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Figure S1. The fibrocavitary form of Mycobacterium avium complex lung disease in a 69-

year-old male patient. Chest high resolution computed tomography image (coronal 

reconstruction) shows a large cavity in the left upper lobe. Note the emphysema in both lungs. 

Etiologic organism was M. intracellulare. 

 

  



Figure S2. The cavitary nodular bronchiectatic form of Mycobacterium avium complex lung 

disease in a 69-year-old female patient. Chest high resolution computed tomography image 

shows severe bronchiectasis in the right middle lobe and the lingular segment of the left 

upper lobe. Note the cavitary lesion in the right lower lobe (arrowhead). Etiologic organism 

was M. intracellulare. 

 

  



Figure S3. The non-cavitary nodular bronchiectatic form of Mycobacterium avium lung 

disease in a 59-year-old female patient. Chest high resolution computed tomography shows 

severe bronchiectasis and peribronchial consolidation in the right middle lobe and in the 

lingular segment of the left upper lobe. Note the multiple small nodules and tree-in-bud 

appearance suggesting bronchiolitis in both lungs (black arrowheads). 

 

  



Figure S4. Genotyping of isolates from 27 patients with recurrent lung disease caused by the 

same species of M. avium complex (MAC). MAC isolates were propagated on Middlebrook 

7H10 agar plates (Difco Laboratories) supplemented with 10% (vol/vol) oleic acid-albumin-

dextrose-catalase (BD Diagnostics) to obtain a single colony. The morphotype of each single 

colony was classified macroscopically as smooth or rough. If an isolate had various colony 

morphotypes, the single colony number was subdivided according to the colony morphotype. 

From one to three single colonies of each isolate were included for genotyping by rep-PCR 

using the DiversiLab Mycobacterium kit protocol. Isolates from the initial disease and 

recurrent disease were paired for analysis. DiversiLab rep-PCR profiles and corresponding 

dendrograms, obtained using Kullback-Leibler divergence analysis, were generated for (A) 

70 single colonies from paired isolates from 12 patients infected with M. avium, and (B) 114 

single colonies from paired isolates from 15 patients infected with M. intracellulare (B). 

Sample IDs represent the patient number (M. avium designated by A# and M. intracellulare 

by I#), initially diagnosed strain (-D) or recurrent strain (-R), single colony morphotype (s, 

smooth; r, rough), and single colony number (1, 2, or 3). The red vertical line is the 97% 

similarity line. Each color bar represents a single pattern (same genotype). The seven red 

boxes indicate seven patients with relapse.  

Definition of abbreviations: rep-PCR = repetitive extragenic palindromic sequence-based 

PCR. 

 

 

 

 



 


