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synthetasse (PDBID: 2ANE) and 50S ribosommal protein LL2 (PDBID: 2NWA) in ppink and golld 

Structure off Rv2372c iddentifies a RRsmE-like mmethyltranssferase fromm M. tubercuulosis  
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Figure S5: Interactions of antibiotics with U1498 

Complexes of ribosome with antibiotics showing the interaction of U1498 of 16S rRNA with (A) 
Hygromycin (PDBID: 1HNZ), (B) Hygromycin (PDBID: 3DF1), (C) Paromomycin (PDBID: 
2WDG), (D) Viomycin (PDBID: 3KNH) 

 

A 

 

B 

 



4 
 

4 
 

 

C 

 

   

          D 



5 
 

5 
 

KL16ΔRsmE cells 

 

Name of Antibiotic  Zone of inhibition in 
mm (E. coli KL16) 

Zone of inhibition in 
mm (E. coli KL16ΔRsmE) 

Netilmicin  

(30 µg/disc) 

29 + 1.15 28.5 + 0.57

Streptomycin  

(25 µg/disc) 

25 + 0.58 26.5 + 0.58

Tobramycin  

(30 µg/disc) 

28 + 0.56 29 + 1.73

Gentamicin 

(30 µg/disc) 

30 + 0.58 29 + 1.00

Amikacin 

(30 µg/disc) 

30 + 1.15 31 + 0.58

Erythromycin 

(15 µg/disc) 

16.6+ 0.57 16.6+ 0.57

Tetracycline 

(10 µg/disc)  

22.3+ 0.57 24+ 1.00

Rifampicin 

(5 µg/disc) 

10.6+ 0.57 10+ 0.00

 

 

 

Table S1: Zone of inhibition with indicated antiobiotics for E. coli KL16 and E. coli 


