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10. Peng, J., P. Wang, N.F. Zhou, and J. Zhu. Partial correlation estimation by joint sparse
regression models (2009). Journal of the American Statistical Association, 104 (486):
735-746. [pdf], [supplementary]

11. Peng, J. and D. Paul. A geometric approach to maximum likelihood estimation of
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Statistics, 5(3): 2078-2108. [pdf] ,[supplementary]
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19. Viswanath, V., E. Fletcher, B. Singh, N. Smith, D. Paul, J. Peng, J. Chen, and O.
Carmichael. Impact of DTI smoothing on the study of brain aging (2012). 34th Annual
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26. Peng, J., D. Paul, and H.G. Müller. Time-warped growth processes, with applications to
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[pdf]
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35. Yan H., Carmichael O., Paul D., and J. Peng. Estimating fiber orientation distribution
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36. Petralia F., Wang L., J. Peng, Yan A., Zhu J., and Wang P. A new method for con-
structing tumor specific gene co-expression networks based on samples with tumor purity
heterogeneity (2018). Bioinformatics, 34(13):i528 - i536. [html].
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DNA copy number alterations in breast and ovarian tumors by spaceMap (2018). Journal
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38. Yang J. and J. Peng. Estimating time-varying graphical models (2020). Journal of
Computational and Graphical Statistics, 29(1): 191-202 [html]

39. Li H., Aue A., Paul D., J. Peng, and Wang, P. An adaptable generalization of Hotelling’s
T 2 test in high dimension (2020). The Annals of Statistics, 48(3): 1815-1847. [html]

40. Chowdhury S., Wang R., Yu Q., Huntoon C.J., Karnitz L.M., Kaufmann S.H., Gygi S.P.,
Birrer M.J., Paulovich A.G., J. Peng, and Wang P. DAGBagM: Learning directed acyclic
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Submitted

1. Hwang S., Lee T.C.M., Paul D., and J. Peng. Estimating Fiber Orientation Distri-
bution with Application to Study Brain Lateralization Using HCP D-MRI Data (2021).
Submitted. [pdf] arXiv:2004.04258v2

2. Chowdhury S., Ferri-Borgogno S., Yang P., Wang W., J. Peng, Mok S., and Wang P.
Learning directed acyclic graphs for ligands and receptors based on spatially resolved
transcriptomic analysis of ovarian cancer (2021). Submitted. [html]

3. Li H., Aue A., Paul D., and J. Peng. Testing high-dimensional general linear hypotheses
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Preprints

1. Yang, J. and J. Peng (2019). Estimating spatially-smoothed fiber orientation distribu-
tion. [pdf] arXiv:1910.07712.

2. Wang R. and J. Peng. Learning directed acyclic graphs via bootstrap aggregating (2014).
[pdf] arXiv:1406.2098

Book Chapters

1. Hsu, L., J. Peng, and Wang P. Learning network from high dimensional array data.
Fu, W.J., (ed), Frontiers in Computational and Systems Biology (2010), Vol. 15 (Ch 7),
Springer, pp. 133-156.

2. Paul D. and J. Peng. Statistical analysis of diffusion MRI (2020). Ghosh, S.K., Datta,
S., and Kundu, S., (ed), IISA Series on Statistics and Data Science, Springer. In Press

Professional Services

Editorial and Advisory Boards

2022- Area Editor of Annals of Applied Statistics
2014 - Associate Editor of Journal of Computational and Graphical Statistics
2013 - Action Editor of Journal of Machine Learning Research
2013 - 2015 Guest Editor of a special issue of Statistics and Its Interface
2010 - 2013 Advisory Board of Bioinformatics Core, Genome Center, UC Davis
2005 - 2007 Regional Advisory Board of WNAR

Software Development

1. R package fpca, http://cran.r-project.org/, co-developer: Debashis Paul

2. R package space, http://cran.r-project.org/, co-developer: Pei Wang

3. R package remmap, http://cran.r-project.org/, co-developer: Pei Wang

4. R package binco, http://cran.r-project.org/, co-developers: Shuang Li and Pei Wang

5. R package dynamics, https://github.com/jie108/dynamics, co-developer: Debashis Paul

6. R package dagbag, https://github.com/jie108/dagbag, co-developer: Ru Wang

7. R package spaceMap, https://topherconley.github.io/spacemap/, co-developer: Chris Con-
ley, Pei Wang

8. R package PLNet, https://github.com/jie108/PLNet, co-developer: Yoonha Choi, Hua
Tang

9. R package TSNet, https://github.com/jie108/TSNet, co-developer: Francesca Petralia, Li
Wang, Pei Wang
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10. R package loggle, http://cran.r-project.org/, co-developer: Jilei Yang

11. R scripts DiST, https://github.com/jie108/DiST, co-developer: Raymond Wong

12. Python scripts NARM, https://github.com/jie108/FOD Narm codes, co-developer: Jilei
Yang

13. R package dagbagM, https://github.com/jie108/dagbagM, co-developer: Shrabanti, Chowd-
hury

14. D-MRI analysis pipeline codebase BJS, https://github.com/vic-dragon/BJS, co-developer:
Seung Yong Hwang

15. R package dagbagST, https://github.com/jie108/DagBagST, co-developer: Shrabanti,
Chowdhury
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