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Table S3: Synonymous and non-synonymous changes in pyruvate kinase gene sequences from 10 Streptomyces species and E. coli determined using the Distance Model Function with Nei Gojobori with Jukes Cantor algorithm with a 1000 times bootstrap in MEGA V6.06 Legend: dS = synonymous changes, dN = nonsynonymous changes
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	Gene #
	 
	 
	 
	 
	 

	Strain
	pyk1
	pyk2
	dS
	Std. Err
	dN
	Std. Err
	dN/dS

	S. coelicolor
	2014
	5423
	0.509
	0.044
	0.242
	0.020
	0.476

	S. lividans
	2336
	5692
	0.503
	0.043
	0.241
	0.020
	0.479

	S. avermitilis
	6217
	2825
	0.572
	0.051
	0.260
	0.021
	0.455

	S. hygroscopicus
	3488
	6499
	0.523
	0.046
	0.251
	0.021
	0.480

	S. sviceus
	633
	1713
	0.611
	0.054
	0.268
	0.021
	0.438

	S. griseus
	5516
	2113
	0.592
	0.055
	0.252
	0.021
	0.425

	S. clavuligerus
	1203
	4329
	0.641
	0.057
	0.260
	0.022
	0.407

	S. tsukubaensis
	9939
	27199
	0.574
	0.053
	0.256
	0.022
	0.447

	S. rimosus
	19389
	25850
	0.591
	0.051
	0.259
	0.021
	0.438

	S. venezuelae
	1640
	5075
	0.473
	0.046
	0.237
	0.020
	0.500

	Average
	0.559
	0.050
	0.253
	0.021
	0.454

	All pyk1
	0.504
	0.023
	0.081
	0.007
	0.161

	All pyk2
	0.365
	0.017
	0.079
	0.08
	0.216

	Overall Pyk
	0.512
	0.011
	0.17
	0.018
	0.332

	E. coli 
	pykA
	pykF
	1.062
	0.122
	0.67
	0.043
	0.631


