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Employment
2011-current
Professor of Dermatology, Stanford University, CA, USA.
2004-current 
Faculty: Cancer Biology Ph.D. program; Program in Epithelial Biology. 


Member: Bio-X, Stanford Cancer Center; Stanford Institute for Stem Cell Biology and Regenerative Medicine; Chem-H; Innovative Genomics Initiative.
2008-2011

Associate Professor of Dermatology (with tenure), Stanford University.

2004-2008

Assistant Professor of Dermatology, Stanford University.
Administrative Appointment

2014-current
Director, NIH Center of Excellence in Genomic Science at Stanford: 


Center for Personal Dynamic Regulomes

Education and Training 
2000-2004 
Postdoctoral fellowship. Stanford University School of Medicine, Stanford, CA.  Advisor: Prof. Patrick O. Brown.





2001-2004
Residency  in Dermatology. Stanford University School of Medicine, Stanford, CA.

2000-2001 Internship in Internal Medicine. Santa Clara Valley Medical Center, San Jose, CA

1994-2000
M.D. Harvard Medical School, Boston, MA.



Harvard-MIT Division of Health Science and Technology.


1996-1998 Ph.D. in Biology. Massachusetts Institute of Technology, Cambridge, MA.

Advisor: Prof. David Baltimore.
 



1990-1994 A.B. Biochemical Sciences, Summa cum laude. Harvard University, Cambridge, MA

Licensure

Physician and Surgeon, State of California



Diplomate, American Board of Dermatology
Honors
Outstanding Investigator Award, National Cancer Institute




2016

Academician, Academia Sinica, R.O.C.







2016

Paul Marks Prize for Cancer Research







2015

Judson Daland Prize of the American Philosophical Society




2014

Cell Landmark Paper (1 of 25 Cell papers honored from 1974-2014)



2014

Blavatnik Award National Finalist







2014

Alfred Marchionini Research Prize







2011

Insights of the Decade, selected by Science magazine





2010

CE.R.I.E.S. Award, Chanel Research and Technology





2010
Howard Hughes Medical Institute Early Career Scientist




2009-2015

Vilcek Prize for Creative Promise in Biomedical Science




2009

American Society for Clinical Investigation, Elected Member




2009
Senior Scholar in Aging, Ellison Medical Foundation





2009
California Institute for Regenerative Medicine New Faculty Award



2008-2013

American Cancer Society Research Scholar Award





2007-2010

Honors (continued)

Damon Runyon Scholar Award








2006-2009

NIH/NIAMS Clinical Scientist Career Development Award (K08)



2004-2009

Dermatology Foundation Physician-Scientist Career Development Award (declined)

2004

American Academy of Dermatology Young Investigator Award



2003

Leon Reznick Memorial Prize: “for outstanding performance in research and scholarship”
2000

Soma Weiss Prize:  awarded for excellence in research at Harvard Medical School

2000

National Institute of Health Medical Scientist Training Program



1994-2000

Phi Beta Kappa:  one of top 24 students at Harvard College, class of 1994


1993


Cold Spring Harbor Laboratory Undergraduate Research Program



1992, 1993

Detur Prize: top 60 Freshman scholar at Harvard College




1991
Honorary Lectureships

Mellon Lecture, University of Pittsburgh 





 
2016

WALS Lecture, National Institute of Health






2016

Prof. Chan Heng Leong Memorial Lecture, Dermatological Society of Singapore

2014
Salvador Luria Lecture, Massachusetts Institute of Technology




2012

Max Birnstiel Lecture, Institute of Molecular Pathology, Vienna, Austria


2012

William Montagna Lecture, Society for Investigative Dermatology



2012

Schechner Memorial Lecture, Yale University






2011

Samitz Lectureship in Cutaneous Medicine, University of Pennsylvania


2010

Professional Services
2016 –current
Scientific Advisory Board, Institute of Molecular Biology, Academia Sinica.

