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Frag-K

* a protein structural dictionary

e composed of a set of backbone fragments ranging from 4 to 20
residues

o effectively distinguish between major protein folds

e ~400 4- to 20-residue Frag-K fragments is capable of classifying major
SCOP folds with high accuracy



Generation of Frag-K Library
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fragments for fold classification
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Top-200 most effective Fold-Keys
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d4maka_ d.58: Ferredoxin-like
alpha-+beta sandwich with antiparallel beta-sheet;
(beta-alpha-beta), 0.51A.

d4j20a_ a.3: Cytochrome
core: 3 helices; folded leaf, opened, 0.64A.

d1dp7p_a.4: DNA/RNA-binding 3-helical bundle
core: 3-helices; bundle, closed or partly opened, right-
handed twist; up-and down, 1.41A.

dir7ja_a.4: DNA/RNA-binding 3-helical bunc
core: 3-helices; bundle, closed or partly opene
right-handed twist; up-and down, 1.27A

d2ve8a_ a.4: DNA/RNA-binding 3-helical bundle

core: 3-helices; bundle, closed or partly opened, right-
handed twist; up-and down, 0.40A.
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dllslal a.24: Four-helical up-and-down bund
core: 4 helices; bundle, closed or partly opened,
handed twist; up-and-down, 0.39A.

d3uzgb_ b.1: Immunoglobulin-like beta-sandwich
sandwich; 7 strands in 2 sheets; Greek-key, 1.78A

d3einal c.47: Thioredoxin fold core: 3 layers, a/
mixed beta-sheet of 4 strands, order 4312; stran
antiparallel to the rest, 0.65A.



