54
	4.07
	2.02
	0.001
	0.87

	PINLYP
	3.52
	0.83
	2.86
	1.07
	3.94
	1.98
	0.004
	1.00

	SPATA21
	2.04
	0.50
	1.56
	0.48
	3.83
	1.94
	0.004
	1.00

	MIR3975
	29.68
	6.73
	22.38
	9.53
	3.91
	1.97
	0.009
	1.00

	UGT1A7
	10.82
	2.77
	10.96
	3.71
	3.86
	1.95
	0.009
	1.00

	MIF-AS1
	3.44
	0.92
	1.79
	0.76
	3.69
	1.88
	0.005
	1.00

	SNORA47
	24.23
	6.76
	18.44
	10.31
	3.38
	1.76
	0.006
	1.00

	MIR3192
	21.67
	5.96
	8.24
	6.67
	3.24
	1.70
	0.002
	0.85

	LOC101926963
	3.09
	0.92
	2.03
	1.06
	3.20
	1.68
	0.005
	1.00

	CXCR2P1
	2.90
	0.92
	2.65
	2.14
	3.07
	1.62
	0.002
	0.85

	PAX8
	13.40
	4.52
	8.51
	3.63
	2.95
	1.56
	0.006
	1.00

	ZNF252P-AS1
	1.24
	0.42
	0.36
	0.50
	2.81
	1.49
	0.003
	1.00

	CYP4A22
	1.57
	0.55
	0.85
	0.76
	2.77
	1.47
	0.005
	1.00

	C7orf61
	2.98
	1.13
	1.45
	1.22
	2.52
	1.33
	0.008
	1.00

	PAX8-AS1
	27.79
	11.54
	14.13
	12.35
	2.41
	1.27
	0.009
	1.00




Supplementary Table S3 - List of downregulated genes when comparing chemoresistant  cases with chemosensitive ones in the discovery phase (Phase I)

