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EDUCATION
Ph.D.
Applied Science & Technology, University of California, Berkeley, 2008.

B.A.
Mathematics, University of California, Santa Cruz, 2000.

APPOINTMENTS
09/13-present
Staff Scientist, Genome Dynamics Department, Life Sciences Division, LBNL, Berkeley, CA

09/14-present
Adjunct Assistant Professor, Dept. of Statistics, University of California, Berkeley, CA, USA 
06/16-06/19
Professor and Chair of Environmental Bioinformatics, University of Birmingham, UK
PROFESSIONAL ACTIVCITIES AND AWARDS
2018-2019


Alan Turing Fellowship (UK)

2018-present

Chan-Zuckerberg Biohub Investigator
2012-present

Member, AAAS

2013-present

Member, Genetics Society of America

2014-present

Member, CHARGE Consortium

2014-present

Member, Microbes to Biomes Project Consortium
2014-present

Integrative Analysis Lead, Consortium for Environmental Omics and Toxicology

2015-present

Member, Society of Environmental Toxicology and Chemistry (SETAC) 

2016-present

Steering Committee Member and Co-Founder, SETAC Omics Global Advisory Group
CURENT ADVISORY PANNELS & EDITORSHIPS
Ecosystem Services Market Consortium
SETAC Omics Global Advisory Group
Michabo Health Sciences Advisory Board

BMC Genomics, Associate Editor

CURRENT PhD STUDENTS AND POSTDOCTORAL FELLOWS

Andrew Chen: Inverse design of molecules using graph policy networks
Yulun Wu: Reinforcement learning and topological analyses for deep, compound learning architectures

Karl Schaettle: Third-wave AI surrogate models for biogeochemically interpretable functional zonation in agriculture 
Nathan Keith: Genome-scale functional annotation of short open reading frames in plant and animal genomes
Joshua Ladau: Spatiotemporal granularity of the content and ecosystem services of terrestrial microbiomes
PUBLICATIONS (58 peer reviewed manuscripts, h-index 30)
1. Falco N, Wainwright HM, Dafflon B, Ulrich C, Soom F, Peterson JE, Brown JB, Schaettle KB, Williamson M, Cothren JD, Ham RG. Influence of soil heterogeneity on soybean plant development and crop yield evaluated using time-series of UAV and ground-based geophysical imagery. Scientific reports. 2021 Mar 29;11(1):1-7.
2. Lovergne L, Ghosh D, Schuck R, Polyzos AA, Chen AD, Martin MC, Barnard ES, Brown JB & McMurray CT. “An infrared spectral biomarker accurately predicts neurodegenerative disease class in the absence of overt symptoms”. Scientific Reports. Aug 2021. 11:15598. https://doi.org/10.1038/s41598-021-93686-8 
3. Ellis LJ, Kissane S, Hoffman E, Valsami-Jones E, Brown JB, Colbourne JK, Lynch I. “Multigenerational Exposure to Nano‐TiO2 Induces Ageing as a Stress Response Mitigated by Environmental Interactions.” Advanced NanoBiomed Research. 2021 Apr 8:2000083. https://doi.org/10.1002/anbr.202000083
4. Suppa A, Kvist J, Li X, Dandhapani V, Almulla H, Tian A, Kissane S, Zhou J, Perotti A, Mangelson H, Langford K, Rossi V, Brown JB, Orsini L. “Roundup causes embryonic development failure, alters metabolic pathways and gut microbiota functionality in non-target species.” MBIO-D-20-00165R3.

5. Mital U, Dwivedi D, Brown JB, Faybishenko B, Painter S and Steefel CI. Sequential imputation of missing spatio-temporal precipitation data using random forests. Front. Water - Water and Hydrocomplexity Received on: 15 Apr 2020, Edited by: Chaopeng Shen Manuscript ID: 551999
6. Eng TT, Herbert RA, Martinez U, Wang B, Chen J, Brown JB, Deutschbauer A, Bissell M, Mortimer J, Mukhopadhyay A. “Iron Supplementation Eliminates Antagonistic Interactions Between Root Associated Bacteria.” July, 2020. Front. Microbiol. https://doi.org/10.3389/fmicb.2020.01742
7. Manning AK, Goustin AS, Kleinbrink E, Thepsuwan P, Cai J, Ju D, Leong A, Udler M, Brown JB, Goodarzi MO, Rotter JI, Sladek R, MIegs JB, Lipovich L. A long noncoding RNA, LOC157273, is the effector transcript at the chromosome 8p23. 1-PPP1R3B metabolic traits and type 2 diabetes risk locus. Front. Genet. 2020. https://doi.org/10.3389/fgene.2020.00615 

