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Uzlop - HRIH - 24 - WP - 28] - 37|
NESSHA| 221840178l ofsEAl

A et APgHd FHHE oA A2, 7| F 23319 7 =23 47 Fol AL Y=Y
Aol ok £ A7 20084 64 F-E 8U7HA] AMEAIW 2570 7 2] A A Aol A F2] 3 ) A] 2 2k 737]
ol H 3] A3, DotllemzB A=W LA F-2 A A4 12| 31 Pulsed field gel electrophoresis (PFGE) S A

Aste] §AAYH 25 Alole] 4RAAS et ) 7315 5 69FE

Legionella pneumophilaZ- 3 33 9

BF = 5ol 435, sg6 95, sg5 8, sg3 8, sg2 1572 9o} =| ] 0.1, Legionella spp. 47| = Legionella nautarum$3
=. 221 = Legionella pneumophila W 53] o2 /N2 HYAA FAAE BA{-313 Ao, ubd o) Legionella
nautarum->- 3 LA FA A7 @o| A3 = o] 314} PFGE patterns 24 8 £ |, Legionella pneumophila’} 5
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H A 2 A2} (Legionellosis)> X 2} #H = (H|
] 714

A1 ZEIGEEIAFE ) 2714 PSS 7 z
go = Rl edelto] A o8| W sh(7). 53] oJdolvk
=okr), gxje} o] wWej=o] Holzl sRAel] iEiA XEAR]
#H35-S FEgic) HRd et AAA Y] EYT 3874 GH,
3, 7 5) el BULy@Edoz EAlsh 3 SollA Ak
29 W5 AETKE). o]zt dAledeldo] o 7HA] A
tod Q1Fe] FAAER o] A QIZTel Al A2
O 2 Z8-S A HIAUTE 1T FAANERE HEY
TR ALSEE WARS HIES, 588, 5, AR
5ol gor, o]yt Al Fol gt A NEe 433
Eoh FHEAE ERslL E5A vl o] fA| o] Fo]
A3 AF-2ds} 71EslEAA Wi E BIESE AN A 9
HIErE S350 e AelA dR gt gist g1
oF A7t vs dashH, ol MW oy 9 Wit F
L3t} sl

PR edeto R stodg ARl tigt W8S 7l s
AR}l = mip (macrophage infectivity potentiator)7} THIEZ] O]
™, Legionella pneumophilaS TR d| A L@ektol tsie] 73
g M sk 4 FAARe]7IE slvk, 14). ©] mip 32
= 89X oZ2 %7]9] macrophage Y AES o714 dh= 9
S SH(S, 10). =3 HR @t M YoM &5 M|
phagosome-lysosome fusions TS ZH < AE YolX F
et A=t &5 AEE Fole BAdS YAl =], o]
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Ao, WU fAA) BE D ARHBAZ 20,

] phagosome-lysosome fusionS ==

QEg-s st FHATE
icm (intracellula multiplication)®]TH3, 12, 18). dot (defective for
organelle traficking) A= AEE Alo]olA plasmid DNAS]
o0l 5T S Row FAslE Axste] B
YETE 2HBR dor A AREAUE MAE 54
Z 2] HIA] A= Qs Weldo] "olAAl Foh2, 18). A
= iem/dot AR BRI ekt QoA AlE W 7, A
2o Pg=2olr, o] 2 18} Ale] macrophage®] apoptosis
FrEEar20) Algol tigh B3-S YAl Eitkd, 9, 13).
£ A= 2008 62HE 897EA] MEA] 25707 &A@
s HIES H8A1A T Wele] S8 9l ARG, ¥ 0E
WA ERY R dehtS AE3A 181 BYFE
Y, WA A2 3o} 2 Pulsed field gel electro-
phoresis (PFGE) patterns #4313 2} R AF 7he] ABAS v}
ofstaral skGitt. L O =M @A A2Aol AdEStaL e A
et FHA dEEA 9 Hadd gk 8 Aks nkA
& 1 5Zo = gt}