	ID
	mean_CR
	mean_CS
	sd_CR
	sd_CS
	FC
	logFC
	P.Value
	adj.P.Val

	LINC01291
	0.00
	5.47
	0.00
	4.47
	-34.97
	-5.13
	6.49E-05

	1.00

	MTNR1B
	0.00
	2.13
	0.00
	2.80
	-45.58
	-5.51
	0.001
	0.81

	LINC01554
	0.00
	4.44
	0.00
	10.29
	-107.91
	-6.75
	0.001
	0.84

	LINC01559
	0.01
	0.95
	0.02
	1.08
	-30.81
	-4.95
	0.0005
	0.71

	KLK6
	0.00
	1.29
	0.00
	2.03
	-28.84
	-4.85
	0.0006
	0.75

	DES
	2.33
	78.70
	2.39
	102.99
	-33.35
	-5.06
	0.001
	0.85

	IBSP
	0.00
	1.00
	0.00
	1.05
	-20.97
	-4.39
	0.0002
	0.83

	CDH19
	0.00
	0.24
	0.00
	0.22
	-19.88
	-4.31
	9.30E-05

	0.50

	SYT3
	0.00
	0.48
	0.00
	0.44
	-19.62
	-4.30
	0.0002
	0.71

	TMEM52
	0.00
	1.34
	0.00
	1.09
	-17.13
	-4.10
	0.0001
	0.75

	MIR4467
	0.69
	29.82
	1.18
	40.60
	-15.93
	-3.99
	0.0004
	0.73

	RTL1
	0.12
	3.57
	0.15
	5.58
	-26.62
	-4.74
	0.004
	1.00

	LOC283177
	0.03
	2.93
	0.08
	5.33
	-50.18
	-5.65
	0.006
	1.00

	LSAMP-AS1
	0.12
	3.67
	0.32
	4.27
	-14.44
	-3.85
	0.001
	0.82

	ACOT1
	0.19
	2.97
	0.39
	2.92
	-12.49
	-3.64
	0.0004
	0.75

	S100A12
	0.28
	6.81
	0.75
	8.76
	-15.41
	-3.95
	0.004
	1.00

	B4GALNT4
	0.77
	9.96
	1.08
	10.35
	-12.58
	-3.65
	0.001
	0.83

	LGALS7B
	0.00
	1.84
	0.00
	1.63
	-12.30
	-3.62
	0.001
	0.85

	MIR5579
	0.00
	37.17
	0.00
	50.65
	-28.12
	-4.81
	0.01
	1.00

	LOC283194
	0.00
	0.43
	0.00
	0.60
	-15.03
	-3.91
	0.006
	1.00

	LIPK
	0.02
	1.06
	0.05
	1.15
	-13.35
	-3.74
	0.005
	1.00

	SHD
	0.03
	0.92
	0.06
	0.98
	-15.58
	-3.96
	0.007
	1.00

	PDZRN3-AS1
	0.01
	0.42
	0.02
	0.41
	-12.84
	-3.68
	0.004
	1.00

	CHST8
	0.06
	1.11
	0.15
	2.08
	-13.75
	-3.78
	0.005
	1.00

	PF4
	0.00
	1.33
	0.00
	2.15
	-15.32
	-3.94
	0.008
	1.00

	AK7
	0.02
	0.47
	0.05
	0.61
	-11.27
	-3.49
	0.002
	0.84

	MMEL1
	0.02
	0.33
	0.05
	0.29
	-10.51
	-3.39
	0.0005
	0.77

	SMIM10L2B
	0.02
	0.42
	0.04
	0.30
	-10.32
	-3.37
	0.0003
	0.78

	KCNIP2-AS1
	0.22
	2.98
	0.34
	1.99
	-10.31
	-3.37
	0.0007
	0.83

	LOC101928766
	0.01
	0.23
	0.02
	0.21
	-10.29
	-3.36
	0.0007
	0.88

	HILS1
	0.00
	0.85
	0.00
	0.97
	-12.19
	-3.61
	0.005
	1.00

	NXPH4
	0.77
	9.63
	1.33
	16.61
	-11.94
	-3.58
	0.005
	1.00

	KCNE4
	0.48
	5.40
	0.31
	7.97
	-10.77
	-3.43
	0.002
	0.92

	MIR6780B
	0.00
	9.71
	0.00
	11.75
	-10.67
	-3.42
	0.003
	1.00

	LOC101928043
	0.16
	2.70
	0.27
	3.93
	-10.45
	-3.39
	0.003
	0.97

	TCEB3B
	0.10
	1.28
	0.14
	2.24
	-10.56
	-3.40
	0.003
	1.00

	DGCR5
	0.08
	1.06
	0.15
	1.94
	-10.81
	-3.43
	0.006
	1.00

	NKAIN1
	0.04
	0.76
	0.10
	0.90
	-12.20
	-3.61
	0.01
	1.00

	NECAB2
	0.00
	0.52
	0.00
