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Abstract: Automated extraction of proteinprotein interaction infomation fram biomedical literature is helpful when
building a protein know ledge network, predicting protein functions and designing newv drugs Thispaper presents a
method for protein-protein interaction extraction fram biomedical literature using a support vector machine (S/M).
In thismethod, besides cammon index parameters such asword features keyword features, entity distance features
and link path features, a link granmar extraction feature is used o improve precision when identifying protein-p ro-
tein interactions Experimental reaults indicated that the recall rate and the F-score of thismethod are much higher
than that of other extraction systems for the sane dataset
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Table2 Performance of usng different features
1% 1% F /%
1 * 63 5 23 4 34 2
2 * 64 2 28 5 395
3 * * 70 7 33 2 45 2
4 * * * 71 2 37. 8 49 4
5 * * * * 70 4 43 6 53 8
B ioPIExtrac- , , BioPI1S/M Extrac-
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3 4 . BioPIS/M Extractor F ,
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3 BioPIS/M Extractor BioPIExtractor IntEx BioRAT
Table3 Recall canparison among BioPISW Extractor, BioP|Extractor, IntEx and BioRAT
B ioPIS/M Extractor B ioP IExtractor IntEx BioRAT
1% 1% 1% 1%
276 70 40 156 39 80 142 26 94 79 20 31
116 19 60 236 60 20 385 73 06 310 79 69
392 100 00 392 100 00 527 100 00 389 100 00
4 BioPIS/M Extractor BioPIExtractor IntEx BioRAT
Table4 Precision canparison anmong BioPISWM Extractor, BioP IExtractor, IntEx and BioRAT
B ioPIS/M Extractor B ioP IExtractor IntEx BioRAT
1% 1% 1% 1%
672 43 60 543 55 41 262 65 66 239 55 07
869 56 40 437 44 59 137 34 34 195 44, 93
1541 100 00 980 100 00 399 100 00 434 100 00
F 53 80 46 33 38 20 29 68
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