=
=
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AMEFH YA HE
2008 6EHE] 8$E7IA] AEA] 25707 A UlF
L8 AU 5 BE8A] Bl AR 2

R
U RPN B
AR, FEEAS, NP AEY] YAHSE e g F 708
of digle] LAF] At HE APS AAEIT g
AlE 1LE A3 o 1 Q3RS ZA B8t dvsis
20 mloll oA ZetA gt the, 50°ColA] 3083t A g

AL lo, i
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T olRAE Hdog 3tk Hd 0.1 mi% 0.01 mS GVPC
(glicine-vancomycin-polymyxin B-colisitinys %713+ BCYE-a
(buffered charcoal yeast extract-ketoglutarate) X BJulj=]ol] Z}z;
T $ 37°ColA 747 vk o] ¥ sREn] A el
A cut-glass®] FE|E == FZol 3] BCYE-a, L-cystein 2
¥ BCYE-a, @A A Al v Fste] BCYE-a A= A
AslANE, 3 271A] 9] v M e AR e TSR
< HAde o2 FHEATHI6).

Serotype S8

Legionella  pneumophila®l T3+ serotype serotyping kit
(Denka Seiken, Japan)yS A3l 543G Al Aol #
g sl F Tz 100°CoA 1AZE = 120°Coll A 158
L AEAT §, SEtol= 33 APl o3 FEA-gdY
Heo® 1 ool ARt SFS Hole @3S @Y P o= 3
ATk, 16).

Legionella spp= 971482 #43F 3 NCBI®] GenBank®}
H] L8k serotypes- &HR18HATt.

PCRE O| 28t} mip, icm, dot FEX}e| HE

BHFE0l thale] 16S rRNA 2 mip F-2AK(Table 1)°] o
3 PCR (polymerase chain reaction)S AA|3}  Legionella
preumophila®} Legionella spp2 T3l HH-Z -2 95°Co]|
] 537}t initial denaturationdF -, 95°CollA] 13-, 60°CoA 13,
72°CoNA 18719 cycle 303] WHESE 3 FHF 720Co|A] 583
FEANAY. 2 RYdFE] Ulgtd iemTSRQ, icmIB,
iemWX, icmLK, dofDCB primer (17)(Table 1)Z ©]&3}] 2z}
o] FAAE EAsR=A] FRIsIATE RS 95°ColA s
7} initial denaturationd+ 3-, 95°Co|l A 18-, 55°Co A 18-, 72°C
oflA 18- 3057t cycleS 303] WHES & FHF 72°Col|A] 58
7t FEAZ . ©] PCR AHES- 1.5% agarose gelS- ©]-8-3l] Z

NGB F AN HTE FAAAL,

Table 1. Primer sequence used in this study

Legionella %-2]72] B3] digt & 127

Pulsed field gel electrophoresis (PFGE)

BCYE HzlujR|ell A 72413 o v gt AAdTE cell
suspension-8- TE buffer (100 ml Tris, 100 mM EDTA, pH 7.5)°l
Hetsle] 85 13~15%7F A 233 F, proteinase 10 pit
T dE 200 WE EFICE o A EFA 200 ploll 12%
agarose solutiong 5% 7181 plug molddlA 4°C, 583+ A
PAZIY. Proteinase K (20 mg/ml stock) 40 w9} ES buffer
1.5 mle] &30l 23] plugs WolA] 55°C A& =0l A
ARFERE A -, 55°co] WHEERTE 1581 13, 55°C9
Plug Wash TE buffer® 3043t 53] M H3}ATh AlFo] €
plugE 1 mm FAZE A2 0L, shilo] F7e vkg- Egtfof ¥
o] 50°C g25Zol|A 2A17FE BESAIA T HESo] B &
plugS gel AEE combol] X7 TS, 1% agaroseS gel A
g Eo| Fo] £33 3 CHEF Mapper PFGE system (BioRad,
USA)Z o]8-3}] gradient 6.0 V/em, included angle 120°, initial
time 2.16 sec, final time 54.17 sec®] ZAOZ 14°Col|A] 1847
Zot A7)195S AAEIETE EBr (0.5 pg/ml) A4 gelS 30
2 A% 3 SRGTE @3S AR the transilluminatorS:
o] &3] Hi=E 21519t} PFGE Z¥}+= BioNumerics software
version 3.5 (Applied Maths, Belgium) S ©]-83}4 dendrogramS-

