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High potential of cotton (Gossypium hirsutum L.) Bacillus isolates to promote plant growth
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Supplementary Table 1	Identification of isolates of bacterial isolates from the roots of cotton plants based on genetic similarity and in vitro biochemical characteristics, including cellulose degradation and the production of IAA (indole-3-acid acetic) and siderophores.
	Strain
	Bacterial species (similarity in %)
	Access number (NCBI)
	Amount of free P (µg. mL-1)
	IAA (µg. mL-1)
	Cellulose degradation (ICA)
	Siderophore (% SU)

	P1T01B1
	Bacillus megaterium (100)
	OR461758
	35.71
	4.38
	39.16
	61.01

	P1T01B2
	Bacillus sp.
	OR461759
	NO
	NO
	38.24
	nd

	P1T01B3
	Bacillus megaterium (100) 
	OR461760
	NO
	4.83
	39.33
	nd

	P1T01B4
	Priestia aryabhattai (100)
	OR461761
	NO
	5.58
	39.68
	nd

	P1T01B5
	Bacillus sp. (99.78) 
	OR461762
	47.53
	3.98
	51.84
	nd

	P1T01B6
	Bacillus sp. (99.85)
	OR461763
	51.47
	7.10
	53.53
	nd

	P1T01B7
	Pseudoroseomonas ludipueritiae (100)
	OR461764
	29.88
	7.92
	45.55
	nd

	P1T01B8
	Bacillus megaterium (100) 
	OR461765
	NO
	4.65
	32.69
	nd

	P1T01B9
	Bacillus megaterium (100)
	OR461766
	44.92
	NO
	20.72
	nd

	P1T01B10
	Bacillus megaterium (100)
	OR461767
	NO
	6.32
	NO
	nd

	P2T01B1
	Bacillus megaterium (99.86) 
	OR461768
	NO
	NO
	35.43
	nd

	P2T01B2
	Bacillus megaterium (99.93)
	OR461769
	NO
	NO
	36.75
	nd

	P2T01B3
	Bacillus subtilis (99.85)
	OR461770
	NO
	NO
	42.08
	nd

	P3T01B1
	Bacillus sp. (100)
	OR461771
	NO
	9.49
	40.72
	nd

	P3T01B2
	Bacillus sp.
	OR461772
	NO
	5.67
	49.36
	nd

	P3T01B3
	Bacillus sp.
	OR461773
	NO
	5.67
	42.13
	nd

	P3T01B4
	Bacillus sp.
	OR461774
	46.09
	4.56
	35.15
	72.31

	P4T01B2
	Bacillus sp.
	OR461775
	NO
	NO
	20.63
	nd

	P4T01B3
	Bacillus sp.
	OR461776
	NO
	7.92
	NO
	nd

	P6T01B1
	Bacillus sp.
	OR461777
	48.52
	NO
	32.94
	58.42

	P6T01B2
	Bacillus megaterium (100)
	OR461778
	NO
	NO
	32.47
	nd

	P6T01B3
	Pseudoroseomonas ludipueritiae (99.93)
	OR461779
	NO
	8.47
	NO
	nd

	P6T01B4
	Bacillus sp.
	OR461780
	32.71
	NO
	NO
	nd

	P6T01B5
	Bacillus sp.
	OR461781
	NO
	7.58
	NO
	nd

	P6T01B7
	Pseudoroseomonas ludipueritiae (100)
	OR461782
	64.77
	9.45
	41.38
	nd

	P6T01B9
	Bacillus sp.
	OR461783
	NO
	4.47
	NO
	nd

	P1T32B1
	Bacillus pumilus (100)
	OR461784
	NO
	5.45
	NO
	nd

	P1T32B2
	Bacillus megaterium (100)
	OR461785
	41.70
	6.38
	NO
	nd

	P1T32B4
	Bacillus megaterium (99.86)
	OR461786
	NO
	4.78
	NO
	nd

	P1T32B5
	Bacillus sp.
	OR461787
	NO
	9.18
	46,09
	nd

	P2T32B1
	Bacillus sp.
	OR461788
	41.55
	5.05
	44.30
	nd

	P3T32B3
	Bacillus sp.
	OR461789
	NO
	NO
	NO
	nd

	P3T32B5
	Bacillus sp.
	OR461790
	NO
	4.83
	NO
	nd

	P4T32B1
	Bacillus megaterium (100)
	OR461791
	32.76
	6.65
	NO
	nd

	P5T32B1
	Bacillus sp.
	OR461792
	52.39
	NO
	NO
	nd

	P6T32B1
	Bacillus sp.
	OR461793
	NO
	5.18
	35.57
	nd

	P6T32B2
	Bacillus sp.
	OR461794
	40.98
	7.23
	36.50
	65.00

	P6T32B4
	Bacillus megaterium (99.93)
	OR461795
	47.00
	4.29
	36.60
	68.58

	P6T32B5
	Bacillus megaterium (100)
	OR461796
	NO
	NO
	35.53
	nd

	P6T32B6
	Bacillus sp. 
	OR461797
	NO
	NO
	44.88
	nd

	P6T32B7
	Bacillus sp.
	OR461798
	38.33
	11.72
	54.25
	nd

	P2T33B1
	Bacillus sp.
	OR461799
	NO
	NO
	NO
	nd

	P2T33B2
	Bacillus sp.
	OR461800
	NO
	NO
	NO
	nd

	P2T33B3
	Bacillus sp.
	OR461801
	56.09
	4.45
	35.51
	nd

	P5T33B2
	Bacillus sp
	OR461802
	NO
	5.50
	38.54
	nd


‘ICA’: Index Cellulolytic Activity; ‘SU’: Siderophore Unit; ‘nd’ indicate ‘not detected’.
