
Supplementary Table S1: Details of sequences used in construction of phylogenetic tree 

 

 

 

 

 

 

 

 

 

 

 

GenBank Accession Id Strain Geographical location Source 

Sequences from around the world 

AF440215.1 CDC F918 Massachusetts, USA Cooling tower 

AF440211.1 ATCC 43283 The Netherlands Clinical isolate 

AF095232.1 ATCC 33155 Pennsylvania USA Creek Water 

AF095231.1 ATCC 33152 Philadelphia USA Clinical Isolate 

AY194419.1 ATCC 35289 The Netherlands Tap water 

CR628336 Paris France Clinical isolate 

FN658684.1 IMC23 Portugal Environment 

Sequences from this study obtained from Respiratory Therapy Equipment 

MT953181 Uncultured RJHS1 Mangaluru, India Ventilator inlet 

MT953182 Uncultured RJHS2 Mangaluru, India Ventilator inlet 

MT953183 Uncultured RJHS3 Mangaluru, India Spirometer 

MT953184 Uncultured RJHS4 Mangaluru, India Bronchoscope 

MT953185 Uncultured RJHS6 Mangaluru, India Nebuliser 

MT953186 Uncultured RJHS7 Mangaluru, India Nebuliser 

MT953187 Uncultured RJHS8 Mangaluru, India Spirometer 

MT953188 Uncultured RJHS9 Mangaluru, India Ventilator 

MT953189 Uncultured RJHS10 Mangaluru, India Nebuliser 

MT953190 Uncultured RJHS11 Mangaluru, India Bronchoscope 

MT953191 Uncultured RJHS12 Mangaluru, India Nebuliser 



Supplementary Figure S1 

 

Figure S1 a: Alignment of JFP-JRP primer pair with 16S rRNA  various Legionella species and the 

closest genera Coxiella. Note that the forward primer has more than 50% mismatch and hence the 

pair will not show amplification with Coxiella but will amplify with any species of 

Legionella.Amplicon size : 386bp 

 

 

Figure S1 b: Alignment of JFP-JRP primer pair with 16S rRNA of other genera. Note that both 

primers show ~ 50% mismatch and hence will not show amplification, if non-specific amplification 

does occurs it may yield a product of ~250bp. 

 