4 ot

2ol e g3

Legionella pneumophilaZ. S el 848 B¥xe 1
o] 435(62.3%), 680l 97(13.0%), 58 °] 83(11.6%), 38 0]
85(11.6%), 28 0] 15(1.4%)= 1= AT Table 2).

Seung F(16)2] Az} Hlwa] & o) Wdzel HEHA] &2
QA Legionella spp7} 45 AZERA O™, Legionella pneumophila
o] @3 Fxe= Adxd Blsl Al AFHA G o=
ETekal AEHe] oAe gEkd vt QlaL, 488 38 A

Primer Sequence (5> — 37) Product size
F : AGGGTTGATAGGTTAAGAGC
165 rRNA R : CAACAGCTAGTTGACATCG 386 bp
. F : GGTGACTGCGGCTGTTATGG 630b
P R : GGCCAATAGGTCCGCCAACG P
. F: CACAGTTAAAACTTCAAGCTGAACC
iemTSRQ R : CTGCTCAGAGCTATTTTT 2.1kb
- F : TGCCATGTTCTTTTTTGTGCTATTAC L8 kb
R : GAGCGTAAACCAGATCAATCCAAGTAG :
WX F : TGGGTTGGTTCCTGAGGTATGA Lokb
R : TGGGGCGCTGAAATTTTGATAT :
. F : CGGAAGGCTGGGACCAATT
iemLK R : CCACTCGATAATCCACGGCTTTC 1.Okb
F : CGATTGGTCTGGTCCGATTGA
dotDCB R : TCTCGAATAATGGAAGCTAACAATGTC 1.6 kb
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Table 2. Descending order of serogroup of L. pneumophila

Species Serogroup Number of isolates (%)

1 43(62.3%)

9(13.0%)

8(11.6%)

8(11.6%)

1(1.4%)
0

Total 69

L. pneumophila

BN LKW

ZHA] AT} 639 A AR AFE 213 ole
200730l 63 o] ok HEE AMujiEolMe] Algds 2 A
S057F AAdH] 4% QFoE Bt agox 3]
639 HENETL 135 AlQg e AP HENERT &
o] et 213 & o, fejutel] AlsHA dEshe dAd
2 I Ao =3 4= Ut

Legionella spp. 52| 74-%-ol= BF38la Q= A2 &
Aol HA] ol A7INE FAWEE o83tk L Ay} 45
B Legionella nautarum®-2 ‘5 3=}

