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Table 1

Selection of the specific genes of Legionella pneumophila

PCR product GenBank accession No. of

Size of target

Gene size/bp reference sequence region/nt Gene products

SflaA 245 X83232 182 flagellin

pilE 459 AF048690 333 competence and adherence associated pilin
asd 575 AF034213 473 aspartate-B-semialdehyde dehydrogenase
mip 558 AJ496269 402 macrophage infectivity potentiator

mompS 648 AF078136 352 major outer membrane protein precursor
proA 480 M32884 405 zinc metalloprotease precursor

neuA 459 AJO07311 354 N-acetylneuraminic acid condensing enzyme
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TEAT I | 4% BEOAH R 43 7 B E AT R B 2 10 wmol/ L
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1.6 MppRERALE

PCR Al 36 2= Az 0 20 vl I o 8 80 1w 3000 > 45
R b A% 2 SBT HHls i R A7 16 2 Bt o0 B, 15 21 55 2
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Result of 7 target gene fragments PCR. M:100bp ladder,

line 1-7 :negtive control,neud ,proA,mip ,asd,pilE ,mompS,flaA.

Al LS s LP4 ALY STO14 Y BE #k o] LAY 1S H nueA
F A, STO13 AR AT LA,
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Table 2 SBT type of Legionella pneumophila isolates

SBT type  flaA pilE asd mip mompS proA neuA Serotype ( no. of isolates) No. of isolates
1 1 4 3 1 1 1 1 LP1(6),LP14(1) 7
154 11 14 16 16 15 13 2 LP1 1
159 11 14 16 1 15 13 2 LP14 1
187 3 10 1 28 14 9 3 LP6 3
752 22 4 3 1 1 1 1 LP1(1),LP14(2) 3
01 1 4 3 1 1 1 f Lp7 13
02 2 6 17 11 48 15 f Lp5 1
03 12 4 11 10 5 12 f Lpll 1
04 8 6 34 9 2 8 f Lpl3 1
05 8 10 34 9 6 8 f NA 1
07 6 10 3 13 19 4 f Lp8 1
08 3 6 17 3 48 11 f Lp5 2
09 28 17 33 19 31 1 f Lp9 1
010 2 17 11 48 8 f Lp5 1
011 8 34 9 53 8 f Lp5 1
012 2 10 15 10 4 4 3 Lpl 1
013 11 14 16 25 15 13 f Lpl4(1),LP4(2) 2
014 11 14 16 25 7 13 1 Lp4 1
887" 21 16 16 16 15 13 9 Lpl 1
888" 5 14 22 26 2 10 12 Lpl 1

" New ST type assigned by SBT database of EWGIL. NA means unknown serotype of Legionella pneumophila. ‘f’ represents the neuA allele which failed

to amplify.
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K ,2008 4F K H STO12 B, Wi E A 7 AL 7 4 22
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Fig. 2 SBT Phylogenetic tree. Web tools SplitsTree was used.
(http://pubmlst. org/analysis/). It is show that STs are divided
into 4 groups and 4 singletons. Parentheses show the number of

isolates of each ST type.
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ST888 4 i H K 115 [51 4 3¢ SBT % 4it e J5 # EWGUL
Y5 ST G5, 38 40 Ud B T M 77 g il 2 1A o LA
A 38 %) b DX S P st A% 2 PR

Wi 5 3ok T B A A 1 v B & R RN 1T 0 AR
By, FK T i 45 141 TR BR B 43 bk ) s IR A 5 A
M ZREME . ARSI R S5 R — D58 8 T v Il 1A 1
() SBT 4 B ESE T SBT Jy 3 X T Bk 5% W8 fiti 42 ]
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Sequence-based typing of enviromental

pneumophila isolates in Guangzhou

Legionella

Ying Zhang, Pinghua Qu,Jian Zhang,Shouyi Chen”

Guangzhou Center for Disease Control and Prevention, Guangzhou 510080, China

Abstract: [ Objective | To characterize the genes of Legionella pneumophila isolated from different water source in
Guangzhou from 2006 to 2009. To genotype the strains by using sequence-based typing ( SBT) scheme. [ Methods] In
total 44 L. pneumophila strains were identified by SBT with 7 diversifying genes of flaA  asd ,mip .pilE ;mompS .proA and
neuA. Analysis of the amplicons sequence was taken in the European Working Group for Legionella Infections ( EWGLI)
international SBT database to obtain the allelic profiles and sequence types ( STs). Serogroups were typed by latex
agglutination test. [ Results] Data from SBT revealed a high diversity among the strains and STO1 accounts for 30% (13/
44). Fifteen new STs were discovered from 20 STs and 2 of them were newly assigned ( ST887 and ST888) by EWGLI.
SBT Phylogenetic tree was generated by SplitsTree and BURST programs. [ Conclusion] High diversity and specificity
were observed of the L. pneumophila strains in Guangzhou. SBT is useful for L. pneumophila genomic study and

epidemiological surveillance.
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