NSC 87-2313-B-002-085

86 8

g7 7 31

Email:vmipan@ccms.ntu.edu.tw

Rapid Screening and
Assessing the Genetic Diversity of Borrélia
burgdorferi sensu lato strains

Borreélia burgdorferi sensu stricto, B. garinii,
B. afzdii, B. japonica, B. andersonii, B.
valaisiana, B. lusitaniae 7

DN127 B. bissettii
rpoD
19
Hirdlll  Rsal

Borrélia
burgdorferi sensu stricto, B. garinii, B.
japonica, B. lusitaniae 4

B. afzdii, B. andersonii DN127
B.bissettii
rpoD
rpoD
Abstract

The causative agent of Lyme borreliosis,
Borrélia burgdorferi Sensu Lato, is currently
classified as seven genospecies and an
unclassified DN127 group (B.bissetti). The
seven genospecies are Borréelia burgdorferi
sensu stricto, B. garinii, B. afzdii, B.
Jjaponica, B. andersonii, B. valaiSana, B.

lusitaniae A total of nineteen strains
(including Taiwan isolates) were collected
and analyzed. On the basis of the results
obtained after cleavage by Hindlll and Rsal
separately, it showed that the interna
divergent region revealed four patterns, each
representing one of the four genospecies,
Borrélia burgdorferi sensu stricto, B. garinii,
B. japonica, and B. lusitaniae However,
strains belonging to B. afzelii, B. andersonii
and DN127 (B. bissetti) cannot be
differentiated by this method aone. The
polymorphism of their rpoD gene in non-
conserved region is therefore proven to be an
alternative rapid way screening and assessing
their diversity.

Key word: Lyme disease, Borrelia
burgdorferi, rpoD gene.
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Table 1. PCR-RFLP patterns reveal ed by two intragenic regions of rpoD
anong Borrelia burgdorferi sensu lato strains.

B. burgdorferi sensu lato Internal divergent region Subregion 2.4 - 4.2
Genospecies ~ Strain RFLP HirdIll Rsal RFLP Rsal
pattern fragments(bp) fragments(bp) pattern fragments (bp)
B. burgdorferi B31* I 344, 528 - A -
sensu strico 297vi* I 344, 528 - A -
CT20004 I 344, 528 - A -
CT27985 I 344, 528 - A -
Jb1 I 344, 528 - A -
N40 I 344, 528 - A -
TB I 344, 528 - A -
VS219 I 344, 528 - A -
ECM-NY 86 I 344, 528 - A -
B. andersonii 21123 I - - B 67, 432
Group DN127 DN127 I - - B 67, 432
B. afzii V S461* I - - B 67,432
P/Gau* I - - B 67, 432
B fox* I - - B 67, 432
B. garinii HT2* Il - 400, 472 B 67, 432
20047* Il - 400, 472 C 17, 50, 432
| P9O* Il - 400, 472 C 17, 50, 432
NP81* Il - 400, 472 C 17, 50, 432
NT25* Il - 400, 472 C 17, 50, 432
HP1 Il - 400, 472 C 17, 50, 432
HT19 Il - 400, 472 C 17, 50, 432
NT24 Il - 400, 472 C 17, 50, 432
NT31 Il - 400, 472 C 17, 50, 432
HT59* Il - 400, 472 D 17, 150, 332
K48* Il - 400, 472 E 17, 50, 146, 286
B. japonica IKA2* v - 53, 819 B 67, 432

I Restriction Fragment sizes for strains denoted with asterisk were determined from the sequences, others
were estimated from result of electrophoresis.
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