	0.70
	-11.53
	-3.53
	0.01
	1.00

	ZFP92
	0.03
	1.05
	0.06
	1.06
	-11.56
	-3.53
	0.01
	1.00

	DIO3OS
	0.00
	0.19
	0.00
	0.24
	-9.23
	-3.21
	0.003
	1.00

	OR52K2
	0.04
	1.00
	0.11
	1.27
	-9.34
	-3.22
	0.005
	1.00

	TCEAL7
	0.02
	0.70
	0.05
	0.77
	-8.93
	-3.16
	0.004
	1.00

	LOC100128076
	0.00
	0.30
	0.00
	0.40
	-8.72
	-3.12
	0.004
	1.00

	MIR4519
	0.00
	10.77
	0.00
	10.93
	-8.88
	-3.15
	0.005
	1.00

	MIR7851
	0.90
	10.91
	1.39
	11.28
	-8.20
	-3.04
	0.002
	0.91

	SGCA
	0.11
	1.45
	0.18
	1.98
	-9.30
	-3.22
	0.008
	1.00

	RTN4R
	0.58
	4.77
	0.80
	4.54
	-7.75
	-2.95
	0.0008
	0.80

	SLC4A1
	0.10
	0.90
	0.24
	1.07
	-7.84
	-2.97
	0.001
	0.85

	FILIP1
	0.11
	1.12
	0.14
	1.08
	-8.83
	-3.14
	0.007
	1.00

	FBXO39
	0.04
	0.62
	0.10
	0.64
	-7.75
	-2.96
	0.001
	0.84

	GRIFIN
	0.00
	1.38
	0.00
	2.17
	-8.79
	-3.14
	0.008
	1.00

	HCCAT5
	0.00
	0.52
	0.00
	0.69
	-8.03
	-3.01
	0.005
	1.00

	ECHDC3
	1.10
	8.26
	1.97
	10.44
	-7.24
	-2.86
	0.001
	0.84

	RAX2
	0.00
	0.24
	0.00
	0.30
	-7.42
	-2.89
	0.003
	1.00

	TNNT1
	0.69
	5.93
	1.24
	11.35
	-8.05
	-3.01
	0.008
	1.00

	SNORD36A
	2.41
	22.36
	6.39
	16.51
	-6.67
	-2.74
	0.0003
	0.75

	CNN1
	2.82
	20.13
	4.11
	20.08
	-7.04
	-2.82
	0.003
	1.00

	MAT1A
	0.05
	0.48
	0.13
	0.62
	-7.10
	-2.83
	0.004
	1.00

	IGSF10
	0.03
	0.27
	0.09
	0.31
	-6.89
	-2.78
	0.002
	0.93

	LINC00304
	0.00
	0.21
	0.00
	0.25
	-6.90
	-2.79
	0.003
	1.00

	MOBP
	0.00
	0.07
	0.01
	0.08
	-6.74
	-2.75
	0.004
	1.00

	ZNF341-AS1
	0.34
	3.11
	0.70
	3.42
	-7.04
	-2.82
	0.008
	1.00

	PRICKLE2-AS2
	0.33
	2.67
	0.45
	2.33
	-6.47
	-2.69
	0.004
	1.00

	WNT2
	0.98
	6.13
	1.47
	6.03
	-6.10
	-2.61
	0.0008
	0.79

	LINC00920
	0.00
	0.45
	0.00
	0.56
	-6.18
	-2.63
	0.003
	0.98

	SFRP2
	12.06
	80.51
	13.50
	93.85
	-6.66
	-2.74
	0.01
	1.00

	LDB3
	0.22
	1.36
	0.10
	1.30
	-5.96
	-2.58
	0.001
	0.84

	HP09025
	0.10
	0.68
	0.21
	0.69
	-6.08
	-2.60
	0.003
	1.00

	S100A4
	31.56
	199.75
	31.26
	281.55
	-6.31
	-2.66
	0.007
	1.00

	CYP11A1
	0.23
	1.53
	0.20
	1.61
	-6.03
	-2.59
	0.005
	1.00

	SFRP4
	3.05
	19.35
	4.82
	34.06
	-6.31
	-2.66
	0.008
	1.00

	CXCR1
	0.58
	3.67
	1.23
	4.80
	-6.05
	-2.60
	0.006
	1.00

	HSPB8
	5.86
	35.14
	9.18
	45.14
	-5.96
	-2.58
	0.005
	1.00

	NCAM1
	0.12
	0.69
	0.17
	0.54
	-5.44
	-2.44
	0.0009
	0.86

	ECSCR
	1.76
	10.45
	2.88
	20.02
	-5.76
	-2.53
	0.006
	1.00

	LOC102724301
	0.25
	2.20
	0.54
	1.87
	-5.87
	-2.55
	0.008
	1.00

	SVILP1
	0.01
	0.27
	0.03
	0.23
	-5.33
	-2.42
	0.0005
	0.67

	TMEM145
	0.10
	0.81
	0.18
	0.74
	-5.91
	-2.56
