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A method of extracting interaction sentence
from protein structure literature
considering connection between sentences
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With the development of protein structure analysis, the information about pood PDB(Proteln Data Bank) poobobubouoboobooouooouon
protein function and interaction is described in a lot of literatures. In this paper, goooooooooooooooooooboooooooooooooooooooog
we propose a method to extract interaction sentences from the literature using
machine learning based approach. By focusing on the case that a piece of inter- boboouubbbbboboubooodguooooouooboogoooooon

action information is described on multiple sentences, we achived the extraction ooo0O00oo0ooooooo®no

of interaction sentences considering the relationship between sentences. . o o . . .
“A zinc-binding site is formed from side-chains of AspH56 and LysH48 from one Fab and His

L49 from a symmetry-related molecule. Binding of this zinc ion may, in part, be responsible

for movement of the side-chain of His L.49, which is located in the hapten-binding pocket, from
L.oobn its position in 17ES8.”
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11 apnn
oo Precision(%)  Recall(%) F O (%)
oo 1 87.55 68.72 77.00
oo 2 82.03 80.33 81.17

“In the normal course of activation, the peptide bond between Argl5 (or Lys 15) and Ile 16
(or Vall6) [chymotrypsinogen numbering (13)] is cleaved to give rise to a new N-terminal seg-
ment NH3+-Ile/Vall6-Xxx-Xxx-Gly19. This segment inserts into the body of the proteinase,
allowing formation of a buried salt bridge between the free amino terminus and the carboxylate
group of Aspl94, which is relocated from a solvent-exposed position close to the active site to
an internal position at the base of the Ile16 pocket.”
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“In addition, a histidine residue interacts with the phosphonate oxygen atoms in each of the
structures.”

00000 a histidine residue 0 00 000 00O O O O the phosphonate oxygen atoms
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