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publications

• Books:

1. T. Ho and D. S. Lun. Network Coding: An Introduction. Cambridge University Press, Cambridge, 2008.

– Japanese translation by H. Kawahigashi (Tokyo Denki University Press, Tokyo, 2010)

– Chinese translation by G. Feng, J. Ye, and G. Liu (Tsinghua University Press, Beijing, 2016)

• Book chapters:

1. A. Krishnan, X. Qian, G. Ananyev, D. S. Lun, and G. C. Dismukes. Rewiring of cyanobacterial
metabolism for hydrogen production: Synthetic biology approaches and challenges. In W. Zhang and X.
Song, editors, Synthetic Biology of Cyanobacteria, pages 171–213. Springer, Singapore, 2018.

2. F. Zhao, M. Médard, D. Lun, and A. Ozdaglar. Minimum-cost subgraph algorithms for static and dy-
namic multicasts with network coding. In V. Tarokh, editor, New Directions in Wireless Communications
Research, pages 317–349. Springer, Dordrecht, 2009.

3. D. S. Lun, T. Ho, N. Ratnakar, M. Médard, and R. Koetter. Network coding in wireless networks. In
F. H. P. Fitzek and M. Katz, editors, Cooperation in Wireless Networks: Principles and Applications.
Springer, Dordrecht, 2006.

• Journal articles (refereed):

1. C. M. Grgicak, K. R. Duffy, and D. S. Lun. The a posteriori probability of the number of contributors
when conditioned on an assumed contributor. Forensic Sci. Int. Genet., 54:102563, September 2021.

2. J. Valtl, U. J. Mnich, D. S. Lun, J. Kelly, and C. M. Grgicak. A series of developmental validation tests
for number of contributors platforms: Exemplars using NOCIt and a neural network. Forensic Sci. Int.
Genet., 54:102556, September 2021.

3. S. Bhadra-Lobo, M. K. Kim, and D. S. Lun. Assessment of transcriptomic constraint-based methods for
central carbon flux inference. PLoS ONE, 15(9):e0238689, September 2020.

4. C. M. Grgicak, S. Karkar, X. Yearwood-Garcia, L. E. Alfonse, K. R. Duffy, and D. S. Lun. A large-scale
validation of NOCIt’s a posteriori probability of the number of contributors and its integration into
forensic interpretation pipelines. Forensic Sci. Int. Genet., 47:102296, July 2020.

5. S. Karkar, L. E. Alfonse, C. M. Grgicak, and D. S. Lun. Statistical modeling of STR capillary elec-
trophoresis signal. BMC Bioinformatics, 20:584, December 2019.

6. H. Swaminathan, M. O. Qureshi, C. M. Grgicak, K. Duffy, and D. S. Lun. Four model variants within a
continuous forensic DNA mixture interpretation framework: Effects on evidential inference and reporting.
PLoS ONE, 13(11):e0207599, November 2018.

7. X. Qian, Y. Zhang, D. S. Lun, and G. C. Dismukes. Rerouting of metabolism into desired cellular
products by nutrient stress: Fluxes reveal the selected pathways in cyanobacterial photosynthesis. ACS
Synth. Biol., 7(5):1465-1476, May 2018.

8. S. Norsworthy, D. S. Lun, and C. M. Grgicak. Determining the number of contributors to DNA mixtures
in the low-template regime: Exploring the impacts of sampling and detection effects. Leg. Med., 32:1-8,
May 2018.

9. L. Harper, D. Balasubramanian, E. A. Ohneck, W. E. Sause, J. Chapman, B. Mejia-Sosa, T. Lhakhang,
A. Heguy, A. Tsirigos, B. Ueberheide, J. M. Boyd, D. S. Lun, and V. J. Torres. Staphylococcus aureus
responds to the central metabolite pyruvate to regulate virulence. mBio, 9(1):e02272-17, January 2018.

10. L. E. Alfonse, A. D. Garrett, D. S. Lun, K. R. Duffy, and C. M. Grgicak. A large-scale dataset of single
and mixed-source short tandem repeat profiles to inform human identification strategies: PROVEDIt.
Forensic Sci. Int. Genet., 32:62-70, January 2018.