	0.009
	1.00

	HPSE2
	0.09
	0.54
	0.19
	0.52
	-5.18
	-2.37
	0.0004
	0.80

	MIR6819
	2.85
	22.03
	4.87
	20.27
	-5.62
	-2.49
	0.008
	1.00

	PYGM
	0.39
	2.21
	0.34
	2.47
	-5.46
	-2.45
	0.005
	1.00

	SLC26A10
	0.64
	3.66
	0.51
	4.73
	-5.46
	-2.45
	0.007
	1.00

	LOC101927296
	0.70
	3.92
	0.93
	2.66
	-5.11
	-2.35
	0.003
	1.00

	CMTM2
	0.50
	2.78
	0.68
	2.78
	-4.94
	-2.31
	0.001
	0.87

	KLRG2
	0.26
	1.49
	0.45
	1.59
	-4.99
	-2.32
	0.003
	1.00

	SPATA13-AS1
	1.55
	8.57
	1.99
	9.35
	-5.07
	-2.34
	0.005
	1.00

	MIR1207
	2.90
	17.65
	4.41
	14.28
	-4.88
	-2.29
	0.002
	0.98

	LINC00707
	0.25
	1.31
	0.52
	1.35
	-4.87
	-2.28
	0.003
	1.00

	ZNF334
	0.35
	1.83
	0.50
	1.80
	-4.98
	-2.32
	0.01
	1.00

	ENTPD2
	1.02
	5.31
	1.49
	7.69
	-5.06
	-2.34
	0.01
	1.00

	FAM26E
	0.49
	2.40
	0.84
	2.48
	-4.71
	-2.24
	0.003
	1.00

	ZC2HC1C
	0.37
	1.72
	0.26
	1.00
	-4.51
	-2.18
	0.002
	0.89

	WDR93
	0.11
	0.56
	0.18
	0.67
	-4.47
	-2.16
	0.001
	0.88

	CHRDL2
	2.95
	14.09
	3.90
	12.62
	-4.75
	-2.25
	0.01
	1.00

	HSD17B6
	0.43
	2.13
	0.63
	2.40
	-4.55
	-2.19
	0.01
	1.00

	RADIL
	0.22
	1.04
	0.41
	0.78
	-4.51
	-2.17
	0.004
	1.00

	LOC440300
	0.10
	0.48
	0.13
	0.32
	-4.34
	-2.12
	0.001
	0.88

	FMOD
	4.11
	17.75
	3.09
	12.90
	-4.30
	-2.10
	0.002
	0.82

	GUSBP9
	0.11
	0.51
	0.19
	0.40
	-4.31
	-2.11
	0.003
	1.00

	PPIL6
	0.16
	0.79
	0.30
	0.66
	-4.52
	-2.18
	0.01
	1.00

	MIR3165
	3.09
	16.57
	5.29
	15.12
	-4.25
	-2.09
	0.001
	0.83

	CCNE1
	3.60
	15.83
	1.65
	16.35
	-4.36
	-2.13
	0.007
	1.00

	STMN3
	2.35
	10.34
	0.72
	11.78
	-4.36
	-2.12
	0.007
	1.00

	SULF2
	8.52
	35.57
	6.64
	23.44
	-4.17
	-2.06
	0.001
	0.87

	CCDC184
	0.21
	0.99
	0.23
	0.77
	-4.26
	-2.09
	0.01
	1.00

	LINC00607
	0.09
	0.42
	0.23
	0.39
	-4.05
	-2.02
	0.003
	1.00

	RERG
	0.41
	1.71
	0.53
	1.08
	-3.96
	-1.99
	0.001
	0.83

	CHST5
	0.09
	0.45
	0.17
	0.44
	-4.13
	-2.05
	0.01
	1.00

	PPP1R27
	0.44
	2.05
	0.50
	2.29
	-3.97
	-1.99
	0.003
	1.00

	STAM-AS1
	0.18
	0.82
	0.26
	0.75
	-3.97
	-1.99
	0.006
	1.00

	GPC6
	1.52
	6.05
	1.47
	6.30
	-3.96
	-1.99
	0.01
	1.00

	HOPX
	2.26
	8.84
	1.99
	6.48
	-3.86
	-1.95
	0.007
	1.00

	ODF3L1
	0.07
	0.48
	0.19
	0.39
	-3.91
	-1.97
	0.01
	1.00

	KCNT1
	0.10
	0.40
	0.17
	0.29
	-3.61
	-1.85
	0.001
	0.87

	HDAC11-AS1
	0.61
	2.65
	0.89
	2.07
	-3.69
	-1.88
	0.006
	1.00

	PGAM4
	0.38
	1.48
	0.69
	1.17
	-3.54
	-1.83
	0.001
	0.81

	LOC101929125
	0.53
	2.08
	0.90
	1.71
	-3.41
	-1.77
	0.003
	0.97

	SGIP1
	0.63
	2.19
	1.05
	2.83
	-3.45
	-1.79
	0.007
	1.00

	LDHAL6B
	0.58
	2.00