PCRE 0|88 RuXIe| HE

T 7135 E5olAM 168 RNAZE HEEJI 4719
Legionella spp. S A3 68FAM= BF mip AR} HE
o2x Legionella pneumophila?:‘, o] 3Zlx it} Legionella
preumophila®] 22-kb DNA locusoll 91Xkl = 18702] F-A
A Z 16707} iem -AALZ A macrophage killinge]y HE
(conjugation)l] YH- TASHA| HI1(15), dor A= F 20-kb
Ax 2719 region ¥ M2 WA A 9o o] FHxloA vt
EojAe diES He] dASFAY, AEE BEo] o]
A o] FAA} AoE #FE DNAS] oFo] o]#A HArk1s).
JHBZ jemldot AR BRSO 2 SloF SFAER
o] HAIHH HETHOE sTAMIENEY g2/ B 3
o FE 7Ae aigt & F Utk B Aol 2™
Legionella  pneumophila 5N~ icmTSRQ, icmIB, icmWX,
icmLK, dotDCB7} B AEH 5% 2073, ©] F vl 7H4
T HEE 1 39, Al AR AFE dEE 1079 1
ol3tZ AEE = Uk HAEE A B fAe] =
ol oste] 1, o, 1, 1V, V, Ngeog s 13
icmTSRQ-icmIB-icmWX-icmLK-dofDCB, 112  icmTSRQ-icmIB-
iemWX-icmLK-ND, 18- iemTSRQ-icmIB-ND-icmLK-dotDCB,
IVE-& ND-icmIB-ND-icmLK-dotDCB, Z18]3l 7|e} V& 3+
N WA F Y FRARE A e w5l g 7R 7}
AA Z3F 7= NFOZ FAISHATHFig 1), ¥FA 2 A3
A BEE Legionella nautarum| A= B 122 HE0]
A3 a8k & 7HANE AEE 77 159, UH A 3
FAME ¢ 7T AEHA FUt) ©= ILegionella spp.7t
Legionella pneumophila®l FA|1%%A B4 F-AXE BRa3slar )
AL Terry Alli 59 ATAF(17)h= Bel the Aoz, 2 4
Holl A B2 H Legionella spp= Legionella pneumophila®l B3}
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Fig. 1. A cumulative bar graph showing contribution of pathogenic
gene patterns to each pulsotype. A, B, D, E, F, G and I pulsotype
consist of their one pathogenic pattern. The number in each bar means
the number of isolates.

o] wol 2oxo] Aok & 4 AT Seung F(16)°] 2
o} Hlms] B, 20079 =0 ¢ A= AEFHA gud
Legionella spp”} 20083 =0N= 4710] AESFHUL} o= YoF
Legionella spp7} QvEA] HAEE 4 S AKXBHL loH,
I Foe 2 BAAS AR e dF9 AR
o}g-# AAktaL gtk 2l e g R Qulelde] A&l ol
2} o] WAl tigk A&Z PAE Fasitt sl

PFGE Ij& 24

Fig. 2% plugs SIS AH8-31e] %28 PFGE 23S clustering
g Aotk 65% o1de] FE8S 71ESR stol AR 10749
FEEE pulsotypes LFFRAIL, olF THA] 82% olde] 454
S J]Fog AE Al~A2, BE BI-B2, CE CI~C4, DE
DI~D2, E= EI~E2, F= FI~F2, G= GI~G5, H= HI~H2, 1=
J1~13¢] subtype 2. = pAvARC A= = Legionella pneumophila
= 7FF B8 F8L C pulsotypel & 69F 5 32FE 46.4%A
o™, I 9 G pulsotype 17.4%, E pulsotype 13.0%, F
pulsotype 5.8%, A, B, H pulsotype 4.3%, D, 1 pulsotype 2}t
2.9%, 14%% ThF F37 Fe BT Lee S(11)°] A%
S} R Z MEA oA el PR ekt fH3]
geFg-s Ueha ok C pulsotypeS #2913 HH(Table 3
and Fig. 2), 325 % 2957} serogroup 1224 =2 J&AA
E YeRiaL o} serogroup 62 Cl, serogroup 32 C2+= TF
& C #FEH AEH 663%2A Augo] tha "ot 3
o] 28 FEA0l 89.5%E YT e dFE FHEH,
AFH oz FJFHol glol 1T FJFS & o, o] {7457t
A A Ader HAA deS F5E 5 Aok ¢4 F 5 o
Al S 0%E B dFE FAEY. D] F dF, FY 4
T EF serogroup 122 YEREA|YF D1, D2= 69.6%%2 TR
Feidol™, F1 Al g5 257 Ao EelE dogA
FE 82.6%=2 22 Fefolet FAE 4 vk sAT P2
7&5/30] WolAA T F wohs ohE ol A E T H

[e]
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Fig. 2. Dendrogram showing the clustering of PFGE patterns after Sfil digestion for the Legionella spp.

