
Zheng Wang - Publications 

1. Liu, T. and Wang, Z. (2018) SOV_refine: A further refined definition of segment overlap 

score and its significance for protein structure similarity. Source Code for Biology and 
Medicine, 13:1, https://doi.org/10.1186/s13029-018-0068-7. 

2. Wang, Z., Zhao, C., Wang, Y., Sun, Z., and Wang, N. (2018) PANDA: Protein function 

prediction using domain architecture and affinity propagation. Scientific Reports, 8, 

doi:10.1038/s41598-018-21849-1. 

3. Liu, T. and Wang, Z. (2017) scHiCNorm: A software package to eliminate systematic 

biases in single-cell Hi-C data. Bioinformatics, 34:6, 1046-1047. 

4. Jiang Y, Oron TR, Clark WT, Bankapur AR, D'Andrea D, Lepore R, Funk CS, Kahanda I, 

Verspoor KM, Ben-Hur A, Koo da CE, Penfold-Brown D, Shasha D, Youngs N, Bonneau R, 

Lin A, Sahraeian SM, Martelli PL, Profiti G, Casadio R, Cao R, Zhong Z, Cheng J, Altenhoff 

A, Skunca N, Dessimoz C, Dogan T, Hakala K, Kaewphan S, Mehryary F, Salakoski T, 

Ginter F, Fang H, Smithers B, Oates M, Gough J, Trnen P, Koskinen P, Holm L, Chen CT, 

Hsu WL, Bryson K, Cozzetto D, Minneci F, Jones DT, Chapman S, Bkc D, Khan IK, Kihara 

D, Ofer D, Rappoport N, Stern A, Cibrian-Uhalte E, Denny P, Foulger RE, Hieta R, Legge 

D, Lovering RC, Magrane M, Melidoni AN, Mutowo-Meullenet P, Pichler K, Shypitsyna A, Li 

B, Zakeri P, ElShal S, Tranchevent LC, Das S, Dawson NL, Lee D, Lees JG, Sillitoe I, Bhat 

P, Nepusz T, Romero AE, Sasidharan R, Yang H, Paccanaro A, Gillis J, Sedeo-CortA E, 

Pavlidis P, Feng S, Cejuela JM, Goldberg T, Hamp T, Richter L, Salamov A, Gabaldon T, 

Marcet-Houben M, Supek F, Gong Q, Ning W, Zhou Y, Tian W, Falda M, Fontana P, 

Lavezzo E, Toppo S, Ferrari C, Giollo M, Piovesan D, Tosatto SC, Del Pozo A, FernA 

Andez JM, Maietta P, Valencia A, Tress ML, Benso A, Di Carlo S, Politano G, Savino A, 

Rehman HU, Re M, Mesiti M, Valentini G, Bargsten JW, van Dijk AD, Gemovic B, Glisic S, 

Perovic V, Veljkovic V, Veljkovic N, Almeida-E-Silva DC, Vencio RZ, Sharan M, Vogel J, 

Kansakar L, Zhang S, Vucetic S, Wang Z, Sternberg MJ, Wass MN, Huntley RP, Martin 

MJ, O'Donovan C, Robinson PN, Moreau Y, Tramontano A, Babbitt PC, Brenner SE, Linial 

M, Orengo CA, Rost B, Greene CS, Mooney SD, Friedberg I, Radivojac P (2016) An 

expanded evaluation of protein function prediction methods shows an improvement in 

accuracy. Genome Biology 17:184, DOI: 10.1186/s13059-016-1037-6. 

https://scfbm.biomedcentral.com/articles/10.1186/s13029-018-0068-7
https://scfbm.biomedcentral.com/articles/10.1186/s13029-018-0068-7
https://www.nature.com/articles/s41598-018-21849-1
https://www.nature.com/articles/s41598-018-21849-1
https://academic.oup.com/bioinformatics/advance-article/doi/10.1093/bioinformatics/btx747/4653697?guestAccessKey=40f9c103-298c-4108-be22-58fc2a73651f
https://academic.oup.com/bioinformatics/advance-article/doi/10.1093/bioinformatics/btx747/4653697?guestAccessKey=40f9c103-298c-4108-be22-58fc2a73651f
https://genomebiology.biomedcentral.com/articles/10.1186/s13059-016-1037-6
https://genomebiology.biomedcentral.com/articles/10.1186/s13059-016-1037-6
https://genomebiology.biomedcentral.com/articles/10.1186/s13059-016-1037-6