8. Wainwright, H; Steefel, C; Trutner, S; Henderson, A; Nikolopoulos, E; Wilmer, C; Chadwick, K; Falco, N; Schaettle, K; Brown, JB; Steltzer, H; Williams, K; Hubbard, S; Enquist, B. "Satellite-derived foresummer drought sensitivity of plant productivity in Rocky Mountain headwater catchments: spatial heterogeneity and geological-geomorphological control". May, 2020. Environmental Research Letters. Article reference: ERL-108177.R2
9. Connon RE, Hasenbein S, Brander SM, Poynton HC, Holland EB, Schlenk D, Orlando JL, Hladik ML, Collier TK, Scholz NL, Incardona JP, Denslow ND, Hamdoun A, Nicklisch SCE, Garcia–Reyero N, Perkins EJ, Gallagher EP, Deng X, Wang D, Fong S, Breuer RS, Hajibabaei M, Brown JB, Colbourne JK, Young TM, Cherr G, Whitehead A, Todgham AE. Review of and Recommendations for Monitoring Contaminants and their Effects in the San Francisco Bay− Delta. San Francisco Estuary and Watershed Science. 2019;17(4).
10. Zhang X, Baer AG, Price JM, Jones PC, Garcia BJ, Romero J, Cliff AM, Mi W, Brown JB, Jacobson DA, Lydic R. “Neurotransmitter networks in mouse prefrontal cortex are reconfigured by isoflurane anesthesia”. Journal of Neurophysiology. 2020 Apr 29. JN-00092-2020R1
11. Kvist J, Athanàsio CG, Pfrender ME, Brown JB, Colbourne JK, Mirbahai L. “A comprehensive epigenomic analysis of phenotypically distinguishable, genetically identical female and male Daphnia pulex.” 2020. BMC genomics. 21(1):17.
12. Hörtenhuber M, Mukarram AK, Stoiber MH, Brown JB, Daub CO. *-DCC: A platform to collect, annotate, and explore a large variety of sequencing experiments. GigaScience. 2020 Mar;9(3):giaa024.

13. Streich J, Romero J, Gazolla JG, Kainer D, Cliff A, Prates ET, Brown JB, Khoury S, Tuskan GA, Garvin M, Jacobson D. “Can exascale computing and explainable artificial intelligence applied to plant biology deliver on the United Nations sustainable development goals?”. Current opinion in biotechnology. 2020 Feb 1;61:217-25.

14. Ellis LJA, Kissane S, Hoffman E, Brown JB, Valsami-Jones E, Colbourne J, and Lynch I. Multigenerational Exposures of Daphnia Magna to Pristine and Aged Silver Nanoparticles: Epigenetic Changes and Phenotypical Ageing Related Effects. Small. 2020. Apr. DOI: 10.1002/smll.202000301.  

15. Rivetti C, Allen TE, Brown JB, Butler E, Carmichael PL, Colbourne JK, Dent M, Falciani F, Gunnarsson L, Gutsell S, Harrill JA. Vision of a near future: Bridging the human health–environment divide. Toward an integrated strategy to understand mechanisms across species for chemical safety assessment. Toxicology in Vitro. 2020 Feb 1;62:104692.

16. Zengler K, Hofmockel K, Baliga NS, Behie SW, Bernstein HC, Brown JB, Dinneny JR, Floge SA, Forry SP, Hess M, Jackson SA. EcoFABs: advancing microbiome science through standardized fabricated ecosystems. Nature Methods. 2019 Jun 21:1. DOI: https://doi.org/10.1038/s41592-019-0465-0

17. Herbert RA, Eng T, Martinez U, Wang B, Langley S, Wan K, Pidatala R, Hoffman E, Chen J, Bissell MJ, Brown JB, Mukhopadhyay A, Mortimer JC. ”Rhizobacteria mediate the phytotoxicity of a range of biofuel process-relevant compounds”. Environmental Toxicology and Chemistry. Accepted 05-15-19. DOI pending. 