F F HI 5 T5F= 454 88%, serogroup 622 T A2t
O]A|Yh, H2= serogroup 6°|4 A5-do] Bo] "ojFo=z <l
3 g2 dFe & 4 Stk Seung 5(16)2] A} vluws) gS
W], 72 2]9] pulsotype serogroup®l] WE SolFolu FEHE
HolR] g+ 2475 ¢ F Jdon o' #Adeto] #e

serogroup®] 2} X% AP o] ttsiA Eal= oS R

I Stk & AellA FAsAl 23F serogroup 2 FAA F

| [ 11T Gangnam-9 sg5 m
IR Jung-3 sg5 i
| | || | | | Geumcheon-3 sg 1 m
Rl Gangbuk3 o "
| [T Gangnam-3 sg 1 m
R Gangnam-8 I "
NI Songpa-7 o '

|1 I | Youngdeungpo-3 sg3 [l
RN Seosho-1 o !
IR Songpa-1 - "
R Eunpyeong-1 - .
I I | I | I Geumcheon-1 sg 1 "
| [ | Guro-1 sg1 "
[N | Jongno-1 sg1 "

I I | | | Jongno-2 sg 1 "
[T | Jongno-3 sg1 I
R A Mapo-1 o .
[ | Mapo-4 sg1 |
[ Seongdong-2 sg 1 n
[ | Songpa-5 sg 1 "
AR Yangeneon-d o !

| | | | ‘ ‘Youngdeungpo-1 sg 1 "
i | Junga o !

|| | || | | ‘Yangcheon-6 sg1 n

O [ Mapo-3 o !
[ LI [l Seongbuk-3 sg1 |
I | | ” | | Seongdong-4 sg3 "
| | | “ | | ‘Yangcheon-1 sg1 "
[ Yangcheon-3 sg1 1l
I Gangseo-1 o "
R Seodaermun-1 o .
R Gangnam-5 - '
| [ [ Seongdong-3 sg1 n
N Seongbulct o ‘
RN Gangdong-1 oy "
| |1 Seongdong-1 sg1 I
T Gwangjin- o "
L1 Songpa-2 o ‘
T Gangnam-6 o ‘
(i Geumcheon-4 sg1 \
L Dobong-1 o M
[ R Dobong-2 o N

| | | | | Geumcheon-2 sg3 W

m Gwangin o v
| I | Gangnam-4 sg5 %

[ 1 Il | Mapo-2 sg 1 W
I | ||| | | Songpa-3 sg 1 v

| | ||| | | Songpa-6 sg 1 W

I | “ | | | Songpa-4 sg5 W
[T Gangnam-12 sg1 I

| | | | | | | Gangnam-13 sg 1 m

” I ” Gangnam-1 sg1 m
1L sung-t - "

| || | | | ‘Yangcheon-7 sg 1 |

| || | | | ‘Yangcheon-8 sg6 |

” | | [ | Gangnam-14 sg 6 |
RN sung2 e ‘
[T YYangcheon-2 sg6 |

| | | | | | | Guro-2 sg 1 i
NN Gangbuict o !
R Gangnam-10 s93 \
| | | | || | Gangnam-11 sg3 |
(I Eunpyeong-2 - ‘
R Gangbuk2 o ‘
(| [ Gangnam-2 sg5 |
[ 1l “ | | Dongjak-1 sg6 |
NI Jung's o ‘
LI Gwangjin-2 sg6 1l

| | | | l | | ‘Youngdeungpo-2 sg2 W
I e AN Gangnam-7 Lnautarum N
FITET T Seongbuk-2 Lnautarum v
(i Tl Yangcheon-5 Lnautarum N
NIRRT Yongsan-1 Unsutarum N

ABA} T2 Legionella prneumophila®l] T3l *35410] 40%0]
sl2 "ojgozM S 18-S AL Qi T3 45
9 Legionella nautarume AV’$PH N2 Legionella pneumophila
o tiall W& 579(372%)5 HlFar
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Table 3. Categories of PFGE pattern, serogroup, and pathogenic gene pattern of Legionella spp. isolates

