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Helicobacter Pylori

BEAME FER

Jya-Wei Cheng, Yuh-Ju Sun

_\EI‘]

=

B H 0 LB R VTR R RFT R AN AL ey AP A 0 X b b B 4 gt AR A L IR & BLAR
Braes TR T H BALFEREEGHEREBANER T ABRRH S LR LARANE
PRRAAE AT IEFT BT MR RAHEREREZHAR - ARAXT  BH&8E
WAL T RO R BRI R R AL B PR A X B A AR ey st 2 - RO H L /ARA EAEY
HER - TRITCRAGLE NG - AT RE LR EG T S0EHE R THRILEGHY
A AR o BB T AAEFER A E R G H ) E B R B4t ag e REL » ik T3 S &
ROYR TR -

The three-dimensional structure of protein is an essential topic for the biochemical function research
in recent year. X-ray diffraction and nuclear magnetic resonance (NMR) are two important methods
in this field. In this article, we will introduce the principles and circumstance of these two methods,
and how we apply these two methods in our study: Helicobacter pylori structural genomics research.
Proteins carry out their biological functions only when they fold correctly. A unique protein folding
respects to have a specific biological function. So, we can investigate the three-dimensional
structure of protein to study the possible biological function of protein. We determine the active site
of protein and the key residues involved in the biological function. The resolution of these methods
is in atomic resolution.
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