18. Arbel H, Basu S, Fisher WW, Hammonds AS, Wan KH, Park S, Weiszmann R, Booth BW, Keranen SV, Henriquez C, Solari OS, Bickel PJ, Biggin MD, Celniker SE, Brown JB. “Exploiting regulatory heterogeneity to systematically identify enhancers with high accuracy”. Proceedings of the National Academy of Sciences. 2019 Jan 15;116(3):900-8. DOI: https://doi.org/10.1073/pnas.1808833115
19. Basu S, Kumbier K, Brown JB, Yu B. iRF: extracting interactions from random forests. J. Open Source Software. 2018 Dec;3(32):1077.
20. Kvist J, Athanàsio CG, Solari OS, Brown JB, Colbourne JK, Pfrender ME & Mirbahai L. Pattern of DNA methylation in Daphnia: Evolutionary perspective. Genome Biology and Evolution. 2018 Jul 30. Available from, DOI: 10.1093/gbe/evy155

21. Parra M, Booth BW, Weiszmann R, Yee BA, Yeo GW, Brown JB, Celniker SE, Conboy JG. An important class of intron retention events in human erythroblasts is regulated by cryptic exons proposed to function as splicing decoys. RNA. 2018. DOI:10.1261/rna.066951.118

22. Campos B, Colbourne JK, Brown JB, Viant MR, Biales AD, Gallagher K, Henry TR, Sappington KG, Marshall S, Whale G. How omics technologies can enhance chemical safety regulation: perspectives from academia, government, and industry. Environmental Toxicology & Chemistry. 2018. https://doi.org/10.1002/etc.4079
23. Baillie JK, Bretherick A, Haley CS, Clohisey S, Gray A, Neyton LP, Barrett J, Stahl EA, Tenesa A, Andersson R, et al. Shared activity patterns arising at genetic susceptibility loci reveal underlying genomic and cellular architecture of human disease. PLoS computational biology. 2018 Mar 1;14(3):e1005934.

24. Basu S, Krumbier K, Brown JB, Yu B. Iterative random forests to discover predictive and stable high-order interactions. PNAS. 2018. DOI:10.1073/pnas.1711236115

25. Miyano M, Sayaman RW, Stoiber MH, Lin CH, Stampfer MR, Brown JB & LaBarge MA. “Age-related gene expression in luminal epithelial cells is driven by a microenvironment made from myoepithelial cells”. Aging. 2017. DOI: 10.18632/aging.101298.
26. Orsini L, Brown JB, Solari OS, Li D, He S, Podicheti R, Stoiber MH, Spanier KI, Gilbert D, Jansen M, Rusch D, Pfrender ME, Colbourne JK, Frilander MJ, Kvist J, Decaestecker E, De Schamphelaere K, De Meester L. Early transcriptional response pathways in Daphnia magna are coordinated in networks of crustacean specific genes. 2017. Molecular Ecology. DOI:10.1111/mec.14261
27. Snijders AM, Langley SA, Kim YM, Brislawn CJ, Noecker C, Zink EM, Fansler SJ, Casey CP, Miller DR, Huang H, Karpen GH, Celniker SE, Brown JB, Borenstein E, Jansson JK, Metz TO, Mao JH. “Influence of early life exposure, host genetics and diet on the mouse gut microbiome and metabolome.” Nat Microbiol. 2016 Nov 28;2:16221. doi: 10.1038/nmicrobiol.2016.221.
28. Zhang W, Mao JH, Zhu W, Jain AK, Liu K, Brown JB & Karpen GH. “Centromere and kinetochore gene misexpression predicts cancer patient survival and response to radiotherapy and chemotherapy”. Nature Communications. 2016. ncomms12619. PMC5013662. PMID: 27577169. DOI: 10.1038/ncomms12619. 

