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Table S1 Precipitation and mean temperature during growing months in each studied environment
	Environment
	Month

	
	OCT
	NOV
	DEC
	JAN
	FEB
	MAR
	APR
	MAY

	
	Precipitation
(mm)
	Temperature
(˚C)
	Precipitation
(mm)
	Temperature
(˚C)
	Precipitation
(mm)
	Temperature
(˚C)
	Precipitation
(mm)
	Temperature
(˚C)
	Precipitation
(mm)
	Temperature
(˚C)
	Precipitation
(mm)
	Temperature
(˚C)
	Precipitation
(mm)
	Temperature
(˚C)
	Precipitation
(mm)
	Temperature
(˚C)

	E1
	0
	26.5
	4.5
	18.8
	81.4
	14.3
	23.9
	8.1
	70.2
	10.9
	45.4
	15.3
	3
	21.2
	84.4
	26.4

	E2
	0
	26.3
	38.2
	16.4
	14.2
	12.9
	4.6
	10.9
	51.7
	12.1
	7.6
	17.4
	45.1
	18.3
	15.4
	26.2

	E3
	70.4
	30.7
	245.3
	21.0
	22.2
	12.9
	103
	13.2
	119.7
	13.0
	147.7
	17.8
	40.8
	20.4
	15.3
	25.5

	E4
	0
	21.3
	9.6
	14.84
	123.9
	8.21
	73.9
	2.04
	51
	5.5
	102.9
	10.7
	23
	16.79
	32
	20.34

	E5
	0
	21.3
	34.01
	12.99
	12.4
	27.7
	54.7
	5.12
	100.4
	7.67
	25.2
	10.06
	195
	11.62
	58.34
	17.89

	E6
	44.1
	19
	186.9
	13.5
	99
	17.2
	168.2
	6.25
	61.3
	7.4
	321.3
	9.54
	66.2
	13.26
	5.5
	19.84

	E7
	2.7
	15.1
	1.9
	19.8
	116.6
	10.6
	73.2
	9.1
	35.3
	6.8
	104.5
	12.7
	67.1
	18.0
	7.6
	24.3

	E8
	0
	31.9
	9.4
	20.2
	45.7
	15.7
	28.6
	11.3
	157.4
	13.0
	62.4
	14.5
	67.6
	20.1
	121.2
	27.1

	E9
	100
	32.3
	188.5
	21.9
	135.4
	15.6
	167.5
	13.2
	84
	12.1
	160.9
	17.4
	29.3
	21.1
	12.8
	28.5

	E10
	1.5
	22.1
	0
	17.3
	19
	8.7
	59
	8.2
	81
	8.7
	77
	12.2
	94
	16.4
	25
	17.3

	E11
	10
	23.7
	20
	14.2
	20.7
	9.2
	108.6
	6.4
	67
	8.7
	57.8
	135
	50
	12.6
	29
	18.8

	E12
	31.4
	24.8
	157.7
	14.1
	97.6
	9.4
	16.4
	7.1
	86.1
	6.4
	18.8
	11.8
	130.1
	20.2
	0.5
	20.2


















Table S2 Simple analysis of variance for each environment based on randomized complete block design
	
	df
	Mean of square

	
	
	E1
	E2
	E3
	E4
	E5
	E6
	E7
	E8
	E10
	E11
	E12

	DF
	
	
	
	
	
	
	
	
	
	
	
	

	Replication
	2
	8.9ns
	47.1ns
	6.1ns
	1.4ns
	3.1**
	5.1ns
	0.01ns
	8.6ns
	1.6ns
	7.5**
	3.0ns

	Genotype
	15
	29.8**
	171.6ns
	2.9ns
	16.6**
	3.2**
	46.9**
	108.0**
	48.2**
	4.1ns
	2.3ns
	3.0**

	Error
	30
	3.1
	190.6
	2.9
	1.9
	0.7
	15.7
	0.01
	7.6
	2.3
	2.1
	1.0

	
	
	
	
	
	
	
	
	
	
	
	
	

	PH
	
	
	
	
	
	
	
	
	
	
	
	

	Replication
	2
	299.4ns
	1785.55**
	159.1ns
	1163.14**
	215.7ns
	831.9**
	30.3**
	31.6**
	90.1ns
	2331.0**
	139.2ns

