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Education 

 

 1987 - B.S.   Medicinal Chemistry, Shanghai Medical University,  P.R. China. 

1994 - Ph.D. Medicinal Chemistry, The University of North Carolina at Chapel Hill 

(UNC-CH), Chapel Hill, NC 

 

Brief Chronology of Employment 
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1998 - 2000 Staff Scientist, National Institute for Occupational Safety and Health, 

Morgantown, WV, 26505 (duty station: NIEHS) 

1995 - 1998   NIH IRTA Postdoctoral Fellow, NIEHS 

1994 - 1995  Postdoctoral Fellow, Department of Chemistry, UNC-CH 
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2014   NIH Award of Merit 

2003   NIH Award of Merit 

1987 Rong-Lin distinguished student award, Shanghai Medical University, China 

1984 Distinguished student of the Higher Education Bureau of Shanghai, China 

 

Journal Editorial Board 

 

2009 -  The Indian Society of Agricultural Statistics 

2010 -  Journal of  Biometrics & Biostatistics 

 

Professional Activity 

 

Serve as a reviewer for Bioinformatics, BMC Bioinformatics, Genome Research, Genome 

Biology, Journal of Bioinformatics and Computational Biology, Nucleic 

Acids Research, Genome Research, BioTechnique, Genomics, Statistics and 

Probability Letters, PLoS ONE 
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2014- Member, NIEHS Science Day Steering Committee 

 

  

Publications in peer-reviewed journals 

 

2015 

 

1. Wells, M.L., Washington, O.L., Hicks, S.N., Nobile, C.J., Hartooni, N., Wilson, G.M., 

Zucconi, B.E., Huang, W., Li, L., Fargo, D.C., and Blackshear1, P.J. Post-

transcriptional regulation of transcript abundance by a conserved member of the 

tristetraprolin family in Candida albicans. Mol. Microbiol. DOI: 10.1111/mmi.12913. 

 

2014 

 

2. Choi, Y.-J., Lai, W.S., Fedic, R., Stumpo, D.J, Huang, W., Li, L., Perera, L., Brewer, 

B.Y., Brewer, B.Y., Wilson, G.M., Mason, J.M., and Blackshear, P.J. The Drosophila 

Tis11 protein and its effects on mRNA expression in flies. J. Biol. Chem., 2014, 

289(51):35042-60. 

3. Niu, L., Huang, W., Umbach, D.M. and Li, L. IUTA: a tool for effectively detecting 

differential isoform usage from RNA-Seq data. BMC Genomics, 2014, 15:862. 

4. Zhang, X., Li, B., Ma, L., Li, L., Zheng, D., Li W., Chu, M., Mailman, R.B., Archer, 

T.K., and Wang, Y. Transcriptional repression by specific SWI/SNF components 

affects pluripotency of human embryonic stem cells. Stem Cell Report, 2014, 3, 460-

474. 

5. Hewitt, S.C., Li, L., Grimm, S.A., Winuthayanon, W., Hamilton, K.J., Pockette, B., 

Rubel, CA., Pedersen, L.C., Fargo, D., Lanz, R.B., DeMayo, F.J., Schütz, G., Korach, 

K.S. Novel DNA motif binding activity observed in vivo with an estrogen receptor  

mutant mouse. Mol. Endocrinol. 2014, 28(6):899-911. 

6. Li, Y., Umbach, D.M. and Li, L. T-KDE: A method for analyzing genome-wide 

protein binding pat-terns from ChIP-seq data. BMC Genomics, 2014, 15:27. 

7. Li, Y., Hamilton, K.J., Lai, A.Y., Burns, K.A., Li, L., Wade, P.A. and Korach, K.S. 

Diethylstilbestrol (DES)-stimulated hormonal toxicity is mediated by ERα alteration of 

target gene methylation patterns and epigenetic modifiers (DNMT3A, MBD2, and 

HDAC2) in the mouse seminal vesicle. Environ. Health Perspect., 2014, 122(3):262-8. 