2015-2016
Chair, Appointment & Promotion Committee, Stanford University School of Medicine.

2015
Organizer, AACR Special Conference “Noncoding RNAs and Cancer”

2014
Organizer, EMBO Conference “From Functional Genomics to Systems Biology”

2014
Organizer, Montagna Symposium “Skin aging: Molecular Mechanisms and Tissue Consequences”.

2013 – 2014
External Scientific Panel, NIH Extracellular RNA Communication Program
2013 
Organizer, Keystone Symposium “Noncoding RNA in Development and Cancer”.

      2011 

Organizer, Cell Symposium “Regulatory RNAs”.
2014 – current
Editorial Board: Molecular Cell, Environmental Epigenetics.
2004 – current
Reviewer for Nature, Science, Cell, New England Journal of Medicine, Nature Genetics, Nature Cell Biology, Nature Biotechnology, Nature Structural & Mol Biology, Mol Cell, Cancer Cell, Cell Stem Cell, Developmental Cell, Genes & Dev., EMBO J, EMBO Report, JID, PNAS, PLoS Biology, PLoS Genetics.
Scientific review for National Institute of Health, US-Israeli Science Foundation, European Research Council, Pershing Square Sohn Prize.
Biotech Experience

2017-current
Co-founder and Scientific advisor, Accent Therapeutics.
2013-current
Co-founder and Scientific advisor, Epinomics Inc.
2012-2015 
Scientific Advisory Board, RaNA Therapeutics.
Publications (in chronological order, 212 total. H-index= 83)
1. Chang, H.Y. (1992) Scientific whaling. Harvard Science Review  5, 17-21.

2. Swanson, S.K.-H., T. Born, L.D. Zydowsky, H. Cho, H.Y. Chang, C.T. Walsh, F. Rusnak (1992) Cyclosporin-mediated inhibition of bovine calcineurin by cyclophilin A and B. Proc. Natl. Acad. Sci. USA  89, 3741-3745. 

3. Zydowsky, L.D., F.A. Etzkorn, H.Y. Chang, S.B. Ferguson, L.A. Stoltz, S.I. Ho,  C.T. Walsh. (1992) Active site mutants of human cyclophilin A separate peptidyl-prolyl isomerase activity from cyclosporin A binding and calcineurin inhibition. Protein Science 1, 1092-1099. 

4. DiComo, C.J.,  H.Y. Chang, K.T. Arndt. (1995) Activation of CLN1 and CLN2 G1 cyclin expression by BCK2. Mol. Cell. Biol. 15, 1835-1846. 

5. Chang, H.Y., K. Takei, A.M. Sydor, T. Born,  F. Rusnak, D.G. Jay (1995) Asymmetric retraction of growth cone filopodia following focal inactivation of calcineurin. Nature 376, 686-690. 

6. Yang, X.*, R. Khosravi-Far*, H.Y. Chang*,  D. Baltimore (1997) Daxx, a novel Fas-binding protein that activates JNK and apoptosis. Cell  89, 1067-1076. *these authors contributed equally.

7. Yang, X., H.Y. Chang, D. Baltimore (1998) Autoproteolytic activation of pro-caspases by oligomerization. Molecular Cell 1, 319-325. 

 8. Yang, X., H.Y. Chang, D. Baltimore (1998) Essential role of CED-4 oligomerization in 


CED-3 activation and apoptosis. Science 281, 1355-1357.  

9. Chang, H.Y., H. Nishitoh, X. Yang, H. Ichijo, D. Baltimore (1998) Activation of Apoptosis Signal-regulating Kinase 1 (ASK1) by the adapter protein Daxx. Science 281, 1860-1863.

10. Chang, H.Y. (1998) Molecular studies of Fas signaling and programmed cell death.   Massachusetts Institute of Technology, Doctoral Thesis.

