	
	Kharif-2016
	Kharif-2017
	Kharif-2018

	Trait
	CM123
	CM140
	RIL Population
	CM123
	CM140
	RIL Population
	CM123
	CM140
	RIL Population

	
	Stress
	Control
	Stress
	Control
	Stress
	Control
	Stress
	Control
	Stress
	Control
	Stress
	Control
	Stress
	Control
	Stress
	Control
	Stress
	Control

	
	
	Mean
	Range
	Mean
	Range
	
	Mean
	Range
	Mean
	Range
	
	Mean
	Range
	Mean
	Range

	SPAD
	28.8 
	40.1 
	44.5 
	48.5 
	33.9 
	21.1 – 41.8 
	41.7 
	31.4 – 52.3 
	30.07
	36.24 
	38.84 
	42.84 
	29.71 
	13.13 – 46.70 
	39.25 
	19.93 – 61.60 
	29.64 
	34.65 
	34.94 
	39.29 
	24.38 
	2.98 – 56.23 
	32.64 
	8.90 – 60.93 

	RWC
	10.2 
	16.3 
	14.3 
	19.7 
	9.5 
	5.2 - 14 
	13.7 
	8.9 – 19.1 
	38.67 
	61.23 
	64.27 
	76.31 
	50.39 
	51.83 – 87.81 
	74.06 
	67.57 – 98.15 
	38.10 
	59.98 
	56.13 
	67.49 
	53.31 
	18.01 – 61.51 
	60.47 
	30.95 – 84.29 

	EW
	12.8 
	28.3 
	42.4 
	61.8 
	20.1 
	0 – 52.1 
	46.1 
	12.5 – 108.3 
	27.16 
	39.60 
	50.87 
	61.30 
	17.047
	5.91 – 31.685
	48.60 
	4.26 – 108.26 
	28.32 
	38.56 
	52.56 
	62.00 
	14.27
	5.54 – 26.45
	42.56 
	4.10 – 108.21 

	KNPE
	31.2 
	97.8 
	202.6 
	267.2 
	60.7 
	0 – 196.2 
	191.2 
	48.8 – 405.4 
	120.15 
	174.45 
	199.00 
	246.43 
	111.48
	29.5 – 225.6
	210.21 
	64 – 437.60 
	125.56 
	156.46 
	234.63 
	254.89 
	96.77
	23.65 – 212.75 
	198.15 
	64.75 – 438.75 

	CW
	3.3 
	7.4 
	6.4 
	11.0 
	4.6 
	0 – 11.3 
	10.8 
	5.2 – 18.7 
	3.23 
	8.60 
	8.33 
	12.45 
	4.58
	1.55 – 11.78
	10.98 
	5.2 – 18.66 
	3.56 
	7.10 
	8.92 
	11.42 
	3.27
	1.26 – 8.69
	8.93 
	5.25 – 20.09 

	GYL
	62.0 
	98.8 
	184.0 
	266.6 
	98.9 
	0 - 224 
	192.0 
	45.8 – 451.5 
	55.78 
	130.32 
	198.22 
	236.32 
	61.91
	11–157
	196.35 
	45.82 – 451.5 
	54.89 
	125.56 
	196.32 
	265.12 
	57.68
	12.71-134
	186.32 
	45.2 – 451.05 

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	


Supplementary Table 1 Mean performance of parental and recombinant inbred lines for different traits under drought stress and control conditions in three consecutive years 2016, 2017 and 2018.


Supplementary Table 2 Correlation coefficient among various component traits under control conditions.
	Pearson Correlation Coefficients, N = 135
Prob > |r| under H0: Rho=0

	
	SPAD
	RWC
	EW
	KPE
	GYL
	CW

	SPAD
	1.00000

	0.03234
0.7096
	0.03433
0.6926
	-0.02626
0.7624
	0.03742
0.6665
	-0.01178
0.8921

	RWC
	
	1.00000

	0.05399
0.5340
	-0.04204
0.6283
	-0.00804
0.9263
	0.04774
0.5824

	EW
	
	
	1.00000

	0.24465
0.0042
	0.88375
<.0001
	0.80514
<.0001

	KPE
	
	
	