 

2013 

8. Madenspacher, J.H., Azzam, K.M., Gowdym K.M., Malcolm, K.C., Nick, J.A., Dixon, 

D., Aloor, J.J., Draper, D.W., Guardiola, J.J., Shatz, M., Menendez, D., Lowe, J., Lu, 

J., Bushel, P., Li, L., Merrick, B.A., Resnick, M.A., Fessler, M.B. p53 integrates host 

defense and cell fate during bacterial pneumonia. J. Exp. Med., 2013, 210(5), 891-904.  

9. Tennant, B., Robertson, A.G., Kramer, M., Li, L., Zhang, X., Beach, M., Thiessen, N., 

Chiu, R., Mungall, K., Whiting, C., Sabatini, P., Kim, A., Gottardo, R., Marra, M., 

Lynn, F., Jones, S.J.M., Hoodless, P.A. and Hoffman, B.G. Identification and analysis 

of pancreatic islet enhancers. Diabetologia, 2013, 56(3):542-552. 
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10. Li, Y., Huang, W., Niu, L., Covo, S., Umbach, D.M., and Li, L. Characterization of 

constitutive CTCF/Cohesin loci: a possible role in establishing topological domains in 

mammalian genomes. BMC Genomics, 2013, 14:553. 

11. Huang, W., Loganantharaj, R., Schroeder, B., Fargo, D, Li, L. PAVIS: a tool for Peak 

Annotation and Visualization. Bioinformatics, 2013, 29(23):3097-9. 

 

2012 

12. Wells, M., Huang, W., Li, L., Gerrish, K., Fargo. D., Ozsolak, F., and Blackshear, P.. 

Post-transcriptional regulation of cell-cell interaction protein-encoding transcripts by 

Zfs1p in S. pombe., Mol. Cell. Biol., 2012, 32(20), 4206-4214. 

13. Huang,W. Li, L., Myers,J.R. and Marth,G.T. ART: a next-generation sequencing 

simulator. Bioinformatics, 2012, 28(4):593-4. 

14. Hewitt,S.C., Li, L., Grimm,S.A. Chen,Y., Liu,L., Li,Y., Bushel,P.R., Fargo,D., and 

Korach,K.S. Research Resource: Whole-Genome Estrogen Receptor  Binding in 

Mouse Uterine Tissue Revealed by ChIP-Seq. Mol. Endocrinol. , 2012, 26(5):887-898.  

 

2011 

 

15. Huang,W, Umbach,DM, Vincent,JN, Abell,AN, Johnson,GL and Li, L. Efficiently 

identifying genome-wide changes with next-generation sequencing data. Nucleic Acids 

Res., 2011, 39(19):e130. 

16. Xu,M., Weinberg,CR., Umbach,DM and Li, L. coMOTIF: A Mixture Framework for 

Identifying Transcription Factor and a Co-regulator Motif in ChIP-seq Data. 

Bioinformatics, 2011, 27, 2625-2632. 

17. Abell,AN, Jordan,NV, Huang,W, Prat,A, Midland,AA, Johnson,NL, Granger,DA, 

Mieczkowski,PA, Perou,CM, Gomez,SM, Li, L. and Johnson,GL. MAP3K4/CBP-

regulated H2B acetylation controls epithelial-mesenchymal transition in trophoblast 

stem cells. Cell Stem Cell, 2011, 8(5):525-537.  

18. Mercier, E.*, Droit, A.*, Li, L.* (co-first authors), Robertson, G., Zhang, X., and 

Raphael Gottardo1, R. (2011) An integrated pipeline for the genome-wide analysis of 

transcription factor binding sites from ChIP-seq. PLoS One, 6(2):e16432. 

 

2010 

 

19. Gilchrist, D.A., Santos, G.D., Gao, Y., Fargo, D.C., Li, L. and Adelman, K. Pausing of 

RNA polymerase II disrupts DNA-encoded nucleosome organization to facilitate 

precise gene regulation. Cell, 2010, 143, 540-545. 