11. Chang, H.Y., X. Yang, D. Baltimore (1999) Dissecting Fas signaling with an altered specificity death-domain mutant: Requirement of FADD binding for apoptosis but not Jun N-terminal kinase activation. Proc. Natl. Acad. Sci. USA 96,1252-1256.  PMC15449. 

12. Chang, H.Y. and X. Yang. (2000) Proteases for cell suicide: regulation and functions of caspases. Microbiol. Molec. Biol. Review 64, 821-846. 

13. Chang, H.Y., J.T. Chi, S. Dudoit, C. Bondre, M. vd Rijn, D. Botstein, P. O. Brown. (2002) Diversity, topographic differentiation, and positional memory in human fibroblasts. Proc. Natl Acad. Sci. USA, 99, 12877-12882. PMC130553.

14.  Chi, J.T.*, H.Y. Chang*, N.N. Wang,  D.S. Chang, N. Dunphy, P.O. Brown. (2003) Genome-wide view of gene silencing by small interfering RNAs.. Proc. Natl Acad. Sci. USA, 100, 6343-6346. PMC1885280. *co-first authors. Cover article. Comment in PNAS 100, 6289-91. Recommended by Faculty of 1000. 
Publications (continued)

15. Chi, J.T., H.Y. Chang, G. Haraldsen, O. Troyanskaya, D.S. Chang, S.G. Rockson, D. Botstein, P.O. Brown (2003) Endothelial cell diversity revealed by global gene expression profiling. Proc. Natl Acad. Sci. USA, 100, 10623-10628. PMC196854.
16. Chang, H.Y., K. Wong, M. Bosenberg, P.H. McKee, H.A. Haynes. (2003) Myelogenous leukemia cutis resembling stasis dermatitis. J. Amer. Acad. Dermatology, 49, 128-129. 

17. Chang, H.Y. , T. W. Ridky, A. B. Kimball, E. Hughes, and A. E. Oro. (2003) Eruptive xanthomas and olanzapine use. Archives of Dermatology, 139, 1045-1048. 

18. Chang, H.Y., Z. Cooper, S. M. Swetter, M. P. Marinkovich. (2004) Kinetics and specificity of Fas ligand induction in toxic epidermal necrolysis. Archives of Dermatology,140, 242-244.  

19. Chang, H.Y. (2004) Young Investigator Award 2003: Topographic differentiation of fibroblasts. J. Amer. Acad. Dermatology, e1. 

20. Chang, H.Y., J.A. Thomson, Chen, X. (2004) Microarray analysis of stem cells and differentiation. In: Handbook of Adult and Fetal Stem Cells. R. Lanza et al., Eds. (San Diego: Academic Press).

21. Chang, H.Y., J.B. Sneddon, A. Alizadeh, R. Sood, R. West, J.T. Chi, M. van de Rijn, D. Botstein, P.O. Brown (2004) Gene expression signature of fibroblast serum response predicts human cancer progression: Similarities between tumors and wounds. PLoS Biology, 2, 206-214. PMC314300.

Featured on National Public Radio “Science Friday”, BBC News, Genome News Network, Lancet Oncology and Genome Biology. 

22. Wong, D.J., H.Y. Chang (2005) Learning more from microarrays: Insights from modules and networks. J. Investigative Dermatology, 125, 175-182. 

23. Chang, H.Y., Wang, N., Chi, J.-T. (2005) High throughput RNA interference. In: RNA interference Technology: From Basic Science to Drug Development. K. Appasani, Ed. (Cambridge, UK: Cambridge University Press).

24. Chang, H.Y. (2005) Programmed cell death in cancer pathogenesis and treatment. In: Cancer Chemotherapy and Chemoprevention, J. Han, ed. (Beijing, PRC: Scientific Publisher). 
25. Chang, H.Y., J.A. Thomson, Chen, X. (2005) Microarray analysis of stem cells and differentiation. In: Essentials of Stem Cell Biology. R. Lanza et al., Eds. (San Diego: Academic Press). 

