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Technical Developments in High-throughput Protein Expression

HA7EA] g o] By o AL TR o) T J]eAF olAlE XA A Ee] ¢lES 7159 annotationg '@olA
o] &% bottleckneck & Fo}lt}h whebA human genome & FZE ulelo 23 7|=d U o] E&F0|tk I o] fEAE
2 fesEE MEE drug target®] validation, 25§ w2 g ] FRE ThEo } JieAt MEHT o go] BERo] gl
o] A& M g Ao screening HWHE 7] fAsiM = 2w FZ2E FA O] 7159 5o © £ parameter
W Ay 2S00 g sk e il AlFstT o]7] m&ojth.

(198 1). Z &l 2 A AL 712 (High-throughput protein expression;

thef 35,0007) o]Ate g &d#A 20+ human genome] 7| HT protein expresion)< microarray-8 Tz A4t 2 A

SATF7} SF post-genome A7) FLF challenge T ol A Aol A% AFATAA Y 5 Ak F oW F
Atk @A) FAH NDAT 9% BLAST searchs F42 A% /)55 ol HF 42 v 15AT U H9l

3 o 60% FEe] fAl el Fli5e] fEEel otk oZ @4s7] W]tk
Ty Yuix 40%e] dEliE 715S HE BET Qe 4
o] TH1].

Structure / Function
Analysis
Generic Protein Drugs 15
10 Platform Technology for
5 . .
0 Functional Proteins:

82-89 90-92 93-95 96-98

3.000:10,000 I F> Newly Emerging
Bottleneck for Post-

Genome Research
-~ |

Targets for New Drug
Development

Drug Screening:
In silico and in vitro

3% 1. 234 ©E A217]< 3 post-genome A7 A



Bl

High-throughput cloning
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Recombination cloning ~Cre-loxP system(Creator system) Invitrogen Clontech 11, 13
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—Ni-NTA magnetic agarose bead . .
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