29. Orsini L, Gilbert D, Podicheti R, Jansen M, Brown JB, Solari OS, et al. Daphnia magna transcriptome by RNA-Seq across 12 environmental stressors. 2016. Scientific data, 3. PMID: 27164179 PMCID: PMC4862326 DOI: 10.1038/sdata.2016.30

30. Stoiber MH*, Celniker SE, Cherbas L, Brown JB*, Cherbas P. "Diverse hormone response networks in 41 independent Drosophila cell lines". G3 (Bethesda). 2016 Jan 15. pii: g3.115.023366. *Stoiber is Brown Lab.  

31. Stoiber MH, May G, Duff M, Obar R, Artavanis-Tsakonas S, Brown JB*, Graveley BR, Celniker SE. “Extensive cross-regulation in Drosophila post-transcriptional regulatory networks”. Genome Research. 2015. doi:10.1101/gr.182675.114 *co-senior author, corresponding author, Stoiber is Brown Lab. 

32. Mao, JH, Langley SA, Huang Y, Hang M, Bouchard KE, Celniker SE, Brown JB, Jansson JK, Karpen GH, and Snijders AM. "Identification of genetic factors that modify motor performance and body weight using Collaborative Cross mice." Scientific reports. 2015. 5: 16247.

33. Brown JB, Celniker SE. “Lessons from modENCODE”. Annual Reviews of Genomics and Human Genetics. 2015, In Press, available online: DOI: 10.1146/annurev-genom-090413-025448 

34. Wessel J, et al. “Low-frequency and rare exome chip variants associate with fasting glucose and type 2 diabetes susceptibility”. Nat Commun. 2015, (6):5897. doi: 10.1038/ncomms6897. 

35. Brown JB, Boley N, Eisman R, May GE, Stoiber MH, Duff MO, Booth BW, Wen J, Park S, Suzuki AM, Wan KH, Yu C, Zhang D, Carlson JW, Cherbas L, Eads BD, Miller D, Mockaitis K, Roberts J, Davis CA, Frise E, Hammonds AS, Olson S, Shenker S, Sturgill D, Samsonova AA, Weiszmann R, Robinson G, Hernandez J, Andrews J, Bickel PJ, Carninci P, Cherbas P, Gingeras TR, Hoskins RA, Kaufman TC, Lai EC, Oliver B, Perrimon N, Graveley BR, Celniker SE. “Diversity and Dynamics of the Drosophila Transcriptome”. Nature. 2014 Mar 16. doi: 10.1038/nature12962. 

36. Boley N, Stoiber MH, Booth BW, Wan KH, Hoskins RA, Bickel PJ, Celniker SE, Brown JB. “Genome-guided transcript assembly by integrative analysis of RNA sequence data”. Nat Biotechnol. 2014 Apr;32(4):341-6. doi: 10.1038/nbt.2850. 

37. Gerstein MB, Rozowsky J, Yan KK, Wang D, Cheng C, Brown JB*, Davis CA, Hillier L, et al. “Comparative analysis of the transcriptome across distant species”. Nature. 2014. (512)445-8. PMID: 25164755. *co-first author.

38. Alam T, Medvedeva YA, Jia H, Brown JB, Lipovich L, Bajic VB. “Promoter analysis reveals globally differential regulation of human long non-coding RNA and protein-coding genes”. PLoS One. 2014 Oct 2;9(10):e109443. doi: 10.1371/journal.pone.0109443

39. Chen ZX, Sturgill D, Qu J, Jiang H, Park S, Boley N, Suzuki AM, Fletcher AR, Plachetzki DC, FitzGerald PC, Artieri CG, Atallah J, Barmina O, Brown JB, Blankenburg KP, Clough E, et al. “Comparative validation of the D. melanogaster modENCODE transcriptome annotation”. Genome Res. 2014 Jul;24(7):1209-23. doi: 10.1101/gr.159384.113.