26. Tang, J., H.Y. Chang, X. Yang (2005) Death domain associated protein modulates activity of the transcriptional cofactor Skip/NcoA62. FEBS Letters, 579, 2883-90. 
27. Chang, H.Y., D.S.A. Nuyten, J.B. Sneddon, T Hastie, R. Tibshirani, T. Sorlie, H. Dai, Y.D. He, L.J. vt Veer, H. Bartelink, M. vd Rijn, P.O. Brown, M.J.vd Vijver (2005) Robustness, scalability, and integration of a wound response gene expression signature in predicting human breast cancer survival. Proc. Natl Acad. Sci. USA,102, 3738-3743. PMC548329. 

      Cover article. Comment in PNAS, JAMA, Nature Review Cancer, Science News.
Publications (continued)

28. Adler, A.S., M. Lin, H. Horlings, D.S.A. Nuyten, MJ. vd Vijver, H.Y. Chang (2006) Genetic regulators of large-scale transcriptional signatures in cancer. Nature Genetics, 38, 421-430.  PMC1435790. 

Comment in Nature Reviews Genetics, Cancer Cell, Nature Biotechnology, Nature Reviews Cancer.
29. Adler, A.S., H.Y. Chang (2006) From description to causality: Mechanisms of gene expression signatures in cancer. Cell Cycle, 5, 1148-1151. 

30. Ray, S., K.R. Atkuri, D. Deb-Basu, A.S. Adler, H.Y. Chang, L.A. Herzenberg and D.W. Felsher (2006) MYC overexpression can induce DNA breaks  in vivo and in vitro through  mechanisms independent or dependent upon ROS production. Cancer Research, 66, 6598-6605. 
31. Rinn, J.L., C. Bondre, H. B. Gladstone, P.O. Brown, H.Y. Chang. (2006) Anatomic demarcation by positional variation in fibroblast gene expression programs. PLoS Genetics, 2, e119. PMC1523235.


Featured in New York Times, NY Daily News, Genome News Network, American Scientist.
32. Sneddon, J.B., H.H. Zhen, K. Montgomery, M. vd Rijn, A.D.Tward, R. West, H. Gladstone, H.Y. Chang, G.S. Morganroth, A.E. Oro, P.O. Brown (2006) BMP antagonist Gremlin 1 is widely expressed by cancer-associated stromal cells and can promote tumor cell proliferation. Proc. Natl Acad. Sci. USA, 103, 14842-14847. PMC1578503.
33. Huang, W., H.Y. Chang, T. Fei, H. Wu, Y-G. Chen (2006) GSK3 mediates suppression of cyclin D2 expression by tumor suppressor PTEN. Oncogene, AOP Oct. 9, 2006; DOI: 10.1038/sj.onc.1210033. 
34. DeVoss, J. , Y. Hou, K. Johannes, W. Lu, G.I. Liou, J. Rinn, H. Chang, L R. Caspi, L. Fong, M.S. Anderson. (2006) Spontaneous autoimmunity prevented by thymic expression of a single self-antigen. J. Exp. Med., 203, 2727-35. 
35. Nuyten, D.S.A., B. Kreike, J-T. Chi, J.B. Sneddon, L.F. Wessels, H.J. Peterse, G. Hart, H. Bartelink, P.O. Brown, H.Y. Chang, M.J. vd Vijver (2006) Predicting a local recurrence after breast conserving therapy by gene expression profiling. Breast Cancer Research, 8, R62. PMC1779489.

36. Chang, HY, J.A. Thomson, X. Chen. (2006) Microarray analysis of stem cells and differentiation. Methods in Enzymology, 420, 225-54. 
37. Chang, H.Y. (2007) Patterning skin pigmentation via Dickkopf. J. Investigative Dermatology, 127, 994-5. 
38. Segal, E., C.B. Sirlin, C. Ooi,  A.S. Adler, X. Chen, J. Gollub, B.K. Chan, G.R. Matcuk, C.T. Barry, H.Y. Chang*, M.D. Kuo* (2007) Decoding global gene expression programs in liver cancer by non-invasive imaging. Nature Biotechnology, 25, 675-80. *corresponding authors.


