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22740 An Introductory Guide to Aligning Networks Using SANA, the Simulated Annealing Network Aligner.
Methods in Molecular Biology, 2020, 2074, 263-284. 0.4 3

22741 Effects of Functional Bias on Supervised Learning of a Gene Network Model. Methods in Molecular
Biology, 2009, 541, 463-475. 0.4 12

22742 Computational Representation of Biological Systems. Methods in Molecular Biology, 2009, 541, 535-549. 0.4 4

22743 Prediction of Proteinâ€“Protein Interactions: A Study of the Co-evolution Model. Methods in
Molecular Biology, 2009, 541, 61-88. 0.4 6

22744 Integrated Analysis of Microarray Results. Methods in Molecular Biology, 2007, 382, 429-437. 0.4 1

22745 MitoP2, an Integrated Database for Mitochondrial Proteins. Methods in Molecular Biology, 2007, 372,
573-586. 0.4 11

22746 Interpreting Microarray Results With Gene Ontology and MeSH. Methods in Molecular Biology, 2007,
377, 223-241. 0.4 24

22747 Incorporation of Gene Ontology Annotations to Enhance Microarray Data Analysis. Methods in
Molecular Biology, 2007, 377, 243-254. 0.4 17

22748 Protein Subcellular Localization Prediction Using Artificial Intelligence Technology. Methods in
Molecular Biology, 2008, 484, 435-463. 0.4 25

22749 Computational Prediction of Subcellular Localization. , 2007, 390, 429-466. 41

22750 Microarray Analysis. Methods in Molecular Biology, 2007, 404, 409-430. 0.4 22

22751 Mining Expressed Sequence Tag (EST) Libraries for Cancer-Associated Genes. Methods in Molecular
Biology, 2009, 576, 89-98. 0.4 2

22752 Association Analysis for Large-Scale Gene Set Data. Methods in Molecular Biology, 2007, 408, 19-33. 0.4 9

22753 Neural Networks Predict Protein Structure and Function. Methods in Molecular Biology, 2008, 458,
198-225. 0.4 8

22754 EST Processing: From Trace to Sequence. Methods in Molecular Biology, 2009, 533, 189-220. 0.4 3

22755 Developing an Ontology. Methods in Molecular Biology, 2008, 452, 111-124. 0.4 9

22756 Algorithms and Methods for Correlating Experimental Results with Annotation Databases. Methods
in Molecular Biology, 2010, 593, 315-340. 0.4 2



1224

Citation Report

# Article IF Citations

22757 Bioinformatics/Biostatistics: Microarray Analysis. Methods in Molecular Biology, 2012, 823, 347-358. 0.4 14

22758 Bioinformatic Tools for Identifying Disease Gene and SNP Candidates. Methods in Molecular Biology,
2010, 628, 307-319. 0.4 55

22759 Text Mining. Methods in Molecular Biology, 2008, 453, 471-491. 0.4 5

22760 Isolation Independent Methods of Characterizing Phage Communities 2: Characterizing a Metagenome.
Methods in Molecular Biology, 2009, 502, 279-289. 0.4 11

22761 Semantic Data Integration and Knowledge Management to Represent Biological Network Associations.
Methods in Molecular Biology, 2009, 563, 241-258. 0.4 29

22762 Human Protein Reference Database and Human Proteinpedia as Discovery Tools for Systems Biology.
Methods in Molecular Biology, 2009, 577, 67-79. 0.4 245

22763 Microarray Data Analysis. Methods in Molecular Biology, 2011, 678, 27-43. 0.4 8

22764 Utilizing Saccharomyces Cerevisiae to Identify Aneuploidy and Cancer Susceptibility Genes. Methods in
Molecular Biology, 2010, 653, 73-85. 0.4 1

22765 Computational Identification of Plant Transcription Factors and the Construction of the PlantTFDB
Database. Methods in Molecular Biology, 2010, 674, 351-368. 0.4 16

22766 Practical Computational Methods for Regulatory Genomics: A cisGRN-Lexicon and cisGRN-Browser for
Gene Regulatory Networks. Methods in Molecular Biology, 2010, 674, 369-399. 0.4 4

22767 Protein-Centric Data Integration for Functional Analysis of Comparative Proteomics Data. Methods in
Molecular Biology, 2011, 694, 323-339. 0.4 3

22768 Reactome Knowledgebase of Human Biological Pathways and Processes. Methods in Molecular
Biology, 2011, 694, 49-61. 0.4 84

22769 A Tutorial on Protein Ontology Resources for Proteomic Studies. Methods in Molecular Biology, 2011,
694, 77-90. 0.4 4

22770 Text Mining for Systems Modeling. Methods in Molecular Biology, 2011, 696, 305-318. 0.4 5

22771 High-Throughput Analyses and Curation of Protein Interactions in Yeast. Methods in Molecular
Biology, 2011, 759, 381-406. 0.4 5

22772 In Silico Protein Motif Discovery and Structural Analysis. Methods in Molecular Biology, 2011, 760,
341-353. 0.4 2

22773 Microarray-Based Genetic Footprinting Strategy to Identify Strain Improvement Genes after
Competitive Selection of Transposon Libraries. Methods in Molecular Biology, 2011, 765, 83-97. 0.4 1

22774 Predicting Node Characteristics from Molecular Networks. Methods in Molecular Biology, 2011, 781,
399-414. 0.4 5



1225

Citation Report

# Article IF Citations

22775 Network Analysis and Protein Function Prediction with the PRODISTIN Web Site. Methods in
Molecular Biology, 2012, 804, 313-326. 0.4 2
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22796 Functional Annotation of Differentially Regulated Gene Set Using WebGestalt: A Gene Set Predictive
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2011, , 473-482. 1.0 0
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25238 World Wide Web. , 2013, , 2356-2361. 0

25239 Ontology Analysis of Biological Networks. , 2013, , 1561-1562. 0

25240 Automated Term Recognition. , 2013, , 57-59. 0

25241 Improving Classification Accuracy Using Gene Ontology Information. Communications in Computer
and Information Science, 2013, , 171-176. 0.4 0
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25262 METHODOLOGIES FOR THE CREATION OF SEMANTIC DATA. , 2014, , 185-215. 1

25263 Protein Network for Associating Genes with Dementia. International Journal of Computer
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