11. K. C. Peters, H. Swaminathan, J. Sheehan, K. R. Duffy, D. S. Lun, and C. M. Grgicak. Production of
high-fidelity electropherograms results in improved and consistent DNA interpretation: Standardizing
the forensic validation process. Forensic Sci. Int. Genet., 31:160-170, November 2017.

12. J. Kim, C. M. Brown, M. K. Kim, E. H. Burrows, S. Bach, D. S. Lun, and P. G. Falkowski. Effect of cell
cycle arrest on intermediate metabolism in the marine diatom Phaeodactylum tricornutum. Proc. Natl.
Acad. Sci. USA, 114(38):E8007-E8016, October 2017.
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13. J. J. Kelley, S. Maor, M. K. Kim, A. Lane, D. S. Lun. MOST-Visualization: Software for producing
automated textbook-style maps of genome-scale metabolic networks. Bioinformatics, 33(16):2596–2597,
August 2017.

14. J. Dinamarca, O. Levitan, G. K. Kumaraswamy, D. S. Lun, and P. Falkowski. Overexpression of a dia-
cylglycerol acyltransferase gene in Phaeodactylum tricornutum directs carbon towards lipid biosynthesis.
J. Phycology, 53(2):405–414, April 2017.

15. X. Qian, M. K. Kim, G. K. Kumaraswamy, A. Agarwal, D. S. Lun, and G. C. Dismukes. Flux balance
analysis of photoautotrophic metabolism: Uncovering new biological details of subsystems involved in
cyanobacterial photosynthesis. BBA – Bioenergetics, 1858(4):276–287, April 2017.

16. L. E. Alfonse, G. Tejada, H. Swaminathan, D. S. Lun, and C. M. Grgicak. Inferring the number of
contributors to complex DNA mixtures using three methods: Exploring the limits of low-template DNA
interpretation. J. Forensic Sci., 62(2):308–316, March 2017.

17. D. Balasubramanian, E. A. Ohneck, J. Chapman, A. Weiss, M. K. Kim, T. Reyes-Robles, J. Zhong, L.
N. Shaw, D. S. Lun, B. Ueberheide, B. Shopsin, and V. J. Torres. Staphylococcus aureus coordinates
leukocidin expression and pathogenesis by sensing metabolic fluxes via RpiRc. mBio, 7(3):e00818-16,
June 2016.

18. M. K. Kim, A. Lane, J. J. Kelley, and D. S. Lun. E-Flux2 and SPOT: Validated methods for inferring
intracellular metabolic flux distributions from transcriptomic data. PLoS ONE, 11(6):e0157101, June
2016.

19. H. Swaminathan, A. Garg, C. M. Grgicak, M. Medard, and D. S. Lun. CEESIt: A computational tool
for the interpretation of STR mixtures. Forensic. Sci. Int. Genet., 22:149–160, May 2016.

20. J. Kim, M. Fabris, G. Baart, M. K. Kim, A. Goossens, W. Vyverman, P. G. Falkowski, and D. S.
Lun. Flux balance analysis of primary metabolism in the diatom Phaeodactylum tricornutum. Plant J.,
85(1):161–176, January 2016.

21. H. Swaminathan, C. M. Grgicak, M. Medard, and D. S. Lun. NOCIt: A computational method to infer
the number of contributors to DNA samples analyzed by STR genotyping. Forensic Sci. Int. Genet.,
16:172–180, May 2015.

22. J. J. Kelley, A. Lane, X. Li, B. Mutthoju, S. Maor, D. Egen, and D. S. Lun. MOST: A software
environment for constraint-based metabolic modeling and strain design. Bioinformatics, 31(4):610–611,
February 2015.

23. O. Levitan, J. Dinamarca, E. Zelzion, D. S. Lun, L. T. Guerra, M. K. Kim, J. Kim, B. A. S. Van
Mooy, D. Bhattacharya, and P. G. Falkowski. Remodeling of intermediate metabolism in the diatom
Phaeodactylum tricornutum under nitrogen stress. Proc. Natl. Acad. Sci. USA, 112(2):412–417, January
2015.

24. K. Ip, N. Donoghue, M. K. Kim, and D. S. Lun. Constraint-based modeling of heterologous path-
ways: Application and experimental demonstration for overproduction of fatty acids in Escherichia coli.
Biotechnol. Bioeng., 111(10):2056–2066, October 2014.

