B AE
07 % 45 Fr 2F -3 A B0 A S EIAE 4

2. FEIMEE R EE 7] DU A A SBERETER? (4 47)
(a)Gene Ontology
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(c)GenBank
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(a)normalization

{b)clustering

(c)hybridization

(d)yimage processing
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(a)NMR

(b)prediction

(c)x-ray crystallography

(d)sequencing
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4 FHAFFE comparative genomics (8 43)
5 FHERPINE AR B 1% (£ &1 {'E FH (post translational modification) = (10 43°)
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