
S2 Table. Description of genomes used for the simulation dataset.

H37Rv MDRMA2082 HKBS1 TB282
H37Rv 0 1046 2321 2508
MDRMA2082 1279 0 2273 2461
HKBS1 104466 104367 0 408
TB282 132850 132766 41429 0

Base differences were counted in a whole-genome alignment of the four genomes. Upper triangular part of table
shows hamming distance of sequences in WGA ignoring gaps, while the lower part of the table lists all differences,
including gaps.

February 19, 2019 /


