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Protein structures play important roles in understanding their functions and activities. Structural research is a corner
stone in every genomic project worldwide. Among all the techniques used to solve protein structures, protein X-ray
crystallography is the most widely used and indispensable. And synchrotron raidation is an essential tool for protein
X-ray crystallography. In this article, latest techinques will be introduced, including using sulfur-SAD for phase
problem, expressing proteins with cell-free system and crystalizing membrane protein with lipidic cubic phase. Two
examples of recently solved membrane proteins will show the progress of protein crystallography in last few years.
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AMIIA  Seleno-methionine J&IIFEREE W T > HA
EMER > HEfHER  RIREEEEARE -
BIMBE A ER 53 H 8 A i mT DA Pl et B 7
kB AR RE - E S EH B REE AR
T KRR TR S B AR ENE
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D f#E HEUE G protein-coupled receptor > Sy &
AfsaafTF T —BRE - IEE L /75 (lipid cubic
phase) FYZ& B B ¥ 5B R 7K & W A9 FE 2 1L
(phase transition) HJHST © Monoolein E17K[L 4 1 6
64 WILPIEEIRE SR » @KL A5
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1. G Protein-Coupled Receptor (GPCR)
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2. VDAC

VDAC 2 F7#588 E B —{E#E38E » f beta-
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2.
VDAC =4 5 §2 k4%
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&) o e E MEEREB T E B A5 - HEREHE
&P B SRR L EERARIEE - ilaHigE
Bl E O E NIRRT - WL IR (NMR)
“EfEEEEE (circular dichroism, CD) K /N FEEL
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