Kor. J. Microbiol

PFGE pattern PFGE sub-pattern Sample name Serogroup Pathogenic gene pattern

Al Gangnam-9 sg5 111

A Jung-3 sg5 i
A2 Geumcheon-3 sg 1 111

B1 Gangnam-3 sgl 11

B Gangbuk-3 sgl 11
B2 Gangnam-8 sg 6 II

Songpa-7 sg 6 1T

Cl Youngdeungpo-3 sg3 1I

C2 Yangcheon-1 sgl 11

C3 Yangcheon-3 sgl I

Yangcheon-4 sg 1 1T

Yangcheon-6 sgl 1I

Jung-4 sgl 11

Guro-1 sgl II

Geumcheon-1 sgl I

Mapo-1 sg 1 1T

Mapo-3 sgl 1I

Mapo-4 sgl |

Seongdong-1 sgl 1T

Seongdong-2 sgl 1T

Seongdong-3 sgl 1I

C Seongdong-4 sg3 11
Songpa-1 sgl II

Songpa-5 sg 1l 1T

Youngdeungpo-1 sgl 1I

Eunpyeong-1 sgl 11

Jongno-1 sgl 1T

Jongno-2 sg 1l 1T

Jongno-3 sgl I

Seocho-1 sg 1 1T

Seongbuk-1 sgl I

Seongbuk-3 sg 1 1

Gangseo-1 sgl 1T

Seodaemun-1 sg 1 11

Gangnam-5 sg 1 I

Gangdong-1 sg 1 1T

C4 Gwangjin-1 sgl 1I

Songpa-2 sg 1 |

D D1 Gangnam-6 sg 1 1
D2 Geumcheon-4 sg 1 I
El Geumcheon-2 sg3 v
Dobong-1 sg3 v
Dobong-2 sg3 v
Gwangjin-3 sg5 v
E B2 Gangnam-4 sg5 v
Mapo-2 sgl v
Songpa-3 sg 1l v
Songpa-4 sg 1 v
Songpa-6 sg5 v

F1 Gangnam-1 sgl 111

F Gangnam-12 sgl 111
Gangnam-13 sgl il

F2 Jung-1 sg 1 111
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Table 3. Categories of PFGE pattern, Serogroup, and Pathogenic gene pattern of Legionella spp. isolates (continued)

Gl Yangcheon-7 sg 1 1
Yangcheon-8 sg 6 1
Gangnam-14 sg 6 |
Jung-2 sg6 1
Yangcheon-2 sg 6 1
G2
Guro-2 sgl 1
G G3
G4 Gangnam-10 sg3 |
Gangnam-11 sg3 1
Gangbuk-1 sg3 1
Eunpyeong-2 sg5 1
G5 Gangnam-2 sg 5 |
Gangbuk-2 sg 5 I
H1 Dongjak-1 sg 6 1
H Jung-5 sg6 |
H2 Gwangjin-2 sg 6 II
1 1 Youngdeungpo-2 sg2 v
In] & & vEolAY N3 g Wel gol WolFe 3T 5 9l
.
G Te B0 frefsle] Aol BAFOR A48 73% RelFol tisie] PRGES NS A9E FAs) Bk
= T2 A, B} Legionella spp.©l| B3] &2 HAAE 7HA= S v, AP E 5ol patterne UERNE pulsotype®™
Ao 2 AHA U= Legionella pneumophila?t SFCIE S 1 8% A3 EAsIR oL, 2 dHFLAEE Y& pulsotype L