20. Lai, A.Y., Fatemi, M., Dhasarathy, A., Malone, C., Sobol, S.E., Geigerman, C., Jaye, 

D.L., Mav, D., Shah, R., Li, L., and Wade, P.A. DNA methylation prevents CTCF-

mediated silencing of the oncogene BCL6 in B cell lymphomas. J. Exp. Med., 2010, 

207, 1939-50. 

21. Hoffman, B.G., Beach, M., Cullum, R., Robertson, G., Zavaglia, B., Soukhatcheva, G., 

Li, L., Wederell, E.D., Thiessen, N., Bilenky, M., Cezard, T., Tam, A., Kamoh, B., 

Dai, D., Zhao. Y.J., Hirst, M., Verchere, B., Helgason, C.D., Marra, M.A., Jones, 
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S.J.M., Hoodless, P.A., Transcription Factor Co-occupancy and Histone Methylation 

Determine Tissue Specific FoxA2 Target Gene Expression. Genome Res., 2010, 20, 

1037-51. 

22. Hewitt, S.C., Li, Y., Li, L. and Korach, K.S. Estrogen Regulation of Igf1 and Uterine 

Growth Involves Direct Binding of Estrogen Receptors to Estrogen Responsive 

Elements. J. Biol. Chem., 2010, 285, 2676-2685. 

 

2009 

 

23. Li, L. GADEM: A genetic algorithm guided formation of spaced dyads coupled with 

an EM algorithm for motif discovery. J. Comput. Biol., 2009, 16, 317-329. 

 

2008 

 

24. Lin, R., Dai, S., Irwin, R.D., Heinloth, A.N., Boorman, G.A., and Li, L. A Method for 

Gene Set Enrichment Analysis of Toxicogenomics Data. BMC Bioinformatics, 2008, 

9, 481. 

25. Dowd, T.L., Li, L. and Gundberg, C.M. The (1)H NMR structure of bovine Pb(2+)-

osteocalcin and implications for lead toxicity. Biochim. Biophys. Acta, 2008, 1784, 

1534-1545. 

26. Card, D.A.G., Hebbar, P.B., Li, L. and Archer, T.K. Oct4 transcriptionally activates 

pluripotency-associated miRNAs in human embryonic stem cells. Mol. Cell. Biol., 

2008, 28, 6426-6438. 

27. Gilchrist, D.A., Nechaev, S., Lee, C., Ghosh, S.K.B., Collins, J.B., Li, L., Gilmour, 

D.S. and Adelman, K. NELF-mediated stalling of Pol II can enhance gene expression 

by blocking promoter-proximal nucleosome assembly. Genes & Dev., 2008, 22, 1921-

1933. 

28. Li, L., Bass, R.L. and Liang, Y. fdrMotif: identifying cis-elements by an EM 

algorithm coupled with false discovery rate control. Bioinformatics, 2008, 24, 629-

636. 

 

2007 

 

29. Li, L., Liang, Y. and Bass, R.L. GAPWM: a genetic algorithm method for optimizing 

a position weight matrix. Bioinformatics, 2007, 23, 1188-1194. 

30. Lee, C.R., Bottone, F.G., Krahn, J.M., Li, L., Mohrenweiser, H.W., Molly E. Cook, 

M.E., Petrovich, R.M., Bell, D.A., Eling, T.E., and Zeldin, D.C. Identification and 

Functional Characterization of Polymorphisms in Human Cyclooxygenase-1 (PTGS1). 

Pharmacogenetics and Genomics, 2007, 17, 145-160. 

