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This study has a sample size of 24 pairs of index TB cases (IC) and their household contacts - HHC (thus, total 48 total clinical samples). The
clinical study (reference 22 in the manuscript) had identified 160 households in Vitoria, Brazil that fit the case definition of containing a highly
infectious case of acid-fast bacilli (AFB) smear-positive pulmonary TB, had at least 3 HHCs, and did not fulfill any exclusion criteria. Between
the beginning of the HHC study in 2008 and the end of the study in 2015, 72 HHCs associated with 62 of these ICs were found to have
developed active TB. A search though the local laboratory database located cultures from 43 of the remaining HHCs with TB, each linked to its
known IC, resulting in 43 “TB pairs”. The exclusions described below resulted in the 24 IC-HHC pairs used in the study.

Figure 1 in the manuscript described TB pairs excluded from the study. Starting from 43 IC-HHC pairs, 13 pairs were excluded due to
mismatched RFLP patterns, 2 pairs were excluded because the TB strains were circulating commonly in the community, 2 pairs were excluded
because their cultures could not be regrown in the laboratory for DNA extraction, 1 pair was excluded because the whole genome sequencing
data yielded insufficient data for analysis, and 1 pair was excluded because phylogenetic analysis revealed the pair to be infected by unrelated
TB strains.

Custom scripts were written to generate the figures and perform data analysis, and thus can be replicated. SNP detection was done using two
alternate Bioinformatics pipelines that agreed on the outcomes of the data analyses.

The patients are described as index cases for TB or their house contacts that developed TB. All TB pairs that satisfied various inclusion criteria
were included in the study. Thus, randomization was not needed.

Describe whether the investigators were blinded to group allocation during data collection and/or analysis. If blinding was not possible, 
describe why OR explain why blinding was not relevant to your study.
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