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MATRIX f
ivers Vascot Search Results

User b

Email : ytanaka@fmsrsa.fukui-med.ac.jp

Search title

Database : HCBInr 20060729 (3822560 sedquences; 1317468070 residues)

T axonomy : Homo sapiens (human) (148861 segquences)

Timest amp : 4 Aug 2006 at 06:07:48 GMT

Top Score : 174 for gi|55669910, Chain A, Crystal Structure 0f The Ga Module

Probabilicy Based Mowse Score

Protein score is - 10*Log(P), where P is the probability that the observed match is a random event.
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Protein scores greater than 64 are significant (p<0.05).
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