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Education:

1988-1993: B.S., Biochemistry and Biophysics, University of Science and Technology of China, P.R.China
1993-1996: M.S., Biophysics, crystallography, Institute of Biophysics, Chinese Academy of Sciences, P.R.China
1996-2001: Ph.D., Biophysics, crystallography, The Ohio State University

2001-2006: Protein crystallography, Research Associate, Howard Hughes Institute at site of University of
Washington, WA

Academic Appointments:

2001-2006: Research Associate, Howard Hughes Medical Institute, WA
2006-2011: Assistant Professor, Oklahoma State University, OK
2011-2016: Associate Professor, Oklahoma State University, OK
2016-present: Professor, Oklahoma State University, OK

Awards and Honors:
2000: Chung Soo Yoo Award, Pittsburgh Diffraction Conference, PA

Other Experience and Professional Memberships:
1997-present: American Crystallography Association member
1997-present: American Biophysical Society member

Research Funding:
Current:

2014-2019: NIH RO1AI079217, UTHSCSA, "Poxvirus Immune Evasion Mechanisms", Awarded: $409,930, Role: Co-PI
2014-2014: OCAST HR14-068, "Structure and function studies on the signaling complex of interleukin 18", Awarded:
$135,000, Role: PI

R21AI133589, NIH, "Non-vesicular lipid transport by poxvirus A6 protein", Awarded: $418,314, Role: MPI
R15CA219907, NIH, "Structure/function studies of anti-cancer Hsp90 inhibitors that target the C-terminal domain",
Awarded: $427,491, Role: MPI
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2014-2017: NIH R21AI113539, "Structure-function studies on a key signaling module from interleukin 17 receptor",
Awarded: $395,195, Role: PI

2009-2014: NIH/NIAID 1RO1AI1081928-01, “Structure-function studies on IL-18, IL-18 binding proteins and
receptors”, Awarded: $1,343,644, Role: PI

2011-2014: OCAST. HR11-118, “Structure function studies on ROC dimeric GTPase”, Role: PI, $135,000
2008-2012: NIH/NINDS 1R15 NS062287-01A1, “Structural insights into the mechanism of the novel dimeric ROC
GTPase from LRRK2", Awarded: $221,550, Role: PI
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