
	
  

Additional file 3 - DNA sequence alignment of conserved proteins in genomes of M. abscessus ATCC 19977 (CU458896.1), M. avium 104 

(CP000479.1), M. avium subsp. paratuberculosis K10 (AE016958.1), M. bovis subsp. bovis AF2122/97 (BX248333.1), M. bovis BCG 

Pasteur 1173P2 (AM408590.1), M. bovis BCG Tokyo 172 (AP010918.1), M. gilvum PYR-GCK (CP000656.1), M. intracellulare ATCC 13950 

(ABIN00000000), M. kansasii ATCC 12478 (ACBV00000000), M. leprae Br4923 (FM211192.1), M. leprae TN (AL450380.1), M. marinum M 

(CP000854.1), M. parascrofulaceum BAA-614 (ADNV00000000), M. smegmatis MC2 155 (CP000480.1), Mycobacterium sp. JLS (CP000580.1), 

Mycobacterium sp. KMS (CP000518.1), Mycobacterium sp. MCS (CP000384.1), M. tuberculosis CDC1551 (AE000516.2), M. tuberculosis H37Ra 

(CP000611.1), M. tuberculosis H37Rv (AL123456.2), M. tuberculosis KZN 1435 (CP001658.1), M. ulcerans Agy99 (CP000325.1) and 

M. vanbaalenii PYR-1 (CP000511.1). 



1.a/ DNA sequence alignment of atpE gene coding ATP synthase subunit C in Mycobacterium genome (locus tag Rv1305 in genome of 

M. tuberculosis H37Rv). 

 



	
  

1.b/ DNA sequence alignment of atpE gene coding ATP synthase subunit C in Mycobacterium genome (locus tag Rv1305 in genome of 

M. tuberculosis H37Rv). 

 

 



	
  

2.a/ DNA sequence alignment of unnamed gene coding small secreted protein in Mycobacterium genome (locus tag Rv0236A in genome of 

M. tuberculosis H37Rv). 

 



	
  

2.b/ DNA sequence alignment of unnamed gene coding hypothetical oxidoreductase in Mycobacterium genome (locus tag Rv0197 in genome of 

M. tuberculosis H37Rv). 

 

 



	
  

3.a/ DNA sequence alignment of unnamed gene coding hypothetical oxidoreductase in Mycobacterium genome (locus tag Rv0197 in genome of 

M. tuberculosis H37Rv). 

 

 



	
  

3.b/ DNA sequence alignment of unnamed gene coding hypothetical oxidoreductase in Mycobacterium genome (locus tag Rv0197 in genome of 

M. tuberculosis H37Rv). 

 

 



	
  

3.c/ DNA sequence alignment of unnamed gene coding hypothetical oxidoreductase in Mycobacterium genome (locus tag Rv0197 in genome of 

M. tuberculosis H37Rv). 

 

 



	
  

3.d/ DNA sequence alignment of unnamed gene coding hypothetical oxidoreductase in Mycobacterium genome (locus tag Rv0197 in genome of 

M. tuberculosis H37Rv). 

 

 



	
  

3.e/ DNA sequence alignment of unnamed gene coding hypothetical oxidoreductase in Mycobacterium genome (locus tag Rv0197 in genome of 

M. tuberculosis H37Rv). 

 

 



	
  

3.f/ DNA sequence alignment of unnamed gene coding hypothetical oxidoreductase in Mycobacterium genome (locus tag Rv0197 in genome of 

M. tuberculosis H37Rv). 

 

 



	
  

3.g/ DNA sequence alignment of unnamed gene coding hypothetical oxidoreductase in Mycobacterium genome (locus tag Rv0197 in genome of 

M. tuberculosis H37Rv). 

 

 



	
  

3.h/ DNA sequence alignment of unnamed gene coding hypothetical oxidoreductase in Mycobacterium genome (locus tag Rv0197 in genome of 

M. tuberculosis H37Rv). 

 

 



	
  

3.i/ DNA sequence alignment of unnamed gene coding hypothetical oxidoreductase in Mycobacterium genome (locus tag Rv0197 in genome of 

M. tuberculosis H37Rv). 

 

 



	
  

3.j/ DNA sequence alignment of unnamed gene coding hypothetical oxidoreductase in Mycobacterium genome (locus tag Rv0197 in genome of 

M. tuberculosis H37Rv). 

 

 



	
  

4.1/ DNA sequence alignment of lppM gene coding hypothetical lipoprotein in Mycobacterium genome (locus tag Rv2172c in genome of 

M. tuberculosis H37Rv). 

 



	
  

4.b/ DNA sequence alignment of lppM gene coding hypothetical lipoprotein in Mycobacterium genome (locus tag Rv2172c in genome of 