 

2006 

 

31. Zhang, D. Stumpo, D.J., Graves, J.P., DeGraff, L.M., Grissom, S.F., Collins, J.B., Li, 

L., Zeldin, D.C. and Blackshear, P.J. Identification of potential target genes for 

transcription factor RFX4_v3 in the developing mouse brain, J. Neurochem., 2006, 98, 

860-875. 
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32. Huang, W., Umbach, D.M., Ohler, U., and Li, L. Optimized mixed Markov models for 

motif identification. BMC Bioinformatics, 2006, 7, 279. 

33. Huang W, Umbach DM, Li L. Accurate anchoring alignment of divergent sequences. 

Bioinformatics 2006, 22, 29-34. 

34. Liu, D, Peddada, SD, Li, L, Weinberg CR. Phase analysis of circadian-related genes in 

two tissues. BMC Bioinformatics. 2006, 7:87. 

35. Pedersen, L.G., Bartolotti, L. and Li, L. Deuterium and its Role in the Machinery of 

Evolution. J. of Theoret. Biol., 2006, 238:914-8. 

 

2005 and earlier 

 

36. Heinloth, A.N.,  Irwin, R.D., Boorman, G.A., Nettesheim, P., Fannin, R.D., Sieber, 

S.O.,  Snell, M.L., Tucker, C.J., Li, L., Travlos, G.S., Vansant,G., Blackshear, P.E., 

Tennant, R.W., Cunningham, M.L. and Paules, R.S. Gene Expression Profiling of Rat 

Livers Reveals Early Indicators of Potential Adverse Effects. Toxicol. Sci., 2004, 80, 

193. 

37. Liu, D., Umbach, D., Peddada, S., Li, L., and Crockett, P.W., and Weinberg, C.R. A 

random-periods model for expression of cell cycle genes. Proc. Natl. Acad. Sci. USA, 

2004, 101, 7240. 

38. Li, L., Umbach, D.M., Terry, P. and Taylor, J.A. Application of the GA/KNN method 

to SELDI proteomics data. Bioinformatics, 2004, 20, 1638. 

39. Cable, P.L., Wilson, C.A., Calzone, F.J., Rauscher, F.J.III, Scully, R., Livingston, 

D.M., Li, L., Futreal, P.A. and Afshari, C.A. Novel consensus DNA-binding sequence 

for BRCA1 protein complexes. Mol. Carcinogen., 2003, 38, 85. 

40. Heinloth, A.N,  Shackelford, R.E., Innes, C.L., Bennett, L., Li, L., Amin, R.P., Sieber, 

S.O., Flores, K.G., Bushel, P.R. and Paules, R.S. Identification of Distinct and 

common gene expression changes after oxidative stress, - and UV-Radiation. Mol. 

Carcinogen., 2003, 37, 65. 

41. Heinloth, A.N,  Shackelford, R.E., Innes, C.L., Bennett, L., Li, L., Amin, R.P., Sieber, 

S.O., Flores, K.G., Bushel, P.R. and Paules, R.S. ATM-dependent and –independent 

gene expression changes in response to oxidative stress, gamma irradiation, and UV 

irradiation. Radiation Res., 2003, 160, 273. 

42. Dowd, T.L., Rosen, J.L., Li, L. and Gundberg, C.M. The three dimensional structural 

of bovine calcium ion-bound osteocalcin using 
1
H NMR spectroscopy. Biochemistry, 

2003, 42, 7769. 

43. Katuta, Y., Li, L., Pedersen, L.C., Pedersen, L.G. and Negishi, M. Heparin sulfate N-

sulfotransferase activity: reaction mechanism and substrate recognition. Biochem. Soc. 

Trans., 2003, 31, 331. 

44. Hodges, L.C., Lobenhofer, E.K., Cook, J.D., Martin, K., Li, L., Bennett, L., Bushel, P. 

R., Afshari, C.A. and Walker, C.L. Molecular determinants of agonist and antagonist 

activity in breast cancer cells.  Mol. Cancer Res., 2003, 1, 300. 

