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Helix Strand ] Tum

Details
Helix 4-20 17
Beta strand 22-24 3 —
Beta strand 28-30 3 —
Helix -4 il —
Helix 45 — 47 3 -
Helix 51-62 12 — &
Tum 63 - 65 3 —_—
Beta strand 67 — 69 3 -
Helix 70 -84 15 N
Helix 66 — 88 3
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Molecule processing
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Arg-C proteinase Trypsin Asp-N endopeptidase + N-terminal Glu
CNBr NTCB chymotrypsin-low specificity
Clostripain Formic acid Glutamyl endopeptidase
LysC LysN Chymotrypsin-high specificity
Pepsin(pH1.3) Pepsin(pH>2) Proteinase K
Staphylococcal Thermolysin Asp-N endopeptidase

peptidase |
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<= 0.01 BEMINEET R . HP7E acetylation VR 74 8 MR, f£ cytoplasm yEREH
45 T AN EME R, [DEMO)E A 43 B 21 GO:0048667: cell morphogenesis involved in neuron
differentiation.
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Bk
tHE& KA 5 BT, 18 AW REAALE Z AL (Acetylation, pos. 40).
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FRRAREAS L F

Biological process G0:0007409 axonogenesis

G0:0048146 positive regulation of fibroblast proliferation

G0:0007165 signal transduction

Molecular function G0:0048154 S100 beta binding

G0:0005509 calcium ion binding
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