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Leglonelle pneumephila Sequence-Based Typing

Welcome to the EWGLI Sequence-Based Typing (SBT) Database for Legionella
pneumophila

A consensus Sequence-Based Typing (SBT) epidemiological typing scheme for clinical and environmental
isolates of Legionella pneumophila has been developed by members of the European Working Group for
Legionella Infections (EWGLI) and evaluated for implementation in the investigation of outbreaks of
legionellosis caused by L. pneumophila.

Using the SBT protocol, the SBT database (version 3.0) allows assignment of the seven ordered alleles, flaA,
pilE, asd, mip, mompS, proA, and neuA as described by Gaia et al. (2005) and Ratzow et al.(2007),
represented as a Sequence Type (ST), or allelic profile, of the ordered string of allele numbers separated by
commas e.g. 1,4,3,1,1,1,1.

The curators encourage the submission of putative new alleles. Submission of putative new alleles can be
made via the Sequence Quality Tool or by the New Allele Submission link (Options menu, left), which
examines the forward and reverse chromatogram files. Subject to verification by the curators, a new allele
number will be assigned and added to the database. If the curators are unable to verify a new allele, the strain
or genomic DNA may be requested to allow sequencing by another designated centre. Submission of strains
bearing new allele numbers to the EUL culture collection is strongly encouraged.

20 1 3£E 2)% 22 E EE,T_ orman Fry for further details.

Total number of entries: 6875 Sample source, total number of records 6875
Number of Sequence Types: 1416

Number of flaA alleles: 36 Unkno;.ulga?'%

Number of pilE alleles: 45

Number of asd alleles: 61 Ervvironmantal 2441

Number of mip alleles: 66 36.08%

Number of mompS alleles: 78

Number of proA alleles: 44

Number of neuA alleles: 47 Clinical 4323
Number of neuAh alleles: 20 Ba85

http://www.hpa-bioinformatics.org.uk/legionella/legionella_sbt/php/sbt homepage_ body.php
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1 10 56 9 1 1 77 165 1 1
48 2 9 14 21 1 1
129 2 9 256 1 1
739 1 6 8 278 1 1
22 5 1 6 353 1 1
138 6 6 493 1 1
98 6 6 53 1 1
154 4 4 545 1 1
89 3 6 1 1
127 3 61 1 1
448 3 3 62 1 1
598 3 3 63 1 1
599 3 3 64 1 1
18 2 1 3 65 1 1
52 2 2 66 1 1
59 2 2 67 1 1
86 2 2 69 1 1
128 2 2 61 1 1
136 2 2 612 1 1
141 2 2 614 1 1
15 2 2 687 1 1
26 2 2 74 1 1
352 2 2 741 1 1
445 2 2 788 1 1
566 2 2 876 1 1
593 2 2 954 1 1
986 2 2 974 1 1
45 1 1 976 1 1
92 1 1 977 1 1
122 1 1 979 1 1
124 1 1 981 1 1
125 1 1 982 1 1
131 1 1 131 1 1
137 1 1 1144 1 1
159 1 1 1151 1 1
161 1 1 129 1 1
162 1 1 1212 1 1
163 1 1 129 1 1
164 1 1 1385 1 1
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minimum spanning tree
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L. pneumophila  219%k (97%) L. feeleii 1¥K (0.4%)
SG1 183#k (84.7%) L. londiniensis 1%k (0.4%)
SG2 5%k (2.2%) \ L. longbeachae 4%k (1.8%)
SG3 10#k (4.4%)  whrilucens 1%k (0.4%)

SG4 2%k (0.9%)

SG5 6%k (2.7%) L7 L > RX 5 —FELRIIC
SG6  7HE (3.1%) UNEE U 234Kz 600 U CREAT

SG9 2%k (0.9%)
SG10 1#k (0.4%)
SG12 1#k (0.4%)

SG15 1#k (0.4%)

Untypable 1#k (0.4%)

= 2264£(100%) J NIID
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SBTEICKD. 217 ¥RDL. pneumophila SG1 BRERTEfHRD
Bz FTEHCR>IEECS,. 109 FBEOEGFR (O NI,

EEFR (ST)

15 ST23, ST120

14 ST138*

12 ST1

8 ST384*

6 ST306%*, ST42

5 ST353*

4 ST132*, ST505%*, ST609

3 ST142*, ST507*, ST644*, ST1077*

ST2, ST36, ST59, ST62, ST89, ST118%*, ST122*, ST123*,

2 ST131*,ST139*, ST211, ST256, ST352*, ST530%*, ST550%*,
ST566*, ST687*, ST876*
1 76 kinds of STs
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L. pneumophila SG1IFIE 3 EEIK2258RD
minimum spanning tree
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minimum spanning tree %
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minimum spanning tree
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