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Sequence S1. The protein sequence of nitrilase from Paraburkholderia graminis (strain DSM 17151)
MKVVKAAAVQFSPVLYSREATVAKVVQKIHELGLKGVQFATFPETVVPYYPYFAAVQTGI
ELLSGSEHLRLLEQAVTVPSAATDAIGKAAREAGMVVSIGVNERDGGTLYNTQLLFDADG
TLIQRRRKITPTHFERMIWGQGDGSGLRAVDSAVGRIGQLACFEHNNPLARYAMIADGEQ
IHSAMYPGSAFGEGFAQRMEINIRQHALESGAFVVNATAWLDADQQAQIMKDTGCGIGPI
SGGCFTTIVSPDGMLMAEPLRSGEGEVIVDLDFAQIDRRKMLMDAAGHYNRPELLSLMID
RTPTAHVHERAPHSLPVSDKADDDVRTQAAAVAGSR

Sequence S2. The gene sequence of nitrilase from Paraburkholderia graminis (strain DSM 17151）
ATGAAAGTTGTCAAAGCCGCCGCCGTCCAGTTCAGTCCGGTGCTTTATAGCCGTGAAGCCACCGTCGCGAAAGTGGTGCAGAAGATCCACGAACTGGGCCTGAAGGGCGTGCAGTTCGCCACTTTTCCCGAAACGGTCGTGCCTTATTACCCTTACTTTGCGGCAGTCCAGACCGGCATCGAACTTCTTTCGGGATCCGAACATTTGCGTCTGCTCGAGCAGGCTGTGACTGTGCCGTCCGCTGCGACTGACGCGATCGGCAAGGCCGCGCGAGAGGCAGGCATGGTCGTGTCGATTGGCGTCAATGAGCGCGATGGCGGCACGCTGTACAACACACAATTGCTCTTCGATGCTGACGGTACGCTGATCCAGCGCCGCCGCAAGATCACGCCGACGCATTTCGAACGCATGATCTGGGGCCAGGGAGATGGCTCGGGCTTGCGTGCAGTCGACAGCGCCGTCGGCCGCATCGGCCAGCTCGCATGCTTCGAACACAACAACCCGCTCGCCCGCTACGCAATGATCGCCGACGGCGAGCAGATCCATTCGGCGATGTACCCCGGCTCTGCCTTTGGCGAGGGGTTTGCGCAGCGCATGGAAATCAATATCCGCCAGCATGCGCTCGAGTCCGGCGCATTCGTCGTCAACGCGACGGCATGGCTCGACGCCGACCAGCAGGCGCAGATCATGAAGGACACCGGTTGTGGAATCGGTCCGATCTCGGGTGGCTGCTTCACCACCATCGTCTCGCCTGACGGCATGTTGATGGCCGAACCGCTCCGCTCGGGAGAAGGCGAGGTGATCGTCGATCTCGACTTCGCGCAAATCGACCGCCGCAAGATGCTGATGGACGCGGCCGGCCACTACAACCGCCCCGAATTACTCAGTCTGATGATTGACCGCACGCCGACCGCGCATGTTCACGAACGCGCTCCGCACTCGTTGCCTGTCAGTGACAAGACCGACGACGATGTGCGCACGCAGGCGGCCGCTGTTGCAGGTTCGCGCTGAAAGCTTGCGGCCGCACTCGAGCACCACCACCACCACCACTGAGATCCGGCTGCTAA

Table S1. Primers designed for the nitrilase candidates
	Gene
	Primer Sequence (5' to 3')
	

	Nit YK
	Primer forward
	GCCATATGAATAAGAATAAC

	
	Primer reverse
	TACTCACTATTTATTCTTAAGC

	Nit RL
	Primer forward
	CCATGGGCAGCAGCCATCATCAT

	
	Primer reverse
	CGGGTTCGCCGTACTTTCGAACG

	Nit MP
	Primer forward
	CCCATATGGGCAGCAGCCATCA

	
	Primer reverse
	GCCGACCGATTCCGATTCGAACG

	Nit AM
	Primer forward
	GGATCCATGGATCACGAAAAA

	
	Primer reverse
	AGTGGGGCAGCTAATTCGAATT

	Nit PG
	Primer forward
	CCATGGGCAGCAGCCATCATC

	
	Primer reverse
	CCAAGCGCGACTTTCGAACG

	Nit BP
	Primer forward
	ATATACCATGGGCAGCAGCCA

	
	Primer reverse
	GACGCAACCAGATTCGAACG

	Nit RS
	Primer forward
	CCATGGGCAGCCATCATCA

	
	Primer reverse
	GTAACCTACTAATTCGAACG

	
	




Table S2. Information of candidate sequences
	Entry
	name
	Organism
	UniProtKB
	Length
	165
	188

	1
	Nit YK
	Yersinia kristensenii ATCC33638
	A0A2A7TAZ7
	340
	G
	W

	2
	Nit RL
	Rhizobium leguminosarum
	A0A3S3WHI6
	330
	W
	Y

	3
	Nit MP
	Methylibium petroleiphilum PM1
	A2SLJ2
	358
	W
	F

	4
	Nit AM
	Acaryochloris marina (strain MBIC 11017)
	B0C0Y2
	332
	W
	F

	5
	Nit PG
	Paraburkholderia graminis (strain DSM 17151)
	B1G3B9
	336
	F
	Y

	6
	Nit BP
	Burkholderia phymatum STM815
	B2JMC7
	351
	W
	Y

	7
	Nit RS
	Roseobacter sp. GAI101
	B7RJ96
	321
	W
	F




[image: ]Fig. S1 Effect of organic solvents on hydration activity of NitPG; the gray square represented for mandelonitrile and the white square represented for 2-phenylacetonitrile; error bars represented the standard deviation of three measurements
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