25. M. K. Kim and D. S. Lun. Methods for integration of transcriptomic data in genome-scale metabolic
models. Comput. Struct. Biotechnol. J., 11(18):59–65, August 2014.

26. D. Hong, S. Man, J.-C. Birget, and D. S. Lun. A wavelet-based almost sure uniform approximation of
fractional Brownian motion with a parallel algorithm. J. Appl. Probab., 51(1):1–18, 2014.

27. F. Zhao, M. Mdard, A. Ozdaglar, and D. S. Lun. Convergence study of decentralized min-cost subgraph
algorithms for multicast in coded networks. IEEE Trans. Inform. Theory, 60(1):410–421, January 2014.

28. K. E. Wiens, H. Swaminathan, R. Copin, D. S. Lun, and J. D. Ernst. Equivalent T cell epitope promis-
cuity in ecologically diverse human pathogens. PLoS ONE, 8(8):e73124, August 2013.

29. G. P. Bisson, C. Mehaffy, C. Broeckling, J. Prenni, D. Rifat, D. S. Lun, M. Burgos, D. Weissman,
P. C. Karakousis, and K. Dobos. Upregulation of the phthiocerol dimycocerosate biosynthetic path-
way by rifampicin-resistant, rpoB-mutant Mycobacterium tuberculosis. J. Bacteriol., 194(23):6441–6452,
December 2012.

30. D. Egen and D. S. Lun. Truncated branch and bound achieves efficient constraint-based genetic design.
Bioinformatics, 28(12):1619–1623, June 2012.
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31. A. Brandes, D. S. Lun, K. Ip, J. Zucker, C. Colijn, B. Weiner, and J. E. Galagan. Inferring carbon
sources from gene expression profiles using metabolic flux models. PLoS ONE, 7(5):e36947, May 2012.

32. M. Niepielko, K. Ip, J. Kanodia, D. S. Lun, and N. Yakoby. The evolution of BMP signaling in Drosophila
oogenesis: a receptor-based mechanism. Biophys. J., 102(8):1722–1730, April 2012.

33. K. Ip, C. Colijn, and D. S. Lun. Analysis of complex metabolic behavior through systematic pathway
decomposition. BMC Syst. Biol., 5:91, June 2011.

– BioMed Central highly accessed article

34. M. R. Golzarian, R. A. Frick, K. Rajendran, B. Berger, S. Roy, M. Tester, and D. S. Lun. Accurate
inference of shoot biomass from high-throughput images of cereal plants. Plant Methods, 7:2, February
2011.

35. A. Eryilmaz, D. S. Lun, and B. T. Swapna. Control of multi-hop communication networks for inter-
session network coding. IEEE Trans. Inform. Theory, 57(2):1092-1110, February 2011.

36. X. Shi, D. S. Lun, M. Médard, R. Kötter, J. C. Meldrim, and A. J. Barry. Joint base-calling of two DNA
sequences with factor graphs. IEEE Trans. Inform. Theory, 56(2):724–733, February 2010.

37. D. S. Lun, A. Sherrid, B. Weiner, D. R. Sherman, and J. E. Galagan. A blind deconvolution approach
to high-resolution mapping of transcription factor binding sites from ChIP-Seq data. Genome Biol.,
10(12):R142, December 2009.

– BioMed Central highly accessed article

38. D. S. Lun, G. Rockwell, N. J. Guido, M. Baym, J. A. Kelner, B. Berger, J. E. Galagan, and G. M.
Church. Large-scale identification of genetic design strategies using local search. Mol. Syst. Biol., 5:296,
August 2009.

39. C. Colijn, A. Brandes, J. Zucker, D. S. Lun, B. Weiner, M. R. Farhat, T.-Y. Cheng, D. B. Moody,
M. Murray, and J. E. Galagan. Interpreting expression data with metabolic flux models: Predicting
Mycobacterium tuberculosis mycolic acid production. PLoS Comput. Biol., 5(8):e1000489, August 2009.

40. L. D. Jennings, D. S. Lun, M. Médard, and S. Licht. ClpP hydrolyzes a protein substrate proces-
sively in the absence of the ClpA ATPase: Mechanistic studies of ATP-indendent processive proteolysis.
Biochemistry, 47(44):11536–11546, November 2008.