Featured in CNN, Reuters, Wired, Guardian (UK), Stanford Report.

39. O’Geen, H., S.L. Squazzo, S. Iyengar, K. Blahnik, J.L. Rinn, H.Y. Chang, R. Green, P.J. Farnham. (2007) Genome-wide analysis of KAP1 binding reveals auto-regulation of KRAB-ZNFs. PLoS Genetics, 3, e89. PMC1885280.
Publications (continued)

40. Rinn, J.L., M. Kertesz, J.K. Wang, S.L. Squazzo, S.A. Brugmann, L.H. Goodnough, J.A. Helms, P.J. Farnham, E. Segal, H.Y. Chang (2007) Functional demarcation of active and silent chromatin domains in human HOX loci by non-coding RNAs. Cell, 129, 1311–1323. PMC2084369.

Landmark Paper: Cell 40th Anniversary, selected as one of 25 Landmarks over last 40 years. Republished as Annotated Classic: “HOTAIR launches lncRNAs”.


   “Insight of the Decade” by Science. 
41. Chang, H.Y., G. Cotsarelis (2007) Turning skin into embryonic stem cells. Nature Medicine, 13, 783-784. 
42. Lan, F., P.E. Bayliss, J.L. Rinn, J.R. Whetstine, J.K. Wang, S. Chen, S. Iwase, R. Alpatov, I. Issaeva, E. Canaani, T.M. Roberts, H.Y. Chang, Y. Shi (2007) A histone H3 lysine 27 demethylase regulates animal posterior development. (Article) Nature, 449, 689-694. 

Comment in Nature 2007, 450, 357-358; Cell 2007, 131, 29-32; Science 2007, 318, 403-404.
43. Adler, A.S., S. Sinha, T.L.A. Kawahara, J.Y. Zhang, E. Segal, H.Y. Chang (2007) Motif module map reveals enforcement of aging by continual NF-κB activity. Genes & Development, 21, 3244-57. PMC2113026.

Cover article. All-time Top Ten paper and rated “Exceptional” (9 out of 10) by Faculty of 1000 Medicine. Comment in Nature Review Genetics,. News coverage in ABC, NBC, CBS, BBC, Daily Telegraph (UK), Yahoo News, Wired.com, New Scientist. 
44. Liu, H., A.S. Adler, E. Segal, H.Y. Chang (2007) A transcriptional program mediating entry into cellular quiescence. PLoS Genetics, 3, e91. PMC1904355.
45. Adler, A.S., L. E Littlepage, M. Lin, T.L.A. Kawahara, D.J. Wong, Z. Werb, H.Y. Chang (2008) CSN5 isopeptidase links COP9 signalosome activation to breast cancer progression. Cancer Research, 68, 506-515. PMC2646416.
46. Wong, D.J., D.S.A. Nuyten, A. Regev, M. Lin, E. Segal, M.J. vd Vijver, H.Y. Chang (2008) Revealing targeted therapy for human cancer by gene module maps. Cancer Research, 68, 369-378. PMC2628721. Cover article. 
47. Sinha, S., A.S. Adler, Y. Field, H.Y. Chang*, E. Segal*. (2008) Systematic functional characterization of cis-regulatory motifs in human core promoters. Genome Research, 18, 477-88. PMC2259112. *corresponding authors.

48. Rinn, J.L., J.K. Wang,  N. Allen, A.J. Mikels, H. Liu, T.W. Ridky, H.S. Stadler, R. Nusse, J.A. Helms, H.Y. Chang (2008) A dermal HOX transcriptional program regulates site-specific epidermal fates. Genes & Development, 22, 303-7. PMC2216690.

