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219 1. Flowchart of protein structure retrieval system
A, Align Structure(AS)
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B.  Generate 3D Volume(GV)
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C. Quantize 3D Volume(QV)
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18 3. Example of 3D structure space quantation

D. Extract 3D Edge(EE)
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2% 4. Ten 3D-edge patterns
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E. Make 3D edge Histogram(MH)
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1% 5. Subblocks in 3D space
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H 1. Semantics of 3D edge histogram bins

bins tics
3D_Edge[0] X axis parallel edge of subblock(0,0,0)
3D_Edge[l] Y axis parallel edge of subblock(0,0,0)
3D_Edge[2] Z axis parallel edge of subblock(0,0,0)
3D_Edge[3] Xy axis 45 degree edge of subblock(0,0,0)
3D_Edge[4] Xy axis 135 degree edge of subblock(0,0,0)
3D_Edge[5] Xz axis 45 degree edge of subblock(0,0,0)
3D_Edge[6] Xz axis 45 degree edge of subblock(0,0,0) ]
3D _Edge[7] Yz axis 45 degree edge of subblock(0,0,0)
3D_Edge[8] Yz axis 45 degree edge of subblock(0,0,0)
3D_Edge[9] Non-directional edge of subblock(0,0,0)
3D_Edge[10] X axis parallel edge of subblock(0,0,1)
3D_Edge[638] Yz axis 45 degree edge of subblock(3,3,3)
3D_Edge[639] Non-directional edge of subblock(3,3,3)
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19 6. Architecture of protein structure retrieval system
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1% 7. Retrieval interface (query protein: chain b of 1a5kb)
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1 i laSkb_ 70.000

2 | laSmb 10.1938
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4 lasnb 1 0.2243
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