41. J.-S. Park, U. Lee, S. Y. Oh, M. Gerla, D. S. Lun, W. W. Ro, and J. Park. Delay analysis of car-to-car
reliable data delivery strategies based on data mulling with network coding. IEICE Trans. Inf. & Syst.,
E91-D(10):2524–2527, October 2008.

42. D. S. Lun, M. Médard, R. Koetter, and M. Effros. On coding for reliable communication over packet
networks. Physical Communication, 1(1):3–20, March 2008.

43. D. S. Lun, L. D. Jennings, R. Koetter, S. Licht, and M, Médard. An information-based computa-
tional technique for estimation of chromatographic peak purity. J. Chem. Inf. Model., 47(5):1973–1978,
September 2007.

44. J.-S. Park, M. Gerla, D. S. Lun, Y. Yi, and M. Médard. CodeCast: A network coding based ad hoc
multicast protocol. IEEE Wireless Commun. Mag., 13(5):76–81, October 2006.

45. D. S. Lun, N. Ratnakar, M. Médard, R. Koetter, D. R. Karger, T. Ho, and E. Ahmed. Minimum-cost
multicast over coded packet networks. IEEE Trans. Inform. Theory, 52(6):2608–2623, June 2006.

46. D. S. Lun, M. Médard, and I. C. Abou-Faycal. On the performance of peaky capacity-achieving signaling
on multipath fading channels. IEEE Trans. Commun., 52(6):931–938, June 2004.

• Journal articles (not refereed):

1. H. I. M. Boshoff and D. S. Lun. Systems biology approaches to understanding mycobacterial survival
mechanisms. Drug Discov. Today: Dis. Mech., 7(1):e75-e82, Spring 2010.

• Conference papers:

1. S. Karkar, L. E. Alfonse, C. M. Grgicak, and D. S. Lun. Statistical modeling of short-tandem repeat
capillary electrophoresis profiles. In Proc. 2018 IEEE International Conference on Bioinformatics and
Biomedicine (BIBM 2018), pages 869–876, December 2018.
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2. L. E. Alfonse, A. D. Garrett, H. Swaminathan, K. C. Peters, G. Wellner, X. Yearwood-Garcia, L. M.
Taranow, J. Sheehan, S. E. Norsworthy, U. Mnich, D. S. Lun, K. R. Duffy, M. Mdard, R. W. Cotton,
and C. M. Grgicak. The development and release of a collection of computational tools and a large-scale
empirical data set for validation: The PROVEDIt initiative. In Proc. 27th International Symposium on
Human Identification, September 2016.

3. H. Swaminathan, C. M. Grgicak, M. Medard, and D. S. Lun. NOCIt—a computational tool to infer the
number of contributors to a forensic DNA sample. In Proc. 24th International Symposium on Human
Identification, October 2013.

4. J.-C. Birget, D. S. Lun, A. Wirth, and D. Hong. Identification of binary gene networks. In Proc. 50th
Annual Allerton Conference on Communication, Control, and Computing, pages 1467–1474, October
2012.

5. J.-C. Birget, D. S. Lun, A. Wirth, and D. Hong. A theoretical approach to gene network identification.
In Proc. 2012 IEEE Information Theory Workshop (ITW 2012), pages 432–436, September 2012.

6. D. Traskov, M. Heindlmaier, M. Médard, R. Koetter, and D. S. Lun. Scheduling for network coded
multicast: A conflict graph formulation. In Proc. 2008 IEEE Globecom Workshops, pages 1–5, November–
December 2008.

7. X. Shi, D. S. Lun, J. Meldrim, R. Kötter, and M. Médard. Joint base-calling of two DNA sequences with
factor graphs. In Proc. 2008 IEEE International Conference on Acoustics, Speech and Signal Processing
(ICASSP 2008), pages 2049–2052, March–April 2008.

8. F. Zhao, M. Médard, D. Lun, and A. Ozdaglar. Convergence rates of min-cost subgraph algorithms for
multicast in coded networks. In Proc. 45th Annual Allerton Conference on Communication, Control,
and Computing, pages 1247–1251, September 2007.

9. F. Zhao, D. S. Lun, M. Médard, and E. Ahmed. Decentralized algorithms for operating coded wireless
networks. In Proc. 2007 IEEE Information Theory Workshop (ITW 2007), pages 472–477, September
2007.

