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£ 1 EURATRE LI L A5 ZIERE (VA D) 1081 525" 1 SNP AR
Case Year Month Environmental No.of No.of  Sequence SNPs between PA and EN isolates
no. source PA isolates  type Recombination filtered (Gubbins) No recombination filtering
PA EN Core genome Range Median Core genome Range Median
size (bp (%)) size (bp (%))
1 2005 Aug  Bath water 1 7 1 ST505  2,837451 (81) 16 betweenall 16 2,866,185 (82) 16 between all 16
2%k 2008 Sep Bath water 2 6 6 STS05 2875735(82) 2-13 8 2,907,054 (83) 2-13 8
13 20 STe44 2,691,055 (77) 0-9 6 2,778,352 (79) 0-691 6
3 2014 Jun Bath water 1 1 1 STS505 NA NA NA 2,950,675 (84) 13 13
4 2015 Sep Bath water 1 1 5 STS02 2,815,139 (80) 0-15 12 2,880,215 (82) 0-1,088 12
5 2016 Aug  Bath water 1 2 2 ST502  2,852384 (81) 9-11 10 2,878,382 (82) 9-11 10
6 2021 Mar  Bath water 1 4 1 ST502 2,874,845 (82) 31 betweenall 31 2,902,362 (83) 31 between all 31
7 2022 May  Shower water 1 1 1 ST120 NA NA NA 2,950,289 (84) 0 0
gF** 2015 Feb Shower water 5 9 6 ST353 2,832,909 (81) Obetweenall 0 2914911 (83) Obetweenall 0
9 2019 Apr  Bath water 1 1 1 ST493 NA NA NA 2,882,898 (82) 24 24
10 2020 Mar  Bath water 1 10 1 ST2930 2,886,734 (82) 7 betweenall 7 2,886,875 (82) 7betweenall 7
11 2024 Mar  Bath water 1 5 12 ST502 2,831,960 (81) 28-29 28 2,892,954 (83) 1,078-1,080 1,078
12 2024 Oct  Bath water 1 1 1 STI22 NA NA NA 2,880,136 (82) 10 10

*P A; patient, EN; environment, NA; not applicable.

**Six isolates were obtained from a single patient in which two sequence types were detected.
***Nine isolates were obtained from four patients.
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F 2. FHI2 BT DA S DL UAR T BB

Species and SBT No. of isolates from:
serogroups ST Allele no. Patient Facility A Facility B Total
Lpl ST505 (7,6,17,3, 11, 11, 9) 6 6 12
ST530 (6, 10,20, 6,9,4,9) 2 2
ST644 (6, 10, 20, 10,9, 14, 11) 14 26 40
ST1094 (6, 10,20, 10,9,4,9) 7 7
ST-new  (6,10,21,13,9,4,9) 1 1
Lp4 5 5
Lp9 28 6 34
Lpl3 1 1
Lp UT 1 1
L. dumoffii 2 1 3
Legionella spp. 2 2
Total 20 71 17 108
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