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Table D. Comparison of different relation extraction approaches on test corpus.

NonSpMiR-D NonSpMiR-GP SpMiR-D SpMiR-GP

RE approaches R P F1 R P F1 R P F1 R P F1

Co-occurrence 1.00 0.20 0.34 1.00 0.28 0.44 1.00 0.41 0.58 1.00 0.53 0.69
Tri-occurrence 1.00 0.35 0.51 1.00 0.41 0.58 1.00 0.50 0.66 1.00 0.58 0.73
ProMiner NER 0.49 0.3 0.38 0.87 0.36 0.51 0.52 0.38 0.44 0.45 0.41 0.43

Machine Learning Approaches

LIBLINEAR 0.51 0.56 0.53 0.64 0.57 0.60 0.73 0.62 0.67 0.87 0.68 0.76
SVM 0.49 0.55 0.52 0.63 0.56 0.59 0.73 0.61 0.66 0.86 0.68 0.76
Naive Bayes 0.60 0.52 0.56 0.75 0.57 0.65 0.65 0.62 0.63 0.90 0.64 0.75
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Fig. 3. Comparison of different relation extraction approaches.

• Tri-occurrence based approach was applied for Specific MiRNAs-
disease (Alzheimer Disease only) interacting entity classes over
whole MEDLINE.

The result file (tab separated) contained information of the
PMID, interacting Specific miRNAs and disease mentions, the
relation term, and the sentence.

• Entries in this file were manually curated to remove false
positives.

Comparison of our results with the miR2Disease results are shown
in Table E. An entry in our result file was considered as a true positive,
if the interacting entities identified in a particular abstract exists in
the miR2Disease entries. From the result table we observe that with
our approach, content of miR2Disease database can be increased by
nearly 3 times. This approach reduces the effort involved in

the identification of abstracts (and sentences) depicting miRNAs-
disease relationship and reduces the time required to read articles.

Discussion For ....describe what you have found .... We compared
the found relations with the contend of another automatic generated
database miRSel containing gene miRNA relations. Since we focused
on disease related gene - miRSel we can not directly compare to
the contend of miRSel because there is no possibility to search the

database using the disease and miRNA pair or even just disease
name. Thus we compared for a set of abstracts retrieved with the
query (Alzheimer, parkinson or epilepsy) and miRNA and test if the
PMIDs are contained in miRSel.

we hae to discuss this again
Thus, I compared for individual disease files I generated

(Alzheimer, parkinson and epilepsy). I took each individual PMID
and searched in miRSel. Compared the triplets(miRNA-relation
trigger-gene/proteins) from my file if they are occurring in MiRSEL.
If miRSel identified more relations which my approach could not, I
have added it them to the sum of relations identified by miRSel in
the table.

mir2Disease database contains about 28 evidences from 9 articles
containing information on miRNAs-Alzheimer disease relations.
Among these only 14 evidences were obtained from the abstracts,
50% of all the evidences. Out of the 28 evidences, 16 were extracted
from a one full text document (PMID: 18434550). Only 2 evidences
were identified at abstract level among these 16 evidences. Overall,
about 26 miRNAs were identified by miR2Disease database which
are in relation with Alzheimer disease.

Our approach was applied only at the sentence level. From the
comparison results, it is observed that our approach has 3-fold
increase in miRNAs-disease relation information when compared
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