	0.85
	0.72
	-3.30
	-1.72
	0.001
	0.91

	ELFN1
	0.57
	2.00
	0.63
	1.21
	-3.41
	-1.77
	0.008
	1.00

	FAM13C
	0.26
	0.90
	0.45
	0.79
	-3.31
	-1.73
	0.008
	1.00

	RXFP1
	0.12
	0.42
	0.31
	0.48
	-3.28
	-1.71
	0.01
	1.00

	NXPH3
	0.35
	1.17
	0.29
	0.83
	-3.25
	-1.70
	0.008
	1.00

	LINC00514
	0.29
	0.96
	0.49
	0.98
	-3.15
	-1.66
	0.005
	1.00

	CPXM2
	1.06
	3.32
	1.30
	2.03
	-3.10
	-1.63
	0.004
	1.00

	MIR650
	75.10
	237.26
	142.46
	313.33
	-3.14
	-1.65
	0.008
	1.00

	ELL3
	0.95
	3.00
	1.25
	2.16
	-3.07
	-1.62
	0.004
	1.00

	RDH16
	0.32
	1.08
	0.78
	1.04
	-3.05
	-1.61
	0.004
	1.00

	MEG9
	0.30
	0.96
	0.49
	0.80
	-3.01
	-1.59
	0.007
	1.00

	CHST1
	0.54
	1.64
	0.69
	1.00
	-3.00
	-1.58
	0.006
	1.00

	BMP6
	0.81
	2.40
	0.96
	1.64
	-2.91
	-1.54
	0.005
	1.00

	TMSB4Y
	0.58
	1.77
	1.11
	0.93
	-2.89
	-1.53
	0.004
	1.00

	FBLL1
	0.23
	0.82
	0.61
	0.61
	-2.94
	-1.55
	0.01
	1.00

	LMOD1
	2.55
	7.47
	1.38
	4.61
	-2.92
	-1.55
	0.01
	1.00

	SYNM
	1.51
	4.28
	1.84
	2.40
	-2.82
	-1.50
	0.003
	1.00

	SYPL2
	0.23
	0.72
	0.29
	0.42
	-2.90
	-1.54
	0.01
	1.00

	MSC
	2.80
	8.14
	2.82
	3.98
	-2.88
	-1.53
	0.008
	1.00

	MYO3B
	0.36
	1.04
	0.69
	1.19
	-2.81
	-1.49
	0.01
	1.00

	TM4SF18
	0.74
	2.04
	0.98
	0.92
	-2.73
	-1.45
	0.002
	0.91

	CRYAB
	2.67
	7.50
	2.90
	5.47
	-2.76
	-1.46
	0.01
	1.00

	LOC101926889
	0.15
	0.48
	0.24
	0.30
	-2.72
	-1.45
	0.006
	1.00

	STON1
	0.93
	2.53
	0.49
	1.62
	-2.70
	-1.43
	0.006
	1.00

	MDM1
	1.44
	3.88
	0.92
	2.73
	-2.68
	-1.42
	0.008
	1.00

	WEE2-AS1
	0.09
	0.27
	0.19
	0.21
	-2.66
	-1.41
	0.008
	1.00

	HRC
	0.21
	0.58
	0.29
	0.39
	-2.56
	-1.36
	0.006
	1.00

	LOC101929698
	1.04
	2.73
	1.23
	2.08
	-2.55
	-1.35
	0.01
	1.00

	GTF2H2B
	0.04
	0.11
	0.06
	0.05
	-2.46
	-1.30
	0.004
	1.00

	LOC101928696
	3.23
	8.16
	3.83
	5.38
	-2.48
	-1.31
	0.006
	1.00

	LOC154761
	0.69
	1.69
	0.96
	0.95
	-2.40
	-1.26
	0.006
	1.00

	LINC00961
	0.37
	0.88
	0.67
	0.51
	-2.19
	-1.13
	0.003
	1.00

	PAXBP1-AS1
	1.47
	3.26
	0.76
	1.03
	-2.20
	-1.14
	0.005
	1.00

	LOC100507091
	0.64
	1.42
	0.65
	0.45
	-2.15
	-1.10
	0.01
	1.00




[bookmark: _Hlk200095548]Supplementary Table S4 - Best findings of validation phase (Phase II) DEGs in complete response (Pheno1) and their comparison with discovery phase findings. The FC and logFC values are compared with the discovery phase findings, and the relevant notes about the comparison are in the “Notes” column. (Diff: Different, Insig: insignificant, Sig: significant) (CR vs CS)
	
	Phase I analysis
	
	
	
	
	