M. tuberculosis H37Rv). 

 



	
  

4.c/ DNA sequence alignment of lppM gene coding hypothetical lipoprotein in Mycobacterium genome (locus tag Rv2172c in genome of 

M. tuberculosis H37Rv). 

 



	
  

4.d/ DNA sequence alignment of lppM gene coding hypothetical lipoprotein in Mycobacterium genome (locus tag Rv2172c in genome of 

M. tuberculosis H37Rv). 

 



	
  

4.e/ DNA sequence alignment of lppM gene coding hypothetical lipoprotein in Mycobacterium genome (locus tag Rv2172c in genome of 

M. tuberculosis H37Rv). 

 

 



	
  

5.a/ DNA sequence alignment of esxG gene coding hypothetical PE family protein in Mycobacterium genome (locus tag Rv0287 in genome of 

M. tuberculosis H37Rv). 

 



	
  

5.b/ DNA sequence alignment of esxG gene coding hypothetical PE family protein in Mycobacterium genome (locus tag Rv0287 in genome of 

M. tuberculosis H37Rv). 

 

 



	
  

6.a/ DNA sequence alignment of esxH gene coding hypothetical PE family protein in Mycobacterium genome (locus tag Rv0288 in genome of 

M. tuberculosis H37Rv). 

 



	
  

6.b/ DNA sequence alignment of esxH gene coding hypothetical PE family protein in Mycobacterium genome (locus tag Rv0288 in genome of 

M. tuberculosis H37Rv). 

 

 



	
  

7.a/ DNA sequence alignment of esxR gene coding hypothetical PE family protein in Mycobacterium genome (locus tag Rv3019c in genome of 

M. tuberculosis H37Rv). 

 



	
  

7.b/ DNA sequence alignment of esxR gene coding hypothetical PE family protein in Mycobacterium genome (locus tag Rv3019c in genome of 

M. tuberculosis H37Rv). 

 

 



	
  

8.a/ DNA sequence alignment of PE5 gene coding hypothetical PE family protein in Mycobacterium genome (locus tag Rv0285 in genome of 

M. tuberculosis H37Rv). 

 



	
  

8.b/ DNA sequence alignment of PE5 gene coding hypothetical PE family protein in Mycobacterium genome (locus tag Rv0285 in genome of 

M. tuberculosis H37Rv). 

 

 



	
  

9.a/ DNA sequence alignment of PPE48 gene coding hypothetical PPE family protein in Mycobacterium genome (locus tag Rv3022c in genome of 

M. tuberculosis H37Rv). 

 



	
  

9.b/ DNA sequence alignment of PPE48 gene coding hypothetical PPE family protein in Mycobacterium genome (locus tag Rv3022c in genome of 

M. tuberculosis H37Rv). 

 

 



	
  

10.a/ DNA sequence alignment of atpB gene coding ATP synthase subunit A in Mycobacterium genome (locus tag Rv1304 in genome of 

M. tuberculosis H37Rv). 

 



	
  

10.b/ DNA sequence alignment of atpB gene coding ATP synthase subunit A in Mycobacterium genome (locus tag Rv1304 in genome of 

M. tuberculosis H37Rv). 

 



	
  

10.c/ DNA sequence alignment of atpB gene coding ATP synthase subunit A in Mycobacterium genome (locus tag Rv1304 in genome of 

M. tuberculosis H37Rv). 

 



	
  

10.d/ DNA sequence alignment of atpB gene coding ATP synthase subunit A in Mycobacterium genome (locus tag Rv1304 in genome of 

M. tuberculosis H37Rv). 

 



	
  

11.a/ DNA sequence alignment of cmaA1 gene coding cyclopropane mycolic acid synthase in Mycobacterium genome (locus tag Rv3392c in 

genome of M. tuberculosis H37Rv). 

 



	
  

11.b/ DNA sequence alignment of cmaA1 gene coding cyclopropane mycolic acid synthase in Mycobacterium genome (locus tag Rv3392c in 

genome of M. tuberculosis H37Rv). 

 



	
  

11.c/ DNA sequence alignment of cmaA1 gene coding cyclopropane mycolic acid synthase in Mycobacterium genome (locus tag Rv3392c in 

genome of M. tuberculosis H37Rv). 

 



	
  

11.d/ DNA sequence alignment of cmaA1 gene coding cyclopropane mycolic acid synthase in Mycobacterium genome (locus tag Rv3392c in 

genome of M. tuberculosis H37Rv). 

 



	
  

11.e/ DNA sequence alignment of cmaA1 gene coding cyclopropane mycolic acid synthase in Mycobacterium genome (locus tag Rv3392c in 

genome of M. tuberculosis H37Rv). 

 