10. D. Traskov, D. S. Lun, R. Koetter, and M. Médard. Network coding in wireless networks with random
access. In Proc. 2007 IEEE International Symposium on Information Theory (ISIT 2007), pages 2726–
2730, June 2007.

11. C. Fragouli, D. S. Lun, M. Médard, and P. Pakzad. On feedback for network coding. In Proc. 2007
Conference on Information Sciences and Systems (CISS 2007),pages 248–252, March 2007.

12. A. Eryilmaz and D. S. Lun. Control for inter-session network coding. In Proc. 2007 Information Theory
and Applications Workshop (ITA 2007), January–February 2007.

13. J.-S. Park, D. S. Lun, F. Soldo, M. Gerla, and M. Médard. Performance of network coding in ad hoc
networks. In Proc. IEEE Milcom 2006, pages 1–6, October 2006.

14. J.-S. Park, U. Lee, S. Oh, M. Gerla, and D. S. Lun. Emergency related video streaming in VANETs
using network coding. In Proc. 3rd ACM international workshop on vehicular ad hoc networks (VANET
2006), pages 102–103, September 2006.

15. P. Maymounkov, N. J. A. Harvey, and D. S. Lun. Methods for efficient network coding. In Proc. 44th
Annual Allerton Conference on Communication, Control, and Computing, pages 482–491, September
2006.

16. D. Traskov, N. Ratnakar, D. S. Lun, R. Koetter, and M. Médard. Network coding for multiple unicasts:
An approach based on linear optimization. In Proc. 2006 IEEE International Symposium on Information
Theory (ISIT 2006), pages 1758–1762, July 2006.

17. D. S. Lun, P. Pakzad, C. Fragouli, M. Médard, and R. Koetter. An analysis of finite-memory random
linear coding on packet streams. In Proc. 4th International Symposium on Modeling and Optimization
in Mobile, Ad Hoc and Wireless Networks (WiOpt ’06), April 2006.

18. D. S. Lun, M. Médard, and R. Koetter. Network coding for efficient wireless unicast. In Proc. 2006
International Zurich Seminar on Communications (IZS 2006), pages 74–77, February 2006.

19. D. S. Lun, E. Ahmed, L. R. Brothers, J. A. DeBardelaben, M. Effros, T. Ho, D. Karger, R. Koetter,
A. Lee, S. J. MacMullan, M. Médard, and F. Zhao. Network coding for wireless applications. In Proc.
SPIE, vol. 5986, page 59860U, October 2005.
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20. D. S. Lun, M. Médard, R. Koetter, and M. Effros. Further results on coding for reliable communication
over packet networks. In Proc. 2005 IEEE International Symposium on Information Theory (ISIT 2005),
pages 1848–1852, September 2005.

21. C. Luo, M. Médard, L. Zheng, and D. S. Lun. Multi-tone FSK with feedback. In Proc. 2005 IEEE
International Symposium on Information Theory (ISIT 2005), pages 112–116, September 2005.

22. D. S. Lun, M. Médard, and R. Koetter. Efficient operation of wireless packet networks using network
coding. In Proc. International Workshop on Convergent Technologies (IWCT) 2005, June 2005.

23. S. Deb, M. Effros, T. Ho, D. Karger, R. Koetter, D. S. Lun, M. Médard, and N. Ratnakar. Network
coding for wireless applications: A brief tutorial. In Proc. International Workshop on Wireless Ad-hoc
Networks (IWWAN) 2005, May 2005.

24. D. S. Lun, M. Médard, and D. R. Karger. On the dynamic multicast problem for coded networks. In
Proc. WINMEE, RAWNET, and NETCOD 2005 workshops, April 2005.

25. D. S. Lun, N. Ratnakar, R. Koetter, M. Médard, E. Ahmed, and H. Lee. Achieving minimum cost
multicast: A decentralized approach based on network coding. In Proc. IEEE Infocom 2005, volume 3,
pages 1607–1617, March 2005.

26. D. S. Lun, M. Médard, T. Ho, and R. Koetter. Network coding with a cost criterion. In Proc. 2004
International Symposium on Information Theory and its Applications (ISITA 2004), October 2004.

27. D. S. Lun, M. Médard, and M. Effros. On coding for reliable communication over packet networks.
In Proc. 42nd Annual Allerton Conference on Communication, Control, and Computing, pages 20–29,
September–October 2004.