40. Bánfai B, Jia H, Khatun J, Wood E, Risk B, Gundling WE Jr, Kundaje A, Gunawardena HP, Yu Y, Xie L, Krajewski K, Strahl BD, Chen X, Bickel P, Giddings MC, Brown JB*, Lipovich L. "Long noncoding RNAs are rarely translated in two human cell lines."  Genome Res. 2012 Sep;22(9):1646-57.* corresponding author, co-senior author 

41. Fisher WW, Li JJ, Hammonds AS, Brown JB, Pfeiffer BD, Weiszmann R, MacArthur S, Thomas S, Stamatoyannopoulos JA, Eisen MB, Bickel PJ, Biggin MD, Celniker SE. “DNA regions bound at low occupancy by transcription factors do not drive patterned reporter gene expression in Drosophila”. Proc Natl Acad Sci USA. 2012 Dec 26;109(52):21330-5. doi: 10.1073/pnas.1209589110.

42. Yip KY, Cheng C, Bhardwaj N, Brown JB, Leng J, Kundaje A, Rozowsky J, Birney E, Bickel P, Snyder M, Gerstein M. "Classification of human genomic regions based on experimentally determined binding sites of more than 100 transcription-related factors." Genome Biol. 2012 Sep 5;13(9):R48.

43. Dong X, Greven MC, Kundaje A, Djebali S, Brown JB, Cheng C, Gingeras TR, Gerstein M, Guigó R, Birney E, Weng Z. "Modeling gene expression using chromatin features in various cellular contexts." Genome Biol. 2012 Sep 5;13(9):R53. 

44. Smibert P, Miura P, Westholm JO, Shenker S, May G, Duff MO, Zhang D, Eads BD, Carlson J, Brown JB, Eisman RC, Andrews J, Kaufman T, Cherbas P, Celniker SE, Graveley BR, Lai EC. "Global patterns of tissue-specific alternative polyadenylation in Drosophila." Cell Rep. 2012 Mar 29;1(3):277-89.

45. Landt SG, Marinov GK, Kundaje A, Kheradpour P, Pauli F, Batzoglou S, Bernstein BE, Bickel P, Brown JB, Cayting P, Chen Y, Desalvo G, Epstein C, Fisher-Aylor KI, Euskirchen G, Gerstein M, Gertz J, Hartemink AJ, Hoffman MM, Iyer VR, Jung YL, Karmakar S, et al. "ChIP-seq guidelines and practices of the ENCODE and modENCODE consortia." Genome Res. 2012 Sep;22(9):1813-31.

46. Derrien T, Johnson R, Bussotti G, Tanzer A, Djebali S, Tilgner H, Guernec G, Martin D, Merkel A, Knowles DG, Lagarde J, Veeravalli L, Ruan X, Ruan Y, Lassmann T, Carninci P, Brown JB, Lipovich L, Gonzalez JM, Thomas M, Davis CA, Shiekhattar R, et al.The GENCODE v7 catalog of human long noncoding RNAs: Analysis of their gene structure, evolution, and expression." Genome Res. 2012 Sep;22(9):1775-89.

47. ENCODE Project Consortium. "An integrated encyclopedia of DNA elements in the human genome." Nature. 2012 Sep 6;489(7414):57-74. doi: 10.1038/nature11247.

48. Atherton J, Boley N, Brown JB, Ogawa N, Davidson SM, Eisen MB, Biggin MD, Bickel P. "A model for sequential evolution of ligands by exponential enrichment (SELEX) data."  Ann. Appl. Stat. 2012. Volume 6, Number 3: 928-949.

49. Graveley BR, et al. "The developmental transcriptome of Drosophila melanogaster". Nature. 2011. 471(7339):473-9.
50. The ENCODE Project Consortium. A User's Guide to the Encyclopedia of DNA Elements (ENCODE). PLoS Biol. 2011. 9(4): e1001046.

51. Li Q, Brown JB, Huang H, Bickel PJ. "Measuring Reproducibility of High-Throughput Experiments." Ann. Appl. Stat. 2011. 5(3):1752-1779.

52. Li JJ, Jiang CR, Brown JB, Huang H, Bickel PJ. "Sparse linear modeling of next-generation mRNA sequencing (RNA-Seq) data for isoform discovery and abundance estimation." Proc Natl Acad Sci U S A. 2011 Dec 13;108(50):19867-72.

