MEstRILF VAT LA

MOE7 #—5L42014/{t R 1—F—2RE

EB7TASBICKFHIY V74 TS5 HICTMOET + — 5 L2014 L K LTc. MOET + — S LTIE £,
BIEMERDRFOE—IRTERENTLS LS MOEDRH T (CCGHL) | Bttt A %2 v 7% ZT.MOE
ICBETBRFDIEY IV ZAZTRALTWET . SEIBZDORBE.6BICHTEZDEY M)A —)VICTRHEL

FLIMOEDILR I —EDRBTZHE THRELE T,

IMOEZ+—>1L2014
IDGRMMER EZBIE LA OR ZEERELZD

IR F AR I

RRAY RFMABEKE

RAZREFALTHUEERD
R MEZMOECEHMEL . E DRE
RERE|IKHESRMMER EICRIIL
feEhzCHEERES LT,

BERMEEZXRE S SXEVH
ISE (SPR) Z W CORE R B
FHREERLADSFMICETINE x N\
Lic. ZTDRERGUADCORILV—T D—E Z R BIAEIC
RARESHEDHILEC RERMELR LTS EZ,
TA-TRBORIEREEHRDOE I PIV2/ILE—F5
DEMHS BHSHITENE LT,

VN GRVNBREBISHEROIMAEE T T VIBERFE

DR ECXCRIN—F ¥ JVRY ) == T \DIHHA |

MRSHT7ILRTHA Y T E RE

REDGPCR-UH Y REEHET
JVEEFREZFDISAENICDONT
CHBIET X L.

GPCRITAEEFRIDT 2 A A
(GPCR Dock 2010) TOCXCT EAH
A VEBREAVA Y REERT Yk
FRACHNCREOEREELTT ‘ =~
JVBRFEEEMBBITE) CRNBEE L. Fe. D
FEEBOVTHRILEMD SCXCT EHA VEB/ETD
TURAZRNEN=F ¥)VRAT )= LR o
VAR )= E)100EE ey FEEEREN
Fl1e

I RERMERNAD A VAR ZE ESHERIE
ETLRRAEMICAT AR 818 Tk
JEIRIERNAT A ) VADETERR . A,
HELREDOMIZRICHITS FTERIZFD
JSRBEAIC DWW THEEEEE L,
DAIANF DENRICUET S
BUINTB (IoNO—TERTVR)
DigEEE LT BT LIFlE LT,
HSNT1EE N A > )V oAV
DANDBERMEEARNENE LTce TDTAIVADANI Y

IWFZUICBITBREDRAZRDE MR AMEITT
IO HRANER LICESIT DI EEMOETFMEL .
ERES—HLTVWBEZREEINE LT

B 0rganizing 3D Project Data for Structure-Based Drug

Design in MOE.

Chemical Computing Group Inc.
Elizabeth Sourial
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BCreating Focused Mutant Libraries for Protein
Engineering.
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-Basic Scientific Vector Language in MOE
-Designing Inhibitors with MOE SBDD Tools
+Advanced Scientific Vector Language in MOE
-Scaffold Replacement and Fragment Based Drug
Design
Protein Sequence Alignment and Homology
Models
+Small Molecule Virtual Screening and Analysis
+Analyzing and Rationalizing Protein-Protein
Interaction
-Pharmacophore Modeling for Drug Design
-Computer-Aided Biologics Design and Protein
Engineering
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1) C. A.Smith et al, PLoS One, 6, €20451 (2011).
2) http://www.skeptic.com
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