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9:30 Session 3; towards next generation antibody/protein engineering

@Greetings I35 (KBRAS: - EEEHEAH - FiR)

@Towards rational strategy for drug discovery with Al
HiRfER (7 A7 5 ANE - EFUT KA - FiR)

13:10 Session 1; biophysics and safety

@Current status and challenges in biophysical
characterizations of therapeutic antibodies
AL RRAZASRIZHRN - £UTSEREIFN 177/ 0958 - BB ER)

@Regulatory perspectives on quality and safety
of therapeutic antibodies
BHBF (EIERRBREEREA « LMD - 858

@Linking protein folding and misfolding
L IEER KRR 2 EE AR ARAZERE L ER Y9 - - BOEREHHT /N ZZWHAF - HEXE)

15:10 Session 2; current status of antibody therapeutics, engineering and Al

@®Modality/Technology combination for
Next Generation Biologics
FTERE— (PRAFSAME - I-'FTAVITEERRER ; EBR)

@Innovative cancer immunotherapy,
anti-PD-1 antibody, Nivolumab
SELLISEER UNFRB TS - ARAES REHR Yy — - BE VI —R)

@Exploiting Protein Engineering to Create
Next Generation Therapeutic Antibody
HEZ (PHUE - FSYAL—YaFILUY—FFE - FEER)

@®Machine learning-powered antibody design
for drug discovery
FALLC (PHREE - tREAR EIZREEARE - TEHRRS)

@Antibody informatics accelerated with Deep learning
BHERE (P RFSARE - ESUTHRA - SEES)

17:50 Round table discussion

Rk - —BBEfEHE  AULE

18:30 #&T

@Physical Biochemistry and Antibody Engineering:
Current Status and Future
BRET ( RRAZARZRIERARNAF IV I 7V TR B, ER)
@Library design cycle for generating functional proteins
MR R RILKXZ AR TERRR N TEEFR-HUT)

@A pursuit of non-canonical structures of antibody
A HE th (BL BTSRRI\ 1 2 X5« HILERZZERFT - BIEFZ2ERPIR)

® “Neobiologics”
- New modality of multi-functional protein biologics with simple design concept -
ERE— (KR EE SR - Z0 8L -5 FRIRFHEE -2R)

12:00-13:00 ; lunch break

13:00 Session 4; towards next generation in silico approach

REMET
(RRAZEEERFAF-ZERERY M-I EMZMALF S EENFR AR B, ER)

@Exploring designability of antibodies through
computational design
SRR RRARAZR TSR EREL TSR v 9 — 560

@Schrdédinger's approach to physics-based antibody
analysis and design

mE ¥
(Yab—F ¢V Hi—#R &4t Applications Science Group: Principal Scientist 1)

@High-throughput modeling of antibody sequence data

Daron M Standley
(RERAZHEMRAFRFME G FRHREBR Y I— 5/ LIERET D E-50%)

@Towards better explanation and generalization
in computational drug discovery

KOET
( EEEE R RERAM-ARR EERR VI - EVI—R/ )
AR EOEWREFT - BB R Y NI — T EFRRE R St E YRR E 2%

15:40 Round table discussion

BB : ERHARH

16:00 {FHIE

BEXRET (BFEEEHZE 5R)

EpSNEROPUETT () :8H25H1UI) http://www.protein.osaka-u.ac.jp/seminar/20210830-31/
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