	
	 Phase II analysis  
	

	Gene Symbol
	p-value
	adj.P.Val
	FC
	log2FC
	
	FC
	logFC
	p-value
	Notes

	PYGM
	0.005
	1
	-5.455
	-2.448
	
	-4.542
	-2.183
	0.0005
	Sig P-val and Similar FC                                                      

	ORMDL3
	0.923
	1
	-1.194
	-0.256
	
	-3.746
	-1.905
	0.014
	

	DIO3OS
	0.003
	1
	-9.234
	-3.207
	
	-3.825
	-1.935
	0.023
	

	HPSE2
	0.0004
	0.8
	-5.177
	-2.372
	
	-3.355
	-1.746
	0.014
	

	TMEM52
	0.0001
	0.75
	-17.125
	-4.098
	
	-2.309
	-1.207
	0.035
	

	RERG
	0.001
	0.83
	-3.958
	-1.985
	
	-4.065
	-2.023
	0.038
	

	OR52K2
	0.005
	1
	-9.337
	-3.223
	
	-2.859
	-1.515
	0.026
	

	HOPX
	0.007
	1
	-3.856
	-1.947
	
	-2.775
	-1.472
	0.019
	

	CHST8
	0.005
	1
	-13.749
	-3.781
	
	-3.04
	-1.604
	0.065
	

	LIMK2
	0.127
	1
	-1.842
	-0.881
	
	-2.555
	-1.353
	0.062
	

	S100A12
	0.004
	1
	-15.41
	-3.946
	
	-3.737
	-1.901
	0.061
	

Diff FC

	FOXQ1
	0.002
	1
	5.128
	2.358
	
	-3.494
	-1.805
	0.016
	

	
	
	
	
	
	
	
	
	
	

	KLK6
	0.0006
	0.75
	-28.839
	-4.85
	
	-2.469
	-1.304
	0.414
	Insig P-val

	MDM1
	0.008
	1
	-2.677
	-1.421
	
	-1.556
	-0.6383
	0.347
	




Supplementary Table S5 - Best findings of DEGs in partial response (Pheno2) and its comparison with discovery phase findings (Diff: Different, Insig: insignificant, Sig: significant) (CR vs CS)
	
	Phase I analysis
	
	
	
	
	
	
	Phase II analysis
	

	Gene Symbol
	P-value
	adj.P.Val
	FC
	log2FC
	
	FC
	logFC
	P.Value
	Notes

	TMEM52
	0.0001
	0.75
	-17.125
	-4.098
	
	-3.248
	-1.699
	0.002
	

	PYGM
	0.005
	1
	-5.455
	-2.448
	
	-3.568
	-1.835
	0.002
	

	ORMDL3
	0.923
	1
	-1.194
	-0.256
	
	-4.559
	-2.188
	0.003
	

	DIO3OS
	0.003
	1
	-9.234
	-3.207
	
	-4.606
	-2.203
	0.004
	

	RERG
	0.001
	0.833
	-3.958
	-1.985
	
	-6.441
	-2.687
	0.005
	

	LIMK2
	0.127
	1
	-1.842
	-0.881
	
	-3.977
	-1.991
	0.006
	

	CMTM2
	0.001
	0.869
	-4.943
	-2.305
	
	-4.011
	-2.004
	0.021
	

	NCAM1
	0.0009
	0.863
	-5.443
	-2.444
	
	-2.934
	-1.553
	0.03
	

	ELFN1
	0.008
	1
	-3.412
	-1.771
	
	-3.110
	-1.636
	0.084
	

	OR52K2
	0.005
	1
	-9.337
	-3.223
	
	-2.683
	-1.423
	0.037
	

	PAXBP1-AS1
	0.005
	1
	-2.203
	-1.139
	
	-2.382
	-1.252
	0.038
	

	BMP6
	0.005
	1
	-2.914
	-1.543
	
	-3.049
	-1.608
	0.073
	

	LGALS7B
	0.001
	0.85
	-12.302
	-3.621
	
	 3.389
	 1.760
	0.088                              
	Diff FC

	ZC2HC1C
	0.002
	0.88
	-4.514
	-2.175
	
	-3.190
	-1.673
	0.067
	

	HPSE2
	0.0004
	0.8
	-5.177
	-2.372
	
	-2.450
	-1.293
	0.066
	

	HOPX
	0.007
	1
	-3.856
	-1.947
	
	-2.422
	-1.276
	0.056
	

	FOXQ1
	0.002
	1
	5.128
	2.358
	
	-5.292
	-2.403
	0.0004
	Diff FC

	
	
	
	
	
	
	
	
	
	

	KLK6
	0.0006
	0.75
	-28.839
	-4.85
	
	-1.615
	-0.691
	0.650
	Insig P-val

	MDM1
	0.008
	1
	-2.677
	-1.421
	
	-1.235
	-0.305
	0.863
	Insig P-val
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