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A Protein Structure Comparison by 3D Edge Histogram
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18 1. Fowchart of protein structure comparison
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C. Quantize 3D Volume(QV)
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18 3.Ten 3D-edge patterns

E. Make 3D edge Histogram(MH)

3XE MRl SIAETEE2 BN 3K FXL S2AE X,

y, z, BOZ 4X4x42 UzCHIE 4). US=HE X
=22 subblockola} otn 2 subblockOIl EHoP01 210l
N Feg 10889 X MEs Z=&SHCL SlAE
8 H &= 6403HOID1 Olg 248 24 3Xh.:| Ol XI
SIAET1O|2H Bt

(

= |
[ b

12 4. Subblocks in 3D space
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E 1. Semantics of 3D edge histogram bins

bins semantics
3D_Edge(0] X axis parallel edge of subblock{0.0,0)
3D_Edge[l] Y axis paralle! edge of subblock(0,0,0}
3D_Edge(2?) I 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_Edgel5) Xz axis 45 degree edge of subblock(0,0,0}
3D_Edge[6] Xz axis 45 degree edge of subblock(0,0.0)
3D_Edgel7] 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 paratlel edge of subblock(0,0,1)
3D_Edge([638] | Yz axis 45 degree edge of subblock(3,3.3)
3D_Edge[639] | Non-directionat edge of subblock({3,3,3)
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8 6. Retrieval result{ query protein: 1a5kb, result

protein: 1a5mb, 1a5lb, 1a5nb, Ta5ob (clockwise))
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