28. D. S. Lun and M. Médard. On the sufficiency of power control for a class of channels with feedback.
In Proc. 2004 IEEE International Symposium on Information Theory (ISIT 2004), page 73, June–July
2004.

29. D. S. Lun, M. Médard, and I. C. Abou-Faycal. Error exponents for capacity-achieving signaling on
wideband Rayleigh fading channels. In Proc. 2002 International Symposium on Information Theory and
its Applications (ISITA 2002), October 2002.

30. D. S. Lun, M. Médard, and I. C. Abou-Faycal. An upper bound on the error probability of capacity-
achieving signaling on broadband Rayleigh fading channels. In Proc. 56th IEEE Vehicular Technology
Conference (VTC 2002-Fall), volume 1, pages 577–581, September 2002.

31. D. S. Lun, M. Médard, and I. C. Abou-Faycal. Error exponents for wideband multipath fading channels
— a strong coding theorem. In Proc. 2002 Conference on Information Sciences and Systems (CISS
2002), March 2002.

patents

• C. M. Grgicak, D. S. Lun, and K. R. Duffy. Systems and methods for automated analyses of a biological
sample. U.S. Patent Application 17/669,790, February 11, 2022.

• C. M. Grgicak, D. S. Lun, M. Médard, and H. Swaminathan. Systems and method for determining an
unknown characteristic of a sample. U.S. Patent 10,504,614, December 10, 2019.

• D. S. Lun. Genetically engineered microbes and uses thereof. U.S. Patent 9,594,869, March 14, 2017.

• X. Shi, M. Médard, R. Koetter, and D. S. Lun. Method and apparatus for automated base-calling on multiple
DNA strands. U.S. Patent 8,126,235, February 28, 2012.

• D. S. Lun, M. Médard, T. Ho, R. Koetter, and N. Ratnakar. Minimum-cost routing with network coding.
U.S. Patent 7,414,978, August 19, 2008.
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research support
• Past support:

National Aeronautics and Space Administration Exobiology 01/01/19–12/31/21
PI: D. Bhattacharya, Rutgers University
Title: Elucidating the transition to eukaryotic phototrophy
Role: Co-PI
Total award amount: $996,423

National Institute of Justice 2018-DU-BX-0185 01/01/19–12/31/21
PI: C. Grgicak, Rutgers University
Title: Resolving the forensic DNA mixture problem through the development of end-to-end single-cell
pipelines
Role: Co-PI
Total award amount: $546,727

Environmental Molecular Sciences Laboratory 10/01/17-09/30/19
PIs: S. Lebeis, University of Tennessee, Knoxville and E. Lam, Rutgers University
Title: Uncovering the microbial mechanisms improving duckweed growth for biofuel/bioproduct produc-
tion and nutrient cycling in aquatic environments
Role: Collaborator
Total award amount: $277,474 in-kind

National Science Foundation MCB 1515511 08/01/15–07/31/18
PI: D. S. Lun
Title: Computational and experimental systems biology of cyanobacterial metabolism
Total award amount: $699,904

National Institute of Justice 2014-DN-BX-K026 01/01/15–08/31/17
PI: C. Grgicak, Boston University
Title: Establishing exclusion criteria and the significance of inclusion: Developing tools for the interpre-
tation of complex DNA mixtures
Role: Co-PI
Subaward amount: $238,684

Army Research Office W911NF-14-C-0096 09/08/14–02/07/17
PI: C. Grgicak, Boston University
Title: NOCIt: Determining the number of contributors
Role: Co-PI
Subaward amount: $620,966

Samsung Global Research Outreach 06/01/13–12/31/14
PI: D. S. Lun
Title: High-accuracy integration of transcriptomics and metabolic modeling with application to the
metabolic engineering of Escherichia coli
Total award amount: $136,098

National Institute of Justice 2012-DN-BX-K050 01/01/13–12/31/14
PI: C. Grgicak, Boston University
Title: Establishing exclusion criteria and the significance of inclusion for complex low-template DNA
mixtures
Role: Co-PI
Subaward amount: $209,438

Army Research Office W911NF-13-1-0384 09/01/13–05/31/14
PI: D. S. Lun
Title: Identification of gene networks: An approach based on mathematical modeling
Total award amount: $49,809