45. Peddada, S.D., Lobenhofer, E.K., Li, L., Afshari, C.A., Weinberg, C.R. and Umbach, 

D. Selecting and clustering genes using order restricted inference methodology with 

applications to time-course microarray data. Bioinformatics, 2003, 19, 834. 
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46. Hamadeh, H.K., Li, L., Stoltz, J., Bushel, P.R., Stoll, R., Blanchard, K., Jayadev, S., 

Afshari, C.A. "Elucidation of signal versus effect in toxicogenomic studies". Applied 

Genomics and Proteomics, 2002, 1, 37. 

47. Hamadeh, H.K., Bushel, P.R., Jayadev, J., Martin, K., DiSorbo, O., Sieber, S., 

Bennett, L., Li, L., Tennant, R., Stoll, R., Barrett, J.C., Blanchard, K., Paules, R.S., 

Afshari, C.A. Prediction of Compound Signature Using High Density Gene 

Expression Profiling. Toxicol. Sci., 2002, 67, 232. 

48. Lobenhofer, E.K., Bennett, L., Li, L., Bushel, P. and Afshari, C. Regulation of DNA 

replication fork genes by 17beta-estradiol. Mol. Endocrinol., 2002, 16, 1215. 

49. King, L.M., Ma, J., Srettabunjong, S., Li, L., Graves, J., Bradbury, J.A., Spiecker, M., 

Liao, J.K., Mohrenweiser, H. and Zeldin, D.C.  Cloning of the CYP2J2 gene and 

identification of functional polymorphisms.  Mol. Pharmacol., 2002, 61, 840. 

50. Li, L., Weinberg, C.R., Darden, T.A. and Pedersen L.G. Gene selection for sample 

classification based on gene expression data: study of sensitivity to choice of 

parameters of the GA/KNN method. Bioinformatics, 2001, 17, 1131. 

51. Li, L., Darden, T.A., Weinberg, C.R., Levine, A.J. and Pedersen L.G.  Gene 

assessment and sample classification for gene expression data using a genetic 

algorithm/k-nearest neighbor method. Combinatorial Chemistry and High Throughput 

Screening, 2001, 4, 727. 

52. Li, L., Pedersen, L.G., Beard, W.A., Bebenek, K., Wilson, S.H., Kunkel, T.A. and 

Darden, T.A.  A molecular dynamics model of HIV-1 reverse transcriptase complexed 

with DNA: comparison with experimental structures.  J. Mol. Modeling, 2000, 6, 575. 

53. Bevan, D.R., Li, L., Pedersen, L.G. and Darden, T.A. Molecular dynamics simulations 

of d(CCAACGTTGG)2 decamer.  Influence of the crystal environment.  Biophys. J., 

2000, 78, 668. 

54. Li, L., Darden, T.A., Bartolotti, L., Kominos, D. and Pedersen, L.G.  An atomic model 

for the pleated -sheet structure of A amyloid protofilaments.  Biophys. J., 1999, 76, 

2871. 

55. Darden, T.A., Perera, L., Li, L. and Pedersen, L.G.  New tricks for modelers from the 

crystallography toolkit: the particle mesh Ewald algorithm and its use in nucleic acid 

simulations.  Structures, 1999, 7, R55. 

56. Klose, T.S., Ibeanu, G.C., Ghanayem, B.I., Pedersen, L.G., Li, L., Hall, S.D. and 

Goldstein, G.A.  Arch. Biochem. Biophys., 1998, 357, 240. 

57. Beard, W.A., Bebenek, K,, Darden, T.A., Li, L., Prasad, R., Kunkel, T. and Wilson, S.  

Vertical scanning mutagenesis of a critical tryptophan in the "minor groove binding 

track" of HIV-1 reverse transcriptase.  J. Biol. Chem., 1998, 273, 30435. 

58. Chen, Z., Blandl, T., Prorok, M., Warders, S.E., Li, L., Zhu, Y., Pedersen, L.G., Ni, F., 

Castellino, F.J.  Conformational changes in Conantokin-G induced upon bindings of 

calcium and magnesium as revealed by NMR structural analysis.  J. Biol. Chem., 

1998, 273, 16248. 