Comment in Scientific American, 2008 “Regrowing human limbs”. Featured in National Institute of Health/ NIAMS Spotlight on Research.

49. Rinn, J.L., J. K. Wang, H. Liu, K. Montgomery, M. vd Rijn, H.Y. Chang (2008) A systems biology approach to anatomic diversity of skin. J. Investigative Dermatology, 128,776-82.. 
50. Adler, A.S., T.L.A. Kawahara, E. Segal, H.Y. Chang (2008) Reversal of aging by NF-B blockade. Cell Cycle, 7, 556-9. 
Publications (continued)

51. Michishita, E., R. A. McCord, E. Berber, M. Kioi, H. Padilla-Nash, M. Damian, R. Kusumoto, T.L.A. Kawahara, J.C. Barrett, H.Y. Chang, V.A. Bohr, T. Ried, O. Gozani,  K.F. Chua (2008) SIRT6 is a histone H3 lysine 9 deacetylase that modulates telomeric chromatin.  Nature, 452, 492-496. PMCID: PMC2646112.
52. Wong, D.J., H. Liu, T.W. Ridky, D. Cassarino, E. Segal, H.Y. Chang (2008) Module map of stem cell genes guides creation of epithelial cancer stem cells. Cell Stem Cell, 2, 333-344. PMC2628721. Cover article. Comment in Cell Stem Cell, Nature Reports Stem Cells.. News coverage in Forbes, BusinessWire, ScienceDaily, Stanford Report. Rated “Must read” (6.0 out of 10) by Faculty of 1000.
53. Su, M.A., K. Giang, I. Oven, H. Jiang, J.L. Rinn, K. Johannes, W. Lu, A. Chang, J. Devoss, P. Bubulya, H.Y. Chang, B.M. Peterlin, and M.S. Anderson (2008)  Mechanisms of an autoimmunity syndrome in mice caused by a dominant mutation in Aire. Journal of Clinical Investigation, 118, 1712-1726. PMC2293336. Cover article.
54. Sen, G.L., D.E. Webster, D.I. Barragan, H.Y. Chang, P.A. Khavari (2008) Control of differentiation in a self-renewing mammalian tissue by the histone demethylase JMJD3. Genes & Development, 22, 1865-1870. PMC2492733.
55. Gardner, J.M., J.J. DeVoss, R.S. Friedman, D. J.Wong, Y.X. Tan, K.P. Johannes, M.A. Su, H.Y. Chang, M.F. Krummel, M.S. Anderson. (2008) Deletional tolerance mediated by extrathymic Aire-expressing cells. Science, 321, 843-847. PMC2532844.

Comment in Science 2008, 321, 776-7. Rated “Must read” (6.0 out of 10) by Faculty of 1000 Medicine.
56. Nuyten, D.S.A., T. Hastie, J.T. Chi, H.Y. Chang, M.J. vd Vijver (2008) Combining biological gene expression signatures in predicting outcome in breast cancer: An alternative to supervised classification. Eur. J. Cancer, 44, 2319-2329.
57. D.J. Wong, E. Segal, H.Y. Chang (2008) Stemness, cancer, and cancer stem cells. Cell Cycle, 7,1-3.
58. Sääf, A.M., M. Tengvall-Linder, H.Y. Chang, A.S. Adler, C.-F.Wahlgren, A. Scheynius, M. Nordenskjöld, M. Bradley (2008) Global expression profiling in atopic eczema reveals reciprocal expression of inflammatory and lipid genes. PLoS ONE, 3, e4017. PMC2603322.
59. Chung, L., D.F. Fiorentino, M.J. Benbarak, A.S. Adler, M.M. Mariano, R.T. Paniagua, A. Milano, M.K. Connolly, M.L. Whitfield, B.D. Ratiner, R.L. Wiskocil, H.Y. Chang*, W.H. Robinson* (2009) Molecular framework for response to imatinib mesylate in systemic sclerosis. Arth. Rheum., 60, 584-591. *corresponding authors. PMC2638060.
60. Chang, H.Y., J.A. Thomson, X. Chen. (2009) Microarray analysis of stem cells and differentiation. In: Essential Stem Cell Methods. R. Lanza et al., Eds. (San Diego: Academic Press).
61. Wong, D.J., H.Y. Chang (2009) Skin tissue engineering. In: Stembook. Eds. The Stem Cell Research Community. doi/10.3824/stembook.1.44.1, http://stembook.org.
Publications (continued)