National Institute of Justice 2011-DN-BX-K558 01/01/12–12/31/13
PI: C. Grgicak, Boston University
Title: Low-template DNA mixture interpretation: Determining the number of contributors
Role: Co-PI
Subaward amount: $206,946
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Rutgers University Faculty Research Grant 01/01/12–12/31/12
PI: D. S. Lun
Title: Gas chromatography system to characterize computer-designed microbes
Total award amount: $23,376

National Institutes of Health NIAID 06/01/11–02/07/12
PI: D. S. Lun
Title: GRANITE (Genetic Regulatory Analysis of Networks Investigational Tool Environment)
Total award amount: $36,589

Government of South Australia Premier’s Science and Research Fund 05/01/10–04/30/13
PI: D. S. Lun
Title: Plant image analysis for the development of stress-tolerant crops
Total award amount: A$420,000

University of South Australia Linkage Project Incentive Scheme (LPIS) 02/05/10–06/30/10
PI: D. S. Lun
Title: High-throughput processing and analysis of whole plant images for the development of stress-
tolerant cereal crops
Total award amount: A$5,000

University of South Australia New Appointee Start-up Grant 06/11/09–09/30/10
PI: D. S. Lun
Title: Towards solar microbial biofuel: Increasing fatty acid production in Escherichia coli through
model-based design
Total award amount: A$9,000

University of South Australia Research Leadership Development Program 01/01/09–06/30/10
PI: D. S. Lun
Total award amount: A$30,000

teaching

• Courses lectured:

– 50:198:111 Programming Fundamentals, Rutgers–Camden, Fall 2017, Spring 2019, Fall 2019

– 50:198:213 Data Structures, Rutgers–Camden, Fall 2014, Spring 2016, Spring 2018, Spring 2021, Fall
2021

– 50:198:451/56:198:551 Database Systems, Rutgers–Camden, Spring 2014, Fall 2015, Fall 2020, Fall 2021

– 50:198:467/56:198:567 Applied Probability, Rutgers–Camden, Spring 2015, Fall 2017, Spring 2019, Spring
2020, Spring 2021

– 50:198:492/56:198:692 Data Mining, Rutgers–Camden, Spring 2012

– 56:121:531/56:137:501/56:198:501 Introduction to Algorithms for Computational Scientists, Rutgers–
Camden, Spring 2011, Spring 2012, Spring 2013

– 56:121:590/56:198:582 Computational Modeling of Biological Systems, Rutgers–Camden, Fall 2010, Fall
2011, Fall 2012

• Guest lecturing:

– 16:137:615 Concepts in Biotechnology and Genomics, Rutgers–New Brunswick, Fall 2015, Spring 2017,
Spring 2018, Fall 2019

– 6.989 Introduction to Network Coding, Massachusetts Institute of Technology, Spring 2009

– 6.047/6.878 Computational Biology: Genomes, Networks, Evolution, Massachusetts Institute of Tech-
nology, Fall 2007

– 6.263/16.37J Data Communication Networks, Massachusetts Institute of Technology, Fall 2005
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• Teaching assistantships:

– An Introduction to Computational Genomics for Infectious Disease, Harvard School of Public Health,
Winter 2007

– 6.041/6.431 Probabilistic Systems Analysis, Massachusetts Institute of Technology, Spring 2005

– 6.431 Applied Probability, Massachusetts Institute of Technology, Fall 2002

– 620-123 Applied Mathematics (Advanced), University of Melbourne, Semester 2, 2000

– 620-121 Mathematics A (Advanced), University of Melbourne, Semester 1, 2000

• Supervision:

– Postdocs:

∗ Neil Donoghue, University of South Australia

∗ Mahmood Golzarian, University of South Australia

∗ Slim Karkar, Rutgers University–Camden

∗ Juergen Zanghellini, University of South Australia

– Students:

