T — InusAuaDy
INAKANIILNNELLASNILSATNUIUA
JOURNAL OF MEDICAL TECHNOLOGY AND PHYSICAL THERAPY ORIGINAL ARTICLE

1UAYas SHV B-lactamases Tuwuaii3e29d Enterobacteriaceae NHa
(a4 Lnai ESBLs 44 Ltaﬂlﬁawﬂsjﬂaﬂfwwmuwaﬂ%uﬂ%unﬂuﬂ W.6. 2541 -
2542 s N.F. 2546

=y <1 v C4 a o1 ¥ 9 Y v o I3 v d 3
a7aA BULNA"* agaudnual gamuwi’ Jaan uinny’ ansuing  vanud® glsiad ysaue
Aszmad gamuun® 155 veugnh'

%4 |

UNANYD
X ' . oA A A ¢ . A a ¢

M3INeABYINAN cephalosporins 3UN 3 YOIUVANIIVNA Enterobacteriaceae Nuanoulsy extended-
spectrum P-lactamases (ESBLs) iuilgmaiwuinniuisessludsgimeseg mlansiumsemelne lu
Tsanennadiuasuninsranuienlsst ESBLs daudl) w.a. 2537 uazyliannuinnh adetenlsd SHV-12

= Ao ¢ A A A ¢ P ¢ . A a ¢
madneniiiinglse sdiednmusiinvesioulsl SHV Tunuaifiisend Enterobacteriaceae indnionls
ESBLs mnfjihslssngnnasiuasuns las@nuluiiedium 100 61981 (isolates) Fausnldlutln.a. 2541
naz 2542 1IN 48 MI9EN uaz W.A. 2546 1 52 #1819 1AM bla 19875 polymerase
chain reaction (PCR) :ntunensiiavesdulasasmmmsnmeiugininesi ludwmisn 35 uaz 238 lag
3% PCR-restriction fragment length polymorphism uagsnunian 240 1ae3% restriction site insertion-PCR

g.’l =) ) a = 0 o A a d =S 1 dy d' =
natuudusiinvesdulagmsanamadvinedlolnd namsAnwwuingenuenldlull we. 2541 uay
2542 iid bla  Fovas 58.3 uag bla  Wiuzysiahildesas 20.8 wiwennenldhiil w.e. 2546
18U bla Sovay 25.0, bla  3owaz 3.8, bla  3evay 1.9 uaz bla  Ndszysialilasevas 5.8

SHV-12 . SHV-5 SHV-1 SHV a v o
o o A o a ™M Y a S a o 1 = o = v A v 1
W3 bla  ndszywialildheziianaditn 2 slialudedudeniu namsdnunaiiin adviiun

eulsinszna SHV invtesdstoulsi SHV-12 wuianudsanmanuoulsinsznaiiana

M Magy: wulsimuaamin siagnsvens, LANEEUATNAUNTIWINRNA Enterobacteriaceae

umi WWNENA Enterobacteriaceae W nalnmsann

fJ']ﬂf]:ll cephalosporins i:uﬁ 3 L‘I;“Ll cefotaxime, ﬁ °1ﬁm@ﬁglggwa@muvlegﬁﬁ aqgjgnﬂdu cephalo-
ceftriaxone Wag ceftazidime L‘]dJufJ”lﬂij:LI B-lactams sporins ﬁqﬁlﬂu narrow-spectrum (E’uﬁ 1 1ag 2)
MFlumssmnlsafadeliAennuuaiiGonnsoy  yae extended-spectrum (Juil 3 uag 4) s
giJl,m'ﬂﬂamwwﬂm@m%aiukqwmma 881915 monobactams 1¢ FeGvmenlsitdn extended-
ﬁmuﬂaqﬁ’uﬁiwmmmiéamﬂa;uﬁ"’luLmﬂﬁﬁsﬂﬂﬂ spectrum B-lactamases (ESBLs)™ 1oul#3 ESBLs

'quiivuaziannmsanaitiiomateajiammaumd angmatiamsuvnd

* quiitouazuiminnnidvladaireszinalmi aaizunmem a3

*tind@nwmatiamsunndsuiia 4 ninedeveuunu

“uiiarouunany o ‘

unanuitldie velumsszyinmsasan 20 aazuvmea a3 sanendevenuny Ussinl) 2547 Jui 12 - 15 gaan 2547

28 M7 1TNARAMIUANELALNNENIWLNLG o TN 20 ATUN 1 o UNTIAN-LNBILH 2551



EEC TR = UNusAuRLIY
INAKANIILNNLLAZTATILATINUIUA
JOURNAL OF MEDICAL TECHNOLOGY AND PHYSICAL THERAPY ORIGINAL ARTICLE

Identification of SHV ﬁ—lactamases in ESBL-producing Enterobacteriaceae
from Srinagarind Hospital collected between 1998 and 1999 and in 2003
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Abstract

Drug inactivation by extended-spectrum [3-lactamases (ESBLs) is the most important mechanism of
resistance to the third generation cephalosporins in members of family Enterobacteriaceae. ESBL-producing
bacteria have also been found in Srinagarind Hospital, Khon Kaen University, since 1994 and SHV-12
[B-lactamase was the most common ESBL. The aim of this study was to detect and identify blaSHV
genes in 100 clinical isolates of ESBL-producing Enterobacteriaceae in Srinagarind Hospital collected
between 1998 and 1999 (48 isolates) and in 2003 (52 isolates). All isolates were screened for the
presence of blaSHV genes by polymerase chain reaction (PCR) technique. The blaSHV genes were distinguished
by detecting mutations at amino acid positions 35 and 238 by PCR-restriction fragment length polymorphism
and position 240 by restriction site insertion-PCR techniques, and then confirmed by nucleotide sequence
determination. Among the 48 clinical isolates collected between 1998 and 1999, 58.3% contained
blaSHV_12 and 20.8% harbored unidentified blaSHV. In the 52 clinical isolates collected in 2003, 37%
harbored blaSHV, which were blaSHv_12 (25.0%), blaSHV_5 (3.8%), blaSHV_1 (1.9%) and unidentified
blaSHV (5.8%). The blaSHV genes that could not be identified by both techniques may be due to the
presence of two different blaSHV genes in single isolates. These findings indicate that SHV-12 is still a

major type of SHV ESBLs in this hospital; however, its prevalence has decreased.
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(c) lane 1-2, gublaSHV-l-like ¥4 K. pneumoniae nounazviasgameoulsi; 3, 100 bp DNA
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