53. Hoskins RA*, Landolin JM*, Brown JB*, Sandler JE, Takahashi H, Lassmann T, Yu C, Booth BW, Zhang D, Wan KH, Yang L, Boley N, Andrews J, Kaufman TC, Graveley BR, Bickel PJ, Carninci P, Carlson JW, Celniker SE. Genome-wide analysis of promoter architecture in Drosophila melanogaster. Genome Research, 2010, 21(2):182-92.  *contributed equally to this work

54. Bickel PJ, Boley N, Brown JB, Huang H, and Zhang NR. "Subsampling methods for genomic inference." Ann. Appl. Stat. 2010. 4(4):1660-1697.

55. Aswani A, Keränen S, Brown J, Fowlkes C, Knowles DW, Biggin MD, Bickel P and Tomlin CJ. "Nonparametric identification of regulatory interactions from spatial and temporal gene expression data." BMC Bioinformatics. 2010. 11:413

56. MacArthur S, Li XY, Li J, Brown JB, Chu HC, Zeng L, Grondona BP, Hechmer A, Simirenko L, Keränen SV, Knowles DW, Stapleton M, Bickel P, Biggin MD, Eisen MB. Developmental roles of 21 Drosophila transcription factors are determined by quantitative differences in binding to an overlapping set of thousands of genomic regions. Genome Biology. 2009. 10(7):R80

57. The ENCODE Project Consortium. "Identification and analysis of functional elements in 1% of the human genome by the ENCODE pilot project." Nature. 2007. 447(7146):799-816.

58. Margulies EH, et al. Analyses of deep mammalian sequence alignments and constraint predictions for 1% of the human genome. Genome Research. 2007. 17(6):760-74.

H. Book Chapters

Xiong H, Brown JB, Boley N, Bickel PJ, Huang H. 2014. DE-FPCA: Testing Gene Differential Expression and Exon Usage through Functional Principal Component Analysis. In S. Datta and D. Nettleton, editors, "Statistical Analysis of Next Generation Sequence Data (Frontiers in Probability and Statistical Science)." Springer. New York. (ISBN-13: 978‑3319072111 ISBN-10: 3319072110)

I.  Grant Support (current in the UK)
Alan Turing Fellowship (Brown)
09/19/2018 – 09/18/2020 

Explainable Machine Learning to meet the needs of the Life & Environmental Sciences

The goal of this newly formed national Working Group is to develop new machine learning algorithms, strategies, and frameworks to enable statistical inference and human understanding in regimes recalcitrant to extant learning modalities. Work focuses on response surface mapping and deformational approaches to machine learning. 

Role: PI, Budget ~£500k over two years (budget currently under negotiation)
BBSRC BB/R014809/1 (Bonifer, Brown, Cazier)

07/01/2018 – 06/30/2021
Understanding the interplay of enhancers, chromatin priming elements and signals regulating dynamic gene expression in development

We will use the differentiation of mouse embryonic stem cells into blood to examine at the global level the cis- and trans regulatory requirements for chromatin priming and its role in temporal gene expression control. We will gather systems-level kinetic data from normal and perturbed differentiation to feed into the construction of predictive mathematical models for temporal gene regulation. This work will provide novel mechanistic insights into how gene expression programs are coordinated in development and generate new computational tools to predict their response to perturbations.
Role: Co-I, Budget £777,637 over three years

NERC NE/N016777/1 (Colbourne, Brown, Orsini) 

05/01/2016 – 04/30/2020
Cracking the Code of Adaptive Evolution (deCODE)

We aim to develop and exploit a massively multi-generational system where we can study the process of adaptation on scales ranging from molecules to phenotypes. Our purpose is to radically transform our understanding of how organisms and their populations cope with increasing stresses on ecosystems, by focusing biology's most modern tools towards discovering the molecular targets of natural selection and their contributions to the process of adaptation by phenotypic plasticity, epigenetics and conventional evolution. This knowledge will help policy makers and industry to refine their assessments of environmental health risks and prioritize actions that safeguard biodiversity and vital ecosystem services.

Role: Co-I, Budget £1,322,290 over four years

UoB CCB DIF for Environmental Bioinformatics (Brown)
06/01/2016 – 05/30/2020

Startup funds for Environmental Bioinformatics

Internal funding from UoB to startup a program in environmental bioinformatics. 