∗ Anurag Arnold, Master of Science, Rutgers University–Camden

∗ Siddharth Bhadra-Lobo, Master of Science, Rutgers University–Camden

∗ Abhishek Garg, Master of Science, Rutgers University–Camden

∗ Selina Hui, Master of Science, Rutgers University–Camden

∗ Kuhn Ip, Ph.D., University of South Australia

∗ Min-Kyung Kim, Ph.D., Rutgers University–Camden

∗ Xiaowei Li, Master of Science, Rutgers University–Camden

∗ Brahmaji Mutthoju, Master of Science, Rutgers University–Camden

∗ Catherine Rosenberg, Master of Science, Rutgers University–Camden

∗ Xiaomeng Shi, Master of Science, Massachusetts Institute of Technology

∗ Vibha Sridhar, Master of Science, Rutgers University–Camden

∗ Harish Swaminathan, Ph.D., Rutgers University–Camden

• Thesis committees:

– Lauren Alfonse, Master of Science, Boston University

– Jonathan Dreyfuss, Ph.D., Boston University

– Joomi Kim, Ph.D., Rutgers University–New Brunswick

– Anagha Krishnan, Ph.D., Rutgers University–New Brunswick

– Robert Marmion, Ph.D., Rutgers University–Camden

– Sarah Norsworthy, Master of Science, Boston University

– Xiao Qian, Ph.D., Rutgers University–New Brunswick

– Kayleigh Rowan, Master of Science, Boston University

– Hao Vu, Master of Science, Rutgers University–New Brunswick

– Fang Zhao, Ph.D., Massachusetts Institute of Technology

– Aayush Yadav, Master of Science, Rutgers University–Camden

– Apostolos Zournas, Ph.D., Rutgers University–New Brunswick
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university and professional service

• Research and Funding Committee, College of Arts and Sciences, Rutgers University–Camden, 2021–present

• Search Committee, Department of Computer Science, Rutgers University–Camden, 2015/2016, 2018/2019,
2019/2020

• Affiliate, Software Validation Standards task group, DNA Analysis 2 Subcommittee, Biology/DNA Scientific
Area Committees (SAC), Organization of Scientific Area Committees (OSAC), National Institute of Standards
and Technology, 2015–2016

• Executive Committee, Center for Computational and Integrative Biology, Rutgers University–Camden, 2011–
2015

• Search Committee, Center for Computational and Integrative Biology, Rutgers University–Camden, 2010/2011,
2013/2014

• Senator, Faculty of Arts and Sciences, Rutgers University–Camden, 2011–2013

• Search Committee, Department of Physics, Rutgers University–Camden, 2012/2013

• Advisor, Rutgers University iGEM (International Genetically Engineered Machines) team, 2012

• Node Management Group, Australian Centre for Plant Functional Genomics, 2010

• Steering Committee, Constellation SA Plant BioScience Cluster, 2010

• Proposal review panels

– National Institutes of Health (NIH) Metabolomics Data Analysis

– National Institutes of Health (NIH) Modeling and Analysis of Biological Systems (MABS)

– National Science Foundation (NSF) Joint ENG/CBET-BIO/MCB CAREER

– Rutgers University Busch Biomedical Research Advisory Committee

• Proposal review

– Australian Research Council (ARC)

– National Science Foundation (NSF) Division of Molecular and Cellular Biosciences (BIO/MCB)

• Journal review

– Ad Hoc Networks

– Bioinformatics

– BMC Biotechnology

– Chemical Engineering Science

– Computer Communications

– IEEE/ACM Transactions on Computational Biology and Bioinformatics

– IEEE/ACM Transactions on Networking

– IEEE Journal on Selected Areas in Communications

– IEEE Transactions on Information Theory

– IEEE Transactions on Multimedia

– IEEE Transactions on Signal Processing

– IEEE Transactions on Vehicular Technology

– IEEE Transactions on Wireless Communications

– Journal of Communications and Networks

– Journal of Theoretical Biology
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– Life

– Metabolic Engineering

– Nucleic Acids Research

– Parallel Computing

– Plant Methods

– Plant Science

– PLoS Computational Biology

– PLoS ONE

• Technical program committee member

– 2011 Network Coding Applications and Protocols Workshop (NC-Pro 2011)

– 2010 IEEE International Symposium on Network Coding (NetCod 2010)

– 2009 IEEE Information Theory Workshop (ITW 2009, Taormina)

– 2009 IEEE International Workshop on Wireless Network Coding (WiNC 2009)

– 2008 IEEE International Workshop on Wireless Network Coding (WiNC 2008)

professional memberships

• Senior Member, Institute of Electrical and Electronic Engineers (IEEE)
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