59. Warder, S.E., Prorok, M., Chen, Z., Li, L., Zhu, Y., Pedersen, L.G., Ni, F. and 

Castellio, F.J. The roles of individual -carboxyglumate residues in the solution 

structure and cation-dependent properties of conantokin-T.  J. Biol. Chem., 1998, 273, 

7512. 

60. Perera, L., Li, L., Darden, T., Monroe, D.M. and Pedersen L.G.  Prediction of solution 

structure of the Ca
2+

-bound -carboxyglutamic acid domains of protein S and 
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homology growth arrest specific protein 6: use of the Particle mesh Ewald method.  

Biophys. J., 1997, 73, 1847. 

61. Rigby, A.C., Baleja, J.D., Li, L., Pedersen, L.G., Furie, B.C. and Furie, B.  Role of -

carboxyglutamic acid in the calcium-induced structural transition of conantokin G, a 

conotoxin from the Marine snail Conus geographus.  Biochemistry, 1997, 36, 15677. 

62. Bebenek, K., Beard, W.A., Darden, T.A., Li, L., Prasad, R., Luxon, B.A., Gorenstein, 

D.G., Wilson, S.H. and Kunkel, T.A.  A minor groove binding track in reverse 

transcriptase.  Nature Struct. Biol., 1997, 3, 194. 

63. Li, L., Darden, T., Furie, B., Furie, B., and Pedersen, L.G.  Refinement of NMR-

derived solution structure of the calcium bound Gla domain of human coagulation 

factor IX using a combination of a genetic algorithm and molecular dynamics 

simulation.  Biochemistry, 1997, 36, 2132. 

64. Li, L., Darden, T., Hiskey, R., and Pedersen, L. Homology modeling and molecular 

dynamics simulations of human prothrombin fragment 1 Protein.  Haemostasis, 1996, 

26 (suppl 1), 54. 

65. Wolberg, A.S., Li, L., Cheung, W.-F., Hamaguchi, N., Pedersen, L.G., and Stafford, 

D.W.  Characterization of gamma-carboxyglutamic acid residue 21 of human factor 

IX.  Biochemistry, 1996, 35, 10321. 

66. Ibeanu, G.C., Ghanayem, B.I., Linko, P., Li, L., Pedersen, L.G., and Goldstein, J.A. 

Identification of residues 99, 220, 221, of human cytochrome P450 2C19 as key 

determinants of omeprazole hydroxylase activity.  J. Biol. Chem., 1996, 271, 12496. 

67. Li, L., Darden, T., Hiskey, R., and Pedersen, L. Homology modeling and molecular 

dynamic simulations of the Gla domains of factor IX and its G12A mutant.  J. Phys. 

Chem., 1996, 100, 2475. 

68. Li, L., Darden, T.A., Kominos, D., and Pedersen, L.G.  Molecular dynamics 

simulations of the Kunitz domain of amyloid -protein precursor.  Alzheimer's Res., 

1995, 1, 185. 

69. Li, L., Darden, T.A., Foley, C., Hiskey, R., and Pedersen, L.G. Homology modeling 

and molecular dynamics simulation of human prothrombin fragment 1.  Protein Sci., 

1995, 4, 2341. 

70. Shi, Q., Chen, K., Li, L., Chang, J.J., Autry, C., Kozuka, M., Konoshima, T., Estes, 

J.R., Lin, C.M., Hamel, E., and Lee, K.H.  Antitumor agents. 154.  Cytotoxic and 

antimitotic flavonols from Polanisia dodecandra.  J. Nat. Prod., 1995, 58, 475. 

71. Li, L., Wang, H.K., Kuo, S.C., Wu, T.S., Lednicer, D., Lin, C.M., Hamel, E., and Lee, 

K.H.  Antitumor agents 155.  Synthesis and biological evaluation of 3', 6, 7-substituted 

2-phenyl-4-quinolones as antimicrotubule agents.  J. Med. Chem., 1994, 37, 3400. 

