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	SCG
	Synonym
	Average copy No.
	Gene description
	Function
	Ref

	PE_PGRS10a, c
	Rv0747
	26
	PE-PGRS family protein PE_PGRS10
	
	

	PE_PGRS15a
	Rv0872c
	2
	PE-PGRS family protein PE_PGRS15
	
	

	PE_PGRS18a
	Rv0980c
	3
	PE-PGRS family protein PE_PGRS18
	It is potentially required for endothelial-cell invasion / intracellular survival
	(Yang et al., 2017)

	PE_PGRS25a
	Rv1396c
	3
	PE-PGRS family protein PE_PGRS25
	
	

	PE_PGRS33a, c
	Rv1818c
	3
	PE-PGRS family protein PE_PGRS33
	It is Involved in virulence / Inactivation of PE_PGRS33 (Rv1818c) leads to loss of the aggregation, dispersed growth and reduced infection of macrophages
	(Mukhopadhyay and Balaji., 2011; Akhter et al., 2012)

	PPE19a, c
	Rv1361c
	2
	PPE family protein PPE19
	It contains a higher expression in macrophages / might be selectively induced in macrophages to facilitate intracellular survival of tubercle bacilli
	(Dubnau and Smith 2003)

	PPE38a, c
	Rv2352c
	2
	PPE family protein PPE38
	Can induce cellular immune response
	(Meng et al., 2017)

	PPE55a, c
	Rv3347c
	3
	PPE family protein PPE55
	It is a highly immunogenic protein that may be useful for differentiating between latent TB and incipient, subclinical TB
	(Singh et al., 2005)

	PPE66a
	Rv3738c
	3
	PPE family protein PPE66
	Closely linked to genes known to be important during infection and can affect the expression of adjacent genes
	(Yesilkaya et al., 2006)

	esxNb, c
	Rv1793
	4
	ESAT-6 like protein EsxN
	
	

	plcCb
	Rv2351c
	3
	membrane-associated phospholipase A
	It plays a role in the pathogenesis 
	(Forrellad et al., 2013)

	Rv3467c
	Rv3467
	2
	hypothetical protein
	
	

	Rv2512cc, d
	Rv2512c
	5
	insertion sequence element IS1081 transposase 
	
	

	Rv1041cd
	Rv1041c
	2
	IS2-like transposase 
	
	

	Rv1149d
	Rv1149
	2
	transposase
	
	

	Rv3844d
	Rv3844
	2
	transposase
	
	

	Rv3475d
	Rv3475
	14
	insertion sequence element IS986/IS6110 transposase
	
	

	Rv3474d
	Rv3474
	12
	insertion sequence element IS6110 transposase(fragment)
	
	

	vapB30
	Rv0623
	2
	antitoxin VapB30
	It belongs to VapBC30 Toxin-antitoxin (TA) system, which is implicated in Mtb dormant state formation, virulence, and stress response.
	(Lee et al., 2015)

	fadD15
	Rv2187
	2
	long-chain-fatty-acid--CoA ligase FadD15
	It is involved in fatty acid metabolism (NCBI)
	

	moaE1
	Rv3119
	2
	molybdopterin synthase catalytic subunit 1
	It is involved in molybdopterin synthesis, which is necessary for nitrate assimilatory 
	(Williams et al., 2011)

	cysA3
	Rv3117
	2
	thiosulfate sulfurtransferase
	It plays a role in oxygen sensing
	(Florczyk et al., 2001)

	pks5
	Rv1527c
	2
	polyketide synthase
	It is Involved in lipid metabolism
	(Forrellad et al., 2013)

	Rv2825c
	Rv2825c
	2
	hypothetical protein
	
	

	Rv2749
	Rv2749
	2
	hypothetical protein
	
	

	sseC1
	ERDMAN_3413
	2
	hypothetical protein
	
	

	Rv1148c
	Rv1148c
	2
	hypothetical protein
	
	

	ERDMAN_1749
	ERDMAN_1749
	2
	hypothetical protein
	
	


[bookmark: OLE_LINK1]a PE/PPE genes; b Virulence genes; c Antigen genes; d Transposase genes.
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