S.Table 1. The mean performance for eleven agronomic and floral traits among 12 CMS lines across four test locations.
	 
	DF
	DM
	PH
	NPS
	PL
	PE
	NFG
	NOC
	SE
	TW
	GY

	APMS 14A
	106.7
	136.7
	106.2
	401.0
	25.3
	94.5
	47.2
	24.7
	92.9
	22.5
	1676.8

	APMS 11A
	104.2
	134.0
	105.2
	489.2
	24.2
	93.2
	13.5
	22.8
	92.4
	20.0
	852.5

	APMS 9A
	103.8
	133.5
	105.2
	484.3
	24.4
	91.8
	22.1
	22.7
	92.0
	19.9
	1127.0

	APMS 10A
	102.9
	131.9
	102.9
	401.8
	25.0
	90.8
	43.3
	22.6
	91.7
	19.6
	2351.4

	APMS 19A
	101.3
	131.7
	101.2
	461.2
	24.9
	90.5
	33.9
	20.8
	91.6
	19.4
	1221.7

	APMS 18A
	100.8
	130.8
	101.0
	419.9
	25.0
	90.1
	37.4
	17.1
	91.3
	18.7
	1403.9

	APMS 17A
	99.8
	130.7
	100.7
	484.3
	24.9
	88.3
	51.4
	16.6
	91.2
	18.2
	2109.9

	PMS 3A
	99.6
	130.3
	99.8
	557.7
	24.6
	88.2
	23.8
	16.0
	91.1
	17.9
	836.3

	APMS 16A
	98.7
	129.8
	98.5
	429.8
	24.4
	87.5
	39.3
	14.8
	90.9
	16.9
	1740.3

	APMS 15A
	98.3
	128.1
	91.6
	490.1
	24.3
	86.0
	52.5
	14.4
	90.0
	16.7
	2240.7

	APMS 6A
	95.2
	125.3
	91.6
	394.4
	24.4
	83.3
	37.0
	13.5
	90.0
	16.6
	1419.5

	IR 58025A
	82.7
	115.3
	74.7
	505.7
	23.5
	83.1
	41.9
	13.1
	81.5
	15.7
	1569.4



S. Table 2. The likelihood ratio test (LRT) against the chi-square distribution for eleven agronomic and floral traits among 12 CMS lines across four test locations.
---------------------------------------------------------------------------
P-values for Likelihood Ratio Test of the analyzed traits
---------------------------------------------------------------------------
    model      DFF       DM       PH      NPS       PL       PE      NFG      NOC       SE       TW       GY
 COMPLETE       NA       NA       NA       NA       NA       NA       NA       NA       NA       NA       NA
      GEN 1.31e-04 3.03e-03 3.78e-06 4.31e-01 1.00e+00 2.17e-04 1.45e-02 2.00e-02 1.48e-04 2.65e-10 9.05e-03
  GEN:ENV 2.72e-18 1.56e-16 1.60e-26 1.36e-59 1.37e-20 3.42e-09 1.01e-92 3.17e-78 3.65e-06 4.83e-17 5.21e-64
---------------------------------------------------------------------------
All variables with significant (p < 0.05) genotype-vs-environment interaction


