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found in a variety of water sources. Mabs consists of three subspecies including abscessus, massiliense and
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WGS identified 57 M. abscessus subsp abscessus (71.3%), 19 M. abscessus subsp massiliense (23.7%), and 4 M. =
abscessus subsp bolletii (5%) strains. Thirty-six of the 80 isolates clustered with previously identified DCCs. This M. a. massiliense :%I
included 16 isolates within DCC1 (7 respiratory, 9 non-respiratory) and 5 isolates within DCC3 (3 respiratory, 2 Table 1. Comparison between non-CF with CF respiratory isolates Table 2. Comparison between non-CF with CF respiratory isolates o
non-respiratory). Fifteen isolates (6 respiratory, 9 non-respiratory) were closely related to a previously identified Mabs subspeciation DCC clustering
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CONCLUSION:
Forty-five percent of these isolates clustered with a DCC. This indicates that isolates belonging to DCCs are
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present in a range of clinical infections, although at a lower prevalence rate than in Qld CF patients. These n (%) n (%) n (%) M. 0. absCessus
results highlight the distribution and diversity of respiratory (non-CF) and non-respiratory Mabs infections in Figure 4. Phylogenetic tree of Mabs isolates from non-CF respiratory and non-respiratory origin (right) compared to global
Queensland patients M. a. abscessus 26 (76.5) 31 (67.0) 55 (73.3) bcca 7(20.5) 9(19.6) 25(34.2) DCC distribution (left)
DCC5 6(17.6) 9(19.6) 3(4.1)
KNOWLEDGE GAP' M. a. massiliense 8(23.5) 11 (24.0) 17 (22.6) . SUM MARY .
Limited information on the prevalence and distribution of DCCs in NON-CF infections M. a. massiliense M. a. abscessus is the most predominant subspecies among CF and non-CF cohorts
AIMS: M. a. bolletii 0(0.0 4(9.0) 2(2.7) DCC3 2(5.9) 3(6.5) 5 (6.9) * A proportion of non-CF respiratory and non-respiratory QLD strains belong to DCC1, 5 and 3

1. To determine the genomic relationship of historical MABS in NON-CF respiratory and non-respiratory
infections in QLD over 20 years
2. To comment on the prevalence of DCCs in a range of clinical infections
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AStockwell et al 2022, unpuplished AStockwell et al 2022, unpublished 73 CF patients (163 isolates) ' * DCCS belong toa range Of Clln.lcal InfECtlonS and are n.Ot |.|m|t.Ed to thOse Wlth CF
*Includes >1 MABS subspecies n=2 (2.7%) Two patients had >1 DCC (DCC1 & DCC3) and (DCC1 and * This work is contributing to understanding more about global distribution of DCCs in non-CF cohorts
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