	1.00000

	0.24528
0.0041
	0.23152
0.0069

	GYL
	
	
	
	
	1.00000

	0.77326
<.0001

	CW
	
	
	
	
	
	1.00000




Supplementary Table 3 Marker intervals showing the association of putative QTLs with component   traits under drought and control conditions analysed by composite interval mapping.
	Component traits
	QTL
	Chromosome
	Marker interval
	LOD score
	Phenotypic variance (%)
	Additive effect

	Days to silking
	qDS
	3
	bnlg1523-umc1908
	3.97
	17.09
	2.38

	
SPAD1 control
	qspad1C1
	1
	bnlg1615-bnlg1720
	3.17
	12.41
	-1.17

	
	qspad1C2
	7
	umc1545-umc2160
	3.29
	13.14
	-1.27

	SPAD2 control
	qspad2C
	4
	umc1117-umc1896
	3.95
	24.21
	-2.12

	Relative leaf water content1
	qrwc1
	4
	umc1117-umc1896
	2.96
	13.32
	-0.97

	
Relative leaf water content1 control
	qrwc1C1
	4
	umc1117-umc1896
	4.08
	22.3
	-1.47

	
	qrwc1C2
	6
	bnlg107-bnlg2249
	3.20
	20.89
	1.34

	Ear length
	qEL
	3
	bnlg1350-bnlg1496
	3.19
	13.93
	1.07

	Ear weight
	qEW
	9
	bnlg1401-umc1634
	3.07
	19.51
	-4.73

	Number of kernels per ear
	qKPE1
	6
	bnlg1617-bnlg1740
	3.05
	31.62
	-24.38

	
	qKPE2
	9
	bnlg1401-umc1634
	4.12
	23.14
	-19.16

	Cob weight
	qCW
	9
	bnlg1401-umc1634
	2.89
	21.09
	-1.07








Supplementary Table 4 Percentage background recovery of the recurrent parent genome in BC1F1 plants derived from the cross of LM23 x CM140
	Genotype ID (LM23)
	A (%)
	H (%)

	3
	36.4
	54.2

	35
	40.4
	50.2

	48
	26.7
	56.4

	138
	64.3
	35.7

	94
	63.9
	25

	139
	40.8
	53.4

	2
	50
	40.6

	15
	28.1
	46.8

	30
	34.5
	49.5

	407
	58.6
	41.4

	136
	77.7
	22.3

	22
	64.6
	26

	32
	53.3
	30.7

	45
	50.8
	33.2



Supplementary Table 5 Percentage background recovery of the recurrent parent genome in BC1F1 plants derived from the cross of LM24 x CM140
	Genotype ID (LM24)
	A (%)
	H (%)
	Genotype ID
	A (%)
	H (%)
	Genotype ID
	A (%)
	H (%)

	216
	65.6
	34.4
	301
	33.2
	37.2
	245
	50
	50

	271
	31.4
	68.6
	278
	0
	22.2
	256
	23.3
	69.2

	322
	40.7
	59.3
	343
	9.3
	83.2
	313
	67.4
	20.5

	445
	59.3
	33.2
	332
	28.5
	59.3
	449
	29.8
	62.8

	450
	11.1
	11.1
	328
	21.5
	71
	201
	73.9
	26.1

	210
	22.1
	60.5
	327
	44.2
	48.4
	339
	59.3
	40.7

	222
	73.9
	18.6
	209
	47.2
	45.3
	448
	34.5
	65.5

	362
	77.8
	22.2
	319
	56.6
	36
	242
	71
	19.6

	376
	31.6
	56.3
	336
	80.4
	14.9
	241
	32.6
	18.6

	233
	73.1
	26.9
	389
	18.7
	73.9
	353
	63
	7.5

	320
	87.8
	0
	379
	38.9
	53.7
	330
	61
	31.6

	453
	26.7
	73.3
	207
	73.2
	26.8
	218
	29.8
	58.1

	280
	47.2
	40.7
	299
	34.2
	56.5
	457
	30.8
	59.9

	356
	50
	50
	