72. Li, L, Wang, H.K., Kuo, S.C., Wu, T.S., Lednicer, D., Lin, C.M., Hamel, E., and Lee, 

K.H.  Antitumor agents 150.  2',3',4',5',5,6,7-substituted 2-phenyl-4-quinolones and 

related compounds: their synthesis, cytotoxicity, and inhibition of tubulin 

polymerization.  J. Med. Chem., 1994, 37, 1126. 

73. Konoshima, T., Terada, H., Kokumai, M., Kozuka, M., Tokuda, H., Estes, J.R., Li, L., 

Wang, H.K., and Lee, K.H.  Studies on inhibitors of skin tumor promotion, XII. 

Rotenoids from Amorpha fruticosa.  J. Nat. Prod., 1993, 56, 843. 

74. Terada, H., Kokumai, M., Konoshima, T., Kozuka, M., Haruna, M., Kazuo, I, Estes, 

J.R., Li, L, Wang, H.K., and Lee, K.H.  Structural elucidation and chemical 
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conversion of amorphispironone, a novel spironone from Amorpha fruticosa, to 

rotenoids.  Chem. Pharm. Bull., 1993, 41, 187. 

75. Li, L. , Wang, H.K., Chang, J. J., McPhail, A.T., McPhail, D.R., Estes, J.R., and Lee, 

K.H. Antitumor agents 138.  Rotenoids and isoflavones as cytotoxic constituents from 

Amorpha fruticosa.  J. Nat. Prod., 1993, 56, 690. 

76. Li, L., Wang, H.K., Fujioka, T., Chang, J.J., Kozuka, M., Konoshima, T., Estes, J., 

McPhail, A.T., McPhail, D.R., and Lee, K.H.  Structure and stereochemistry of 

amorphispironone, a novel cytotoxic spironone type rotenoid from Amorpha fruticosa.  

J. Chem. Soc. Chem. Commun., 1991, 22, 1652. 
 

 

Publications in Proceedings 

 

1.  Li, L., Pedersen, L.G.; Darden, T.A. and Weinberg, C.R. “Class Prediction and 

Discovery based on Gene Expression Data”, 2000, Atlantic Symposium on 

Computational Biology, Genome Information Systems & Technology (http://www. 

ee.duke.edu/CBGI/), Duke University, NC. 

 

2.  Li, L.; Pedersen, L.G.; Darden, T.A. and Weinberg, C.R. “Computational Analysis of 

Leukemia Microarray Expression Data Using the GA/KNN Method”. Critical 

Assessment of Techniques for Microarray Data Analysis (CAMDA'00 Conference) 

(http://bioinformatics.duke.edu/ CAMDA/), 2000, Duke University, NC.  

 

3.  Huang, W., Li, L., Marth, G.T. and Weir, B.S. Association analysis of gene functions 

and upstream sequence conservation in the human genome. The 4th Annual RECOMB 

Regulatory Genomics, Cambridge, MA, USA, October, 2007. 

 

Invited Book Chapters 
 

1. Tropsha, A., Yan, Y., Schneider, S.E., Li, L., and Erickson, B.W.  Relative free 

energies of folding and refolding of model secondary structure elements in aqueous 

solution. In: Peptides: Chemistry, Structure, Biology, Eds. R.S. Hodges and J.A. 

Smith, 1994, pp. 883. 

 

2.  Leping Li and Clarice R. Weinberg, “Gene selection and sample classification using a 

genetic algorithm/k-nearest neighbors method”. In Understanding and Using 

Microarray Analysis Techniques: A Practical Guide. Edited by Werner Dubitzky et 

al., Kluwer academic publishers. 

 

Invited Talks 
 

1. Gene assessment and sample classification for gene expression data using a genetic 

algorithm/k-nearest neighbor method, 2000, CIIT, RTP.  