62. Kawahara., T.L.A., E. Michishita, A.S. Adler, M. Damian, E. Berber, M. Lin, R.A. McCord, K.C.L. Ongaigui, L.D. Boxer, H.Y. Chang*, K.F. Chua* (2009) SIRT6 links histone H3 lysine 9 deacetylation to NF-B dependent gene expression and organismal lifespan. Cell, 136, 62-74. *corresponding authors. PMC2757125.

Comment in Cell, 136, 2009. News coverage in Washington Post.com, Reuters, Stanford Report.
63. Hung, T., O. Binda, K.S. Champagne, A.J. Kuo, K. Johnson, H.Y. Chang, M.D. Simon, T.G. Kutateladze, O. Gozani (2009) ING4 mediates crosstalk between histone H3 K4 trimethylation and H3 acetylation to attenuate cellular transformation. Molecular Cell, 33, 248-256. PMC2650391.
64. Somervaille, T.C.P., C.J. Matheny, G.J. Spencer, M. Iwasaki, J.L. Rinn, D.M. Witten, H.Y. Chang, S.A. Shurtleff, J.R. Downing, M.L. Cleary  (2009) Hierarchical maintenance of MLL myeloid leukemia stem cells employs a transcriptional program shared with embryonic rather than adult stem cells. Cell Stem Cell, 4, 129-140. PMC2670853.
65. Rando, O.J., H.Y. Chang (2009) Genome-wide views of chromatin structure. Annual Reviews of Biochemistry, 78, 245–271. PMC2811691.
66. Wang, K.C., J.A. Helms, H.Y. Chang (2009) Regeneration, repair, and remembering identity: the three Rs of Hox gene expression. Trends in Cell Biology, 19, 268-75.
67. Reuter, J.A., S. Ortiz-Urda, M. Kretz, J. Garcia, F.A. Scholl, A.M.G. Pasmooij, D. Cassarino, H.Y. Chang, P.A. Khavari (2009) Modeling inducible human tissue neoplasia identifies an extracellular matrix interaction network involved in cancer progression. Cancer Cell, 15, 477-488. PMC3050547.
68. Chan, D.A., T.L.A. Kawahara, P.D. Sutphin, H. Y. Chang, J.-T. Chi, and A.J. Giaccia (2009) Tumor vasculature is regulated by PHD2-mediated angiogenesis and bone marrow-derived cell recruitment. Cancer Cell, 15, 527-538. PMC2846696. Featured article.
69. Mace, K.A., T. Restivo, J.L. Rinn, A. Paquet, H.Y. Chang, D.M Young, N. Boudreau (2009) HOXA3 modulates injury-induced mobilization and recruitment of bone marrow-derived cells. Stem Cells, 27,1654–1665. PMC2733377.
70. Chang, H.Y., O. Cuvier, J. Dekker (2009) Gene dates, parties, and galas. Symposium on chromatin dynamics and higher order organization. EMBO Report, 10, 689-93. PMC2727444.
71. Chan, K.S.,  I. Espinosa, M. Chao, D.J. Wong, L. Ailles, M. Diehn, H. Gill, J. Presti, H.Y. Chang, M. vd Rijn, L. Shortliffe, I.L. Weissman (2009) Identification, molecular characterization, clinical prognosis, and therapeutic targeting of a human bladder tumor-initiating cell population. Proc. Natl Acad. Sci. USA, 106, 14016-14021. PMC2720852.
72. Sargent, J.L., A. Milano, S. Bhattacharyya, J. Varga, M.K.Connolly, H.Y. Chang, M.L. Whitfield (2009) A TGFβ-responsive gene signature predicts increased disease severity in diffuse scleroderma. J. Investigative Dermatology, 130(3):694-705. PMC2638060.
73. Chang, H.Y. (2009) Anatomic demarcation of cells: Genes to patterns. Science, 326, 1206-1207.
Publications (continued)

