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20125F5 A RHBTE
L. pneumophila 219%% (97%) L. feeleii 1%k (0.4%)
SG1 183%k (84.7%) L. londiniensis 1% (0.4%)
SG2 5%k (2.2%) L. longbeachae 4%k (1.8%)
SG3 10%k (4.4%) L. rubrilucens 1%k (0.4%)

SG4 2%k (0.9%)
SG5 6%k (2.7%)
SG6 7%k (3.1%)
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%)
&t 226%% (100%)



Optlons Legionella pacumepilla Sequence-Based Typing

s=h )— N
elcome to the equence-Bas yping atabase for
LN Wel he EWGLI S Based Typing (SBT) Datab fi
Home Legionella pneumophila
i / A consensus Sequence-Based Typing (SBT) epidemiological typing scheme for clinical and

. isolates of L has been I by members of the
Materials & Methods European Working Group for Legionella (EWGLI) and | d for in
Frequently Asked Questions the investigation of outbreaks of legionellosis caused by L. pneumophila.
Protocol
SBT Loci Details 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 ef a/.(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

Download reference-sequences

—— —— Da_ta SmeIS_SIQn Function The curators encourage the submission of putative new alleles. Submission of putative new
Strain Data Sme|5§'°“ alleles can be made via the Sequence Quality Tool or by the New Allele Submission link
New Allele Submission (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

Query Functions allow g by another cenfre. 1 of strains bearing new allele
Sequence Quality Tool numbers to the EUL culture collection is strongly encouraged.
Query the SBT Database

Map Display Please contact Dr. Norman Fry for further details.

Check a sequence for its allele number
s . Total number of entries: 2517
Current Genetic Diversity of the SBT loci ul Sample source, total number of records 2517

] A Number of Se
Get Single/Double locus variants of a profile umber of Sequence 573

Types: Uniknaen 75
Retrieve allele sequences Number of flaA alleles: 26 "ok
- Look-up an allelic profile or Sequence Type Number of pilE alleles: 35

Number of asd alleles: 39
Number of mip alleles: 43
Number of momp$S 56
alleles: Cirical 1497

[ ]
l I n Number of proA alleles: 36 5943%
Number of neuA alleles: 27

m Provided by The European Working Group for Legionella Infections (EWGLI) in

Ernronmentsl 945
3754%

conjunction with = The Health Protection Agency and =% The European Centre for Disease
Prevention and Control

2007108 2]V A TET=,

The European Working Group for Legionella Infections

http://www.hpa-bioinformatics.org.uk/legionella/legionella_sbt/php/sbt_homepage.php
IDMELFD—E B ZPCRTIBMEL . B FEIZREL. #5195 (2007F(ZFL
LMERFANEM)
MLST;AERI—DF AN, WREICEAR T HEGFLRAN TS =6, SBTIAEMLT
AV
151) (flaA, pilE, asd, mip, mompS, proA, neuA)=(2,3,9,10,2,1,6)ST23
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14 ST23,S5T138

12 ST120
ST384
ST93

8

7

6 ST1, ST306
5 ST353

4 ST42, ST505, ST507, ST609

3 ST132, ST354, ST537, ST644, ST1077

ST2, ST39, ST59, ST68, ST89, ST139, ST142, ST211, ST256, ST352,
ST392, ST530, ST550, ST566, ST687, ST876, ST1136
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