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Table S2: Summary of expansion hits comparing mean of number of annotations per functional role for the genus Streptomyces and S. coelicolor to the overall mean number of annotations plus standard deviation (Std) from the whole Actinobacterial database of proteins from central carbon and amino acid metabolism.
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	Enzyme
	Overall Mean+Std
	Streptomyces / S. coelicolor A3 (2)
	Gene ID (SCO) in
S. coelicolor genome

	Phosphofructokinase (EC 2.7.1.56)
	1.39
	1.76/ 3
	1214/2119/5426

	Pyruvate kinase (EC 2.7.1.40)
	1.34
	2.00/ 2
	2014/5423

	Pyruvate Phosphate Dikinase 

(EC 2.7.9.1)
	1.36
	1.37/2
	0208/2494

	Malic enzyme(EC 1.1.1.38)
	1.12
	1.50/2
	2951/5621

	PDHCE1 (EC 1.2.4.1)
	2.04
	2.18/3
	7124/2183/2731

	Chorismate mutase        

(EC 5.4.99.5)
	1.86
	2.66/2
	1762/2019

	Acetylglutamate kinase 

(EC 2.7.2.8)
	1.31
	1.31/1
	1578

	Diaminopimelate decarboxylase 

(DPD, EC 4.1.1.20)
	3.35
	3.57/3
	0315/5353/6438

	Aspartate aminotransferase 

(AAT, EC 2.6.1.1)
	10.88
	10.93/10
	1284/1577/3306/3658/4645/
5941/6222/6412/6769/7537

	Aspartate-semialdehyde dehydrogenase 

(ASAD, EC 1.2.1.11)
	1.57
	1.92/2
	2640/3614

	Serine hydroxymethyltransferase (SHMT, EC 2.1.2.1)
	2.37
	2.94/3
	4837/5364/5470

	Glutamine synthetase

(GS, EC 6.3.1.2)
	3.69
	4/ 5
	1613/2210/2241/2198/6962

	Arginiosuccinate lyase 

(ASL, 4.3.2.1)
	1.85
	1.97/1
	1570

	Methionine synthase 

(5HMT, EC 2.1.1.13)
	1.7
	1.7/2
	1476/6137

	Enolase (EC 4.2.1.11)
	1.58
	1.50/2
	3096/7638

	GAPDH (EC 1.2.1.12)
	1.86
	1.81/3
	1947/7040/7511

	Transaldolase (EC 2.2.1.2)
	1.56
	1.49/2
	1936/6662