5. Liu, H., Li, J., Koirala, P., Ding, X., Chen, B., Wang, Y., Wang, Z., Wang, C., Zhang, X., 

and Mo, Y. (2016) Long non-coding RNAs as prognostic markers in human breast 

cancer. Oncotarget, DOI: 10.18632/oncotarget.7828. 

6. Liu, T., Wang, Y., Eickholt, J., Wang, Z. (2016) Benchmarking deep networks for predicting 

residue-specific quality of individual protein models in CASP11. Scientific Reports, 5, 

19301; doi: 10.1038/srep19301. 

7. Wang, Y., Liu, T., Xu, D., Shi, H., Zhang, C., Mo, Y. Wang, Z. (2016) Predicting DNA 

methylation state of CpG dinucleotide using genome topological features and deep 

networks. Scientific Reports, 6, 19598; doi: 10.1038/srep19598. 

8. Eickholt, J., Wang, Z. (2014) PCP-ML: Protein characterization package for machine 

learning. BMC Research Notes, 7:810. 

9. Cao, R., Wang, Z. (co-first author), Wang, Y., and Cheng, J. (2014) SMOQ: a tool for 

predicting the absolute residue-specific quality of a single protein model with support vector 

machines. BMC Bioinformatics, 15:120. 

10. Cao, R., Wang, Z., and Cheng, J. (2014) Designing and evaluating the MULTICOM protein 

local and global model quality prediction methods in the CASP10 experiment. BMC 
Structural Biology, 14:13. 

11. Taylor, K., Briley, A., Wang, Z., Cheng, J., Shi, H., and Caldwell, C (2013) Aberrant 

epigenetic gene regulation in lymphoid malignancies. Seminars in Hemathology, 50(1), 

38-47. 

12. Wang, Z., Cao, R., Taylor K., Briley A., Caldwell C., and Cheng, J. (2013) The properties of 

genome conformation and spatial gene interaction and regulation networks of normal and 

malignant human cell types. PLoS ONE, 8(3): e58793. doi:10.1371/journal.pone.0058793. 

13. P. Radivojac, W. Clark, T.B. Oron, A.M. Schnoes, T. Wittkop, A. Sokolov, K. Graim, C. 

Funk, K. Verspoor, A. Ben-Hur, G. Pandey, J.M. Yunes, A.S. Talwakar, S. Repo, M.L. 

Souza, D. Piovesan, R. Casadio, Z. Wang, J. Cheng, H. Fang, J. Gough, P. Koskinen, P. 

Toronen, J. Nokso-Koivisto, L. Holm, D. Cozzetto, D.W. Buchan, K. Bryson, D.T. Jones, B. 

Limaye, H. Inamdar, A. Datta, S.K. Manjari, R. Joshi, M. Chitale, D. Kihara, A.M. Lisewski, 

S. Erdin, E. Venner, O. Lichtarge, R. Rentzsch, H. Yang, A.E. Romero, P. Bhat, A. 

Paccanaro, T. Hamp, R. Kassner, S. Seemayer, E. Vicedo, C. Schaefer, D. Achten, F. 

Auer, A. Bohm, T. Braun, M. Hecht, M. Heron, P. Honigschmid, T. Hopf, S. Kaufmann, M. 

