a) 624 157 o que

se o 99 103 % 40 879
5g 1 328 Y @8 ms 215
203 & S 52 i
w47 el
13 ’1?“-374 106 gs5 2
821 604
866
78
““5 25
753 19@ 600 5?0 641 3 218
32
109 \ 571 372 16 653 -
132, 213 1% 4o 578 129
412 193
237 111 400 ST nodes:
878 Group founder
- Sub-group founder
Other nodes
Links:
—— formed without usage of
b) tiebreak rules
1271 — f d using tiebreak rule 1
1273~ i
1270 882 formed using tiebreak rule 2
/ 501 \ (no. of DLVs)
N
1269 279 204 1, .
N 313
s @
530 433
781 1166 1263
1326 1193
71__ - 1539
\222 410 524
/161 502 ¥,
306 ~ 1260
1267 68\21?
\ 1264 1272—1308
395 1259/ 1603

N
1254

Additional Fig. 1. a) goeBURST snapshot of Acinetobacter baumannii genomes available from all Asian
countries. b) goeBURST snapshot of all A. nosocomialis genomes available from around the world.

The red circles in both figures highlight the central ST of the clonal complexes that were encountered in
this study (CC1, CC2, CC10 for A. baumannii and ST768 for A. nosocomialis). The size of the nodes in
each part of the figure is proportional to its relative abundance in comparison to other strains in the
dataset.
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Additional Fig. 2. Cluster dendrogram of 70 ACB isolates based on their accessory gene profile.

show interspersing of strains from different anatomical

Isolation source of strains, indicated by colors,

sites. The dendrogram was generated using the Pvclust package of R. It calculates the bootstrap

probability (BP) value, denoted in green, using ordinary bootstrap resampling. The approximately

unbiased (AU) p-value, denoted in red, is computed using the multiscale bootstrap resampling method.
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Additional Fig. 3. Specific Biofilm Formation (SBF) values of 15 Acinetobacter strains. The error bars

represent standard error.
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Additional Fig. 4. Distribution of ISs found in association with AMR genes in 15 Acinetobacter genomes