ol A & 79 ol2s AL & ), AF9 FAAENA &
gt A Qe FHFQ] IS SE3] A5 ¢ Aot
(11, 16). Fig. 13} Table 3= R A pulsotypedl] &38l= w2
serogroup< TFE AW 5 T18 9] pathogenic patternS 7}A| 3L
Qal, BE 25 118, D= 18, EE 9F E57} IVEO 2 o]Fo]
A JoH, F= 118, G= 125 57} 1807 o]Foj4 Y}
7 B dFE HAE c¥e 2F T 2757F 1389
pathogenic patterns HG3 B AFNA EE|E Legionella
nautarumS V& T N2 votx it} o] A= PFGE
pattern®} pathogenic gene pattern®] 523k TAlo) S HA
31 109™, PFGE pattern 20 23 A9 &L s
SHAl ghek. Iem/Dot +337Rs Bl A et o & stodg WS
ZH| she g3 FRAEA, ALY gto] JIAE =2
st AED = JAE she A9 220I4G, 18, 19 et).
aHB 2 §HRke] SN SASAIH, Iem/Dot 73412 H
i, 200 we} YA edete] BAdgs 7he & & itk
Aolt), A g B A9 1-vE, N&9] pathogenic gene
pattern®l] &JV]E FJSIAPA, I=ISIV>V>NE] 0.2 BdA]
< 7RG & F Qo B A9 FA @t pathogenic
gene pattern> 113°] 7 B2 30572 41.1%5 A8, 13
o] 205 274%, IVE 105 13.7%, ¥ 85 11%, N¥ 35
41%, V& 157 14%=2 YEst. 2 dTteld B
Legionella nautarum®] Fd3= 2] Legionella pneumophila®l
Ae 0 ol fRAE 7R w57t 100%ATh & 3 71
E2E U9 serogroup 2] pathogenic gene patterne IVZEA],
Legionella pneumophila serogroup 22] 52 2 H-2]&0] Holx]
=3l gk g 7HA] o fr2A AR AES 5 5 A
ok tiEo] & AgellA A 359 Legionella nautarum

pathogenic gene pattern®. 2 UElY= A$E 1v|FojHo}
Legionella spp7} A% 02 thFstA Eslelozts 58
AAT}. TS pulsotype} pathogenic gene pattern®] D3 3F #H
e AT & UMem, o] PFGEEAS F3H
Legionella spp.2] AAA WMAG FZo0 Oist A5 E AL 4
U Aol

g edelte] gk =o] F7I8la e AHelA #HAL
dgitol ot 91389] 52 FTRAY F88It oz 3
Rk opgt Algtell A gt gl A e et S A, S48
31, T]E-9] genetic pathogenicity TH o}Uz} intracellular
pathogenicity 75 3oz R e}t 3t -2
OFEE S Asle 4~ o, ddFoE AT AAA=E
o] go} gl th & Fgo) -85 A5 E ATH 5 AS Aotk

L]

|
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ABSTRACT : Molecular Epidemiological Relationship of the Pathogenicity of Legionella spp. Isolated

from Water Systems in Seoul

Jin-Ah Kim*, Ji-Hun Jung, Soo-Jin Kim, Young-Hee Jin, Young-Hee Oh, and Gi-Young
Han (Seoul Metropolitan Government Research Institute of Public Health and Environment,

Gwacheon 427-070, Republic of Korea)

Legionella spp. is the causative agent of Legionellosis, which induces a potentially fatal form of pneumonia.
With a concentrated performance during the summer of 2008, we secured 73 isolates from the water systems of
25 wards in Seoul. We analysed serotypes, pathogenic genes (Dot/Icm), and patterns of pulsed-field gel elec-
trophoresis (PFGE) in an attempt to confirm relationships among them. Different from the previous year's pat-
tern (2007), among the isolates, 69 were Legionella pneumophila and 4 were Legionella spp. The serotype
distribution of Legionella pneumophila was sgl 43, sg6 9, sg5 8, sg3 8, and sg2 1. The serotype for the 4
Legionella spp. was Legionella nautarum. Most of the Legionella pneumophila had several pathogenic genes.
On the other hand, the 4 Legionella spp. were defective in pathogenicity in genomic terms. The PFGE patterns
of the serotypes showed a tendency for diversity of Legionella pneumophila and a close correlation with genetic

pathogenicity.