	Genotype
	15
	91.6ns
	30.48ns
	72.5ns
	33.44ns
	244.7ns
	52.0ns
	95.2**
	95.0**
	181.4**
	204.1ns
	111.6ns

	Error
	30
	116.8
	23.85
	77.4
	36.47
	188.6
	61.4
	0.7
	0.9
	75.7
	157.4
	88.2

	
	
	
	
	
	
	
	
	
	
	
	
	

	WY
	
	
	
	
	
	
	
	
	
	
	
	

	Replication
	2
	81.20**
	17.87
	6.55
	51.906**
	705.79**
	198.847**
	7.132
	1.574
	196.28
	1.450
	35.081

	Genotype
	15
	15.26ns
	51.00**
	140.85**
	22.374ns
	127.59**
	21.151ns
	10.399**
	8.542**
	93.27ns
	1.414ns
	40.730**

	Error
	30
	12.96
	5.94
	12.47
	11.830
	61.57
	20.345
	2.893
	3.421
	115.68
	2.132
	15.334

	
	
	
	
	
	
	
	
	
	
	
	
	

	DY
	
	
	
	
	
	
	
	
	
	
	
	

	Replication
	2
	0.1733ns
	9.6607**
	0.827ns
	2.0254**
	1.151ns
	10.1203**
	0.05942ns
	0.0016ns
	7.098**
	3.085ns
	1.6064ns

	Genotype
	15
	0.3745**
	0.4452ns
	6.181**
	0.9965**
	3.603**
	0.8371ns
	0.09766**
	0.3261**
	4.117**
	4.541**
	3.4104**

	Error
	30
	0.1778
	0.5556
	2.169
	0.2283
	1.381
	1.0240
	0.02024
	0.0097
	1.986
	1.752
	1.6734


ns, * and ** are non-significant, significant at 5% and 1% probability level. DF (days to flowering), PH (plant height), WY (wet fodder yield) and DY (dry fodder yield) are measured traits. E symbols depict environments that defined in detail in Fig. 1. 


Table S3 Duncan multiple range test for mean comparison among studied genotypes considering recorded traits across studied environments
	
	DF
	
	PH
	
	WY
	
	DY

	G1
	113.67
	ab
	
	71.93
	a
	
	21.739
	a
	
	4.477
	a

	G2
	114.52
	ab
	
	71.70
	a
	
	20.151
	ab
	
	4.365
	a

	G3
	115.00
	a
	
	71.66
	a
	
	21.313
	a
	
	4.190
	abc

	G4
	114.33
	ab
	
	70.82
	ab
	
	18.628
	ab
	
	3.617
	bc

	G5
	116.61
	a
	
	70.79
	ab
	
	20.522
	ab
	
	4.102
	abc

	G6
	116.33
	a
	
	70.22
	ab
	
	21.845
	a
	
	4.037
	abc

	G7
	116.39
	a
	
	70.07
	ab
	
	19.667
	ab
	
	4.212
	abc

	G8
	116.00
	a
	
	69.70
	ab
	
	22.028
	a
	
	3.990
	abc

	G9
	113.52
	ab
	
	69.69
	ab
	
	19.978
	ab
	
	4.074
	abc

	G10
	113.70
	ab
	
	69.08
	ab
	
	21.457
	a
	
	3.942
	abc

	G11
	114.55
	ab
	
	68.52
	ab
	
	20.353
	ab
	
	4.585
	a

	G12
	113.27
	ab
	
	67.80
	ab
	
	16.868
	b
	
	3.439
	c

	G13
	111.12
	b
	
	67.11
	ab
	
	20.346
	ab
	
	3.983
	abc

	G14
	115.15
	a
	
	66.94
	ab
	
	18.985
	ab
	
	3.542
	bc

	G15
	113.24
	ab
	
	65.57
	ab
	
	18.636
	ab
	
	3.534
	bc

	G16
	115.97
	a
	
	65.09
	b
	
	18.627
	ab
	
	3.447
	c


	Same letters show non-significant differences based on DNMRT mean comparison test.









Table S4 Pearson correlation among studied variables across test environments
	
	DF
	PH
	WY
	DY

	DF
	1
	0.347
	-0.208
	0.422

	PH
	0.347
	1
	0.344
	.805**

	WY
	-0.208
	0.344
	1
	0.496

	DY
	0.422
	.805**
	0.496
	1

	
	
	
	
	

	**. Correlation is significant at the 0.01 level (2-tailed).