Kiening, D. Krompass, C. Landerer, Y. Mahlich, M. Roos, J. Bjorne, T. Salakoski, A. Wong, 

H. Shatkay, M.N. Wass, M.J.E. Sternberg, N. Skunca, F. Supek, M. Bosnjak, P. Panov, S. 

Dzeroski, T. Smuc, Y.A.I. Kourmpetis, A.D.J. van Dijk, C.J.F. ter Braak, Y. Zhou, Q. Gong, 

http://www.impactjournals.com/oncotarget/index.php?journal=oncotarget&page=article&op=view&path%5b%5d=7828&pubmed-linkout=1
http://www.impactjournals.com/oncotarget/index.php?journal=oncotarget&page=article&op=view&path%5b%5d=7828&pubmed-linkout=1
http://www.nature.com/articles/srep19301
http://www.nature.com/articles/srep19301
http://www.nature.com/articles/srep19598
http://www.nature.com/articles/srep19598
http://www.nature.com/articles/srep19598
http://www.biomedcentral.com/1756-0500/7/810
http://www.biomedcentral.com/1756-0500/7/810
http://www.biomedcentral.com/1471-2105/15/120/abstract
http://www.biomedcentral.com/1471-2105/15/120/abstract
http://www.biomedcentral.com/1471-2105/15/120/abstract
http://www.biomedcentral.com/1472-6807/14/13
http://www.biomedcentral.com/1472-6807/14/13
http://www.seminhematol.org/article/S0037-1963%2813%2900004-8/abstract
http://www.seminhematol.org/article/S0037-1963%2813%2900004-8/abstract
http://www.plosone.org/article/info%3Adoi%2F10.1371%2Fjournal.pone.0058793
http://www.plosone.org/article/info%3Adoi%2F10.1371%2Fjournal.pone.0058793
http://www.plosone.org/article/info%3Adoi%2F10.1371%2Fjournal.pone.0058793


X. Dong, W. Tian, M. Falda, P. Fontana, E. Lavezzo, B.D. Camillo, S. Toppo, L. Lan, N. 

Djuric, Y. Guo, S. Vucetic, A. Bairoch, M. Linial, P.C. Babbitt, S.E. Brenner, C. Orengo, B. 

Rost, S.D. Mooney, I. Friedberg (2013) A large-scale evaluation of computational protein 

function prediction. Nature Methods, 10, 221-227. 

14. Wang, Z., Cao, R., and Cheng, J. (2013) Three-level protein function prediction by 

integrating homology search and domain co-occurrence networks. BMC Bioinformatics, 

14:S3. 

15. Cheng, J., Eikholt, J., Wang, Z., and Deng, X. (2012) Recursive protein modeling: A divide 

and conquer strategy for protein structure prediction and its case Study in CASP9, Journal 
of Bioinformatics and Computational Biology, 10(3), 1242003. 

16. Cheng, J., Li, J., Wang, Z., Eickholt, J., and Deng, X. (2012) The MULTICOM toolbox for 

protein structure prediction. BMC Bioinformatics, 13:65, doi:10.1186/1471-2105-13-65.

 
17. Zhang, X.C., Wang, Z. (co-first author), Le, M.H., Zhang, X., Sun, J., Xu, D., Cheng, J., and 

Stacey, G. (2012) Evolutionary dynamics of protein domain architecture in plants. BMC 
Evolutionary Biology, 12:6. 

18. Wang, Z. and Cheng, J. (2011) An iterative self-refining and self-evaluating approach for 

protein model quality estimation. Protein Science, 21(1), 142-151. 

19. Wang, Z., Eickholt, J., and Cheng, J. (2011) APOLLO: A quality assessment service for 

single and multiple protein models. Bioinformatics, 27(12), 1715-1716. 

20. Wang, Z., Zhang, X.-C., Le, M. H., Xu, D., Stacey, G., and Cheng, J. (2011) A protein 

domain co-occurrence network approach for predicting protein function and inferring 

species phylogeny. PLoS ONE, 6(3): e17906. 

21. Joshi, T., Patil, K., Fitzpatrick, M.R., Franklin, L.D., Yao, Q., Wang, Z., Libault, M., 

Brechenmacher, L., Valiyodan, B., Wu, X., Cheng, J., Stacey, G., Nguyen, H., and Xu, D. 

(2011) Soybean knowledge base (SoyKB): A web resource for soybean translational 

genomics. BMC Genomics, 13(Suppl 1):S15, doi:10.1186/1471-2164-13-S1-S15. 

