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Presentations and activities at scientific meetings in the past 6 years: 
 

2012 
May 14 - 16. First Pre-CASP10 meeting, Annapolis, MD. 

BL was invited as a CASP10 assessor and reported on his experience in CASP6 and his 
plan for CASP10 on the New Fold target prediction assessment. 
 

July 13-14. 3DSIG 2012: an ISMB satellite meeting on Structural Bioinformatics and 
Computational Biophysics, Long Beach, CA. 
BL and CHT attended and presented a poster: 
Chin-Hsien Tai, Dukka K.C., Byungkook Lee, “Internally symmetric proteins with 
multiple axes”. 
 

October 21-22. CASP10 Planning meeting, Rome, Italy. 
BL and CHT were invited as CASP10 assessor team members. 
BL presented four talks: 
(1) “Overview of CASP10 targets” 
(2) “Template-free modeling assessment” 
(3) “CASP Roll assessment” 
(4) “Assessment of Contact-assisted predictions” 
CHT presented one talk: 
“EvalScore plugin in Chimera for rapid visual inspection of many models.” 

 
December 9-12. CASP10 meeting, Gaeta, Italy. 

BL, CHT, and TT were invited as members of CASP10 assessor team. 
BL presented four talks and organized and chaired two roundtable discussions. 
Talks: 
(1) Domain definition and classification 
(2) Template free modeling assessment in CASP10 
(3) Roll target assessment in CASP10 
(4) Contact-assisted prediction assessment in CASP10 
Roundtable discussions organized and chaired: 
(1) FM (template-free modelling) roundtable 
(2) Contact-assisted modeling roundtable 
 

2011 
June 28 – July 1. JOBIM 2011, Paris, France. 

Jean Garnier attended and presented a paper: 
Franck Samson, Richard Shrager, Chin-Hsien Tai, Vichetra Sam, Jean-Francois Gibrat, 
Peter Munson, Byungkook Lee and Jean Garnier, “DOMIRE, a web server for structural 
domain identification in proteins”. 
 

July 15-16. 3DSIG 2011: an ISMB satellite meeting on Structural Bioinformatics and 
Computational Biophysics, Vienna, Austria. 
BL, CHT, DKC, and TT attended and presented two posters: 
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(1) Chin-Hsien Tai, Rohit Paul, Dukka K.C., Jeffery Shilling, Byungkook Lee, “SymD 
server: a platform for detecting internally symmetric protein structures”. 
(2) Dukka B KC, Todd Taylor, & Byungkook Lee, “Slip symmetry- a new type of 
symmetry in protein structures”. 
 

Juy 17 – July 19. The 19th Annual International Conference on Intelligent Systems for Molecular 
Biology (ISMB) and the 10th European Conference on Computational Biology (ECCB), 
Vienna, Austria. 
BL, CHT, DKC, and TT attended and presented two posters: 
(1) Chin-Hsien Tai, Rohit Paul, Dukka K.C., Jeffery Shilling, Byungkook Lee, “SymD 
server: a platform for detecting internally symmetric protein structures”. 
(2) Dukka B KC, Todd Taylor, & Byungkook Lee, “Slip symmetry- a new type of 
symmetry in protein structures”. 

 
2010 
February 20-24. The 54th Annual Meeting of the Biophysical Society, San Francisco, CA. 

Jean Garnier attended and presented a poster on: 
Chin-Hsien Tai, Vichetra Sam, Jean-Francois Gibrat, Peter Munson, Byungkook Lee, 
Jean Garnier, “Using structure recurrence to define protein domains”. 
 

July 9-10. 3DSIG 2010: an ISMB satellite meeting on Structural Bioinformatics and 
Computational Biophysics, Boston, MA. 
BL, CHT, DKC, and TT attended and presented two posters: 
(1) Changhoon Kim, Jodi Basner & Byungkook Lee, “Detecting Internally Symmetric 
Protein Structures”. 
(2) Chin-Hsien Tai, Vichetra Sam, Jean Garnier, Jean-Francois Gibrat, Peter J. Munson, 
& Byungkook Lee, “Protein domain assignment from the recurrence of locally similar 
structures”. 
In addition, BL presented a talk on “Detecting Internally Symmetric Protein Structures”. 
BL also participated in a panel discussion on “Epistemology of domains, families, and 
assemblies: How do we know?” as one of three panel members. 
 

Juy 11 – July 13. The 18th Annual International Conference on Intelligent Systems for Molecular 
Biology (ISMB), Boston, MA. 
BL and DKC attended and presented two posters: 
(1) Changhoon Kim, Jodi Basner & Byungkook Lee, “Detecting Internally Symmetric 
Protein Structures”. 
(2) Chin-Hsien Tai, Vichetra Sam, Jean Garnier, Jean-Francois Gibrat, Peter J. Munson, 
& Byungkook Lee, “Protein domain assignment from the recurrence of locally similar 
structures”. 