Role: PI, Budget £410,800 over four years
J.  Grant Support (current in the US)

IARPA-16003-D2017-1708030002 (Celniker & Brown)
10/01/17 – 03/15/2022

IARPA

Testing and Evaluation for the FELIX Program

The goal of this award is to conduct testing and evaluation of performers in the FELIX Program. Dr. Brown is tasked with leading the evaluation of Computational Tools to Detect Maliciously Modified Organisms. 

Role: co-I, Budget: $452k/yr
R01 HG009352 (Celniker)
09/01/2017 – 06/30/2020
NIH/NHGRI

Systematic, genome-scale functional characterization of conserved smORFs
The goal of this award is to identify the functions of highly conserved smORF genes using the model organism Drosophila melanogaster. Dr. Brown is responsible for leading computational and integrative analysis of RNA-seq, Ribosome profiling, proteogenomics, and phenotypic data. 

Role: co-I, Budget: $132k/yr 
R00 HG006698 (Brown, JB)
08/01/14 – 07/31/18 

NIH/NHGRI   L1728/102665
Nonparametric methods for functional and translational genomics

The goal of this Pathway to Independence Award is to develop statistical methods and tools for the characterization of functional elements of the genome encompassing steps in the genomics pipeline from basecalling to integrative analysis.

Role: PI, Budget: $250k/yr
DW-089-92460301-0 (Brown, JB)
11/18/16 – 09/30/17

US Environmental Protection Agency 104963
Genomic fingerprinting: toxicity identification evaluation and forensic applications

The goal of this proposal is to develop transcriptional signatures of exposures to unknown toxicants distributed in soil medium. We are analyzing transcriptional data collected in soil-dwelling arthropods along pollution gradients to identify these signatures using statistical machine learning procedures.

Role: PI, Budget: $30k
DE-AC02-05CH11231/15-100 (Celniker)  
10/01/14-09/30/17


Department of Energy/LDRD 103083
$33,500 (Celniker lab only)
Microbiome Adaptation in Response to Environmental Challenges

The primary goal of this Laboratory Directed Research and Development project is to characterize the role of the microbiome in adaptation to environmental challenges. We will measure long-term physiological effects and identify interactions between the content of microbiome and organ structure, metabolism, and behavior. By using both invertebrate and mammalian models, we will elucidate the impact of the gut microbiome on host health and generate the first atlas of microbiome-chemical interactions in any organism.

Role: Co-Investigator: Budget: $120k/yr
DE AC02-05CH11231 14-213 LDRD (Bissel, M) 



10/01/16-09/30/18
Department of Energy/LDRD  104689

Identifying bioactive compounds across the tree of life: from bacteria, to plants, to human organoids in cultures 

This project aims to develop rapid systems for the identification of bioactivities of compounds in diverse organisms. We use high-throughput imaging and phenotyping, transcriptomics, metagenomics, metabolomics, and a host of cell and microbial fitness assays to identify pathways and physiological processes influenced by exogenous chemicals. Our initial focus is on chemicals used in the manufacture of biofuels. 

Role: Co-Investigator; Budget: $110k/yr
Completed Research Support (in the US)
U01 HG007031 (Bickel, PJ)
09/17/12 – 06/30/16 

NIH/NHGRI UCB MLA Project ID TBD

Removing Statistical Bottle Necks in Data Analysis for the Encode Consortium

The goal of this collaborative agreement was to apply high-throughput bioinformatics and statistical techniques to interrogate all consortium data, as directed by the Analysis Working Group (AWG). However, as the dimensionality of the data increases geometrically, existing tools for integrative analysis will become less useful and new techniques and software will need to be developed. We will function as the Statistical Research and Development component of the ENCODE Consortium, and will tackle analytical bottlenecks that arise, and in many cases have already arisen, to facilitate the progress of the consortium.

Role: Co-Investigator

DE-AC02-05CH11231 14-200 LDRD (Brown, JB)
10/01/14 – 09/30/15

Department of Energy/LBNL

Reinventing preclinical and environmental testing paradigms   3669F2/100746  

The long-term goal of this laboratory-directed research and development project is to reduce the costs of drug development and biological risk assessment by developing new approaches to translating genomes through functional studies on complex populations, including techniques in experimental design, dimension reduction, and data integration.

Role: PI