22. Eickholt, J., Wang, Z., and Cheng, J. (2011) A conformation ensemble approach to protein 

residue-residue contact. BMC Structural Biology, 11:38.  

23. Wang, Z., Eickholt, J., and Cheng, J. (2010) MULTICOM: A multi-level combination 

approach to protein structure prediction and its assessments in CASP8. Bioinformatics, 

26, 882-888. 

24. Lin, G.N., Wang, Z., Xu, D., and Cheng, J. (2010) SeqRate: Sequence-based protein 

folding type classification and rates prediction. BMC Bioinformatics, 11(Suppl 3):S1. 

http://www.nature.com/nmeth/journal/v10/n3/full/nmeth.2340.html
http://www.nature.com/nmeth/journal/v10/n3/full/nmeth.2340.html
http://www.biomedcentral.com/1471-2105/14/S3/S3?fmt_view=classic
http://www.biomedcentral.com/1471-2105/14/S3/S3?fmt_view=classic
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3622867/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3622867/
http://www.biomedcentral.com/1471-2105/13/65
http://www.biomedcentral.com/1471-2105/13/65
http://www.biomedcentral.com/1471-2148/12/6/abstract
http://onlinelibrary.wiley.com/doi/10.1002/pro.764/abstract
http://onlinelibrary.wiley.com/doi/10.1002/pro.764/abstract
http://bioinformatics.oxfordjournals.org/content/27/12/1715
http://bioinformatics.oxfordjournals.org/content/27/12/1715
http://www.plosone.org/article/info%3Adoi%2F10.1371%2Fjournal.pone.0017906
http://www.plosone.org/article/info%3Adoi%2F10.1371%2Fjournal.pone.0017906
http://www.plosone.org/article/info%3Adoi%2F10.1371%2Fjournal.pone.0017906
http://www.biomedcentral.com/1471-2164/13/S1/S15
http://www.biomedcentral.com/1471-2164/13/S1/S15
http://www.biomedcentral.com/1472-6807/11/38
http://www.biomedcentral.com/1472-6807/11/38
http://bioinformatics.oxfordjournals.org/content/26/7/882
http://bioinformatics.oxfordjournals.org/content/26/7/882
https://bmcbioinformatics.biomedcentral.com/articles/10.1186/1471-2105-11-S3-S1
https://bmcbioinformatics.biomedcentral.com/articles/10.1186/1471-2105-11-S3-S1


25. Wang, Z., Libault, M., Joshi, T., Valliyodan, B., Nguyen, H., Xu, D., Stacey, G., and Cheng, 

J. (2010) SoyDB: A knowledge database of soybean transcription factors. BMC: Plant 
Biology, 10:14.  

26. Wang, Z., Tegge, A.N., and Cheng, J. (2009) Evaluating the absolute quality of a single 

protein model using structural features and support vector machines. Proteins, 75, 638-

647. 

27. Tegge, A.N., Wang, Z. (co-first author), Eickholt, J., and Cheng, J. (2009) NNcon: 

Improved protein contact map prediction using 2D-recursive neural networks. Nucleic 
Acids Research, 37(Web Server issue), W515-8. 

28. Cheng, J., Wang, Z., Tegge, A.N., and Eickholt, J. (2009) Prediction of global and local 

quality of CASP8 models by MULTICOM series. Proteins, 77(Suppl 9), 181-184. 

Conference proceedings 
1. Joshi, T., Patil, K., Fitzpatrick, M.R., Franklin, L.D., Yao, Q., Wang, Z., Libault, M., 

Brechenmacher, L., Valiyodan, B., Wu, X., Cheng, J., Stacey, G., Nguyen, H., and Xu, D. 

(2011) Soybean knowledge base (SoyKB): A web resource for soybean translational 

genomics. The Tenth Asia Pacific Bioinformatics Conference, Melbourne, Australia. 

2. Cheng, J., Eickholt, J., Wang, Z., and Deng, X. (2011) Recursive protein modeling: a divide 

and conquer strategy for protein structure prediction and its case study in 

CASP9. Computational Structural Bioinformatics Workshop (CSBW), Atlanta, GA, USA. 