 
2009 
January 13-16. The Seventh Asia Pacific Bioinformatics Conference, Beijing, China. 

BL chaired a session on “Protein structure, location and function”. 
BL presented a paper (#17), a talk, and a poster on: 
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Chin-Hsien Tai, James J. Vincent, Changhoon Kim, Byungkook Lee, “SE: An algorithm 
for deriving sequence alignment from a pair of superimposed structures”. 
 

May 18-21. 13th Annual International Conference on Research in Computational Molecular 
Biology (RECOMB), Tucson, AZ. 
CK attended and presented a poster on: 
Changhoon Kim, Chin-Hsien Tai and Byungkook Lee, “Iterative refinement of structure-
based sequence alignments by Seed Extension”. 
 

June 27 – July 2. 17th Annual International Conference on Intelligent Systems for Molecular 
Biology (ISMB) & 8th European Conference on Computational Biology (ECCB), 
Stockholm, Sweden. 
CHT attended and presented a poster on: 
Changhoon Kim, Chin-Hsien Tai and Byungkook Lee, “Iterative refinement of structure-
based sequence alignments by Seed Extension”. 
 

July 14. US - Korea Workshop on Biomedical Sciences, Vienna, VA. 
BL presented an invited talk on “Targeted delivery of anti-cancer agents”. 

 
July 24-29. The Protein Society annual meeting, Boston, MA. 

BL attended. 
 
October 11-15. The 17th Annual Microbial Genomics Conference, Rocky Gap, MD. 
 BL attended and presented a poster on: 

Inbal Yomtovian, Nuttinee Teerakulkittipong, Byungkook Lee, John Moult and Ron 
Unger, “Composition bias and the origin of ORFan genes”. 
 

November 7. Annual Bioscience and Engineering Symposium (ABES), Bethesda, MD. 
BL delivered the Keynote lecture on “Targeted delivery of anti-cancer agents”. 

 
2008 
February 2-6. 16th International Biophysics Congress (IUPAB) and Biophysical Society 52nd 

Annual Meeting (USA), Long Beach, California. 
JG attended and presented a poster on: 
Vichetra Sam, Chin-Hsien Tai, Jean Garnier, Jean-Francois Gibrat, Byungkook Lee, 
Peter J. Munson, “Towards an automatic classification of protein structural domains 
based on structural similarity”. 

 
July 19-23. 16th International Conference on Intelligent Systems for Molecular Biology (ISMB) 

and 3DSIG: Structural Bioinformatics & Computational Biophysics Satellite Meeting, 
Toronto, Canada. 
BL and CHT attended and presented 3 posters, first two at the main ISMB meeting and 
the 3rd at the 3DSIG. 
1. Vichetra Sam, Chin-Hsien Tai, Jean Garnier, Jean-Francois Gibrat, Byungkook Lee, 

Peter J. Munson, “Towards an automatic classification of protein structural domains 
based on structural similarity”. 
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2. Changhoon Kim and BK Lee, “Accuracy of structure-based sequence alignments of 
automatic methods”. 

3. Chin-Hsien Tai, James J. Vincent, Changhoon Kim and Byungkook Lee, “SE: An 
algorithm for deriving sequence alignment from superimposed structures”. 

BL chaired the 3DSIG session on “Residue level structure prediction”. 
 

October 9-11. 8th KIAS-Yonsei Conference on Protein Structure and Function, Seoul, Korea. 
BL attended and presented an invited lecture on “Assessment and improvement of the 
accuracy of structure-based sequence alignments”. 
 

2007 
January 3-7. Pacific Symposium on Biocomputing, Wailea, Maui, Hawaii. 

CHT attended and presented a poster on: 
Chin-Hsien Tai, James J. Vincent, Byungkook Lee, “SE: A New Algorithm for Deriving 
Sequence Alignment from Superimposed Structures”. 
 

July 21-25. 21st Annual Symposium of The Protein Society, Boston, MA. 
CK attended and presented a poster on: 
Changhoon Kim and BK Lee, “Accuracy of structure-based sequence alignments of 
automatic methods”. 

 
November 30 – December 2. 5th Annual Rocky Mountain Bioinformatics Conference, 

Aspen/Snowmass, Colorado. 
BL attended and presented a talk on: 
Changhoon Kim and BK Lee, “Accuracy of structure-based sequence alignments of 
automatic methods”. 
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