2. Critical Assessment of Techniques for Microarray Data Analysis (CAMDA'00 

Conference) (http://bioinformatics.duke.edu/ CAMDA/), 2000, Duke University, NC. 
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3. Class Prediction and Discovery based on Gene Expression Data, 2000, Atlantic 

Symposium on Computational Biology, Genome Information Systems & Technology 

(http://www. ee.duke.edu/CBGI/), Duke University, NC. 

4. Testing for informative differences between categories based on small samples and 

very high-dimensional gene expression data. 2001, Research Triangle Institute, NC. 

5. Pattern recognition. Bioinformatics class, North Carolina Central University, 

September, 2003. 

6. Gene function prediction based on motif patterns. NCSU Bioinformatics seminar 

series, North Carolina State Univ., April, 2004. 

7. Challenges in DNA promoter sequence analysis. Invited speaker, LMC reteat, 2006. 

8. GAPWM: a genetic algorithm method for optimizing a position weight matrix. 

Cambridge HealthTech Institute, Washington, DC, August 2007. 

9. fdrMotif: Identifying cis-elements by an EM Algorithm Coupled with False Discovery 

Rate Control. Genome Informatics, Cold Spring Harbor, NY, November, 2007. 

10. GADEM: A genetic algorithm guided formation of spaced dyads coupled with an EM 

algorithm for motif discovery. RECOMB Regulatory Genomics, Systems Biology, 

and DREAM3, MIT, Oct.29-Nov. 2, 2008. 

11. Identifying transcription factor and its coregulators using a mixture model with EM. 

NCSU bioinformatics, March 25, 2010. 

12. Identifying transcription factor and its coregulators using a mixture model with EM. 

University of Louisville Department of Biostatistics and Bioinformatics, April 2, 

2010. 

13. Identifying transcription factor and its coregulators using a mixture model with EM. 

Cold Spring Harbor Asia Computational Biology Meeting, Suzhou, China, Sept. 26-

Oct. 1, 2010. 

14. Methods for identifying transcription factor binding sites. Interdisciplinary PhD 

Program in Genetics, Bioinformatics, and Computational Biology (GBCB) and 

Virginia Bioinformatics Institute (VBI), Virginia Tech, Sept. 15, 2011. 

15. ChIP-seq data analysis: methods and applications. Department of Biology, Boston 

College, Boston, December 13, 2011. 

16. Department of Pharmaceutical and Biomedical Sciences University of Georgia 

College of Pharmacy, April, 4, 2012. 

17. National Advisory Environmental Health Sciences (NAEHS) Council Meeting, 

NIEHS, February 20-21, 2013. 

18. NIH Director's Seminar Series, Bethesda, NIH, April 4, 2014 

19. National Toxicology Program, NIEHS, November 19, 2014 

20. UNC Nutrition Center/Genetics, March 5, 2015 
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1 Panel Discussion on Bioinformatics/Genomics, North Carolina Central University, 

April, 2002. 

2 Co-chair, Advancing Toxicogenomics and Environmental Genomics through 

Bioinformatics, Raleight, NC,  Oct. 25-26, 2007. 
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3 Co-chair of Bioinformatics and Biostatistics Section, In Vitro Biology, June 4-6, 

Raleigh, NC, 2011. 

4 Progamm committee, International Conference on Intelligent Biology and Medicine 

(ICIBM 2012), April 22-24, 2012, Nashville, TN, USA 

5 Origanizer, Symposium on motif discovery and ChIP-seq data analysis, May 29-30, 

2012, NIEHS. 

6 Progamm committee, International Conference on Intelligent Biology and Medicine 

(ICIBM 2013), August 11-13, 2013, Nashville, TN 

7 Progamm committee, International Conference on Intelligent Biology and Medicine 

(ICIBM 2014), August 11-13, 2014, Nashville, TN. 


