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Promega E . coli TG1
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1 3 16S-23S rDNA tRNA
Table 1 The size and tRNA composition of the 165-23S rDNA intergenic spacers of 3 strains of Vibrio parahaemolyticus
Strains Sources IGS type tRNA gene contained in the IGS IGS length/bp
ZSU 008 Infected abalone 1GS° No 281
1GS® Glu UUC 480
IGSA6 Ala GGC  Glu UUC 546
1S Ile GAU Ala UGC 527
1GSEY Glu UUC Lys UUU Val UAC 672
LCSTIAY Glu UUC Tys UUU Ala UGC Val UAC 710
7SU 009 Dead abalone 1GS° No 282
1GS¢ Glu UUC 480
1GSA6 Ala GGC  Glu UUC 546
IGSH Ile GAU Ala UGC 530
1GSOY Glu UUC 1ILys UUU Val UAC 672
S Glu UUC 1Iys UUU Ala UGC Val UAC 710
ZSU 010 Sea water 1GS° No 282
1GS® Glu UUC 480
1GS™ lle GAU  Ala UGC 529
1GSEHY Glu UUC 1Iys UUU Val UAC 671
1GSCIAY Glu UUC 1Iys UUU Ala UGC Val UAC 710
IFO12711 tRNAM 7ZSuoos  1Gs™ 2
2 4 4 168" 168" tRNAM ¢
IGS 94.2% ~99.4%
ZSU008  IGS™  ZSuo09 Zsuolo  IGs™ 12 IFO12711  1GS™
16 7SU009 fRNAM: ¢6C ZSU008 ZSU009  IGS™
IGS®  ZSU008 ZSU010 2 tRNAM 13 15 tRNA™
IGS 4 IGS™  1GS* tRNA™"
IGS" 4  {RNA™
165-23S tDNA IGS a IGS™  1GS* tRNA™"
IGS 54.1% ~90.4% ZSU008 ZSU009  ZSU010  IGS™Y
780009  1GS  7Suo10  1GS™ tRNA®" 2 4 tRNA™
54.1% ZSU009  ZSU010 IGS° ZSU009  7ZSU010  IGS™  {RNA™
IFO12711  IGS™ 90.4% 4 IFO12711 ZSU008 3
4 IGS 168 8  tRNA™ ZSU008
238 40 209 ZSU009 IGS™Y  {RNA™ 1
tRNA tRNA"" ZSU010
1GS™ 2 4
8 tRNA™
tRNA 14
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2 4 16S-23S IGS

Table 2 IGS sequences similarities among 4 strains of Vibrio parahaemolyticus

009 010 12711 008 009 010 12711 008 009 12711 008 009 010 12711 008 009 010 12711 008 009 010 12711
16 1GS° 1GS° 1GSC 1GSC 1GSC 1GSC IS IGSM 1GSM IGS™ IGS™ IGS™ TGS™ TGSCY 1GSCWY 1GSCLY TGS [GSEIAY [GSEIAV [GSOIAY [GSEAY

96.996.9 96.9 86.6 86.3 85.6 87.3 85.9 84.5 88.0 88.7 83.2 82.5 87.6 90.0 89.3 86.9 89.0 85.2 85.2 81.4 87.3 008 IGS
98.697.6 88.7 88.4 87.7 89.0 87.3 86.6 89.4 87.0 83.2 84.2 89.0 87.7 86.6 84.2 90.4 86.6 8.6 82.9 88.7 009 IGS’
97.3 88.4 88.087.3 88.7 87.0 86.3 89.7 86.6 82.9 83.6 88.7 88.0 87.3 84.6 90.4 86.3 86.3 82.5 88.4 010 IGS
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99.498.890.0 83.9 83.7 84.9 65.9 64.1 64.7 68.2 75.5 74.9 73.7 77.1 80.6 80.6 78.6 81.8 008 IGS°
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84.7 84.3 85.7 69.6 64.7 65.5 68.8 75.9 75.3 74.1 77.8 80.8 81.0 79.2 82.9 12711 IGS®
98.7 98.0 66.3 63.0 63.8 67.5 63.5 63.5 54.5 64.9 70.5 70.5 61.7 71.6 008 IGS'®
97.5 66.3 62.6 63.5 67.5 63.1 63.1 54.1 64.6 70.1 70.1 61.2 71.2 009 IGS*®
67.6 64.3 65.1 68.8 63.7 54.9 55.0 65.1 71.2 71.2 62.2 72.3 12711 IGS*®
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Analysis of The 16S-23S rDNA Intergenic Spacers IGSs of 3 Strains of Vibrio
parahaemolyticus A Pathogen of Abalone Haliotis diversicolor

DENG Xian-Yu WANG Zhi-Xue HE Jian-Guo"
School of Life Sciences  Zhongshan University ~ Guangzhou 510275  China

Abstract Using the conserved sequences flanking the 3’ end of the 16s and the 5" end of the 23S rDNAs as PCR prim-
ers the 165-23S rDNA intergenic spacers 1GSs of 3 strains of Vibrio parahaemolyticus which is a pathogen of abalone

Haliotis diversicolor ~ were amplified and cloned with pGEM-T vector. Different clones were selected to be sequenced
and the sequences were analysed with the software BLAST and DNAstar. Analysis of the IGS sequences suggested that
both of the strain ZSU0OO8 and ZSUOO9 contain six types of polymorphic 16S-23S spacers namely I1GS™*" IGS™Y
IGS" 1GS™ IGS® and IGS’  but the strain ZSUOI0 lacks IGS"*. Among these six IGS types IGS™' is the biggest
type including the cluster of tRNA®"-tRNA"-tRNA*-tRNA" 1GS"" including that of tRNA®"-tRNA"*-{RNA"*
IGS*  tRNAM™-tRNA® 1GS’ is the smallest which has no tRNA gene. Multiple alignment of all the IGS sequences of
these 3 strains with those of V. parahaemolyticus TFO12711 available from GenBank revealed some regions of similarity
in the non-coding regions flanking the tRNA genes within all the IGS types. The structure variation of the spacers lays a
foundation for developing a diagnostic method for V. parahaemolyticus .

Key words Vibrio parahaemolyticus 16S-23S rDNA intergenic spacers tRNA gene
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