3. Lin, G.N., Wang, Z., Xu, D., and Cheng, J. (2010) SeqRate: Sequence-based protein 

folding type classification and rates prediction. IEEE International Conference on 

Bioinformatics and Biomedicine (BIBM), Washington D.C., USA. 

4. Cheng, J., Wang, Z., and Pollastri, G. (2008) A neural network approach to ordinal 

regression. International Joint Conference on Neural Networks (IJCNN), Hong Kong, 2008. 

Book chapters 
1. Wang, J., Luttrell, J., Zhang, N., Khan, S., Shi, N., Wang, M., Kang, J., Wang, Z., Xu, D. 

(2016) Exploring human diseases and biological mechanisms by protein structure 

prediction and modeling, Translational Biomedical Informatics: A Precision Medicine 

Perspective, Vol. 939, Shen, R, Tang, H, and Jiang, X., Springer. 

2. Tegge, A.N., Wang, Z., and Cheng, J. (2009) Integrative protein fold recognition by 

alignments and machine learning. Protein Structure Prediction: Method and Algorithms, 

Rangwala, H., and Karypis, G., Wiley. 

http://www.biomedcentral.com/1471-2229/10/14
https://onlinelibrary.wiley.com/doi/abs/10.1002/prot.22275
https://onlinelibrary.wiley.com/doi/abs/10.1002/prot.22275
https://academic.oup.com/nar/article/37/suppl_2/W515/1130475
https://academic.oup.com/nar/article/37/suppl_2/W515/1130475
https://onlinelibrary.wiley.com/doi/abs/10.1002/prot.22487
https://onlinelibrary.wiley.com/doi/abs/10.1002/prot.22487
http://www.biomedcentral.com/1471-2164/13/S1/S15
http://www.biomedcentral.com/1471-2164/13/S1/S15
http://www.cs.miami.edu/home/zwang/files/recursive_protein_modeling_BIBM_workshop_3-final.pdf
http://www.cs.miami.edu/home/zwang/files/recursive_protein_modeling_BIBM_workshop_3-final.pdf
http://www.cs.miami.edu/home/zwang/files/recursive_protein_modeling_BIBM_workshop_3-final.pdf
http://www.biomedcentral.com/content/pdf/1471-2105-11-s3-s1.pdf
http://www.biomedcentral.com/content/pdf/1471-2105-11-s3-s1.pdf
http://www.cs.miami.edu/home/zwang/files/rank.pdf
http://www.cs.miami.edu/home/zwang/files/rank.pdf
http://link.springer.com/chapter/10.1007%2F978-981-10-1503-8_3
http://link.springer.com/chapter/10.1007%2F978-981-10-1503-8_3
http://onlinelibrary.wiley.com/doi/10.1002/9780470882207.ch9/summary
http://onlinelibrary.wiley.com/doi/10.1002/9780470882207.ch9/summary


Ph.D. dissertations 
1. Wang, Z. (2012) Revealing the conformation and properties of human genome, protein 

molecules and protein domain co-occurrence network, Ph.D. in Computer Science 

dissertation, University of Missouri-Columbia. 

Master's theses 
1. Wang, Y., (2016) Predicting DNA methylation state of CpG dinucleotide using genome 

topological features and deep networks, M.S. in Computer Science thesis, University of 

Southern Mississippi, 2016 

2. Wang, Z. (2007) Consensus prediction of protein secondary structures, Master in 

Computer Science thesis, University of New Brunswick, Canada. 

 

http://www.cs.miami.edu/home/zwang/thesis/research.pdf
http://www.cs.miami.edu/home/zwang/thesis/research.pdf
http://www.cs.miami.edu/home/zwang/thesis/Yiheng_thesis.pdf
http://www.cs.miami.edu/home/zwang/thesis/Yiheng_thesis.pdf
http://www.cs.miami.edu/home/zwang/thesis/ZhengWang_Mythesis.pdf%20target=

	Conference proceedings
	Book chapters
	Ph.D. dissertations
	Master's theses

