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Mechanism of Vibrio vulnificus RTX-mediated
antiphagocytosis in macrophage
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Inhibition of endocarditis-inducing streptococcal
biofilm formation by synthetic small molecules
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Methylation of hybrid sensor kinase RshK
inactivates " through interference of RsbK
dimmerization in Bacillus cereus

HEX

& e 6 o R

A Hpr-like protein BC1009 involves in "
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Relationship between the cagA Gene 3’
Polymorphisms, vacA and homA/B genotypes of
Helicobacter pylori and disease outcome in Taiwan
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Study on the unknown effector for regulating speB
expression in culture media of group A
streptococcus
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Biofilm formation of Acinetobacter baumannii :
characteristics of biofilm formation and screening
of a transposon insertion library
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Bacterial flora in gastric biopsy from patients with
upper gastrointestinal diseases

KR

RFRE

Regulation of sdal and emmI by PerR in group A
streptococcus
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The effects of intracellular calcium induced by
Vibrio vulnificus RTX toxin
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Analysis of core and accessory genomic regions in
Escherichia coli strains
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Relationship between the cagA Gene 3’
Polymorphisms, vacA and homA/B genotypes of
Helicobacter pylori and disease outcome in Taiwan

Fhody

RTARE

Rearrangement of CRISPR Spacers is Correlated
with Erythromycin Susceptibility in Group A
Streptococcus
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Effect of RfaH on ops —containing genes
in Vibrio parahaemolyticus
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Relationship between TTC1138 and promoter in
Thermus thermophilus HB27
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Functional Analysis of idoB Operon Regulator,
IdoR, in Acinetobacter baumannii ACTT 19606
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Isolation and characterization of Aeromonas
hydrophila phages Ahp17 and Ahp24
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Missing Pieces in Klebsiella pneumoniae Genomes
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Klebsiella pneumoniae is an important opportunistic pathogen that infects human. Four K.
pneumoniae strains, NTUH-K2044, NK8, NK29 and NK245, have been sequenced by
whole genome shotgun approach in Taiwan. In short, multiple copies of the genomic DNA
are sheared into overlapping DNA fragments, ligated into plasmid vectors and transformed
into E. coli. While this approach was designed as the first step to generate a complete
genomic sequence, it also determined which piece of DNA can be cloned into E. coli and
which cannot. The fragments that cannot be cloned into E. coli will result in gaps in the
initial shotgun assembly. We investigated the whole genome shotgun reads to find the
common gaps in the initial shotgun assemblies of the four K. pneumoniae genomes.
Therefore we clone those genes on the common gaps and observe the growth curve after
inducing their expression. In this study, our aim is to discover unknown cytotoxic genes,
small RNAs and genes that potentially inhibit E. coli gr
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