74. Gupta, R.A., N. Shah, K.C. Wang, J. Kim, H.M. Horlings, D.J. Wong, M.C. Tsai, T. Hung, P. Argani, J.L. Rinn, Y. Wang, P. Brzoska, B. Kong, R. Li, R.B. West, M.J. vd Vijver, S. Sukumar, H.Y. Chang (2010) Long noncoding RNA HOTAIR reprograms chromatin state to promote cancer metastasis. Nature, 464, 1071-1076. PMC3049919.

Featured in Science online. News coverage in ABC News, HHMI news, Stanford Report.
75. Tsai, M.C., O. Manor, Y. Wan, N. Mosammaparast, J.K. Wang, F. Lan, Y. Shi, E. Segal, H.Y. Chang (2010) Long noncoding RNA as modular scaffold for histone modification complexes. Science, 329, 689-693. PMC2967777
Comment in Nature Biotechnology, 28, 931-932. Highlighted in Nature Genetics. 
76. Wang, J.K., M.C. Tsai, G. Poulin, A.S. Adler, S. Chen, H. Liu, Y. Shi, H.Y. Chang (2010) The histone demethylase UTX enables RB-dependent cell fate control. Genes & Development, 24, 327-332. PMC2816731.
77. Kertesz, M., Y. Wan, E. Mazor, J.L. Rinn, R.C. Nutter, H.Y. Chang*, E. Segal* (2010) Genome-wide measurement of RNA secondary structures in yeast. Nature, 467, 103-107. PMC3847670. *corresponding authors.

Comment in Nature Biotechnology, Nature Methods. Selected as “Method to Watch”  by Nature Methods. News coverage in HHMI news, Stanford Report, Science Daily, San Jose Business News.
78. Tsai, M.C., J.K. Wang, H.Y. Chang (2010) Tumor suppression by the histone demethylase UTX. Cell Cycle, 9, 2043 – 2044.
79. Wan, Y. , H.Y. Chang (2010) HOTAIR: Flight of noncoding RNAs in cancer metastasis. Cell Cycle, 9, 3391-3392. PMC3066151.
80. Hung, T,  H.Y. Chang (2010) Long noncoding RNA in genome regulation: Prospects and mechanisms. RNA Biology, 7, 582-5. PMC3073254.
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Patents
1.   U.S. Patent 6159731 "Daxx, a novel Fas-binding protein that activates JNK and apoptosis." 
2.  U.S. Patent 6916917 "Chimeric pro-caspases and methods of using same.”

3.  U.S. Patent 11/332,547 “Gene expression signatures for prediction of human cancer progression.”

4.  International Patent Cooperation Union PCT/US2007/22973 “Methods for constructing association maps of imaging data and biological data.”
5.  U.S. Provisional Patent “Module map for creating human cancer stem cells.”
6.  U.S. Patent 13/569,005  “RNA Interactome Analysis”.



Licensed and commercialized by EMD-Millipore, Biosearch Technologies.

7.  U.S. Patent 9,428,791 “Probes of RNA structure and methods for using the same.”


Licensed and commercialized by EMD-Millipore.
8. International Patent Cooperation Union PCT/US2014/38825 “Fast and efficient chromatin 
hypersensitivity mapping in small cell numbers using direct transposition.”
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