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Antibody Therapeutics Discovery
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53 e esu SHIZ © A|AS)
A - - 71—
Mo, B8 CIZtE (ligand) ARU  kon (1/Ms) koff (1/s) KD (M) Status FITHY EWO} (Diagnosis)
o Hsl A22
Criteria: ARU (Target) = ARU (BSA) AND KD < 1E-6 1= =TT
Target 144 | GAE04 000014 | 22600 p=: | Result: Pass
Criteria: Background/MSE signal should be low
Result: Background/NSB Check: Clean
H BSA 77 N.D. Pass
Criteria: (Protein A = 50 or Protein G = 50) AND Protein L = 50
3 Protein & 3280 | 42E+04 00004 Q4E-00 p=s: | Result: Structural Integrity: Intact (Fc/Fab OK) L S —
Criteria: ARU (CD&4) = ARU (BSA) T T T T T T
Structurg Result: Pass
4 B penG 1088 | 42E+04 000058 1.4E-08 Pass ~ Structure Integrity
5 Pratein L 972 | 35E+M4 000071 2E-08 Pass
D64 Pr A Pr ProteinlL
[ D64 {FeyRl) 169 | 45E+04 00016 35E-08 Pass (coss) (Protein) (Proteint]

Criteria: RU(pH6.0) / RU{pH7.4) Ratio = 1

7 FeRn (pH 60} 6 R R ND. pee: | Result: [PK] Excellent (Long Half-life)
Criteria: RU < 20 =» Clean Profile; RU = 50 => Albumin-Binding Detected f\'

PE Rem"t: man Pm ) T T T . ? T T T T T T T T
g Fefln (pH 7.4) 14 . . D Pass : :
9 HSA, (Alburnin) 48 - - N.D. pass ~ PK
Criteria: ARU (CD16a_V) = ARU (CD16b) AND ARU (CD16a_F) = ARU (CD16b)
- :
10 €D16z (V158) 321 | 59E+4 0.0054 9.1E-08 p=s: | Result: High ADCC Potential AR {p )
Criteria: CD16b < 20 RU (or = 3=baseline noise)
Effector Result: Low Meutrophil Binding (Safe)
1 CD16= (F158) 533 | 46E+04 002 44E-07 Pass
12 CD16b (NAT) 19 - - Low Binding | Pass . . | . . . . . .
Criteria: ARU (CD32a H131) > ARU (CD32b) AND ARU (CD32a R131) > ARU (CD32b)
13 €D32a (H) 85 | - - Steady-state | Pass - e
o Result: Typical IgG1 Binding Profile confirmed. — Effector
14 = | piza (R 63 | - - Steady-state | Pass
15 cp3zb 36 - - Stesdy-state | Pass CD16a(F)| Di6a(v)| [cD16b(NAL)|
| I I | f\'
) ) A —
T T T T T T - - -
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RES U lt g u i d e 3. Pharmacokinetics (PK)

7|& FcRn (pH6.0) > FcRn (pH7.4)

Pass FcRnOj| CHt pH 2|&X Z%H(pH-dependent binding) M7 L| & 0|
Y4 AseS oojgLct EUpH 7.4) 0= 6HE|E|_T'_ Q==
(pH 6.0) Lo M= AEStA J(H-fv_\-ﬁ._(Recyclmg El= S={0] Ei=sh
L|Ct.

Fail pH 740l M= FcRnOf| 28 U7 LtSlow dlssoaatlon) pH 6.00]
M Zet=0| o5t 2|AE0AM 22 =E0| &L

1. Target Specificity 4. Effector

/== Target > BSA, Target K, < 1e® M (Cutoff affinitye= 28 7Is) 71E CD16a(V/F) > CD16b

Pass el 7HH FH(Fv)O| EFA 01| E = (Epitope) 0| =2 Lot== Pass NKHIi 2d &M 2 CD16a0] Lot 4ot Aets =Holoh AY
ZAgteS oln|tL|Ct. BSA thEF CfH| =& =X|= H|E0|X Z% L|Ct 3] v158/F158 Chaof 2t |810I =2 2g2 Qe
(Off-target binding) 2|23 7} H28 A|AtEHL|C Xt (Broad patient coverage)OA 2| 252 2|0|gL|Ct

Fail 7tH JHo| AotH0| ALY, ad 42 S0 2ot HIE0|H Fail F 22|19 E2(53]| Fucose)’t ADCC &d2 Ndliste UAS Its
S50| ZeS onjghLLt. 0| ALt

2. Structure & Integrity 5. Safety

AES Protein A/G/L > 50RU, CD64 > BSA 7|& CD32a(H/R) > CD32b

Pass M| o] At L& (Quaternary structure) 7t QP M S S=EptLICH £ Pass 2gd +=&8H|(CD32a)5 ¢t HA 20| X +=EH|(CD32b)0f 2
S| DEISE 28249 CDe4= Fc :rwcyf X3S 2 0] Qoo s 8 &S| =H(Check-and-balance)=| 2 UASS o|0|TtL Ct,
otEz, Ol Mz & 78X &H'e SAHYLICH

: " S - N Fail AKX +=&H|(CD32b)ofl LD 20| LT ZotH 250| <4 %A
Fail M 2 Gafi=(Glycosylation) I HAO[Lt Fc 29[ THYE Z 3| Lt H|-_|':_|.|§ S 224 0 |_-|_|:-f _:'I-l:[:gla_;r_ll-(zl o o E|°¢__—_Lycf ol& L]

(Degradation) 7ts-0| S L|Ch c}.



	슬라이드 1
	슬라이드 2
	슬라이드 3
	슬라이드 4
	슬라이드 5
	슬라이드 6
	슬라이드 7

