) * (4
DOI: 10.22092/V].2018.109903.1402 WAV L6 3139 0l

E S o bl brrielifcs

99 33 (S0 0w (099 VINTR poisnw &S 31 00kt
S 30 SIS (S § G dwd 43 gS oS
ol 9! 49 o b 95 4o

I8 GRS Sl 0

Ol 088 Bsb 0148 Aoy o8 ply odly uliduw 09,5

w855 9 Uisel (Olidsd Olojlu «83ly @il prw 9 STy Olikiod dunwgs PPD 35S 055 Ll
Ol @S «siooliasS

(Jgiun ot 99) (395 U195 @

Oloilw (83l Gilu o 5 GuSly Olidiod duw 9o S 34ald S350 (RLISL Slo STy Giso
Ol S «8309LES sy 5 Ghisel ailinies

Sigao 330 o

22955 5 hige] «Oiliuded Olojle «ily G3le pw 9 GuSls Olikdod duawge PPD 3 oS pos Lidu
Olnl @S «siglaS

Soda pBE daw o

Ol O3 (B 01585 dols 9 ply olLESIS ulidCauw) 05,5

TS SRR LY SAL PO

Email: k.tadayon@rvsri.ac.ir

RN

2o 33 Ysh Olo dolsl 4y y3l6 5 Caul @Bl Gl 355 o S5 bkos $Ladb 30 b diaiis oo $FL D byalsi 5y
SLsSe 3 it Siwlisi] ;o) sladle 53 . Wlée 4,25 1) Grlew 3l Lol ¥l Oysar Ol o Glae O
L) Bus b Sl oud aid ply ddedio §lp () o9y Olgrs @ o2 Sy 0Wigd S5 glausly 3 S GlSws
Lalg 35 43w O 895 »2 VNTR-PCR iS5 VNTRI3 9 VNTRI217 lapl &s VNTR usSs) 95 3385 & a3 gleunrlio
Oa S Jsl Guized g 0310 iy I Qlaebl jshis 4 PCR O¥gasw glawdsidlSe (JIgi oS 1,2l Oyl (W
VNTRI3 gS¢) 095 p535 30 dsgw doss 5315 LS gulid .uiud 3,1 $aod 1058 (Bl L)ydl o> 352 dygw YA dlusi Liad w30 ,5
Sl 0,55 31yl dygw FpgiS 53 VNTRIZ1T (weSol 3529 dSlo 50 wislé (oo deo w55 (Byme sl Galodi 50 &5 |y
b oud dislis Gl S .38 e (+,VF b duslis 53 +,A) VNTRI217 31 5¥6 VNTRI3 LusSol 559050 Nei' di
dsgoow Olt) L 51 a8l ol wlel 13 .093 3550 ¥ 9 ¥ Lo Ol glddigw Ol 33 VNTRI1217 g VNTRI3 sloweSe)
dod Sl (:)3’ Wb atdls 3929 Ve Ly gy 3590 yo MLVA lge Py SO =0 8l p wwlio VNTR gl wgSot 5l !
$103 5uS aiod iz pladl 0,5 518 Giule3T 9590 Olez L ) LBl Lydlesssr Sladigw I PemuslS G5 3 b GlagwsSs!

D9 dblgs ):QJ.: Ol OIE uoli 5490 ] GLQO@Q‘LO}T Ol $y5ed Giygo 4o gl

05 «8iglgsedn) VNTR (Bl b3l g5 59 1guals SlolS




e 3 SN0 00 (09 VNTRW SG 3l ol

® Veterinary Researches & Biological Products No 119 pp: 51-58

A customized dual-locus VNTR combination for genotyping Burkholderia mallei field isolates in Iran

By: Dashtiboor, Sh., PPD Tuberculin Department, Razi Vaccine & Serum Research Institute, Agricultural Research,
Education and Extension Organization (AREEQO), Karaj, Iran.Tadayon, K., (Corresponding Author) Veterinary Aero-
bic Bacteria Vaccines Department, Razi Vaccine & Serum Research Institute, Agricultural Research, Education and
Extension Organization (AREEQO), Karaj, Iran. Mosavari, N., PPD Tuberculin Department, Razi Vaccine & Serum
Research Institute, Agricultural Research, Education and Extension Organization (AREEQ), Karaj, Iran. and Bidoki,
S.K., Genetic & Biotechnology department, Faculty of Scinces, Payame Noor University, Tehran Shargh Branch;
Thran, Iran.

Received: 2017-12-10  Accepted: 2018-02-26

Email: k.tadayon@rvsri.ac.ir

Burkholderia mallei, the causative agent of Glanders, is a host-adapted bacterium that does not survive outside of its
mostly soliped hosts. Iran is among those countries that experience annual outbreaks of the disease. Recently, multiple
locus variable number of tandem repeat analysis (MLVA) has achieved broad acceptance as the method of choice in
genotyping of B. mallei. In order to comparative assessment of diversity indices provided by two tandem repeat loci
namely VNTR1217 and VNTR13, five Iranian B. mallei strains were examined by VNTR-PCR. The amplification
products were sequenced to guaranty accuracy of sizing and nucleotide structure of unit repeats. A further 29 B. mallei
strains were also included in the study. As observed, all the 34 B. mallei strains carried the VNTR13 locus that was
characterized by this study while VNTR1217 was missing in the genome of 4 studied strains. A higher Nei's diversity
index (Nei' di=0.80) was presented by VNTR13 compared to that of VNTR1217 (Nei's di= 0.74) when MLVA ap-
plied on the whole panel of 34 strains. Among the Iranian strains, VNTR13 detected 3 alleles while VNTR1217 found
two alleles. Findings of this study back the assumption that if a standard panel of VNTR loci are to be selected for a
universal MLVA typing system suitable for B. mallei, all the reported loci from across the world are then expected to
assess against a global collection of B. mallei strains. Such extensive investigation is possible only if an international

collaboration between OIE-approved Glanders reference laboratories is set.
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